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						 Average signal  intensity values (log2 scale)																								Fold change																Log Fold change																Statistics

		Contig Name (HarvEST35)		ProbeName		[ctrl, 06h](normalized)		[ctrl, 12h](normalized)		[ctrl, 24h](normalized)		[ctrl, 74h](normalized)		[host, 06h](normalized)		[host, 12h](normalized)		[host, 24h](normalized)		[host, 74h](normalized)		[nonhost, 06h](normalized)		[nonhost, 12h](normalized)		[nonhost, 24h](normalized)		[nonhost, 74h](normalized)		Fold change([host-06h] vs [ctrl-06h])		Fold change([host-12h] vs [ctrl-12h])		Fold change([host-24h] vs [ctrl-24h])		Fold change([host-74h] vs [ctrl-74h])		Fold change([nonhost-06h] vs [ctrl-06h])		Fold change([nonhost-12h] vs [ctrl-12h])		Fold change([nonhost-24h] vs [ctrl-24h])		Fold change([nonhost-74h] vs [ctrl-74h])		Log Fold change([host-06h] vs [ctrl-06h])		Log Fold change([host-12h] vs [ctrl-12h])		Log Fold change([host-24h] vs [ctrl-24h])		Log Fold change([host-74h] vs [ctrl-74h])		Log Fold change([nonhost-06h] vs [ctrl-06h])		Log Fold change([nonhost-12h] vs [ctrl-12h])		Log Fold change([nonhost-24h] vs [ctrl-24h])		Log Fold change([nonhost-74h] vs [ctrl-74h])		significant in static paired t-test analysis		significant in ANOVA single timepoint analysis		significant in unpaired t-test single timepoint analysis		Description		Rice		Best hit NCBI nr		Best hit Rice PP5		Sequence		Harvest21 Hit		Top TAIR9 protein hit

		2309		CUST_7256_PI390587928		9.028461		8.524082		9.415778		8.99145		8.776631		8.346673		8.400258		8.084324		8.867373		8.361094		8.626463		9.108823		-1.1907166		-1.1308513		-2.0216315		-1.8753065		-1.1181301		-1.1196034		-1.728254		1.0847574		-0.16108799		-0.17740917		-1.0155201		-0.9071264		-0.2518301		-0.16298771		-0.7893152		0.11737251		No		Yes		Yes		U35_44k_v1_2309		LOC_Os02g25900.2		emb|CAC59976.1| 0.0  pollen signalling protein with adenylyl cyclase activity [Zea mays]		LOC_Os02g25900.2 0.0 pollen signalling protein with adenylyl cyclase activity putative expressed		CTTTTCGTGTCAGAATGTTTTCTATCTATATTTATGTAATGGCAAAACTTGGTGTGCGCA		11247		AT3G14470.1

		15518		CUST_21109_PI390587928		9.196724		9.336099		9.281048		9.635144		9.752864		9.893842		10.522448		10.063495		10.057781		10.072734		10.189697		9.836278		1.47033		1.4719647		2.364278		1.3456941		1.8163689		1.666285		1.8772873		1.1496015		0.8610573		0.5577431		1.2413998		0.42835045		0.55613995		0.7366352		0.90864944		0.20113373		No		Yes		Yes		U35_44k_v1_15518		LOC_Os02g50210.1		gb|EAY87431.1| 1e-52  hypothetical protein OsI_008664 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50210.1 3e-54 erwinia induced protein 2 putative expressed		TGGAATGGTGCGTGTTTAGTTGCCCTGGTTGTGAAAGGTATAAGTTTCTGGTTTTGCTGC		542		AT5G17190.1

		2920		CUST_17755_PI390587928		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		1.8238225		2.8595858		6.1660547		2.1062357		2.743906		6.390953		3.986722		-1.0526168		1.4562311		1.5158062		2.6243477		1.074667		0.8669653		2.676031		1.995203		-0.07398033		Yes		Yes		Yes		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		GAGTTTGTTTTGGCGCCACCTTTTTCATTCCCATGCGTCAGTCCACTGTTTCGTTCGTCC		6992		AT4G34710.2

		50099		CUST_14092_PI390587928		10.654561		10.159265		9.574131		9.722066		11.438606		10.832665		10.816724		10.196549		11.514343		11.217037		10.454044		9.82167		1.7219523		1.594828		2.366234		1.3894207		1.8147644		2.081715		1.8402648		1.0714791		0.8597822		0.6734009		1.2425928		0.4744835		0.7840452		1.0577726		0.87991333		0.09960365		No		Yes		Yes		U35_44k_v1_50099		LOC_Os04g27850.1		ref|NP_001052511.1| 5e-83  Os04g0346000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g27850.1 1e-84 prolyl 4-hydroxylase alpha-1 subunit putative expressed		CTGATACTTTCAACCTCAAACGTGGGGGGCAGCGTGTTGCTACAATGTTGATGTATTTGA		52122		AT2G43080.1

		5018		CUST_12633_PI390587928		10.2032795		10.756009		10.700889		9.580437		9.657645		10.107036		9.092301		7.8261127		9.1086		9.509991		9.6727295		8.636269		-1.459662		-1.568052		-3.0495307		-3.373682		-2.1356568		-2.3718593		-2.0394204		-1.9240791		-1.0946798		-0.64897346		-1.6085873		-1.754324		-0.54563427		-1.2460184		-1.0281591		-0.9441681		Yes		No		No		U35_44k_v1_5018		LOC_Os03g40930.1		gb|EAY90942.1| e-122  hypothetical protein OsI_012175 [Oryza sativa (indica cultivar-group)]		LOC_Os03g40930.1 1e-123 expressed protein		AGAAGCTTTGCTTGTTTCCTTGTAATCCAAAACATCTAATGAGTGAAGTGTCTTGTGATG		11223		AT3G19540.1

		39851		CUST_31485_PI390587928		6.2257056		5.5251336		5.2047677		6.1002107		7.6917996		8.080839		8.366197		7.3513856		7.7768865		8.85477		8.05457		6.4031143		2.762729		5.879549		8.947154		2.380352		2.9305692		10.053571		7.209017		1.2336248		1.5511808		2.5557055		3.161429		1.2511749		1.466094		3.329636		2.8498025		0.30290365		Yes		Yes		Yes		U35_44k_v1_39851		LOC_Os04g51050.1		ref|NP_001053746.1| 2e-62  Os04g0598900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g51040.1 5e-64 OsWAK50 - OsWAK receptor-like protein kinase expressed		TGGATTTGGGACGGTCTACAAAGGCATTCTATCTGATCAAATGGTTGTGGCGATCAAGAA		36085		AT4G31100.1

		9408		CUST_11159_PI390587928		6.3893876		6.681584		6.7257457		6.2525907		6.1544704		6.494608		5.6999736		5.8958187		6.0974216		6.116976		5.8132863		5.9692254		-1.1768391		-1.138375		-2.0360487		-1.2805574		-1.2243075		-1.4789857		-1.8822515		-1.2170304		-0.29196596		-0.18697596		-1.0257721		-0.35677195		-0.23491716		-0.5646081		-0.9124594		-0.28336525		No		Yes		Yes		U35_44k_v1_9408		LOC_Os09g01140.1		ref|NP_001048255.1| 7e-17  Os02g0771200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53150.1 1e-18 expressed protein		GCACCATCCCAGAGCCAGTTGCTACGAGTGGTGGTGAAGCAAGCACAAAAGTGCCAAATG		21287		0

		1017		CUST_8910_PI390587928		6.45277		7.060332		6.515072		6.0328174		5.9877152		6.672432		5.3726106		4.9500732		5.6465797		6.1751423		5.95315		6.0025787		-1.38037		-1.3084873		-2.2075732		-2.118061		-1.7485881		-1.8470073		-1.4762347		-1.021181		-0.8061905		-0.38789988		-1.1424613		-1.0827441		-0.465055		-0.88518953		-0.5619221		-0.030238628		No		Yes		Yes		U35_44k_v1_1017		LOC_Os02g20940.1		ref|NP_001046657.1| 1e-21  Os02g0313500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g20940.1 4e-23 cytochrome c oxidase assembly protein COX19 putative expressed		CGGCAAGTTCTACACTCAGGCTAGATTATTAACGTGGAATACCTCGTATATTCTTTTACT		17211		AT1G66590.2

		50618		CUST_38915_PI390587928		7.742246		7.090945		7.994564		8.368789		7.900741		6.953324		6.5085254		6.918211		7.3717422		6.463061		6.8808875		7.8784842		1.1161221		-1.1000896		-2.8011878		-2.7331748		-1.2928042		-1.5452968		-2.163964		-1.4047413		-0.3705039		-0.13762093		-1.4860387		-1.4505777		0.15849495		-0.6278839		-1.1136765		-0.49030447		No		Yes		Yes		U35_44k_v1_50618		LOC_Os02g56510.1		gb|EAZ25025.1| 3e-91  hypothetical protein OsJ_008508 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56510.1 7e-93 phosphate transporter 1 putative expressed		TGAAGAACAAGTTCACATACTACCTTTCCATGATGCTAAACCTAGTCCTTCGGCTAGCAT		52865		AT3G23430.1

		4730		CUST_15983_PI390587928		3.2164986		3.6937096		2.2026598		3.6682622		2.2880833		2.7798796		4.4255767		5.5463157		2.4729483		2.9363308		4.7825003		5.176805		-1.9031843		-1.8840406		4.668363		3.6757877		-1.674291		-1.6904166		5.9787354		2.845225		-0.7435503		-0.91383004		2.2229168		1.8780534		-0.9284153		-0.7573788		2.5798404		1.5085428		No		Yes		Yes		U35_44k_v1_4730		LOC_Os02g12680.1		gb|EAZ22255.1| 1e-81  hypothetical protein OsJ_005738 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12690.1 2e-83 cytochrome P450 74A4 putative expressed		TGTTGGCGATTATGTAAAGTTCTTTGTGGTGTGATCGTTTGAACTTGTCTAATAAAAAGC		12918		AT5G42650.1

		50907		CUST_7955_PI390587928		4.069651		4.0441236		4.466906		4.2943096		3.6917276		3.1950386		3.0299644		2.8159828		3.8569126		3.4304934		3.78924		3.946167		-1.2994702		-1.8013582		-2.707463		-2.786254		-1.1588858		-1.5301046		-1.5995501		-1.2729207		-0.21273851		-0.8490851		-1.4369416		-1.4783268		-0.3779235		-0.6136303		-0.6776662		-0.34814262		Yes		No		No		U35_44k_v1_50907		LOC_Os02g42374.5		gb|EAZ23922.1| 5e-05  hypothetical protein OsJ_007405 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42374.5 7e-07 expressed protein		GTTAACCCTTCCTGCCTTCATGGAAATTATATTCGGGCCTCATAGGGCATAAGAGTGATC		None		0

		25629		CUST_18657_PI390587928		7.3387694		8.056699		4.6312537		6.928602		7.7868137		10.91111		9.972161		11.067018		8.26934		10.716381		8.741117		5.603197		1.3641897		7.2320824		40.5297		17.611128		1.9060291		6.3189387		17.26601		-2.5060325		0.9305701		2.8544111		5.3409076		4.1384153		0.4480443		2.6596823		4.109863		-1.3254051		Yes		Yes		Yes		U35_44k_v1_25629		LOC_Os03g32230.1		gb|AAP51130.1| 2e-47  C2H2-type zinc finger protein ZFP36 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g32230.1 8e-49 zinc-finger protein 1 putative expressed		CGATTAGGTATCCCCTTCATTTGTTCATCCTTTGTTGTATTTATTACAAAGACGCAAAGA		21793		AT5G43170.1

		16984		CUST_23742_PI390587928		15.341292		15.506816		15.107596		15.921796		15.082958		15.340808		13.350034		14.023055		14.805909		14.569005		13.927738		15.279419		-1.1960968		-1.1219497		-3.381264		-3.7288759		-1.4493271		-1.9156194		-2.2655451		-1.5608987		-0.5353832		-0.166008		-1.7575626		-1.8987408		-0.25833416		-0.9378109		-1.1798582		-0.6423769		Yes		Yes		Yes		U35_44k_v1_16984		LOC_Os02g48900.2		ref|NP_001047956.1| 0.0  Os02g0720900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48900.1 0.0 aspartic proteinase nepenthesin-1 precursor putative expressed		CACGTAGCCAGGATATGTGAAATACCTTGTGTCATGTAAATTTTTGGCAAGTACTAGTGA		9000		AT5G10770.1

		18930		CUST_9621_PI390587928		9.200496		6.9303336		7.1032453		8.669389		10.214165		7.9538383		8.123825		9.072785		10.488419		8.768825		8.015404		9.074586		2.0190394		2.0328515		2.0287342		1.3226181		2.4417624		3.5763576		1.881859		1.3242699		1.2879229		1.0235047		1.0205798		0.4033966		1.013669		1.838491		0.9121585		0.40519714		Yes		No		No		U35_44k_v1_18930		LOC_Os10g30560.1		ref|NP_001064696.1| 2e-54  Os10g0442300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g30560.1 4e-56 cytokinin-O-glucosyltransferase 2 putative expressed		GTCCAAGTAAATCGTCATCGTTCGATTGTCGTGCAAGTAAAAGTTTCATTGTTCAAAAAA		14826		AT2G36970.1

		32362		CUST_29856_PI390587928		4.6618423		5.287443		5.675034		5.254501		4.6030145		4.810347		5.042086		5.1155305		4.3353844		3.9697506		4.6839128		4.79207		-1.0416192		-1.391939		-1.5507305		-1.101119		-1.253931		-2.492671		-1.9877293		-1.3778616		-0.32645798		-0.47709608		-0.6329479		-0.13897038		-0.058827877		-1.3176925		-0.9911213		-0.46243095		No		Yes		Yes		U35_44k_v1_32362		LOC_Os08g40830.2		gb|EAZ43357.1| 2e-07  hypothetical protein OsJ_026840 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40830.2 3e-09 pumilio domain-containing protein PPD1 putative expressed		AAGGATTTCGGAGCATTCGACTCTCCACTGGGAAATCTTCCTGGAGAAGGGCTGGGGTTT		None		0

		5221		CUST_3728_PI390587928		8.1919985		7.51322		8.521217		8.024209		8.935363		8.167404		10.89062		9.591382		9.587006		10.19899		10.669316		9.480989		1.6740752		1.5737259		5.167272		2.963235		2.6298985		6.4342413		4.4324336		2.744951		1.3950071		0.65418434		2.369403		1.567173		0.74336433		2.68577		2.148099		1.4567804		Yes		Yes		Yes		U35_44k_v1_5221		LOC_Os04g33860.1		gb|EAY94057.1| 1e-29  hypothetical protein OsI_015290 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33860.1 2e-31 expressed protein		GCATAGGACCAGACTTCTTCTCTTCTGTTTCTTACTTTCAAGACAAGAAAAGTTTACCCC		11232		AT5G06270.1

		3701		CUST_40665_PI390587928		10.375082		10.299281		10.477114		10.589137		10.095139		9.937583		9.42294		9.895507		9.99374		9.85304		9.450692		10.348498		-1.2141473		-1.2849375		-2.0765283		-1.6173481		-1.3025528		-1.362486		-2.0369656		-1.1815157		-0.38134193		-0.36169815		-1.0541735		-0.6936302		-0.27994347		-0.44624138		-1.0264215		-0.24063873		No		Yes		Yes		U35_44k_v1_3701		LOC_Os01g62870.1		ref|NP_001105982.1| e-159  aldose reductase [Zea mays]		LOC_Os01g62870.1 1e-148 aldose reductase putative expressed		TTTTAAGCCCGAAGATAATCATGAATCCAGTGCGTGATTTCTTCACGCGCCGATGTTGGA		10053		AT2G37770.2

		23570		CUST_16686_PI390587928		4.003894		5.546198		4.2951064		4.2093596		4.453769		6.445921		8.3260565		7.4159164		5.301284		6.3866677		6.883744		4.14385		1.3659222		1.8657078		16.346956		9.231447		2.4578383		1.7906332		6.0153027		-1.0464547		1.29739		0.89972305		4.03095		3.2065568		0.44987535		0.84046984		2.5886374		-0.065509796		Yes		Yes		Yes		U35_44k_v1_23570		LOC_Os01g50100.1		dbj|BAB85651.1| 4e-09  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-07 multidrug resistance protein 4 putative expressed		AACTCTTGTCATGCTAACATCACTACCACTGATTGCTATCGCTGGTGCAGTGTCTTCACA		20504		0

		43362		CUST_5470_PI390587928		5.9784904		6.421435		4.9644613		4.3833137		7.748211		7.632919		11.864471		10.260854		8.883149		9.5132675		10.788078		5.8151355		3.409879		2.315757		119.42906		58.79168		7.4884067		8.5257845		56.634804		2.697872		2.9046588		1.211484		6.90001		5.87754		1.7697206		3.0918326		5.823617		1.4318218		Yes		Yes		Yes		U35_44k_v1_43362		-		gb|EAY79285.1| 5e-07  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 8e-09 glutathione S-transferase GSTU6 putative expressed		GCCACATCAAACTATTTTGTTTCAAAAGATCAGCGCTATGCTTTTCTCGTTGAAATTGTA		39931		0

		17729		CUST_25817_PI390587928		5.781578		5.8630805		6.217058		6.009411		5.293598		4.5723705		4.6786666		4.498421		5.4380054		4.849904		5.163877		5.108694		-1.4024796		-2.4464843		-2.9047048		-2.8500547		-1.2688949		-2.0183501		-2.0751004		-1.8669933		-0.34357262		-1.29071		-1.5383916		-1.5109897		-0.4879799		-1.0131764		-1.0531812		-0.9007168		Yes		No		No		U35_44k_v1_17729		LOC_Os01g02020.2		ref|NP_001041797.1| 0.0  Os01g0110400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g02020.1 0.0 acetyl-CoA acetyltransferase cytosolic 2 putative expressed		CTTGTTTTACTGGATAACAGATGTGCAGAGGAAGGAAGGAATGATGCAAGGAATGAAGGA		8330		AT5G47720.1

		11930		CUST_11362_PI390587928		6.7839065		6.2020774		7.7299767		7.3201046		5.5050507		5.3561654		6.903293		6.686899		5.380896		4.7829676		7.019488		6.5772824		-2.4264646		-1.7974006		-1.7736034		-1.5510073		-2.6445282		-2.6742046		-1.6363584		-1.6734462		-1.4030104		-0.845912		-0.8266835		-0.6332054		-1.2788558		-1.4191098		-0.7104888		-0.7428222		Yes		No		No		U35_44k_v1_11930		LOC_Os02g53860.1		ref|NP_001048301.1| 6e-08  Os02g0779200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53860.1 1e-09 subtilisin-like protease precursor putative expressed		AATCTCCACGGAAAACCAAACCATACTCTGCCACGAGAAGAAAGAAAGATCTCCAATCCG		29696		0

		23691		CUST_21851_PI390587928		7.7954993		7.873018		8.022935		7.999472		7.586536		7.325599		6.1939445		6.5793815		7.0257964		6.907144		6.4314246		7.2430377		-1.1558573		-1.4614683		-3.5528836		-2.6760232		-1.7049186		-1.9532461		-3.0136466		-1.6893104		-0.7697029		-0.5474186		-1.8289905		-1.4200907		-0.2089634		-0.9658737		-1.5915103		-0.75643444		Yes		Yes		Yes		U35_44k_v1_23691		LOC_Os12g37840.1		gb|AAQ02664.1| 7e-91  boron transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os12g37840.1 1e-92 boron transporter 1 putative expressed		ATCCAAGGGAGTACTGTATGTGTAATCTCTGAATGAGTAGAATATTATAGCGTCTACTTT		19634		AT2G47160.2

		48652		CUST_19404_PI390587928		4.9189076		4.159844		4.7913475		4.1637154		4.64787		5.2982516		4.2212563		5.7392144		3.9860413		4.955234		4.5945945		4.182095		-1.2066753		2.2013793		-1.4846175		2.9803858		-1.9090651		1.7355466		-1.146116		1.0128213		-0.93286633		1.1384077		-0.57009125		1.575499		-0.27103758		0.7953901		-0.19675303		0.018379688		No		Yes		Yes		U35_44k_v1_48652		LOC_Os02g36340.2		gb|EAY86376.1| 8e-25  hypothetical protein OsI_007609 [Oryza sativa (indica cultivar-group)]		LOC_Os02g36340.2 2e-26 riboflavin biosynthesis protein ribAB chloroplast precursor putative expressed		CATCCTTGCCATTATACTAGAAGTCACATAGCATTCTCTTGATGTATTCCAGGAGTCATG		50623		AT5G64300.1

		4978		CUST_8948_PI390587928		9.918373		9.687754		9.957107		9.6127		11.029178		10.657165		11.857507		10.401568		11.325183		11.053571		11.02274		9.618334		2.1596606		1.958041		3.7331674		1.7277182		2.651502		2.5772223		2.093089		1.0039123		1.4068098		0.9694109		1.9004002		0.78886795		1.1108046		1.3658171		1.0656338		0.005633354		Yes		Yes		Yes		U35_44k_v1_4978		LOC_Os03g57210.1		ref|NP_001051486.1| 4e-42  Os03g0786000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57210.1 8e-44 glycine-rich protein putative expressed		CTTTATGGTGAGCTTGCGAGATTCACATTCCGTTTGCTGGGGATCAAAACCAAACCAAAG		12876		AT3G07560.1

		20623		CUST_16247_PI390587928		4.2012353		4.3660655		4.274203		3.7738743		3.4417763		3.7332823		3.232461		3.4078329		3.6526852		2.652916		2.5118845		3.6991985		-1.6928557		-1.5505533		-2.0587118		-1.2888117		-1.462615		-3.2787583		-3.3924284		-1.0531243		-0.5485501		-0.6327832		-1.0417418		-0.36604142		-0.759459		-1.7131495		-1.7623184		-0.0746758		Yes		No		No		U35_44k_v1_20623		LOC_Os05g32530.1		sp|Q5H7P5|EBM_LILLO 1e-98  Mannosylglycoprotein endo-beta-mannosidase (Endo-beta-mannosidase) [Contains: Mannosylglycoprotein endo-beta-mannosidase 31 kDa subunit; Mannosylglycoprotein endo-beta-mannosidase 28 kDa subunit; Mannosylglycoprotein endo-beta-mannosidase 42 kDa subunit]		LOC_Os05g32530.1 2e-90 mannosylglycoprotein endo-beta-mannosidase putative expressed		CAGATTGTAGTTTAAAAGTTCAGGTTTCTGCTGAACTTGAGGGGGACATTTGCTTGGTGG		34816		AT1G09010.1

		20976		CUST_26314_PI390587928		3.4988225		4.2664185		2.9145954		2.7222729		2.663092		5.310496		7.4961867		7.0806355		2.0463462		5.286596		6.3523307		3.557462		-1.7847606		2.0620472		23.943989		20.511522		-2.736774		2.0281682		10.835812		1.7840909		-1.4524763		1.0440774		4.5815916		4.3583627		-0.83573055		1.0201774		3.4377353		0.8351891		Yes		Yes		Yes		U35_44k_v1_20976		LOC_Os03g52910.1		ref|NP_001051216.1| 1e-77  Os03g0739700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52910.1 3e-79 uncharacterized UPF0114 domain containing protein expressed		AGTTAGCACTTAGCAAAGCAAGAAATAGTAGTAGTAGTAGTAGAAAAGCCAAAACCTGTG		14054		AT4G19390.1

		17422		CUST_11600_PI390587928		5.8111725		4.8397593		5.0924363		5.6734295		6.1860104		6.781154		8.045915		7.2217693		6.6416755		7.5391254		7.5301666		5.4967475		1.2966938		3.8407679		7.7461443		2.9248037		1.7783053		6.4951644		5.417887		-1.1302814		0.830503		1.9413948		2.9534783		1.5483398		0.37483788		2.699366		2.4377303		-0.176682		Yes		Yes		Yes		U35_44k_v1_17422		LOC_Os06g41770.1		ref|NP_001058100.1| 2e-68  Os06g0622700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 3e-70 bZIP transcription factor protein putative expressed		AGTTCACCAGTGAACTCACAAGTGAATGGCCACAAAATCTTGAGAGTAGTTGTCAAAAAA		9431		AT1G42990.1

		5983		CUST_18116_PI390587928		6.8091187		6.660484		6.454455		7.0447373		7.1045747		7.2590775		7.960054		6.743215		7.0165997		7.8156986		8.057843		7.8957424		1.2272727		1.5142398		2.8394253		-1.2324442		1.1546702		2.2271748		3.038561		1.8037571		0.2074809		0.5985937		1.505599		-0.30152225		0.29545593		1.1552148		1.6033883		0.8510051		No		Yes		Yes		U35_44k_v1_5983		LOC_Os02g10650.1		gb|EAZ01618.1| e-152  hypothetical protein OsI_022850 [Oryza sativa (indica cultivar-group)]		LOC_Os02g10650.1 1e-141 SEC14-like protein 1 putative expressed		CTTGAGTGTATCATCCTTCAATCAGAAATAAATGGTGCATCTTGATCTTTGCCATCAAAA		14213		AT5G47730.1

		8054		CUST_8466_PI390587928		4.782291		5.928087		3.2571008		2.8860552		6.822256		9.108542		7.1750474		6.3129086		7.551045		7.7448673		6.50672		2.9233541		4.112356		9.065931		15.115393		10.754387		6.815191		3.5229404		9.511147		1.0261908		2.768754		3.1804552		3.9179466		3.4268534		2.0399652		1.8167801		3.2496192		0.037298918		Yes		Yes		Yes		U35_44k_v1_8054		LOC_Os08g42800.1		dbj|BAD34435.1| 5e-06  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g34020.1 1e-07 expressed protein		GGTGCTGCTGATATGAGATACTAGTGAACTAATCAATACAAAGGTCAATGATCACAATTT		16935		0

		41367		CUST_2661_PI390587928		2.188239		2.3015769		3.2734268		2.5887082		10.970467		9.733293		9.374367		11.919098		2.0790243		1.9631705		2.0962114		3.1193018		440.26474		172.65112		68.6382		643.76483		-1.078641		-1.2643591		-2.2613986		1.4445235		-0.10921478		7.431716		6.1009398		9.33039		8.7822275		-0.33840632		-1.1772153		0.53059363		Yes		Yes		Yes		U35_44k_v1_41367		-		No hits found		No hits found		GAACTGAGTGTACAAATATAATATAGACGAGTGGCAATCGAATAGAGTCGAAAATTTTCC		36331		0

		31536		CUST_30529_PI390587928		4.2557845		2.349291		4.518206		5.2093706		5.479708		4.124272		7.862375		8.59333		4.4580016		5.111755		7.8917527		7.4151397		2.3358111		3.4223344		10.1553545		10.439348		1.150465		6.785541		10.36427		4.613204		0.2022171		1.7749808		3.3441687		3.3839598		1.2239237		2.7624638		3.3735466		2.205769		Yes		Yes		Yes		U35_44k_v1_31536		LOC_Os03g04570.1		gb|EAZ25515.1| 2e-37  hypothetical protein OsJ_008998 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04570.1 3e-39 peptide transporter PTR2 putative expressed		TGGTGACCATGTTCGTGCCGTGCACGCTCATCGTACAGACCAACACCCTTTTCGTGAAGC		21643		AT5G46050.1

		18546		CUST_10633_PI390587928		8.46225		8.942447		8.567506		9.616537		10.356534		11.540786		10.940646		10.727361		11.099609		11.592453		10.836318		8.742676		3.717375		6.0558906		5.180676		2.1596892		6.221919		6.2767		4.819262		-1.8325611		2.6373596		2.598339		2.3731403		1.1108236		1.8942842		2.6500063		2.2688122		-0.8738613		Yes		Yes		Yes		U35_44k_v1_18546		LOC_Os01g62430.3		gb|AAC04628.1| 4e-57  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 8e-59 elicitor-responsive protein 1 putative expressed		TTCGTCAAATTCGTTCAGGATTAAGGTTCTTTTGAAAAAACATACTCATATCCCGTGTCG		11789		AT3G55470.2

		1		CUST_37069_PI390587928		7.903975		7.295735		7.4013324		7.257746		8.919572		8.4315605		12.291785		9.076737		9.499894		9.059365		11.159286		7.4054217		2.0217392		2.1974428		29.660128		3.528344		3.0228703		3.395515		13.528717		1.1077832		1.5959191		1.1358256		4.890453		1.8189912		1.0155969		1.7636304		3.7579532		0.14767551		Yes		Yes		Yes		U35_44k_v1_1		-		No hits found		No hits found		GCCGTCACCGAGTCTTGCCACTTTTGTTTGTTCGACATTCTTTTTTGTCTTGTTGTATCT		14743		0

		28998		CUST_28081_PI390587928		9.377875		8.728569		8.819728		9.246259		9.899532		10.661186		10.8713045		10.252597		10.141011		10.452125		10.54332		9.410842		1.4356031		3.817471		4.1455874		2.0088058		1.6971756		3.302493		3.302576		1.1208422		0.7631359		1.9326172		2.0515766		1.0063381		0.521657		1.7235556		1.7235918		0.1645832		Yes		Yes		Yes		U35_44k_v1_28998		LOC_Os07g38810.1		emb|CAH17379.2| 1e-48  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38810.1 1e-43 lectin receptor-type protein kinase putative expressed		TTCATACAAGGACTTGTTTCATGCGACCAAGGGTTTCAGTGACAAGAACTTGCTTGGGAG		28144		AT2G37710.1

		1149		CUST_7077_PI390587928		10.624618		10.670727		10.606799		10.900394		10.955207		10.743657		11.894076		11.227783		11.1306715		11.139968		11.437205		11.057548		1.2575269		1.051851		2.44067		1.2547402		1.4201604		1.384381		1.778186		1.1150845		0.5060539		0.072930336		1.2872772		0.32738876		0.3305893		0.46924114		0.8304062		0.15715313		No		Yes		Yes		U35_44k_v1_1149		LOC_Os01g01307.1		dbj|BAD45510.1| 9e-69  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g01307.1 6e-71 translocon-associated protein beta containing protein expressed		CCCCTGGTATAACATCGTTATTGCTCCAAATGAAACCATAAAATGGCAAGAGCATTTTGG		3379		AT5G14030.4

		48492		CUST_39447_PI390587928		4.3152423		4.5374866		2.13986		3.4401493		4.825767		5.2194457		7.140222		7.066055		4.452559		4.6541743		6.8138294		4.3953395		1.4245683		1.604317		32.008038		12.345433		1.0998576		1.0842427		25.527304		1.9388351		0.1373167		0.68195915		5.0003624		3.6259055		0.51052475		0.116687775		4.6739693		0.9551902		Yes		Yes		Yes		U35_44k_v1_48492		LOC_Os05g37130.5		gb|AAU90103.1| 1e-26  putative glycoside hydrolase [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37130.5 4e-28 glucan endo-13-beta-glucosidase 7 precursor putative expressed		TTCTGTTACTGGGTAAGCTTGGCTTGATTCTTGGCCATATCATTATTTAATTTAGATGCT		50319		AT5G55180.2

		1321		CUST_36906_PI390587928		8.2418785		8.433259		7.2190948		7.474705		8.585427		8.51146		8.409054		9.606965		8.421075		8.515114		8.339389		8.572706		1.2688739		1.055701		2.2814627		4.3840365		1.132253		1.0583779		2.1739128		2.140579		0.17919636		0.078201294		1.189959		2.1322598		0.34354877		0.08185482		1.1202941		1.098001		No		Yes		Yes		U35_44k_v1_1321		LOC_Os06g05120.2		gb|ABL85054.1| 2e-09  hypothetical protein 57h21.29 [Brachypodium sylvaticum]		LOC_Os06g05120.2 2e-10 expressed protein		AATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTGGAGATGAGTTTCCTTTTCAAAAAA		4032		0

		19740		CUST_9454_PI390587928		12.364006		12.157456		11.548172		12.430093		13.317219		13.861844		15.170319		14.305287		13.924957		14.18074		14.714516		12.967102		1.9361795		3.258906		12.313309		3.668511		2.950483		4.0650806		8.977686		1.4509615		1.5609512		1.7043877		3.6221466		1.8751945		0.95321274		2.023284		3.1663437		0.53700924		Yes		Yes		Yes		U35_44k_v1_19740		-		gb|EAZ08195.1| 4e-53  hypothetical protein OsI_029427 [Oryza sativa (indica cultivar-group)]		LOC_Os09g04339.1 2e-54 expressed protein		CGACTTGTGGGGCAAGCCAGATTGTTCTAATATATACTCTTTTTAAAGGTTTTCATTAAG		13632		0

		20193		CUST_5402_PI390587928		6.9064584		6.638109		6.789207		6.344647		6.429148		6.419714		5.5077157		5.562119		6.446432		6.1890864		5.9251456		6.3195853		-1.3921456		-1.1634387		-2.4309013		-1.7201424		-1.3755668		-1.3651153		-1.820155		-1.0175232		-0.46002626		-0.21839523		-1.2814913		-0.7825279		-0.47731018		-0.44902277		-0.86406136		-0.025061607		No		Yes		Yes		U35_44k_v1_20193		LOC_Os05g06420.1		gb|EAZ32939.1| 3e-77  hypothetical protein OsJ_016422 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g06420.1 6e-79 expressed protein		GTTTGGGTTTTATATATTGCAGAGAGTGATTTGTATATCATGCACCGTGCATGCATCAAA		26151		AT2G25920.1

		22836		CUST_2807_PI390587928		11.301468		11.124782		11.736664		11.567365		11.093738		10.86394		10.671475		10.923119		10.886131		10.701351		10.869784		11.480681		-1.1548699		-1.1981772		-2.0924432		-1.5629224		-1.3336098		-1.3411126		-1.8237139		-1.061926		-0.4153366		-0.26084137		-1.0651884		-0.6442461		-0.2077303		-0.42343044		-0.86687946		-0.08668327		No		Yes		Yes		U35_44k_v1_22836		LOC_Os02g10720.1		ref|NP_001046223.1| 8e-67  Os02g0201000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10720.1 5e-74 expressed protein		TTGGCAAAAGTGTATATTTGGTGAACTGAATTATGTACTGGGACCTTGAACATACGGTAT		16682		AT5G25360.1

		15717		CUST_21582_PI390587928		2.998123		2.3261478		2.832428		3.897604		4.6220756		5.162277		5.528055		4.271843		5.15388		5.5138745		5.5669084		3.1609905		3.0821831		7.1410165		6.4783535		1.2961557		4.4560246		9.111741		6.6551924		-1.66626		2.1557572		2.8361294		2.6956272		0.37423897		1.6239526		3.1877267		2.7344804		-0.7366135		Yes		Yes		Yes		U35_44k_v1_15717		LOC_Os02g22650.2		emb|CAI30081.1| 1e-65  glycosyltransferase [Triticum aestivum]		LOC_Os02g22650.2 2e-55 glycosyltransferase putative expressed		AAGAAGAGAGTTGTAAACAACCAGAGCTCATAAGCATTACTCTCATGGTGTAAAGTGTTT		4689		AT3G18180.1

		14146		CUST_38283_PI390587928		8.849616		8.708495		8.514903		9.91855		10.36633		10.719104		11.213593		10.666321		10.513854		11.210442		10.94077		10.410151		2.8613858		4.029522		6.492119		1.6791967		3.169462		5.6644917		5.3735185		1.4060043		1.664238		2.0106087		2.6986895		0.74777126		1.5167141		2.5019464		2.425867		0.491601		Yes		Yes		Yes		U35_44k_v1_14146		LOC_Os04g37500.1		ref|NP_001052919.1| 2e-75  Os04g0447800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37500.1 4e-77 glutamate decarboxylase putative expressed		CAGGTGTGCTGGGAGAAGTTCGCGCGCTACTTCGAGGTGGAGCTCAAGGAGGTGAAGCTG		25845		AT1G65960.2

		20516		CUST_15177_PI390587928		6.228558		6.6567645		7.139011		6.3141384		6.148487		6.056067		6.060314		5.848081		6.0092845		5.9496627		6.1893086		5.8995514		-1.05707		-1.5164496		-2.1121273		-1.3813293		-1.1641473		-1.6325213		-1.931474		-1.3329171		-0.21927357		-0.6006975		-1.0786967		-0.4660573		-0.08007097		-0.7071018		-0.94970226		-0.41458702		No		Yes		Yes		U35_44k_v1_20516		LOC_Os09g34320.1		gb|EAZ09779.1| 2e-56  hypothetical protein OsI_031011 [Oryza sativa (indica cultivar-group)]		LOC_Os09g34320.1 2e-57 expressed protein		AAGTTGAGATTTTTCCCGGTTGATAGCCCGGACATCCAACAAGAAGAGCCGCGTGCCGGC		16731		AT1G01180.1

		527		CUST_5025_PI390587928		4.536556		4.862991		5.264594		5.130819		4.12145		4.2961793		3.6235301		3.7806957		3.9287643		4.080293		3.7492561		4.6290765		-1.3333964		-1.4812464		-3.1189575		-2.5493388		-1.5239245		-1.7203447		-2.8586578		-1.4159225		-0.6077914		-0.56681156		-1.6410639		-1.3501232		-0.41510582		-0.7826977		-1.515338		-0.50174236		No		Yes		Yes		U35_44k_v1_527		LOC_Os02g50240.1		gb|AAW21273.1| 2e-10  glutamine synthetase [Saccharum officinarum]		LOC_Os02g50240.1 2e-11 glutamine synthetase root isozyme 3 putative expressed		AATGGTCATCATCTTGTCAACATCCTTGATGCCAATCAAGATCCCCCCTTACTAAATTCG		1649		0

		50709		CUST_12757_PI390587928		10.48079		9.276927		8.299844		8.893616		11.64967		11.366974		12.105876		12.115379		12.525701		12.397205		11.6839905		10.030763		2.2483702		4.257619		13.98717		9.329267		4.1264763		8.695557		10.4407015		2.1994562		2.0449104		2.090047		3.8060322		3.2217636		1.1688795		3.1202784		3.3841467		1.137147		Yes		Yes		Yes		U35_44k_v1_50709		-		gb|AAS93431.1| 4e-31  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os01g66510.1 3e-05 MLO-like protein 1 putative expressed		AAGGTTCCTATAGAAACAATTTCGGCAAGTGTACAAATATCTTTTTGGCCAGCACAAATA		41006		0

		44467		CUST_3491_PI390587928		4.5864162		4.909602		2.4721756		3.8854797		5.6832585		5.5200386		6.6497765		5.840221		5.6567607		5.830275		6.161724		4.413547		2.1388605		1.526721		18.096024		3.876464		2.0999346		1.892998		12.902229		1.4419962		1.0703444		0.61043644		4.177601		1.9547412		1.0968423		0.9206729		3.6895485		0.52806735		Yes		Yes		Yes		U35_44k_v1_44467		LOC_Os01g07870.1		sp|Q8VZZ4|MRP8_ARATH 2e-12  Multidrug resistance-associated protein 8 (Glutathione S-conjugate-transporting ATPase 8) (ATP-energized glutathione S-conjugate pump 8)		LOC_Os01g07870.1 3e-14 multidrug resistance-associated protein 3 putative expressed		AGGAAGAATGAGCTGAATCTTGACTCACCAGTGATCGATAACGGATAGAACTGTAGCGTG		42216		AT3G13090.1

		7185		CUST_37014_PI390587928		12.340062		12.873878		12.631969		12.531078		11.55825		12.154259		10.268392		11.12267		11.300839		12.128349		10.747537		11.912803		-1.7192886		-1.6467469		-5.146451		-2.654441		-2.0551202		-1.676588		-3.6920774		-1.5350393		-1.0392227		-0.7196188		-2.3635778		-1.4084082		-0.7818117		-0.7455282		-1.8844328		-0.61827564		Yes		Yes		Yes		U35_44k_v1_7185		LOC_Os04g01500.1		emb|CAH67825.1| 2e-11  B0616E02-H0507E05.1 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01500.1 4e-13 expressed protein		CCTGAGTTCGTTTGGAGTTTGTTTATCTAATTTCTACATAAGCGTTTGATCATGCACATG		15777		0

		23795		CUST_42037_PI390587928		5.1838226		4.9582		5.3385253		3.678222		4.7622075		4.7311926		2.111913		2.8406613		4.2468195		3.9609673		3.1628857		3.0238		-1.3394263		-1.1704047		-9.360674		-1.787026		-1.9145471		-1.9961673		-4.5178604		-1.5739852		-0.93700314		-0.22700739		-3.2266123		-0.83756065		-0.42161512		-0.9972327		-2.1756396		-0.65442204		Yes		Yes		Yes		U35_44k_v1_23795		LOC_Os01g60110.1		ref|NP_001044621.1| 9e-27  Os01g0817000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60110.1 2e-28 expressed protein		CTTACCTAGAGCTGTATAACTCTGCAGCCGCTGCTAATCAACCGTGTTATGGGATTCAAA		44463		AT1G09575.1

		40118		CUST_1083_PI390587928		7.4520307		6.4942307		6.7434297		7.1949964		8.000987		7.913849		8.211248		7.72343		7.9856334		8.076316		7.653295		7.1811943		1.463027		2.6751468		2.7660336		1.4423625		1.4475394		2.9940226		1.8788701		-1.0096128		0.5336027		1.4196181		1.4678187		0.5284338		0.5489564		1.5820851		0.9098654		-0.013802052		No		Yes		Yes		U35_44k_v1_40118		LOC_Os02g43430.1		gb|EAY86908.1| 3e-87  hypothetical protein OsI_008141 [Oryza sativa (indica cultivar-group)]		LOC_Os02g43430.1 6e-89 protein kinase APK1B chloroplast precursor putative expressed		TTTCAGACTTTGGATTAGCAAGGGAAGGGCCATCAGCAGATCAAACTCATGTGTCTACAG		36419		AT5G47070.1

		21137		CUST_1165_PI390587928		7.9879622		7.9478106		8.979018		7.9421844		7.2603645		7.4802356		6.979183		6.8272758		6.873774		6.8462586		7.48036		7.548428		-1.6558795		-1.3827833		-3.9995425		-2.165813		-2.1647317		-2.1458542		-2.8257978		-1.3138098		-1.1141882		-0.46757507		-1.999835		-1.1149087		-0.7275977		-1.101552		-1.4986582		-0.3937564		Yes		Yes		Yes		U35_44k_v1_21137		LOC_Os03g59080.1		gb|ABF99434.1| e-154  acyl-activating enzyme 18, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59080.1 1e-156 acyl-activating enzyme 18 putative expressed		GGATGAGCTGCATCATGTAGTGTCAGATCAAAACTCAGATATGTTCTTTTTGTTAGTTTA		15036		AT1G55320.2

		6052		CUST_37374_PI390587928		10.985219		11.427545		10.359323		11.109826		11.146884		11.526676		11.952756		11.675786		11.243564		11.658753		11.839015		11.59647		1.1185774		1.0711285		3.0176666		1.4803722		1.1961055		1.1738181		2.7888927		1.4011815		0.25834465		0.099131584		1.5934334		0.56595993		0.16166496		0.2312088		1.4796925		0.4866438		No		Yes		Yes		U35_44k_v1_6052		LOC_Os06g01360.2		ref|NP_001056540.1| 0.0  Os06g0103300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01360.2 0.0 homogentisate 12-dioxygenase putative expressed		TAGCAGCCTGTTTATTGGCTGATTGTACCCTGACCACATTTGTTGAATAAAGCTCCCCTA		14594		AT5G54080.2

		19910		CUST_13871_PI390587928		7.747389		7.2181344		7.9200225		7.4605026		7.5567813		7.280773		6.3741183		6.844321		7.348862		6.8293896		6.687538		7.2677		-1.1412442		1.0443742		-2.9198701		-1.5328132		-1.318161		-1.3092538		-2.3497126		-1.1429818		-0.39852667		0.06263876		-1.5459042		-0.61618185		-0.19060755		-0.38874483		-1.2324843		-0.19280243		No		Yes		Yes		U35_44k_v1_19910		LOC_Os01g14810.3		gb|EAZ11262.1| 0.0  hypothetical protein OsJ_001087 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g14810.3 0.0 5-nucleotidase putative expressed		CCATATTTTTACAGATGTCAGCCAATCAAAGGTTCATTTACAATGGAGGACAGCATTAAT		12588		AT5G48960.1

		2361		CUST_7204_PI390587928		8.585618		8.665376		8.580103		8.274616		8.536307		8.931296		10.442057		9.36498		8.840322		9.788822		10.226348		8.838295		-1.0347704		1.2024031		3.634996		2.1292768		1.1930906		2.1786683		3.1301787		1.4780333		0.25470352		0.26592064		1.8619537		1.0903635		-0.049310684		1.1234465		1.646245		0.56367874		No		Yes		Yes		U35_44k_v1_2361		LOC_Os03g19280.1		gb|EAZ26648.1| 0.0  hypothetical protein OsJ_010131 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19280.1 0.0 argininosuccinate lyase putative expressed		TGAAATGGCTGTGTTTGATCTCCATAACGAATCCAAAAGGATGCCCGTTAGTTTAAAAAA		6113		AT5G10920.1

		29716		CUST_25791_PI390587928		11.638313		11.428012		11.601584		11.059428		11.832774		11.277954		10.476035		10.670915		11.5392885		11.118969		10.815361		10.918983		1.1442964		-1.1096139		-2.1818461		-1.309044		-1.0710492		-1.2388855		-1.7245542		-1.1022449		-0.09902477		-0.1500578		-1.1255493		-0.38851357		0.19446087		-0.30904293		-0.7862234		-0.14044476		No		Yes		Yes		U35_44k_v1_29716		-		No hits found		No hits found		AACATGGGTGTGCATACTGGATTTTGGGCCGCTACACCAACCACTATTCTCATGGAATTT		29146		0

		13543		CUST_36814_PI390587928		2.4610634		3.0877063		2.5254428		3.244807		3.7650573		5.3238373		3.0217397		3.5095508		3.641568		4.3472366		4.3049088		4.612721		2.4691148		4.711319		1.4105883		1.2014227		2.2665603		2.394178		3.4329906		2.580971		1.1805046		2.236131		0.49629688		0.2647438		1.3039939		1.2595303		1.7794659		1.367914		Yes		No		No		U35_44k_v1_13543		LOC_Os02g33780.1		No hits found		No hits found		AGGATCCCCAGACACATGCACAGGTGGTGGAAGAAGAGAAGCGTGTGGATCCTGATTCAG		30566		0

		38753		CUST_19733_PI390587928		6.589417		6.785518		7.0401254		7.1222134		6.003479		6.3422623		5.521009		5.433268		5.2165704		5.2980275		5.8856015		7.002032		-1.5010146		-1.3596694		-2.8661544		-3.224209		-2.5898106		-2.8040085		-2.2261083		-1.0868716		-1.3728466		-0.4432559		-1.5191164		-1.6889453		-0.585938		-1.4874907		-1.1545238		-0.12018156		Yes		Yes		Yes		U35_44k_v1_38753		LOC_Os03g17470.1		gb|ABF95327.1| 4e-50  IN2-1 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17470.1 9e-52 IN2-1 protein putative expressed		CTTACATCTTGGCGTCAGTTCGTGTTATCTTCCAATCCACACAAAAACTTACGCGCTAAT		3294		AT3G55040.1

		5281		CUST_3669_PI390587928		11.414506		11.052663		11.119026		11.914788		11.934196		11.680786		12.918896		12.665481		12.0629		11.855186		12.781592		12.423284		1.4336476		1.5455532		3.4818873		1.6826001		1.567422		1.7441494		3.1657913		1.4225657		0.64839363		0.6281233		1.7998695		0.75069237		0.5196905		0.8025236		1.6625662		0.50849533		No		Yes		Yes		U35_44k_v1_5281		LOC_Os01g02760.1		gb|AAK20737.1| 3e-55  TAK19-1 [Triticum aestivum]		LOC_Os01g02800.1 4e-39 receptor-like kinase ARK1AS putative expressed		AAACTGCCTTGCTTTCTGTGCGGAGCAACTTCATCAAATAAGTATAAATCTTACATCCAT		13693		AT1G70250.1

		18805		CUST_34747_PI390587928		8.283301		8.548926		8.398533		7.700153		8.03235		8.01654		7.013123		7.0438237		7.809069		8.026409		7.560142		7.533071		-1.189992		-1.4463199		-2.6124616		-1.5760673		-1.3891788		-1.4364594		-1.7880546		-1.1227851		-0.4742322		-0.5323868		-1.3854098		-0.65632915		-0.25095177		-0.5225172		-0.8383908		-0.16708183		No		Yes		Yes		U35_44k_v1_18805		LOC_Os03g59640.1		gb|AAZ32779.1| e-161  chloroplast Mg-chelatase subunit XANTHA-G precursor [Hordeum vulgare]		LOC_Os03g59640.1 1e-138 magnesium-chelatase subunit chlD chloroplast precursor putative expressed		CGATCCATATTAAGTGATGCCAGGGAGTAGTTATTTTCGAGGCAGGAAGATGTGAAAAAA		10699		AT1G08520.1

		37420		CUST_38685_PI390587928		8.320115		8.2740965		7.877499		8.402356		8.347087		9.135257		9.845788		9.175974		8.654446		9.50195		9.323677		8.176032		1.0188713		1.8164986		3.9130373		1.7095513		1.2607923		2.3421829		2.724852		-1.1698505		0.33433056		0.8611603		1.9682889		0.77361774		0.026971817		1.2278538		1.446178		-0.22632408		No		Yes		Yes		U35_44k_v1_37420		LOC_Os11g33120.3		gb|EAY81194.1| e-102  hypothetical protein OsI_035153 [Oryza sativa (indica cultivar-group)]		LOC_Os11g33120.3 1e-103 respiratory burst oxidase protein D putative expressed		ATCATCAAGGACATCATCAACAACATGAAGCGGCTCGACGGCGACATCGAGTCCGGCAGC		6355		AT5G47910.1

		48485		CUST_8511_PI390587928		11.70903		11.440093		11.3986635		12.148313		11.683857		11.470798		10.626929		10.7457285		11.602782		11.448218		10.7588		11.87132		-1.0176018		1.0215108		-1.7073209		-2.6437469		-1.0764251		1.0056479		-1.5581822		-1.2116666		-0.1062479		0.030704498		-0.77173424		-1.4025841		-0.025173187		0.008125305		-0.63986397		-0.2769928		No		Yes		Yes		U35_44k_v1_48485		LOC_Os07g03860.1		gb|EAZ28732.1| 1e-48  hypothetical protein OsJ_012215 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03880.1 2e-50 lectin-like receptor kinase 7 putative expressed		CGTGTATTCCAGTGAGTCATCTTCCTGTAACATACTGCCAGTGTAATAAATCACTAGATT		50308		AT2G37710.1

		20746		CUST_2042_PI390587928		9.363083		9.158599		8.746792		8.81751		8.758282		8.926682		7.468846		8.504326		8.4177265		8.201377		7.9786835		8.832715		-1.5207691		-1.1743939		-2.4249349		-1.2424465		-1.9256645		-1.9415677		-1.7030354		1.0105953		-0.94535637		-0.23191643		-1.277946		-0.31318378		-0.6048012		-0.957222		-0.76810837		0.015205383		No		Yes		Yes		U35_44k_v1_20746		LOC_Os07g04190.1		gb|EAZ02682.1| e-170  hypothetical protein OsI_023914 [Oryza sativa (indica cultivar-group)]		LOC_Os07g04190.1 1e-172 receptor protein kinase CLAVATA1 precursor putative expressed		TACTTTCTTGTTACAATCAAGAGACTGGTCATGGAGTTGAGAGATTAGTTATCGTGGAGC		13701		AT5G65700.1

		4221		CUST_30983_PI390587928		3.6154327		4.194428		3.6913536		5.619559		4.6246934		5.860657		6.805769		6.7922745		4.7550282		5.8507876		5.8962097		5.231775		2.0128794		3.1738396		8.660291		2.2543564		2.2031925		3.1522014		4.6102858		-1.3083822		1.1395955		1.6662292		3.1144154		1.1727157		1.0092607		1.6563597		2.2048562		-0.387784		Yes		Yes		Yes		U35_44k_v1_4221		LOC_Os09g28160.1		ref|NP_001063353.1| e-158  Os09g0454600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37600.1 1e-138 phosphate carrier protein mitochondrial precursor putative expressed		CTTGGCCCAAAACTCTGCTACATACATACAGTCTCATGGAAAATGTGACAAGTGGAATTT		11285		AT5G14040.1

		7676		CUST_11070_PI390587928		11.333104		11.690614		11.682045		10.096911		10.908538		11.612072		9.013131		9.086654		10.202047		10.556256		9.770085		9.342251		-1.3421689		-1.0559502		-6.3595023		-2.0142708		-2.190191		-2.1952076		-3.763199		-1.6872346		-1.1310568		-0.078541756		-2.6689138		-1.0102577		-0.42456627		-1.1343575		-1.9119596		-0.7546606		Yes		Yes		Yes		U35_44k_v1_7676		LOC_Os01g65380.1		gb|EAZ14338.1| 2e-66  hypothetical protein OsJ_004163 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65380.1 5e-68 patellin-5 putative expressed		AGGAAAGAAAGGAACCGAGGAGGAATACAATCTGCTGCTCTGTAAATTTGTCGTAAAAAA		15559		AT1G72160.1

		35514		CUST_6168_PI390587928		7.670019		7.876492		7.908161		7.748306		7.444847		7.660723		6.7126007		7.1108108		7.2310987		7.2838645		7.0879517		7.6998734		-1.1689166		-1.1613226		-2.2903378		-1.5556258		-1.3555896		-1.5079907		-1.7656624		-1.0341406		-0.4389205		-0.21576881		-1.1955605		-0.63749504		-0.22517204		-0.5926275		-0.8202095		-0.04843235		No		Yes		Yes		U35_44k_v1_35514		-		No hits found		No hits found		GAGGTTGGCACATGCATTTATGTATCCGTCTTTTATATATTGGGAAGTTTTTTAAGTGCA		34493		0

		50645		CUST_40749_PI390587928		4.986712		4.935452		4.9467397		5.1239834		4.408358		3.9571378		3.7449837		3.073064		4.4816933		4.9501514		4.203742		4.6881065		-1.4931446		-1.9701619		-2.3001947		-4.143699		-1.4191418		1.010241		-1.6736498		-1.3527328		-0.5050187		-0.97831416		-1.201756		-2.0509193		-0.5783539		0.014699459		-0.74299765		-0.43587685		Yes		No		No		U35_44k_v1_50645		-		gb|EAY96583.1| 6e-22  hypothetical protein OsI_017816 [Oryza sativa (indica cultivar-group)]		LOC_Os05g05950.1 2e-23 TOC159 putative expressed		GCAATTTTCCTAATCTCTTAGACCGAGAGTCTGTATCACTTTCATTTTTCCCTCTCTGCC		52913		AT4G02510.1

		4264		CUST_30941_PI390587928		7.674086		7.889173		7.5203342		7.1234627		7.4849358		7.59194		6.2155175		6.694471		7.185482		7.3622127		6.759584		7.062313		-1.140092		-1.2287855		-2.4705234		-1.3462924		-1.4030867		-1.4408902		-1.6943716		-1.0432968		-0.48860407		-0.2972331		-1.3048167		-0.4289918		-0.18915033		-0.5269604		-0.7607503		-0.061149597		No		Yes		Yes		U35_44k_v1_4264		LOC_Os10g36860.1		gb|EAY79186.1| 1e-64  hypothetical protein OsI_033145 [Oryza sativa (indica cultivar-group)]		LOC_Os10g36860.1 3e-66 CRS1 / YhbY domain containing protein expressed		ATCAGCCACAAAGACAGGCTAACACTAACACCACTTCAATTTGTTGTGATTCCCTTCAAA		10044		AT4G39040.1

		149		CUST_26539_PI390587928		7.8826585		7.4143467		8.442683		8.009917		8.055846		7.4632497		6.75634		7.364122		7.3814855		6.8890386		7.260367		7.766957		1.1275471		1.0344781		-3.218399		-1.5646015		-1.4153639		-1.4392409		-2.2694085		-1.1834186		-0.501173		0.04890299		-1.6863432		-0.64579535		0.17318773		-0.52530813		-1.1823163		-0.24296045		No		Yes		Yes		U35_44k_v1_149		LOC_Os07g05480.1		sp|P36886|PSAK_HORVU 2e-65  Photosystem I reaction center subunit psaK, chloroplast precursor (Photosystem I subunit X) (PSI-K) (Light-harvesting complex I 7 kDa protein)		LOC_Os07g05480.1 2e-61 photosystem I reaction center subunit psaK chloroplast precursor putative expressed		AGATGGTGAAGATTCGCTTGTGCTATTGAAAAAGCAACACATAGTCCGATAACTAAAAAA		2022		AT1G30380.1

		48057		CUST_33680_PI390587928		9.26995		9.878659		8.064444		7.4791465		8.42307		8.450605		5.203619		5.1641173		8.194905		8.637631		5.5449204		6.6683		-1.798607		-2.6908348		-7.264304		-4.976147		-2.1067872		-2.3636687		-5.7339253		-1.7542403		-1.0750446		-1.4280539		-2.8608246		-2.3150291		-0.84687996		-1.2410278		-2.5195231		-0.8108463		Yes		No		No		U35_44k_v1_48057		LOC_Os01g62480.1		gb|EAY76454.1| 2e-07  hypothetical protein OsI_004301 [Oryza sativa (indica cultivar-group)]		LOC_Os01g62480.1 3e-09 L-ascorbate oxidase precursor putative expressed		CTGATGGACATGTTTTGATACTTCTTGAATAAACAACGATGTGAAGAATTGCACGAGAAA		None		0

		27999		CUST_41824_PI390587928		4.919639		5.013071		4.3457346		4.475714		4.351044		4.3900304		3.1531067		3.2303002		3.7654114		3.9661703		2.781006		3.9174984		-1.4830785		-1.5401177		-2.285687		-2.3708658		-2.2256515		-2.0660865		-2.9582183		-1.4724472		-1.1542277		-0.6230407		-1.1926279		-1.245414		-0.56859493		-1.0469007		-1.5647285		-0.55821586		Yes		No		No		U35_44k_v1_27999		LOC_Os02g51480.1		ref|NP_001106062.1| 2e-94  pentatricopeptide repeat protein 5 [Zea mays]		LOC_Os02g51480.1 3e-97 EMB2453 putative expressed		GAAAAGCAAGCAGTGCCGCCCAGATGTGATCACATTCAACATACTCATAGATTCGTATGG		22940		AT4G39620.1

		8071		CUST_8449_PI390587928		5.642302		5.7742286		6.0813484		5.8386416		5.557882		5.5504355		4.9730544		5.8023353		5.244308		5.222412		4.4763055		5.7306495		-1.0602616		-1.1677998		-2.1559055		-1.025485		-1.3176745		-1.4659302		-3.042048		-1.0777273		-0.39799404		-0.22379303		-1.108294		-0.03630638		-0.084420204		-0.55181646		-1.6050429		-0.10799217		No		Yes		Yes		U35_44k_v1_8071		LOC_Os01g58690.4		ref|NP_001044538.1| 4e-45  Os01g0801100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58690.1 7e-47 apurinic endonuclease-redox protein putative expressed		AATCTCTGTCCAATAAGGAATTGGCATAGCTGAACATGATCAGGAGGACAGGGTTATTAC		16885		AT2G41460.1

		31073		CUST_24909_PI390587928		6.007631		3.6354878		7.545013		7.727609		6.929402		6.0876656		9.890564		8.319977		7.195789		7.5950165		9.910303		8.760492		1.8944395		5.4724154		5.082545		1.507719		2.2786164		15.557396		5.1525626		2.0461092		1.188158		2.4521778		2.345551		0.59236765		0.92177105		3.9595287		2.3652902		1.0328832		Yes		Yes		Yes		U35_44k_v1_31073		LOC_Os02g36950.2		gb|EAY86423.1| 9e-05  hypothetical protein OsI_007656 [Oryza sativa (indica cultivar-group)]		LOC_Os02g36940.1 2e-06 expressed protein		CACTGATGATGTTTTGTGAACATTCAATGTATGACGAGATGTAATTTGGGCTGCTTAAAA		31217		0

		18460		CUST_24162_PI390587928		5.943319		6.235005		5.1319413		4.715733		5.5851054		6.782486		7.991122		8.279292		6.0412917		5.884065		7.0775337		3.848954		-1.2818376		1.4615316		7.25603		11.823285		1.0702686		-1.2753911		3.8519592		-1.8235871		0.09797287		0.54748106		2.8591805		3.563559		-0.35821342		-0.35093975		1.9455924		-0.8667791		No		Yes		Yes		U35_44k_v1_18460		LOC_Os08g04540.1		dbj|BAD11769.1| 0.0  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 0.0 aromatic-L-amino-acid decarboxylase putative expressed		AGGGTCTATATATATAGCAGGCCGGCACCAAAGAAGTTTCTTATATTGAATAAACATGAG		11623		AT2G20340.1

		27391		CUST_24067_PI390587928		4.2030187		2.357921		3.2819088		4.6237235		3.8586085		2.2720497		1.7057701		1.7308378		2.5459406		2.4551697		2.870079		2.6942832		-1.2696319		-1.0613284		-2.9817073		-7.427546		-3.1537712		1.0697316		-1.330372		-3.809074		-1.657078		-0.08587122		-1.5761386		-2.8928857		-0.34441018		0.09724879		-0.4118297		-1.9294403		Yes		No		No		U35_44k_v1_27391		LOC_Os09g37620.1		ref|NP_001063855.1| 1e-55  Os09g0548400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37620.1 3e-57 monooxygenase/ oxidoreductase putative expressed		AAGAAATCACACTGTGAGTTCCCTCGGTGGAATCCACATTCAATGTGAAATATTCAGTAC		26541		AT1G19250.1

		48238		CUST_32280_PI390587928		5.210481		5.4662037		5.1280932		3.0085652		6.6439843		6.5046144		6.37631		4.6501937		7.461183		8.293044		6.791168		4.094466		2.7010179		2.0539637		2.375476		3.1201785		4.7591434		7.0951853		3.166908		2.1227007		2.250702		1.0384107		1.2482166		1.6416285		1.4335032		2.8268404		1.663075		1.085901		Yes		Yes		Yes		U35_44k_v1_48238		LOC_Os01g10960.1		ref|NP_001042351.1| 8e-14  Os01g0207600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10960.1 1e-15 peptide-N4-asparagine amidase A putative		AACTTCAAGAGATTCCGGGTTTGAAACGTCAACCTTTTCCCTTTGAAGAACAGATTGTTG		33571		0

		9006		CUST_11452_PI390587928		4.6965003		3.8191583		3.7406604		3.6940715		5.735861		5.13479		5.196127		5.16322		5.8529363		5.831536		5.2658362		4.039412		2.0553164		2.4891129		2.7424524		2.7685843		2.229061		4.0344653		2.878218		1.2704508		1.156436		1.3156316		1.4554665		1.4691484		1.0393605		2.0123775		1.5251758		0.3453405		Yes		No		No		U35_44k_v1_9006		LOC_Os02g35490.1		gb|AAS93431.1| 2e-44  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g35490.1 2e-26 MLO-like protein 1 putative expressed		TTGGGAGACCAACATCCATATAAAGGATGCGAGTGCCCCTGAAATGATCAAGCATGTTCA		20868		AT4G02600.2

		43623		CUST_40500_PI390587928		3.9085624		3.3961856		4.054719		4.1624675		3.5068429		2.9162686		3.505151		2.322893		3.0956066		3.149472		3.3808174		4.072926		-1.3210816		-1.3946635		-1.4636472		-3.5790448		-1.7568072		-1.1865013		-1.5953816		-1.064032		-0.81295586		-0.47991705		-0.54956794		-1.8395746		-0.40171957		-0.24671364		-0.67390156		-0.089541435		No		Yes		Yes		U35_44k_v1_43623		LOC_Os03g53890.1		ref|NP_001051279.1| 4e-10  Os03g0749900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53890.1 1e-11 expressed protein		TGTTGTTGGTGCAAAGTCAAAAGTGCTTGGAAAAGGTTGCCAAAACGGTTTCCTTCCTCG		40523		0

		16456		CUST_21932_PI390587928		7.5488067		6.9822593		8.499753		7.0871353		7.610476		7.122846		6.9555545		6.1979384		7.697918		6.7351646		7.3591995		6.6379814		1.0436727		1.1023535		-2.91642		-1.8521447		1.1088861		-1.1868147		-2.204656		-1.3652394		0.14911127		0.14058685		-1.5441985		-0.8891969		0.06166935		-0.24709463		-1.1405535		-0.4491539		No		Yes		Yes		U35_44k_v1_16456		LOC_Os11g03780.2		ref|NP_001065664.1| 0.0  Os11g0132600 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g03780.2 0.0 alpha-N-arabinofuranosidase 1 precursor putative expressed		TGTTGACCTGCCGCAAGCATATAAGAAAATATAAATGAAAAGGTTCCCACGATGAAAAAA		5239		AT3G10740.1

		22710		CUST_23181_PI390587928		6.3168945		5.8545823		6.208965		6.179916		6.015391		5.8542867		5.1421714		5.840244		5.5927205		5.1868978		5.208677		5.944494		-1.2324282		-1.0002049		-2.0947723		-1.265469		-1.6519545		-1.5885215		-2.0003994		-1.1772511		-0.724174		-2.96E-04		-1.0667934		-0.3396721		-0.30150366		-0.66768456		-1.000288		-0.23542213		No		Yes		Yes		U35_44k_v1_22710		LOC_Os01g55590.1		gb|EAY75906.1| 1e-81  hypothetical protein OsI_003753 [Oryza sativa (indica cultivar-group)]		LOC_Os01g55590.1 7e-81 long-chain-fatty-acid-CoA ligase-like protein putative expressed		CTCTTATCCTTTACACAAGTGGCACAACTGGTAAACCGAAAGGAGTAGTCCACACTCATA		21318		AT3G16170.1

		113		CUST_3877_PI390587928		4.508618		5.2724495		5.6272674		5.113571		3.9232595		4.3661094		4.4306946		4.1488223		4.0330625		3.9351532		4.687617		4.2505174		-1.5004116		-1.8742847		-2.2919455		-1.9517237		-1.3904535		-2.5267732		-1.9180635		-1.8188844		-0.47555542		-0.9063401		-1.1965728		-0.96474886		-0.5853584		-1.3372962		-0.93965054		-0.8630538		No		Yes		Yes		U35_44k_v1_113		-		No hits found		No hits found		TGTGTAACCCCGGCCTATACTAGTTCAAATGAGAATAAAAGACAAAGAAAGTTCTTGTCA		293		0

		6030		CUST_39072_PI390587928		9.254223		9.511681		8.800813		9.673209		9.444814		9.807125		9.858986		9.8894415		9.493534		9.75524		9.9022		10.161405		1.1412311		1.2272631		2.082293		1.1616957		1.180429		1.1839104		2.1456087		1.4026892		0.23931122		0.2954445		1.0581732		0.2162323		0.19059086		0.24355984		1.101387		0.48819542		No		Yes		Yes		U35_44k_v1_6030		LOC_Os07g08729.1		gb|EAZ38938.1| 3e-48  hypothetical protein OsJ_022421 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g08729.1 7e-50 ATP-dependent DNA helicase 2 subunit 1 putative expressed		GAATCGTTGACTGGGAATATGCATCCTTTTTAGCCATGGATGATAGATACCTTCTCTGTT		14068		AT1G16970.1

		41493		CUST_26972_PI390587928		8.741569		8.389142		8.151494		9.251175		9.306205		10.370446		9.813527		10.032397		9.588688		10.005435		9.438727		8.608654		1.4790145		3.9484985		3.1646218		1.7185863		1.7989054		3.0658624		2.4405959		-1.5610545		0.84711933		1.9813042		1.6620331		0.78122234		0.56463623		1.616293		1.2872334		-0.6425209		Yes		No		No		U35_44k_v1_41493		LOC_Os05g39720.1		gb|AAD32677.1|AF140554_1 9e-67  DNA-binding protein WRKY1 [Avena sativa]		LOC_Os05g39720.1 6e-63 OsWRKY70 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		AGAAGGTGGTCAAGGGCAACCCAAACCCGAGGAGCTACTACAAGTGCACGACGCCGAATT		13270		AT2G38470.1

		18278		CUST_17393_PI390587928		13.100609		12.813703		13.01712		11.342687		12.962692		12.847874		11.378929		11.145396		12.857028		12.491814		11.951747		10.998967		-1.100315		1.0239683		-3.1127532		-1.146543		-1.1839275		-1.249966		-2.0927114		-1.2690241		-0.24358082		0.034171104		-1.6381912		-0.19729042		-0.13791656		-0.32188892		-1.0653734		-0.34371948		No		Yes		Yes		U35_44k_v1_18278		LOC_Os07g48160.1		gb|EAZ41098.1| 9e-33  hypothetical protein OsJ_024581 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48160.1 2e-34 alpha-galactosidase precursor putative expressed		CTGGGAGGCTCTATATGGGTGGACTATGACCAATAAATTAATTAATCATCAGTTATTCAA		10284		AT3G56310.1

		15342		CUST_28731_PI390587928		5.803343		5.3838162		5.9866433		4.6557717		6.60249		7.789806		8.596382		5.799912		7.292501		9.048286		8.353297		4.262694		1.7400721		5.29999		6.103932		2.2101438		2.8072512		12.679889		5.157436		-1.313192		1.4891582		2.4059896		2.6097388		1.1441402		0.7991471		3.6644702		2.366654		-0.39307785		Yes		Yes		Yes		U35_44k_v1_15342		LOC_Os05g36100.1		ref|NP_001055650.1| 3e-25  Os05g0437100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36100.1 5e-27 DNA binding protein putative expressed		ATCAGACACATACCTTTTCAGAGAAAATGGAAGAAGGTTGGTCACGCTTGGGCAAGCAAA		2481		AT5G50080.1

		3022		CUST_33593_PI390587928		10.438552		9.809836		11.758502		12.063149		10.399835		9.829303		10.74824		11.601359		9.922021		9.44859		11.083514		12.345512		-1.0272001		1.0135845		-2.0142763		-1.3772496		-1.4305114		-1.2845349		-1.5965832		1.2161852		-0.516531		0.0194664		-1.0102615		-0.46179008		-0.03871727		-0.3612461		-0.6749878		0.28236294		No		Yes		Yes		U35_44k_v1_3022		LOC_Os09g20930.1		gb|EAZ08887.1| 1e-38  hypothetical protein OsI_030119 [Oryza sativa (indica cultivar-group)]		LOC_Os09g20930.1 6e-38 expressed protein		TGCGTGTGTGTTGATTTAGATTGGAACAGGATTGCTCCTTGTGAATTCAGATGTATATAA		9036		AT4G38060.2

		11461		CUST_32215_PI390587928		4.0108147		3.2464924		2.9065807		2.4068139		5.396393		5.6733956		5.691164		2.7364533		6.090597		7.3760257		5.6340528		1.782412		2.6127665		5.3773794		6.890379		1.2566992		4.2274346		17.503036		6.6229415		-1.5415715		2.0797825		2.4269032		2.7845833		0.32963943		1.3855782		4.1295333		2.727472		-0.6244018		Yes		Yes		Yes		U35_44k_v1_11461		LOC_Os12g38610.1		gb|EAY83613.1| 3e-93  hypothetical protein OsI_037572 [Oryza sativa (indica cultivar-group)]		LOC_Os12g38610.1 6e-95 lectin-like receptor kinase 7 putative expressed		TCCTCTGGTCAGTGGATCAACATGTGCAGTGCACTGGAACAAGTGTTGTCCGGGCCCTCT		11850		AT3G55550.1

		40294		CUST_24254_PI390587928		3.759156		2.9845073		3.4883811		3.1636674		5.460762		6.9256034		7.3841267		4.82078		6.2278805		7.7536197		7.096817		4.0089164		3.2526286		15.359891		14.884569		3.1538463		5.5355415		27.267538		12.196843		1.7965747		2.4687245		3.941096		3.8957455		1.6571124		1.701606		4.7691126		3.6084359		0.84524894		Yes		Yes		Yes		U35_44k_v1_40294		LOC_Os02g54640.1		gb|EAY99960.1| 5e-83  hypothetical protein OsI_021193 [Oryza sativa (indica cultivar-group)]		LOC_Os02g54640.1 2e-75 glutamate receptor 2.9 precursor putative expressed		CCTTGTCCTTATTCTAACATCAAGCTACACGGCAAACTTAACATCAGTGCTGACAGTCCA		None		AT2G29100.1

		4070		CUST_4754_PI390587928		11.674802		11.765258		11.477946		11.399262		11.301646		11.28435		10.405723		10.801251		11.189624		11.0240755		10.649219		11.299762		-1.2951827		-1.3956212		-2.1026719		-1.5136284		-1.3997586		-1.6715451		-1.7761184		-1.0714025		-0.485178		-0.48090744		-1.0722237		-0.598011		-0.3731556		-0.7411823		-0.8287277		-0.099500656		No		Yes		Yes		U35_44k_v1_4070		LOC_Os11g16390.3		ref|NP_001067658.1| e-180  Os11g0265200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g16390.1 0.0 expressed protein		CATAAAGAGGGAATTGTTCCAAGGTTTGCGCAAGAAATCTGTTCTTTGGGGGTCAAAAAA		11116		AT1G06110.1

		15618		CUST_16341_PI390587928		7.551401		7.50516		7.6764016		8.365968		8.27058		8.601218		10.281339		8.636071		8.637307		9.287743		9.625949		8.077329		1.6462451		2.1376984		6.0836496		1.2058944		2.122708		3.4404154		3.862533		-1.2214875		1.085906		1.0960584		2.604937		0.27010345		0.71917915		1.7825828		1.9495473		-0.28863907		Yes		Yes		Yes		U35_44k_v1_15618		LOC_Os02g08180.1		ref|NP_001046076.1| 3e-16  Os02g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08180.1 6e-18 protein transport protein SEC61 gamma subunit putative expressed		GTAACAGGAAAATGCTTAGGAGCTCTTGGGCGCACGGAACCTGATGTGAATAGTAAAAAA		3682		AT5G50460.1

		4241		CUST_30964_PI390587928		6.7545586		7.1237864		5.1161275		3.9631722		5.20052		5.882282		3.3286564		2.237504		4.4275184		5.6914115		4.010645		4.506918		-2.9363797		-2.36445		-3.4520924		-3.3073328		-5.017749		-2.6989064		-2.1517084		1.4577525		-2.3270402		-1.2415047		-1.787471		-1.7256682		-1.5540385		-1.432375		-1.1054826		0.54374576		Yes		No		No		U35_44k_v1_4241		LOC_Os01g14670.1		gb|ABG46238.1| e-101  germin-like protein 6a [Hordeum vulgare subsp. vulgare]		LOC_Os01g14670.1 2e-89 nectarin-1 precursor putative expressed		TTAGTGTATTCTACTCGAATTAATACATCCCTCATTGTTGCGAACGATATCGTTTTGGAA		10847		AT1G09560.1

		40996		CUST_35310_PI390587928		8.410851		8.277171		8.433942		8.966889		8.977646		8.74178		9.733558		9.050025		9.315094		9.167321		9.498596		9.049259		1.4812297		1.3799435		2.4616332		1.059318		1.8715628		1.8533689		2.0916686		1.0587558		0.90424347		0.46460915		1.2996159		0.083135605		0.56679535		0.89015007		1.0646544		0.082369804		No		Yes		Yes		U35_44k_v1_40996		LOC_Os01g68630.1		gb|EAZ14602.1| 2e-50  hypothetical protein OsJ_004427 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68630.1 5e-52 expressed protein		GTGTAGGAGTATATGACGACAGTTGAGATACGGAATAGGAGATATCTTTTAGCTCCTAAA		None		AT5G51640.1

		10673		CUST_37821_PI390587928		5.799513		5.2731614		6.123633		5.7500553		5.2906265		5.202061		5.1220202		5.5398993		5.1237874		4.6190357		5.081839		5.510136		-1.4229513		-1.0505176		-2.0022368		-1.1568133		-1.5973998		-1.573662		-2.058786		-1.1809266		-0.67572546		-0.071100235		-1.0016127		-0.21015596		-0.50888634		-0.6541257		-1.0417938		-0.23991919		No		Yes		Yes		U35_44k_v1_10673		LOC_Os02g55340.1		gb|EAZ24942.1| e-119  hypothetical protein OsJ_008425 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55340.1 1e-121 HEAT repeat family protein expressed		GATAAATCGTTATATTATGGCTATGCGCCACATACATCTGCTGGGAGTATTTCATTTTAT		25367		AT4G29380.1

		6834		CUST_18603_PI390587928		10.037073		9.129247		8.27724		8.8003435		10.023289		9.753651		9.8265085		9.6822605		10.064392		10.209037		9.8779		9.049672		-1.0096004		1.5415738		2.9266875		1.8428223		1.0191165		2.1137285		3.032821		1.1886538		0.027318954		0.62440395		1.5492687		0.881917		-0.013784409		1.0797901		1.6006603		0.24932861		No		Yes		Yes		U35_44k_v1_6834		LOC_Os07g35310.1		gb|EAZ04196.1| e-152  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35310.1 1e-152 CRK10 putative expressed		ATACTATCTTTTGATTGCGAAACACAAACACAAGGTACCTCGAGTTCACCGGCTAAAAAA		15337		AT4G23180.1

		46451		CUST_15575_PI390587928		5.1056404		5.613631		5.881855		5.5747695		5.1037006		4.588699		4.6899753		4.3008256		4.7042265		4.2498097		4.8288484		4.7991567		-1.0013454		-2.0348632		-2.284502		-2.4182174		-1.3208017		-2.5736592		-2.0748494		-1.711917		-0.40141392		-1.0249319		-1.1918797		-1.2739439		-0.0019397736		-1.363821		-1.0530066		-0.77561283		No		Yes		Yes		U35_44k_v1_46451		-		ref|XP_383185.1| 2e-62  hypothetical protein FG03009.1 [Gibberella zeae PH-1]		No hits found		TTTTACAATGCCTGCCTCGGTTTTATCAAGATCTCGGTTCTTGCCCTGTATACTCGCTTG		46590		0

		18484		CUST_34018_PI390587928		9.379882		9.703174		8.167043		9.187452		11.396389		11.952752		12.717194		11.748475		11.767006		13.342238		12.844219		11.204219		4.0460305		4.755439		23.42782		5.901259		5.2311354		12.458554		25.584116		4.0467577		2.387124		2.2495785		4.550151		2.5610228		2.0165071		3.6390648		4.6771765		2.0167665		Yes		Yes		Yes		U35_44k_v1_18484		LOC_Os04g57200.1		emb|CAO39642.1| 9e-17  unnamed protein product [Vitis vinifera]		LOC_Os04g57200.1 6e-18 metal ion binding protein putative expressed		GAATGGAATCACAGTGTGTCGAAAGGTCAAATACAACTGCTTACTTGGATTTTTCAAAAA		9575		AT1G01490.2

		27000		CUST_18837_PI390587928		7.278712		7.0438533		6.7959104		6.132278		6.7430463		6.4608574		5.329527		4.9124775		6.6959786		6.373815		5.6088424		6.1313195		-1.4496107		-1.4979566		-2.7632833		-2.329145		-1.4976839		-1.5911151		-2.2768953		-1.0006646		-0.58273315		-0.5829959		-1.4663835		-1.2198005		-0.5356655		-0.6700382		-1.187068		-9.58E-04		No		Yes		Yes		U35_44k_v1_27000		LOC_Os11g06910.3		gb|EAY80101.1| 3e-32  hypothetical protein OsI_034060 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06910.3 7e-34 coiled-coil protein putative expressed		TGCAGATGCTTAGTAGTAGTGCACTGCACGTGCACTAAAATGTTACCCAGGACTAAAAAA		50249		0

		36722		CUST_35019_PI390587928		1.8653234		1.7067095		1.9638003		2.065789		2.2654724		1.8674575		4.826409		3.899875		2.2176504		3.1255414		4.538158		3.3791873		1.3196442		1.1178666		7.2732916		3.5654545		1.2766181		2.6736896		5.9560566		2.4852626		0.352327		0.160748		2.8626084		1.834086		0.400149		1.418832		2.5743575		1.3133984		Yes		Yes		Yes		U35_44k_v1_36722		-		ref|NP_001056476.1| 9e-26  Os05g0588700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51110.1 2e-27 expressed protein		TCAGCTTGGAGGAGTGACTGAAACTCGTCACTGAATGTTATACCCTGCTGTAACGTAACA		31987		AT1G59890.1

		28663		CUST_28309_PI390587928		6.3789024		6.461666		6.831013		6.38135		6.2158837		6.4050636		5.805802		6.059095		5.910099		5.8896623		5.7662168		5.9241652		-1.1196274		-1.0400137		-2.0352576		-1.2502834		-1.3839611		-1.4865869		-2.0918746		-1.3728603		-0.4688034		-0.056602478		-1.0252113		-0.32225513		-0.1630187		-0.57200384		-1.0647964		-0.4571848		No		Yes		Yes		U35_44k_v1_28663		LOC_Os07g07080.1		ref|NP_001058967.1| e-111  Os07g0165200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07080.1 1e-112 regulator of chromosome condensation RCC1 putative expressed		AGCCCGAAACTGATCTATCTGTAACCAACAGTGAAATGAACAAAGGCATACCCAGTCTGA		27662		AT3G03790.1

		48144		CUST_25991_PI390587928		7.004885		6.94365		7.586817		9.235832		7.912697		9.019399		10.925578		10.291076		7.8540726		9.138422		10.798191		10.2560835		1.8761975		4.215632		10.117362		2.078069		1.8014859		4.5781736		9.262324		2.0282722		0.8491874		2.075749		3.3387613		1.0552435		0.90781164		2.1947722		3.2113743		1.0202513		Yes		Yes		Yes		U35_44k_v1_48144		-		No hits found		No hits found		ATTGAGTAAATGAAGGACCCCACCCCCACTAAAAATCAGGGGGGAGAGAAGAGTTAGTTT		48753		0

		48642		CUST_19426_PI390587928		6.4312115		6.0685463		5.6253586		6.0839715		6.4877305		6.9057384		6.97741		6.2474427		6.7697945		7.0282264		6.8394127		6.2509556		1.0399535		1.7865695		2.5527482		1.1199787		1.264514		1.9448786		2.3198862		1.122709		0.338583		0.83719206		1.3520513		0.16347122		0.05651903		0.9596801		1.2140541		0.16698408		No		Yes		Yes		U35_44k_v1_48642		LOC_Os01g22490.1		ref|NP_001054720.1| 7e-63  Os05g0160200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g06770.1 4e-64 40S ribosomal protein S27a putative expressed		GGTATGCATCGTGATAGCAACCCTATAATAATAGGGTGTTCGGAAATTAACACACAAATA		50604		AT2G47110.1

		37401		CUST_38728_PI390587928		12.488805		12.434799		11.945282		11.530894		12.604518		12.270762		14.0182495		16.147535		12.711559		12.050717		13.641368		11.339253		1.0835105		-1.1204177		4.2075124		24.532818		1.1669595		-1.305029		3.240207		-1.142062		0.22275448		-0.16403675		2.0729675		4.616641		0.11571312		-0.38408184		1.6960859		-0.19164085		Yes		Yes		Yes		U35_44k_v1_37401		LOC_Os08g02630.1		gb|AAS49905.2| 6e-29  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os08g02630.1 5e-15 photosystem II core complex proteins psbY chloroplast precursor putative expressed		GTACGCTGTTTATCGTCACTGTGTTTTCTCTCTCGACAAAAAGCTGGTGTTGCTTGTTGA		2243		AT1G67740.1

		3807		CUST_17112_PI390587928		11.229154		11.320621		11.350543		10.840587		11.225596		10.940253		9.881006		9.609562		11.202649		10.83343		9.925304		10.417285		-1.0024687		-1.3016732		-2.7693295		-2.3473365		-1.0185413		-1.4017123		-2.685589		-1.340993		-0.026504517		-0.38036728		-1.4695368		-1.2310247		-0.0035572052		-0.48719025		-1.4252386		-0.4233017		No		Yes		Yes		U35_44k_v1_3807		LOC_Os09g23160.1		ref|NP_001063096.1| e-149  Os09g0394900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g23160.1 1e-150 annexin A4 putative expressed		TTATTTAACTTTATTGAGAAAAAATGGGAGTGGCGTGCATCCAGGTTGGCCTTTAAAAAA		8475		AT1G68090.1

		23021		CUST_30294_PI390587928		6.2357163		5.8058605		5.004534		6.548561		6.033216		6.485701		10.192799		10.522159		6.408938		7.457949		8.354091		7.477244		-1.1506909		1.6019627		36.46056		15.70985		1.1275736		3.142883		10.193354		1.9035373		0.17322159		0.67984056		5.188265		3.9735975		-0.20250034		1.6520886		3.349557		0.9286828		Yes		Yes		Yes		U35_44k_v1_23021		LOC_Os01g37630.1		ref|NP_001043328.1| 3e-96  Os01g0557100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g37630.1 6e-98 esterase PIR7B putative expressed		TCTAGTACTATTGAAATGTGAATCCAGATGTACCGCACACGTGGGCTCTTTCTTTCAATG		19003		AT2G23620.1

		3000		CUST_9176_PI390587928		10.584167		10.84373		10.931247		10.10205		10.675988		10.791568		9.16602		9.529424		9.977988		10.395666		10.02855		10.090028		1.065715		-1.0368177		-3.3992734		-1.4872283		-1.5222214		-1.3642082		-1.8695571		-1.0083679		-0.6061783		-0.05216217		-1.7652264		-0.5726261		0.09182167		-0.44806385		-0.9026966		-0.012022018		No		Yes		Yes		U35_44k_v1_3000		LOC_Os07g41080.1		gb|EAZ40563.1| e-121  hypothetical protein OsJ_024046 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41080.1 1e-123 hydrolase alpha/beta fold family protein		TATCAACACATATGGTATTGTCCATATGGATGTGCGGGTCTCATGCAGTGCTGCTCTGTT		7196		AT1G13820.1

		11772		CUST_30177_PI390587928		5.057951		5.842857		6.1390615		5.1470313		5.4432044		5.1812863		5.557512		6.3552723		5.041181		4.5616794		5.123656		4.737545		1.3060892		-1.5818037		-1.4964558		2.3105576		-1.0116918		-2.4303727		-2.0214713		-1.3282127		-0.016769886		-0.66157055		-0.58154964		1.208241		0.38525343		-1.2811775		-1.0154057		-0.4094863		No		Yes		Yes		U35_44k_v1_11772		LOC_Os03g48310.1		gb|EAY84050.1| 0.0  hypothetical protein OsI_038009 [Oryza sativa (indica cultivar-group)]		LOC_Os12g44150.2 0.0 plasma membrane ATPase 1 putative expressed		TTTTCACAACTGGGGTGGTGCTTGGCGGATACTTGGCAATGATGACTGTCATTTTCTTCT		22490		AT5G62670.1

		38202		CUST_10854_PI390587928		6.49477		6.507475		7.592219		6.674813		7.083861		7.054565		8.982612		7.74027		7.4849687		7.681524		8.5638895		7.5506897		1.5042984		1.4611356		2.6215005		2.0928333		1.9864584		2.2564406		1.9611102		1.8351232		0.9901986		0.54709005		1.3903928		1.0654573		0.5890908		1.1740489		0.9716706		0.8758769		Yes		Yes		Yes		U35_44k_v1_38202		-		No hits found		No hits found		GGAATGCCATGAGGATTCTGTAACAACAAATAAGTAATTGTGTACACTTTGTGCTTTGTC		34067		0

		5534		CUST_13725_PI390587928		5.409212		4.774961		5.573586		4.5976734		5.35274		4.9033356		4.0275154		4.440825		5.106753		4.102782		4.4658012		3.364424		-1.0399199		1.0930614		-2.9202068		-1.1148491		-1.2332448		-1.5934781		-2.1551447		-2.350959		-0.30245924		0.12837458		-1.5460706		-0.15684843		-0.0564723		-0.6721792		-1.1077847		-1.2332494		No		Yes		Yes		U35_44k_v1_5534		LOC_Os02g52744.1		emb|CAN69898.1| 1e-55  hypothetical protein [Vitis vinifera]		LOC_Os02g52744.1 2e-67 DCL protein chloroplast precursor putative expressed		ATTAGAAACTGAGAACCAGTTCCCCGGGTCTCAAAAGAGGAAAACAAAAACAGGCAACTT		15347		AT1G45230.1

		1087		CUST_9457_PI390587928		9.235827		9.227673		9.772098		8.568758		8.473655		8.216613		7.159		7.787102		6.601877		7.5999665		7.6349444		8.172265		-1.6960429		-2.015391		-6.1181593		-1.7191027		-6.2072325		-3.0902126		-4.3989315		-1.3163042		-2.6339502		-1.0110598		-2.6130977		-0.7816558		-0.7621727		-1.627706		-2.1371531		-0.39649296		Yes		Yes		Yes		U35_44k_v1_1087		LOC_Os03g17470.1		gb|ABF95327.1| e-116  IN2-1 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17470.1 1e-118 IN2-1 protein putative expressed		GATCATCCTTGGCCTCAACTATTTACTGCTGTAACCTATTTTCAAAGAATATTAAGGGTT		3295		AT5G02790.1

		23655		CUST_23359_PI390587928		2.4983644		2.3249266		2.4414604		3.2535098		2.289645		5.210936		4.687678		5.2217903		3.0153162		3.5288155		4.3317437		3.5278122		-1.155662		7.392229		4.7443733		3.9130147		1.4309287		2.303598		3.7070804		1.2094092		0.5169518		2.8860095		2.2462175		1.9682806		-0.20871949		1.2038889		1.8902833		0.27430248		Yes		Yes		Yes		U35_44k_v1_23655		LOC_Os01g20910.1		dbj|BAD45455.1| 3e-14  ring-H2 zinc finger protein-like [Oryza sativa Japonica Group]		LOC_Os01g20910.1 2e-15 RING-H2 finger protein ATL2L putative expressed		TGTTTTGTTGGGTGTGCAGCACTGCAGCTACGTACGATCTAGTACGTGCCGTGGCCATGG		20600		0

		32034		CUST_285_PI390587928		5.9052453		6.3205833		6.9365897		6.2293715		5.499272		5.445273		5.8001847		5.433422		5.3838334		5.1597157		5.599548		5.5778313		-1.3249826		-1.8344028		-2.1983254		-1.7362196		-1.4353592		-2.2359185		-2.5263278		-1.5708444		-0.5214119		-0.8753104		-1.136405		-0.79594946		-0.40597343		-1.1608677		-1.3370419		-0.6515403		No		Yes		Yes		U35_44k_v1_32034		LOC_Os07g25540.1		ref|NP_001059508.1| 3e-45  Os07g0437000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g25540.1 7e-47 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative expressed		TTAATCCACTGCCTGCCTCCACTGGATACATGATGGCATCGCGCACCATGTGGGTGAACG		None		AT1G04180.1

		0		ETG05_66023		3.6962068		3.758402		4.328735		3.8194268		2.9551544		2.9877434		3.2130365		2.8019626		2.8702137		2.6833222		2.9929543		2.7007713		-1.6713946		-1.7060486		-2.1669989		-2.0243576		-1.7727549		-2.1068387		-2.5241203		-2.1714451		-0.82599306		-0.77065873		-1.1156983		-1.0174642		-0.7410524		-1.0750799		-1.3357806		-1.1186554		Yes		Yes		Yes		ETG05_66023		0		0		0		0		0		0

		22072		CUST_39309_PI390587928		8.608838		7.7594395		5.5808697		8.019742		11.24139		10.301774		11.088051		11.998082		11.889352		10.444844		10.227525		8.233331		6.2012205		5.825309		45.480656		15.761579		9.717019		6.4326124		25.048548		1.159569		3.2805138		2.5423346		5.507181		3.9783401		2.6325521		2.6854048		4.646655		0.21358871		Yes		Yes		Yes		U35_44k_v1_22072		LOC_Os08g29570.1		gb|EAZ42586.1| 7e-80  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 1e-81 PDR-type ABC transporter 1 putative expressed		TTTGTAGTTTGTATTGGTTCCTATAGGTACATATGTGCTCGGCACGTCGCATATTCTTTT		19587		AT1G15520.1

		1500		CUST_29254_PI390587928		11.311101		11.5410385		11.841084		12.485818		11.728131		11.338895		12.870983		13.460952		11.495954		11.17305		12.240214		12.039592		1.3351763		-1.1504065		2.041882		1.9658237		1.1367009		-1.2905523		1.3187132		-1.3624716		0.1848526		-0.20214367		1.0298996		0.9751339		0.41703033		-0.3679886		0.39913082		-0.44622612		No		Yes		Yes		U35_44k_v1_1500		LOC_Os06g33710.4		ref|NP_001057773.1| e-112  Os06g0528600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g33710.4 1e-114 spermidine synthase 1 putative expressed		TTCCACTGAAAAGGAGAAACTGGAGAAGCCAACGGCGAAACCAGTGAAGATGAAGGTAAT		4092		AT5G53120.5

		25906		CUST_39499_PI390587928		5.345442		5.167874		5.2889676		6.3962727		6.4674745		6.76058		8.906598		8.108872		6.4927382		6.824444		8.079245		7.417517		2.1765342		3.016146		12.274824		3.277509		2.2149842		3.1526608		6.917626		2.029669		1.1472964		1.5927062		3.6176305		1.7125998		1.1220326		1.65657		2.790277		1.0212445		Yes		Yes		Yes		U35_44k_v1_25906		LOC_Os04g44300.2		gb|EAZ31384.1| 2e-97  hypothetical protein OsJ_014867 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44300.2 5e-99 transposon protein putative unclassified expressed		AAGAAAAGGGGTATTTGGTTCGCTGCCGATCTTGCTGATAGTAGTCTTCACGGAATGCAA		24556		AT1G65730.1

		7107		CUST_19213_PI390587928		8.159862		7.7645035		6.622462		7.231543		7.9866567		8.628427		9.356113		9.187377		8.48701		8.546779		8.479195		7.1486683		-1.1275605		1.8199806		6.6513705		3.879401		1.2545313		1.719841		3.6218653		-1.0591264		0.32714844		0.8639231		2.7336516		1.9558339		-0.1732049		0.7822752		1.8567328		-0.082874775		Yes		Yes		Yes		U35_44k_v1_7107		LOC_Os09g36320.1		ref|NP_001063770.1| e-111  Os09g0533600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36320.1 1e-113 serine/threonine-protein kinase NAK putative expressed		AATGCAGCCCATATAGTTGGATATCATACTCTGAAGGTATGACATGCTTCTTCCTTCAAA		17408		AT5G47070.1

		16081		CUST_18855_PI390587928		10.877786		10.917095		11.195498		11.926403		10.029176		10.0115		12.790849		13.184902		9.831761		10.063945		12.503098		12.32389		-1.800765		-1.8733168		3.0216787		2.3924673		-2.064832		-1.8064413		2.4752927		1.3172112		-1.0460243		-0.9055948		1.5953503		1.2584991		-0.8486099		-0.85315037		1.3075991		0.3974867		No		Yes		Yes		U35_44k_v1_16081		LOC_Os03g55240.1		gb|AAK38080.1| 0.0  putative cytochrome P450 [Lolium rigidum]		LOC_Os03g55240.1 0.0 cytochrome P450 81E1 putative expressed		GTGGTACTAAACCAGCAATTTGTATGATTCAGCTTGTATCCAGAATGTGAGTAACTATTA		7194		AT4G37330.1

		50831		CUST_25904_PI390587928		7.128231		7.9352245		8.863725		8.274407		6.680513		7.303945		7.4067		7.0557303		6.1974053		6.5911827		7.4726157		8.092778		-1.3638813		-1.548938		-2.7454157		-2.327332		-1.9063668		-2.5386155		-2.6228023		-1.134164		-0.9308257		-0.63127947		-1.4570246		-1.218677		-0.44771814		-1.3440418		-1.391109		-0.18162918		No		Yes		Yes		U35_44k_v1_50831		LOC_Os09g34110.2		gb|EAZ45371.1| 3e-60  hypothetical protein OsJ_028854 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g34110.2 5e-62 expressed protein		AAGAAGGAAACAGTGAAACCAAAGGCCAGACCTGCTCGTGTAAGATCAACACCTTCATCT		None		AT1G08760.1

		9046		CUST_11417_PI390587928		5.4162292		5.2707705		5.778616		5.295051		5.258901		4.908394		5.1104894		4.7073417		5.1389446		4.673438		4.7336364		5.1054463		-1.1152198		-1.2855419		-1.5890082		-1.5028588		-1.2119117		-1.5129166		-2.063337		-1.1404512		-0.27728462		-0.3623767		-0.6681266		-0.5877094		-0.15732813		-0.5973325		-1.0449796		-0.18960476		No		Yes		Yes		U35_44k_v1_9046		LOC_Os01g49000.1		gb|ABL11474.1| 2e-76  LUE1 protein [Triticum aestivum]		LOC_Os01g49000.1 5e-66 katanin p60 ATPase-containing subunit putative expressed		AGAAAAGGAAAATCAAGTTCAAGCAAGGCTGATTCAGCGAGCAGCGATGCTGAAGAAGGT		20175		AT1G80350.1

		27604		CUST_16325_PI390587928		8.126723		7.6891723		7.468469		3.8994446		7.778259		7.371428		5.7051606		3.259241		8.022665		7.815868		6.675574		3.3636322		-1.2732048		-1.2463802		-3.3947575		-1.5585489		-1.0747926		1.0917902		-1.732548		-1.4497583		-0.104058266		-0.31774426		-1.7633085		-0.6402035		-0.3484645		0.12669563		-0.7928953		-0.5358124		No		Yes		Yes		U35_44k_v1_27604		LOC_Os04g43390.1		emb|CAE54544.1| e-139  OSJNBa0004N05.24 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43390.1 1e-114 beta-mannosidase 4 putative expressed		AATTATTATACGGCTGTTATTACCTGGTTGTGCTATTGGCAACCGCAGCTCTGGAAGGTG		35821		AT1G61810.1

		15018		CUST_18847_PI390587928		15.835037		15.903259		15.476677		16.434164		15.967709		16.454262		16.553093		16.018747		16.34712		16.673147		16.354332		16.150259		1.0963218		1.4651034		2.1087909		-1.3336838		1.4261078		1.7051374		1.8373864		-1.2174859		0.51208305		0.5510025		1.076416		-0.41541672		0.13267136		0.7698879		0.877655		-0.28390503		No		Yes		Yes		U35_44k_v1_15018		LOC_Os10g36170.1		gb|EAY79134.1| 1e-22  hypothetical protein OsI_033093 [Oryza sativa (indica cultivar-group)]		LOC_Os10g36170.1 9e-24 nonspecific lipid-transfer protein precursor putative expressed		GGATGTTGATCGATCTCGTGTAATTTCTGTACCTTCGACAATATATGTCCGCACCTCAAC		4414		AT5G38170.1

		26015		CUST_1681_PI390587928		10.737007		11.008914		11.431625		11.743112		10.167835		10.597674		10.352855		10.728446		9.563516		10.370911		10.6935625		11.946239		-1.4836717		-1.329828		-2.1122353		-2.0204346		-2.255569		-1.5561739		-1.6679348		1.1511915		-1.1734915		-0.41123962		-1.0787706		-1.0146656		-0.5691719		-0.63800335		-0.73806286		0.20312786		No		Yes		Yes		U35_44k_v1_26015		LOC_Os01g13930.1		ref|NP_001042550.1| 5e-14  Os01g0241000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g13930.1 1e-15 expressed protein		ATGCTCTCCCATGATCGATTTCTGGAATAAAAACCTGTGGAAATCACCCTATTCAAAAAA		38855		0

		2672		CUST_8162_PI390587928		8.74731		9.05826		8.93316		9.100479		8.234811		8.228759		7.464293		8.171428		7.9175553		7.711163		7.563584		8.950488		-1.4265189		-1.7770708		-2.768044		-1.9040236		-1.7773827		-2.5439968		-2.583946		-1.1095626		-0.82975435		-0.82950115		-1.4688668		-0.9290514		-0.51249886		-1.3470969		-1.369576		-0.14999104		No		Yes		Yes		U35_44k_v1_2672		LOC_Os01g61720.8		ref|NP_001044716.1| 0.0  Os01g0833800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61720.8 0.0 IQD1 putative expressed		TGTAAGACGCCCAAAATTCCTGACTATTGAGATATGCATGTGTTCTTGATGTGTAAAAAA		6460		AT3G52290.1

		26305		CUST_8695_PI390587928		3.5826683		2.201006		2.5700338		2.1868503		2.5848753		3.2750123		6.0188966		9.462419		2.8221786		1.8917118		6.3204274		7.8225036		-1.9969428		2.1052716		10.919711		154.94023		-1.6940656		-1.2391013		13.4580145		49.716522		-0.7604897		1.0740063		3.4488628		7.275568		-0.99779296		-0.3092941		3.7503936		5.6356535		No		Yes		Yes		U35_44k_v1_26305		LOC_Os07g26180.1		emb|CAE05322.2| 8e-19  OSJNBa0056L23.20 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g05330.1 2e-20 retrotransposon protein putative unclassified		CAAGCATCACTCGGTTAAAATTTCACTTCTTCAGTTCATTGTTGTAATTCGGACACAAAT		23949		AT3G55550.1

		41479		CUST_27004_PI390587928		6.7790246		6.8380165		4.129979		7.2829304		6.002865		7.8277073		8.651659		5.639899		6.0921497		5.6829114		8.731233		6.234606		-1.7125663		1.9857594		22.970015		-3.1232145		-1.6097926		-2.2270055		24.272545		-2.0681267		-0.68687487		0.9896908		4.52168		-1.6430316		-0.77615976		-1.1551051		4.6012535		-1.0483246		No		Yes		Yes		U35_44k_v1_41479		-		No hits found		No hits found		ACTTAGCTAGTATGTTCGAGCATATTGGCAAAAACTTAAATTCTTGCCTTGGGCAAAAAA		None		0

		27012		CUST_18814_PI390587928		3.2128026		2.3398867		2.5972035		2.4043782		3.1145375		4.8513374		6.421272		5.325974		3.9010112		5.906639		5.6783943		4.051954		-1.0704855		5.701932		14.163131		7.5768375		1.6112815		11.849484		8.463127		3.133067		0.6882086		2.5114508		3.8240683		2.9215958		-0.09826517		3.5667524		3.0811908		1.6475756		Yes		Yes		Yes		U35_44k_v1_27012		LOC_Os07g01750.1		ref|NP_001058715.1| 6e-61  Os07g0108200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01750.1 1e-62 transparent testa 12 protein putative expressed		AAGAATGGCAGCGGTGTTTCTGCGATACACAATCCCGGCACAGTTTGCCTTTGGCTTCAT		48533		AT3G23550.1

		43042		CUST_34361_PI390587928		7.7937627		7.212934		7.2807803		8.142898		7.86233		7.726976		9.437264		9.627051		7.88547		7.533512		9.238372		8.983773		1.0486747		1.4280455		4.4582705		2.7975302		1.0656304		1.2488309		3.8841302		1.7911369		0.09170723		0.5140419		2.1564841		1.4841537		0.068567276		0.3205781		1.9575915		0.8408756		Yes		Yes		Yes		U35_44k_v1_43042		LOC_Os02g58380.1		No hits found		LOC_Os02g58380.1 1e-05 conserved hypothetical protein		GTGTTTCGCCACCTTGTTTTTGGTTGCGATATGATATTGTTACAAGACATGAAAACAAAA		39198		0

		20720		CUST_2097_PI390587928		7.7450333		6.492307		6.607548		6.057659		8.660838		7.463617		7.303158		5.6541142		9.293521		8.500313		7.9216423		6.011865		1.8866214		1.9606196		1.6195686		-1.3227541		2.9251034		4.022258		2.4864614		-1.0322511		1.5484877		0.97130966		0.69560957		-0.4035449		0.91580486		2.0080056		1.3140941		-0.04579401		Yes		No		No		U35_44k_v1_20720		LOC_Os01g08530.1		No hits found		No hits found		GCATTCCATTGTTGTTAACAGTGATCCATTCTGTCGAAAGAAATTTTTGATGATGTTGTC		None		0

		20587		CUST_17543_PI390587928		11.37286		10.001964		7.5541005		8.2504425		10.674951		9.966545		7.7991614		7.203322		10.305566		9.551976		8.126419		8.494992		-1.6221523		-1.0248541		1.1851428		-2.0664015		-2.0954995		-1.3660283		1.4869113		1.184723		-1.0672941		-0.03541851		0.24506092		-1.0471206		-0.69790936		-0.4499874		0.57231855		0.24454975		No		Yes		Yes		U35_44k_v1_20587		LOC_Os04g57560.1		ref|NP_001054219.1| e-175  Os04g0671300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57560.1 1e-177 lysine-specific histone demethylase 1 putative expressed		GAATAACATGCGGACTTTCCCTCTGATTTCATCACTGTTGGTCTTGTTATCATTAAAAAA		26758		AT1G65840.1

		37463		CUST_33872_PI390587928		5.654907		5.511948		7.2698684		7.659025		5.752645		5.429615		5.6544404		6.34465		5.315708		4.503767		5.962141		7.0954375		1.0700942		-1.0587288		-3.0640247		-2.4869463		-1.2650541		-2.0113735		-2.4755127		-1.47794		-0.33919907		-0.08233309		-1.615428		-1.3143754		0.09773779		-1.0081811		-1.3077273		-0.56358767		No		Yes		Yes		U35_44k_v1_37463		LOC_Os10g11860.1		gb|EAZ15557.1| 2e-19  hypothetical protein OsJ_029766 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g11860.1 2e-21 transparent testa 12 protein putative expressed		ATGACATCCGCACTCATCGGGGCCACCTTCATGGCCGTCTTCTCCATCTGGAGGAGGGGC		32754		AT1G33090.1

		10146		CUST_6048_PI390587928		8.898463		8.973086		8.002853		8.671971		8.411426		8.911578		9.374522		9.617188		8.776967		9.121427		9.053868		8.995438		-1.401564		-1.0435561		2.5876973		1.9254787		-1.0878625		1.1082937		2.071987		1.2513335		-0.1214962		-0.06150818		1.3716688		0.94521713		-0.48703766		0.14834023		1.0510149		0.3234663		No		Yes		Yes		U35_44k_v1_10146		LOC_Os10g20250.1		ref|NP_001049320.1| 1e-33  Os03g0206600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10870.1 2e-35 expressed protein		CTAACTAATGGGCTACTTTGTAGAGCTCAAGGTTGCTGATGATATGCTATCATATCCAAA		25339		AT2G28370.1

		47044		CUST_12400_PI390587928		5.864586		6.1269317		5.69089		6.6178403		5.8683867		6.824489		7.168607		6.5764146		5.6187835		6.688185		6.9372177		6.928749		1.002638		1.6217568		2.7850773		-1.0291303		-1.185752		1.4755508		2.372368		1.2404889		-0.2458024		0.69755745		1.4777174		-0.041425705		0.003800869		0.56125355		1.2463279		0.3109088		No		Yes		Yes		U35_44k_v1_47044		LOC_Os07g08840.3		gb|AAP72290.1| 5e-10  thioredoxin h isoform 1; HvTrxh1 [Hordeum vulgare subsp. vulgare]		LOC_Os07g08840.3 3e-05 thioredoxin H-type putative expressed		CCCGATCTGTAGCTTAGTACTATTGTTTATCTCTGTTTGATGCCCATAAGGTGCATGATT		274		0

		31970		CUST_8869_PI390587928		4.798922		4.747432		6.1429696		5.3384914		4.2993264		4.1971908		4.5412254		4.0061364		4.297172		4.1653256		4.956627		4.7320905		-1.4138173		-1.4643308		-3.0351002		-2.5181339		-1.41593		-1.4970336		-2.275751		-1.5224564		-0.50175		-0.5502415		-1.6017442		-1.332355		-0.49959564		-0.5821066		-1.1863427		-0.60640097		No		Yes		Yes		U35_44k_v1_31970		LOC_Os06g21120.2		gb|EAZ36794.1| 2e-08  hypothetical protein OsJ_020277 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g21120.2 3e-10 adhesin FhaB putative expressed		AGAATGCCGTGCTGCCACTGGGTGCTCTCCGTGGCCGAGAGCAGCAGCAACAACAAAACG		None		0

		15217		CUST_8135_PI390587928		15.11099		14.913223		13.775929		14.082942		15.477539		15.619221		16.119463		15.355091		15.831581		15.808923		15.709262		14.7402315		1.2892656		1.6312721		5.0754423		2.4152107		1.6478575		1.8605118		3.819364		1.5771168		0.72059155		0.70599747		2.3435335		1.2721491		0.3665495		0.8956995		1.9333324		0.6572895		Yes		Yes		Yes		U35_44k_v1_15217		LOC_Os09g25760.1		ref|NP_001063223.1| 3e-98  Os09g0425900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g25760.1 1e-100 senescence-associated protein DH putative expressed		GGAGGGTTGTGTATATTTTTTCAGTTCTTTGATACTGTGGCAGACCATTATATATGTAAC		3055		AT2G23810.1

		28266		CUST_29340_PI390587928		3.874301		4.640678		4.422853		4.536108		3.3445225		3.4395058		3.5109851		4.509236		3.3555882		3.1243985		2.4715087		4.1112638		-1.4437075		-2.299264		-1.8814799		-1.0188009		-1.4326764		-2.860524		-3.867347		-1.3424276		-0.51871276		-1.2011721		-0.91186786		-0.026872158		-0.5297785		-1.5162795		-1.9513443		-0.42484426		Yes		No		No		U35_44k_v1_28266		LOC_Os06g06440.1		ref|NP_001056870.1| 2e-52  Os06g0158900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g06440.1 4e-54 multidrug resistance-associated protein 14 putative expressed		CCTTTGCTGAAGCTGGTTTCTTCAGCAGGATGTCATTTTGGTGGTTGAATCCTCTGATGA		27038		AT3G59140.1

		19345		CUST_37718_PI390587928		9.560481		9.806952		9.819346		9.554362		9.609891		9.674432		9.390864		8.538922		9.832707		9.739665		9.498413		9.336605		1.0348415		-1.0962074		-1.3458169		-2.0215194		1.2076701		-1.0477449		-1.2491384		-1.1629243		0.27222633		-0.13252068		-0.42848206		-1.01544		0.049409866		-0.067287445		-0.32093334		-0.21775723		No		Yes		Yes		U35_44k_v1_19345		LOC_Os09g02729.1		ref|NP_001062585.1| 0.0  Os09g0115600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g02729.1 0.0 MAP3K-like protein kinase putative expressed		AGTCTGGGCTCAGTGTGGATAGAACAAATAGTGTGCAATGCTAGCACTCTTACATTTTTT		12768		AT5G67130.1

		25391		CUST_3940_PI390587928		5.4675336		5.9753413		3.870764		6.174898		4.1563053		4.988659		3.9767148		5.0681305		4.0952973		5.1231112		3.9096496		5.914039		-2.4815273		-1.9816228		1.0762035		-2.153626		-2.588715		-1.8052894		1.02732		-1.1981919		-1.3722363		-0.9866824		0.10595083		-1.1067677		-1.3112283		-0.8522301		0.038885593		-0.260859		No		Yes		Yes		U35_44k_v1_25391		-		No hits found		No hits found		TCGATGTTCACTTGCATATTCTGCTATATAATGCCTGGCAAGCTGCTGCTTCCAGTTAAA		None		0

		11042		CUST_30301_PI390587928		5.2135997		4.9601436		2.0661242		3.7998288		4.696587		4.8771043		3.8545916		5.506456		4.9773793		4.5705967		4.0350213		3.1287458		-1.430989		-1.0592471		3.4544773		3.2639685		-1.1779027		-1.309982		3.9146874		-1.5922678		-0.23622036		-0.083039284		1.7884674		1.7066271		-0.5170126		-0.38954687		1.9688971		-0.671083		No		Yes		Yes		U35_44k_v1_11042		LOC_Os05g26660.1		ref|NP_001055220.1| e-101  Os05g0331200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g26660.1 1e-102 expressed protein		TTCTGTCTATGCAAGCAAACAATTCAGCTGGCGCACAAGAATGCTAGTTGTAACTGATTG		25865		AT4G05020.1

		8601		CUST_4346_PI390587928		7.864235		8.307754		8.457642		8.040742		7.610544		7.403219		7.1727357		6.885405		7.611345		7.6401267		7.3537135		7.638378		-1.1922532		-1.8719401		-2.4366617		-2.2273633		-1.1915919		-1.588458		-2.1493912		-1.3216716		-0.2528901		-0.90453434		-1.2849059		-1.1553369		-0.25369072		-0.66762686		-1.1039281		-0.40236378		No		Yes		Yes		U35_44k_v1_8601		LOC_Os06g40190.1		gb|EAZ37575.1| 6e-40  hypothetical protein OsJ_021058 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g40190.1 1e-41 phospholipase D alpha 2 putative expressed		TGGAAATCGTGCTTTGCCTTGGCCTGCCCTTCTTGGCGCATTGTTTCGTCCGTCTCGAGT		None		AT3G15730.1

		24546		CUST_25970_PI390587928		8.682159		8.403712		8.542425		8.42292		8.572991		8.180125		6.6771665		7.5282807		7.997757		7.510384		7.5661387		8.445162		-1.078606		-1.1676332		-3.6433325		-1.8591453		-1.6070362		-1.8574562		-1.9673947		1.0155362		-0.68440247		-0.22358704		-1.8652587		-0.8946395		-0.10916805		-0.8933282		-0.9762864		0.022241592		No		Yes		Yes		U35_44k_v1_24546		LOC_Os12g42400.3		gb|EAY83920.1| 4e-63  hypothetical protein OsI_037879 [Oryza sativa (indica cultivar-group)]		LOC_Os12g42400.3 7e-65 nuclear transcription factor Y subunit A-2 putative expressed		TTCTGTGTGTAGACTTGGTTTGTTTGCACTCTCTGGTGTTGACACCTAAATTCAGTGATG		19162		AT3G14020.1

		1479		CUST_13672_PI390587928		7.19083		7.5023003		7.512278		8.14264		6.068011		6.1272864		6.419332		6.500835		5.5545526		6.2338805		5.7357335		7.032144		-2.1777215		-2.593704		-2.1330917		-3.1205604		-3.1086273		-2.4089756		-3.4260461		-2.1591988		-1.6362777		-1.3750138		-1.092946		-1.6418052		-1.1228194		-1.2684197		-1.7765446		-1.110496		Yes		No		No		U35_44k_v1_1479		LOC_Os03g10090.1		ref|NP_001049269.1| 3e-23  Os03g0197100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10090.1 7e-25 polyol transporter protein 4 putative expressed		TTTTTCATCTCTGTACTTTGGTTTGAGGGACACCTCTGTAGTTTTGCTTCGTCTAAACTG		14224		0

		24248		CUST_26615_PI390587928		6.8689437		6.595777		5.3487		6.466473		7.915949		9.747712		11.305724		9.897255		8.585266		10.514027		10.965756		8.900918		2.0662363		8.88847		62.121643		10.783711		3.2859771		15.118568		49.07976		5.405563		1.7163224		3.151935		5.957024		3.4307818		1.0470052		3.9182496		5.6170564		2.434445		Yes		Yes		Yes		U35_44k_v1_24248		LOC_Os07g01750.1		emb|CAN78689.1| 9e-29  hypothetical protein [Vitis vinifera]		LOC_Os07g31884.1 3e-30 transparent testa 12 protein putative expressed		GGTGTAGCTAGTAGCAAGTAAGAAGAGCTGAATAAAATGTTGCACCAGTTTTGCGTGAAA		21646		AT3G23560.1

		21113		CUST_1191_PI390587928		9.59959		9.373835		9.30343		8.608831		9.283261		8.946731		7.634212		8.061574		9.031567		8.314456		8.188827		8.441322		-1.2451582		-1.3445319		-3.1804206		-1.4613051		-1.4824914		-2.0840337		-2.1653543		-1.1231177		-0.5680237		-0.427104		-1.6692176		-0.5472574		-0.316329		-1.0593786		-1.114603		-0.16750908		No		Yes		Yes		U35_44k_v1_21113		LOC_Os09g32510.5		gb|EAZ09639.1| 4e-81  hypothetical protein OsI_030871 [Oryza sativa (indica cultivar-group)]		LOC_Os09g32510.5 8e-83 BHLH transcription factor putative expressed		ACTGCAAATGCTTATTCTGTGTCCTGTTTTACAAACCTATGATTGAGCCGCCACATTACA		18455		AT1G68920.3

		27247		CUST_10504_PI390587928		7.7937827		7.667258		5.6723213		6.41845		7.9195004		7.461828		4.307524		5.3105955		7.6951184		7.203779		4.7660003		5.779913		1.0910503		-1.1530296		-2.575401		-2.1552486		-1.0707816		-1.3788625		-1.87426		-1.5567496		-0.098664284		-0.20542955		-1.3647971		-1.1078544		0.12571764		-0.46347857		-0.90632105		-0.63853693		No		Yes		Yes		U35_44k_v1_27247		LOC_Os01g69850.1		gb|ABF57942.1| 6e-46  MADS-box transcription factor TaAGL42 [Triticum aestivum]		LOC_Os01g69850.1 1e-35 MADS-box transcription factor 8 putative expressed		AAATATGCAGTCAAGGCTTAGCGAGATTGCTGCCTGGTCTCTCGATAATAATGCTGACAA		25044		AT4G22950.1

		42351		CUST_31607_PI390587928		3.2918193		1.9180161		2.8702755		3.499151		3.3701239		2.4963882		4.617947		3.9729316		2.9358912		2.1876047		3.3242795		2.8930175		1.0557766		1.4931635		3.3581614		1.388744		-1.2798088		1.205464		1.3698368		-1.5221742		-0.35592818		0.5783721		1.7476716		0.47378063		0.07830453		0.2695886		0.45400405		-0.60613346		No		Yes		Yes		U35_44k_v1_42351		LOC_Os09g33680.2		gb|EAZ09726.1| 8e-67  hypothetical protein OsI_030958 [Oryza sativa (indica cultivar-group)]		LOC_Os09g33680.2 3e-67 cyanogenic beta-glucosidase precursor putative expressed		TGTCTGTGTGGCTAAAATTAAACTCTAACTGTGTAACAGCTCCTGTTTGGGTTGAAAAAA		37977		AT1G02850.5

		7292		CUST_12062_PI390587928		8.3657875		7.521754		8.6933365		9.223525		7.8192673		6.7045665		7.469217		8.011959		6.7130265		5.888412		7.1463304		8.608451		-1.4605585		-1.7619675		-2.3361285		-2.315889		-3.1443481		-3.1023078		-2.9221013		-1.5316367		-1.652761		-0.8171873		-1.2241197		-1.211566		-0.54652023		-1.6333418		-1.5470061		-0.61507416		Yes		No		No		U35_44k_v1_7292		LOC_Os06g51000.1		No hits found		No hits found		GTACATACCAATCGATCAACGGATTAAAGCAAAGCAAAGGCTTTTGTTTGTTCCAAAAAA		21600		0

		2288		CUST_20217_PI390587928		12.632159		12.4516945		12.273913		8.452923		12.391665		11.709419		10.27932		6.957447		13.225583		12.433558		10.774418		7.781189		-1.181397		-1.6728119		-3.9850383		-2.8195713		1.5088233		-1.0126503		-2.827438		-1.5929863		0.59342384		-0.74227524		-1.9945936		-1.4954758		-0.24049377		-0.018136024		-1.4994955		-0.67173386		Yes		Yes		Yes		U35_44k_v1_2288		-		gb|AAS48158.1| 5e-18  putative Bowman Birk trypsin inhibitor [Aegilops tauschii]		LOC_Os01g03380.1 6e-15 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		GTGTACTAGCTCCGTGAAAATGGAGTGTACGTGACAATGTTTTAATGAAATGGAATGTAG		6119		0

		12884		CUST_11966_PI390587928		8.598965		8.482922		7.5676627		9.076861		9.061929		10.127444		10.500032		10.813316		9.230579		9.394897		9.339796		8.311002		1.3783708		3.1264439		7.633632		3.3321538		1.549298		1.8816208		3.4155865		-1.7003828		0.6316147		1.6445227		2.9323697		1.736455		0.46296406		0.91197586		1.7721334		-0.7658596		Yes		Yes		Yes		U35_44k_v1_12884		LOC_Os03g47280.1		No hits found		LOC_Os03g47280.1 5e-05 VQ motif family protein expressed		CTCTGTTTCTTCCATGGAATGACACATGGCAGTGCTTATGTAATTCCTAAATATAAGTAT		25977		0

		21453		CUST_39605_PI390587928		7.2504616		7.0539594		6.8900886		6.506321		8.37978		7.4654026		10.631252		9.273558		8.985561		9.374223		9.985935		7.208294		2.1875534		1.3300157		13.372189		6.808027		3.3290253		4.994234		8.54954		1.6267279		1.7350998		0.41144323		3.7411637		2.7672367		1.1293182		2.3202634		3.0958467		0.70197296		Yes		Yes		Yes		U35_44k_v1_21453		LOC_Os07g49520.1		ref|NP_001060747.1| e-179  Os07g0695800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49520.1 0.0 2-oxoglutarate dehydrogenase E1 component mitochondrial precursor putative expressed		AGGCCCGTCTCAGCACGAGCAACATCCTTGAATCATGATGCTAGTTTTACTGACAAAAAA		15146		AT5G65750.1

		39493		CUST_24925_PI390587928		8.000354		8.507422		8.437304		10.566606		10.226674		10.850638		12.290417		11.560257		9.860105		10.60106		12.058238		11.557309		4.6793895		5.074325		14.451158		1.9912183		3.6294496		4.2682285		12.302968		1.9871539		1.8597507		2.343216		3.8531132		0.9936514		2.2263203		2.0936375		3.6209345		0.9907036		Yes		Yes		Yes		U35_44k_v1_39493		LOC_Os02g40180.1		gb|EAZ23814.1| 2e-26  hypothetical protein OsJ_007297 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40200.2 3e-28 receptor-like protein kinase precursor putative expressed		TACTCCTAGAGATACTCATTGGTAGAAGACCGACCGACCCCATGTTTGAGAATGAACTCA		35647		AT3G47580.1

		40116		CUST_1085_PI390587928		4.3093376		4.0961485		2.6988792		4.3917966		5.1166778		7.1940446		7.3734307		7.598602		5.532459		7.168431		6.784559		3.7050066		1.7499821		8.561693		25.537607		9.233037		2.3345122		8.411029		16.979		-1.6096979		1.2231212		3.097896		4.6745515		3.2068052		0.80734015		3.0722823		4.0856795		-0.68679		Yes		Yes		Yes		U35_44k_v1_40116		LOC_Os02g43790.1		gb|EAY86936.1| 2e-07  hypothetical protein OsI_008169 [Oryza sativa (indica cultivar-group)]		LOC_Os02g43790.1 4e-09 ethylene responsive protein putative expressed		AATGTCTGCGTTGAGACCGGGAAGGAGCACATGTTTTTGACTGTTAAAAAACTGGGACGA		36417		0

		30312		CUST_38619_PI390587928		1.6921387		1.8132602		2.097097		1.7959639		1.8868032		2.3268766		2.0802033		1.8936342		3.0722034		5.471887		2.0874245		1.781004		1.1444579		1.4276243		-1.0117786		1.0700442		2.6028004		12.628637		-1.006727		-1.0104234		1.3800647		0.51361644		-0.016893625		0.09767032		0.19466448		3.658627		-0.009672403		-0.014959931		No		Yes		Yes		U35_44k_v1_30312		LOC_Os05g18860.1		gb|EAY97328.1| 9e-26  hypothetical protein OsI_018561 [Oryza sativa (indica cultivar-group)]		LOC_Os05g18940.1 2e-27 stig1 putative		ATTACCATGCGCCGTTGACAGTCGTATCTGACGATCTGCACTTAGATACATAGCTATGTG		30172		AT1G50650.1

		21000		CUST_23556_PI390587928		10.457885		10.188003		11.260711		10.958973		10.054212		9.710971		10.155975		10.130561		8.283058		9.515521		10.186933		10.649348		-1.3228717		-1.3918769		-2.1505942		-1.7757298		-4.515315		-1.5938121		-2.1049385		-1.2393852		-2.1748266		-0.4770317		-1.1047354		-0.82841206		-0.40367317		-0.67248154		-1.0737782		-0.30962467		Yes		Yes		Yes		U35_44k_v1_21000		LOC_Os02g53810.1		gb|EAZ24815.1| e-157  hypothetical protein OsJ_008298 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53810.1 1e-159 expressed protein		GTGTAGCAGAGAGCGCGTGTTTCCTGCATCAATAACAAAACAATGGCTTCGTTTAAAAAA		14674		AT2G26310.1

		7805		CUST_66_PI390587928		10.655551		10.519653		9.755405		9.353116		9.760731		9.5577135		7.391173		7.7232604		9.476483		9.341203		7.7352967		9.114863		-1.8593781		-1.9479272		-5.148787		-3.0948203		-2.264304		-2.2633357		-4.0561433		-1.1795632		-1.1790676		-0.9619398		-2.3642325		-1.6298556		-0.8948202		-1.1784506		-2.0201087		-0.23825264		Yes		Yes		Yes		U35_44k_v1_7805		LOC_Os08g45170.2		gb|EAZ08059.1| 1e-35  hypothetical protein OsI_029291 [Oryza sativa (indica cultivar-group)]		LOC_Os08g45170.2 2e-37 carboxyl-terminal proteinase putative expressed		TTAGTTGTACCCGCACGGCAATCGGAATTGCTGAGATCGAGCCTAATTTTGACGAAAAAA		None		AT5G18460.1

		25858		CUST_9598_PI390587928		8.470396		8.204079		8.40548		8.886397		9.021382		9.015212		9.61763		9.16122		9.114906		9.3190565		9.286075		9.073812		1.4650869		1.7545893		2.3168259		1.209845		1.5632086		2.165917		1.8411335		1.1387209		0.64451027		0.8111334		1.2121496		0.27482224		0.5509863		1.1149778		0.88059425		0.18741417		No		Yes		Yes		U35_44k_v1_25858		LOC_Os08g41190.1		dbj|BAD08776.1| 1e-13  zinc finger POZ domain protein-like [Oryza sativa Japonica Group]		LOC_Os08g41200.1 3e-15 BTB/POZ putative		GTGGTATTTTGGAATCGTGAGTGGTATGCGCTAAGGTATCCGGCATCTTTTCAAAGATTT		21100		0

		13323		CUST_34265_PI390587928		10.474542		10.438649		9.418011		11.148831		11.3926935		12.902448		11.957301		11.839759		11.8483095		12.340553		11.955981		11.271735		1.889693		5.516673		5.8130302		1.614321		2.591465		3.737061		5.8077145		1.0889244		1.3737679		2.4637985		2.5392904		0.6909275		0.91815186		1.9019041		2.5379705		0.122903824		Yes		Yes		Yes		U35_44k_v1_13323		LOC_Os06g51070.1		ref|NP_001058628.1| 6e-33  Os06g0726300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g51070.1 1e-34 NAC domain-containing protein 68 putative expressed		GAAAAGGGTTAGTGAGATTTCACCATGTATAGTATAGGTAGTATTAAATACAGGAGCTCT		35703		AT2G17040.1

		5174		CUST_16465_PI390587928		10.336011		9.608549		9.674286		10.111674		10.79554		10.853814		11.400149		10.691483		11.072568		11.081772		11.356285		10.33644		1.3750927		2.370621		3.3077805		1.4946506		1.6661947		2.7764142		3.2087228		1.1685876		0.736557		1.245265		1.7258635		0.57980824		0.45952892		1.4732227		1.6819992		0.22476578		Yes		Yes		Yes		U35_44k_v1_5174		-		gb|EAZ36640.1| e-178  hypothetical protein OsJ_020123 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04420.1 1e-106 nodulation receptor kinase precursor putative expressed		CTGACCTTATGCTCATAACGTTGCTGCATGAACTATGTATAGAAAATAAATTTCACAGCA		23247		AT5G15730.2

		14026		CUST_1724_PI390587928		13.527247		13.879856		13.541686		14.001185		13.88915		14.062125		14.589742		14.487838		14.081714		14.327484		14.458278		14.230355		1.2851193		1.1346672		2.0677412		1.4011898		1.4686252		1.3637961		1.8876505		1.1721603		0.55446625		0.1822691		1.0480556		0.48665237		0.36190224		0.44762802		0.91659164		0.22916985		No		Yes		Yes		U35_44k_v1_14026		LOC_Os06g04030.1		emb|CAN70652.1| 2e-64  hypothetical protein [Vitis vinifera]		LOC_Os06g04030.1 3e-66 histone H3 putative expressed		TGTACTGTTGATCGACCATTATCGATGTATGCAATTCTGACGGGACGTACCGTGAAAAAA		41		AT5G10980.1

		6824		CUST_18613_PI390587928		6.0844803		6.0815654		5.9456234		6.6000133		7.524015		7.6744027		9.711661		8.437941		8.069616		8.237456		9.238204		8.374725		2.7123337		3.0164201		13.604744		3.5749607		3.9589999		4.4564376		9.798634		3.4216971		1.985136		1.5928373		3.766038		1.8379273		1.4395347		2.155891		3.2925806		1.7747121		Yes		Yes		Yes		U35_44k_v1_6824		LOC_Os06g43520.1		dbj|BAD37361.1| 3e-70  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os06g43520.1 3e-61 cytochrome P450 71D7 putative expressed		ACTTGGAAGGGAGAGTTTGCCCTAGCCACCTAGAATTAGGTGAGGAAATGTGCCAAAAAA		22479		AT5G32440.1

		4682		CUST_22170_PI390587928		2.6160421		1.8253552		2.1337945		2.105093		2.253156		1.9203945		6.024315		5.9068933		2.0042398		3.0427744		5.734817		4.526079		-1.2859961		1.0680946		14.830757		13.9462		-1.5281671		2.3253038		12.13433		5.3553696		-0.61180234		0.09503937		3.8905203		3.8018003		-0.3628862		1.2174193		3.6010225		2.4209862		Yes		Yes		Yes		U35_44k_v1_4682		LOC_Os03g04570.1		gb|EAZ25515.1| 2e-71  hypothetical protein OsJ_008998 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04570.1 3e-73 peptide transporter PTR2 putative expressed		GCAATAACTTGCTACGACCCTTTGATACAGTATATGAGTATGCGACCTTTTGGTAAAAAA		None		AT5G46050.1

		48703		CUST_35006_PI390587928		7.442242		6.9489136		6.6226163		7.6094403		8.14137		8.535987		9.232041		7.955477		8.433935		9.524631		9.086553		8.426791		1.6235229		3.0043926		6.1026044		1.2710642		1.9885172		5.961672		5.5172		1.7621672		0.991693		1.5870733		2.609425		0.3460369		0.6991277		2.575717		2.4639363		0.81735086		Yes		Yes		Yes		U35_44k_v1_48703		LOC_Os04g05770.1		gb|AAL73536.2|AF466200_15 1e-20  hypothetical protein S250_18C08.26 [Sorghum bicolor]		LOC_Os04g08200.1 9e-18 conserved hypothetical protein		CATCGTAGAGGAGTAGAAGGTATGCTACGTTGTATCTAGGGACTGATTGCCTCTCAATCA		50706		0

		45294		CUST_31007_PI390587928		5.006077		5.6039987		4.347358		5.4878445		4.5501423		5.827234		5.9030914		5.8139477		4.843763		5.9981217		6.1038413		6.3821464		-1.3716711		1.1673484		2.939831		1.2536227		-1.1190805		1.3141438		3.3787348		1.8587103		-0.16231394		0.22323513		1.5557332		0.3261032		-0.45593452		0.39412308		1.7564831		0.8943019		No		Yes		Yes		U35_44k_v1_45294		LOC_Os12g02520.1		sp|Q2RBB1|MAN7_ORYSJ 7e-05  Mannan endo-1,4-beta-mannosidase 7 (Beta-mannanase 7) (Endo-beta-1,4-mannanase 7) (OsMAN7)		LOC_Os12g02520.1 1e-06 hydrolase hydrolyzing O-glycosyl compounds putative expressed		CTTATGTATATCATGTACCCTAATAGCTGGTCTTGGTTCAAAAGAAGTGATACCATGAAA		44008		0

		4958		CUST_38479_PI390587928		6.222366		5.8899083		6.2415543		6.501203		6.5788574		7.4485774		9.078212		7.563118		6.9951415		8.355639		8.590272		7.0881863		1.2803086		2.9458196		7.143631		2.0877008		1.7085538		5.5240684		5.0937133		1.5021025		0.77277565		1.5586691		2.8366575		1.0619149		0.35649157		2.4657311		2.3487177		0.5869832		Yes		Yes		Yes		U35_44k_v1_4958		LOC_Os05g35970.1		ref|NP_001055642.1| 1e-11  Os05g0435300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g35960.1 2e-13 conserved hypothetical protein		TATTGACGTACAACCATTTCACCACATTTTACATCCACACACGGTGCAACTCTGGCGAAA		19265		0

		2353		CUST_7212_PI390587928		6.5907035		6.270188		6.3994946		5.643624		6.365891		7.116693		10.509557		6.791294		5.6640525		6.8034205		9.392619		7.094974		-1.1686254		1.7981398		17.268394		2.2155583		-1.9008583		1.4471682		7.9619646		2.7346387		-0.926651		0.84650517		4.110062		1.1476703		-0.22481251		0.5332327		2.9931245		1.4513502		No		Yes		Yes		U35_44k_v1_2353		LOC_Os09g04050.1		gb|AAX08107.1| 0.0  cinnamoyl-CoA reductase [Triticum aestivum]		LOC_Os09g04050.1 1e-144 dihydroflavonol-4-reductase putative expressed		TCATATTGTATCGATCAGTGCTGTATGACGCATCCAACAATGTTATATGCATAGTCATAT		8527		AT1G15950.1

		2797		CUST_1869_PI390587928		9.162445		9.982728		8.669585		10.065667		9.301301		9.636758		10.496421		10.774616		9.260399		9.846002		9.821522		10.064969		1.1010317		-1.2710054		3.547581		1.6346129		1.0702544		-1.0994077		2.2221198		-1.000484		0.0979538		-0.34597015		1.8268356		0.7089491		0.13885593		-0.13672638		1.1519365		-6.98E-04		No		Yes		Yes		U35_44k_v1_2797		LOC_Os11g19220.1		gb|EAZ43322.1| 5e-91  hypothetical protein OsJ_026805 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40250.1 1e-92 expressed protein		CATTGTGGTAGACTTGTTGGATGGTGGCGACATATATTCGTTAAAGTGAACATATAATAA		7853		AT1G20970.1

		24654		CUST_10097_PI390587928		15.788056		16.491152		15.853438		17.012642		15.170543		15.550548		14.369376		16.329042		15.095497		15.247325		14.047961		16.711336		-1.5342288		-1.9193319		-2.7973528		-1.606142		-1.6161479		-2.368259		-3.4954474		-1.2322593		-0.69255924		-0.9406042		-1.4840622		-0.6835995		-0.61751366		-1.2438269		-1.8054771		-0.30130577		Yes		No		No		U35_44k_v1_24654		LOC_Os01g63480.1		gb|EAZ14183.1| 9e-46  hypothetical protein OsJ_004008 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63480.1 2e-47 AER putative expressed		GATGGATGGATTGTGGGACTGGTAACTGGAAATAAAATAAGGTTGTCAAGTGTTTGAAAA		9863		AT2G39980.1

		22274		CUST_17505_PI390587928		6.392712		5.9235024		4.0629506		5.607352		6.865371		6.742424		6.6098003		6.182739		6.43244		6.732013		6.353227		5.74441		1.3876648		1.7640868		5.843569		1.4900771		1.0279198		1.7514026		4.8914986		1.0996605		0.039727688		0.81892157		2.5468497		0.575387		0.4726591		0.8085108		2.2902765		0.13705826		Yes		No		No		U35_44k_v1_22274		LOC_Os07g35540.1		ref|NP_001059887.1| e-107  Os07g0539700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35410.1 1e-107 protein kinase putative expressed		AACCGAACAACATTCTTCTTGATGAGGAGATGGAAGCGAAAATTGCTGACTTTGGGTTGG		15876		AT4G04500.1

		26768		CUST_22035_PI390587928		7.36005		5.5376816		8.660012		8.740633		6.8950877		5.203792		6.642427		7.2065253		6.6465783		4.8231463		7.5475545		8.133598		-1.3802814		-1.2604069		-4.049055		-2.8960924		-1.6397455		-1.6409545		-2.1621368		-1.5231254		-0.7134719		-0.33388948		-2.0175853		-1.5341077		-0.46496248		-0.71453524		-1.1124578		-0.6070347		Yes		Yes		Yes		U35_44k_v1_26768		LOC_Os01g62990.1		gb|EAY76499.1| 1e-71  hypothetical protein OsI_004346 [Oryza sativa (indica cultivar-group)]		LOC_Os01g62990.1 2e-73 pollen-specific kinase partner protein putative expressed		GTGTATTGCTGCTTGCCTCCAAAAGAAGAATAGAAGAAACTATGTTTCTGCTGTTTGCAG		22760		AT5G05940.1

		32891		CUST_17140_PI390587928		4.7462068		5.357782		4.0151634		5.478993		6.113953		7.132782		7.420662		8.13499		5.6677165		6.732386		7.2264786		5.2350535		2.5806713		3.4223804		10.596372		6.302817		1.8940964		2.5929677		9.261945		-1.1842219		0.92150974		1.7750001		3.4054985		2.6559968		1.3677464		1.3746042		3.2113152		-0.2439394		Yes		No		No		U35_44k_v1_32891		LOC_Os05g25430.2		gb|EAZ33799.1| 4e-18  hypothetical protein OsJ_017282 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25450.1 5e-20 protein kinase putative expressed		TGCAAGAAAATCGAAAGATGCCATACCAGCAACCATCTTCAGTGGTGGTTGTGCTTTGTT		None		AT3G51550.1

		40937		CUST_7298_PI390587928		10.615384		9.928116		9.572839		10.186617		11.239305		11.170873		10.834404		11.070606		11.411199		11.507094		11.033137		10.9311905		1.5410572		2.3665032		2.3975573		1.8454714		1.7360573		2.9875824		2.751653		1.6754789		0.7958145		1.2427568		1.2615652		0.88398933		0.62392044		1.5789785		1.4602985		0.7445736		Yes		Yes		Yes		U35_44k_v1_40937		-		gb|EAZ01013.1| 3e-11  hypothetical protein OsI_022245 [Oryza sativa (indica cultivar-group)]		LOC_Os11g44750.1 1e-12 retrotransposon protein putative unclassified		GTGCGTTTGGAATACTTATTAGAAATGTCAGGGTGCTCCGTGATAAAAAATATATGGTAT		None		0

		24499		CUST_8577_PI390587928		5.036844		3.4169815		5.543904		7.112759		5.0821686		4.7219768		6.783953		9.265508		4.197128		5.028683		6.901283		9.791184		1.0319154		2.4708292		2.362066		4.4467416		-1.7896978		3.056121		2.5621927		6.401568		-0.83971596		1.3049953		1.2400494		2.1527486		0.045324802		1.6117017		1.357379		2.6784253		Yes		Yes		Yes		U35_44k_v1_24499		LOC_Os04g54002.1		gb|EAZ32098.1| 8e-58  hypothetical protein OsJ_015581 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g54002.1 2e-59 serine/threonine-protein kinase receptor precursor putative expressed		GTTTGCCACCTTCTAGTAGAGCTAGTTGTGTACTATGATCTATTCTCTGTGGATATTTAA		20735		AT1G11330.1

		11054		CUST_30271_PI390587928		4.449002		3.042199		3.8311627		4.3492274		3.3872573		2.636758		1.8131708		2.8502247		3.665754		2.1619408		2.8243396		3.8253896		-2.087454		-1.3244935		-4.0501966		-2.8264725		-1.7210007		-1.8407046		-2.0094812		-1.4377749		-0.7832477		-0.4054408		-2.017992		-1.4990027		-1.0617445		-0.8802581		-1.0068231		-0.5238378		Yes		Yes		Yes		U35_44k_v1_11054		LOC_Os09g23110.1		gb|EAZ44951.1| 7e-13  hypothetical protein OsJ_028434 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27900.1 1e-14 D-xylose-proton symporter putative expressed		TCGCTCTTTTGTGAGTTTGTCCATGTGTACAGAAAACTTACGATTGCATTTTCAGGTACA		45596		AT1G05030.1

		26782		CUST_19724_PI390587928		9.592526		10.165031		10.334649		10.739888		9.33364		9.768298		8.933544		9.493573		8.803275		9.397328		9.215756		10.25334		-1.1965547		-1.3165236		-2.6410377		-2.3723469		-1.7281774		-1.702557		-2.171802		-1.4010888		-0.7892513		-0.39673328		-1.4011049		-1.246315		-0.25888634		-0.76770306		-1.1188927		-0.48654842		No		Yes		Yes		U35_44k_v1_26782		-		No hits found		No hits found		CTAGTTTGCCACAATACCCTTCTTTTTGTGGGATTTCACAAATTGGTTCTGTTAAAATAC		None		0

		35726		CUST_30182_PI390587928		4.537185		4.370701		3.9599895		4.792797		4.1186004		3.7469666		2.206649		2.7240598		4.053876		3.8754292		2.6760852		3.819583		-1.3366158		-1.5408584		-3.371383		-4.1951933		-1.3979466		-1.4095862		-2.4349706		-1.9632095		-0.48330927		-0.62373424		-1.7533405		-2.0687373		-0.41858482		-0.49527168		-1.2839043		-0.97321415		Yes		Yes		Yes		U35_44k_v1_35726		-		ref|XP_388796.1| 2e-43  hypothetical protein FG08620.1 [Gibberella zeae PH-1]		LOC_Os10g37420.2 9e-17 cytochrome b5 putative expressed		TACGACTGCTCCAAGTTCCTCGACGAGCACCCCGGTGGTGAGGAGGTTATGCTTGATGTT		None		AT5G48810.1

		6737		CUST_41953_PI390587928		6.825785		6.2385483		5.8225875		7.413073		7.5002217		8.065266		8.577476		7.6979804		6.529995		7.590744		9.244676		8.836272		1.5959734		3.5472903		6.7500024		1.218332		-1.2275572		2.5530038		10.718924		2.6817954		-0.2957902		1.8267174		2.754888		0.28490734		0.67443657		1.3521957		3.4220881		1.4231992		Yes		Yes		Yes		U35_44k_v1_6737		LOC_Os09g26310.1		ref|NP_001063243.1| e-116  Os09g0433000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26310.1 1e-118 hypro1 putative expressed		GTTTTAGTTCTTGGTTCGTGCGCCGTGTATTCGTCAACTCTGTGTACATCTGAATTTTTT		22861		AT5G57500.1

		38900		CUST_4554_PI390587928		7.4723334		7.885181		6.8748055		8.118598		8.42294		10.090529		9.080531		8.73302		8.694134		9.188326		8.965777		7.4783955		1.9326854		4.6118593		4.6130652		1.5309443		2.332376		2.4676623		4.2603498		-1.558548		1.2218003		2.2053485		2.2057257		0.61442184		0.9506068		1.3031449		2.090972		-0.6402025		Yes		No		No		U35_44k_v1_38900		LOC_Os01g46800.1		gb|ABN43183.1| 2e-61  WRKY transcription factor [Triticum aestivum]		LOC_Os05g49620.1 2e-41 OsWRKY19 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GCGCACCCATGCCGATCCCCTGCTCTTCGAGGTCGCGTACCACGGCGAGCACACCTGCGT		34874		AT4G23810.1

		15396		CUST_24121_PI390587928		6.5195575		6.8883777		7.2094994		6.203894		7.2077184		7.501432		7.8393006		6.687294		7.6769543		7.4523654		8.371356		6.893145		1.6112282		1.5294938		1.5473518		1.3980345		2.2305458		1.4783498		2.2374518		1.6124461		1.1573968		0.6130543		0.6298013		0.48339987		0.6881609		0.56398773		1.1618567		0.68925095		No		Yes		Yes		U35_44k_v1_15396		LOC_Os01g44260.1		sp|P51106|DFRA_HORVU 0.0  Dihydroflavonol-4-reductase (DFR) (Dihydrokaempferol 4-reductase)		LOC_Os01g44260.1 1e-114 dihydroflavonol-4-reductase putative expressed		CGGTGGGATATCATGGACTATGGAGTGCATCATTTCATTTTTATTTTATTTTACCTCAGT		3030		AT5G42800.1

		47458		CUST_20858_PI390587928		7.6701903		8.010922		9.34315		8.544563		7.539669		7.4246078		8.401186		8.301627		7.727628		7.609669		8.10276		8.248588		-1.0946891		-1.5014066		-1.921142		-1.1833986		1.040616		-1.3206546		-2.3626237		-1.227715		0.057437897		-0.5863147		-0.94196415		-0.24293613		-0.1305213		-0.40125322		-1.2403898		-0.2959757		No		Yes		Yes		U35_44k_v1_47458		-		gb|EAZ05100.1| 3e-08  hypothetical protein OsI_026332 [Oryza sativa (indica cultivar-group)]		LOC_Os07g47530.2 4e-10 ATP binding protein putative expressed		TGATTTCCCAATCTTCCCAGTATCCCACGGTTCCTATTTACGCCTCCTATTTCACTGTTG		48546		0

		10763		CUST_23124_PI390587928		10.911864		10.781909		10.928558		10.996287		11.155937		10.302002		9.165242		9.693815		11.500938		11.067844		9.7254		10.781259		1.1843314		-1.3946538		-3.3947754		-2.4665117		1.504281		1.2192005		-2.3024318		-1.160727		0.58907413		-0.47990704		-1.7633162		-1.3024721		0.24407291		0.2859354		-1.2031584		-0.21502876		No		Yes		Yes		U35_44k_v1_10763		LOC_Os09g39430.1		gb|EAZ45716.1| 3e-09  hypothetical protein OsJ_029199 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39430.1 4e-11 carboxylic ester hydrolase/ hydrolase acting on ester bonds putative expressed		CTGTTTCTGCTACACCTGAAACAAAAGCTTCCAGAAATACAAGAAGCAGATTCCAAAAAA		21869		0

		33808		CUST_12815_PI390587928		7.555673		7.8761163		7.557469		6.826781		7.1521416		7.328747		5.949411		5.7173214		7.1675067		7.4071484		6.254931		6.2694125		-1.3227419		-1.4614186		-3.048412		-2.1576478		-1.308729		-1.3841189		-2.4666243		-1.4715823		-0.38816643		-0.5473695		-1.608058		-1.1094594		-0.40353155		-0.4689679		-1.3025379		-0.5573683		No		Yes		Yes		U35_44k_v1_33808		LOC_Os01g69850.1		gb|ABF57941.1| 6e-17  MADS-box transcription factor TaAGL41 [Triticum aestivum]		LOC_Os01g69850.1 1e-11 MADS-box transcription factor 8 putative expressed		GGGTGGTGGGTTGATACTAATAATTCAATAATATGTTGTTTTACCTTGTGCCTTGTTCAG		12031		0

		40033		CUST_17801_PI390587928		8.318454		7.040548		6.2945457		7.398096		9.02953		8.69272		8.31869		8.207189		9.019409		8.843057		7.734752		7.111116		1.6370244		3.143066		4.0675063		1.752109		1.6255809		3.4882631		2.713597		-1.2200837		0.7009554		1.6521726		2.0241446		0.8090925		0.7110758		1.8025088		1.4402065		-0.28698015		Yes		Yes		Yes		U35_44k_v1_40033		-		gb|EAY72544.1| 3e-49  hypothetical protein OsI_000391 [Oryza sativa (indica cultivar-group)]		LOC_Os01g05660.3 6e-51 expressed protein		TTGTGTCAAACCACCAACTAGCAGCTCGTCAACTCTGGATAACGTACTTCAGGAGAACAA		36318		0

		27969		CUST_18052_PI390587928		3.2917583		3.1975834		2.3340013		3.3387954		4.0500627		5.1227913		5.011577		5.0488496		4.025963		4.757057		4.812095		3.5312405		1.6915014		3.7979157		6.3977995		3.2717311		1.66348		2.947463		5.5716085		1.1426986		0.73420453		1.9252079		2.6775758		1.7100542		0.75830436		1.5594738		2.4780939		0.19244504		Yes		Yes		Yes		U35_44k_v1_27969		LOC_Os04g54002.1		gb|EAZ41719.1| 3e-68  hypothetical protein OsJ_025202 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g08140.1 6e-70 receptor-like kinase putative expressed		GTTTCTCTGTTTGCGCTAGTAGATATAGCCTCTATTTTGCGGGTCCAATGGAGCTCCAAT		35833		AT4G21380.1

		23920		CUST_11335_PI390587928		6.85267		7.489825		5.3679757		6.8651404		6.70709		7.436917		7.0512376		6.950588		6.7255864		7.4242654		7.091371		7.4118743		-1.1061755		-1.0373538		3.2115324		1.061017		-1.0920839		-1.0464907		3.3021264		1.4607749		-0.12708378		-0.052907944		1.6832619		0.08544779		-0.14558029		-0.06555939		1.7233953		0.54673386		No		Yes		Yes		U35_44k_v1_23920		LOC_Os04g40590.1		gb|EAY94573.1| 4e-29  hypothetical protein OsI_015806 [Oryza sativa (indica cultivar-group)]		LOC_Os04g40580.1 1e-30 wax synthase isoform 1 putative expressed		CGGACGAAATTTGTGTTTTCAGGCGACTTTCAAATAGAGAGCCCCTCGTTTACTAAAAAA		None		0

		22420		CUST_7160_PI390587928		10.627957		12.16407		11.540668		10.993575		10.037606		11.480328		9.427055		10.2831335		9.640197		10.505379		9.908635		10.341096		-1.5056131		-1.6063013		-4.327735		-1.6363049		-1.9831042		-3.1573002		-3.0994933		-1.571867		-0.98776054		-0.6837425		-2.1136122		-0.7104416		-0.5903511		-1.6586914		-1.6320324		-0.6524792		Yes		Yes		Yes		U35_44k_v1_22420		LOC_Os03g13460.3		gb|ABF94859.1| 7e-47  microtubule associated protein family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13460.3 2e-48 microtubule-associated protein MAP65-1a putative expressed		TGAAAAGCATGCATCGTTGAAAGAACAACTTGCTGCAGTGACGCCTCTCTTGGATGATCT		19927		AT1G14690.2

		43175		CUST_12448_PI390587928		8.037818		6.7645698		6.4941287		6.897222		9.14152		8.856702		7.276964		8.349011		7.9782786		8.652926		8.099219		7.3302293		2.1490538		4.2637773		1.720509		2.7354712		-1.042133		3.702133		3.0421486		1.3500447		-0.059539318		2.092132		0.7828355		1.4517894		1.1037016		1.8883567		1.6050906		0.43300724		Yes		No		No		U35_44k_v1_43175		LOC_Os04g36680.1		gb|AAS93431.1| 1e-46  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os05g34550.1 2e-21 MLO-like protein 1 putative expressed		ATAATTGCATGCATAGTTTGGCCAATACAAAGGATTGTACGGTACCATTTGGGCTAATTG		39537		AT2G44110.2

		25635		CUST_18634_PI390587928		5.872667		5.5873966		5.2681527		5.398112		5.456472		5.679255		4.0541506		4.889647		5.143099		5.235048		4.170189		5.11167		-1.3344034		1.0657421		-2.3198028		-1.4225357		-1.6581426		-1.2766374		-2.1405237		-1.2196286		-0.729568		0.09185839		-1.2140021		-0.5084648		-0.41619492		-0.3523488		-1.0979638		-0.2864418		No		Yes		Yes		U35_44k_v1_25635		LOC_Os04g44030.1		ref|NP_001053334.1| e-127  Os04g0520900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44030.1 1e-129 expressed protein		CAACGCCGTAATTGGCCTCTGCTCTAGTGTCGGTAACACCGACTACGCCTTTCAGATGCT		27678		AT1G77360.1

		24644		CUST_7937_PI390587928		6.4664664		6.8510246		7.147278		6.5296397		6.3277526		5.991867		6.1075463		5.6569123		6.2794747		5.8756843		6.144821		6.1804485		-1.1009232		-1.8139788		-2.055845		-1.8311213		-1.1383874		-1.966105		-2.0034087		-1.2738463		-0.18699169		-0.85915756		-1.0397315		-0.8727274		-0.13871384		-0.97534037		-1.0024567		-0.3491912		No		Yes		Yes		U35_44k_v1_24644		-		ref|ZP_01772659.1| 8e-38  Hypothetical protein COLAER_01671 [Collinsella aerofaciens ATCC 25986]		No hits found		GCATACATACATACTGTACATAGTTGCTGCTGCTGTTGACGATTATTCTTTTACCAAAAA		34071		0

		20382		CUST_29864_PI390587928		7.7531285		7.6179466		7.3238773		7.914477		8.11498		9.565158		11.787274		11.117817		8.906208		9.232577		10.806895		8.1595125		1.2850738		3.856284		22.060553		9.210887		2.2238808		3.062332		11.181314		1.185122		1.1530795		1.9472113		4.463397		3.20334		0.36185122		1.6146307		3.483018		0.24503565		Yes		Yes		Yes		U35_44k_v1_20382		LOC_Os05g08830.1		No hits found		No hits found		GTTGCTATGCTGAGTTTGCTAGGATCCAATGGATTATGAGATTATTTTCAGATAGTTATG		12524		0

		24891		CUST_11875_PI390587928		7.270724		7.2191424		6.847299		5.903023		7.453604		6.996075		4.5426335		4.28958		6.795629		6.370739		5.218982		5.956062		1.135148		-1.1672125		-4.9405293		-3.0598118		-1.3900095		-1.8005073		-3.0915213		1.037448		-0.4750948		-0.22306728		-2.3046656		-1.6134429		0.1828804		-0.84840345		-1.6283169		0.053039074		No		Yes		Yes		U35_44k_v1_24891		LOC_Os09g37350.1		gb|EAZ09951.1| 1e-52  hypothetical protein OsI_031183 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37350.1 2e-54 OsSAUR40 - Auxin-responsive SAUR gene family member expressed		AAACGCTGCATCAACAGCTTGCAGTTTGTAGCTCCTGAATATATGCAGAGTTTTTGCCTC		23883		AT1G29450.1

		9167		CUST_22550_PI390587928		4.7066226		4.709364		6.0024		5.177093		4.111943		4.7789035		4.569815		4.9522605		3.4448378		4.3413424		5.268862		5.234304		-1.5101374		1.0493817		-2.6992989		-1.1686416		-2.397922		-1.2905817		-1.6627119		1.0404524		-1.2617848		0.06953955		-1.4325848		-0.22483253		-0.59467983		-0.3680215		-0.73353815		0.057210922		No		Yes		Yes		U35_44k_v1_9167		LOC_Os02g14980.1		ref|NP_001046432.1| 3e-72  Os02g0247800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11414.1 4e-61 calcium ion binding protein putative expressed		GAGGAGAAATTAGAATATTTCAGACTGAAGCATGTAATGTCTGGGCTTCTGAAACATGCT		44468		AT1G53210.1

		49008		CUST_27982_PI390587928		9.696967		9.594977		10.888233		10.540048		9.647908		9.364657		9.07817		9.144525		8.906441		9.039165		9.744716		10.512459		-1.0345899		-1.1730951		-3.5065768		-2.630839		-1.7297055		-1.4699966		-2.20919		-1.0193071		-0.7905264		-0.23031998		-1.8100634		-1.3955231		-0.049058914		-0.55581284		-1.1435175		-0.027588844		No		Yes		Yes		U35_44k_v1_49008		LOC_Os03g02020.1		ref|NP_001048719.1| 1e-58  Os03g0110900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02020.1 3e-60 expressed protein		GACTGATGAGCGATGTTGTAAGGTCTATCTTGTTCAGCACGGATGAATGTGTATAATGTT		50924		AT2G32500.1

		11986		CUST_33364_PI390587928		3.8039284		3.1735837		3.5601273		3.666007		5.4432874		4.9388714		7.976864		7.580591		4.90567		5.039696		7.471678		4.5160637		3.115274		3.3994176		21.358473		15.080205		2.1461365		3.6454892		15.048529		1.8025717		1.1017418		1.7652876		4.4167366		3.9145842		1.639359		1.8661125		3.9115505		0.85005665		Yes		Yes		Yes		U35_44k_v1_11986		LOC_Os09g16950.1		ref|NP_001062911.1| 5e-67  Os09g0334800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16540.1 1e-68 protein kinase putative expressed		ATACATACCAGCTGTCTAACTTGGGCACAGAGATACCAAATTATCCTTGGCCTGGGATCT		22806		AT5G10530.1

		46130		CUST_6854_PI390587928		9.285653		7.523989		7.1387386		8.393954		9.509144		9.289197		9.40166		9.18626		9.441425		9.341697		9.023099		8.867458		1.1675552		3.3992295		4.799624		1.7318404		1.1140177		3.5252059		3.691892		1.3884778		0.15577221		1.7652078		2.2629213		0.79230595		0.22349072		1.8177075		1.8843603		0.47350407		Yes		No		No		U35_44k_v1_46130		-		gb|EAZ09949.1| 8e-35  hypothetical protein OsI_031181 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37320.1 2e-36 retrotransposon protein putative unclassified		ACTTTTTAGCACATGCTATGTGGGTGAAATGATCATAACATGCCAACTTTCACCAAAAAA		45773		ATMG01250.1

		44861		CUST_17149_PI390587928		7.0603375		7.3627286		7.801449		7.3723817		6.9387336		7.0093017		6.6122813		6.4924355		6.5926933		6.726152		6.76351		7.1131253		-1.0879438		-1.2775918		-2.2802112		-1.8403068		-1.3828496		-1.5546358		-2.0532918		-1.1968616		-0.4676442		-0.35342693		-1.1891675		-0.87994623		-0.121603966		-0.63657665		-1.0379386		-0.25925636		No		Yes		Yes		U35_44k_v1_44861		LOC_Os01g72980.2		ref|NP_001045465.1| 7e-10  Os01g0960300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72980.2 1e-11 tRNA uridine 5-carboxymethylaminomethyl modification enzyme gidA putative expressed		TTTTGGGAGAGAGATTGGTCTAATAGATGATTGACGCTGGGAGCTTTATATGTCAAAACA		43079		AT2G13440.1

		987		CUST_30832_PI390587928		5.7584844		7.3456345		6.18895		5.4430237		7.198742		7.3411636		7.122616		5.9412217		7.883549		7.922407		6.9214		6.151804		2.7136931		-1.0031037		1.9101232		1.4124483		4.362227		1.491509		1.6614583		1.6344217		2.1250648		-0.004470825		0.93366575		0.49819803		1.4402575		0.5767727		0.73245		0.7087803		Yes		No		No		U35_44k_v1_987		LOC_Os12g02500.1		ref|NP_001065594.1| 2e-73  Os11g0118000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g02580.1 4e-75 esterase PIR7A putative expressed		TACGGAGCAAAATGAATGAATCTCCACTCTAAAGTATGTCTATGTTCATCGGTATGTAAT		32559		AT3G10870.1

		2601		CUST_11668_PI390587928		5.23391		6.640675		4.06218		4.4504995		3.9014976		4.924726		2.0247977		2.1718569		3.2503471		4.7468686		2.2014406		3.1683693		-2.5182343		-3.2851267		-4.1050005		-4.8522124		-3.9546854		-3.716144		-3.6319377		-2.4319782		-1.983563		-1.715949		-2.0373824		-2.2786427		-1.3324125		-1.8938065		-1.8607395		-1.2821302		Yes		No		No		U35_44k_v1_2601		LOC_Os07g45060.1		dbj|BAC07018.1| 5e-89  unknown protein [Oryza sativa Japonica Group]		LOC_Os07g45060.1 9e-91 GPI-anchored protein At5g19240 precursor putative expressed		AGAACTTCAACTTTGTTGGGTGTTGGCACTGTGCACTCAATGCCTTTCACTTCGTATGTG		6874		AT3G06035.1

		23299		CUST_12869_PI390587928		8.442361		8.837684		9.392338		8.759416		8.090045		8.34184		8.092671		8.256467		7.7800374		8.091178		8.236218		8.413923		-1.2766082		-1.4101454		-2.4617195		-1.4171071		-1.5826294		-1.6777244		-2.2285717		-1.2705846		-0.6623235		-0.4958439		-1.2996664		-0.50294876		-0.3523159		-0.74650574		-1.1561193		-0.34549236		No		Yes		Yes		U35_44k_v1_23299		LOC_Os02g55120.1		gb|EAZ24921.1| 9e-16  hypothetical protein OsJ_008404 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55120.1 2e-17 translation initiation factor IF-3 chloroplast precursor putative expressed		CCGTAAGCGAGGCAGTTCGAATTGCAGATGAAAATGATCTTATACTGGCAATATTGTCAC		17709		0

		37891		CUST_20044_PI390587928		2.486609		2.6567714		2.2877169		3.0222614		2.9790566		4.0944934		6.166542		4.0393243		3.16554		3.8627412		4.9886985		4.758262		1.4068296		2.7089279		14.711019		2.0237947		1.6009531		2.306923		6.502442		3.331105		0.678931		1.437722		3.8788252		1.0170629		0.4924476		1.2059698		2.7009816		1.7360008		Yes		Yes		Yes		U35_44k_v1_37891		LOC_Os11g10310.1		gb|EAZ17780.1| 2e-71  hypothetical protein OsJ_031989 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g10310.1 5e-73 receptor-like protein kinase precursor putative expressed		AAACCTAGCAATGTGTTGTTTGATGAGGAGATGACTGCACATGTGGCAGACTTTGGCATT		33639		AT3G47570.1

		10890		CUST_847_PI390587928		11.561145		11.81958		12.078559		11.925461		10.943985		11.397606		9.673394		10.427868		10.126319		10.512597		10.482493		11.590478		-1.5338526		-1.3397596		-5.2969604		-2.8237119		-2.7034955		-2.4742358		-3.0231771		-1.2613624		-1.4348259		-0.42197418		-2.4051647		-1.4975929		-0.61715984		-1.306983		-1.5960655		-0.33498287		Yes		Yes		Yes		U35_44k_v1_10890		LOC_Os01g65150.1		gb|EAY76654.1| 5e-97  hypothetical protein OsI_004501 [Oryza sativa (indica cultivar-group)]		LOC_Os01g65150.1 1e-98 expressed protein		CGTCCTCCGTTCGAGCAACTCCGACAGGCGCCTTAAAAGAAAATTGCAGCGCGGAAAAAA		7898		AT1G22540.1

		14056		CUST_1637_PI390587928		9.003555		10.764272		9.975545		8.615871		8.348518		9.393711		8.265044		8.271032		8.454949		8.993194		8.400435		7.113144		-1.5746562		-2.5857103		-3.272744		-1.2700093		-1.4626716		-3.4130893		-2.979581		-2.8337796		-0.5486059		-1.3705606		-1.7105007		-0.3448391		-0.6550369		-1.7710781		-1.5751095		-1.5027275		Yes		Yes		Yes		U35_44k_v1_14056		LOC_Os07g40130.1		No hits found		No hits found		CCCCTTCATTGTATTATGCCATCCTTGTTTAATCATAGATCTGTCTCTTTCATCAAAAAA		609		0

		38035		CUST_617_PI390587928		1.7543259		1.9332453		2.7374165		2.0821583		3.765751		3.9882557		5.1132474		6.6783996		4.6162696		4.2927165		4.054686		3.4056091		4.0318027		4.155466		5.1903467		24.188358		7.2699413		5.1318226		2.4919405		2.50264		2.8619437		2.0550103		2.375831		4.596241		2.011425		2.3594713		1.3172696		1.3234508		Yes		Yes		Yes		U35_44k_v1_38035		-		No hits found		No hits found		TAGAGTTGGGTAGATGCATCTAAACCACCCAAACGGTGCTCTTTTGGGTTAGAGTAAGGT		33813		0

		13097		CUST_14948_PI390587928		5.1000805		5.1918473		5.952496		5.6988025		5.35182		5.002148		5.216448		5.4157615		5.186018		4.7910304		4.824339		5.428785		1.1906419		-1.1405258		-1.6656072		-1.2167569		1.0613772		-1.3202553		-2.1857936		-1.2058226		0.0859375		-0.18969917		-0.7360482		-0.283041		0.2517395		-0.40081692		-1.1281571		-0.27001762		No		Yes		Yes		U35_44k_v1_13097		LOC_Os05g03550.1		gb|AAT39237.1| 4e-19  unknown protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03550.1 6e-21 myb-like DNA-binding domain containing protein expressed		TCAGTCGCTGTGCCGATCTGTTACGACCCTCCCAGTGATAGGGCTGACAGGGAGGATAAA		23749		0

		45868		CUST_148_PI390587928		12.506433		12.618824		12.754139		12.465233		12.211539		12.413554		11.600949		11.778995		11.98999		11.913898		12.004643		12.510925		-1.2267942		-1.1529019		-2.2240508		-1.6090825		-1.4304235		-1.6300606		-1.6812048		1.0321785		-0.5164423		-0.20526981		-1.1531897		-0.6862383		-0.29489326		-0.70492554		-0.7494955		0.045692444		No		Yes		Yes		U35_44k_v1_45868		LOC_Os11g05400.1		ref|NP_001065769.1| 3e-16  Os11g0151700 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05400.1 4e-18 expressed protein		GACGAGGTCTGGTTGGAGAGCTTGGCTAGTCCAAACCTATCCATGCCTACCGCCCGTCGT		45233		AT3G20500.1

		16986		CUST_23740_PI390587928		6.280178		6.5581837		6.2373776		6.6637855		6.219028		6.63775		10.354844		9.697401		6.646523		6.530458		9.110152		8.285098		-1.0432972		1.0567005		17.35725		8.188593		1.2890828		-1.0194038		7.324725		3.0765483		0.36634493		0.07956648		4.1174664		3.0336156		-0.061150074		-0.027725697		2.8727746		1.6213126		Yes		Yes		Yes		U35_44k_v1_16986		LOC_Os12g44220.1		ref|NP_001067388.1| e-152  Os12g0639400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g44210.1 1e-145 cell Division Protein AAA ATPase family putative expressed		ACAGTTTTAGGTGGTGGGAGAGGGCAAATTCTGCAATTTTTCTAGCAATTGTATCCTTCT		6214		AT5G40010.1

		48352		CUST_40685_PI390587928		11.863584		12.232934		12.699891		11.908359		11.634578		11.967056		11.6477785		11.350245		11.26802		11.734996		12.002155		11.89272		-1.172027		-1.2023673		-2.073564		-1.4723423		-1.5110631		-1.4121939		-1.6219572		-1.0108986		-0.5955639		-0.26587772		-1.0521126		-0.5581131		-0.22900581		-0.49793816		-0.6977358		-0.015638351		No		Yes		Yes		U35_44k_v1_48352		LOC_Os07g38850.1		gb|EAZ40403.1| 4e-10  hypothetical protein OsJ_023886 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38850.1 6e-12 prenyltransferase/ zinc ion binding protein putative expressed		AGTAGATGACGTCACCCGGTAGAAAATGATGGAGTTTTCGGAGTTGTTCCTCCGAACAAA		50021		0

		16640		CUST_38121_PI390587928		8.553374		9.495873		8.0295		8.0325365		7.4645085		8.3007345		4.625631		5.240196		6.7551103		7.763918		5.5504985		7.3093834		-2.1270673		-2.2896688		-10.584412		-6.9275265		-3.4780147		-3.3217776		-5.5751147		-1.650786		-1.798264		-1.1951389		-3.4038692		-2.7923403		-1.0888658		-1.7319555		-2.4790015		-0.7231531		Yes		Yes		Yes		U35_44k_v1_16640		LOC_Os05g48270.1		gb|EAZ35227.1| 6e-60  hypothetical protein OsJ_018710 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48270.1 1e-61 dopamine beta-monooxygenase putative expressed		AATCCTCATGACTGAAATATAATTGTTGTAGGTCCTGCTAAGCATGGTTCACCTAAAAAA		7155		AT3G61750.1

		1073		CUST_30647_PI390587928		10.765668		11.391305		11.179347		9.358757		10.143942		10.582431		7.7246423		8.831138		9.258351		10.148051		8.827548		8.847763		-1.538715		-1.7518438		-10.964019		-1.4415485		-2.8428078		-2.3673184		-5.104604		-1.4250317		-1.5073166		-0.80887413		-3.4547048		-0.52761936		-0.62172604		-1.2432537		-2.351799		-0.51099396		Yes		Yes		Yes		U35_44k_v1_1073		LOC_Os01g60770.1		gb|AAT94292.1| e-115  alpha-expansin EXPA2 [Triticum aestivum]		LOC_Os01g60770.1 1e-112 alpha-expansin 10 precursor putative expressed		TGAGAGTATCTTGTAACTTCTCTTGTTGCGTTGTAACCCCCGAATCCTTTCATATGATTG		3675		AT1G69530.2

		7842		CUST_29_PI390587928		5.4095206		5.2544484		4.6681213		5.5628242		6.691524		7.007769		8.326225		7.754126		6.9221396		7.8868823		7.7210364		6.3619866		2.4317644		3.3713367		12.624059		4.5671744		2.8532755		6.200712		8.298871		1.7400906		1.512619		1.7533207		3.658104		2.1913018		1.2820034		2.632434		3.052915		0.7991624		Yes		Yes		Yes		U35_44k_v1_7842		LOC_Os06g04900.1		ref|NP_001056756.1| 5e-83  Os06g0141000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04900.1 1e-84 hexose carrier protein HEX6 putative expressed		AACAGCCTCGTCCAGCAGGGCAAGGACCGCCGTGATGTGGCGCTCTTGCTGCGTAAGATA		17538		AT5G61520.1

		7160		CUST_37037_PI390587928		12.396377		11.884041		14.18129		13.063809		12.064091		11.16246		11.434087		11.365905		11.895241		10.896705		12.147614		12.726607		-1.2590066		-1.6489875		-6.7141414		-3.2442942		-1.4153274		-1.982521		-4.0944686		-1.2633042		-0.5011358		-0.7215805		-2.7472029		-1.6979046		-0.33228588		-0.98733616		-2.0336761		-0.33720207		Yes		Yes		Yes		U35_44k_v1_7160		LOC_Os01g10210.1		gb|EAY72902.1| 4e-31  hypothetical protein OsI_000749 [Oryza sativa (indica cultivar-group)]		LOC_Os01g10210.1 8e-33 expressed protein		ATGATATTACTCGTAATATATGCAAATGTGCTCAGAGCATGTGCAGCCTTTACCAAAAAA		17412		0

		157		CUST_26522_PI390587928		5.428143		5.465093		5.023145		5.6540084		6.7831407		8.031007		8.5783615		7.737455		7.1625996		8.204648		8.506338		5.968042		2.557967		5.921299		11.755112		4.238185		3.327541		6.6786423		11.182671		1.2431785		1.7344565		2.5659137		3.5552163		2.0834465		1.3549976		2.739555		3.483193		0.3140335		Yes		Yes		Yes		U35_44k_v1_157		LOC_Os10g34920.1		gb|ABV22582.1| e-118  PR17c precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34920.1 2e-72 secretory protein putative expressed		GCGCATACGAGGCGCTCCAACGCTGAAATATGTAACTGATGTCATACACTCACGAAAAAA		358		AT2G15220.1

		20846		CUST_10673_PI390587928		11.714489		12.028356		12.262394		11.824879		11.47631		11.550015		10.779151		11.271932		11.193321		11.243245		11.030968		11.708397		-1.1795031		-1.39314		-2.7957647		-1.4670795		-1.4351164		-1.7232243		-2.34799		-1.084088		-0.52116776		-0.47834015		-1.483243		-0.55294704		-0.2381792		-0.7851105		-1.2314262		-0.11648178		No		Yes		Yes		U35_44k_v1_20846		LOC_Os04g47870.2		gb|EAZ31663.1| 3e-69  hypothetical protein OsJ_015146 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g47870.2 6e-71 PINHEAD protein putative expressed		GTGAAACTCTGTGTAACCATCTACCTATTTGTGTTGGTATCTGAACCACCATATATTATG		19284		AT1G48410.2

		27943		CUST_6428_PI390587928		8.310079		8.803464		8.7519865		9.403656		7.9505386		8.676883		7.5970597		8.401092		7.3856087		8.018659		7.7826257		9.621493		-1.2830167		-1.0917035		-2.22673		-2.0035582		-1.8979868		-1.7228597		-1.9579729		1.1629889		-0.92446995		-0.12658119		-1.1549268		-1.0025644		-0.35954		-0.7848053		-0.9693608		0.21783733		No		Yes		Yes		U35_44k_v1_27943		LOC_Os08g02070.1		emb|CAM59056.1| 9e-83  MIKC-type MADS-box transcription factor WM12 [Triticum aestivum]		LOC_Os08g02070.1 1e-75 MADS-box transcription factor 26 putative expressed		TAACAAAGCTTGCTTTATGTATGGGTTTGCTCTGGTACTACTCTGTAATATTTATATCGG		None		AT1G71692.1

		46890		CUST_36465_PI390587928		6.3714085		6.232187		5.8289146		6.222706		6.2922807		6.5480638		6.916382		6.272507		6.4866943		6.5980077		6.6636505		6.129593		-1.0563792		1.244768		2.1250064		1.0351224		1.0831896		1.2886146		1.7835305		-1.0666692		0.11528587		0.31587696		1.0874672		0.04980135		-0.07912779		0.36582088		0.8347359		-0.093112946		No		Yes		Yes		U35_44k_v1_46890		-		gb|EAZ11369.1| 2e-20  hypothetical protein OsJ_001194 [Oryza sativa (japonica cultivar-group)]		No hits found		GCCCATGGAGTAGTTATCTTATTGTGTTTGAAAATGTTAAAACATTTGCACGTGGGACTT		47537		0

		49828		CUST_9544_PI390587928		3.0123823		1.9291306		2.6672103		4.397511		3.592539		3.2465484		6.8853836		5.129665		4.0193305		2.966935		5.526556		4.1453257		1.4950117		2.4921966		18.612152		1.6611172		2.0096555		2.0531006		7.256861		-1.1910099		1.0069482		1.3174179		4.218173		0.7321539		0.5801568		1.0378044		2.8593457		-0.25218534		Yes		Yes		Yes		U35_44k_v1_49828		LOC_Os01g47580.2		gb|EAZ13011.1| 2e-38  hypothetical protein OsJ_002836 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47580.2 3e-40 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		AATGCGTATGATTTGCACCATGCTATACTTGGTATTCTGTTCTCTGTGCTGATCACCGGC		51757		AT1G15080.1

		6539		CUST_40900_PI390587928		9.747209		11.276242		9.988802		9.017753		9.209708		10.098115		7.1407986		6.611738		8.787875		9.303973		7.6327553		7.957388		-1.4514556		-2.2628286		-7.200032		-5.3000813		-1.9444113		-3.9238477		-5.119655		-2.0854588		-0.9593334		-1.1781273		-2.8480034		-2.4060144		-0.5375004		-1.972269		-2.3560467		-1.0603647		Yes		Yes		Yes		U35_44k_v1_6539		LOC_Os05g02310.1		ref|NP_001054459.1| e-108  Os05g0114000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g02310.1 1e-110 soluble inorganic pyrophosphatase putative expressed		GTTACCTTGATGTTGGTTCTCTTGAGGATTCAAGTCATGCGTGAGAAATTCATTGCCAAA		16652		AT3G53620.1

		12800		CUST_5776_PI390587928		8.7809105		8.697572		9.047822		8.559501		8.546459		8.448771		7.7671723		8.416045		8.20266		8.03445		7.8207245		8.551451		-1.1764592		-1.1882186		-2.4294837		-1.1045475		-1.493038		-1.5835059		-2.3409555		-1.0055954		-0.5782509		-0.24880028		-1.2806497		-0.1434555		-0.2344513		-0.6631222		-1.2270975		-0.008049965		No		Yes		Yes		U35_44k_v1_12800		LOC_Os09g01590.1		gb|EAZ43712.1| 9e-74  hypothetical protein OsJ_027195 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g01590.1 2e-75 gastric triacylglycerol lipase precursor putative expressed		AAGAGCTTGCTGAATATGATCTTCTGGCAATGTTAAGCTACGTGTATACAGTTAGGCAGT		29129		AT2G15230.1

		23415		CUST_2332_PI390587928		5.9203544		5.4420066		4.429378		4.339997		7.3936315		7.3883634		8.324223		7.8698936		7.5600104		8.258193		8.392608		6.613587		2.7765186		3.8540006		14.875276		11.550607		3.1159153		7.042982		15.597357		4.8352485		1.6396561		1.9463568		3.8948445		3.5298967		1.4732771		2.8161864		3.9632297		2.27359		Yes		Yes		Yes		U35_44k_v1_23415		LOC_Os05g25390.1		ref|NP_001055181.1| e-156  Os05g0318100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25390.1 1e-158 protein kinase putative expressed		GGAGCACCACAATTACTCCCATCGTCATCTATATACTACTCCCCGTTCTTAAATATAAGT		22543		AT5G02070.1

		21738		CUST_14471_PI390587928		6.4193377		6.5992618		6.621468		6.8276024		6.379574		5.9207406		5.649531		5.763431		6.192749		5.6147633		5.121048		6.179598		-1.0279456		-1.6004983		-1.9614726		-2.0909684		-1.170065		-1.9786254		-2.8292508		-1.5669993		-0.22658873		-0.67852116		-0.9719372		-1.0641713		-0.039763927		-0.9844985		-1.5004201		-0.64800453		No		Yes		Yes		U35_44k_v1_21738		LOC_Os09g12270.1		dbj|BAD34057.1| 6e-67  putative Peptidyl Prolyl cis-trans isomerase [Oryza sativa Japonica Group]		LOC_Os09g12270.1 2e-52 FK506-binding protein 39 kDa putative expressed		TAAAAAACAGCGTCTCTTAAAGAAGAAGCACCGAGTTGACAGCTCCGCTGAACAGATTGC		18146		AT3G12340.1

		50224		CUST_31417_PI390587928		6.1098824		5.89903		6.344494		7.525144		5.6189485		5.1794395		5.942784		6.42154		5.4222846		4.7784667		5.4902253		7.260433		-1.4053543		-1.6467147		-1.3210728		-2.1489089		-1.6105994		-2.1743188		-1.8078419		-1.2013953		-0.68759775		-0.71959066		-0.40171003		-1.1036043		-0.4909339		-1.1205635		-0.85426855		-0.2647109		No		Yes		Yes		U35_44k_v1_50224		-		dbj|BAC15924.1| 2e-28  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os07g35070.1 5e-30 F-box protein interaction domain containing protein		CATTTGACGCTGATAGTTTGGCATCATACGATATGAAGCTTCGGAAGTTCCATCGGATCC		52277		0

		41481		CUST_26996_PI390587928		11.900822		12.175305		12.328578		11.802312		12.543139		11.871773		11.699136		10.409806		13.249077		12.161629		11.729209		11.542569		1.5608348		-1.2341627		-1.5469668		-2.6253426		2.54604		-1.0095251		-1.5150539		-1.1972651		1.3482552		-0.3035326		-0.6294422		-1.3925056		0.6423178		-0.013676643		-0.59936905		-0.25974274		No		Yes		Yes		U35_44k_v1_41481		LOC_Os01g43140.1		dbj|BAD61517.1| 2e-53  lipase class 3 family protein-like [Oryza sativa Japonica Group]		LOC_Os01g43140.1 5e-55 triacylglycerol lipase putative expressed		GATCATGTGATTGTGATCCAATGAACTCCGCCTGTAAATTCGTTGTTTTAAAGGAAAAAA		None		AT3G61680.1

		9310		CUST_406_PI390587928		9.500098		9.651223		9.664745		8.938594		9.266032		9.289985		8.516656		8.584252		9.049		9.062627		8.806277		8.897646		-1.1761451		-1.2845281		-2.216202		-1.278402		-1.3670807		-1.503783		-1.813112		-1.0287895		-0.45109844		-0.36123848		-1.1480894		-0.3543415		-0.23406601		-0.58859634		-0.85846806		-0.040947914		No		Yes		Yes		U35_44k_v1_9310		LOC_Os02g08260.1		ref|NP_001046081.1| 4e-73  Os02g0179100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08260.1 9e-75 HDDC2 protein putative expressed		ATGTTAACTCGTTGACACCAATACATCGTACTCCTGTTAATCGAGGTCCATCGTTTTGAT		34018		AT2G23820.2

		44875		CUST_17134_PI390587928		4.8830457		4.1083126		4.220234		3.5878994		4.263667		4.010579		1.7708987		2.3626907		3.6096952		3.2746613		2.789795		2.7063391		-1.5362133		-1.070091		-5.461643		-2.3378928		-2.4172227		-1.7821902		-2.6952872		-1.8423668		-1.2733505		-0.0977335		-2.449335		-1.2252088		-0.61937857		-0.8336513		-1.430439		-0.8815603		Yes		No		No		U35_44k_v1_44875		LOC_Os02g45530.1		gb|EAY87068.1| 4e-60  hypothetical protein OsI_008301 [Oryza sativa (indica cultivar-group)]		LOC_Os02g45530.1 1e-61 protein HOTHEAD precursor putative expressed		TGCACTAATTGTGTAAGCCCATGCTGCACCTTATTAGAATATTTGTCCATCGTTAAAAAA		43100		AT1G12570.1

		28735		CUST_4144_PI390587928		8.725148		9.2663145		10.106877		9.638631		8.0417795		8.517497		8.910747		9.043998		7.981804		8.007873		8.536345		9.408118		-1.6058851		-1.6804148		-2.2912436		-1.5100884		-1.674052		-2.3923724		-2.9701438		-1.1732517		-0.7433443		-0.74881744		-1.1961308		-0.5946331		-0.6833687		-1.2584419		-1.5705328		-0.23051262		No		Yes		Yes		U35_44k_v1_28735		LOC_Os04g52390.1		ref|NP_001053859.1| 6e-34  Os04g0613900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52390.1 1e-35 potassium transporter 11 putative expressed		ATTGGAGCTCTTTCCTTGATCATTTACACCCTTACTCTCATCCCTCTTCTGAAGTATGTT		27768		AT1G31120.1

		40469		CUST_35443_PI390587928		1.746569		1.8866307		2.5342662		2.0405204		3.1055498		5.0779815		5.0585175		6.003268		1.7281109		1.6022757		1.985273		1.7188586		2.565039		9.13466		5.752748		15.592143		-1.0128764		-1.2178656		-1.4630643		-1.2497693		-0.018458128		3.191351		2.5242512		3.9627473		1.3589808		-0.28435493		-0.54899323		-0.32166183		Yes		Yes		Yes		U35_44k_v1_40469		-		No hits found		No hits found		TTGCGTGGTATTCACGTGAATTCCTTCGTAAGGTTTACAAGAATCATTCAAAATTTTGCG		None		0

		6718		CUST_41971_PI390587928		9.299925		10.553317		11.718493		9.721327		8.853887		9.901999		10.355162		7.672773		8.317395		9.563507		10.247134		9.734784		-1.3622942		-1.5706019		-2.5727866		-4.136911		-1.975927		-1.9859234		-2.7728302		1.0093715		-0.98252964		-0.6513176		-1.3633318		-2.048554		-0.44603825		-0.98981		-1.4713593		0.013457298		Yes		Yes		Yes		U35_44k_v1_6718		LOC_Os03g19120.1		gb|AAL84631.1|AF474141_1 1e-96  typical A-type R2R3 Myb protein [Oryza sativa]		LOC_Os03g19120.1 7e-94 yellow seed1 putative		TAGGTTTGCTGTGCAATGCATTTTATGCATGTACTTTGCTGTGGAAGCTCGCACGATTGC		24327		AT2G47460.1

		30027		CUST_1434_PI390587928		6.237887		5.7268806		5.8878226		6.431982		5.7897058		5.6470757		4.863642		5.757712		5.4353795		5.194246		4.886427		5.8828487		-1.3643191		-1.0568751		-2.0338037		-1.5957893		-1.7441298		-1.4465686		-2.0019357		-1.4632064		-0.8025074		-0.0798049		-1.0241804		-0.67427015		-0.44818115		-0.53263474		-1.0013957		-0.5491333		No		Yes		Yes		U35_44k_v1_30027		LOC_Os06g51330.2		gb|EAZ38363.1| 3e-63  hypothetical protein OsJ_021846 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g51330.2 7e-65 expressed protein		ATCGAAAGGCTTCTGGAATAGTTGTTATCAGTTTAATGCCTACTTTGTGCCATATCTATC		29674		0

		20301		CUST_28683_PI390587928		8.202442		7.6019273		7.221485		6.825828		9.463209		9.185303		10.31633		9.823905		10.122586		9.9265785		9.682351		7.573787		2.396231		2.9967017		8.543604		7.989343		3.7846086		5.0094466		5.5054708		1.6794155		1.9201441		1.5833755		3.0948448		2.998077		1.260767		2.3246512		2.460866		0.74795914		Yes		Yes		Yes		U35_44k_v1_20301		LOC_Os02g35490.1		gb|AAS93431.1| 2e-78  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g35490.1 2e-52 MLO-like protein 1 putative expressed		TATTACAGTACTTCTAGGAATTGCACAGACGAGAAATTGGCGACATTGGGAGGGCCAGAT		14982		AT4G24250.1

		1391		CUST_7638_PI390587928		7.258126		6.830445		6.6611457		4.7992167		7.806215		7.1180515		7.660888		6.3733354		6.8734937		7.209681		8.177577		6.3610168		1.4621477		1.2206137		1.9996431		2.9775352		-1.3055269		1.3006531		2.860825		2.9522195		-0.3846321		0.28760672		0.9997425		1.5741186		0.548089		0.37923622		1.5164313		1.5618		No		Yes		Yes		U35_44k_v1_1391		LOC_Os04g52260.1		gb|EAY95515.1| 9e-29  hypothetical protein OsI_016748 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52260.1 2e-30 36.4 kDa proline-rich protein putative expressed		CATGTATGCATGTCTTCCTTTTTGTGGAAAATGTTACGACCCCAAATCTTCTTCGGCAAA		4622		AT3G22142.1

		21486		CUST_20410_PI390587928		14.282494		14.057754		13.911868		13.799672		15.228843		15.296025		16.368193		14.839546		15.767372		16.060812		15.962405		13.964046		1.92699		2.3591576		5.488168		2.0560482		2.7989361		4.0084887		4.1426015		1.1206793		1.4848785		1.2382717		2.4563246		1.0398741		0.94634914		2.0030584		2.050537		0.1643734		Yes		Yes		Yes		U35_44k_v1_21486		LOC_Os06g43044.1		gb|EAZ37748.1| 2e-14  hypothetical protein OsJ_021231 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43044.1 4e-16 anther-specific proline-rich protein APG putative expressed		GAGTGGCACTAGCTGCCTGAATAAAGCAATGACATGTGTAAGGTTTGCGTCTGGAAAAAA		7933		0

		21268		CUST_27248_PI390587928		7.830397		7.7515874		6.219818		5.9075265		7.3313355		6.8609543		4.10391		3.6012905		7.1368365		6.533878		4.1717277		4.7897468		-1.413294		-1.8539896		-4.334628		-4.94591		-1.61727		-2.3257718		-4.1355824		-2.1701274		-0.6935606		-0.8906331		-2.1159081		-2.306236		-0.49906158		-1.2177095		-2.0480905		-1.1177797		Yes		No		No		U35_44k_v1_21268		LOC_Os06g38960.2		gb|EAZ01502.1| e-100  hypothetical protein OsI_022734 [Oryza sativa (indica cultivar-group)]		LOC_Os06g38960.2 1e-101 expressed protein		TCCAAAGGGTAATCTGAAACCTAGATCTCTGAACTCTGTTGCAGCTCATAGTAAAGATGG		16320		AT5G62550.1

		3502		CUST_17314_PI390587928		13.989372		13.289424		12.510273		12.913169		14.545581		14.726249		14.456516		14.17851		14.831918		15.270289		13.974998		12.412338		1.4704		2.7072437		3.8536973		2.4038398		1.7932113		3.947298		2.7601094		-1.4150281		0.8425455		1.4368248		1.9462433		1.2653408		0.5562086		1.9808655		1.4647255		-0.50083065		Yes		Yes		Yes		U35_44k_v1_3502		LOC_Os03g09900.1		gb|EAY88890.1| e-152  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 1e-151 membrane protein putative expressed		GGCCATTGTATACATTCTTTCTTCGAGCTGATGTACGATTACTTTCATTTATATGCATAG		10152		AT4G17280.1

		34440		CUST_15652_PI390587928		7.027984		4.912564		4.4726644		6.222023		6.860087		5.2807345		5.4876895		5.9393086		6.5056596		5.6487274		5.8451543		6.952619		-1.1234199		1.2907152		2.0209382		-1.2164814		-1.4362676		1.6657405		2.5891705		1.6593245		-0.52232456		0.36817074		1.0150251		-0.28271437		-0.16789722		0.7361636		1.3724899		0.73059607		No		Yes		Yes		U35_44k_v1_34440		-		gb|AAV59370.1| 2e-10  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g11110.1 4e-12 retrotransposon protein putative unclassified		CCTTGTATTCCAAGTTGATCATTATACTCCTATATACATGCCCACGAGGCTTGCGAAATA		None		0

		22656		CUST_37803_PI390587928		5.0529323		4.7841387		4.2093534		4.4806347		4.362297		4.4086432		3.2112358		2.6586282		4.5106735		4.2935443		3.5751219		3.7028325		-1.613994		-1.297285		-1.9973923		-3.535726		-1.4562507		-1.4050236		-1.5521108		-1.714517		-0.54225874		-0.37549543		-0.9981177		-1.8220065		-0.6906352		-0.4905944		-0.63423157		-0.7778022		No		Yes		Yes		U35_44k_v1_22656		-		gb|EAZ23471.1| 4e-12  hypothetical protein OsJ_006954 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g16800.1 1e-13 F-box protein interaction domain containing protein		ATACGAGATGATCATAGAGGTTATGCAGTGGCTCCCAGTCAAATCCGTCTTCCGTTTCAA		None		0

		4397		CUST_6329_PI390587928		10.56483		10.607157		9.944322		10.051237		10.93838		11.552491		11.343204		11.48005		11.2314415		11.655818		11.215856		10.263625		1.2955372		1.9256352		2.6369715		2.6922512		1.5873406		2.0686095		2.4141812		1.1586044		0.6666117		0.94533443		1.3988819		1.428813		0.37355042		1.0486612		1.271534		0.21238804		Yes		Yes		Yes		U35_44k_v1_4397		LOC_Os07g39270.2		gb|EAZ04473.1| 3e-57  hypothetical protein OsI_025705 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39270.2 7e-59 geranylgeranyl pyrophosphate synthetase 1 chloroplast precursor putative expressed		ATGGGAATCAGGCTTTATGTCCTATACTGTCTGGATGATAATAAATCGATTGATTTCGAA		12054		AT4G36810.1

		50369		CUST_33687_PI390587928		4.149101		4.545007		4.8226323		4.1467175		3.8339255		3.5553792		2.800967		2.3611004		3.5375576		3.0392206		3.3832748		3.7846096		-1.2441628		-1.9856731		-4.0605226		-3.447659		-1.5278926		-2.8397946		-2.7120006		-1.2853025		-0.6115432		-0.9896281		-2.0216653		-1.7856171		-0.3151753		-1.5057867		-1.4393575		-0.362108		Yes		No		No		U35_44k_v1_50369		LOC_Os02g03720.1		gb|EAZ21610.1| 2e-18  hypothetical protein OsJ_005093 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03720.1 5e-20 esterase/lipase/thioesterase family active site protein putative expressed		TCGTCTTGACTCTGAACTGTTTGATGCTTGCAGATGGGAAGCTGTCATTGATAGGGCATT		7285		AT5G17670.1

		379		CUST_9712_PI390587928		16.56135		16.671255		15.950744		16.14843		16.00627		16.205359		14.888451		15.650662		16.051725		15.985501		15.030819		15.937324		-1.4692506		-1.3811755		-2.088248		-1.4120268		-1.4236796		-1.6085422		-1.8920165		-1.1575755		-0.5096245		-0.4658966		-1.062293		-0.49776745		-0.5550804		-0.6857538		-0.91992474		-0.2111063		No		Yes		Yes		U35_44k_v1_379		LOC_Os01g37910.1		ref|NP_001105613.1| 0.0  C13 endopeptidase NP1 precursor [Zea mays]		LOC_Os01g37910.1 0.0 vacuolar processing enzyme precursor putative expressed		GTTTGTGATGAAATGTGTAGCTCGCAATTCCATATATGAAGAATGAATGCATTCGCTGCT		2782		AT4G32940.1

		47463		CUST_20850_PI390587928		8.384525		8.388362		9.2183		8.821439		8.262596		8.000364		8.096072		8.354384		8.189954		7.676286		7.907252		8.420209		-1.088189		-1.3085759		-2.1768284		-1.3822843		-1.1443843		-1.6381594		-2.4812171		-1.3206333		-0.1945715		-0.38799763		-1.1222277		-0.46705437		-0.12192917		-0.7120757		-1.311048		-0.40122986		No		Yes		Yes		U35_44k_v1_47463		LOC_Os03g43800.2		gb|EAY91147.1| 3e-62  hypothetical protein OsI_012380 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43800.2 8e-64 always early protein 3 putative expressed		ATATTCTGGATGGGAGTAACAGTGATCATGAGAGTAACGGTTCACCGAAAACTTCTAGGA		16575		AT3G05380.2

		24342		CUST_38929_PI390587928		9.061879		9.049754		7.7915077		8.382224		8.225307		9.73809		9.364663		10.241344		8.819072		9.436825		8.892375		8.34015		-1.7858014		1.6114231		2.975548		3.627864		-1.183293		1.3077354		2.144836		-1.029593		-0.24280739		0.6883354		1.5731554		1.8591204		-0.8365717		0.38707066		1.1008673		-0.042074203		No		Yes		Yes		U35_44k_v1_24342		LOC_Os04g47450.1		ref|NP_001053559.1| 2e-22  Os04g0562500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g47450.1 3e-24 expressed protein		TTCGGTTCTCGGGGTCTGGACAGGATTTGTATATAGTACTTCTACTACTGGTGGCATACT		20194		0

		41989		CUST_14185_PI390587928		2.0961225		2.0824337		1.8810396		3.334533		1.9390634		1.8417363		5.3525524		6.7057176		2.1522048		1.9343191		5.370444		7.016382		-1.1150119		-1.1815637		11.092501		10.347315		1.0396388		-1.1081203		11.23092		12.833557		0.05608225		-0.24069738		3.4715128		3.3711846		-0.15705907		-0.14811456		3.4894042		3.6818492		Yes		Yes		Yes		U35_44k_v1_41989		LOC_Os07g16970.1		gb|AAR06264.1| 2e-52  GDP dissociation inhibitor protein [Hordeum vulgare]		LOC_Os07g16970.1 9e-51 rab GDP dissociation inhibitor alpha putative expressed		GAGGTCCATAGTATGTTTAGCCTTTGAAGACAATGTCGTTTCGTCCGGTATTTTTACTTT		37332		AT3G59920.1

		28558		CUST_32015_PI390587928		4.0748577		3.0246894		3.8558972		5.6558304		4.4889064		5.158997		6.4844995		6.66818		4.621555		5.48662		6.066536		6.331534		1.3324198		4.3902636		6.1842656		2.0171936		1.4607377		5.509535		4.628802		1.5973755		0.54669714		2.1343076		2.6286023		1.0123496		0.41404867		2.4619305		2.2106388		0.6757035		Yes		Yes		Yes		U35_44k_v1_28558		LOC_Os10g04730.1		gb|EAZ15239.1| 2e-32  hypothetical protein OsJ_029448 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04730.1 5e-34 protein kinase putative expressed		TCATGGACATGGAAAGAGTGACAACCTACCCCAACGTTTACTCCCAGGCGCAGTGCACGC		27510		AT3G22060.1

		20283		CUST_18396_PI390587928		6.5755906		6.1994166		6.605574		6.6981063		7.676201		7.979856		8.099345		6.9410744		8.056299		7.7406926		8.011298		5.8787265		2.1444538		3.4353077		2.8162415		1.1834248		2.7908578		2.9105182		2.6495073		-1.7646472		1.4807086		1.7804394		1.4937711		0.24296808		1.1006103		1.541276		1.405724		-0.8193798		Yes		Yes		Yes		U35_44k_v1_20283		LOC_Os06g05050.1		gb|AAY34783.1| 0.0  wall-associated kinase 3 [Triticum aestivum]		LOC_Os02g02120.1 1e-117 OsWAK11 - OsWAK receptor-like protein kinase expressed		ATTATATTGCAGTCTCCTAGAAGTTGTGCTCCTGCAGATACTCCCTGTTTATTAAGTAAC		13383		AT1G21240.1

		1898		CUST_41502_PI390587928		9.278735		10.0905695		8.5382395		8.6689005		11.501584		12.615848		15.37458		13.736907		12.181005		13.700282		14.822198		11.728932		4.6681433		5.756844		114.27301		33.54455		7.4760146		12.207642		77.92198		8.3399105		2.9022694		2.525278		6.836341		5.0680065		2.222849		3.6097126		6.2839584		3.060032		Yes		Yes		Yes		U35_44k_v1_1898		LOC_Os06g35700.1		ref|NP_001057833.1| 0.0  Os06g0549900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g35700.1 0.0 reticuline oxidase precursor putative expressed		CTGGTTTGTGATTGCTTACCACAATGATTGTGGTATATGTGTACATGTATTTGTATCTTG		12286		AT4G20820.1

		2254		CUST_37153_PI390587928		6.0538616		5.624895		5.4802666		6.379474		7.0327473		7.6378465		7.5890846		6.4650855		7.489878		7.7061915		7.587517		6.363584		1.9709425		4.0360703		4.313378		1.0611373		2.7057276		4.2318735		4.308693		-1.011075		1.4360166		2.0129514		2.108818		0.08561134		0.97888565		2.0812964		2.1072502		-0.015890121		Yes		No		No		U35_44k_v1_2254		LOC_Os01g32660.2		gb|EAZ12083.1| 1e-13  hypothetical protein OsJ_001908 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32660.2 2e-15 OsMKK6 - putative MAPKK based on amino acid sequence homology expressed		ATTTCTGCTAGCTCAGCTTTATGGATTTGTTCCGTCTGTGTATAGTATCATGTTGTAGTG		26158		0

		18939		CUST_9612_PI390587928		12.512707		11.563889		12.674324		12.615219		12.347415		11.198012		11.116036		11.755151		11.774151		11.037433		11.595924		12.422559		-1.1213928		-1.288664		-2.9450407		-1.8151243		-1.6685048		-1.4403864		-2.1116924		-1.1428692		-0.7385559		-0.3658762		-1.5582876		-0.8600683		-0.16529179		-0.5264559		-1.0783997		-0.19266033		No		Yes		Yes		U35_44k_v1_18939		LOC_Os02g44500.1		emb|CAB59894.1| 6e-95  glutathione peroxidase-like protein GPX15Hv [Hordeum vulgare subsp. vulgare]		LOC_Os04g46960.2 1e-68 phospholipid hydroperoxide glutathione peroxidase putative expressed		TGTTGTATGCTACTCTGTTTTCTACACTGTGAAAGGAAAGTAACATTCCGCTGAAATATA		7462		AT4G11600.1

		48130		CUST_26024_PI390587928		6.8745856		7.685736		4.9606395		6.47137		6.436598		7.033188		6.1379166		6.7330947		6.3481565		6.4940457		5.798195		6.414698		-1.3547136		-1.5719423		2.2614954		1.198911		-1.4403597		-2.2842023		1.7870195		-1.0400639		-0.5264292		-0.6525483		1.1772771		0.26172447		-0.4379878		-1.1916904		0.8375554		-0.056672096		No		Yes		Yes		U35_44k_v1_48130		-		No hits found		LOC_Os04g13150.1 1e-04 ribosomal RNA apurinic site specific lyase putative expressed		CTTGTGGCCTGATTTCTGGGGGCAATCAGAAATGCGATGTACTGATATTTTGCTAAAAAA		None		0

		50815		CUST_25963_PI390587928		8.721703		8.605861		8.279804		8.061322		9.204617		8.612208		9.685929		8.943196		9.775973		9.1907835		9.173564		8.074184		1.3975636		1.0044096		2.6502438		1.8427675		2.0766683		1.4999588		1.8580118		1.0089552		1.0542707		0.0063476562		1.4061251		0.8818741		0.48291397		0.5849228		0.8937597		0.0128622055		No		Yes		Yes		U35_44k_v1_50815		-		emb|CAO68656.1| 2e-05  unnamed protein product [Vitis vinifera]		LOC_Os08g37874.1 4e-08 oxidoreductase putative expressed		GGGTGGCATTTGTATGCCTTAGCCAATCAAAATAAATGAGTTTTTCAAGGTATCCTTTTT		5337		0

		13053		CUST_28039_PI390587928		6.1224017		6.5594616		6.108583		6.3427157		5.6304936		6.012708		4.9169693		6.1327834		5.6724076		5.952192		5.01358		6.3503222		-1.4063036		-1.4607947		-2.2840807		-1.156634		-1.3660346		-1.5233736		-2.1361353		1.0052863		-0.4499941		-0.5467534		-1.1916137		-0.20993233		-0.49190807		-0.60726976		-1.0950031		0.0076065063		No		Yes		Yes		U35_44k_v1_13053		-		ref|NP_001055285.1| e-103  Os05g0354300 [Oryza sativa (japonica cultivar-group)]		No hits found		GTTCTTATTCCCTGCACTGCATGTAATTTTGGAAAGCCTTTGGCGCTAGAGGGAAAAAAG		26167		AT5G05560.1

		1676		CUST_5630_PI390587928		6.010994		5.957269		6.5184364		6.117513		5.5396647		5.675488		4.6407914		4.786267		5.1256585		5.47164		5.5267673		6.069038		-1.3863862		-1.2156949		-3.6747472		-2.5161996		-1.8471941		-1.4001963		-1.9884843		-1.0341713		-0.88533545		-0.2817812		-1.877645		-1.3312464		-0.4713292		-0.48562908		-0.9916692		-0.048475266		No		Yes		Yes		U35_44k_v1_1676		LOC_Os09g33600.1		gb|EAZ09710.1| 9e-40  hypothetical protein OsI_030942 [Oryza sativa (indica cultivar-group)]		LOC_Os09g33600.1 2e-41 VAN3 putative expressed		GTACCATGGATGTGATTTATACAGGCCTTTAAGGGGCCCCGTGTTGATGTTCGGAAAAAA		14689		AT5G13300.1

		21141		CUST_1157_PI390587928		10.900495		11.741161		10.858059		8.74327		10.903993		11.000973		8.634555		6.8426948		10.430081		10.308491		9.456456		7.4108567		1.0024276		-1.6703942		-4.670264		-3.7336202		-1.3855063		-2.6994596		-2.6419492		-2.5182354		-0.4704132		-0.7401886		-2.223504		-1.9005752		0.0034980774		-1.4326706		-1.4016027		-1.3324132		Yes		Yes		Yes		U35_44k_v1_21141		-		No hits found		No hits found		GGACGCTGCATGCTGCCTCTGCCTGTGTATTTGTTAAATTTGTTCATATTTATAAAATAT		23429		0

		47056		CUST_12366_PI390587928		5.3062425		5.78447		3.3231125		4.1135826		4.540604		4.777228		2.3702927		2.6582978		4.71204		4.6297417		2.424747		3.4063644		-1.7001221		-2.010065		-1.9356523		-2.742107		-1.5096378		-2.226424		-1.863953		-1.632653		-0.5942025		-1.0072422		-0.9528198		-1.4552848		-0.76563835		-1.1547284		-0.8983655		-0.70721817		Yes		No		No		U35_44k_v1_47056		LOC_Os03g47870.1		gb|AAX96125.1| 1e-42  retrotransposon protein, putative, unclassified [Oryza sativa (japonica cultivar-group)]		LOC_Os11g26820.1 2e-44 retrotransposon protein putative unclassified		ACAAGCTACCGTTCTGCTACTACTGGCCGTACAAGGTCACCGCCAAGATCAACGACGTCG		47845		0

		48735		CUST_42253_PI390587928		4.9141326		4.462658		5.5178685		4.88845		4.738294		4.78363		4.0278177		3.8429973		4.3132415		3.6532085		4.4406066		5.0809007		-1.1296208		1.2491719		-2.8089886		-2.0640142		-1.5166531		-1.7525425		-2.1100278		1.142703		-0.6008911		0.32097197		-1.4900508		-1.0454528		-0.17583847		-0.80944943		-1.0772619		0.19245052		No		Yes		Yes		U35_44k_v1_48735		LOC_Os11g39020.1		gb|EAY81467.1| 2e-07  hypothetical protein OsI_035426 [Oryza sativa (indica cultivar-group)]		No hits found		ACTTCACATTCTCATTTGTGAACCGATACAGGCCGAGAAACTTGCAAGGAAGAAACAAAA		50774		0

		4849		CUST_32488_PI390587928		11.748157		11.76656		11.729224		11.040315		11.61214		11.42437		10.525109		10.428447		11.389947		11.58931		11.103868		10.9307375		-1.098867		-1.2676793		-2.303959		-1.5282366		-1.2818341		-1.1307265		-1.5425922		-1.078912		-0.3582096		-0.3421898		-1.2041149		-0.6118679		-0.13601685		-0.17724991		-0.6253567		-0.10957718		No		Yes		Yes		U35_44k_v1_4849		LOC_Os06g11140.1		ref|NP_001057133.1| 0.0  Os06g0214900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11140.1 0.0 NADH dehydrogenase putative expressed		ACGTTGCACCTAACTTCTGAACATGCGGATTTTGAATAAAAGTACGTTGCTCCTAAAAAA		12438		AT5G08740.1

		16858		CUST_41264_PI390587928		14.652924		13.581955		12.547722		12.779206		14.22541		13.4035225		11.534935		12.224903		14.089954		12.829883		11.730184		12.535975		-1.3449132		-1.1316537		-2.017805		-1.4684591		-1.4773065		-1.6842103		-1.7623962		-1.1836404		-0.5629692		-0.17843246		-1.0127869		-0.55430317		-0.42751312		-0.75207233		-0.81753826		-0.24323082		No		Yes		Yes		U35_44k_v1_16858		LOC_Os01g64970.1		ref|NP_001044930.1| e-173  Os01g0869900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g64970.1 1e-175 serine/threonine-protein kinase SAPK4 putative expressed		ACTTATGTACATATAAAGCGTATGCTTGTACTCCCCGTGACAGTGAGAAACCCAGTCCAT		7362		AT5G63650.1

		34269		CUST_17477_PI390587928		6.5727324		7.086689		6.445437		8.209817		7.312097		8.80346		8.281013		8.70029		7.492184		7.958486		8.412732		8.122281		1.6694404		3.2869992		3.5691378		1.4049052		1.8913964		1.8299409		3.910343		-1.0625538		0.9194517		1.7167711		1.8355756		0.4904728		0.7393646		0.8717971		1.9672952		-0.08753586		Yes		Yes		Yes		U35_44k_v1_34269		-		No hits found		No hits found		TGCAGTTGCAGCCGTGTCGGTTAGGTTGCAACTGCTACATAGAAAAAGAAAAAGAAAAAA		None		0

		17895		CUST_24357_PI390587928		6.8819385		7.490148		7.594954		7.537716		6.350859		6.7444434		6.510943		6.6568637		6.368452		6.438598		6.69729		7.205607		-1.4450098		-1.6767931		-2.119922		-1.8414627		-1.4274957		-2.0727553		-1.863047		-1.2588522		-0.5134864		-0.74570465		-1.0840111		-0.8808522		-0.5310793		-1.0515499		-0.89766407		-0.33210897		No		Yes		Yes		U35_44k_v1_17895		LOC_Os06g03486.1		ref|NP_001056646.1| 4e-17  Os06g0124900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g03486.1 8e-19 expressed protein		GTTGAATAAACACCATGAGATTCAGTTGGGTTCTAGAGGGGTGTTTGGATACTGGGTGGT		7956		0

		12487		CUST_12677_PI390587928		8.7035675		8.128114		10.579715		10.681872		8.095639		7.484118		9.241948		9.2437315		8.067403		8.11315		9.638859		10.81268		-1.5240691		-1.5626512		-2.5275974		-2.7097144		-1.554192		-1.0104263		-1.9196669		1.0949067		-0.63616467		-0.64399576		-1.3377666		-1.4381409		-0.6079283		-0.014964104		-0.940856		0.13080788		Yes		Yes		Yes		U35_44k_v1_12487		LOC_Os08g34550.1		gb|EAZ07160.1| 1e-26  hypothetical protein OsI_028392 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34550.1 3e-28 RING-H2 finger protein ATL2C putative expressed		TGAGATCTATGAGATTTGAAGTGTTTTGGTGGGTGGAATGCAAGAATGGGTGAATAAAAA		None		0

		8539		CUST_24735_PI390587928		9.832942		10.209682		10.305864		9.9800415		10.0626		11.056564		11.587342		10.461893		10.720558		11.687191		11.364993		10.319963		1.1725571		1.7986094		2.4308786		1.3965348		1.8501165		2.7846742		2.0836728		1.2656881		0.88761616		0.84688187		1.2814779		0.48185158		0.22965813		1.4775085		1.0591288		0.33992195		No		Yes		Yes		U35_44k_v1_8539		LOC_Os10g33970.2		gb|EAY78949.1| 3e-32  hypothetical protein OsI_032908 [Oryza sativa (indica cultivar-group)]		LOC_Os10g33970.2 6e-34 double-stranded RNA binding motif family protein expressed		ATATGGTTATACTTCCCTGGATATGGCAGTTGGTGGTCGATCTGGCTGGCTTTACCTTTA		17655		0

		4490		CUST_40235_PI390587928		5.063887		5.564776		5.1571383		6.3445477		5.300726		5.4461308		6.328024		5.73378		4.819351		5.2196517		6.1185966		6.8462844		1.1784078		-1.0857148		2.2514985		-1.5270717		-1.1847116		-1.2702603		1.9472771		1.4159169		-0.24453592		-0.11864519		1.1708856		-0.61076784		0.23683882		-0.34512424		0.9614582		0.50173664		No		Yes		Yes		U35_44k_v1_4490		LOC_Os12g03950.1		ref|NP_001065682.1| e-135  Os11g0135000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04030.1 1e-137 major facilitator superfamily antiporter putative expressed		TCTTCCTCAAGCTATATCTCTAGCATATCTCTCCAACAACTTGTACGCGTGTTTGGGCCT		9634		AT5G13740.1

		46324		CUST_22318_PI390587928		3.8510618		4.4305825		5.2640057		4.1606774		3.3995879		3.6198952		3.3794765		3.7423162		2.573397		3.2493212		3.2263222		3.186064		-1.3674366		-1.7540469		-3.692324		-1.3364086		-2.4244623		-2.2677495		-4.1058574		-1.9651146		-1.2776649		-0.8106873		-1.8845291		-0.4183612		-0.45147395		-1.1812613		-2.0376835		-0.9746134		Yes		No		No		U35_44k_v1_46324		-		No hits found		No hits found		GTTAAGCTGTTTAATTTTTCTATTTTCCTGCCCTTGGACAGATCAAATAAACTTCACTCC		46254		0

		9110		CUST_22599_PI390587928		1.8320646		2.0701106		3.5469234		4.002775		2.772502		4.3246284		8.106869		7.3174376		2.844909		4.9061446		8.094378		6.0608215		1.9191098		4.7717476		23.58741		9.949765		2.0178854		7.1405444		23.38408		4.1642203		1.0128443		2.2545178		4.559945		3.3146625		0.9404373		2.836034		4.547455		2.0580463		Yes		Yes		Yes		U35_44k_v1_9110		LOC_Os01g47070.1		ref|NP_001043772.1| 6e-40  Os01g0660200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47070.1 2e-41 acidic endochitinase precursor putative expressed		CTAAGTTGGTGTACACTTGCAACATATGCCCTGAGATAAATAAAGTGATTTGGTATCTAA		23540		AT5G24090.1

		17733		CUST_25803_PI390587928		3.456415		3.2551677		3.308789		3.8135433		5.831432		5.929526		7.6723595		6.1128044		5.732723		5.9493976		6.705686		5.8552		5.187419		6.3835464		20.585695		4.922056		4.8443675		6.4720817		10.533384		4.11718		2.2763083		2.6743581		4.36357		2.299261		2.375017		2.6942298		3.396897		2.0416565		Yes		Yes		Yes		U35_44k_v1_17733		LOC_Os03g25330.1		ref|NP_001105580.1| 1e-77  peroxidase [Zea mays]		LOC_Os03g25330.1 4e-77 peroxidase 66 precursor putative expressed		ACACTTCTCTCTTCCCGTCCAATCTTAGTCAAGGAAGCTAGCTAGCTTCGAAAAAATGGC		8630		AT1G05260.1

		20725		CUST_2092_PI390587928		8.340661		8.201445		6.6549563		8.015578		7.711244		7.774244		5.7946687		7.4075923		7.4202285		7.178203		6.140928		7.5167046		-1.5469397		-1.3446221		-1.8154002		-1.52413		-1.8926827		-2.0324805		-1.4280323		-1.4131099		-0.92043257		-0.4272008		-0.86028767		-0.607986		-0.62941694		-1.0232415		-0.51402855		-0.4988737		No		Yes		Yes		U35_44k_v1_20725		LOC_Os02g09430.1		ref|NP_001046127.1| 0.0  Os02g0187200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09430.1 0.0 exostosin-like putative expressed		TTGCACCTACTCTTGTAAAGTAATGTACGCTGTTACTGATGACATAGTAAGCATCCAAAG		14575		AT4G38040.1

		7716		CUST_5858_PI390587928		5.5872607		3.8433788		6.411738		7.272167		5.257444		3.552765		5.23814		6.423014		4.4975357		3.7565224		5.481295		6.7503495		-1.2568538		-1.2231606		-2.2557354		-1.8014431		-2.1283348		-1.0620534		-1.9058609		-1.435763		-1.089725		-0.2906139		-1.1735978		-0.84915304		-0.32981682		-0.086856365		-0.9304428		-0.5218177		No		Yes		Yes		U35_44k_v1_7716		LOC_Os11g14070.1		ref|NP_001067602.1| 8e-43  Os11g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g14070.1 2e-44 expressed protein		TAGCTGCAGTCTACTTAGTACGTATAAAGGAAAGGGAGTAGCTACAATTTTGCCAAAAAA		48570		AT5G49800.1

		11830		CUST_27355_PI390587928		5.7167473		6.1420255		6.118262		5.0307984		5.4495645		5.9230576		5.1303353		4.0831704		4.798352		4.3331685		5.135893		4.598282		-1.2034556		-1.1639006		-1.9833324		-1.928699		-1.8900121		-3.503646		-1.9757069		-1.3495857		-0.9183955		-0.21896791		-0.9879265		-0.947628		-0.26718283		-1.808857		-0.98236895		-0.43251657		Yes		No		No		U35_44k_v1_11830		LOC_Os03g05560.1		gb|AAN87742.1| 4e-49  Hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g05560.1 8e-51 RING-H2 finger protein ATL5I putative expressed		TTTTTTGTAGGCAGCCCATACATACACCGGCAATGTAATCAGGCCAATTTTTGCCTAGCC		25870		AT1G04360.1

		35430		CUST_32167_PI390587928		6.6304536		6.3588448		7.351166		7.320947		6.573379		6.257952		6.3346343		6.3928013		6.2770085		6.0172844		6.5865045		7.2898364		-1.040354		-1.0724367		-2.0230494		-1.9028289		-1.2776078		-1.2671263		-1.6989712		-1.0217985		-0.35344505		-0.100892544		-1.0165315		-0.9281459		-0.057074547		-0.34156036		-0.7646613		-0.031110764		No		Yes		Yes		U35_44k_v1_35430		-		No hits found		No hits found		CACCCATGTGTTGTAGTATCACTACTAGTGAAAAGCTTATACATAGAATCTTACCAGTAA		35161		0

		21951		CUST_17703_PI390587928		9.173381		9.808616		10.587229		9.365544		8.816678		9.01963		9.34106		8.485928		8.897697		8.69847		9.237386		8.994947		-1.280496		-1.7278587		-2.372107		-1.8398864		-1.2105674		-2.1586742		-2.5488439		-1.2928876		-0.2756834		-0.78898525		-1.2461691		-0.87961674		-0.3567028		-1.1101456		-1.349843		-0.3705969		No		Yes		Yes		U35_44k_v1_21951		-		No hits found		No hits found		AAGTACCTCCTCAAATAAATAAATAAACTTGCTGGGACTCGCGCATTTGCGTGGATTTCC		18388		0

		13185		CUST_41716_PI390587928		1.8748432		3.2972958		2.7932768		1.8459994		1.7431837		1.870464		1.8653616		1.7457944		8.246022		9.541248		9.433473		8.090087		-1.0955532		-2.6885567		-1.9025247		-1.0719258		82.778206		75.7909		99.746605		75.79799		6.371179		-1.4268318		-0.9279152		-0.100204945		-0.13165951		6.2439528		6.640196		6.2440877		Yes		Yes		Yes		U35_44k_v1_13185		-		No hits found		No hits found		CGTCTTCTTGCTCGAATGAGAGAACGTGAAGGAAGCCTACCTGTATGATAATATCAGACG		35913		0

		10359		CUST_13903_PI390587928		10.441502		11.445164		10.419346		10.182728		10.073915		10.557773		7.963806		8.205966		9.617203		9.856266		8.875205		9.418713		-1.2901932		-1.849828		-5.485183		-3.9360862		-1.7706743		-3.0081942		-2.9163034		-1.6982104		-0.82429886		-0.8873911		-2.4555397		-1.9767618		-0.3675871		-1.5888977		-1.5441408		-0.7640152		Yes		Yes		Yes		U35_44k_v1_10359		LOC_Os01g17470.1		ref|NP_001042760.1| 4e-05  Os01g0281600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17470.1 7e-07 blue copper protein precursor putative expressed		GCAAGTATAAAATGTACACTGTTTTAGCTGCTCTCTTCTTTTGTCATCCAAAATTGTACG		21444		0

		3817		CUST_6402_PI390587928		11.4732485		11.822731		11.243381		11.600792		12.803344		13.494184		13.87324		12.132365		13.137624		13.988369		13.193896		11.670787		2.5141928		3.1853514		6.189659		1.4455047		3.1697638		4.486648		3.8651268		1.049713		1.6643753		1.6714525		2.62986		0.5315733		1.3300953		2.165638		1.9505157		0.06999493		Yes		Yes		Yes		U35_44k_v1_3817		LOC_Os08g41280.1		ref|NP_001062286.1| e-143  Os08g0524200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g41280.1 1e-144 membrane protein putative expressed		TATATTGATTACACCAGAGATGAGAGAGAGATGCTGGTCGATGGATAGTTGGGTAAAAAA		9591		AT4G17280.1

		4511		CUST_17900_PI390587928		10.555053		10.919505		10.03574		10.667384		9.963495		10.424481		8.872066		9.203233		9.384856		9.369422		8.770587		10.358142		-1.5068727		-1.409344		-2.2402728		-2.7590113		-2.2504234		-2.9283402		-2.4035268		-1.2390567		-1.1701965		-0.49502373		-1.1636744		-1.4641514		-0.5915575		-1.5500832		-1.2651529		-0.30924225		Yes		Yes		Yes		U35_44k_v1_4511		LOC_Os04g38720.1		ref|NP_001052992.1| e-116  Os04g0460600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38720.1 1e-118 NAC domain protein NAC5 putative expressed		GGTGATTTGGGGGTGTAATTAGCACTATTGTATTTGGCTCCATTGATATACTAGTATATA		9757		AT5G61430.1

		1302		CUST_36922_PI390587928		12.682515		12.223075		11.714401		12.364068		12.605785		13.282374		14.24704		13.582916		13.167741		13.611651		13.398631		12.243462		-1.0546248		2.0839193		5.7862897		2.327608		1.3998048		2.6182022		3.213688		-1.0871917		0.48522568		1.0592995		2.5326385		1.2188482		-0.076729774		1.3885765		1.6842299		-0.12060642		Yes		Yes		Yes		U35_44k_v1_1302		LOC_Os04g58850.1		ref|NP_001054317.1| 1e-78  Os04g0685300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58850.1 2e-80 harpin inducing protein putative expressed		CGGTAGTACTACTCGTACCATATACTCCAGTTATATTGAGATTGATTCTAGTATAGTAGT		3746		AT2G35980.1

		13048		CUST_28054_PI390587928		11.767499		11.437859		11.929379		11.2095175		11.653331		11.305107		10.899686		10.669047		11.645843		10.922176		11.165858		11.169185		-1.0823509		-1.0963827		-2.0415907		-1.4544464		-1.0879833		-1.4296701		-1.697629		-1.0283511		-0.12165642		-0.13275146		-1.0296936		-0.5404701		-0.11416817		-0.5156822		-0.7635212		-0.040332794		No		Yes		Yes		U35_44k_v1_13048		LOC_Os03g11290.1		ref|NP_001049347.1| 7e-26  Os03g0211400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11290.1 2e-27 expressed protein		GAGACACAAAAAAGATGAAACCAAGTGTGCTTTTGTTGGCTTGGATTTGTAAGGTTTTAT		38313		AT5G39380.1

		47020		CUST_18496_PI390587928		7.7313995		7.606165		8.3218975		7.308746		6.4208083		6.5601487		7.1101036		6.502674		6.792502		7.494207		7.117662		6.673189		-2.4804318		-2.0648203		-2.3162546		-1.7484442		-1.9170628		-1.080694		-2.3041515		-1.5535371		-0.9388976		-1.0460162		-1.2117939		-0.80607176		-1.3105912		-0.11195803		-1.2042356		-0.6355567		Yes		No		No		U35_44k_v1_47020		LOC_Os06g46250.1		ref|NP_001058344.1| 3e-15  Os06g0675200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46250.1 4e-17 expressed protein		CGTCGACCGGACCTACTCGACCGGCGTGCGCGTGGCGCCCGTGGTGCTCAACGCGCCGGT		47790		0

		5522		CUST_13735_PI390587928		8.208837		7.974355		8.256419		7.8564363		7.9644585		7.787104		7.198521		7.4981728		8.054141		7.5636907		7.4411163		7.698072		-1.184582		-1.1385921		-2.081896		-1.281882		-1.1131866		-1.329298		-1.7596675		-1.116021		-0.15469551		-0.18725109		-1.057898		-0.3582635		-0.24437809		-0.41066456		-0.81530285		-0.1583643		No		Yes		Yes		U35_44k_v1_5522		LOC_Os11g03730.3		gb|AAK21879.1|AF320324_1 0.0  arabinoxylan arabinofuranohydrolase isoenzyme AXAH-I [Hordeum vulgare]		LOC_Os11g03730.3 0.0 alpha-N-arabinofuranosidase A precursor putative expressed		GTCAAATTCCTCGTATCACACGGAAGTTGACAGAATGACACAACTTTCATTGACCTTTGT		12712		AT3G10740.1

		18545		CUST_10634_PI390587928		12.216171		12.015767		12.863376		12.344419		12.205468		11.909434		11.797639		11.733562		11.892089		11.824844		12.157059		12.463128		-1.0074464		-1.0764884		-2.0932386		-1.5271652		-1.2518679		-1.1414936		-1.6316334		1.0857632		-0.32408237		-0.10633278		-1.0657368		-0.61085606		-0.010703087		-0.19092274		-0.70631695		0.118709564		No		Yes		Yes		U35_44k_v1_18545		LOC_Os02g58790.4		ref|NP_001048641.1| e-128  Os02g0834700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g58790.1 1e-130 expressed protein		TGTCGAGTGAATTGTAAAAAACCACCACATTTAAAGTTTGCATCCGGATTTGCCACCAAA		9948		AT2G21280.1

		19539		CUST_27640_PI390587928		8.031936		8.073041		7.4530945		7.8762136		8.280234		8.376269		8.853223		8.219979		8.347466		8.405875		8.748875		8.2394		1.1878055		1.2339025		2.6392508		1.2690648		1.2444694		1.2594852		2.4550972		1.2862636		0.31553078		0.30322838		1.4001284		0.34376574		0.24829865		0.33283424		1.2957802		0.36318636		No		Yes		Yes		U35_44k_v1_19539		LOC_Os03g63920.1		gb|AAS01977.1| 3e-66  putative H-box binding protein, KAP2, with alternative splicing isoforms [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63920.1 6e-68 KAP-2 putative expressed		TACTAGTGGAATTTAGAAATCCTATGTTTTTAGTCCCAGGTTGCGATGACCGTGGGACCC		11468		AT1G48050.1

		32705		CUST_2084_PI390587928		7.9859443		6.981954		5.49851		6.532081		8.009872		7.6956344		8.36833		8.100741		8.114179		8.165765		8.04572		7.0334907		1.016724		1.6399823		7.30974		2.9662912		1.0929552		2.2717605		5.8450294		1.4155959		0.12823439		0.71368027		2.86982		1.5686603		0.023928165		1.1838107		2.5472102		0.50140953		Yes		Yes		Yes		U35_44k_v1_32705		LOC_Os04g55760.1		gb|ABB46953.2| 4e-31  Calcium binding EGF domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g10130.5 1e-32 OsWAK112d - OsWAK receptor-like protein kinase expressed		ATGTATTGTGCAGCATCATCTTACTTGATGAATGTAGTGCCTCAACAAAATTAGTGTTTC		None		0

		21860		CUST_27607_PI390587928		11.020621		10.906533		10.983336		10.417502		10.529438		10.0938		9.599748		9.055416		10.360686		10.287663		10.061078		9.999011		-1.4055972		-1.7565366		-2.6091661		-2.5705664		-1.5800115		-1.5356717		-1.8950795		-1.3365293		-0.659935		-0.81273365		-1.3835888		-1.3620863		-0.49118328		-0.6188698		-0.9222584		-0.41849136		Yes		Yes		Yes		U35_44k_v1_21860		LOC_Os03g43010.1		ref|NP_001050708.1| 5e-66  Os03g0628800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43010.1 1e-67 expressed protein		GCAGTTCAAATGAGATGTATGTTTTGCGACGTCCGTGTTTGAGAATAAATAAATACTGTA		19835		AT1G06750.1

		40782		CUST_26339_PI390587928		3.9245112		3.7930157		2.8997517		4.7456894		4.2217503		5.2946877		6.9582725		5.0115724		3.9989395		6.432471		6.523136		5.089604		1.2287906		2.831707		16.66236		1.2023717		1.0529437		6.2309628		12.323878		1.2691957		0.07442832		1.501672		4.058521		0.26588297		0.29723907		2.639455		3.6233845		0.3439145		Yes		Yes		Yes		U35_44k_v1_40782		LOC_Os03g40670.1		ref|NP_001050628.1| 2e-30  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 5e-32 glycerophosphoryl diester phosphodiesterase precursor putative expressed		GCTTTTCCATATCGCATTCTGCTTTCTTAAATACTTCTCACATGTCATCACTAATGAAAC		9141		AT5G08030.1

		12380		CUST_38872_PI390587928		10.928421		11.448424		13.717029		12.701304		10.422845		11.152053		12.989766		11.6311865		10.161237		11.17561		13.076423		12.870475		-1.4196901		-1.2280518		-1.6554948		-2.099605		-1.7019448		-1.2081627		-1.5589838		1.1244117		-0.76718426		-0.29637146		-0.7272625		-1.070118		-0.50557613		-0.27281475		-0.6406059		0.16917038		No		Yes		Yes		U35_44k_v1_12380		LOC_Os06g45100.1		gb|EAZ37898.1| e-153  hypothetical protein OsJ_021381 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45100.1 1e-154 cryptochrome 3 putative expressed		TGTACTATGTATCAGTGACAAGGTGAGATCAGAAGTACTACAGGCAAATTCAGGCGACCA		24757		AT5G24850.1

		1517		CUST_36085_PI390587928		13.081181		12.938126		12.910304		13.132476		13.71519		13.692082		14.986362		14.722931		13.917617		14.303983		14.751727		14.22887		1.5518718		1.6864117		4.2165365		3.0114431		1.7856338		2.577294		3.5836334		2.1381967		0.8364363		0.7539568		2.0760584		1.590455		0.63400936		1.3658571		1.841423		1.0963945		Yes		Yes		Yes		U35_44k_v1_1517		LOC_Os03g59550.1		gb|ABA98006.2| 2e-17  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g25090.2 5e-19 expressed protein		CGAATTAATAATTAAAGTTGATCGCAGGCTTGCAGCCTTGACATGTTGATCTTTATTTCA		4421		0

		43536		CUST_30446_PI390587928		1.6719123		1.756389		1.8951011		1.7179136		1.8942417		2.0415542		4.8451858		5.3202806		1.7662387		1.6420594		3.8376682		2.8448608		1.1666157		1.2185497		7.7279444		12.145642		1.0675669		-1.0824718		3.8438902		2.1839612		0.09432638		0.2851652		2.9500847		3.602367		0.22232938		-0.11432958		1.9425671		1.1269472		Yes		Yes		Yes		U35_44k_v1_43536		LOC_Os01g53040.1		gb|EAY75714.1| 5e-18  hypothetical protein OsI_003561 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53040.1 4e-19 OsWRKY14 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		CATTTGTCTTGTGGTAGTATTCAATACTCCGGTAGCCGGGAGATACACACAACAAATAAA		40326		0

		385		CUST_13391_PI390587928		12.482414		10.043671		12.515167		9.937636		12.140916		8.068292		9.913205		9.260754		12.040187		8.576382		11.624561		10.010083		-1.2670718		-3.9323153		-6.0711174		-1.5986817		-1.3587004		-2.7650182		-1.8539547		1.0514985		-0.44222736		-1.975379		-2.601962		-0.67688274		-0.34149837		-1.467289		-0.8906059		0.07244682		Yes		No		No		U35_44k_v1_385		LOC_Os01g52240.1		gb|AAB18209.1| e-146  chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]		LOC_Os01g52240.1 1e-136 chlorophyll a-b binding protein 2 chloroplast precursor putative expressed		GTGTCACATGAGTTGTAACACCAACATGTATATTATGAGAATTATGTGCGAAGAAATTGC		425		AT2G34420.1

		30519		CUST_13398_PI390587928		4.016805		3.649086		2.0237997		4.292678		3.4780655		5.378296		7.6209636		6.7866006		3.6724072		4.4434476		6.477108		3.660457		-1.4527029		3.3154619		48.407684		5.633075		-1.2696211		1.7343098		21.906818		-1.5499493		-0.34439802		1.7292099		5.597164		2.4939227		-0.5387397		0.7943616		4.453308		-0.632221		Yes		Yes		Yes		U35_44k_v1_30519		LOC_Os09g16510.1		gb|ABB90551.1| 1e-68  WRKY transcription factor [Triticum aestivum]		LOC_Os09g16510.1 7e-68 OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TCCATACCAACAACAAGAAGAGGAAGATAATGGAGAAACGGAAGCATCAGGTTAGGGTGA		30467		AT4G11070.2

		13224		CUST_17087_PI390587928		9.339084		10.024273		9.885964		9.991458		8.802747		9.611014		8.662854		8.465316		8.458161		8.881223		8.784879		9.428107		-1.4502854		-1.3316902		-2.3344946		-2.8801463		-1.8415523		-2.2084746		-2.1451607		-1.4776973		-0.8809223		-0.41325855		-1.2231102		-1.5261421		-0.5363369		-1.1430502		-1.1010857		-0.5633507		No		Yes		Yes		U35_44k_v1_13224		-		ref|NP_001057939.1| 2e-20  Os06g0581500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g38340.1 5e-22 receptor-like protein kinase precursor putative expressed		GAAGTTGCACCAGTTGTGTAACTCTTTGAATGCCGAAATTGGAGACTCTCACTTTCGGCA		24926		0

		27783		CUST_29582_PI390587928		8.343814		8.17222		9.174491		9.434501		8.938748		8.577689		10.8806		10.483676		9.108044		9.672879		10.416179		9.978828		1.510404		1.3245194		3.2627966		2.0693464		1.698463		2.8297193		2.3647501		1.4583406		0.7642298		0.40546894		1.706109		1.0491753		0.59493446		1.500659		1.2416878		0.54432774		Yes		Yes		Yes		U35_44k_v1_27783		LOC_Os10g36848.1		ref|NP_001065043.1| 1e-32  Os10g0512400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36848.1 1e-34 cytochrome P450 84A1 putative expressed		TGTGAACGAGTCGGACCTCGACAAGCTCCCCTTCCTCAAGTGTGTCATCAAGGAGACGCT		24597		AT4G36220.1

		42517		CUST_28432_PI390587928		5.5978513		6.1237445		6.902181		5.7614512		4.9571633		5.263839		4.7600317		5.126107		4.618407		4.707095		4.4546723		5.098288		-1.5590724		-1.8149197		-4.414192		-1.5533081		-1.971706		-2.6696477		-5.454734		-1.5835508		-0.9794445		-0.8599057		-2.1421494		-0.635344		-0.64068794		-1.4166493		-2.4475088		-0.6631632		Yes		Yes		Yes		U35_44k_v1_42517		LOC_Os04g47870.2		gb|EAY95193.1| e-100  hypothetical protein OsI_016426 [Oryza sativa (indica cultivar-group)]		LOC_Os04g47870.2 1e-102 PINHEAD protein putative expressed		GGCCGATCATTTTATTCTCCGAACTTAGGAAGACGTCAGAAACTTGGTGATGGTCTGGAA		38225		AT1G48410.1

		4002		CUST_32429_PI390587928		8.059181		8.419239		7.7451253		7.354195		7.6962113		7.893678		6.1501336		6.7311416		7.5549026		7.6276183		6.584692		7.38953		-1.2860706		-1.4394931		-3.0209277		-1.5401316		-1.418414		-1.731018		-2.2352455		1.0247948		-0.50427866		-0.52556086		-1.5949917		-0.62305355		-0.36296988		-0.79162073		-1.1604333		0.035335064		No		Yes		Yes		U35_44k_v1_4002		LOC_Os12g32992.1		ref|NP_001066883.1| 1e-66  Os12g0514600 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32992.1 2e-68 expressed protein		ATCGAAGTTTTTATTTTGTTAATGCTTGGCAGAACATCAATATGATATGGTTGTGGCCTG		10209		AT3G07760.2

		1782		CUST_12574_PI390587928		12.40583		12.354515		12.151181		12.327653		12.745984		13.164462		13.592637		13.260666		13.018811		13.482823		13.14175		12.11686		1.2658914		1.753147		2.7159479		1.9092592		1.529416		2.1860225		1.9869686		-1.1573238		0.61298084		0.809947		1.4414558		0.93301296		0.3401537		1.1283083		0.9905691		-0.21079254		No		Yes		Yes		U35_44k_v1_1782		LOC_Os10g43060.1		ref|NP_001065517.1| e-123  Os10g0580900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g43060.1 1e-125 expressed protein		CCCCACTATCATGAATTTGGGTGCAGTCAATAAATTTTACCATGTCCTTTGGTTTCCTCA		4491		AT4G25030.2

		12295		CUST_32323_PI390587928		5.5516458		5.409826		3.8084545		6.6336465		6.781387		7.814385		6.033648		7.0600877		7.0421805		6.760195		6.1873946		6.5381265		2.345249		5.2947373		4.675736		1.3439144		2.809931		2.5497732		5.201545		-1.0684505		1.4905348		2.4045591		2.2251935		0.4264412		1.2297411		1.350369		2.37894		-0.09552002		Yes		No		No		U35_44k_v1_12295		LOC_Os03g49560.1		gb|AAS07266.1| 8e-17  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49560.1 1e-18 conserved hypothetical protein		TCGAACACGAGAGCAAGCTGCAATCGCCGATTGGTCTGGTTAGCTCTAGACCCACCATGG		22820		0

		12368		CUST_38933_PI390587928		7.671098		8.3581505		7.4150786		7.6088314		7.952191		8.7859335		8.619008		8.238195		8.081111		8.605224		8.640375		7.8302345		1.2151148		1.3451649		2.3036625		1.546883		1.3286976		1.186797		2.3380349		1.165867		0.41001272		0.427783		1.2039294		0.629364		0.28109264		0.24707317		1.2252965		0.22140312		No		Yes		Yes		U35_44k_v1_12368		LOC_Os03g17410.1		ref|NP_001049747.1| 2e-45  Os03g0282300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17410.1 4e-47 expressed protein		TTTAGATCTTAATGTATCACCGGACCCGGTTGATCAACTTGAAGGTTTGCCTACAAAAAA		None		0

		21064		CUST_10169_PI390587928		10.108353		9.555062		9.4490385		10.888496		10.658275		11.28419		12.058745		11.48323		10.868355		11.68744		12.105652		11.600952		1.4640065		3.3152735		6.1037965		1.5101933		1.6934931		4.3843946		6.3055115		1.6385909		0.76000214		1.7291279		2.6097069		0.59473324		0.549922		2.1323776		2.6566133		0.71245575		Yes		Yes		Yes		U35_44k_v1_21064		LOC_Os07g42310.1		gb|EAZ04700.1| 4e-56  hypothetical protein OsI_025932 [Oryza sativa (indica cultivar-group)]		LOC_Os07g42310.1 1e-57 TMEM87A protein putative expressed		AATGAGCTCACAGTTCAGTATGGGTGTTGAGGTATTTCGATTGTTTTGGTTCGTGCAGTT		15600		AT1G72480.1

		27505		CUST_21092_PI390587928		7.129303		8.131296		8.108991		7.9150796		6.7075477		7.2879806		6.6500583		6.478592		6.1662393		6.469088		7.2214913		7.7688546		-1.3395563		-1.7941687		-2.7490485		-2.7066112		-1.9494454		-3.1650057		-1.8499668		-1.1066699		-0.9630637		-0.8433156		-1.4589324		-1.4364877		-0.4217553		-1.6622081		-0.88749933		-0.14622498		Yes		Yes		Yes		U35_44k_v1_27505		LOC_Os01g08520.1		ref|NP_001042207.1| 7e-53  Os01g0180400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08520.1 1e-54 expressed protein		ACCCATCACCAGTGCGTGCATATTGCCGGTCGCCGTCGATCAGCATGCTGTTTTTGATTC		22371		AT5G11460.1

		22562		CUST_38087_PI390587928		9.266732		8.87427		9.930792		11.690461		9.742763		11.688594		15.100158		13.329108		9.89084		10.72626		14.094735		13.022777		1.3909112		7.033893		35.98605		3.1137369		1.5412569		3.6099772		17.925522		2.518065		0.62410736		2.8143234		5.169366		1.6386471		0.47603035		1.8519897		4.1639433		1.3323154		Yes		Yes		Yes		U35_44k_v1_22562		LOC_Os10g35950.1		ref|NP_001064997.1| 2e-37  Os10g0503300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35950.1 6e-39 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		GGGTTGTAACTACAGTACCATTTTGTATGTGTCTGTTTGAATAATTCCAATGTATTGCCA		19684		AT3G03480.1

		14502		CUST_34139_PI390587928		7.927137		7.2688103		9.933053		8.555879		6.8814874		6.3550644		7.3354716		8.627018		7.425865		6.7494836		8.161365		10.630401		-2.0642955		-1.8839307		-6.0527105		1.050546		-1.4154607		-1.4332862		-3.4145334		4.2120485		-0.5012717		-0.9137459		-2.5975814		0.071139336		-1.0456495		-0.5193267		-1.7716885		2.074522		Yes		Yes		Yes		U35_44k_v1_14502		LOC_Os04g46200.1		emb|CAA57995.1| 1e-46  low molecular weight oleosin [Hordeum vulgare subsp. vulgare]		LOC_Os04g46200.1 8e-35 oleosin 16 kDa putative expressed		AAGTAGTTGTTGTCCTACTACAGTAGTACCATAGCAGTATGTTTCCGTGGTCGGAAGTCG		1075		AT4G25140.1

		1682		CUST_5618_PI390587928		4.978934		5.983112		5.2642155		5.7253118		4.425207		7.549965		7.932976		7.4504986		5.0950837		6.389248		7.503797		5.0844193		-1.4678725		2.9625778		6.358825		3.3062294		1.0838386		1.325132		4.722601		-1.5592935		0.1161499		1.566853		2.6687603		1.7251868		-0.5537267		0.40613604		2.2395816		-0.6408925		Yes		No		No		U35_44k_v1_1682		LOC_Os04g57200.2		No hits found		No hits found		AGAAGAACTACTATGAAGATGTACGTACGTACGCATCACTTTTGACAATATGAATCTGAG		4639		0

		15413		CUST_9976_PI390587928		7.0358734		5.5071697		10.20049		9.545211		6.952769		4.3153577		8.648072		8.24089		5.7997193		4.405745		8.9710655		9.205186		-1.0592952		-2.2843947		-2.9330828		-2.469675		-2.3556972		-2.1456647		-2.3447344		-1.2657785		-1.2361541		-1.191812		-1.5524178		-1.3043213		-0.08310461		-1.1014247		-1.2294245		-0.34002495		Yes		No		No		U35_44k_v1_15413		LOC_Os07g08150.1		sp|P14896|ELI6_HORVU 4e-59  Low molecular mass early light-inducible protein HV60, chloroplast precursor (ELIP)		LOC_Os07g08160.1 5e-37 early light-induced protein chloroplast precursor putative expressed		TAGCTTTTTTCTGCTCTTTCGTGCACCTTCCATCCGCAGTTGATTAATGGCGACCATGAT		3428		AT3G22840.1

		8216		CUST_27917_PI390587928		5.524567		5.466517		5.4618263		5.6378155		4.9201665		4.446682		4.256027		3.9585555		5.92438		6.0404677		5.4200783		5.291621		-1.520347		-2.027687		-2.30665		-3.2026365		1.3193367		1.4885944		-1.0293603		-1.2712028		0.3998127		-1.019835		-1.2057991		-1.67926		-0.60440063		0.57395077		-0.041748047		-0.34619427		Yes		Yes		Yes		U35_44k_v1_8216		LOC_Os02g58470.1		gb|EAZ25197.1| 7e-66  hypothetical protein OsJ_008680 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g58470.1 1e-67 expressed protein		AGCTGCTGCCTGTGTCTGTCTGTCATGATCCTTTCATGAGAAACATTAGGAGTATTATCT		47918		AT4G09060.1

		32151		CUST_41155_PI390587928		4.1799283		4.2620296		4.200394		3.728468		2.6959028		2.8443773		2.512081		2.7769725		2.8091996		2.60229		2.6526663		2.906277		-2.7972815		-2.6715043		-3.222797		-1.9338762		-2.5860116		-3.1595953		-2.9235632		-1.7680892		-1.3707287		-1.4176524		-1.6883132		-0.9514954		-1.4840255		-1.6597397		-1.5477278		-0.822191		Yes		No		No		U35_44k_v1_32151		LOC_Os01g29409.1		gb|EAY74180.1| 8e-06  hypothetical protein OsI_002027 [Oryza sativa (indica cultivar-group)]		LOC_Os01g29409.1 2e-07 SAM binding motif putative expressed		TCCTTTTGCTTTTTACAGCTCTAGCTTGTACCTGATCCGAGTCCAGTTCCCCTGCTTCAC		None		0

		39553		CUST_16154_PI390587928		3.904212		3.538908		3.0194714		4.558832		4.868292		5.8386345		4.1837864		5.1754475		4.737423		5.256861		4.6329303		3.869702		1.9508189		4.923644		2.2412677		1.5332737		1.7816463		3.2896936		3.0598457		-1.612311		0.83321095		2.2997265		1.164315		0.6166153		0.96407986		1.7179532		1.6134589		-0.68913007		Yes		No		No		U35_44k_v1_39553		LOC_Os01g62430.1		gb|EAY76451.1| 5e-10  hypothetical protein OsI_004298 [Oryza sativa (indica cultivar-group)]		LOC_Os01g62430.1 2e-12 elicitor-responsive protein 1 putative expressed		TTCCATACCTATGGCCATGGCAATTTCTAAATGAACCAACCGTGGGCTGTAATGCAGATG		35729		0

		49625		CUST_40077_PI390587928		1.7594109		2.3980894		3.3794205		2.8122501		2.3744452		5.0646834		7.6779466		5.152278		2.6212986		5.6485953		6.598764		4.114564		1.5315944		6.3492846		19.678192		5.063124		1.8174148		9.5169935		9.313629		2.4662411		0.8618877		2.666594		4.298526		2.3400278		0.61503434		3.250506		3.2193434		1.3023138		Yes		Yes		Yes		U35_44k_v1_49625		LOC_Os09g26000.1		gb|EAZ09182.1| 3e-26  hypothetical protein OsI_030414 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26000.1 4e-21 glutamate receptor 2.8 precursor putative		GGTCCTATGCTACAGTTGAAGATTTCTATGGTGCTCTTTCTAATGGAAGCATTGCTGCGG		51457		AT2G29110.1

		1033		CUST_8894_PI390587928		11.383504		10.257731		7.204361		9.173885		12.926567		11.299941		8.993716		11.342517		11.983654		11.105889		10.045762		9.918809		2.914126		2.0593793		3.4566038		4.4959674		1.5158743		1.8002008		7.1671576		1.6758856		0.6001501		1.0422096		1.7893553		2.1686316		1.5430632		0.8481579		2.841401		0.7449236		Yes		No		No		U35_44k_v1_1033		LOC_Os02g14430.1		gb|AAW52720.1| 2e-61  peroxidase 6 [Triticum monococcum]		LOC_Os02g14430.1 2e-51 peroxidase 68 precursor putative expressed		AAGCCAAGCATGTATGTATGGCTTTTTATGCAATACTTGAGTGAGATTTGCAGGAAAAAA		3239		AT5G05340.1

		22586		CUST_38023_PI390587928		8.83501		8.1498785		7.072272		7.6954484		8.626798		7.7464576		5.3320765		6.954025		8.072105		7.459336		5.62108		7.6685014		-1.1552554		-1.3226404		-3.3408039		-1.6718247		-1.6969031		-1.6138905		-2.7343385		-1.0188538		-0.76290417		-0.40342093		-1.7401953		-0.7414236		-0.2082119		-0.6905427		-1.4511919		-0.026947021		No		Yes		Yes		U35_44k_v1_22586		LOC_Os02g03670.1		gb|EAZ21606.1| 4e-77  hypothetical protein OsJ_005089 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03670.1 1e-78 expressed protein		GAGGTCACTTTTGCAAGACAGTCAGCTTTTGAAGGGTGTTCATTGAAATTGGATTACCTA		17231		AT5G48790.1

		13183		CUST_32806_PI390587928		9.189965		8.920911		7.1635833		7.5531697		8.862502		8.985225		8.025279		7.632906		8.852627		8.71841		8.422215		7.6346726		-1.254805		1.0455875		1.817173		1.0568248		-1.2634236		-1.1506916		2.3926878		1.0581198		-0.33733845		0.06431389		0.86169577		0.07973623		-0.32746315		-0.2025013		1.2586322		0.081502914		No		Yes		Yes		U35_44k_v1_13183		-		gb|AAS58476.1| 7e-75  unknown [Hordeum vulgare subsp. vulgare]		No hits found		GGTGAGATCCAATTTAGAGATGATGGGGGCCGTCTATTTAACTGGTGCCTGAACAAAAAA		37985		0

		41933		CUST_31830_PI390587928		6.938421		6.462101		7.7691293		7.75553		6.711702		6.196983		6.768892		6.6201897		6.1264706		6.020077		6.757711		7.506697		-1.1701707		-1.2017344		-2.0003293		-2.1967037		-1.755583		-1.3585087		-2.015892		-1.1882453		-0.8119502		-0.26511812		-1.0002375		-1.1353402		-0.2267189		-0.44202375		-1.0114183		-0.2488327		No		Yes		Yes		U35_44k_v1_41933		LOC_Os10g41120.1		emb|CAO16152.1| 2e-16  unnamed protein product [Vitis vinifera]		LOC_Os10g41120.1 1e-15 expressed protein		TCTGATCTAAGACTTTTCAATAGTGGTGAGGACGGGGCTTATCATCTGCTTCAGCTGCTT		37251		AT5G47400.1

		48688		CUST_19370_PI390587928		9.140517		8.84952		9.210696		9.005151		9.386708		8.974689		8.325511		8.409012		9.437062		8.456389		8.167924		8.739766		1.1860715		1.0906353		-1.8470018		-1.5116655		1.2281996		-1.3132397		-2.0601828		-1.2019565		0.29654503		0.1251688		-0.88518524		-0.59613895		0.24619102		-0.3931303		-1.0427723		-0.26538467		No		Yes		Yes		U35_44k_v1_48688		LOC_Os03g31180.3		gb|AAS07206.1| 3e-33  putative diacylglycerol kinase (with alternative splicing) [Oryza sativa (japonica cultivar-group)]		LOC_Os03g31180.3 8e-35 diacylglycerol kinase 1 putative expressed		GAAGATTGCAGCAGACTTGTGTAATTAAGTTGAGATGAAATCAGCTATGCAATGGAACGC		50676		AT5G07920.1

		19768		CUST_9416_PI390587928		10.202508		10.637094		10.59608		10.652501		9.96373		10.227782		9.505914		9.784991		9.722308		9.914056		9.632067		10.330788		-1.1799928		-1.3280517		-2.1289854		-1.8245109		-1.3949368		-1.650654		-1.9507287		-1.249814		-0.4801998		-0.4093113		-1.0901661		-0.86750984		-0.23877811		-0.7230377		-0.9640131		-0.32171345		No		Yes		Yes		U35_44k_v1_19768		LOC_Os02g47420.3		ref|NP_001047852.1| 0.0  Os02g0702600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47420.3 0.0 pollen-specific kinase partner protein putative expressed		CTAATGGTGCATCTGTAATTTGTACGTATGTAACGGCAGCATTGGCCGAGTCTTGCTGAA		12959		AT1G31650.1

		24196		CUST_19310_PI390587928		5.978479		6.0234246		5.8916945		5.109531		5.0937696		5.4368935		4.7668166		4.8944983		5.130401		4.9471393		4.665652		4.891219		-1.8463926		-1.5016319		-2.180831		-1.1607301		-1.8001009		-2.1086		-2.3392446		-1.1633714		-0.8480778		-0.58653116		-1.1248779		-0.21503258		-0.88470936		-1.0762854		-1.2260427		-0.21831179		No		Yes		Yes		U35_44k_v1_24196		LOC_Os01g62500.1		ref|NP_001044774.1| 5e-45  Os01g0842600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62500.1 1e-46 OsFtsH3 - Oryza sativa FtsH protease homologue of AtFtsH3/10 expressed		GAAGAGGCCCAGCAAGTATTGGGGATAGATCGACATGATTACATCCCTGTAACTTATGCT		20972		AT2G29080.1

		28260		CUST_29351_PI390587928		12.009632		11.605526		11.903831		12.071092		12.82274		12.897534		13.607425		12.24236		12.690158		13.542024		13.5873575		12.208499		1.7569919		2.448687		3.257114		1.1260481		1.6027237		3.8277528		3.2121227		1.0999266		0.6805258		1.2920084		1.7035942		0.17126846		0.8131075		1.9364977		1.683527		0.1374073		Yes		Yes		Yes		U35_44k_v1_28260		LOC_Os01g67054.2		gb|ABR15365.1| 2e-15  calreticulin [Triticum aestivum]		LOC_Os01g67054.2 4e-17 calreticulin-3 precursor putative expressed		ACCCTAACTACAAGGGTAAATGGAAGATCCCATGGATTGATAATCCAGGTTAGAAAATAG		27031		AT1G08450.2

		50917		CUST_7923_PI390587928		8.666533		8.09339		10.400214		10.6335		8.583613		7.0233903		8.641503		9.304886		8.668038		6.9384537		8.686015		10.592925		-1.0591596		-2.0994337		-3.3839562		-2.5116131		1.0010437		-2.2267456		-3.2811444		-1.0285237		0.0015048981		-1.0700002		-1.7587109		-1.3286142		-0.082920074		-1.1549368		-1.7141991		-0.040575027		Yes		No		No		U35_44k_v1_50917		-		No hits found		No hits found		CTCCAAACAAGGTAATTGCTTGGAAATTATGTATCAAGGAAGTGTCCAAAGGGTAAAAAA		50613		0

		19121		CUST_39645_PI390587928		12.8270445		13.503455		13.203912		12.498563		12.233403		12.877622		9.809251		10.0475025		11.351813		12.003891		10.944752		11.204555		-1.5090507		-1.5431021		-10.51707		-5.4681783		-2.780282		-2.8275728		-4.787127		-2.4520838		-1.4752312		-0.6258335		-3.394661		-2.4510603		-0.5936413		-1.4995642		-2.25916		-1.2940083		Yes		Yes		Yes		U35_44k_v1_19121		LOC_Os03g15790.1		ref|NP_001049642.1| 5e-57  Os03g0264600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15790.1 1e-58 nucleic acid binding protein putative expressed		GCGTGTGATGTCTTCGATGGCTAAATTTCGTGTTTTGATCTTTTTCTTAAGTAAATCAAG		13931		AT2G29660.1

		46509		CUST_14613_PI390587928		5.8757224		7.113686		3.932143		6.5701904		6.8122406		8.94235		9.741394		10.102336		6.4939103		7.392711		10.0483		10.651956		1.9139036		3.5520806		56.07364		11.568625		1.534946		1.2133746		69.36599		16.932995		0.6181879		1.8286643		5.809251		3.5321455		0.9365182		0.27902508		6.1161566		4.081765		Yes		Yes		Yes		U35_44k_v1_46509		LOC_Os10g34700.1		gb|EAY79000.1| 6e-13  hypothetical protein OsI_032959 [Oryza sativa (indica cultivar-group)]		LOC_Os10g34700.1 1e-14 expressed protein		CAAAAAAGTTGGTCAGCCAGCTAGCTACTAGCATCATCAAGAGACAAAGTTGCCGCCATT		19915		0

		42932		CUST_1250_PI390587928		7.3489547		7.4261575		5.421908		6.0947795		8.064451		9.025964		8.310012		7.805481		8.299615		9.113713		8.773211		7.6942086		1.6420482		3.0310261		7.402969		3.2731993		1.9327569		3.2211053		10.205696		3.0302339		0.9506602		1.5998063		2.888104		1.7107015		0.71549654		1.6875558		3.3513026		1.5994291		Yes		Yes		Yes		U35_44k_v1_42932		LOC_Os09g24310.1		gb|EAZ09063.1| 2e-25  hypothetical protein OsI_030295 [Oryza sativa (indica cultivar-group)]		LOC_Os09g24310.1 3e-27 expressed protein		TTCACAGGATTTACCCCCTTCTTGTGTGCGAGCTTATAAATCATCATTTTGATCAAAAAA		38947		0

		14674		CUST_7277_PI390587928		7.9518647		8.137181		10.32936		9.4777155		7.712471		7.9439864		9.175597		8.462551		7.8944354		8.225307		9.182768		9.142499		-1.1804965		-1.1432928		-2.2249343		-2.0211332		-1.0406098		1.0629886		-2.2139032		-1.2615668		-0.057429314		-0.19319487		-1.1537628		-1.0151644		-0.23939371		0.08812618		-1.1465921		-0.33521652		No		Yes		Yes		U35_44k_v1_14674		LOC_Os04g37710.1		ref|NP_001052936.1| e-109  Os04g0450100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37710.1 1e-110 expressed protein		ATAGACATACTTTAATGTGTATATTCACTCATTTTGCTTCGTATGTAGGCGCCTACTGAA		1988		AT4G24380.1

		20539		CUST_22264_PI390587928		4.6610894		5.4374003		2.770915		2.9815018		4.184695		5.2361245		5.2635226		4.7649956		4.48434		5.9380555		5.8747296		4.6495986		-1.3912625		-1.1497146		5.6279426		3.4425886		-1.130334		1.414856		8.596889		3.1779509		-0.17674923		-0.20127583		2.4926076		1.7834938		-0.47639465		0.5006552		3.1038146		1.6680968		Yes		Yes		Yes		U35_44k_v1_20539		LOC_Os09g20630.1		gb|EAZ44517.1| e-110  hypothetical protein OsJ_028000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g37080.1 1e-93 ASC1-like protein 1 putative expressed		CGTGATATTAATCTCCATATGTATGTGAAGATGTCTTTTCAGAAATACCGAATCTCCAAG		13342		AT1G13580.2

		13409		CUST_38793_PI390587928		13.177512		12.8352785		12.350128		12.80322		14.075366		13.960068		14.053275		13.655505		14.423897		14.196944		13.963403		12.534325		1.8632921		2.180697		3.2561042		1.8053585		2.3724613		2.569817		3.0594547		-1.2048848		1.2463846		1.1247892		1.7031469		0.8522854		0.89785385		1.3616657		1.6132746		-0.26889515		Yes		Yes		Yes		U35_44k_v1_13409		LOC_Os06g45630.1		ref|NP_001058311.1| 1e-12  Os06g0667000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45630.1 3e-14 ATP binding protein putative expressed		TTGTTCGACCTCACTTGGTTTAGGCCCCCTTGGTATGGATGTAAATTTATACTTCCTCTC		25556		0

		25491		CUST_33861_PI390587928		3.2437134		1.9185882		2.9850113		3.6770575		3.753792		2.876304		6.0236917		7.0250154		2.776584		3.2304041		6.1516194		6.1633124		1.4241278		1.9422323		8.21739		10.182062		-1.3823563		2.4825382		8.979332		5.603215		-0.46712947		0.95771575		3.0386803		3.3479578		0.51007867		1.311816		3.166608		2.486255		Yes		No		No		U35_44k_v1_25491		LOC_Os03g04570.1		gb|EAZ16386.1| 1e-52  hypothetical protein OsJ_030595 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33170.1 4e-54 peptide transporter PTR2 putative expressed		TATGGCCTACTACGGCATCGCGGCGAACCTCTTCATCTACCTGACGGAGAAGATGCACCA		45804		AT5G46050.1

		15668		CUST_31834_PI390587928		8.445157		8.465816		8.480038		8.290303		8.880009		8.918861		9.866004		8.52039		9.252855		9.31208		9.537344		8.176685		1.3517718		1.3689274		2.6134694		1.1729051		1.7504165		1.7978402		2.0810423		-1.081938		0.80769825		0.45304585		1.3859663		0.23008633		0.43485165		0.84626484		1.0573063		-0.1136179		No		Yes		Yes		U35_44k_v1_15668		LOC_Os07g31380.1		ref|NP_001059700.1| 0.0  Os07g0496200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g31380.1 0.0 NAD-dependent malic enzyme 62 kDa isoform mitochondrial precursor putative expressed		TCTGGCTGGCCGCTTGGCTAACATTGTATGATCGTTGCCCCTTAGTATTTCATTTAGTTC		5489		AT2G13560.1

		7568		CUST_36687_PI390587928		6.731243		6.7950273		7.0750823		6.925184		6.31836		6.533196		4.534115		5.8498616		5.7527337		5.773148		5.284638		6.7149224		-1.3313439		-1.1989996		-5.8197913		-2.1071925		-1.9704286		-2.0305622		-3.4592142		-1.1568978		-0.9785094		-0.26183128		-2.5409675		-1.0753222		-0.41288328		-1.0218792		-1.7904444		-0.21026134		Yes		Yes		Yes		U35_44k_v1_7568		LOC_Os05g51710.1		ref|NP_001056516.1| 3e-85  Os05g0595500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51710.1 6e-87 expressed protein		TACAAGGACAGTGTTTATACTACTATCTGAAGTCTACAGACCTGAGCCCGCAGGAATCGA		None		AT4G23895.2

		42695		CUST_13432_PI390587928		7.53323		8.107713		8.474483		7.9978256		7.0031724		7.734281		7.3300457		7.323076		6.546936		7.201837		7.306935		7.9979796		-1.4439867		-1.2954305		-2.2105982		-1.5963199		-1.9810891		-1.8736814		-2.2462955		1.0001068		-0.9862938		-0.37343168		-1.1444368		-0.67474985		-0.53005743		-0.9058757		-1.1675477		1.54E-04		No		Yes		Yes		U35_44k_v1_42695		-		No hits found		No hits found		AGCTTACCGGAGGCCTGGATTATGTTTGCAGTATGCAAAGTCAAAATATCTGATGTTCAT		38524		0

		26077		CUST_11522_PI390587928		4.0532584		3.8905919		5.081035		4.389394		4.1357937		3.9434383		3.787184		3.8354466		3.5400543		3.068187		3.4590845		2.8218162		1.0588772		1.0373095		-2.4518168		-1.468097		-1.4272164		-1.7683512		-3.077909		-2.964066		-0.5132041		0.05284643		-1.2938511		-0.5539472		0.08253527		-0.82240486		-1.6219506		-1.5675776		Yes		No		No		U35_44k_v1_26077		LOC_Os01g66100.2		gb|EAZ14396.1| 2e-15  hypothetical protein OsJ_004221 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66100.2 4e-17 gibberellin 20 oxidase 2 putative expressed		AGCTCACACACCTCTCATCTCATGGTGCTCCAGACCGCTCAGCAAGAACCATCCCTGACG		None		0

		4077		CUST_4747_PI390587928		11.821541		11.682902		11.360737		11.935558		11.949241		12.477996		13.570976		12.1480875		12.060905		12.865604		13.512275		11.546346		1.0925504		1.7351899		4.6275206		1.1587178		1.1804726		2.2700155		4.4430118		-1.3096784		0.23936462		0.79509354		2.2102394		0.21252918		0.12769985		1.1827021		2.151538		-0.3892126		No		Yes		Yes		U35_44k_v1_4077		LOC_Os08g17680.1		ref|NP_001061439.1| e-102  Os08g0278900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g17680.1 1e-104 stromal cell-derived factor 2-like protein 1 precursor putative expressed		AGCACATGATGCTGCCTATTACCATTTCGTTCGTGCTTGCTCCGTTTCTTCAAAAAGAAA		10975		AT2G25110.1

		23359		CUST_20695_PI390587928		7.073192		6.6158214		7.119654		7.929074		7.708671		8.680564		11.866029		10.578911		8.255641		9.66921		11.547488		10.14632		1.5534534		4.1835933		26.84115		6.275964		2.269617		8.301598		21.5234		4.650051		1.1824489		2.0647426		4.7463746		2.649837		0.635479		3.053389		4.427834		2.2172465		Yes		Yes		Yes		U35_44k_v1_23359		LOC_Os06g09120.1		gb|EAZ36088.1| 2e-41  hypothetical protein OsJ_019571 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08900.1 5e-43 glutamate receptor 2.6 precursor putative expressed		CATAGTCTTCACATGTAAGCTTGACTCTTACGGTGTAACTTTCGTATGAATGTAAAATGT		None		AT2G32390.2

		14426		CUST_9030_PI390587928		2.128476		2.0938976		2.5174592		2.1020298		2.2950232		2.6855881		6.7438736		4.780168		2.6267297		5.8054714		6.6589866		2.7376935		1.1223692		1.5070117		18.718782		6.4002943		1.4125029		13.100717		17.649155		1.5536524		0.49825382		0.59169054		4.2264147		2.6781383		0.1665473		3.7115738		4.141527		0.63566375		Yes		Yes		Yes		U35_44k_v1_14426		-		emb|CAJ32656.1| 3e-20  putative avenin-like a precursor [Aegilops cylindrica]		No hits found		CATGTGTGGCCGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAATAAAAAA		1466		0

		25813		CUST_34706_PI390587928		4.898559		5.175345		6.643295		5.6033263		4.4296145		4.589483		4.7160077		4.4390626		3.9920099		4.1177773		4.862144		5.239063		-1.3840965		-1.5009357		-3.8033931		-2.241188		-1.8745564		-2.0814192		-3.4370024		-1.2872244		-0.9065492		-0.58586216		-1.9272871		-1.1642637		-0.46894455		-1.0575676		-1.7811508		-0.36426353		Yes		Yes		Yes		U35_44k_v1_25813		LOC_Os08g33082.1		ref|NP_001061843.1| e-100  Os08g0427500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33082.1 1e-101 DNA-repair protein complementing XP-C cells putative expressed		GCAAGAGTTTGTCTAAAAACTTGTCAAATTGCAAGGCAGATAAATATGCATCAACATCGA		26405		AT5G16630.2

		11331		CUST_2970_PI390587928		4.278956		4.218884		4.4525304		4.2368126		3.5681465		3.5696087		3.698244		3.489504		3.251571		3.089029		2.7760541		3.624688		-1.6367222		-1.5683801		-1.6867969		-1.6786581		-2.0383263		-2.1883674		-3.1964626		-1.5285087		-1.027385		-0.6492753		-0.7542863		-0.7473085		-0.71080947		-1.1298549		-1.6764762		-0.6121247		Yes		Yes		Yes		U35_44k_v1_11331		-		No hits found		No hits found		TTTGGAGGAAACCACGCCGCTTCCGGCATTGCCACCATCGGTGCTCCATCATTTGGGTAA		44022		0

		31378		CUST_5509_PI390587928		3.1264193		2.6856945		2.1266966		3.178252		4.2074695		4.8476224		6.966137		4.9590607		4.7267647		5.289083		5.899826		2.9409645		2.1155756		4.475125		28.629694		3.4361873		3.0321589		6.077123		13.6717825		-1.1787744		1.6003454		2.161928		4.8394403		1.7808087		1.0810502		2.6033885		3.7731295		-0.23728752		Yes		Yes		Yes		U35_44k_v1_31378		LOC_Os11g29790.1		ref|NP_001067924.1| 1e-17  Os11g0490200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g29790.1 1e-19 receptor-like protein kinase precursor putative		CGCCCAAACCTTTTGCGTGTTTACAAAAGGGGAAATAAGTCAATATGTATACCTTACTTC		31557		0

		10988		CUST_33519_PI390587928		7.5465603		6.8916793		8.611258		7.967795		6.3820324		6.0193		7.6068134		6.8816104		6.46752		6.414928		7.531218		8.033513		-2.2415986		-1.8306795		-2.0061703		-2.123118		-2.11263		-1.3916065		-2.114094		1.0466058		-1.07904		-0.8723793		-1.0044441		-1.0861845		-1.1645279		-0.47675133		-1.0800395		0.065718174		Yes		No		No		U35_44k_v1_10988		LOC_Os09g38100.1		gb|EAZ45610.1| 2e-54  hypothetical protein OsJ_029093 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38100.1 5e-56 phosphate carrier protein mitochondrial precursor putative expressed		CATCCGAAGATTGTTGTGTGAGAAAAAATGTCATTTTGTTGTGTAAGCAAACGATCGATT		33753		AT2G17270.1

		38999		CUST_30275_PI390587928		7.3473773		7.6993737		8.024419		7.074663		6.672563		7.1148925		6.2287545		6.160218		6.506022		6.632589		6.912424		7.304276		-1.5963912		-1.4994997		-3.471753		-1.8848443		-1.7917325		-2.09476		-2.161443		1.1725203		-0.8413553		-0.58448124		-1.7956643		-0.9144454		-0.6748142		-1.0667849		-1.1119947		0.22961283		No		Yes		Yes		U35_44k_v1_38999		-		No hits found		No hits found		ACATCTGTACATGTACACACTGCGTGCACGCATCAATCAAATCGATTCAAGTCCAAAAAA		35015		0

		34742		CUST_41054_PI390587928		4.032064		3.9006531		4.77815		4.0504947		3.8939295		3.3556774		3.5103643		2.949652		3.1658497		2.9145792		3.0243158		2.990771		-1.1004812		-1.4589958		-2.4079173		-2.1447995		-1.8228732		-1.9807873		-3.372537		-2.084532		-0.8662143		-0.54497576		-1.2677858		-1.1008427		-0.13813448		-0.986074		-1.7538342		-1.0597236		Yes		Yes		Yes		U35_44k_v1_34742		-		ref|XP_385297.1| 4e-65  hypothetical protein FG05121.1 [Gibberella zeae PH-1]		No hits found		GTTGGAAGTTTATGGCGTTTTCTATTCTTATCCCAGTCGGCTCCCCATGCTGCCTATTTT		None		0

		1918		CUST_36241_PI390587928		5.5004926		5.175944		5.8137336		5.2240252		5.209619		4.8376126		4.8962803		3.849816		4.9696875		4.8527374		4.543146		4.2709265		-1.2233808		-1.2642933		-1.8887782		-2.5922577		-1.4447352		-1.251108		-2.412598		-1.9360266		-0.5308051		-0.33833122		-0.9174533		-1.3742092		-0.29087353		-0.32320642		-1.2705874		-0.9530988		No		Yes		Yes		U35_44k_v1_1918		LOC_Os04g43170.1		gb|AAQ74237.1| e-165  caleosin 1 [Hordeum vulgare]		LOC_Os04g43170.1 1e-115 caleosin 1 putative expressed		TGGGGGTGCCGCCACTGGTTGTGGTGAAACATAAATAACGTGATATGCCGTGCTTGTATG		4461		AT5G55240.1

		22073		CUST_39308_PI390587928		2.0439444		2.2873719		2.2826672		1.9782871		3.2320824		4.6403465		3.7075026		1.8539387		3.5241663		2.5917046		3.3314154		1.6825165		2.2785847		5.108765		2.6848388		-1.0900153		2.7899165		1.2348474		2.0687342		-1.2275405		1.480222		2.3529747		1.4248354		-0.1243484		1.188138		0.30433273		1.0487483		-0.29577065		Yes		No		No		U35_44k_v1_22073		LOC_Os08g29570.1		gb|EAZ42586.1| 4e-27  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 8e-29 PDR-type ABC transporter 1 putative expressed		GCACATGTATACATGAACATTTCCGTAGCAATAGTTTACTCAGTAGCAAAGAAATTGTAC		36501		AT1G15520.1

		30113		CUST_23891_PI390587928		7.167807		7.0729375		8.163026		7.7328033		7.0053654		6.8102765		6.9206595		6.623751		6.894693		6.525391		7.0705447		7.4693584		-1.1191797		-1.1996894		-2.3658626		-2.157039		-1.2084135		-1.4615978		-2.1324046		-1.2003415		-0.2731142		-0.26266098		-1.2423663		-1.1090522		-0.16244173		-0.5475464		-1.0924811		-0.2634449		No		Yes		Yes		U35_44k_v1_30113		LOC_Os03g49150.1		ref|NP_001050981.1| 7e-36  Os03g0698500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49150.1 2e-37 protein yippee-like putative expressed		TTGTGATGGTTATTTTGCAACATCCCGTGCATTGCCTGTCCATCCTCTAAGCTGTATGGT		29838		AT2G40110.1

		26422		CUST_8974_PI390587928		5.0844502		5.0780025		5.33485		5.196513		4.619585		4.6871395		4.774227		3.719013		4.7946925		4.7925754		4.7007465		4.515917		-1.3801883		-1.3111775		-1.4749057		-2.7846582		-1.222435		-1.218771		-1.5519729		-1.6028022		-0.28975773		-0.39086294		-0.5606227		-1.4775002		-0.4648652		-0.2854271		-0.6341033		-0.68059635		No		Yes		Yes		U35_44k_v1_26422		LOC_Os12g35890.1		gb|EAZ09620.1| 2e-30  hypothetical protein OsI_030852 [Oryza sativa (indica cultivar-group)]		LOC_Os12g35890.1 5e-27 sarcosine oxidase putative expressed		GTACGCCGTGCTCACGCCCACCCGGCACGTCGACCTGGGCCCGCGGGACGACCCGGCGTT		23040		AT2G24580.1

		21321		CUST_4263_PI390587928		4.853742		4.996172		5.0992527		4.0820045		4.5874023		3.8475745		3.5146053		3.6173992		5.6365623		5.196807		4.9249635		3.565813		-1.2027525		-2.2169826		-2.9993448		-1.3799398		1.7204908		1.149204		-1.1284083		-1.4301748		0.7828202		-1.1485975		-1.5846474		-0.46460533		-0.26633978		0.20063496		-0.17428923		-0.5161915		No		Yes		Yes		U35_44k_v1_21321		LOC_Os03g60260.1		gb|EAZ29058.1| 4e-85  hypothetical protein OsJ_012541 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60260.1 9e-87 ANT1 putative expressed		TGATCTTGAGCTGCAGCACGGGGATTGGCTCGCTGTTAGTCTGTCTGTCGGACCATCCAT		25237		AT3G11900.1

		9071		CUST_30805_PI390587928		4.337609		4.370154		3.8855963		4.521563		4.118385		3.941583		2.9211557		3.7852476		3.976228		3.90644		1.9715365		2.4827044		-1.1641072		-1.3458998		-1.9513067		-1.6659158		-1.2846549		-1.3790874		-3.7686813		-4.1092033		-0.36138082		-0.428571		-0.9644406		-0.7363155		-0.21922398		-0.46371388		-1.9140598		-2.0388587		Yes		No		No		U35_44k_v1_9071		LOC_Os03g13070.1		gb|EAY83465.1| 3e-06  hypothetical protein OsI_037424 [Oryza sativa (indica cultivar-group)]		LOC_Os12g36680.1 3e-07 expressed protein		TTTGTTTGGTCGTGTCGATATGTATGCTTTTGATTCATTCATTTCTAGAAAAGAGGCATG		44144		0

		26500		CUST_34112_PI390587928		5.78521		7.004308		7.0897994		7.2855644		4.8997293		6.2571225		6.1291213		6.028326		3.9265966		5.879726		6.197813		6.96927		-1.8473803		-1.6785153		-1.9462245		-2.3903773		-3.6265895		-2.1803842		-1.8557295		-1.2451282		-1.8586135		-0.7471857		-0.9606781		-1.2572384		-0.8854809		-1.1245823		-0.89198637		-0.3162942		Yes		Yes		Yes		U35_44k_v1_26500		LOC_Os05g51070.1		gb|EAZ34694.1| 2e-31  hypothetical protein OsJ_018177 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g40200.1 4e-33 ATP binding protein putative expressed		TTCTCCCCCTATTTTTCAGGCACGTAGACTAAGGGCATATACAATGAGGTCTTGAAAAAA		29429		AT5G58300.2

		23481		CUST_20909_PI390587928		12.458141		12.350365		12.736874		11.763106		12.200978		12.157504		11.133984		11.034751		12.0271845		11.807303		11.703313		11.596278		-1.1951263		-1.1430279		-3.0375118		-1.6567494		-1.3481274		-1.4570609		-2.0470705		-1.1225877		-0.43095684		-0.1928606		-1.60289		-0.7283554		-0.25716305		-0.54306126		-1.0335608		-0.16682816		No		Yes		Yes		U35_44k_v1_23481		-		No hits found		No hits found		GAGAAGGATCAAAAGCAAGCATTGCCATCCTTCATGTGTAATAAGGATCAAATCAATAAA		20930		0

		48190		CUST_19228_PI390587928		8.270073		8.608213		8.983678		8.531097		7.808336		8.07878		7.8300195		7.9902897		6.5741076		6.799324		8.208858		8.48688		-1.377199		-1.4433621		-2.2247734		-1.4547868		-3.2399359		-3.5037246		-1.710977		-1.0311235		-1.6959653		-0.52943325		-1.1536584		-0.5408077		-0.46173716		-1.8088894		-0.7748203		-0.04421711		Yes		No		No		U35_44k_v1_48190		-		No hits found		No hits found		CGGTGTGTATATATTCTTCCTCTGAATTCTTAAAGAAGGACAGAGATGTAGATAGTCAAA		None		0

		17857		CUST_40320_PI390587928		3.184283		4.6430683		4.219708		4.453528		4.6128936		6.977055		8.718408		7.5923924		5.2187457		7.6528745		8.2657175		5.40094		2.6918733		5.0419674		22.60703		8.808306		4.096701		8.054563		16.518486		1.9284103		2.0344627		2.3339868		4.4986997		3.1388645		1.4286106		3.0098062		4.0460095		0.947412		Yes		Yes		Yes		U35_44k_v1_17857		LOC_Os06g33880.1		gb|EAZ01199.1| 3e-15  hypothetical protein OsI_022431 [Oryza sativa (indica cultivar-group)]		LOC_Os06g33880.1 5e-17 expressed protein		TTCACCTTGTATACATTCAGATTCGCTGCCATATTTCCCACATATATTAACACCGATGCT		None		0

		24503		CUST_6965_PI390587928		7.4885406		7.4753356		6.0360355		6.5762525		7.06831		6.222176		4.2844634		3.9609203		6.5226097		6.419552		4.566805		6.0039062		-1.3381417		-2.3836286		-3.367253		-6.1276426		-1.9533236		-2.0788472		-2.768742		-1.4869398		-0.96593094		-1.2531595		-1.7515721		-2.6153321		-0.42023087		-1.0557837		-1.4692307		-0.5723462		Yes		No		No		U35_44k_v1_24503		LOC_Os09g25490.1		ref|NP_001063207.1| 0.0  Os09g0422500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g25490.1 0.0 CESA9 - cellulose synthase expressed		TTCTCACCGGCAAGTTCATCATGCCGCCGATTAGCACATTCGCCAGTCTCTTCTTCATCT		19517		AT5G17420.1

		30706		CUST_37125_PI390587928		10.36666		11.258214		11.442906		11.198569		9.8826475		10.537229		9.648602		9.706218		9.284112		9.705014		9.94923		10.43476		-1.3986284		-1.6483076		-3.468483		-2.8134718		-2.1177733		-2.934673		-2.8160563		-1.6979679		-1.0825481		-0.7209854		-1.7943048		-1.4923515		-0.4840126		-1.5531998		-1.4936762		-0.7638092		Yes		Yes		Yes		U35_44k_v1_30706		LOC_Os10g37190.1		No hits found		LOC_Os10g37190.1 9e-05 protein kinase domain containing protein expressed		AGGGTTTGTGCGCGCTGACATTATTTGCCAAAAGGTGGCAGTGATCTTAGAGTGAAAAAA		30736		0

		16648		CUST_38107_PI390587928		6.2958407		6.4042993		6.821756		6.542829		7.3551154		8.204305		9.72708		7.741182		7.7906966		8.20654		9.408714		6.8237596		2.0838835		3.4822154		7.491863		2.2947752		2.8183599		3.487615		6.0083065		1.2149782		1.4948559		1.8000054		2.9053245		1.1983528		1.0592747		1.8022408		2.5869584		0.28093052		Yes		Yes		Yes		U35_44k_v1_16648		LOC_Os08g45210.1		ref|NP_001062544.1| 2e-84  Os08g0566900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g45210.1 5e-86 peroxisomal membrane protein PMP22 putative expressed		GAACCTGTTTGGAATAGTAGAAGACAGGGGTGAACCTCATGTCTCGGGAATCCTAAAAAA		6857		AT4G14305.1

		19020		CUST_4957_PI390587928		12.062402		12.916316		13.322782		12.712497		11.555802		12.159389		11.362979		11.339894		11.15622		11.345468		11.705226		12.045745		-1.4206976		-1.6898879		-3.8900876		-2.5893724		-1.8740784		-2.9707937		-3.0685468		-1.5874949		-0.90618134		-0.7569275		-1.9598026		-1.3726025		-0.5065994		-1.5708485		-1.6175556		-0.66675186		Yes		Yes		Yes		U35_44k_v1_19020		LOC_Os04g58910.1		emb|CAH68356.1| e-134  H0723C07.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g58910.1 1e-136 receptor protein kinase TMK1 precursor putative expressed		TTTTTGTTCAACTGGGCACCGTAGGACGGATCGATTGGTTGCCCTTTCTTCCAATTATTC		11526		AT3G23750.1

		30838		CUST_19783_PI390587928		3.4256809		2.3733413		2.7397025		3.7053401		5.4152374		5.259891		6.823954		6.1491737		5.834625		5.849688		6.261414		3.781459		3.9711492		7.3949976		16.9622		5.440856		5.310854		11.12973		11.48526		1.0541784		2.408944		2.8865497		4.0842514		2.4438336		1.9895566		3.4763467		3.5217116		0.076118946		Yes		Yes		Yes		U35_44k_v1_30838		LOC_Os07g26110.1		ref|NP_001059526.1| 3e-13  Os07g0442900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g26110.1 8e-15 plant integral membrane protein TIGR01569 containing protein expressed		GTGAGTACCTTATACGAACTTCTACGTACCTTGGATGAATTGTTCTGATCACATGTGTAG		30924		0

		35192		CUST_12183_PI390587928		11.550454		11.221124		11.488479		11.910225		11.959487		12.744821		12.880193		12.8588		12.148992		12.9669		12.888783		11.797526		1.3277954		2.875269		2.6239026		1.9299655		1.5141808		3.3537524		2.6395733		-1.0812488		0.59853745		1.5236969		1.3917141		0.948575		0.40903282		1.7457762		1.4003048		-0.112698555		Yes		No		No		U35_44k_v1_35192		LOC_Os06g40030.1		ref|NP_001105424.1| 5e-18  protein kinase1 [Zea mays]		LOC_Os03g30890.2 9e-19 S-locus-like receptor protein kinase putative expressed		CTAGGTCACAGTGGTGAAATTTCCATGTTTTTCATGCTAATTTGGAATTTGCAGATATCA		24211		0

		50506		CUST_26639_PI390587928		5.290006		5.0943236		4.3439374		4.449507		4.6070724		4.520601		2.5521276		3.2854786		4.1099935		4.1585736		3.2737997		3.1462357		-1.6054012		-1.4883593		-3.4624898		-2.240823		-2.2657878		-1.9128848		-2.099634		-2.4678788		-1.1800127		-0.57372284		-1.7918098		-1.1640286		-0.6829338		-0.93575		-1.0701377		-1.3032715		Yes		No		No		U35_44k_v1_50506		LOC_Os08g44270.1		gb|AAR92155.1| 2e-42  putative cysteine protease 2 [Iris hollandica]		LOC_Os08g44270.1 3e-42 vignain precursor putative expressed		AGTAGCGTTAAAGTACATTTATAACCATGGCGGCATCACCACGGAGGCTAACTACCCATA		52680		AT5G50260.1

		16779		CUST_4112_PI390587928		12.0429945		12.235298		11.961288		11.854317		12.8763895		12.743781		13.679601		12.779149		13.153188		13.190799		13.331988		11.857923		1.7818736		1.4225535		3.2905123		1.8984636		2.1587455		1.9392524		2.58596		1.0025026		1.1101933		0.50848293		1.7183123		0.92483234		0.833395		0.9555006		1.3706999		0.0036058426		No		Yes		Yes		U35_44k_v1_16779		LOC_Os04g38950.1		ref|NP_001053011.1| e-105  Os04g0463500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38950.1 1e-107 anthranilate synthase component II putative expressed		AAATTATGTGGGTCGTGGTGCTCTTTCTCAAGTAATAAATGGGTAAATCGATGGAAAAAA		8200		AT1G25220.1

		28996		CUST_28084_PI390587928		5.469498		5.45496		6.3552604		6.5291324		6.460871		7.2007756		8.520931		7.900946		6.986208		7.5555263		8.163036		7.3800015		1.9880762		3.3538444		4.48675		2.5879571		2.8613775		4.2887774		3.5010216		1.8035872		1.5167098		1.7458158		2.1656709		1.3718138		0.99137306		2.1005664		1.807776		0.8508692		Yes		Yes		Yes		U35_44k_v1_28996		LOC_Os01g41960.1		gb|EAY74841.1| 9e-58  hypothetical protein OsI_002688 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41770.1 3e-50 expressed protein		TGATATCACCTGGTTATCACAGTTAACTTTCGTTGAGCACCTGGATATGTCTGGGGTGAA		28142		AT2G34930.1

		23295		CUST_12873_PI390587928		9.825634		9.916892		9.444069		9.386506		9.547491		8.823044		7.3968906		8.259784		9.301195		8.903942		7.4668		8.843541		-1.2126329		-2.134426		-4.1329684		-2.1836207		-1.438374		-2.0180333		-3.9374692		-1.4569637		-0.52443886		-1.0938482		-2.0471783		-1.1267223		-0.27814293		-1.01295		-1.9772687		-0.54296494		Yes		Yes		Yes		U35_44k_v1_23295		LOC_Os03g21400.1		ref|NP_001060652.1| 3e-92  Os07g0681300 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48330.1 7e-94 cytochrome P450 72A1 putative expressed		AAAGGAAAGAAAATCTTCCTGAAGCTCAGAGAACTGCAGAAGGCCGTGTCCAAGCCAAAT		18005		AT5G24910.1

		44229		CUST_18423_PI390587928		8.86621		7.9272313		9.314639		8.543752		8.387725		7.1767554		8.11625		6.66143		9.072029		7.9797006		7.744169		6.281899		-1.3932799		-1.6823477		-2.2948327		-3.6866791		1.153341		1.0370383		-2.9700143		-4.79607		0.20581913		-0.7504759		-1.198389		-1.8823218		-0.4784851		0.052469254		-1.5704699		-2.2618527		Yes		No		No		U35_44k_v1_44229		-		sp|P22220|SPE1_AVESA 2e-19  Arginine decarboxylase (ARGDC) (ADC)		LOC_Os04g01690.3 2e-19 arginine decarboxylase putative expressed		CACGCCATGCTTTGCCATTTCTATTGAAGAATAAATAAAGTTCATCTCCCTTCTCAAAAA		5993		0

		11649		CUST_23440_PI390587928		4.1493506		4.984791		5.344425		4.2283816		3.4728425		4.06434		3.9921837		3.594411		3.1947963		2.4222088		2.7505066		3.4322758		-1.5982667		-1.8927065		-2.5530849		-1.5518302		-1.9379809		-5.9076405		-6.037363		-1.7364079		-0.9545543		-0.9204507		-1.3522415		-0.63397074		-0.6765082		-2.562582		-2.5939186		-0.79610586		Yes		No		No		U35_44k_v1_11649		LOC_Os05g36960.1		gb|EAZ34454.1| 2e-22  hypothetical protein OsJ_017937 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36960.1 5e-24 ATP binding protein putative expressed		AATCACAAGATCGAGAAGAAGAAGTATGTGCTGAAGAAAATCCGTCTTGCCAGGCAGACG		22275		AT3G44200.1

		21911		CUST_39943_PI390587928		8.24026		7.626821		7.27416		7.069938		11.862351		11.456886		12.891377		9.967743		12.538902		11.601001		12.441769		6.7667413		12.312837		14.222126		49.085247		7.4529147		19.67978		15.716191		35.94225		-1.2338755		4.298642		3.8300653		5.6172175		2.8978047		3.6220913		3.9741797		5.1676087		-0.3031969		Yes		Yes		Yes		U35_44k_v1_21911		LOC_Os08g09080.2		dbj|BAD05737.1| 4e-95  putative germin A [Oryza sativa Japonica Group]		LOC_Os08g09020.1 9e-97 germin-like protein subfamily 1 member 11 precursor putative expressed		GGTCGCCAGGGTTTGACAACCAAATTGTATTCCTTCTGATTGTAATTATTTATTGTATCT		20191		AT5G38960.1

		26629		CUST_7364_PI390587928		4.077358		4.8320146		5.640129		5.14407		3.8064988		3.666811		3.687575		3.7481556		3.293002		3.6759424		3.9362276		3.615001		-1.206526		-2.2426486		-3.8705914		-2.6315532		-1.7223232		-2.2284987		-3.257808		-2.8859959		-0.7843559		-1.1652036		-1.952554		-1.3959146		-0.270859		-1.1560721		-1.7039015		-1.5290692		Yes		Yes		Yes		U35_44k_v1_26629		-		gb|EAZ38059.1| 6e-27  hypothetical protein OsJ_021542 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06530.1 1e-20 armadillo/beta-catenin-like repeat family protein expressed		AAGGGGAAGAAGGACACCACGTGTTGGTTCAGTTTCTGCACTCTGCTTCGGCCACCGTGA		26157		0

		8620		CUST_4329_PI390587928		6.768625		6.9295897		6.625173		7.1407795		6.874273		6.96462		10.228046		9.384158		7.3171215		7.8442607		9.365474		8.472488		1.0759776		1.0245783		12.149907		4.735047		1.4625609		1.8851391		6.6820955		2.5170064		0.5484967		0.035030365		3.6028733		2.2433786		0.10564804		0.91467094		2.7403007		1.3317089		Yes		Yes		Yes		U35_44k_v1_8620		-		gb|ABA95143.1| 4e-06  hypothetical protein LOC_Os11g44300 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g44300.1 8e-08 hypothetical protein		GATGCAGTTCTTGATGTATGTTATCTACGAGAGTCTATGCTTCAGGGTGAATCGAAAAAA		31555		0

		12497		CUST_8652_PI390587928		6.3857465		6.3086166		6.6756454		6.6357613		6.1875587		5.8834095		5.9250846		5.63146		5.865963		5.8681583		6.1146398		6.1650677		-1.1472564		-1.3427653		-1.6824466		-2.0059714		-1.43374		-1.3570354		-1.4752972		-1.3857756		-0.5197835		-0.42520714		-0.75056076		-1.0043011		-0.19818783		-0.4404583		-0.5610056		-0.4706936		No		Yes		Yes		U35_44k_v1_12497		LOC_Os08g14620.1		gb|EAZ06162.1| 4e-49  hypothetical protein OsI_027394 [Oryza sativa (indica cultivar-group)]		LOC_Os08g14620.1 2e-50 expressed protein		TCTACCGCCTCGTCAACTCCATCTACGTGCTCGGCGTCACCACCGCCTCCGACCACGCCT		None		AT5G57460.1

		37046		CUST_14960_PI390587928		5.4115257		4.999437		4.6727962		4.745042		5.61104		5.2859282		5.683693		4.414368		5.847048		5.81268		5.502582		4.8195157		1.1483117		1.2196704		2.0151632		-1.2576005		1.3524002		1.7571567		1.7774215		1.052977		0.43552208		0.2864914		1.0108967		-0.3306737		0.19951439		0.8132429		0.8297858		0.07447386		No		Yes		Yes		U35_44k_v1_37046		-		No hits found		No hits found		CATATCCTCTTGCCATGTTTCATAAACTTTGGATGCGTGTTGCATTCATGGTATAAAAAA		32649		0

		31960		CUST_38300_PI390587928		6.6941886		6.892054		7.2857018		6.693887		6.690663		6.0411315		5.8298225		5.613911		6.182854		6.0491395		6.1783524		6.000687		-1.0024469		-1.803654		-2.7432368		-2.114001		-1.425368		-1.79367		-2.1544945		-1.616866		-0.5113344		-0.8509226		-1.4558792		-1.0799761		-0.003525734		-0.8429146		-1.1073494		-0.6932001		No		Yes		Yes		U35_44k_v1_31960		LOC_Os10g41290.1		gb|EAZ16985.1| 1e-56  hypothetical protein OsJ_031194 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41290.1 2e-58 protein kinase PVPK-1 putative expressed		TCTACGCCCACTTCGAGACCGACAAGTTCGCCTGCCTCGTCATGGAGTTCTGCCCCGGCG		None		AT2G44830.1

		31776		CUST_22515_PI390587928		4.3129077		4.6821427		4.65346		4.5595975		3.8646457		3.4027193		3.7898748		2.8605232		3.6368926		3.9725583		3.810938		4.225647		-1.3643956		-2.4274194		-1.8195544		-3.2469254		-1.5977206		-1.6353331		-1.7931823		-1.2604601		-0.67601514		-1.2794235		-0.86358523		-1.6990743		-0.44826198		-0.7095845		-0.84252214		-0.33395052		Yes		No		No		U35_44k_v1_31776		LOC_Os01g43320.1		gb|EAZ35441.1| 4e-52  hypothetical protein OsJ_018924 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g43320.1 2e-58 amino acid permease-like protein putative expressed		TTAGATTTACATCCCACCCTGTGTGTCCGTCGTGTCTATATATCACAGCCGTAACCACTA		22158		AT5G41800.1

		21235		CUST_21381_PI390587928		5.751671		5.6309357		4.199621		4.0221877		6.145555		6.0975227		6.451526		5.9701133		6.4415035		6.4231973		5.566171		2.6393945		1.3139261		1.3818367		4.7631135		3.8581936		1.6130965		1.7317871		2.578532		-2.6077275		0.6898327		0.46658707		2.251905		1.9479256		0.39388418		0.7922616		1.36655		-1.3827932		Yes		No		No		U35_44k_v1_21235		LOC_Os01g11340.1		gb|EAY72995.1| 7e-67  hypothetical protein OsI_000842 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11340.1 2e-68 CYP710A1 putative expressed		AAGAAGCTCTTCGGCGACCACAACCTCATCTACATGTTCGGCGAGGACCACAAGGACCTG		40860		AT2G34500.1

		21789		CUST_685_PI390587928		10.459657		10.486613		10.365687		10.084493		10.1031065		10.29718		9.120621		9.480853		9.907623		9.63823		9.524068		9.849576		-1.2803606		-1.1403155		-2.370295		-1.5195452		-1.4661508		-1.8004817		-1.7920607		-1.1768388		-0.5520334		-0.1894331		-1.2450666		-0.6036396		-0.35655022		-0.84838295		-0.8416195		-0.23491669		No		Yes		Yes		U35_44k_v1_21789		LOC_Os02g44300.4		dbj|BAD25629.1| 1e-21  vesicle-associated membraneprotein-like [Oryza sativa Japonica Group]		LOC_Os02g44300.3 2e-23 structural molecule putative expressed		TCTCTTCCATTAAGAACTCGCCCCTTTGAACAAGATTCAAATGATAACAACATTATGTGT		15554		0

		25854		CUST_9601_PI390587928		5.001702		5.3155947		6.076018		5.5321593		3.8276627		4.2942033		5.0865073		4.453638		4.132662		4.0440106		4.6192927		4.3329597		-2.2564254		-2.0298758		-1.9855113		-2.1118703		-1.8264471		-2.414265		-2.7448459		-2.2961226		-0.86904		-1.0213914		-0.98951054		-1.0785213		-1.1740391		-1.271584		-1.4567251		-1.1991997		Yes		No		No		U35_44k_v1_25854		-		ref|NP_001061573.1| 2e-23  Os08g0334300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g24670.1 4e-25 lectin-related protein precursor putative expressed		TCGTTTTTGTAATTATCAAGTAACGTTGCTTGCGGTTGCGGTGCAGAGAGGTGATGGCAT		26371		AT5G10530.1

		45137		CUST_16093_PI390587928		4.604189		6.1293716		6.0968595		4.3162603		3.553611		5.2547817		2.1472332		2.6686099		2.5832863		4.171313		3.4506702		3.1225014		-2.0713594		-1.8334868		-15.450977		-3.1332295		-4.0583763		-3.8853884		-6.260115		-2.2874796		-2.0209026		-0.8745899		-3.9496262		-1.6476505		-1.0505779		-1.9580588		-2.6461892		-1.193759		Yes		Yes		Yes		U35_44k_v1_45137		LOC_Os07g33320.1		gb|EAZ04062.1| 2e-09  hypothetical protein OsI_025294 [Oryza sativa (indica cultivar-group)]		LOC_Os07g33320.1 4e-11 expressed protein		CTATAGTATGTATGTAATTTGTAAATGGAGCAGATCAGGAATGCTTGCTCCTGTTTCAAG		43604		0

		20773		CUST_24172_PI390587928		9.765529		9.321431		10.521415		10.705596		10.661328		10.688937		11.971713		10.565563		10.46379		11.305511		11.943115		10.987718		1.8606409		2.5802414		2.7326455		-1.1019301		1.6225481		3.9561038		2.6790109		1.2159818		0.69826126		1.367506		1.4502983		-0.14003277		0.89579964		1.9840803		1.4217005		0.28212166		Yes		Yes		Yes		U35_44k_v1_20773		LOC_Os05g07300.2		gb|AAF34428.1|AF172282_17 e-138  receptor-like protein kinase [Oryza sativa]		LOC_Os04g01310.1 1e-137 serine/threonine-protein kinase receptor precursor putative expressed		GAAAGAACAAAGGAAGGCAGGCAAGCTTACAGTTACTAATAAGTTAGTATTTGTTAACCA		15336		AT2G19130.1

		18322		CUST_9400_PI390587928		7.968905		7.6545815		7.962897		8.207798		7.7244735		7.484957		6.880793		6.960501		7.360531		7.217384		7.1902504		7.6229763		-1.1846259		-1.1247655		-2.117121		-2.373962		-1.5245401		-1.3539718		-1.7084007		-1.4998536		-0.6083741		-0.16962433		-1.0821037		-1.2472968		-0.2444315		-0.4371977		-0.7726464		-0.5848217		No		Yes		Yes		U35_44k_v1_18322		LOC_Os05g35380.1		gb|EAY98136.1| 2e-73  hypothetical protein OsI_019369 [Oryza sativa (indica cultivar-group)]		LOC_Os05g35380.1 2e-74 universal stress protein family protein expressed		GTATGTTTGCTTGTTGTGTTTGAATCAGTACATACCGTGCGTGAGCTACTACCCAAAAAA		None		AT1G44760.1

		40515		CUST_10865_PI390587928		2.4542255		3.01937		1.8170176		2.1298969		4.0798984		5.378157		6.4376254		4.9773955		4.5666833		5.6700706		5.945542		2.6636992		3.0858605		5.1293893		24.600365		7.197514		4.3242736		6.2797213		17.490799		1.4477397		2.1124578		2.358787		4.620608		2.8474987		1.6256728		2.6507006		4.1285243		0.5338023		Yes		Yes		Yes		U35_44k_v1_40515		LOC_Os01g50100.1		dbj|BAB85651.1| 2e-74  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 3e-69 multidrug resistance protein 4 putative expressed		TAGATCGGAAGTCAAAAATCAATACAAGTAGCAATGAGGGCATGATACTGGAAAATGTCA		17912		AT1G02530.1

		40879		CUST_33168_PI390587928		6.203766		4.983821		5.7153873		5.157205		5.956471		7.830935		6.9278665		6.199669		6.166408		4.8486195		6.0247035		4.9160204		-1.1869794		7.1955953		2.3173552		2.0597422		-1.0262326		-1.0982462		1.2391202		-1.1819628		-0.037357807		2.847114		1.2124791		1.0424638		-0.2472949		-0.13520145		0.30931616		-0.24118471		Yes		Yes		Yes		U35_44k_v1_40879		-		No hits found		No hits found		AGATTGTGAGTCCCGAGCAGAACCGATGCTGCTGATGAGTGATCCCTGATGCTTAAAAAA		None		0

		16047		CUST_34565_PI390587928		1.8478285		2.8436766		1.8226223		1.6934339		1.8825575		1.7937039		4.5837502		2.763685		2.1322343		1.6361365		3.1021245		1.7510544		1.0243644		-2.0704906		6.7792606		2.099799		1.2179086		-2.3094351		2.427552		1.0407478		0.28440583		-1.0499727		2.761128		1.0702511		0.034729004		-1.20754		1.2795022		0.057620525		No		Yes		Yes		U35_44k_v1_16047		LOC_Os10g38489.1		gb|AAG40562.1| 3e-87  glutathione-S-transferase 2 [Aegilops tauschii]		LOC_Os10g38495.1 2e-78 glutathione S-transferase GSTU6 putative expressed		GGAGTAGCATATATGATTGATGTTTGTATGTGAGATTCTTCATGTAATGGTGTTTCGGAA		5838		AT1G10360.1

		26681		CUST_25083_PI390587928		8.152476		8.289863		7.761694		8.082872		8.528981		8.792546		9.44613		8.389629		8.822766		9.336213		9.555428		8.394201		1.298193		1.4168466		3.2141469		1.236924		1.5913929		2.0652988		3.46711		1.2408501		0.67029		0.50268364		1.6844358		0.30675697		0.3765049		1.0463505		1.7937336		0.3113289		No		Yes		Yes		U35_44k_v1_26681		LOC_Os02g42000.1		ref|NP_001047498.1| 1e-15  Os02g0631100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42000.1 3e-17 expressed protein		ACATGGTCCGAATATCTCTGCATTTGAAGCAGAGCGAGAGAAATAATACCTAGCGTGTGG		22188		0

		41727		CUST_21028_PI390587928		5.9640274		4.6614985		3.1574688		3.9350064		5.702057		5.135521		5.966379		5.178594		6.0731444		5.657921		5.1910605		4.48266		-1.1991154		1.3889767		7.007551		2.3678665		1.0785679		1.9950464		4.0942287		1.4617063		0.10911703		0.4740224		2.8089104		1.2435877		-0.26197052		0.9964223		2.0335917		0.54765344		No		Yes		Yes		U35_44k_v1_41727		-		ref|NP_001054319.1| 2e-21  Os04g0685500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58870.1 1e-17 protein binding protein putative expressed		ATGAATTCAGTAGGGTGCTATCAGAATGCAGCAAACCGGTAGAGCTTGAGCATCTTCTCA		36880		AT5G52340.1

		3729		CUST_40643_PI390587928		8.256438		8.074959		6.9734206		7.5795		7.83719		7.807961		8.63919		8.103084		8.303573		8.174535		8.200194		7.523205		-1.3372304		-1.2033012		3.1728275		1.4375213		1.0332106		1.0714585		2.3404303		-1.0397923		0.0471344		-0.2669978		1.6657691		0.5235834		-0.4192481		0.099576		1.2267737		-0.056295395		No		Yes		Yes		U35_44k_v1_3729		LOC_Os01g37920.1		No hits found		LOC_Os01g37920.1 7e-04 expressed protein		GTCTCCCCTGTTTTTTCGTGCTTGCGTTTAGTCTCGCTGAGTAATTCTATGAAATCGTCA		8309		0

		2924		CUST_17749_PI390587928		4.747168		5.123739		3.3646889		1.913207		4.0259604		4.296879		1.6537265		1.6324917		2.5752287		3.505398		1.721696		1.6717895		-1.6485614		-1.7738204		-3.2737916		-1.2147971		-4.5062876		-3.0702171		-3.1231306		-1.1821536		-2.1719394		-0.82685995		-1.7109624		-0.28071535		-0.7212076		-1.6183407		-1.6429929		-0.24141753		Yes		No		No		U35_44k_v1_2924		LOC_Os09g19930.1		ref|NP_001062996.1| 0.0  Os09g0363900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g19930.1 0.0 protein HOTHEAD precursor putative expressed		CTGTACCCAGTAACTATTTGTCTCGTGCAATATTGGCCATTAAATTGTTTATCAACTCAT		2265		AT1G72970.1

		43766		CUST_22461_PI390587928		6.8369484		7.9683967		6.5135894		7.8216634		7.000324		7.9997444		7.8847165		7.7879524		7.1492157		8.434976		7.6073203		8.255888		1.1199043		1.0219663		2.5867257		-1.0236418		1.2416575		1.3818289		2.1342525		1.3511844		0.3122673		0.03134775		1.3711271		-0.033710957		0.16337538		0.46657896		1.0937309		0.4342246		No		Yes		Yes		U35_44k_v1_43766		-		No hits found		No hits found		GTAGTATGTAGCTAGGTGGACTATGCTGATCAGCAAGAAGCTTGGAAGCTGTTTTCAGTA		40822		0

		30373		CUST_18857_PI390587928		8.870595		8.593037		8.041045		9.323578		10.464552		10.948949		12.177391		11.070096		10.936322		11.787662		11.593552		10.240677		3.0187619		5.1191783		17.585882		3.3554776		4.1864495		9.155413		11.733052		1.8883144		2.0657272		2.3559122		4.136346		1.7465181		1.593957		3.194625		3.5525064		0.917099		Yes		Yes		Yes		U35_44k_v1_30373		LOC_Os03g21380.2		ref|NP_001050012.1| 2e-35  Os03g0331700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21380.2 6e-37 calcium-binding protein CAST putative expressed		TCTTTAGAGTTGTGTAATTATTGTGTTGGTTTTTTCAGTCGCTAGGGAGTTGGTGTGTTG		30273		AT4G20780.1

		23292		CUST_12876_PI390587928		8.65032		7.852211		7.9609604		8.659821		8.742499		8.425643		8.984363		8.683919		8.808514		8.528689		8.906353		8.926095		1.0659792		1.4880593		2.032707		1.016844		1.1158891		1.5982337		1.9257128		1.202698		0.15819359		0.57343197		1.0234022		0.024098396		0.0921793		0.6764784		0.9453926		0.26627445		No		Yes		Yes		U35_44k_v1_23292		LOC_Os03g62600.1		ref|NP_001051860.1| 3e-96  Os03g0843100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g62600.1 5e-98 ras-related protein Rab11A putative expressed		GTGAAGTTATAATGTGAAGTCTGAATAGTCTGTCAGCCGTGTGCTCAGGTTCAAGTTTGC		21862		AT1G09630.1

		4146		CUST_3295_PI390587928		12.820394		12.82941		12.714839		12.13443		12.421924		12.973244		11.0943985		11.453357		12.217277		12.273445		11.706885		11.915807		-1.3181093		1.1048374		-3.074689		-1.603332		-1.5189948		-1.4701512		-2.0110564		-1.1636225		-0.603117		0.14383411		-1.6204405		-0.6810732		-0.39846992		-0.55596447		-1.0079536		-0.21862316		No		Yes		Yes		U35_44k_v1_4146		LOC_Os05g32970.1		gb|EAY97952.1| 2e-32  hypothetical protein OsI_019185 [Oryza sativa (indica cultivar-group)]		LOC_Os05g32970.1 5e-34 expressed protein		TTAATGTAAGTGCCGCTAGTGCTACTGCTCCCCTTGTTAAAGAATGAAACGAGTAAAAAA		13690		0

		24133		CUST_14260_PI390587928		6.0550427		5.1945267		5.4452367		6.5293813		5.770532		4.95302		6.900556		6.7411094		5.528833		5.0324454		6.445948		7.098146		-1.2179971		-1.1822265		2.7421727		1.1580745		-1.4401407		-1.1189001		2.0009866		1.483253		-0.52620983		-0.24150658		1.4553194		0.2117281		-0.2845106		-0.16208124		1.0007114		0.5687647		No		Yes		Yes		U35_44k_v1_24133		LOC_Os04g54002.1		gb|EAY95688.1| e-103  hypothetical protein OsI_016921 [Oryza sativa (indica cultivar-group)]		LOC_Os04g54002.1 1e-105 serine/threonine-protein kinase receptor precursor putative expressed		AAAGCATGTGTTTTGGCTTCGCCCCTGGTGTACATAGTCTTATTTTTTGTAACAGCGGCC		36270		AT4G21390.1

		7531		CUST_36722_PI390587928		11.621238		12.308818		12.3038435		11.1442995		10.88029		11.488319		10.9936		9.802651		10.263413		10.918693		11.484601		10.85107		-1.6712734		-1.766016		-2.479834		-2.534407		-2.5629838		-2.6210144		-1.7644793		-1.22538		-1.3578243		-0.82049847		-1.3102436		-1.3416481		-0.7409477		-1.3901253		-0.8192425		-0.2932291		Yes		Yes		Yes		U35_44k_v1_7531		LOC_Os12g01740.2		gb|EAY79671.1| 4e-17  hypothetical protein OsI_033630 [Oryza sativa (indica cultivar-group)]		LOC_Os11g01740.2 1e-18 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		GTTGCTGGTATGAGCTACAGGCTTCTCTTATCTCTACTATCATATTGTACACACCATGAG		47589		0

		7758		CUST_5817_PI390587928		7.775831		7.9928684		8.491869		8.085895		7.656442		7.724032		7.7197876		7.599047		7.5852942		7.393624		7.2830577		7.567078		-1.0862747		-1.2048358		-1.7077317		-1.4013792		-1.1411884		-1.5149231		-2.311471		-1.4327793		-0.19053698		-0.2688365		-0.7720814		-0.4868474		-0.11938906		-0.5992446		-1.2088113		-0.5188165		No		Yes		Yes		U35_44k_v1_7758		LOC_Os03g08830.1		gb|EAY88833.1| e-143  hypothetical protein OsI_010066 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08830.1 1e-145 expressed protein		TCCATTGCACCTTGCTGAGAATAGGAAGTCAAATTTGCACCTTACCCATGTTGCGTTCAG		16429		AT5G10940.1

		22348		CUST_22387_PI390587928		5.9079347		5.7553773		5.026545		4.9063473		7.6273932		8.681279		10.0557785		10.134858		8.50166		10.275749		9.702518		8.4998255		3.293128		7.5994864		32.655033		37.492		6.036556		22.9492		25.56279		12.071041		2.5937257		2.925902		5.0292335		5.228511		1.7194586		4.520372		4.6759734		3.5934782		Yes		Yes		Yes		U35_44k_v1_22348		LOC_Os04g09920.1		ref|NP_001052172.1| 9e-68  Os04g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09920.1 2e-69 cytochrome P450 CYP99A1 putative expressed		GAACCTTGGCAAGCTGCTCATTTCCTGCACCAACACTATCACCGCCAAGGCTACGTTCGG		18595		AT5G24960.1

		2532		CUST_30906_PI390587928		12.306995		12.656677		12.101235		12.0387535		11.875782		12.32732		10.86364		11.256246		11.73058		11.935886		11.172085		11.968904		-1.3483671		-1.2564534		-2.358052		-1.7201184		-1.4911393		-1.6480852		-1.9041545		-1.0496075		-0.57641506		-0.32935715		-1.2375956		-0.7825079		-0.43121338		-0.72079086		-0.9291506		-0.06984997		No		Yes		Yes		U35_44k_v1_2532		LOC_Os02g49150.4		dbj|BAD13027.1| 2e-57  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os02g49150.4 3e-61 expressed protein		TCGCCTGAACGATGAAAACTGTTGTTGTGGCCTGTGTTTTTATGCATCTCTGCTTGTCTG		5897		AT5G09920.1

		14225		CUST_2702_PI390587928		2.8742416		2.6739385		2.7733972		2.1976588		3.5208585		5.5691667		5.392048		5.070961		3.3499672		5.251641		4.488301		1.6672922		1.5654929		7.4396157		6.1417537		7.3274045		1.3906175		5.9698815		3.282747		-1.4442961		0.47572565		2.8952281		2.6186507		2.8733022		0.64661694		2.5777023		1.7149036		-0.53036654		Yes		No		No		U35_44k_v1_14225		LOC_Os04g43800.1		emb|CAA89007.1| 2e-77  phenylalanine ammonia-lyase [Hordeum vulgare subsp. vulgare]		LOC_Os04g43800.1 1e-75 phenylalanine ammonia-lyase putative expressed		TCTCTCTCGCAACTGCCTGGTTCCATCGAGACTTCAAGATACAGTGTTGATCAAACCAAT		1796		AT3G53260.1

		1821		CUST_36407_PI390587928		12.46901		11.632903		11.620959		11.306455		12.503472		11.673465		13.083489		12.589438		13.284806		12.396405		12.82104		11.47199		1.0241748		1.0285141		2.7559125		2.4334173		1.7602689		1.6976066		2.2975254		1.1215819		0.8157959		0.040561676		1.4625301		1.2829838		0.034461975		0.7635021		1.2000809		0.16553497		No		Yes		Yes		U35_44k_v1_1821		LOC_Os04g45970.1		ref|NP_001053457.1| 0.0  Os04g0543900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45970.1 0.0 glutamate dehydrogenase 2 putative expressed		CAGTTCTGTGTGATTGTAAACCTTCAGAGTTGTTGAATGTTTACCAAATGTTTCTGTGAT		4928		AT5G07440.2

		24573		CUST_25869_PI390587928		7.2830644		7.477862		8.340003		8.088609		7.224556		7.034201		7.384788		7.5009513		6.7137055		6.5107822		7.160153		7.721235		-1.0413885		-1.360051		-1.9388685		-1.5028046		-1.483864		-1.9548794		-2.2655323		-1.2900026		-0.5693588		-0.44366074		-0.955215		-0.58765745		-0.058508396		-0.96707964		-1.1798501		-0.36737394		No		Yes		Yes		U35_44k_v1_24573		LOC_Os02g07680.3		gb|EAY84668.1| 1e-86  hypothetical protein OsI_005901 [Oryza sativa (indica cultivar-group)]		LOC_Os02g07680.1 5e-88 cytochrome P450 97B2 putative expressed		TCTCCAATTTGGCTCTCGACATAATTGGATTGGGAGTGTTCAATTTTGATTTTGACTCTG		22726		AT4G15110.1

		43056		CUST_24888_PI390587928		8.619243		8.690537		8.638862		10.0955515		7.9283333		7.989166		7.014768		8.958468		7.589007		7.5106926		7.059517		9.10871		-1.6143007		-1.6260501		-3.0824842		-2.199359		-2.042358		-2.2655241		-2.9883409		-1.981841		-1.0302358		-0.70137167		-1.6240935		-1.137083		-0.6909094		-1.1798449		-1.5793447		-0.9868412		Yes		Yes		Yes		U35_44k_v1_43056		LOC_Os01g40830.1		gb|EAY74756.1| 3e-44  hypothetical protein OsI_002603 [Oryza sativa (indica cultivar-group)]		LOC_Os01g40830.1 2e-44 hypothetical protein		GTCGCCATTGGCTGAAAGCCTGAAGCTCATGAAATAAAGTGCTGTTGCTTTTCTTCATCG		39230		0

		24287		CUST_32271_PI390587928		7.953787		8.327953		8.774166		8.373976		7.917278		7.6017113		7.742925		7.470239		7.762117		7.5630207		7.937162		8.157288		-1.025629		-1.6543243		-2.0437815		-1.8709054		-1.142085		-1.6992906		-1.7863369		-1.1620629		-0.19166994		-0.72624207		-1.0312409		-0.9037366		-0.036509037		-0.76493263		-0.8370042		-0.21668816		No		Yes		Yes		U35_44k_v1_24287		LOC_Os03g16600.1		ref|NP_001045541.1| 1e-17  Os01g0972300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01960.1 3e-06 expressed protein		CCGTCGTTTGCTTCTTTCCGCTGCTGCTGCTCTAGTAGCTACGTACATTTCTTTTCTTGA		29141		0

		47441		CUST_20894_PI390587928		4.827093		4.3472176		4.980947		5.382156		4.2303233		3.068577		4.0260873		4.0865235		4.013767		3.594753		3.5781534		4.6868463		-1.5123267		-2.4261024		-1.9383912		-2.4548457		-1.7572584		-1.6846683		-2.644131		-1.6192319		-0.81332636		-1.2786405		-0.95485973		-1.2956324		-0.5967698		-0.75246453		-1.4027936		-0.69530964		Yes		No		No		U35_44k_v1_47441		LOC_Os01g60910.2		gb|EAZ13989.1| 1e-39  hypothetical protein OsJ_003814 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60910.2 3e-41 CBL-interacting serine/threonine-protein kinase 15 putative expressed		AGCCTGTAACAATGGTACTTACAAAGTTTAAGGAACTGCCCTAAGGAGTGTGTGAAAAAG		48510		AT5G07070.1

		11130		CUST_9885_PI390587928		5.2257137		5.0111394		5.5508904		5.505905		4.828859		4.8490863		4.865623		4.5566306		4.8398113		4.338223		4.4672546		5.193396		-1.3166344		-1.1188782		-1.608		-1.9309014		-1.3066769		-1.5942925		-2.1193705		-1.2418656		-0.3859024		-0.16205311		-0.68526745		-0.94927454		-0.39685488		-0.6729164		-1.0836358		-0.31250906		No		Yes		Yes		U35_44k_v1_11130		LOC_Os09g32740.1		gb|EAZ09666.1| 4e-89  hypothetical protein OsI_030898 [Oryza sativa (indica cultivar-group)]		LOC_Os09g32740.1 4e-90 ubiquitin carboxyl-terminal hydrolase family protein expressed		ATCACATGAGTTTGCGCAGCATAACAATAGTCATAATGTGGATGTAGCTGCTGAAGAAAC		22382		0

		39459		CUST_24986_PI390587928		3.926936		4.3365793		3.243045		4.1183467		4.613866		6.015221		6.6369176		5.5370708		4.7297635		5.9773393		6.004395		4.518886		1.6098541		3.2012644		10.511324		2.6734896		1.744517		3.1183004		6.780304		1.3200014		0.8028276		1.6786418		3.3938725		1.4187241		0.68692994		1.64076		2.76135		0.4005394		Yes		Yes		Yes		U35_44k_v1_39459		-		ref|NP_001062245.1| 1e-21  Os08g0517700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40590.1 1e-23 oxysterol-binding protein OBPa putative expressed		ATTTCATGGTACTAGCATAGAGGCAACGGTGTACGGCAAGAGGCAAGTCAAGCTTTCAAA		35612		AT4G25850.1

		12045		CUST_41786_PI390587928		7.996962		7.3961544		6.8694835		7.2908235		8.917038		8.941911		10.168706		9.29729		9.308453		9.609296		9.444557		7.619715		1.8922148		2.919571		9.843848		4.0179687		2.4819784		4.6368384		5.9590144		1.2560481		1.3114905		1.5457563		3.2992225		2.0064664		0.9200759		2.2131414		2.5750737		0.32889175		Yes		Yes		Yes		U35_44k_v1_12045		LOC_Os07g12850.1		dbj|BAC79582.1| 1e-64  putative receptor-like protein kinase 4 [Oryza sativa Japonica Group]		LOC_Os07g34980.1 4e-48 protein kinase domain containing protein		TTAAACTGCTGGGATGCTGCACTCAAGGAGATCGAGAAAAGATAATTGTATATGAATACA		26051		AT3G16030.1

		21154		CUST_1136_PI390587928		3.4346287		2.4622595		3.447112		4.7573295		3.0545604		3.2439117		7.7961526		7.295549		3.2856114		3.088452		6.739971		6.4159985		-1.3014035		1.7190984		20.379412		5.808717		-1.108814		1.5434862		9.800526		3.1572511		-0.14901733		0.7816522		4.3490405		2.5382195		-0.3800683		0.62619257		3.292859		1.658669		Yes		Yes		Yes		U35_44k_v1_21154		LOC_Os09g08072.1		ref|NP_001054173.1| 6e-99  Os04g0664900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g56930.1 2e-99 beta-fructofuranosidase insoluble isoenzyme 5 putative expressed		GTCGGTGAATTTTGTGTAACCTTCCCCTTTGTTATTTTGCATTCACGTACGGATGTGGAC		15050		AT3G13790.1

		8975		CUST_7501_PI390587928		5.9583154		6.0688415		7.3021336		6.1510005		5.6577415		5.3127246		5.622831		3.6486037		5.5641		5.714132		5.6433177		6.178143		-1.2316341		-1.6889386		-3.2027311		-5.6662602		-1.314228		-1.2787281		-3.1575725		1.0189918		-0.39421558		-0.75611687		-1.6793027		-2.5023968		-0.30057383		-0.35470963		-1.6588159		0.027142525		Yes		Yes		Yes		U35_44k_v1_8975		LOC_Os09g34920.1		gb|ABG73453.1| e-128  glycosyl hydrolase family 29 [Oryza brachyantha]		LOC_Os09g34920.1 1e-129 alpha-L-fucosidase 1 precursor putative expressed		ACCATTTCCAGGAGTGGTTCGACACCGTGAGGCAGCTGCAGGGCTCCATCAACATCTTCT		22478		AT2G28100.1

		17927		CUST_29232_PI390587928		8.612619		1.9000058		2.844321		5.3629036		7.587724		1.7100658		1.5678669		4.778895		6.165951		1.5875927		1.9030899		5.6052246		-2.0348115		-1.1407162		-2.4224286		-1.4990087		-5.451558		-1.241783		-1.9201661		1.1828942		-2.4466686		-0.18993998		-1.2764541		-0.5840087		-1.0248952		-0.3124131		-0.94123113		0.24232101		No		Yes		Yes		U35_44k_v1_17927		LOC_Os12g40920.4		gb|EAY83788.1| 1e-72  hypothetical protein OsI_037747 [Oryza sativa (indica cultivar-group)]		LOC_Os12g40920.1 4e-74 light-inducible protein CPRF-2 putative expressed		TCCTTGTTGCTATGCCCAGACCTGATATGTATATATGCATGCTTATCCATGGTCATTTGA		8538		AT5G28770.2

		9017		CUST_11442_PI390587928		9.524653		9.829447		9.622029		9.64764		9.796599		11.004304		10.694778		10.836323		10.242717		10.927245		10.479976		9.083328		1.2074354		2.2577052		2.1034377		2.279445		1.6449723		2.140278		1.8124565		-1.4786822		0.71806335		1.1748571		1.0727491		1.1886826		0.27194595		1.0977983		0.8579464		-0.564312		No		Yes		Yes		U35_44k_v1_9017		-		No hits found		No hits found		TATTCTGGCCTGGAGACCTCATTCCTCGGTTGAATTCCATCCATTTGTAGTCTCAAAAAA		29802		0

		46448		CUST_15593_PI390587928		4.0025115		5.198707		4.1456776		2.5744922		3.9051678		4.6143794		1.7963694		2.1805627		4.0228386		3.2449262		3.04028		1.833402		-1.0698019		-1.4993402		-5.0957975		-1.3139673		1.0141894		-3.8738844		-2.1515815		-1.6714383		0.020327091		-0.5843277		-2.349308		-0.39392948		-0.09734368		-1.9537809		-1.1053975		-0.7410902		No		Yes		Yes		U35_44k_v1_46448		LOC_Os04g54810.1		gb|AAK38481.1| 5e-22  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 1e-16 beta-D-xylosidase putative expressed		AGTGTTCTGCTTTAGGGACGGCCTGAGCTACACCAATATGTCTCACAGCCTCGTGTCCGC		46586		AT5G64570.1

		34625		CUST_37831_PI390587928		5.0321355		5.5198536		5.6623588		6.256536		5.9490356		5.0598197		3.2153046		5.7437973		3.8900826		3.543499		3.8952014		2.7365339		1.8880541		-1.3755741		-5.4530153		-1.426756		-2.2069483		-3.9349754		-3.403826		-11.471659		-1.1420529		-0.4600339		-2.4470541		-0.5127387		0.91690016		-1.9763546		-1.7671573		-3.5200021		Yes		No		No		U35_44k_v1_34625		-		No hits found		No hits found		ACCTGTAATGCGGTTTCGACCCGTTGTATGTAAACAGCTTACGTTATCCTGGTTAAAAAA		5626		0

		4269		CUST_4324_PI390587928		10.3011465		9.876439		10.724907		10.162629		9.976094		9.185971		8.765041		8.452468		10.020001		9.800117		9.567297		9.491588		-1.2527099		-1.6138067		-3.8902574		-3.2719738		-1.2151589		-1.0543271		-2.2308755		-1.592222		-0.2811451		-0.69046783		-1.9598656		-1.7101612		-0.32505226		-0.076322556		-1.1576099		-0.6710415		Yes		Yes		Yes		U35_44k_v1_4269		LOC_Os03g04470.1		ref|NP_001048903.1| 3e-65  Os03g0137600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04470.1 6e-67 expressed protein		TCACGAAAACTACTGTATATCCCAACTTACATACGTGCAGGTATGCATCACAACAAAAAA		10158		AT2G36885.1

		10998		CUST_33485_PI390587928		8.079831		8.103425		7.969437		7.597593		7.302817		7.400085		6.1486335		6.1271977		6.9364114		6.881125		6.635882		6.974785		-1.7135808		-1.6282701		-3.5327795		-2.7709777		-2.2090404		-2.333184		-2.5202296		-1.5398694		-1.1434197		-0.70334005		-1.8208036		-1.4703951		-0.77701426		-1.2223		-1.3335552		-0.622808		Yes		Yes		Yes		U35_44k_v1_10998		-		No hits found		No hits found		CTACAAACTTTTGGATTGAAAGTTGTTTGATGAGTTGTGAGATCCCTTTTTCTAACCACA		None		0

		11944		CUST_11340_PI390587928		4.052245		4.3346167		4.9044623		4.6478314		3.4540536		3.635245		3.1748478		3.983485		3.7857275		2.759305		3.113577		3.86397		-1.5138177		-1.6237973		-3.316392		-1.5848502		-1.2029008		-2.9799986		-3.460272		-1.721733		-0.26651764		-0.6993716		-1.7296145		-0.66434646		-0.5981915		-1.5753117		-1.7908854		-0.7838614		Yes		No		No		U35_44k_v1_11944		LOC_Os09g12730.2		gb|EAZ08516.1| e-139  hypothetical protein OsI_029748 [Oryza sativa (indica cultivar-group)]		LOC_Os09g12730.2 1e-140 RNA binding protein putative expressed		GAAAATGCCTACATCTTTTGGGAGTTATCTGCATACTGATATGAGTAGTCATGAGGATCG		23350		AT4G12640.1

		4171		CUST_3271_PI390587928		6.1364174		6.0180535		6.786795		7.287743		6.61957		7.0883307		8.736103		8.415313		6.8237624		7.311062		8.10174		7.465751		1.3977946		2.0998368		3.8618922		2.1849036		1.6103173		2.4503849		2.487928		1.1313208		0.687345		1.0702772		1.9493079		1.1275697		0.4831524		1.2930083		1.3149447		0.17800808		Yes		No		No		U35_44k_v1_4171		LOC_Os04g12600.1		emb|CAH67716.1| 3e-47  H0512B01.11 [Oryza sativa (indica cultivar-group)]		LOC_Os04g12580.1 3e-48 receptor-like protein kinase putative		TTCTGTGGGTCAGCAGGACAAGGTACTCGGAAGCCATCTCATCGCCACAGACTGCTCCTA		10805		AT5G60900.1

		1770		CUST_4665_PI390587928		10.276611		11.5017805		8.913964		11.024577		8.909536		11.640706		11.353433		11.052102		9.239915		11.728859		10.171796		8.643262		-2.5794706		1.1010848		5.424418		1.019262		-2.0515246		1.1704623		2.3913603		-5.210115		-1.0366964		0.13892555		2.4394684		0.027524948		-1.367075		0.22707844		1.2578316		-2.3813152		No		Yes		Yes		U35_44k_v1_1770		LOC_Os10g25230.1		ref|NP_001064511.1| 9e-25  Os10g0391400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g25230.1 2e-26 ZIM motif family protein expressed		GGTCCATGTAAATGTGTGGCAGTTGTTGGAGTCCAAATTTTGAATTATGACTAGAATTAT		4816		0

		5248		CUST_3702_PI390587928		11.305842		11.893857		12.9690275		12.782268		10.846352		11.530784		11.182484		11.556095		10.319327		10.912613		11.793262		12.768418		-1.3750564		-1.2861629		-3.4498744		-2.339455		-1.981393		-1.9741671		-2.2591279		-1.0096458		-0.98651505		-0.36307335		-1.7865438		-1.2261724		-0.45949078		-0.9812441		-1.175766		-0.013849258		No		Yes		Yes		U35_44k_v1_5248		LOC_Os01g17390.1		ref|NP_001042756.1| e-112  Os01g0281000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17390.1 1e-113 cyclin-like F-box putative expressed		GTGTATATAACCGCAGTTTGCGTTTCTTTTTGCCTGCTGTTGTAGTTCTAGAGCAGAAAG		13530		AT2G26850.1

		31524		CUST_17236_PI390587928		7.9536567		8.299243		8.309322		7.856977		7.7072635		7.9168944		7.0957084		7.1293054		7.3488936		7.618914		7.098293		7.4235044		-1.1862378		-1.303462		-2.3191786		-1.6559644		-1.520729		-1.602505		-2.3150277		-1.3504803		-0.60476303		-0.38234854		-1.213614		-0.7276716		-0.2463932		-0.68032885		-1.2110295		-0.43347263		No		Yes		Yes		U35_44k_v1_31524		LOC_Os04g58910.1		gb|AAO72615.1| 6e-25  receptor-like protein kinase-like protein [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58910.1 1e-26 receptor protein kinase TMK1 precursor putative expressed		GAGGCACGCAGTTTTATGGTCTCCCTGCAGGTTCTTCGTTGTGCCACCAAGAACTTTGCT		24440		0

		21487		CUST_20409_PI390587928		8.672291		9.074458		8.415458		7.854296		8.409379		8.771188		7.0457497		8.014679		7.8796554		8.073396		7.817331		7.8707004		-1.199898		-1.2339383		-2.5841827		1.1175836		-1.7322359		-2.0014734		-1.51375		1.0114354		-0.79263544		-0.30327034		-1.3697081		0.16038275		-0.2629118		-1.0010624		-0.5981269		0.016404152		No		Yes		Yes		U35_44k_v1_21487		LOC_Os01g09430.1		gb|EAZ10858.1| 2e-76  hypothetical protein OsJ_000683 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g09430.1 3e-78 syringomycin biosynthesis enzyme putative expressed		TGTGCTGCTCTTGCTTGTTTGCAGACCTATAACATCTGAAGTCCTGAACTTTGCAATAAA		24856		AT3G21360.1

		30844		CUST_19756_PI390587928		7.097323		7.9726524		8.822614		8.433383		6.6477485		7.0430107		7.4885826		7.1752543		6.450941		6.702949		7.773724		8.366307		-1.3656374		-1.9048029		-2.5210612		-2.3918529		-1.5652378		-2.41112		-2.0689368		-1.0475911		-0.64638186		-0.9296417		-1.3340311		-1.2581286		-0.44957447		-1.2697034		-1.0488896		-0.06707573		No		Yes		Yes		U35_44k_v1_30844		-		No hits found		No hits found		AAGCTACAACAAAACCGAATGGACCGTGGTCCGTCCTGCTTATGAAATATTATACACTAT		30939		0

		36493		CUST_8530_PI390587928		2.2216709		2.8406212		2.472904		4.0829244		1.5963806		3.1702464		5.02644		5.1165657		1.931358		2.8211527		2.4350572		1.8348413		-1.5425211		1.2566868		5.8707147		2.0471847		-1.2229055		-1.013586		-1.0265806		-4.750512		-0.2903129		0.32962513		2.5535362		1.0336413		-0.6252903		-0.019468546		-0.037846804		-2.248083		No		Yes		Yes		U35_44k_v1_36493		-		No hits found		No hits found		TTAGCTAGTACACGGTGGTTTGCTTATCCTACGAAGAGATAAGATTGATAACTCAAAAAA		None		0

		21543		CUST_40847_PI390587928		5.6631126		6.375057		6.40735		5.4610877		5.264644		5.5106587		4.8217587		4.8487225		4.8965535		4.778871		4.820453		4.8357854		-1.318108		-1.8205805		-3.001308		-1.5287635		-1.7012075		-3.0234299		-3.0040252		-1.542534		-0.7665591		-0.8643985		-1.5855913		-0.61236525		-0.3984685		-1.5961862		-1.5868969		-0.6253023		Yes		Yes		Yes		U35_44k_v1_21543		LOC_Os05g08370.1		gb|AAR29967.1| 2e-47  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os05g08370.1 4e-40 CESA1 - cellulose synthase expressed		ACAAAGCACAGCACTTTTTTCTTCCTTGCCATGATAAGATAGAGGAGTGGAGGAGGAGGA		40070		AT4G32410.1

		4022		CUST_32405_PI390587928		11.147023		12.113597		12.006134		11.93658		11.7167635		12.684239		13.56509		12.090633		12.209884		13.229732		13.216901		12.150482		1.4842564		1.4851848		2.946406		1.1126915		2.0890696		2.1676543		2.3146062		1.1598213		1.0628605		0.5706425		1.5589561		0.15405369		0.5697403		1.1161346		1.2107668		0.21390247		No		Yes		Yes		U35_44k_v1_4022		LOC_Os04g52460.1		gb|EAZ31972.1| 2e-98  hypothetical protein OsJ_015455 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52460.1 1e-100 viral A-type inclusion protein repeat containing protein expressed		TATATCTGGGTTGTTGGTTGGCAAGAGCCTAAGAGGTTTCATTTCTCCGAGACCAAAAAA		12363		AT2G32240.1

		4280		CUST_4313_PI390587928		11.103097		11.43748		10.9544935		9.349874		10.491347		10.418588		9.144466		8.302587		10.981003		11.118355		10.14536		8.852533		-1.5281113		-2.0263624		-3.5064888		-2.06664		-1.0883135		-1.2475739		-1.7521588		-1.4116087		-0.122094154		-1.0188923		-1.8100271		-1.047287		-0.61174965		-0.31912518		-0.8091335		-0.4973402		Yes		No		No		U35_44k_v1_4280		LOC_Os05g27100.1		gb|AAV32180.1| 2e-31  unknown protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g27100.1 5e-33 expressed protein		ATACACTCGCTCCTAGCAATTTTTCAAGCTGCACGTTTTACCTTCCGGCATAACTACGTA		10306		AT5G14910.1

		28318		CUST_13603_PI390587928		4.045936		5.007971		6.019301		5.325245		3.8571389		4.3223305		4.8659444		4.5863576		3.6417053		3.2110684		4.176812		4.725352		-1.1398131		-1.6084157		-2.224308		-1.6688882		-1.3233832		-3.4747336		-3.5862815		-1.5156043		-0.40423083		-0.68564034		-1.1533566		-0.7388873		-0.18879724		-1.7969024		-1.8424888		-0.5998931		Yes		No		No		U35_44k_v1_28318		LOC_Os06g45120.1		dbj|BAB18682.1| 1e-45  vacuolar proton-ATPase [Hordeum vulgare subsp. vulgare]		LOC_Os06g45120.1 3e-43 vacuolar ATP synthase catalytic subunit A putative expressed		TAAAAAGGGTACCGTTAGTTACACTTTACCCAGTACCCCAGTTGTTTAGCACCAGAAGCC		27125		AT1G78900.2

		21525		CUST_40886_PI390587928		11.935327		11.707981		12.073396		12.912456		11.302125		11.551684		11.045308		11.936418		10.705735		10.992568		11.290372		12.9021845		-1.5510031		-1.1144228		-2.0393193		-1.9670559		-2.3450055		-1.6419533		-1.7207336		-1.0071448		-1.2295914		-0.15629673		-1.0280876		-0.976038		-0.6332016		-0.7154131		-0.78302383		-0.010271072		No		Yes		Yes		U35_44k_v1_21525		LOC_Os11g39370.1		gb|EAZ11432.1| e-146  hypothetical protein OsJ_001257 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g39370.1 1e-148 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TATGTCAGAAGTTGTGAATATGCTGGAAGGAAAATTTGTGCCGGAAGATCAGTGGGAGGA		26264		AT5G10290.1

		16695		CUST_28285_PI390587928		11.391316		11.296086		10.641602		11.00257		12.197543		11.677044		14.133534		14.273654		12.5654		12.354875		13.330234		12.264435		1.7486321		1.3022059		11.250622		9.653712		2.2564952		2.0831811		6.447018		2.3980548		1.1740837		0.3809576		3.4919329		3.2710838		0.80622673		1.0587883		2.688632		1.2618647		Yes		Yes		Yes		U35_44k_v1_16695		-		emb|CAA69915.1| 8e-32  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 2e-19 subtilisin-chymotrypsin inhibitor 2 putative expressed		CGATCAAGTCACATAGAGGTACATATATAGAGCTGGTGGCGTTTGTCCCATTTCGTTTCC		3381		0

		9799		CUST_5574_PI390587928		3.741124		4.760774		3.983469		3.7312524		4.020024		3.5668824		3.0219345		2.2513714		3.0212097		3.0735466		1.82695		4.1366105		1.2132694		-2.2876904		-1.9473801		-2.7892573		-1.6470841		-3.2203722		-4.458378		1.3244176		-0.7199142		-1.1938918		-0.9615345		-1.479881		0.2788999		-1.6872275		-2.156519		0.40535808		No		Yes		Yes		U35_44k_v1_9799		LOC_Os04g37550.1		gb|EAY89779.1| 6e-41  hypothetical protein OsI_011012 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20290.1 1e-42 aspartic proteinase nepenthesin-1 precursor putative expressed		TACTAATTAGCATGAAGATGAAGCAGTACGTTATCCTGATGACGGTCCTGTTGGCATGGC		25824		AT1G64830.1

		43994		CUST_8770_PI390587928		6.22485		7.1785603		7.6347528		6.871469		5.7428823		5.912786		6.4837437		6.018164		5.59		5.385099		5.72831		5.59169		-1.3966475		-2.4045622		-2.2206917		-1.8066348		-1.5527763		-3.4664557		-3.7488358		-2.4280176		-0.63485		-1.2657743		-1.1510091		-0.85330486		-0.48196793		-1.7934613		-1.9064426		-1.279779		Yes		Yes		Yes		U35_44k_v1_43994		LOC_Os02g08270.1		ref|NP_001046082.1| 2e-25  Os02g0179200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08270.1 3e-27 defense-related protein putative expressed		ATCAGTTATCTTGCCCAGTGCCAGCTGAGCTAGCCATATAGCTCCGTCGCCTGCTTCCGA		41376		AT2G23960.1

		50834		CUST_25898_PI390587928		7.8196054		7.4239182		8.452472		8.625011		7.0320115		6.865277		6.51782		6.3324046		6.647007		7.0010586		6.996271		8.212242		-1.7261931		-1.4728816		-3.8228586		-4.899406		-2.2541733		-1.3405821		-2.743848		-1.3312387		-1.1725984		-0.55864143		-1.9346519		-2.2926068		-0.78759384		-0.42285967		-1.4562006		-0.41276932		Yes		Yes		Yes		U35_44k_v1_50834		-		No hits found		No hits found		GATTCTAGCTACTACTCAACTACCGTCGTGAATGAAATTTATCATGCTAAGTATCGTAAA		None		0

		8198		CUST_5684_PI390587928		8.442651		7.6786823		7.9816766		7.886051		8.135383		7.445022		6.9135346		6.875		7.918083		7.2005925		7.2872367		7.7388005		-1.2373624		-1.1758143		-2.0967312		-2.015379		-1.4385024		-1.3928982		-1.6182561		-1.1074569		-0.5245676		-0.23366022		-1.0681419		-1.0110512		-0.30726814		-0.4780898		-0.6944399		-0.14725065		No		Yes		Yes		U35_44k_v1_8198		LOC_Os01g09740.1		gb|EAZ10877.1| 3e-70  hypothetical protein OsJ_000702 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g09740.1 5e-72 expressed protein		GTGCTTGCTTATGGAACGGAAACAAAAATGATCAGTAATTATGCTTGTCCTAACAAATCA		24071		AT4G29420.1

		50091		CUST_14097_PI390587928		3.8699505		3.1128683		2.80966		2.0734997		4.186608		3.957281		3.2314177		2.936383		4.2549834		5.141538		4.213354		3.655613		1.2454416		1.7955338		1.3395586		1.8186694		1.3058896		4.0802846		2.645782		2.994081		0.3850329		0.8444128		0.4217577		0.8628833		0.3166573		2.0286698		1.4036942		1.5821133		Yes		No		No		U35_44k_v1_50091		-		emb|CAD40915.2| 4e-05  OSJNBa0088K19.7 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35410.2 1e-06 expressed protein		TTGCACACAGACAGAAGGTCAGCGGTGTTTGGGAAGCTAAAGTCAGAGATAATATGGAGT		52113		0

		27636		CUST_31855_PI390587928		5.4067593		5.36885		5.3831444		5.8162193		5.384476		5.6563764		6.450098		6.298012		5.608895		5.878529		6.162974		6.0202866		-1.0155654		1.2205455		2.095005		1.3964776		1.1504		1.4237332		1.716928		1.1519413		0.20213556		0.28752613		1.0669537		0.48179245		-0.022283077		0.50967884		0.7798295		0.20406723		No		Yes		Yes		U35_44k_v1_27636		LOC_Os07g44010.1		No hits found		No hits found		CGCGACGCTGGCAGTTCTCGGCGAGGCGTCCGGGATCGGGTTCGACCTGCACCACCGGTC		22606		0

		8080		CUST_8440_PI390587928		8.2294035		8.675461		8.794869		9.888806		7.652126		8.310983		7.3872037		8.749771		6.543392		7.3040237		7.6792355		9.770789		-1.4920311		-1.2874159		-2.6530755		-2.202337		-3.2176588		-2.5872815		-2.166902		-1.0852423		-1.6860113		-0.3644781		-1.4076657		-1.1390352		-0.57727766		-1.3714371		-1.115634		-0.1180172		Yes		No		No		U35_44k_v1_8080		LOC_Os09g31130.1		gb|EAZ07533.1| 1e-83  hypothetical protein OsI_028765 [Oryza sativa (indica cultivar-group)]		LOC_Os08g39370.1 3e-85 tonoplast dicarboxylate transporter putative expressed		AATTGTGTTATGGATGACTAGGAACCTAACAGACGACATTCCTGGGTGGGGAGTTCTCTT		17624		AT5G47560.1

		26216		CUST_10885_PI390587928		7.4688087		7.4382443		7.903032		7.3306255		6.9756813		6.8815303		6.2736073		6.530413		6.854489		6.331759		6.2558103		6.8152695		-1.4074926		-1.4709152		-3.0938957		-1.7413574		-1.5308361		-2.1532044		-3.1322982		-1.4293469		-0.6143198		-0.55671406		-1.6294246		-0.8002124		-0.49312735		-1.1064854		-1.6472216		-0.51535606		No		Yes		Yes		U35_44k_v1_26216		LOC_Os09g25330.1		ref|NP_001063200.1| e-132  Os09g0420900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g25330.1 1e-134 signal transducer putative expressed		AAGCTGTTGAAAGTTGCAATATTAGTTGGGTCTGGGGATCATGTGAAGGAGGAGCTCATG		22177		AT4G31820.1

		6874		CUST_18564_PI390587928		7.3490043		6.4208055		7.5882545		9.505624		6.996053		8.850356		12.398038		11.753415		6.5556984		7.0719814		12.007268		11.254317		-1.2771704		5.387256		28.047173		4.7495513		-1.733041		1.5704478		21.392208		3.3605409		-0.7933059		2.4295506		4.8097835		2.2477913		-0.35295105		0.651176		4.4190135		1.7486935		Yes		Yes		Yes		U35_44k_v1_6874		LOC_Os09g26960.1		ref|NP_001063285.1| 0.0  Os09g0441400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26960.1 0.0 flavonoid 3-monooxygenase putative expressed		TATCGTCTATGGTCGTAGACTAAATGATAGGGATGTGTAAGGAAGGGTGGAAAAAATGTA		14491		AT5G07990.1

		39423		CUST_20983_PI390587928		4.1493764		4.1695924		4.7342944		4.5675983		2.9518433		3.4452803		3.3479578		3.170703		2.6473966		3.1176167		3.194659		2.8087416		-2.2934718		-1.6521126		-2.6141403		-2.633343		-2.8323114		-2.0733674		-2.9072104		-3.3842983		-1.5019798		-0.72431207		-1.3863366		-1.3968954		-1.1975331		-1.0519757		-1.5396354		-1.7588568		Yes		Yes		Yes		U35_44k_v1_39423		-		No hits found		No hits found		ATTAGTTGGTTTCGGTCCCGGGGCAATTAAAAACAAGGCAAGGGGCGCTGGGCCAACTGG		35566		0

		14701		CUST_37294_PI390587928		9.430717		9.144753		8.555772		8.799046		10.030835		9.938239		10.327066		10.861667		8.9405155		9.5713415		10.433145		9.644405		1.5158402		1.733257		3.4136014		4.177446		-1.4046415		1.3440511		3.6740537		1.7967128		-0.49020195		0.79348564		1.7712946		2.062621		0.6001177		0.42658806		1.8773727		0.8453598		Yes		No		No		U35_44k_v1_14701		LOC_Os04g08350.4		gb|EAZ29717.1| 1e-72  hypothetical protein OsJ_013200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g08350.4 2e-74 cysteine synthase chloroplast precursor putative expressed		AAGGCCACCCAGCTCTATGACAACCATCCTAGCGCATTCATGCTCCAGCAGTTCGAGAAC		1295		AT3G61440.1

		48458		CUST_8556_PI390587928		12.9801		13.239803		13.860809		13.793538		12.714428		12.911914		12.375534		12.439159		12.476947		12.442966		12.63271		13.508525		-1.2021956		-1.2551758		-2.799706		-2.5568697		-1.4173075		-1.7372879		-2.3425808		-1.2184215		-0.50315285		-0.32788944		-1.4852753		-1.3543787		-0.26567173		-0.79683685		-1.2280989		-0.2850132		No		Yes		Yes		U35_44k_v1_48458		LOC_Os06g39520.1		gb|EAZ37535.1| 5e-14  hypothetical protein OsJ_021018 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39520.1 1e-15 myristoyl-acyl carrier protein thioesterase chloroplast precursor putative expressed		CGAGCCCCTTGAAAGCAGCCTGTTTTATACTTACTATCTTTTAAGATCGTATATTGGTAT		16445		0

		14724		CUST_37271_PI390587928		6.033624		7.3592877		3.969115		3.2643661		5.87381		6.778116		3.0852158		4.305855		5.895535		5.5163274		2.0688212		3.0466778		-1.1171434		-1.4960636		-1.8453561		2.0583506		-1.1004466		-3.587454		-3.732892		-1.1628687		-0.13808918		-0.5811715		-0.8838992		1.0414886		-0.15981436		-1.8429604		-1.9002938		-0.21768832		Yes		Yes		Yes		U35_44k_v1_14724		LOC_Os04g33990.1		ref|NP_001052766.1| 5e-94  Os04g0416700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33990.1 9e-96 VAMP protein SEC22 putative expressed		CAATTTCCTTACCCTGTTTCTGAATCTGTGCAGAATAATGCTACTACTTTTTATACATCG		334		AT5G22200.1

		21093		CUST_10112_PI390587928		7.780336		8.0870905		8.030402		8.0630665		6.960234		7.280192		6.652186		6.574978		6.627348		7.009217		6.8694167		7.5301247		-1.7655305		-1.7494465		-2.5994678		-2.8051708		-2.2237399		-2.1109226		-2.2361012		-1.4468765		-1.152988		-0.8068986		-1.3782163		-1.4880886		-0.82010174		-1.0778737		-1.1609855		-0.5329418		Yes		Yes		Yes		U35_44k_v1_21093		-		No hits found		No hits found		AGATAAATGTGGATAAACCTTGGTCACTTGTTCTCTCTGATGATGGTGCCTTGATTGTGT		29446		0

		27019		CUST_18804_PI390587928		9.266852		9.094372		10.0391		9.755305		8.994241		8.776658		8.850828		9.148566		8.901299		8.508728		8.921308		9.79321		-1.2079926		-1.2463539		-2.2787955		-1.5228133		-1.2883753		-1.5007085		-2.170146		1.0266217		-0.3655529		-0.31771374		-1.1882715		-0.60673904		-0.27261162		-0.58564377		-1.1177921		0.03790474		No		Yes		Yes		U35_44k_v1_27019		LOC_Os03g25750.1		No hits found		No hits found		GTTTCATGCGGTTGATCACCCAACATGTATTTTGGCCTTGTCGTTGGCGACTGGAAAAAA		16853		0

		21070		CUST_10155_PI390587928		5.5818467		5.3865066		2.4134629		4.5361276		4.8646455		6.309068		7.699224		6.908956		5.4702835		6.406202		6.3880734		4.7412095		-1.6439897		1.8954779		39.009697		5.1795564		-1.0803982		2.0274906		15.720885		1.1527518		-0.111563206		0.92256165		5.285761		2.3728285		-0.71720123		1.0196953		3.9746106		0.20508194		Yes		Yes		Yes		U35_44k_v1_21070		LOC_Os05g46760.1		gb|EAY98899.1| e-104  hypothetical protein OsI_020132 [Oryza sativa (indica cultivar-group)]		LOC_Os05g46760.1 1e-105 mitogen-activated protein kinase kinase kinase 1 putative expressed		CTAGTACAAACAGTACTAGTGTTTTGCAACATAAATCGATCGATTTCGTTCCTTGCAAAA		19256		AT2G32510.1

		37223		CUST_16989_PI390587928		3.2342463		2.4056246		2.2267463		1.7295569		2.958145		4.1002307		2.8964431		4.008704		3.2821739		3.0338042		2.1260705		2.1518888		-1.2109182		3.2368848		1.5907387		4.8539095		1.0337789		1.5456134		-1.0722756		1.340092		0.047927618		1.6946061		0.6696968		2.2791471		-0.27610135		0.62817955		-0.10067582		0.42233193		Yes		Yes		Yes		U35_44k_v1_37223		LOC_Os03g42110.1		gb|EAY91019.1| 1e-82  hypothetical protein OsI_012252 [Oryza sativa (indica cultivar-group)]		LOC_Os03g42110.1 3e-84 N-acetyl-gamma-glutamyl-phosphate reductase chloroplast precursor putative expressed		TTTACCAGATAAATGCTCTTACTTTTGTTAGCATCATTTTGCGTGTGCATCTTTTCAGGG		32948		AT2G19940.2

		47936		CUST_33305_PI390587928		11.092992		11.454021		10.974355		9.321073		10.505539		10.415817		9.120201		8.37427		11.007583		11.140384		10.109932		8.894574		-1.5025915		-2.0536697		-3.6153958		-1.9275953		-1.0609887		-1.2428375		-1.8206111		-1.3439677		-0.085409164		-1.0382042		-1.8541536		-0.94680214		-0.5874529		-0.31363773		-0.8644228		-0.4264984		Yes		No		No		U35_44k_v1_47936		LOC_Os05g27100.1		gb|EAZ33869.1| 3e-16  hypothetical protein OsJ_017352 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g27100.1 5e-18 expressed protein		ATACACTCGCTCCTAGCAATTTTTCAAGCTGCACGTTTTACCTTCCGGCATAACTACGTA		10306		AT5G14910.1

		44375		CUST_42076_PI390587928		11.65657		10.877472		10.160417		11.547196		12.82645		12.858495		13.069957		12.649373		12.996029		13.297783		13.158404		12.25603		2.2499297		3.9477286		7.513787		2.1467834		2.530563		5.352864		7.9888496		1.6344823		1.3394585		1.9810228		2.9095402		1.1021767		1.1698799		2.420311		2.9979877		0.7088337		Yes		Yes		Yes		U35_44k_v1_44375		-		No hits found		No hits found		GCGGTGTATGCTGTACATTAAATCATCTCTTTCATCAGTATTGTATATAGTGTTGCCAAA		42024		0

		19278		CUST_18167_PI390587928		7.926903		8.09089		7.389736		8.366128		7.9325852		7.9537053		8.621278		8.484477		7.8889203		8.262409		8.556972		8.4687395		1.0039465		-1.0997568		2.3481777		1.085492		-1.026677		1.126244		2.2458093		1.0737153		-0.037982464		-0.13718462		1.2315416		0.118349075		0.0056824684		0.17151928		1.1672354		0.10261154		No		Yes		Yes		U35_44k_v1_19278		LOC_Os03g12460.1		gb|EAY89101.1| 0.0  hypothetical protein OsI_010334 [Oryza sativa (indica cultivar-group)]		LOC_Os03g12460.1 0.0 conserved oligomeric complex COG6 family protein expressed		TAAAACCACATGAACCATTGTCAGATTAATGACGCCAGTCGTGTACCAAAAAGAGAAGCA		10684		AT1G31780.1

		24742		CUST_35029_PI390587928		5.3292174		4.888267		3.5803745		5.360971		4.9866138		4.629317		5.1110606		5.608181		5.3300157		6.3569417		6.1370797		6.8320293		-1.268043		-1.1966077		2.8892322		1.1869096		1.0005535		2.7676752		5.8836246		2.7722518		7.98E-04		-0.25895023		1.5306861		0.24721003		-0.34260368		1.4686747		2.5567052		1.4710584		Yes		No		No		U35_44k_v1_24742		LOC_Os01g11520.1		gb|EAY73008.1| 4e-27  hypothetical protein OsI_000855 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11520.1 7e-29 RING-H2 finger protein ATL5I putative expressed		CGTCAACTCTATCTCTGTAACTTACTTGCAAGTTATCAGTTTTTTGCTACGTACTACTCT		20563		AT3G62690.1

		23438		CUST_32225_PI390587928		8.517452		8.483825		7.677461		8.307948		10.557898		11.060641		9.487092		8.770932		10.915538		12.134387		10.258323		8.774262		4.1137247		5.9662175		3.5055258		1.37839		5.2710323		12.558239		5.982969		1.3815755		2.3980856		2.5768166		1.8096309		0.46298409		2.0404453		3.6505623		2.5808616		0.46631432		Yes		Yes		Yes		U35_44k_v1_23438		-		gb|AAZ06226.1| 1e-05  hypothetical protein TQH17P5.4 [Oryza sativa (indica cultivar-group)]		LOC_Os09g11780.1 5e-07 hypothetical protein		CGATAGCGTTCTAGTCTGCATGTTCATGTAATTTGGTCGAGATTCCATAGCCTCTTTTTT		21739		0

		27010		CUST_18818_PI390587928		7.783312		6.9521594		5.8742766		7.944594		8.762538		8.621242		8.474977		8.435726		9.065362		9.942795		9.142997		9.241463		1.9714077		3.1801221		6.0658083		1.4055475		2.431843		7.94824		9.637909		2.4569504		1.2820501		1.6690822		2.6007		0.49113226		0.9792261		2.9906354		3.2687201		1.2968688		Yes		Yes		Yes		U35_44k_v1_27010		-		No hits found		No hits found		CAAACATTATGTACAAAAAGCATGAGTAGTAATGAAAATTGCACCTTAGACTTCCCAACG		19699		0

		32804		CUST_10714_PI390587928		11.192601		11.2916765		11.445844		10.757973		10.969887		10.748317		10.257971		10.164096		10.726823		10.340034		10.617591		10.665885		-1.1669271		-1.4573625		-2.278166		-1.5092971		-1.3810623		-1.934074		-1.7755338		-1.0659115		-0.46577835		-0.54335976		-1.1878729		-0.59387684		-0.22271442		-0.951643		-0.8282528		-0.092087746		No		Yes		Yes		U35_44k_v1_32804		LOC_Os12g06100.2		gb|EAZ19711.1| 1e-05  hypothetical protein OsJ_033920 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g06100.2 2e-07 TLD family protein expressed		GACAAATAATGAGTGGATACAATTCAGTTCTTCTGAACCACGTAGTGACACTTGTGCGTT		11560		0

		9833		CUST_37461_PI390587928		4.4404798		5.1451383		4.849528		5.0099845		3.9976795		4.296539		4.39154		4.6708674		4.022213		3.697894		4.4284883		4.6286016		-1.35924		-1.8007519		-1.3736246		-1.2649822		-1.3363211		-2.7268667		-1.338892		-1.3025899		-0.41826677		-0.84859943		-0.4579878		-0.33911705		-0.44280028		-1.4472442		-0.42103958		-0.38138294		No		Yes		Yes		U35_44k_v1_9833		LOC_Os10g10190.1		gb|EAY77866.1| 8e-91  hypothetical protein OsI_031825 [Oryza sativa (indica cultivar-group)]		LOC_Os10g10190.1 1e-91 MORC family CW-type zinc finger 3 putative expressed		CCTGAAGGTGTACGGCAATGCATAAGTTTAGGATTCTCAACCAAGAAATCAAAGACAACC		21307		AT4G36290.1

		31865		CUST_32563_PI390587928		4.2634516		4.338942		3.183129		4.080155		4.9632497		5.8915477		6.7204647		6.389196		5.630432		6.3557506		5.978742		4.992512		1.6242775		2.9334648		11.610318		4.955536		2.5793018		4.0468755		6.9432592		1.8821183		1.3669806		1.5526056		3.5373356		2.309041		0.6997981		2.0168085		2.795613		0.91235733		Yes		Yes		Yes		U35_44k_v1_31865		LOC_Os08g43670.1		gb|EAZ07917.1| 8e-31  hypothetical protein OsI_029149 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43670.1 2e-31 RING-H2 finger protein ATL2B putative expressed		TATATTCACCTCATCTGATTCTGATTCAATTTGTTGTCCGACACCCGATCGATCCGCAGG		9457		AT2G17730.1

		8631		CUST_14077_PI390587928		7.6481705		8.094106		7.5230064		7.002379		6.990599		6.9683595		5.8465514		5.9406943		6.901394		6.7271266		5.9486217		6.22653		-1.5774249		-2.182144		-3.1964157		-2.0873675		-1.6780394		-2.5792992		-2.9780846		-1.7121972		-0.7467766		-1.1257463		-1.676455		-1.0616846		-0.6575713		-1.3669791		-1.5743847		-0.77584887		Yes		No		No		U35_44k_v1_8631		LOC_Os07g32660.1		gb|EAZ04020.1| 2e-48  hypothetical protein OsI_025252 [Oryza sativa (indica cultivar-group)]		LOC_Os07g32660.1 4e-50 L-ascorbate oxidase homolog precursor putative expressed		GGTGGTGGGTATAATTAGTCATGTAGTAGCATCTTAGCTTTGTTATTCCGATGATTTTAA		46743		AT4G22010.1

		22961		CUST_33513_PI390587928		8.295466		7.9750175		7.9895654		8.880843		9.624049		9.254492		10.672736		10.262252		10.151605		9.432836		10.533348		8.316891		2.5115583		2.427505		6.4226594		2.6052263		3.6203728		2.746926		5.831159		-1.4783137		1.8561382		1.2794743		2.6831708		1.3814087		1.3285828		1.457818		2.5437827		-0.56395245		Yes		Yes		Yes		U35_44k_v1_22961		LOC_Os07g38250.1		ref|NP_001058311.1| 2e-47  Os06g0667000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45630.1 4e-49 ATP binding protein putative expressed		GGCTAATTTATACAGTTTATAATGTTACTAATTCACGGCTGCAAATGGATCATGCGTTGA		37496		AT3G47090.1

		29602		CUST_31644_PI390587928		4.4040546		3.9606943		4.3828197		4.0743294		3.5881164		3.0812385		3.266576		3.3010619		3.4722002		3.338166		3.1665103		3.2388954		-1.7604426		-1.8396813		-2.1678178		-1.7091364		-1.9077266		-1.5395709		-2.3235157		-1.7843937		-0.9318545		-0.8794558		-1.1162436		-0.7732675		-0.81593823		-0.6225283		-1.2163093		-0.83543396		No		Yes		Yes		U35_44k_v1_29602		LOC_Os01g50770.2		gb|EAY75520.1| 4e-41  hypothetical protein OsI_003367 [Oryza sativa (indica cultivar-group)]		LOC_Os01g50770.1 1e-42 AP-1 complex subunit mu-1 putative expressed		AGGCATGGATGTGCTAGTTGTTTTCAAGTTTGCCGGCAATTGCTGTGATTTGACAAAAAA		20656		AT1G60780.1

		38764		CUST_19712_PI390587928		7.1844444		7.2557826		7.571939		7.9844756		8.499373		8.50861		9.828686		8.5385685		8.405132		9.474547		9.531144		8.475552		2.487901		2.3830795		4.7791257		1.4682451		2.330578		4.6549473		3.8884768		1.4054928		1.2206879		1.2528272		2.2567468		0.5540929		1.314929		2.2187648		1.9592052		0.491076		Yes		Yes		Yes		U35_44k_v1_38764		LOC_Os03g40670.1		ref|NP_001050628.1| 9e-39  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 2e-40 glycerophosphoryl diester phosphodiesterase precursor putative expressed		CAGCGCTATGATTTCAGGGATCAACAGTATAATTGGAAGTACGATATTCTTACATTTGAT		9141		AT5G08030.1

		605		CUST_12573_PI390587928		13.605891		13.418012		13.707458		13.499245		13.478198		13.116744		15.258926		13.904408		13.525119		13.604487		14.870992		13.603196		-1.0925454		-1.2322266		2.9311543		1.3242393		-1.057584		1.1379805		2.240055		1.074713		-0.0807724		-0.30126762		1.5514688		0.40516376		-0.12769318		0.18647575		1.1635342		0.103951454		No		Yes		Yes		U35_44k_v1_605		LOC_Os12g22030.1		ref|NP_001067846.1| 0.0  Os11g0455800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g22030.1 0.0 serine hydroxymethyltransferase mitochondrial precursor putative expressed		GGGATCATGGAATGTCGAGTATTTGCCAATAATCTTCCATATTATTTTTGTGTACGCAAA		2168		AT4G13930.1

		3542		CUST_34331_PI390587928		6.973078		7.2639327		6.722283		2.357061		6.3402805		6.8491035		2.5511541		1.916266		5.684358		6.250012		5.184165		2.1976278		-1.5505685		-1.3331409		-18.015024		-1.357352		-2.4431114		-2.0193918		-2.9041538		-1.1168482		-1.2887197		-0.41482925		-4.1711287		-0.44079494		-0.63279724		-1.0139208		-1.5381179		-0.15943313		Yes		Yes		Yes		U35_44k_v1_3542		LOC_Os11g42550.1		gb|EAY99640.1| 7e-62  hypothetical protein OsI_020873 [Oryza sativa (indica cultivar-group)]		LOC_Os11g42550.1 4e-62 disease resistance response protein 206 putative expressed		GCAAATGTTGTTCCTCAAGTAATATGTTCCGACAAAAGGGTTTTTGCTGCTTTGTAAAAA		26714		AT5G42510.1

		5435		CUST_21477_PI390587928		9.212081		8.174312		5.043697		4.0165153		8.214658		6.364315		2.2270653		2.4935024		7.9643955		6.3589683		2.6917334		3.0620983		-1.996431		-3.5064147		-7.0451555		-2.873906		-2.3746016		-3.519434		-5.105186		-1.9377964		-1.2476854		-1.8099966		-2.8166316		-1.5230129		-0.9974232		-1.8153434		-2.3519635		-0.954417		Yes		Yes		Yes		U35_44k_v1_5435		-		dbj|BAD07813.1| 2e-14  putative senescence-associated protein [Oryza sativa Japonica Group]		LOC_Os02g01220.1 3e-16 senescence-associated protein DIN1 putative expressed		AACACATACTTATCGGGTGTCAGATCGGTAAGAGGTCCGAGCTGGCCTGCGTCGATCTCC		12433		0

		15380		CUST_31296_PI390587928		7.6997085		7.6857777		7.588576		7.3169885		7.561548		8.049286		11.385697		11.22211		6.9595485		8.49948		12.047139		9.1313715		-1.1005008		1.2865506		13.901046		14.981616		-1.670361		1.7577168		21.986763		3.517092		-0.74016		0.36350822		3.7971215		3.9051213		-0.13816023		0.8137026		4.4585633		1.814383		Yes		Yes		Yes		U35_44k_v1_15380		LOC_Os12g43380.1		sp|P32937|PR1A_HORVU 3e-89  Pathogenesis-related protein 1A/1B precursor		LOC_Os12g43430.1 2e-55 thaumatin-like protein precursor putative expressed		CCCTCCGTTCCTAAATACAGTATAAATCTTTTAAGAGATTTTACTAGTGGACTACGTACA		4055		AT4G11650.1

		16529		CUST_19553_PI390587928		9.399386		10.002631		9.54219		7.716353		8.917516		8.798209		7.5083213		6.8444104		9.404807		9.551011		8.561421		7.4061427		-1.3965533		-2.3044493		-4.0950136		-1.8301255		1.0037644		-1.3675752		-1.973516		-1.2398883		0.005420685		-1.204422		-2.0338683		-0.8719425		-0.48187065		-0.4516201		-0.9807682		-0.31021023		Yes		No		No		U35_44k_v1_16529		LOC_Os03g61260.2		ref|NP_001051775.1| 2e-60  Os03g0828100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61260.2 3e-62 50S ribosomal protein L18 chloroplast precursor putative expressed		GTTCTGAATTTTCCTGTCGATATTTCCGGGATCGCATGTAATATTCTCTTGTTTTCCCCG		5586		AT1G48350.1

		12693		CUST_10034_PI390587928		8.215806		7.5617747		7.5339966		7.881443		8.567143		8.483884		9.2687235		8.611234		8.778138		8.897011		9.240994		7.978382		1.2757428		1.8948835		3.3281648		1.6583985		1.4766543		2.5231676		3.2648075		1.0695019		0.56233215		0.9221091		1.7347269		0.7297907		0.35133743		1.3352361		1.7069979		0.09693909		No		Yes		Yes		U35_44k_v1_12693		LOC_Os05g02020.2		gb|EAY74444.1| 1e-71  hypothetical protein OsI_002291 [Oryza sativa (indica cultivar-group)]		LOC_Os04g23700.1 2e-54 ATP binding protein putative expressed		TCCATTCTGCCAGTATTCATGACTCATAATATTTTCTAGTGTGTATCTCAAACAAGCATC		22199		AT4G32300.1

		3424		CUST_31062_PI390587928		8.050736		8.035282		8.6844		7.9865394		7.4967284		7.8750386		7.0781074		6.928065		7.264337		7.6320267		7.5990396		7.8654513		-1.4681588		-1.1174757		-3.0446835		-2.0827281		-1.7247645		-1.3224888		-2.121905		-1.0875547		-0.78639936		-0.16024351		-1.6062922		-1.0584745		-0.554008		-0.40325546		-1.08536		-0.12108803		No		Yes		Yes		U35_44k_v1_3424		LOC_Os09g39680.1		ref|NP_001063986.1| 0.0  Os09g0570400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39680.1 0.0 sialin putative expressed		CGCATGTCATGTATGACTACTACTCCCTTCGTCTCAAAATAAATGTGTTAAGCTTAAAAA		8360		AT4G00370.1

		9990		CUST_39110_PI390587928		8.10014		7.2716675		6.3237967		6.7104697		7.6390357		7.0308704		5.168536		6.162878		7.519478		6.8109965		5.315644		6.6820226		-1.3765948		-1.1816453		-2.2272456		-1.4616437		-1.4955351		-1.3761817		-2.0113344		-1.0199138		-0.5806618		-0.24079704		-1.1552606		-0.5475917		-0.46110392		-0.46067095		-1.008153		-0.028447151		No		Yes		Yes		U35_44k_v1_9990		-		No hits found		No hits found		CTCTCATACGTTTTCATGCATACGTTGTACACACCATGTATTTGCACTTATATAGAGAAA		20674		0

		9864		CUST_35708_PI390587928		8.530177		8.860099		8.38107		7.3497224		7.3127522		7.913103		4.8461833		5.1010876		6.868487		6.994471		6.2976685		6.2206		-2.3253129		-1.927854		-11.590628		-4.7523293		-3.1638699		-3.6442647		-4.2380533		-2.1872563		-1.6616902		-0.94699574		-3.5348868		-2.2486348		-1.2174249		-1.8656278		-2.0834017		-1.1291223		Yes		Yes		Yes		U35_44k_v1_9864		LOC_Os12g07560.1		ref|NP_001066287.1| 2e-05  Os12g0174300 [Oryza sativa (japonica cultivar-group)]		No hits found		GCTATTTAGTGGATGTGATCCATACCTACATTTGAGAAAAAGTGATATAGCAACCGATAT		46660		0

		49765		CUST_15351_PI390587928		4.0361743		4.6431866		4.9924016		4.5347304		3.345		3.4756193		3.386387		3.910701		3.8369808		2.9649372		3.5112295		4.445508		-1.6145972		-2.246326		-3.0440974		-1.5411736		-1.1480564		-3.2003937		-2.7917545		-1.0637966		-0.19919348		-1.1675673		-1.6060145		-0.6240294		-0.69117427		-1.6782494		-1.4811721		-0.08922243		Yes		Yes		Yes		U35_44k_v1_49765		LOC_Os02g53230.1		gb|EAZ36219.1| 5e-56  hypothetical protein OsJ_019702 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53230.1 1e-54 transcription elongation factor SPT5 homolog 1 putative expressed		GTTGAAGCTTGGTATATATAAAGGGGATCTTGCTAAGGTTGTTGATGTTGATGATGTGCT		51667		AT4G08350.1

		19710		CUST_30680_PI390587928		8.2816305		7.053064		7.51359		7.647548		7.418555		6.341969		4.3811436		4.4204583		7.621347		6.0170784		4.2911716		6.2463036		-1.818912		-1.637046		-8.769206		-9.363772		-1.5803932		-2.0505137		-9.333501		-2.6412935		-0.66028357		-0.71109486		-3.1324463		-3.22709		-0.86307573		-1.0359855		-3.2224183		-1.4012446		Yes		No		No		U35_44k_v1_19710		LOC_Os04g33740.1		emb|CAD58960.1| 0.0  apoplastic invertase 1 [Hordeum vulgare subsp. vulgare]		LOC_Os04g33740.1 0.0 beta-fructofuranosidase insoluble isoenzyme 2 precursor putative expressed		GTTGCACTTTATCTGTCTATCCATTATCTCGCAATAAAGAAAAGGTCCATTTTGGTCAAA		11241		AT3G52600.2

		18410		CUST_2087_PI390587928		11.76398		10.56958		9.466376		10.120152		12.886575		12.599464		13.365705		13.426457		13.756223		13.625114		13.015461		11.236529		2.1773825		4.083721		14.921578		9.892293		3.9785502		8.3139515		11.705256		2.168018		1.9922428		2.0298843		3.8993282		3.306305		1.1225948		3.0555344		3.5490847		1.1163769		Yes		Yes		Yes		U35_44k_v1_18410		LOC_Os04g36680.1		gb|AAS93431.1| e-108  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os01g66510.1 6e-58 MLO-like protein 1 putative expressed		GGGTCCTATAGAAACAATTTCGGCAAGTGTACAAATATCTTTTTAGAGAGCACAAATATC		13968		AT4G02600.2

		39375		CUST_24050_PI390587928		9.793736		11.561793		10.056525		8.510676		9.338185		10.756627		8.125656		7.23559		8.715463		10.066846		8.826827		7.341047		-1.3713065		-1.7473471		-3.8128483		-2.420133		-2.1115081		-2.818539		-2.3451793		-2.2495394		-1.0782738		-0.80516624		-1.9308691		-1.2750864		-0.45555115		-1.4949474		-1.2296982		-1.1696296		Yes		Yes		Yes		U35_44k_v1_39375		LOC_Os03g15460.1		ref|NP_001049620.1| 7e-53  Os03g0261100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50030.1 7e-39 phospholipase A2 putative expressed		AAAGTGATGTTGTGGACTTCTGAGCACGGTGTAGTTCGGATCAGTTTGGTAGTATGTACG		40247		AT2G06925.1

		2684		CUST_8150_PI390587928		5.768024		6.1623864		5.8061852		5.1326175		5.3619123		6.0910935		4.4916205		2.8559015		5.8090005		5.3373504		4.350532		3.4555123		-1.3251096		-1.0506579		-2.4872727		-4.8457365		1.02881		-1.7715793		-2.7428071		-3.1978564		0.040976524		-0.07129288		-1.3145647		-2.276716		-0.40611172		-0.82503605		-1.4556532		-1.6771052		No		Yes		Yes		U35_44k_v1_2684		LOC_Os06g08041.1		gb|AAP95024.1| 4e-92  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 5e-91 flavonol synthase/flavanone 3-hydroxylase putative expressed		TTATCCGTCGCGTGCAACATGTTGACGCAAATGATTGAAGGATGGTTTCTTATTGTTAAA		9486		AT5G20400.1

		16561		CUST_32077_PI390587928		14.780761		13.798252		13.430336		14.63531		14.816627		14.53896		13.831819		14.624518		14.927413		15.087047		14.042499		14.443077		1.0251719		1.6709961		1.3208646		-1.0075084		1.1069977		2.4432383		1.5285487		-1.1425308		0.14665222		0.74070835		0.40148258		-0.010791779		0.035865784		1.2887945		0.6121626		-0.19223309		No		Yes		Yes		U35_44k_v1_16561		LOC_Os03g03700.2		sp|P93766|MLO_HORVU 0.0  Protein MLO		LOC_Os03g03700.1 0.0 MLO protein homolog 1 putative expressed		CTGTATTCATGTTAGTCCAATGTATAGCCAACATAGGATGTGATGATTCGTACAATAAGA		6351		AT2G39200.1

		1370		CUST_7670_PI390587928		9.840436		10.606757		11.622478		11.244563		9.348092		9.701977		10.7028055		9.843149		9.2058115		9.197462		10.825934		11.243501		-1.4067285		-1.8722595		-1.8916851		-2.6416035		-1.5525336		-2.6560736		-1.7369342		-1.0007367		-0.6346245		-0.9047804		-0.919672		-1.4014139		-0.4923439		-1.4092951		-0.7965431		-0.0010623932		No		Yes		Yes		U35_44k_v1_1370		LOC_Os04g49680.1		ref|NP_001053684.1| 5e-27  Os04g0586200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49680.1 1e-28 expressed protein		GATGCTATCTTAGTAATGACGTGGAAGAGAGAAAATTTGTGAGATAAGGTTTGTCTTCTT		4065		AT4G17670.1

		28072		CUST_31562_PI390587928		8.351199		6.3241982		5.2128506		4.54487		7.7227683		5.7437553		3.2198446		4.8896956		7.1248517		5.140651		3.4677277		4.122316		-1.5458827		-1.4953083		-3.9806554		1.2699976		-2.3397388		-2.2713451		-3.3522341		-1.3402982		-1.2263474		-0.5804429		-1.993006		0.34482574		-0.62843084		-1.183547		-1.7451229		-0.42255402		Yes		No		No		U35_44k_v1_28072		LOC_Os09g35010.1		gb|AAM13419.1|AF442489_1 e-109  CRT/DRE binding factor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os09g35010.1 6e-43 dehydration-responsive element-binding protein 1B putative expressed		ATTAGAGTTGTAGTATCAGTAGCTAGTACTACTAGCTGTGTTCTTCCACCAGGCGTCAGG		26694		AT5G51990.1

		30358		CUST_18924_PI390587928		5.1192193		5.3375297		3.0869324		3.7630708		7.8405724		7.1911683		8.75303		6.649813		8.706922		8.725585		8.101983		4.8976607		6.59491		3.6141055		50.776802		7.395985		12.02281		10.469026		32.335587		2.1955614		3.5877023		1.8536386		5.6660976		2.8867424		2.721353		3.3880553		5.015051		1.1345899		Yes		Yes		Yes		U35_44k_v1_30358		LOC_Os06g32990.1		ref|NP_001057748.1| 4e-49  Os06g0521900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g33080.1 1e-50 peroxidase 2 precursor putative expressed		TCCACGACTGCTTCATCAACGGATGTGATGCTTCCGTTCTCCTGGACGCAACTCCCTTCT		30253		AT4G16270.1

		26745		CUST_22091_PI390587928		4.9187846		4.5504265		3.8384335		5.102501		6.0020967		8.176201		10.40109		8.970281		6.7871423		8.184114		9.33874		6.3941436		2.1188948		12.344311		94.52712		14.598819		3.651167		12.412209		45.26447		2.4480665		1.8683577		3.6257744		6.5626564		3.8677797		1.083312		3.633688		5.500307		1.2916427		Yes		Yes		Yes		U35_44k_v1_26745		LOC_Os03g13740.1		ref|NP_001049509.1| 1e-10  Os03g0240600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13740.1 2e-12 immediate-early fungal elicitor protein CMPG1 putative expressed		ATAAAGGCTTATGTACAATGCGGATGAAAAACCTACGGTGAGTGAATAAATTAAGGGCTA		30414		0

		9839		CUST_37455_PI390587928		8.406571		8.744616		7.776838		8.284459		8.636383		8.80343		8.867875		8.511275		8.950191		9.166829		8.90351		8.410666		1.1726818		1.0416092		2.1302714		1.1702496		1.4576246		1.3399819		2.183545		1.0914208		0.54361916		0.05881405		1.0910373		0.22681618		0.22981167		0.42221355		1.1266723		0.12620735		No		Yes		Yes		U35_44k_v1_9839		LOC_Os09g39220.1		gb|EAZ11833.1| 9e-77  hypothetical protein OsJ_001658 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39220.1 1e-80 delta(14)-sterol reductase putative expressed		TTTGAATTGAGGCTACATCGAGCTCTAGCGTGATTGCAAGGAAGTGCTGTTATTTTCAAA		20128		AT3G52940.1

		43388		CUST_5422_PI390587928		13.223872		13.422437		13.128634		13.65569		13.272579		13.5633545		14.32377		13.685025		13.425022		13.793538		14.152558		13.925297		1.0343375		1.1026063		2.2896628		1.0205417		1.1496143		1.2933398		2.033442		1.205479		0.20114994		0.14091778		1.1951351		0.029335022		0.04870701		0.37110138		1.0239239		0.2696066		No		Yes		Yes		U35_44k_v1_43388		LOC_Os04g01300.3		ref|NP_001051999.1| 9e-66  Os04g0103300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g01300.3 2e-67 transmembrane protein 115 putative expressed		CTGCCCCAGATGTTGTAATGTAGAAAGTGGGAATGACTTGTCAGTAACATTGTTAAAAAA		39987		AT3G07950.1

		10175		CUST_19476_PI390587928		4.857278		4.821284		5.3334866		5.139188		4.3160863		4.77084		3.7508838		3.9511452		3.4529655		3.973717		4.098888		4.615629		-1.4551739		-1.0355834		-2.995097		-2.278434		-2.646916		-1.7994635		-2.3531587		-1.4374967		-1.4043124		-0.05044365		-1.5826027		-1.1880426		-0.5411916		-0.84756684		-1.2345986		-0.5235586		Yes		Yes		Yes		U35_44k_v1_10175		LOC_Os03g26630.2		gb|EAZ27143.1| 1e-13  hypothetical protein OsJ_010626 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26630.2 3e-15 DNA binding protein putative expressed		AGAGGTTATACTATTTTGTTGTGACATTGGGTTGGTTTATGCCAGCTGCGTGTATTTTTT		6861		AT4G39680.2

		21096		CUST_33285_PI390587928		6.6004863		7.5910277		7.282871		5.917148		8.351082		10.1213255		11.975944		9.321745		9.061755		10.2118225		10.772904		5.297317		3.3649745		5.776909		25.867573		10.589751		5.5070086		6.1508884		11.235821		-1.5366952		2.461269		2.5302978		4.693073		3.4045968		1.7505956		2.6207948		3.4900336		-0.6198311		Yes		Yes		Yes		U35_44k_v1_21096		LOC_Os09g32570.1		ref|NP_001063587.1| 1e-90  Os09g0502500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32570.1 3e-92 chloroplastic quinone-oxidoreductase putative expressed		ACTAGTAAATAGTCGGAAAATACACTTTGGTCCGTGATTGTAAATGCACTCTATATGAAG		16898		AT4G13010.1

		29889		CUST_24335_PI390587928		14.25135		13.29247		12.561684		13.142051		14.487846		14.459039		14.524446		13.674805		14.642551		15.029239		14.452454		13.376294		1.1781278		2.2447717		3.898075		1.4466882		1.3114847		3.3328786		3.7083309		1.1762897		0.39120102		1.1665688		1.9627619		0.53275394		0.23649597		1.7367687		1.89077		0.2342434		Yes		Yes		Yes		U35_44k_v1_29889		-		No hits found		No hits found		ACATTACGTTGTGCTCTCGCTATGATGATGTACTGACACTGTGTGTGTTGGGGCAAAAAA		20294		0

		5848		CUST_39242_PI390587928		6.9142075		6.857809		7.3010716		7.0486445		6.682598		6.8366446		8.324989		7.432733		6.8424015		7.087471		7.926573		6.950123		-1.174144		-1.0147781		2.0334332		1.305035		-1.0510316		1.1725602		1.5427467		-1.0706758		-0.071805954		-0.021164417		1.0239177		0.38408852		-0.23160934		0.22966194		0.62550116		-0.09852171		No		Yes		Yes		U35_44k_v1_5848		LOC_Os06g26270.1		ref|NP_001057612.1| 2e-50  Os06g0367500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g26270.1 2e-47 expressed protein		GTTTAACCCTGGTTATCTTGCCACCAACTCGTCCAAACATGGAGAAACGGTCATTGAACT		13677		AT5G42570.1

		9702		CUST_19678_PI390587928		9.123677		9.180306		9.0810995		8.575688		8.374317		8.729885		7.3618703		8.145453		7.9881196		8.083797		7.559477		8.206874		-1.6810471		-1.3664392		-3.2926044		-1.347453		-2.1970346		-2.1383662		-2.8711379		-1.2912912		-1.1355577		-0.45042133		-1.7192292		-0.4302349		-0.7493601		-1.096509		-1.5216227		-0.36881447		Yes		Yes		Yes		U35_44k_v1_9702		LOC_Os11g03970.2		gb|EAZ19557.1| e-125  hypothetical protein OsJ_033766 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g03810.3 1e-127 CIPK-like protein 1 putative expressed		CAGGGTATTTGCCTTTTGAGGACTCTAATCTTATGGTCTTGTATAAGAAAATATCAGATG		20315		AT2G26980.4

		41681		CUST_24070_PI390587928		8.940946		8.5182085		6.4695735		7.556459		10.28293		10.30851		12.014832		10.365243		11.224899		11.905927		11.0759535		8.006126		2.5349982		3.4588714		46.697002		7.0069375		4.8701077		10.46658		24.35895		1.3657254		2.2839537		1.7903013		5.545258		2.808784		1.3419847		3.3877182		4.60638		0.44966745		Yes		Yes		Yes		U35_44k_v1_41681		LOC_Os03g13300.1		gb|EAY89173.1| 1e-21  hypothetical protein OsI_010406 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13300.1 2e-23 glutamate decarboxylase putative expressed		GCGCTGCAATGATAGCAAGTACTACTACAATTTTCTGTTAAATGGTTCCGCAAAATTATT		1373		AT2G02010.1

		10995		CUST_33490_PI390587928		5.6788116		5.884871		5.452141		7.3318353		6.6997886		8.875539		9.665944		9.244624		6.9056897		8.608364		9.365834		8.581638		2.0292928		7.9484186		18.555864		3.7653627		2.3405995		6.6047		15.070897		2.3780897		1.2268782		2.9906678		4.2138033		1.9127889		1.020977		2.723493		3.9136934		1.2498031		Yes		Yes		Yes		U35_44k_v1_10995		LOC_Os03g56500.1		gb|EAZ28761.1| 3e-16  hypothetical protein OsJ_012244 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56500.1 4e-18 expressed protein		ATAATCGTGGAGGAGGAGCGACCGGACGCCGGAGAGGTCGCGTTTTCTTGACTGGATTTT		23450		0

		14272		CUST_2566_PI390587928		13.814259		13.969989		13.162456		14.404246		14.415718		15.024334		16.625635		15.085994		14.630069		15.526542		15.95165		14.267299		1.5172508		2.0767753		11.028614		1.6040815		1.7602865		2.9415016		6.9124355		-1.0995762		0.8158102		1.0543451		3.4631796		0.68174744		0.6014595		1.5565529		2.789194		-0.13694763		Yes		Yes		Yes		U35_44k_v1_14272		-		No hits found		No hits found		GCTTTGTGTTGTTTGTGTGATGTCCTGAATCAGCTAGAAGTGATTTTCTTTTTCTTTTGT		36496		0

		22284		CUST_17484_PI390587928		8.088878		5.352141		3.5220487		6.071034		8.533763		5.568827		6.3357415		9.230197		7.9443374		6.151339		4.985333		6.5096517		1.3612058		1.1620613		7.0308194		8.933113		-1.1053784		1.7401336		2.7573535		1.3553052		-0.14454031		0.21668625		2.8136928		3.159163		0.44488525		0.79919815		1.4632843		0.4386177		Yes		No		No		U35_44k_v1_22284		LOC_Os11g24060.1		gb|EAY80751.1| 2e-38  hypothetical protein OsI_034710 [Oryza sativa (indica cultivar-group)]		LOC_Os11g24060.1 1e-39 transmembrane transport protein-like putative expressed		TGATGTTTTGTGTACTTTGACGGCCATGATGGCAATGCTCACATTGATTTCACTAAAAAA		25228		AT3G10960.1

		23577		CUST_16679_PI390587928		7.8442874		7.817757		7.8149934		8.274226		8.496551		9.668552		11.830375		10.962573		9.4767885		10.592061		11.224091		9.849376		1.5716317		3.6069896		16.171497		6.445744		3.1005006		6.8414583		10.622837		2.9796638		1.6325011		1.8507953		4.0153813		2.6883469		0.65226316		2.774304		3.4090972		1.5751495		Yes		Yes		Yes		U35_44k_v1_23577		-		No hits found		No hits found		GCTGAATTGTTAACACTCTGTTGTTTCTAACAGTGATGAAAGTGTATTTTACGAATGGCA		25635		0

		9502		CUST_33110_PI390587928		5.581959		5.9795957		6.3856683		5.546572		6.0824533		5.7662444		5.2868237		4.915243		5.622068		5.736139		5.6560655		5.3176446		1.4146984		-1.1593782		-2.141831		-1.5489913		1.0281916		-1.1838259		-1.6581825		-1.1719635		0.040109158		-0.21335125		-1.0988445		-0.63132906		0.5004945		-0.24345684		-0.7296028		-0.22892761		No		Yes		Yes		U35_44k_v1_9502		-		No hits found		No hits found		TGGTGGCGAGCACGAAGAAGCTACGGTCGCTCCTGCTGACCTTCCTCCTCCTCATCACCA		23126		0

		50043		CUST_14127_PI390587928		6.503803		4.2040443		4.1046333		3.828982		6.7996354		4.2337193		2.145068		2.8194654		6.8248696		4.2982726		2.8707857		3.4061763		1.2275933		1.0207821		-3.889448		-2.0132365		1.249254		1.0674943		-2.351934		-1.3405321		0.32106686		0.029675007		-1.9595654		-1.0095167		0.29583263		0.09422827		-1.2338476		-0.4228058		No		Yes		Yes		U35_44k_v1_50043		LOC_Os06g13100.1		ref|NP_001057255.1| 2e-37  Os06g0238300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13100.1 4e-39 CREG1 protein precursor putative expressed		ACAGTATCTTGAGTATGGAAGGTAAGTTAGACGAAACCTTTCAAATCTGAGTTTCACAAC		52047		AT2G04690.2

		25543		CUST_36751_PI390587928		8.165551		8.920405		7.5601788		7.925566		9.715599		11.898936		12.60068		11.743428		10.480252		12.086741		11.801594		6.61774		2.9282687		7.881831		32.911083		14.102334		4.9750156		8.977639		18.914425		-2.475682		2.314701		2.978531		5.0405016		3.817862		1.5500479		3.166336		4.241415		-1.307826		Yes		Yes		Yes		U35_44k_v1_25543		LOC_Os02g47090.1		emb|CAD42636.1| 3e-27  putative peptide transporter protein [Hordeum vulgare subsp. vulgare]		LOC_Os02g47090.1 2e-27 peptide transporter PTR2 putative expressed		GTGAACAGTAACTAGATAGTAGCCAGGTACGTACGTATATACACAAGAAATAATAGGAAG		25386		AT5G01180.1

		24192		CUST_19313_PI390587928		4.56276		4.3948064		4.4464884		4.715751		4.0045924		4.1612506		3.7873943		3.2724974		4.094759		3.5795155		3.6274261		3.7670078		-1.4723978		-1.1757292		-1.5790907		-2.7193348		-1.3831915		-1.759653		-1.7642589		-1.9301907		-0.4680009		-0.2335558		-0.6590941		-1.4432538		-0.55816746		-0.8152909		-0.81906223		-0.94874334		No		Yes		Yes		U35_44k_v1_24192		-		gb|EAY79172.1| 8e-09  hypothetical protein OsI_033131 [Oryza sativa (indica cultivar-group)]		LOC_Os10g36670.1 2e-10 expressed protein		AATGCTCCTTGTGCTCGCTGACGCCTACAGCACATTCCTGTCAGCGCTTGTCACGCTCAA		21729		0

		6689		CUST_20345_PI390587928		8.717159		7.065779		7.0689435		7.7032733		8.570945		7.0515275		5.428801		7.001156		7.942377		6.4817886		5.756962		7.4944706		-1.1066619		-1.0099275		-3.116966		-1.6268908		-1.7109317		-1.4989898		-2.4828234		-1.1557287		-0.7747822		-0.014251709		-1.6401424		-0.70211744		-0.14621449		-0.5839906		-1.3119817		-0.2088027		No		Yes		Yes		U35_44k_v1_6689		LOC_Os04g52520.3		gb|EAY95547.1| e-159  hypothetical protein OsI_016780 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52520.3 1e-156 APO1 putative expressed		AAGTAGACCTATGTTTTCTTTCTAAAGGATCCACGGCAGGCTATTCAGCCAGCCTAACAA		19098		AT1G64810.2

		10222		CUST_16418_PI390587928		9.5416155		9.684479		9.24481		10.618717		11.0961685		12.035333		11.711139		11.684255		11.604802		11.9970255		11.436787		10.1935835		2.937427		5.101261		5.526356		2.0929494		4.179084		4.9675922		4.5693107		-1.3426969		2.0631866		2.350854		2.4663286		1.0655375		1.554553		2.3125467		2.1919765		-0.4251337		Yes		Yes		Yes		U35_44k_v1_10222		LOC_Os12g42530.1		gb|EAZ28842.1| 4e-18  hypothetical protein OsJ_012325 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57410.1 9e-20 RING-H2 finger protein ATL5D putative expressed		CTCCCCTTTGTTTAGGGTCCAATTTGTATCTGTGGGTACATTTGTTTTGTTAATATAGAA		30460		AT3G18930.2

		19443		CUST_14413_PI390587928		8.148538		8.626557		8.154614		8.436749		7.8149047		8.12814		7.061928		8.144874		7.603003		7.821219		6.9497895		8.005288		-1.2601827		-1.4126626		-2.1327083		-1.224231		-1.4595611		-1.7475556		-2.305093		-1.348599		-0.5455346		-0.4984169		-1.0926867		-0.29187584		-0.33363295		-0.8053384		-1.2048249		-0.43146133		No		Yes		Yes		U35_44k_v1_19443		LOC_Os08g10470.2		gb|EAZ05975.1| 2e-34  hypothetical protein OsI_027207 [Oryza sativa (indica cultivar-group)]		LOC_Os08g10470.2 4e-36 expressed protein		ACTGATTGTGCAAAGTCTACTGGTCGGTGTATGAATTATGCCCCCTTTTTGTTTAAAAAA		13303		AT2G19640.2

		19087		CUST_11806_PI390587928		7.4420857		7.2009296		7.1466312		7.505114		9.708951		9.531535		11.075326		9.807815		10.188026		9.862168		10.745209		7.6844306		4.8127627		5.0301642		15.228424		4.9338045		6.7082696		6.3257594		12.113783		1.1323473		2.7459407		2.3306055		3.9286947		2.3027005		2.2668653		2.6612387		3.5985775		0.17931652		Yes		Yes		Yes		U35_44k_v1_19087		LOC_Os02g16940.1		ref|NP_001046522.1| 2e-59  Os02g0271000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17090.1 4e-61 cucumisin precursor putative expressed		CTGGAATTTTTAATAGGAAATATGTTCTTTCACGTCTCCCCTTGGATGACAGACTATTTC		15533		AT1G66210.1

		26258		CUST_2541_PI390587928		8.825118		9.27392		8.314072		8.630321		8.504222		9.084663		7.0572495		7.9805083		7.95277		8.201042		7.8470893		8.406844		-1.2491062		-1.140176		-2.3896878		-1.568964		-1.8306396		-2.1036255		-1.3822153		-1.1675435		-0.87234783		-0.18925667		-1.2568221		-0.6498122		-0.32089615		-1.0728779		-0.46698236		-0.22347641		No		Yes		Yes		U35_44k_v1_26258		LOC_Os02g08470.1		No hits found		No hits found		GACGATGTATATATACTTGGTGGTGGTATACTGTAGAAAGGTGCTCCTATACAAATTTTT		19456		0

		9302		CUST_414_PI390587928		10.109397		9.851495		8.70383		7.73649		10.2824545		9.8332615		7.5292373		6.401621		10.5878315		10.257642		7.9941726		6.8363304		1.1274453		-1.0127186		-2.257291		-2.5225255		1.393231		1.325142		-1.6354154		-1.8662721		0.47843456		-0.0182333		-1.1745925		-1.3348689		0.17305756		0.406147		-0.7096572		-0.90015936		No		Yes		Yes		U35_44k_v1_9302		LOC_Os04g01570.1		emb|CAH67830.1| 8e-32  B0616E02-H0507E05.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01570.1 1e-32 enzyme inhibitor/ pectinesterase/ pectinesterase inhibitor putative expressed		ATTCATCAACAGCAACCGCATTGTTTTGGCGGGGACGTGAATAACAAAGTTGCCGATTTC		23023		AT4G12390.1

		22398		CUST_8287_PI390587928		8.685204		7.8002677		8.319552		8.990983		7.8314896		7.5655904		6.5824533		7.615873		7.253365		6.732702		6.9096375		8.292444		-1.8071471		-1.1766435		-3.333642		-2.593877		-2.6979032		-2.0958943		-2.657215		-1.6228603		-1.4318385		-0.23467731		-1.7370992		-1.3751101		-0.853714		-1.0675659		-1.409915		-0.6985388		Yes		No		No		U35_44k_v1_22398		LOC_Os03g07120.1		ref|NP_001049081.1| 2e-99  Os03g0167400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g07120.1 1e-101 expressed protein		GACCGTGAGAGTAGCTACCTGTAAAAAATCAAACCTTCTTGAGATGAACTCCTTGCATAC		18909		AT5G06610.1

		14208		CUST_2719_PI390587928		12.65578		12.948967		12.459412		13.489259		12.362256		13.063872		13.338927		13.524648		12.000407		12.964172		13.596959		14.320442		-1.2256303		1.082904		1.8397576		1.0248331		-1.5750227		1.0105953		2.200067		1.7791442		-0.6553726		0.11490536		0.87951565		0.035388947		-0.2935238		0.015205383		1.1375475		0.83118343		No		Yes		Yes		U35_44k_v1_14208		LOC_Os11g10510.1		gb|AAG42502.1|AF326691_1 3e-93  alcohol dehydrogenase [Hordeum vulgare subsp. spontaneum]		LOC_Os11g10510.1 1e-85 alcohol dehydrogenase 2 putative expressed		CAACCCCCCTCCCTCTGTCTACTTATTCGAAATACTATCAGTGATTTGTTTCTCAAAAAA		816		AT1G77120.1

		17229		CUST_17250_PI390587928		6.1372814		6.047028		5.844314		6.204746		5.254143		5.166534		4.213846		4.625187		5.070001		5.1211643		4.6335416		5.945315		-1.8443829		-1.8410057		-3.096134		-2.9887846		-2.0954792		-1.8998213		-2.3146155		-1.1970065		-1.0672803		-0.8804941		-1.6304679		-1.5795588		-0.8831382		-0.92586374		-1.2107725		-0.2594309		Yes		No		No		U35_44k_v1_17229		LOC_Os09g36520.1		ref|NP_001063782.1| 8e-45  Os09g0535900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36520.1 2e-46 ki1 protein putative expressed		CATCTCAACAGAGAAAAGTTTTGAGTAGCCACAAGTAGGATAATTTTCATTCCCACAATA		9890		AT4G34920.1

		3626		CUST_21725_PI390587928		5.1231246		5.503897		5.670778		4.676737		5.245168		5.1327076		4.4304633		3.793272		5.1528296		4.695366		4.4720817		4.08455		1.0882753		-1.2934189		-2.3625002		-1.8448005		1.0208035		-1.7514275		-2.2953212		-1.5075302		0.029705048		-0.3711896		-1.2403145		-0.8834648		0.12204361		-0.8085313		-1.1986961		-0.5921869		No		Yes		Yes		U35_44k_v1_3626		-		No hits found		No hits found		CAAAATTACCAACAACTATCTTACAACCATTGGAGATGCCCTAATGTTTTACCTCTGGAA		44253		0

		12526		CUST_6972_PI390587928		4.3956532		4.539122		4.981846		4.636743		3.6030684		3.3395367		3.86212		3.3913698		3.641915		3.9575574		4.1331744		4.049171		-1.7321752		-2.2967367		-2.1730568		-2.3707988		-1.6861562		-1.4964714		-1.8008418		-1.5027157		-0.75373816		-1.1995854		-1.119726		-1.2453732		-0.7925849		-0.58156466		-0.84867144		-0.5875721		Yes		Yes		Yes		U35_44k_v1_12526		LOC_Os01g61610.4		gb|EAY76382.1| 5e-47  hypothetical protein OsI_004229 [Oryza sativa (indica cultivar-group)]		LOC_Os01g61610.4 1e-48 gibberellin 20 oxidase 2 putative expressed		GACACCAGCATTCCGGTGATCGACCTCGGCGAGCTCCTCGCGGCGGACGAGGGCCGCATC		21983		AT5G05600.1

		36532		CUST_25934_PI390587928		7.261364		7.533671		7.7488995		8.094258		6.8793693		6.6841226		6.412113		7.088255		6.6096826		6.622623		6.671188		8.023445		-1.3031424		-1.8019367		-2.5258803		-2.00834		-1.5709981		-1.8804109		-2.1106853		-1.0503086		-0.6516814		-0.84954834		-1.3367863		-1.0060034		-0.38199472		-0.91104794		-1.0777116		-0.07081318		No		Yes		Yes		U35_44k_v1_36532		LOC_Os06g06460.1		ref|NP_001056876.1| 6e-11  Os06g0160000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05730.1 1e-04 histone H3 putative expressed		GCCGTCGGCCGGCGGGGTCTGGGCCTGGGTGCTTCGCCGGCGGTGTGTTTTTGGGCCTCG		31608		0

		21870		CUST_27577_PI390587928		12.068275		12.196593		11.622074		11.548562		11.5051985		11.793553		10.335761		11.148349		11.276023		11.366336		10.834661		11.447517		-1.4774169		-1.3222913		-2.4390395		-1.319703		-1.7317762		-1.7780026		-1.7259774		-1.0725498		-0.79225254		-0.40303993		-1.286313		-0.40021324		-0.563077		-0.8302574		-0.7874136		-0.101044655		No		Yes		Yes		U35_44k_v1_21870		LOC_Os12g03810.2		emb|CAA73067.1| 2e-64  serine/threonine kinase [Sorghum bicolor]		LOC_Os12g03810.2 2e-65 CIPK-like protein 1 putative expressed		GTAAACTCACATCGGTCAGTCATCATTTTGTTCCCATGTAAATTGTAGATCATGAGTAAT		18109		AT2G26980.4

		43153		CUST_12480_PI390587928		4.679842		4.9355164		5.484819		4.936623		3.428374		3.6544952		4.467318		4.043297		3.7984564		3.9833376		4.3671384		4.335012		-2.3808355		-2.4301093		-2.024409		-1.8574537		-1.8421437		-1.9347923		-2.1699781		-1.5174102		-0.88138556		-1.2810211		-1.0175009		-0.8933263		-1.251468		-0.9521787		-1.1176805		-0.60161114		Yes		No		No		U35_44k_v1_43153		LOC_Os12g39930.1		No hits found		No hits found		CTGCTCCTGGATACGCCCTGCTTCGTATACAAGATGAGTAAAATTAATTGTAGCTTTAAA		39496		0

		5706		CUST_1935_PI390587928		9.964916		9.907641		9.822175		9.997729		10.799062		11.135227		11.906631		10.774192		11.40713		11.649757		11.521377		10.47166		1.7828008		2.341748		4.241153		1.7129257		2.7173758		3.3452544		3.247212		1.3888881		1.442214		1.2275858		2.0844564		0.77646255		0.83414555		1.742116		1.6992016		0.47393036		Yes		Yes		Yes		U35_44k_v1_5706		LOC_Os01g07360.4		gb|EAY72688.1| 8e-48  hypothetical protein OsI_000535 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07360.4 2e-49 CENP-E like kinetochore protein putative expressed		TGTGAGGTGATGGGTGGTGTATGAAACATTTGCACTGAATGCATTTCCTTTGGCAAAAAA		35639		0

		1196		CUST_25475_PI390587928		9.204708		9.178311		8.846426		9.250312		9.572021		9.293407		10.03526		9.4547205		9.582953		9.667451		9.477241		9.255809		1.2899476		1.0830472		2.2796845		1.1522139		1.2997601		1.4036075		1.548439		1.0038174		0.37824535		0.11509609		1.1888342		0.20440865		0.36731243		0.48913956		0.63081455		0.0054969788		No		Yes		Yes		U35_44k_v1_1196		LOC_Os06g50154.1		gb|EAZ02360.1| e-104  hypothetical protein OsI_023592 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50154.1 1e-105 translocon-associated protein alpha subunit precursor putative expressed		TTCCTGTCTCTGTGCAAGCAACCTTTCCCTATACATTTGCTGTGAGCAAATTCTTGCAGC		3473		AT2G21160.1

		39993		CUST_41768_PI390587928		7.281709		6.833052		7.9744134		7.7113914		6.965448		6.6610503		7.2507668		7.136545		6.8279614		6.3901706		6.896753		7.4125047		-1.2450997		-1.1266207		-1.6513509		-1.4895188		-1.3695935		-1.3593167		-2.1106107		-1.2301948		-0.45374775		-0.17200184		-0.72364664		-0.57484627		-0.3162613		-0.44288158		-1.0776606		-0.29888678		No		Yes		Yes		U35_44k_v1_39993		LOC_Os04g11880.1		gb|EAZ29853.1| e-103  hypothetical protein OsJ_013336 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g11880.1 1e-105 vacuolar assembly protein VPS41 putative expressed		CTTCCTGTGTTGATCCCTTACATACCCATAGAGAATCCACAGCTGAGTGATACTGCTTAT		36266		AT1G08190.1

		14901		CUST_35675_PI390587928		10.767602		11.0126295		10.132525		6.543936		10.486023		10.698525		7.977407		5.42667		10.375298		10.880538		9.433606		5.813643		-1.2155246		-1.2432394		-4.454052		-2.1693542		-1.3124882		-1.0958813		-1.6232884		-1.6589757		-0.39230442		-0.31410408		-2.1551185		-1.1172657		-0.28157902		-0.13209152		-0.6989193		-0.7302928		No		Yes		Yes		U35_44k_v1_14901		LOC_Os10g05910.1		ref|NP_001105118.1| 2e-40  proline-rich protein [Zea mays]		LOC_Os10g05970.1 7e-42 proline-rich protein putative expressed		GGGGATCAGTGTGCTTGTATTGCTTTTCAAAGATTTGTAATTTTGGTGTGTGTTTTGTAT		152		0

		15849		CUST_29090_PI390587928		14.404655		14.506122		14.784661		15.671684		14.097027		13.697525		12.976997		14.444554		13.246877		13.06499		13.622455		15.676429		-1.2376716		-1.7515068		-3.5007498		-2.3410082		-2.2311363		-2.7153375		-2.2379947		1.0032941		-1.1577787		-0.8085966		-1.8076639		-1.2271299		-0.30762863		-1.4411316		-1.1622066		0.0047445297		Yes		Yes		Yes		U35_44k_v1_15849		LOC_Os02g47510.1		gb|EAZ24320.1| 0.0  hypothetical protein OsJ_007803 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47510.1 0.0 carotenoid cleavage dioxygenase 1 putative expressed		GCATACACATAGGAGAAATAGGTCATCTCATGTGTAGCATTTACATGTTTACAAGAAAGA		None		AT4G19170.1

		34887		CUST_36502_PI390587928		10.185471		9.457456		9.540753		10.800006		10.9478445		10.675163		12.191051		12.021386		11.408726		10.998421		11.957204		11.493581		1.6962795		2.3257687		6.2779655		2.3316967		2.3347292		2.909891		5.3385596		1.6172861		1.2232552		1.2177076		2.6502972		1.2213802		0.7623739		1.5409651		2.4164505		0.6935749		Yes		Yes		Yes		U35_44k_v1_34887		LOC_Os07g45480.1		gb|EAZ04942.1| 1e-24  hypothetical protein OsI_026174 [Oryza sativa (indica cultivar-group)]		LOC_Os07g45480.1 3e-26 conserved hypothetical protein		AATAATGGCTGTGTTACTGTTGTAAGACCATGGATGTATGAAAGATGAGGCATCTGCTTT		None		0

		7738		CUST_5837_PI390587928		6.5312176		6.5652733		5.9716663		6.722525		9.720376		10.1676855		11.78476		11.004376		10.272126		10.74712		11.558393		10.0864935		9.120788		12.146024		56.223217		19.452063		13.369824		18.149359		48.058716		10.295689		3.7409086		3.6024122		5.813094		4.2818513		3.1891584		4.1818466		5.586726		3.3639684		Yes		Yes		Yes		U35_44k_v1_7738		LOC_Os01g62010.1		gb|EAZ14078.1| 5e-92  hypothetical protein OsJ_003903 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62010.1 1e-116 monoglyceride lipase putative expressed		TGTAGGTGGCCTTTGTTTGAGCTTCAGCTACTGATTTCCGGATTCTGGACTTTCAAAAAA		19569		AT2G39420.1

		15762		CUST_10407_PI390587928		13.023198		13.134143		13.533321		15.977532		12.796023		14.195447		17.326303		18.256226		12.357202		14.284326		17.460386		18.512827		-1.1705405		2.086817		13.8612175		4.852382		-1.5866638		2.21942		15.21123		5.796952		-0.66599655		1.0613041		3.792982		2.2786932		-0.22717476		1.1501827		3.927065		2.5352945		Yes		No		No		U35_44k_v1_15762		-		No hits found		No hits found		CTTGATGGATTTCGTCACTGTCCTAAGTTCATGTATTGGTATTGTATTGAATTCACATGT		6699		0

		23402		CUST_2351_PI390587928		8.861407		9.125997		10.021311		8.899362		8.741944		8.324657		8.519002		8.099982		8.684382		7.7935014		8.531772		8.629385		-1.0863304		-1.742718		-2.8329573		-1.7403523		-1.13055		-2.5183787		-2.8079927		-1.2057883		-0.17702484		-0.80133915		-1.5023088		-0.79937935		-0.11946297		-1.3324952		-1.4895391		-0.26997662		No		Yes		Yes		U35_44k_v1_23402		LOC_Os08g02060.1		No hits found		No hits found		ATGTCCACAACGATATTAAATTTATTTTTCGTGGGGGTGGGCCCACCACAGTAGCTTGCT		19377		0

		42317		CUST_34553_PI390587928		6.9334598		6.6760106		7.57591		7.2340503		6.6565967		6.17423		6.423986		6.9210877		6.474872		6.0469265		6.380352		7.181474		-1.2115577		-1.41596		-2.2221005		-1.242256		-1.3741958		-1.5465828		-2.2903342		-1.0371151		-0.45858765		-0.5017805		-1.1519241		-0.31296253		-0.2768631		-0.6290841		-1.1955581		-0.052576065		No		Yes		Yes		U35_44k_v1_42317		LOC_Os11g05080.1		gb|EAY82247.1| 4e-23  hypothetical protein OsI_036206 [Oryza sativa (indica cultivar-group)]		LOC_Os12g05080.1 6e-25 expressed protein		GCGGGACGACAGCTACCCGCTCTACGAGTCCAAGGACTGCCCGTTCCTCGACGGCGGGTT		37925		AT5G19160.1

		7079		CUST_41342_PI390587928		6.68228		6.8054695		6.9157066		6.48164		6.5823436		6.3088098		5.602939		5.373758		6.415371		6.2647796		6.1492577		6.1137605		-1.0717263		-1.410943		-2.4841762		-2.1552901		-1.2032273		-1.454668		-1.7010776		-1.2904546		-0.26690912		-0.49665976		-1.3127675		-1.107882		-0.099936485		-0.54068995		-0.766449		-0.3678794		No		Yes		Yes		U35_44k_v1_7079		LOC_Os12g38440.3		gb|EAZ20946.1| 9e-68  hypothetical protein OsJ_035155 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g38440.3 2e-69 transcription factor X1-like protein putative expressed		CTTTGAATAATTAATTAATCTGACTGTAGCAAAGAGAGCAAGCCCTTCTCACGTTGTTGG		14545		AT1G15910.1

		3697		CUST_16936_PI390587928		9.477502		9.555205		9.216107		9.470429		9.51644		9.283875		10.280544		11.11819		9.530819		9.474324		9.8881035		9.618473		1.0273577		-1.2069199		2.0913534		3.1334684		1.037648		-1.0576638		1.5932759		1.1080658		0.05331707		-0.27132988		1.0644369		1.6477604		0.038938522		-0.08088112		0.6719961		0.14804363		No		Yes		Yes		U35_44k_v1_3697		LOC_Os12g36640.2		ref|NP_001066983.1| 6e-62  Os12g0552500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36640.2 1e-63 fiber protein Fb19 putative expressed		ACACGTGTGTTTACTTCTTGTAGAAGTGTGGTTTGTAAATTCATTCCTCTTCTGTTCAGA		11090		AT2G47710.1

		41204		CUST_9089_PI390587928		5.105231		4.601984		5.643904		6.921396		5.87751		5.9121976		7.486311		6.8778777		5.54335		6.0417333		7.177668		7.969915		1.707966		2.4797823		3.5860777		-1.030624		1.3548371		2.712737		2.8954024		2.0684056		0.4381194		1.3102136		1.8424067		-0.043518066		0.77227926		1.4397492		1.5337639		1.0485191		Yes		Yes		Yes		U35_44k_v1_41204		-		gb|EAY74880.1| 5e-81  hypothetical protein OsI_002727 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17400.1 2e-46 conserved hypothetical protein		GATGGAACTGAGTTTATCTCACAACCCTGTACACATCACTATCAGCTCAAACTGGATCCC		None		AT2G34930.1

		12558		CUST_6910_PI390587928		12.769107		12.622014		12.522433		11.560936		12.121345		11.97495		10.565669		9.965092		11.681676		11.590997		11.27602		11.100323		-1.5667362		-1.5659783		-3.8819034		-3.0227137		-2.124953		-2.0434647		-2.3725085		-1.3761266		-1.087431		-0.6470642		-1.9567642		-1.5958443		-0.6477623		-1.0310173		-1.2464132		-0.46061325		Yes		Yes		Yes		U35_44k_v1_12558		LOC_Os09g36350.1		gb|EAZ45473.1| 5e-49  hypothetical protein OsJ_028956 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36350.1 1e-50 endoglucanase 1 precursor putative expressed		TTACCATGTGGTCAACTCCTATCTGGTTTGCTGGTGTACCTGTTGTAGCTATGGGTATTG		30902		AT1G19940.1

		26650		CUST_7267_PI390587928		4.5875754		5.252455		3.8676398		3.1836815		3.890706		3.9389255		3.3569107		3.755392		3.3296058		3.8338375		1.8055071		2.3859928		-1.6209835		-2.4854891		-1.42477		1.4862849		-2.3915892		-2.6732926		-4.176032		-1.738314		-1.2579696		-1.3135297		-0.5107291		0.5717106		-0.6968694		-1.4186177		-2.0621328		-0.7976887		Yes		Yes		Yes		U35_44k_v1_26650		LOC_Os03g54160.2		gb|EAZ22621.1| 2e-17  hypothetical protein OsJ_006104 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g21850.1 4e-19 DNA binding protein putative expressed		GAGACACATGCAGAGATCCTTATATTCCCCTTTCGCCGTTCGCTCTTGGCACCGTCGTCC		22312		AT5G60440.1

		7821		CUST_50_PI390587928		9.917732		9.754304		10.166764		10.954822		10.249448		11.04868		11.759955		11.028857		10.881536		11.479907		11.4940405		10.698813		1.258509		2.4527094		3.01716		1.0526571		1.9504449		3.3071835		2.5092847		-1.1941699		0.9638033		1.2943764		1.5931911		0.074035645		0.33171558		1.7256031		1.3272762		-0.25600815		No		Yes		Yes		U35_44k_v1_7821		LOC_Os09g16950.1		gb|EAZ44316.1| e-107  hypothetical protein OsJ_027799 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16540.1 1e-108 protein kinase putative expressed		AACATTTTGACAATCTTTGTGGATCGGGGAGACATCAGAGAACTATAATGTGTGAAAAAA		39941		AT5G10530.1

		43654		CUST_36549_PI390587928		2.3630984		3.3504689		5.639421		3.1977131		1.8598746		2.2972212		4.4513683		2.8840866		1.659243		2.231228		4.0480285		2.5999286		-1.4173772		-2.075196		-2.27845		-1.2428279		-1.6288519		-2.172326		-3.0134008		-1.5133908		-0.7038554		-1.0532477		-1.1880527		-0.31362653		-0.5032238		-1.1192408		-1.5913925		-0.5977845		Yes		No		No		U35_44k_v1_43654		LOC_Os02g46970.1		gb|EAZ24276.1| 5e-34  hypothetical protein OsJ_007759 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g46970.1 8e-36 4-coumarate--CoA ligase 2 putative expressed		TCTCTGTCTCTCGTATAACAGAGGATCATGATCAAGGTGGCGGCACCGGAGGTGCAGCAG		40572		AT1G65060.2

		5795		CUST_11232_PI390587928		8.51834		7.6788025		6.1709323		7.0691376		7.943503		6.820202		5.1044116		6.640753		7.6607194		6.7163544		5.3958144		6.867679		-1.4895093		-1.8132787		-2.0943763		-1.3457261		-1.8120475		-1.9486138		-1.7113298		-1.1498601		-0.8576207		-0.8586006		-1.0665207		-0.42838478		-0.5748372		-0.9624481		-0.7751179		-0.20145845		No		Yes		Yes		U35_44k_v1_5795		LOC_Os07g33350.2		dbj|BAC83716.1| 6e-39  unknown protein [Oryza sativa Japonica Group]		LOC_Os07g33350.2 1e-40 hsp20/alpha crystallin family protein expressed		AACCCAAAAGGTGTTGGATGAGAGGGTTAGATTGGCAATAAAAATGTCATTTCTCAATCA		13073		AT4G21870.1

		2001		CUST_18105_PI390587928		2.5885427		2.437809		1.8480603		2.1956775		2.5641286		2.1294014		7.9050937		6.328198		2.117862		2.1506646		8.784688		5.570854		-1.0170665		-1.23834		66.580765		17.539318		-1.3857632		-1.2202227		122.499146		10.375987		-0.4706807		-0.30840755		6.0570335		4.1325207		-0.024414062		-0.28714442		6.936628		3.3751767		Yes		Yes		Yes		U35_44k_v1_2001		LOC_Os04g56700.1		sp|P28038|FL3H_HORVU 0.0  Naringenin,2-oxoglutarate 3-dioxygenase (Flavonone-3-hydroxylase) (F3H) (FHT)		LOC_Os04g56700.1 1e-166 naringenin2-oxoglutarate 3-dioxygenase putative expressed		GAGCTAAGCAAGTTCATGAGTTTAGCGTGTAAAGAAATATAGCGTATTTCGTACTGAAAA		4829		AT3G51240.1

		27939		CUST_6447_PI390587928		2.7998664		2.7499897		3.2246857		2.6017354		2.6548064		3.9162529		6.177546		5.504044		2.9797459		5.961071		6.1798654		4.5578675		-1.1057767		2.2442963		7.742827		7.476218		1.1327893		9.260444		7.7552843		3.880203		0.17987943		1.1662631		2.9528604		2.9023087		-0.14506006		3.2110813		2.9551797		1.9561322		Yes		Yes		Yes		U35_44k_v1_27939		LOC_Os01g04570.2		ref|NP_001041969.1| 3e-38  Os01g0138300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04570.2 7e-40 Ser/Thr protein kinase putative expressed		AAGGGCCATATTATGGGGATCTAAGAGTGGTGAAATGAAAATTTTTAGTCTGATGTGCAA		23771		AT1G66920.1

		20131		CUST_39004_PI390587928		5.128495		4.496308		5.7497582		5.7767296		4.3838773		4.3946013		4.6627536		6.3426743		4.2718697		3.8996947		4.914344		6.507942		-1.6755304		-1.0730419		-2.1243253		1.4803566		-1.8107979		-1.5121624		-1.7843695		1.6600338		-0.85662556		-0.101706505		-1.0870047		0.5659447		-0.74461794		-0.59661317		-0.8354144		0.7312126		No		Yes		Yes		U35_44k_v1_20131		LOC_Os02g07830.1		ref|NP_001046052.1| 1e-76  Os02g0175000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07830.1 3e-78 cation transporter HKT6 putative expressed		AAAGCATAAAAAATATGGTGAAGGCCTGGAGGGTGCTTGTTCACATCGGCGCTTTTCCTT		11770		AT4G10310.1

		12444		CUST_21253_PI390587928		3.2305052		3.1885493		2.0850794		3.0059426		2.7506523		4.382326		5.2943993		4.3342266		3.0099757		3.7172124		5.3888154		2.612877		-1.3946015		2.287508		9.249144		2.5110383		-1.1651613		1.4425918		9.874694		-1.3131809		-0.22052956		1.1937768		3.2093198		1.328284		-0.4798529		0.52866316		3.303736		-0.3930657		No		Yes		Yes		U35_44k_v1_12444		LOC_Os08g02560.1		gb|EAZ41333.1| 1e-18  hypothetical protein OsJ_024816 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02580.1 2e-20 conserved hypothetical protein		TAATAATAAATTCCTATTTGTGCCTGCTTTCTTAGGGCGTTCATGTTTTATGGACTCCTC		None		AT1G54520.1

		17712		CUST_25833_PI390587928		9.679278		9.685268		9.314608		9.606164		9.390012		9.458453		8.213805		9.122241		9.002376		9.066104		8.698142		9.4527235		-1.2220188		-1.1702487		-2.1447394		-1.3985415		-1.5987039		-1.5359854		-1.5331147		-1.1122187		-0.6769028		-0.22681522		-1.1008024		-0.48392296		-0.2892666		-0.61916447		-0.61646557		-0.15344048		No		Yes		Yes		U35_44k_v1_17712		LOC_Os04g49540.1		ref|NP_001053673.1| 4e-98  Os04g0584900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49540.1 1e-100 expressed protein		AATGTTTATCAAAAGGATGGTGTCCCGTCCCGTGTTAAAGCCGAACATGAAGCTTTGAGG		None		AT1G20830.1

		24083		CUST_33725_PI390587928		6.280745		6.4520507		6.49721		6.2081447		6.935102		7.2214675		8.158655		7.3203697		6.955604		7.1230016		7.528629		6.315212		1.5739143		1.7045805		3.1633325		2.161788		1.5964408		1.592122		2.0440335		1.0770365		0.67485905		0.7694168		1.6614451		1.112225		0.65435696		0.6709509		1.0314188		0.10706711		Yes		Yes		Yes		U35_44k_v1_24083		LOC_Os01g06060.1		gb|EAZ10588.1| 3e-23  hypothetical protein OsJ_000413 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06210.1 4e-25 gibberellin receptor GID1L2 putative		CGATGGCCGACCAGCTCTGGCGCATGTCGCTGCCGGTGGGGGCGAGCATGGACCACCCGC		19353		AT5G06570.2

		22654		CUST_37805_PI390587928		4.960205		5.536226		4.6692204		4.3894672		4.4344707		4.1229763		2.2929773		2.1446304		3.9034996		4.0830846		2.5366676		2.615352		-1.4396663		-2.6633637		-5.1918297		-4.739835		-2.0801759		-2.7380357		-4.3849273		-3.4202821		-1.0567055		-1.4132495		-2.376243		-2.2448368		-0.5257344		-1.4531412		-2.1325529		-1.7741153		Yes		No		No		U35_44k_v1_22654		LOC_Os01g04300.1		gb|EAZ10439.1| 9e-41  hypothetical protein OsJ_000264 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04300.1 2e-42 endo-14-beta-xylanase putative expressed		CGTTTCTACGTTTGGTATATATTGTACTGTTGAGAGATTGTAATCAAGGTACTGTATTGG		17526		AT4G08160.1

		13539		CUST_36824_PI390587928		4.611794		5.06238		4.886662		4.599013		3.8418062		4.1847477		3.9879458		3.7053363		3.9670832		3.822602		3.451186		3.7341263		-1.7052554		-1.8373572		-1.8644062		-1.8579047		-1.5634258		-2.3616216		-2.704714		-1.8211964		-0.6447108		-0.87763214		-0.8987162		-0.8936765		-0.7699878		-1.2397778		-1.4354761		-0.8648865		Yes		No		No		U35_44k_v1_13539		LOC_Os01g56140.1		gb|EAY75957.1| 7e-29  hypothetical protein OsI_003804 [Oryza sativa (indica cultivar-group)]		LOC_Os01g56140.1 1e-30 expressed protein		AAATTTACGGAGGGAATAGTAAATTGCGATGTATGCCGTATGTCCATGTGAAGAGCGGCC		None		AT5G65770.2

		47734		CUST_30102_PI390587928		5.5626793		5.585955		4.867683		4.8859544		6.6527276		5.9715786		8.530965		6.952011		7.2692604		7.1955695		8.272302		4.713376		2.1288116		1.3064243		12.66945		4.1874056		3.2638643		3.0517025		10.589912		-1.1270709		1.7065811		0.38562346		3.663282		2.0660567		1.0900483		1.6096144		3.4046187		-0.17257833		Yes		Yes		Yes		U35_44k_v1_47734		LOC_Os04g38540.2		gb|EAZ30964.1| 5e-10  hypothetical protein OsJ_014447 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38540.1 7e-12 aldose 1-epimerase putative expressed		TCTTTTCTTGGACACCCTCGCTGTTTTTTTTAATGACACCTCTTACTTTGGGCCGCTGAA		49082		0

		38726		CUST_22083_PI390587928		6.1343493		6.556791		6.7270927		6.2993608		5.491014		5.2713313		5.5042033		5.3123584		5.5428615		5.412514		5.7087326		5.558171		-1.561936		-2.4375968		-2.3341372		-1.9820623		-1.5067999		-2.2103527		-2.0256152		-1.671554		-0.5914879		-1.2854595		-1.2228894		-0.9870024		-0.64333534		-1.1442766		-1.0183601		-0.74118996		Yes		Yes		Yes		U35_44k_v1_38726		LOC_Os10g22484.3		gb|EAZ15850.1| 2e-41  hypothetical protein OsJ_030059 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g22484.3 4e-43 RGH2A putative expressed		ATGATGAATTCTGTCGATATTCTCAGAGGATTGCCTGCCCTGACTGCTCTATCGCTGTAT		34633		0

		17498		CUST_22470_PI390587928		14.695129		14.867146		15.425441		15.478115		14.16336		14.500229		13.745804		14.177419		13.940801		14.01706		14.2105		15.33801		-1.4457016		-1.2895937		-3.2034733		-2.4634776		-1.6868465		-1.8026074		-2.321313		-1.1019855		-0.7543287		-0.36691666		-1.679637		-1.3006964		-0.53176975		-0.85008526		-1.214941		-0.14010525		No		Yes		Yes		U35_44k_v1_17498		LOC_Os04g46000.1		ref|NP_001053459.1| 3e-59  Os04g0544200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46000.1 6e-61 nuc-1 negative regulatory protein preg putative expressed		CAAGGTGTGTGGTGTGCTCTAGTCCACAAGTGACATGTATATTGTTGAATGTTGGATCAT		24544		AT5G07450.1

		7726		CUST_5848_PI390587928		3.9399378		4.536194		3.112395		2.972121		2.9435866		3.592542		2.324335		1.9597783		2.3658488		3.5609853		2.4875364		1.7085533		-1.9949481		-1.9233907		-1.7267509		-2.017184		-2.9774742		-1.9659253		-1.5420597		-2.4008873		-1.574089		-0.9436519		-0.78805995		-1.0123427		-0.99635124		-0.9752085		-0.6248586		-1.2635677		Yes		No		No		U35_44k_v1_7726		LOC_Os12g41910.2		gb|EAZ27905.1| 7e-57  hypothetical protein OsJ_011388 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43990.2 1e-58 transposon protein putative Mutator sub-class expressed		TAAAGTAGTCGGTGTATGCTGGAATTCACCTCTGCCTTCTGGTTTTTGTCTACTCCCTGA		24858		AT1G30440.1

		22356		CUST_22361_PI390587928		11.351433		12.241585		14.218536		12.88289		10.683723		11.60057		13.105659		11.191911		10.409362		11.851688		13.156428		12.828372		-1.5885488		-1.559426		-2.1627665		-3.2287574		-1.9212842		-1.3102993		-2.0879803		-1.0385119		-0.94207096		-0.64101505		-1.1128778		-1.690979		-0.66770935		-0.3898964		-1.062108		-0.054517746		Yes		Yes		Yes		U35_44k_v1_22356		LOC_Os05g47950.1		emb|CAJ19334.1| 2e-96  UDP-glucose glucosyltransferase [Triticum aestivum]		LOC_Os02g51910.1 3e-46 cytokinin-O-glucosyltransferase 2 putative expressed		GAGCTACTGATGAATGAGCTTCTAATTATCTGCAATTTTAAGAGAAACTGAGCTTCACTT		None		AT1G22380.1

		5972		CUST_18127_PI390587928		7.6562266		7.9704595		7.443666		7.755687		7.8496456		8.025869		9.270049		7.7740536		8.178924		8.554093		8.630864		7.6033063		1.1434704		1.0391543		3.5464685		1.0128119		1.4366384		1.4986193		2.2771008		-1.1114022		0.522697		0.05540991		1.8263831		0.018366337		0.19341898		0.5836339		1.1871982		-0.15238094		No		Yes		Yes		U35_44k_v1_5972		LOC_Os05g38720.1		ref|NP_001055767.1| 6e-58  Os05g0462500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38720.1 1e-59 transmembrane receptor putative expressed		TGGTAACCAGTCATTTCATTCCGGCACTTTGACTTCTGATGAACCTTTTGTTTGTCTGTT		16757		AT3G09570.1

		3400		CUST_3466_PI390587928		14.737769		14.756513		14.696431		14.732041		14.352172		14.591847		13.648675		14.308766		14.167399		14.071292		13.934662		14.829501		-1.3064005		-1.120906		-2.067312		-1.3409681		-1.484904		-1.607948		-1.6955688		1.069888		-0.5703697		-0.16466522		-1.0477562		-0.423275		-0.38559723		-0.6852207		-0.7617693		0.09745979		No		Yes		Yes		U35_44k_v1_3400		LOC_Os09g29380.2		gb|EAZ09439.1| 2e-52  hypothetical protein OsI_030671 [Oryza sativa (indica cultivar-group)]		LOC_Os09g29380.2 3e-54 expressed protein		GATAATGTTACAGTAAGAACACTGCATCTGAAGAATGGATATGTATGTGCGTGCATAAAA		10203		0

		4906		CUST_1327_PI390587928		9.647763		9.223027		9.183923		7.398454		9.752521		9.337257		10.959831		9.631184		10.376311		9.651222		10.062332		7.883879		1.0753134		1.0823973		3.4245358		4.700224		1.6569706		1.3455491		1.8383473		1.3999982		0.72854805		0.114230156		1.7759085		2.2327294		0.10475731		0.428195		0.8784094		0.485425		Yes		Yes		Yes		U35_44k_v1_4906		LOC_Os07g34006.1		dbj|BAC57673.1| e-159  putative glucose-6-phosphate/phosphate- translocator precursor [Oryza sativa Japonica Group]		LOC_Os07g34006.1 1e-161 glucose-6-phosphate/phosphate translocator 2 chloroplast precursor putative expressed		CATGGTGCTGATGATGTAGAGAGGTGAATGAATCAATCCAAATAAAGTTGCCAGGAAAAA		10487		AT1G61800.1

		48197		CUST_19223_PI390587928		9.811614		9.395089		10.482875		10.664088		9.412477		8.742946		8.926		9.840534		9.3820715		8.467284		9.365739		10.358849		-1.3187193		-1.5715013		-2.942159		-1.7697604		-1.3468064		-1.9023793		-2.1691592		-1.235624		-0.42954254		-0.6521435		-1.5568752		-0.82355404		-0.3991375		-0.92780495		-1.117136		-0.30523968		No		Yes		Yes		U35_44k_v1_48197		-		No hits found		No hits found		TCTCTTATCTCTGCACTGTACTATACGCATCGCCATGGCCATGAATGATAGTCAGCTCAA		None		0

		45048		CUST_10117_PI390587928		2.4905252		2.418767		4.109052		3.4958909		4.225075		4.5915756		7.3389564		4.3238435		3.749272		5.7934		6.8123837		3.3080685		3.3277557		4.5090036		9.382056		1.7751644		2.392878		10.372076		6.5130415		-1.1390431		1.2587469		2.1728086		3.2299042		0.8279526		1.7345495		3.3746328		2.7033315		-0.18782234		Yes		Yes		Yes		U35_44k_v1_45048		LOC_Os03g16920.1		gb|EAY89457.1| 4e-34  hypothetical protein OsI_010690 [Oryza sativa (indica cultivar-group)]		LOC_Os03g16920.1 1e-35 heat shock cognate 70 kDa protein putative expressed		ACCGATACACACATGTGGTTCTTGCACTGTGTTGTTTTTGCCCTAAGTCCAGAAAATGAG		43426		AT3G12580.1

		38227		CUST_10788_PI390587928		4.4436984		4.4989934		5.501156		5.0552306		3.3927488		3.1427886		3.968407		3.1697342		3.312394		3.2370331		3.281422		3.935425		-2.0718932		-2.5601082		-2.893366		-3.6948004		-2.1905673		-2.3982139		-4.6580753		-2.1731768		-1.1313045		-1.3562047		-1.5327489		-1.8854964		-1.0509496		-1.2619603		-2.219734		-1.1198056		Yes		No		No		U35_44k_v1_38227		-		emb|CAE05026.2| 1e-11  OSJNBa0044M19.13 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g31804.1 1e-15 NAP1-1 putative expressed		AGAGAAGCAAGGATTTTCAAGTTCCCCTAGTAACAACAGATAGAAAGCCAAACATTTATG		34100		0

		16243		CUST_13325_PI390587928		10.023171		8.502895		5.7872314		6.396342		10.348573		9.364131		5.1136823		5.242885		10.702687		9.705321		6.0667033		6.204773		1.2530129		1.8165935		-1.594992		-2.2244623		1.6016022		2.301263		1.2137505		-1.142005		0.67951584		0.8612356		-0.6735492		-1.1534567		0.3254013		1.202426		0.27947187		-0.19156885		No		Yes		Yes		U35_44k_v1_16243		LOC_Os04g48416.1		gb|EAY95232.1| 0.0  hypothetical protein OsI_016465 [Oryza sativa (indica cultivar-group)]		LOC_Os04g48416.1 0.0 subtilisin-like protease precursor putative expressed		GTAGCACTTGCCGGAAGGAAAATGTTGTCAAGCTCCAACTGAAAACAAGCTTTATTCCTC		6552		AT5G51750.1

		12625		CUST_36639_PI390587928		5.446918		5.645867		5.718352		5.54087		4.7934704		4.599001		5.1488147		5.540895		4.3824143		4.047316		4.7927766		4.746226		-1.5729226		-2.0660367		-1.4840474		1.0000172		-2.0914502		-3.0283895		-1.8994415		-1.7346497		-1.0645037		-1.0468659		-0.56953716		2.48E-05		-0.6534476		-1.5985508		-0.92557526		-0.79464436		Yes		No		No		U35_44k_v1_12625		LOC_Os08g33650.2		gb|EAZ07090.1| 1e-29  hypothetical protein OsI_028322 [Oryza sativa (indica cultivar-group)]		LOC_Os08g33650.2 3e-31 expressed protein		TTTGAATTCATTTCATCCTTTGGGAGCCGTTTTTCTCTGTCGTCCGGCCGTCGGAATTTT		None		0

		23134		CUST_9837_PI390587928		4.0318713		3.9926922		4.3861284		3.474456		3.271309		2.7556093		2.6690495		2.4800851		3.054877		2.953584		2.243326		2.1043856		-1.6941509		-2.3572145		-3.2877007		-1.9922117		-1.9683602		-2.0549572		-4.4161906		-2.584832		-0.9769943		-1.237083		-1.7170789		-0.99437094		-0.7605624		-1.0391083		-2.1428025		-1.3700705		Yes		No		No		U35_44k_v1_23134		LOC_Os06g48060.1		ref|NP_001058453.1| 4e-50  Os06g0695800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g48060.1 1e-51 phosphate import ATP-binding protein pstB 1 putative expressed		ATCGAATGGGATCAGCTTCAGATGATAGCAGGGAGCACCTGCTGGACGTGGGCGGCCTCG		16777		AT1G67940.1

		41237		CUST_9696_PI390587928		8.823031		9.184205		8.289723		7.682384		8.519061		8.117387		6.778703		6.057756		8.7959795		8.742154		7.0374084		7.483478		-1.2345372		-2.0948083		-2.850115		-3.0836265		-1.0189278		-1.3585342		-2.3822339		-1.1478276		-0.027051926		-1.0668182		-1.5110202		-1.6246281		-0.30397034		-0.44205093		-1.252315		-0.19890594		Yes		No		No		U35_44k_v1_41237		LOC_Os02g37490.1		emb|CAA88559.1| 9e-05  glycine rich protein [Hordeum vulgare subsp. vulgare]		LOC_Os02g37490.1 2e-05 glycine-rich cell wall structural protein precursor putative expressed		CATGTACGTATACGTCCCCCCTGCCCAGTTTTCCTGTTTCAATAATACCAGGGGTTTTTT		946		0

		3287		CUST_28697_PI390587928		7.9857864		8.337104		7.133364		8.57324		8.821167		9.128351		9.836791		9.572327		9.287485		9.296845		9.571228		8.42273		1.7843276		1.7305701		6.513472		1.9987339		2.4651897		1.9449615		5.4183884		-1.1099616		1.3016987		0.79124737		2.7034268		0.9990864		0.83538055		0.9597416		2.4378638		-0.15050983		Yes		Yes		Yes		U35_44k_v1_3287		LOC_Os02g20360.2		dbj|BAA87054.1| 0.0  nicotianamine aminotransferase [Hordeum vulgare subsp. vulgare]		LOC_Os02g20360.1 0.0 tyrosine aminotransferase putative expressed		TCTGACTGAAGCTGTAAATCATTCCCAGTATCCCCATCTATATCTTTCAATAAAATGGAA		7287		AT5G53970.1

		8642		CUST_14067_PI390587928		6.859014		7.055638		6.092974		7.3238664		7.41575		8.434459		8.503338		7.564373		7.4466996		8.708401		8.735203		8.107743		1.4709375		2.6005573		5.316083		1.1814075		1.502834		3.1443524		6.242953		1.7217515		0.5876856		1.3788209		2.4103637		0.24050665		0.556736		1.6527629		2.6422286		0.7838769		Yes		Yes		Yes		U35_44k_v1_8642		-		emb|CAJ26375.1| 0.0  nucleotide binding site/leucine rich repeat (NBS/LRR) kinase [Brachypodium sylvaticum]		LOC_Os10g10360.4 2e-66 NBS-LRR disease resistance protein putative expressed		GCAATTTAAATTCACTACCATCTGGATGTAATGGATATCTTCAAAAGGTGTACAGGTTTC		17357		AT1G58807.1

		1046		CUST_30704_PI390587928		11.647695		11.057159		10.684598		12.153247		12.837369		12.0638685		15.226029		15.055425		13.319736		13.360687		14.682868		14.035443		2.2810125		2.0093224		23.286654		7.47554		3.1866508		4.9366345		15.980825		3.6863587		1.6720409		1.0067091		4.5414314		2.9021778		1.1896744		2.3035278		3.99827		1.8821964		Yes		Yes		Yes		U35_44k_v1_1046		LOC_Os02g17940.6		gb|AAP95024.1| e-116  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-113 leucoanthocyanidin dioxygenase putative expressed		GCGTTTATTATGGAGTTGTAACAGTGATTGCCTATGAAGAATAAAGAGATGGGTTTATCT		3563		AT5G20400.1

		19050		CUST_9296_PI390587928		7.318808		7.2051888		6.8918843		5.65284		6.908682		7.03291		5.585697		4.857416		6.8734927		6.968742		6.0853157		5.36578		-1.3288021		-1.126837		-2.4728713		-1.7355874		-1.3616117		-1.1780876		-1.7490464		-1.2201514		-0.44531536		-0.17227888		-1.3061872		-0.795424		-0.4101262		-0.23644686		-0.8065686		-0.28706026		No		Yes		Yes		U35_44k_v1_19050		LOC_Os05g19670.1		ref|NP_001055081.1| e-100  Os05g0277500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g19670.1 1e-102 rhicadhesin receptor precursor putative expressed		GTGGGTGCTGCTTGCAATGTAATAATAAGATCAACTCATTTGTTCGTTCAAAATCTAATC		20166		AT3G62020.1

		11389		CUST_16907_PI390587928		10.8689165		10.393005		10.48157		11.050214		10.769322		11.330471		12.983672		12.50026		10.525083		11.964364		12.984866		12.724689		-1.0714719		1.915161		5.665102		2.7321687		-1.2691247		2.9718447		5.669792		3.1920311		-0.34383392		0.93746567		2.502102		1.4500465		-0.099594116		1.5713587		2.503296		1.6744747		Yes		Yes		Yes		U35_44k_v1_11389		LOC_Os07g04130.1		ref|XP_001714724.1| 0.0  PREDICTED: hypothetical protein [Homo sapiens]		LOC_Os07g03900.1 7e-18 lectin-like receptor kinase 7 putative		GTACTTCCCCTTTTGTAATGGAATGGTGTAGTTAATGTGTGTGTGTGTGTACTTATAAAA		16179		0

		1277		CUST_13835_PI390587928		4.995525		5.032539		5.5882277		4.8502555		4.3158097		4.4789305		3.7711248		3.9455194		3.9892132		4.1318245		4.4227953		3.9307945		-1.6018234		-1.4677522		-3.5237288		-1.8722019		-2.008769		-1.8669902		-2.2430043		-1.8914086		-1.0063117		-0.5536084		-1.8171029		-0.90473604		-0.67971516		-0.9007144		-1.1654325		-0.919461		No		Yes		Yes		U35_44k_v1_1277		LOC_Os04g32490.1		gb|EAZ20974.1| 2e-44  hypothetical protein OsJ_035183 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g38760.2 5e-46 nucleotide pyrophosphatase/phosphodiesterase putative expressed		GTTATTAGCTGAGGTAAAAGACCTTGCTATCTCATTTCAGTTAGTGCCTGCCTCATTGAG		12113		AT4G24890.1

		10186		CUST_19445_PI390587928		8.056127		8.833044		8.786754		8.798169		7.8574758		7.9274426		8.442494		8.25904		7.8833313		7.716049		8.034228		8.301252		-1.1476246		-1.8733253		-1.269499		-1.4530952		-1.1272404		-2.168947		-1.6847392		-1.4111944		-0.1727953		-0.9056015		-0.34425926		-0.53912926		-0.19865084		-1.1169949		-0.7525253		-0.49691677		No		Yes		Yes		U35_44k_v1_10186		LOC_Os05g50970.1		gb|EAY99224.1| 1e-05  hypothetical protein OsI_020457 [Oryza sativa (indica cultivar-group)]		LOC_Os05g50970.1 1e-07 catalytic/ protein phosphatase type 2C/ protein serine/threonine phosphatase putative expressed		CGGGATGTGCGGGCAGGGGTCGTGGAGGTGGAGGTTGAGATGGAGGTGTCCTCCTCCTCA		19419		0

		44279		CUST_18332_PI390587928		7.3589873		7.383461		9.73273		9.549473		7.1229057		6.7196403		7.7281036		7.8587914		5.7337584		5.761656		8.057338		8.978939		-1.1777894		-1.5842727		-4.0128474		-3.2280915		-3.084911		-3.0775988		-3.1940615		-1.4850729		-1.6252289		-0.66382074		-2.0046263		-1.6906815		-0.2360816		-1.6218052		-1.6753922		-0.57053375		Yes		Yes		Yes		U35_44k_v1_44279		LOC_Os10g22560.3		ref|NP_001064033.1| 5e-64  Os10g0110600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g02210.1 1e-65 peptide transporter PTR2 putative		TCAGTTCAGATTTTTGGACAAGGCTGCCATTGTGCCGCCACTAACACTTGAGAAGAAAGA		41890		AT1G62200.1

		43550		CUST_25594_PI390587928		5.8888016		4.0000844		2.7655118		1.966376		3.4740067		2.9258244		1.5512329		1.8117757		2.9742725		5.0036063		1.7366443		1.6339866		-5.3324366		-2.1056418		-2.3202477		-1.1131132		-7.539815		2.0048883		-2.040422		-1.259097		-2.914529		-1.07426		-1.2142788		-0.15460026		-2.414795		1.0035219		-1.0288675		-0.33238935		Yes		No		No		U35_44k_v1_43550		-		gb|EAY80180.1| 1e-16  hypothetical protein OsI_034139 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07930.1 6e-18 retinol dehydrogenase 13 putative expressed		CTTTTCTTGTTCCAAAGTGTATAATCATATTCCCTAGTGTACCAATAAATAAGAGCGCAC		40357		AT5G02540.1

		32570		CUST_17378_PI390587928		4.08614		4.3764815		5.4883523		4.3360863		4.2339406		3.9185302		3.8441114		3.774479		3.685344		3.2957497		3.602456		3.5577695		1.107879		-1.3735899		-3.1258333		-1.4759127		-1.3202363		-2.1151087		-3.6958244		-1.7151285		-0.40079618		-0.4579513		-1.6442409		-0.56160736		0.14780045		-1.0807319		-1.8858962		-0.77831674		Yes		Yes		Yes		U35_44k_v1_32570		LOC_Os06g40600.1		gb|EAZ37598.1| 3e-09  hypothetical protein OsJ_021081 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g40600.1 5e-11 U5 small nuclear ribonucleoprotein component putative expressed		AGGAGGTCTACGGCCCGGGCGTCGAGGCGCTCGTCATGGACGAGGACGAGCAGGCGCTCG		None		0

		7847		CUST_24_PI390587928		5.817263		5.915377		5.2273216		6.360624		7.6683726		8.152572		9.697365		8.349043		8.080792		9.110852		8.811637		7.06994		3.6077754		4.714793		22.162415		3.9680192		4.8016467		9.1608095		11.994618		1.6350291		2.2635293		2.2371945		4.470043		1.988419		1.8511095		3.195475		3.5843153		0.70931625		Yes		Yes		Yes		U35_44k_v1_7847		LOC_Os08g03350.1		ref|NP_001060901.1| e-107  Os08g0127100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03350.1 1e-108 LHT1 putative expressed		ATCTGTGATGGCAAGTGCAAGGACATCAAGCTTACCTACTTCATCATGATCTTCGCCTCT		16612		AT5G40780.1

		27958		CUST_18078_PI390587928		8.251396		8.428529		7.427458		8.423565		8.693393		8.895909		10.423324		9.0907		8.828412		9.742106		9.978049		8.252913		1.3584831		1.3825969		7.977108		1.5879167		1.4917605		2.4855716		5.858744		-1.1255666		0.5770159		0.46738052		2.9958658		0.66713524		0.44199657		1.3135777		2.5505915		-0.17065144		Yes		Yes		Yes		U35_44k_v1_27958		LOC_Os02g01010.1		ref|NP_001105757.1| 1e-12  protein disulfide isomerase [Zea mays]		LOC_Os02g01010.1 7e-14 OsPDIL1-4 - Oryza sativa protein disulfide isomerase expressed		ATGGTCGAGTTCTACGCGCCCTGGTGCGGCCACTGACGAGCGCTCGCGCACCACTACGCC		47123		0

		34946		CUST_33501_PI390587928		10.471911		10.399609		9.656125		10.654064		10.719462		12.087581		11.639778		12.368449		10.9700775		11.65821		11.654343		10.371721		1.18719		3.2220347		3.9549325		3.2815673		1.4124169		2.3926365		3.9950612		-1.2161683		0.49816608		1.6879721		1.9836531		1.714385		0.24755096		1.2586012		1.9982176		-0.2823429		Yes		No		No		U35_44k_v1_34946		LOC_Os02g56740.2		gb|EAZ25042.1| 1e-22  hypothetical protein OsJ_008525 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56740.2 2e-24 translation initiation factor eIF-2B epsilon subunit putative expressed		ACTAGTGCTGCCTGCTTAACCGTGTAATAAAAATGTACAGACCCATGTGCCGTTTTCCTC		9854		AT2G34970.1

		1045		CUST_30705_PI390587928		10.710442		10.120682		9.779847		10.788724		11.7605095		10.7145		14.076888		13.847626		12.036633		11.915059		13.469256		12.402978		2.0706272		1.5092362		19.65795		8.33338		2.507398		3.4686573		12.900985		3.0615325		1.326191		0.59381866		4.297041		3.0589018		1.0500679		1.7943773		3.6894093		1.614254		Yes		Yes		Yes		U35_44k_v1_1045		LOC_Os06g08032.1		gb|AAP95024.1| 1e-59  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 6e-43 leucoanthocyanidin dioxygenase putative expressed		TGACAAGGTGGTGTCTGAGGATCAGGTCCTCAACTGGAACGACCGGTTGCATCTGAGCTG		3565		AT5G20400.1

		41820		CUST_23996_PI390587928		7.1699767		8.407968		7.710954		7.6884503		6.833896		7.8722205		6.1421933		6.2715106		6.517573		7.155039		6.300405		6.9247627		-1.2623225		-1.4496926		-2.9664981		-2.670185		-1.571785		-2.3832474		-2.6583834		-1.6978248		-0.65240383		-0.53574705		-1.5687609		-1.4169397		-0.33608055		-1.2529287		-1.4105492		-0.7636876		Yes		No		No		U35_44k_v1_41820		LOC_Os01g68700.2		gb|EAY76952.1| 4e-70  hypothetical protein OsI_004799 [Oryza sativa (indica cultivar-group)]		LOC_Os01g68700.2 8e-72 BHLH transcription factor putative expressed		AACAATCTGCCCAACCTCCTTGCCAAAGATATGCAGCAGCAGTCGTGTGGGCAGCTGCAG		37058		AT1G68920.2

		20300		CUST_28684_PI390587928		8.893331		7.818955		7.113825		7.2382617		10.144246		9.663812		10.76516		10.607781		10.891978		10.582065		9.990225		8.242029		2.379924		3.5921729		12.564965		10.3353815		3.9962523		6.7885795		7.343155		2.0052297		1.9986477		1.8448567		3.6513348		3.3695197		1.2509155		2.7631097		2.8764		1.0037675		Yes		Yes		Yes		U35_44k_v1_20300		LOC_Os02g35490.1		gb|AAS93431.1| 2e-97  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g35490.1 2e-58 MLO-like protein 1 putative expressed		AAATTGGCGACATTGGGAGACCAAGATCCAAGAAAAGGATGACAGTGCCCCTCAAATGAT		14982		AT2G44110.2

		48916		CUST_34884_PI390587928		9.747956		10.243786		9.481761		10.239243		10.382191		11.515392		11.898697		11.142461		11.128545		11.535176		11.552742		10.3129225		1.5521139		2.4143026		5.340356		1.8702333		2.6037457		2.4476383		4.201723		1.0523976		1.3805885		1.2716064		2.416936		0.90321827		0.6342344		1.2913904		2.070981		0.073679924		Yes		Yes		Yes		U35_44k_v1_48916		LOC_Os11g03600.1		gb|ABA91314.1| 1e-34  Harpin-induced protein 1 containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g03600.1 3e-36 harpin-induced protein putative expressed		CATGTTTCTTGTGGTGTGGTTTCAATTGTTTGATTTGAGGAAATACACTATCATTCTCAG		None		0

		48123		CUST_26053_PI390587928		9.095257		7.791467		5.3956275		5.992129		8.593972		7.3387275		1.607471		3.819989		8.602515		7.334223		2.155382		4.0983696		-1.4154733		-1.3686368		-13.814932		-4.5069137		-1.4071163		-1.3729169		-9.44955		-3.7160225		-0.49274158		-0.45273972		-3.7881565		-2.17214		-0.5012846		-0.4572444		-3.2402456		-1.8937593		Yes		Yes		Yes		U35_44k_v1_48123		LOC_Os08g35760.1		gb|ABG46233.1| 4e-10  germin-like protein 2a [Hordeum vulgare subsp. vulgare]		LOC_Os08g35760.1 1e-11 auxin-binding protein ABP20 precursor putative expressed		GTTTGCATTTCACCCACACGTGTCGATCCACGTTAATTTTATTTTGCATGAATTTTAAAG		2768		0

		21984		CUST_30413_PI390587928		6.579844		7.765139		5.018661		2.72918		5.7165837		5.275226		2.4293249		1.5655388		6.2237206		6.189636		2.4183228		1.624837		-1.8191446		-5.6174407		-6.018217		-2.2402215		-1.279982		-2.9803936		-6.0642877		-2.1500096		-0.35612345		-2.489913		-2.5893362		-1.1636413		-0.86326027		-1.5755029		-2.6003382		-1.104343		Yes		No		No		U35_44k_v1_21984		LOC_Os05g41990.1		ref|NP_001055955.1| 1e-14  Os05g0499300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41990.1 2e-16 peroxidase 1 precursor putative expressed		GTTACATCCATGTAAAGTTTCCTCCAAGAACTCAATCACAATAAACCTTGTTTCTTCCTG		42062		0

		16882		CUST_14806_PI390587928		11.721039		11.9835825		12.700423		12.916275		11.370097		11.417908		11.196655		11.99657		11.005474		10.984038		11.508077		12.577797		-1.2753928		-1.4800797		-2.835824		-1.891729		-1.6421258		-1.9993682		-2.2852414		-1.264422		-0.7155647		-0.5656748		-1.503768		-0.9197054		-0.35094166		-0.99954414		-1.1923466		-0.3384781		No		Yes		Yes		U35_44k_v1_16882		LOC_Os04g55210.1		gb|ABB86548.1| 0.0  chloride channel-like protein Osclc [Oryza sativa (japonica cultivar-group)]		LOC_Os04g55210.1 0.0 chloride channel-like protein CLC-g putative expressed		AGTTGTATGATAGCGGCAATAGCATTTTCTGCTATCACAAATCACATGACAATGTATGTT		15411		AT5G33280.1

		16899		CUST_14780_PI390587928		11.851411		12.048734		10.91878		11.860967		12.089442		12.146577		12.85323		13.255397		12.173088		12.082073		12.845871		13.210678		1.1793822		1.0701723		3.8223243		2.628847		1.2497827		1.0233783		3.8028753		2.5486114		0.3216772		0.09784317		1.9344501		1.3944302		0.23803139		0.0333395		1.9270906		1.3497114		No		Yes		Yes		U35_44k_v1_16899		LOC_Os05g41460.1		emb|CAD60537.1| 6e-39  cystatin [Hordeum vulgare subsp. vulgare]		LOC_Os05g41460.1 3e-30 cysteine proteinase inhibitor 2 putative expressed		CAACATGCCAGCCTCGCTGGATACTGGCGTAATATGATGAAATAAACCTGCTCCAAAAAA		6386		AT3G12490.2

		25756		CUST_15776_PI390587928		8.259386		8.194605		9.846768		9.477802		8.241715		8.10331		9.023799		8.337661		8.299984		8.102195		9.136557		9.420422		-1.0123236		-1.0653262		-1.7690434		-2.2040265		1.02854		-1.0661497		-1.6360443		-1.0405748		0.040597916		-0.09129524		-0.82296944		-1.1401415		-0.017670631		-0.09241009		-0.71021175		-0.057380676		No		Yes		Yes		U35_44k_v1_25756		LOC_Os05g32380.1		emb|CAO22638.1| 2e-42  unnamed protein product [Vitis vinifera]		LOC_Os01g46250.1 1e-18 lipase-like protein putative expressed		ATGACCACTACGTAATGTCAAATCTCTACATAGGAATAACATCGCTCATCGCTCAAAAAA		6611		AT1G06800.1

		4365		CUST_15230_PI390587928		6.8459115		6.8800797		7.393377		6.8371797		6.7955756		6.6603665		6.3849297		6.622854		6.4278297		6.3981776		6.4263053		6.6060348		-1.035506		-1.164502		-2.0117445		-1.1601614		-1.3361498		-1.3965838		-1.9548684		-1.173766		-0.41808176		-0.21971321		-1.0084472		-0.21432543		-0.050335884		-0.48190212		-0.96707153		-0.2311449		No		Yes		Yes		U35_44k_v1_4365		LOC_Os11g38020.1		gb|EAZ18939.1| 7e-32  hypothetical protein OsJ_033148 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g38020.1 2e-33 GTP-binding protein hflX putative expressed		AGCTTTCAAGTCCAAATCCAAGGACTTATATTGGTTCAGGGAAGGTTGCTGAAATTAGGA		9487		AT5G57960.1

		6216		CUST_1775_PI390587928		8.493722		8.321265		7.9565735		8.845749		9.215646		9.451705		10.314917		9.448977		9.362217		9.905038		9.917422		9.144776		1.64938		2.1892545		5.127811		1.5191123		1.8257573		2.997527		3.8929095		1.2303147		0.868495		1.1304398		2.3583431		0.60322857		0.7219238		1.5837727		1.9608488		0.29902744		Yes		Yes		Yes		U35_44k_v1_6216		LOC_Os04g44910.1		emb|CAJ86404.1| 0.0  OSIGBa0125M19.7 [Oryza sativa (indica cultivar-group)]		LOC_Os04g44910.1 0.0 protein kinase putative expressed		ATCGTGATCCACCGGGACATCAAGGCCAGCAACGTGCTGCTGGACGCTGACATGAACGGC		13755		AT3G53810.1

		772		CUST_6613_PI390587928		5.802038		4.8120403		3.0485923		3.5687387		5.5622582		4.7542553		7.7942085		7.619207		5.335062		5.0295157		7.7344		4.59382		-1.1808126		-1.0408665		26.82704		16.569618		-1.3822094		1.1626972		25.737629		2.0350742		-0.46697617		-0.057785034		4.745616		4.0504684		-0.23977995		0.21747541		4.685807		1.0250814		Yes		Yes		Yes		U35_44k_v1_772		LOC_Os11g37950.1		pdb|1BW3|A 1e-68  Chain A, Three-Dimensional Structure In Solution Of Barwin, A Protein From Barley Seed		LOC_Os11g37950.1 5e-63 win2 precursor putative expressed		CGTGTATACACTACGTACATGAAACGAAATAAAGTGGAACAGATCAAATGGGTTTACATA		2549		AT3G04720.1

		8461		CUST_31102_PI390587928		5.151226		5.0333734		4.965031		5.7614465		6.0698028		5.930738		6.972751		6.227751		6.25744		6.2958684		6.623857		5.87721		1.8902496		1.8626603		4.021462		1.3815658		2.1527996		2.399103		3.1575944		1.0835484		1.106214		0.8973646		2.00772		0.4663043		0.9185767		1.262495		1.6588259		0.115763664		Yes		Yes		Yes		U35_44k_v1_8461		LOC_Os07g20670.1		ref|NP_001053994.1| 2e-65  Os04g0633200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g54070.1 5e-67 receptor-like kinase putative expressed		ATGTTCGAGTTTCAGTTTACCGACACCGCCGACGAGGTCTCCTACATGTACCACGCCTCC		18445		AT4G21380.1

		21642		CUST_10591_PI390587928		6.5237937		5.9818835		6.0873513		7.494414		7.7239985		7.2489204		9.845021		9.204798		7.571285		8.166351		9.279578		8.225112		2.297723		2.4066677		13.526062		3.2724788		2.0669322		4.545591		9.140207		1.6594418		1.0474911		1.2670369		3.75767		1.7103839		1.2002048		2.1844678		3.192227		0.7306981		Yes		Yes		Yes		U35_44k_v1_21642		LOC_Os03g10100.1		gb|EAY88906.1| 2e-71  hypothetical protein OsI_010139 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10100.1 4e-73 sorbitol transporter putative expressed		TCGGCTATGACGTCTCGGTGATGAGCGGCGCGCAGATATTCATGAAGAGGGACCTGAACA		21065		AT3G18830.1

		7365		CUST_21338_PI390587928		5.887811		5.393085		6.2742515		5.5887294		6.053482		5.349214		4.954239		4.3901267		5.5192604		4.987699		5.2966723		5.032534		1.1216875		-1.030876		-2.496683		-2.2951727		-1.2910553		-1.3244432		-1.9691583		-1.4703864		-0.36855078		-0.043870926		-1.3200126		-1.1986027		0.16567087		-0.40538597		-0.9775791		-0.55619526		No		Yes		Yes		U35_44k_v1_7365		LOC_Os05g27820.2		gb|EAY97615.1| e-101  hypothetical protein OsI_018848 [Oryza sativa (indica cultivar-group)]		LOC_Os05g27820.2 1e-103 patellin-5 putative expressed		TTTCAAATACGCCACCTTTCGCCCCCTGCATTTCCACCAAAGCCTACATGTCTCAGACCA		17990		AT3G51670.1

		31611		CUST_25260_PI390587928		6.508884		6.2499995		4.861281		5.533755		8.844808		8.68953		10.445637		10.476678		9.572148		9.852365		9.78131		8.172741		5.048741		5.424653		47.97982		30.758709		8.358618		12.145627		30.274456		6.2289376		3.0632644		2.4395308		5.584356		4.942923		2.3359237		3.602365		4.920029		2.638986		Yes		Yes		Yes		U35_44k_v1_31611		LOC_Os08g09060.1		gb|AAF34811.1|AF005089_1 9e-26  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-23 germin-like protein subfamily 1 member 7 precursor putative expressed		TATATTGCGAGTAAACGGATTTCCTTGCAAGGACCCAATGGCCGTCAACACGGAAGATTT		1518		0

		7032		CUST_41388_PI390587928		10.679		10.304223		10.153552		9.987809		10.40012		10.364789		8.92773		9.2375345		10.247007		8.624375		8.143302		9.262804		-1.2132528		1.0428748		-2.3388875		-1.682113		-1.3490956		-3.2039413		-4.0285206		-1.6529065		-0.43199253		0.06056595		-1.2258224		-0.75027466		-0.27888012		-1.6798477		-2.01025		-0.72500515		Yes		No		No		U35_44k_v1_7032		LOC_Os04g17100.1		emb|CAD48128.1| 5e-85  farnesylated protein 1 [Hordeum vulgare subsp. vulgare]		LOC_Os04g17100.1 8e-82 farnesylated protein 1 putative expressed		AGATATGTGGGATTCGGTGAGGAGGAAGCTCCATCAATCTTGTTGTTTATGAGCAAAAAA		19058		AT5G66110.1

		10440		CUST_7170_PI390587928		7.3313727		5.481424		3.5276806		4.8939815		6.499035		6.269424		4.6855283		6.834435		6.5606046		6.0736904		5.6939464		6.3807354		-1.7805684		1.7266792		2.231243		3.8382628		-1.706178		1.5076134		4.4886007		2.8025768		-0.77076817		0.7880001		1.1578476		1.9404535		-0.83233786		0.59226656		2.1662657		1.486754		No		Yes		Yes		U35_44k_v1_10440		LOC_Os06g35060.1		gb|EAZ01259.1| 2e-40  hypothetical protein OsI_022491 [Oryza sativa (indica cultivar-group)]		LOC_Os06g35060.1 4e-42 heavy metal-associated domain containing protein expressed		GAAGTTTGCCCCGAAAGAAACATCCGCTCATATACATGTATGTACATTCATTTCAAAAAA		30959		AT1G06330.1

		38912		CUST_4528_PI390587928		5.6580353		5.4251037		5.4419904		5.718136		6.079441		6.5141277		7.0496426		6.341686		6.278473		6.885568		6.604849		5.844607		1.3392318		2.1273007		3.047555		1.5406616		1.5373415		2.7519696		2.239006		1.0916202		0.6204376		1.0890241		1.6076522		0.62354994		0.4214058		1.4604645		1.1628585		0.12647104		No		Yes		Yes		U35_44k_v1_38912		-		emb|CAJ86307.1| 1e-11  H0525G02.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52540.1 6e-12 eukaryotic translation initiation factor 2C 2 putative expressed		CATCTCACAACAAGCAGCAACCGCTTGATGGGAACATGTTTATTAACTATATCGTCAGGG		34891		0

		3530		CUST_34343_PI390587928		13.702144		13.610522		13.198166		14.043808		13.085614		13.075021		11.502658		12.904727		12.631302		12.412114		12.057721		14.035253		-1.5331825		-1.4494458		-3.2389092		-2.202407		-2.1006587		-2.2948632		-2.2044897		-1.0059478		-1.0708418		-0.5355015		-1.695508		-1.139081		-0.61652946		-1.1984081		-1.1404448		-0.008555412		No		Yes		Yes		U35_44k_v1_3530		LOC_Os02g13060.1		ref|NP_001046331.1| 4e-42  Os02g0223700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13060.1 7e-44 expressed protein		GCCAGATGTAAATTACGGTACTAGTTACTACTCGCTGTGTATCATAATATTTGTTGTGAA		14066		0

		26959		CUST_4479_PI390587928		4.6250615		4.855494		3.8752327		5.5849934		4.643801		4.2529497		5.045384		5.3975525		4.194805		4.346784		4.5595965		5.6903114		1.013074		-1.518392		2.2503529		-1.138742		-1.347473		-1.4227773		1.6069932		1.0757315		-0.43025637		-0.6025443		1.1701512		-0.18744087		0.0187397		-0.5087099		0.68436384		0.10531807		No		Yes		Yes		U35_44k_v1_26959		-		gb|EAZ33068.1| 5e-26  hypothetical protein OsJ_016551 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g08460.1 3e-26 F-box domain containing protein expressed		GCAAACACGCAACAGCTTTACCTATTTAACTTTATGGGCCTATCATTTATTTGTACCAAA		24969		0

		27888		CUST_31470_PI390587928		5.5277767		4.94572		4.941033		4.6939716		5.0634575		4.6145463		3.3200884		3.1000702		4.5228868		4.2632565		3.5618064		4.1712537		-1.3796662		-1.2580366		-3.0757632		-3.0186455		-2.0067904		-1.6048781		-2.6012886		-1.4366593		-1.00489		-0.3311739		-1.6209445		-1.5939014		-0.46431923		-0.68246365		-1.3792264		-0.52271795		Yes		No		No		U35_44k_v1_27888		-		No hits found		No hits found		CTCTGTATGTAATGAACTCTTTTGCTGCAGGACGATTTGGTAGTTTCCAGTGCCAAAAAA		26587		0

		15759		CUST_10427_PI390587928		10.374719		11.4511795		10.321089		10.986618		10.591254		11.3280945		11.935784		11.783508		10.597362		11.5769415		11.743873		11.386567		1.16194		-1.0890611		3.0624697		1.7373523		1.1668693		1.0910839		2.6810234		1.3194613		0.2226429		-0.12308502		1.6146955		0.79689026		0.21653557		0.12576199		1.4227839		0.39994907		No		Yes		Yes		U35_44k_v1_15759		LOC_Os04g35520.3		emb|CAH67301.1| e-154  OSIGBa0102D10.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35520.3 1e-156 OsAPx7 - Stromal Ascorbate Peroxidase encoding gene expressed		CAGGACGAGGCATTTTCCCAGCTTATCATCATCCAGTACAAGATAGAGATTTTCCTTTCC		4131		AT4G08390.3

		42648		CUST_32998_PI390587928		5.0301194		4.5720043		5.658039		4.753555		4.722541		4.722766		4.1632037		4.1564183		4.662014		4.05146		4.4174724		4.707083		-1.2376287		1.1101553		-2.8183198		-1.5127112		-1.2906568		-1.4344965		-2.3629134		-1.0327361		-0.3681054		0.1507616		-1.4948354		-0.5971365		-0.30757856		-0.5205445		-1.2405667		-0.046471596		No		Yes		Yes		U35_44k_v1_42648		LOC_Os01g62440.3		gb|EAY76452.1| 2e-82  hypothetical protein OsI_004299 [Oryza sativa (indica cultivar-group)]		LOC_Os01g62440.3 4e-84 expressed protein		GGTTGATGGAAGAAGAAGTGAAACAAAAAATTGAGTCTCTTCAGGCATATGCAGTTGATG		38443		AT5G02250.1

		4301		CUST_11754_PI390587928		7.725947		7.642262		5.4887967		7.0131516		7.1587334		10.254402		9.739441		8.836202		7.2621326		10.083635		9.610213		7.3061986		-1.481659		6.1141		19.035812		3.5382845		-1.3791833		5.4315853		17.404839		1.2252252		-0.46381426		2.6121402		4.250644		1.82305		-0.56721354		2.4413733		4.1214166		0.29304695		Yes		Yes		Yes		U35_44k_v1_4301		LOC_Os03g02300.1		No hits found		LOC_Os03g02300.1 3e-05 expressed protein		ATGTGATGTGTAGATACGCTCGTTCCGAAGGAATCCATAACTGTTGACGAGTTCCATTGC		10096		0

		23666		CUST_21920_PI390587928		11.329842		10.756883		10.240476		11.031919		11.908788		12.06265		11.860901		11.312965		12.058803		12.471736		11.71228		11.059052		1.4937576		2.4721513		3.0746565		1.2150762		1.657445		3.2826326		2.7736862		1.0189857		0.728961		1.305767		1.6204252		0.28104687		0.5789461		1.7148533		1.4718046		0.027133942		No		Yes		Yes		U35_44k_v1_23666		LOC_Os05g36360.1		gb|EAY98198.1| 1e-68  hypothetical protein OsI_019431 [Oryza sativa (indica cultivar-group)]		LOC_Os05g36360.1 2e-70 photoperiod responsive protein putative expressed		TGTACACTTGACTGTAATTTGGACGCGTAGTGAAGTGGATGGCTACCTCTTGTTCATAAA		51086		0

		15028		CUST_18839_PI390587928		12.719517		12.294822		12.569598		12.747012		13.318759		13.4332285		14.220431		12.678623		13.2692375		14.150779		14.198607		12.841807		1.5149206		2.2013779		3.1401494		-1.0485451		1.4638023		3.619918		3.0930052		1.0679138		0.54972076		1.1384068		1.6508331		-0.06838894		0.5992422		1.855957		1.6290092		0.09479523		Yes		Yes		Yes		U35_44k_v1_15028		LOC_Os01g67054.1		gb|ABR15365.1| 0.0  calreticulin [Triticum aestivum]		LOC_Os01g67054.1 0.0 calreticulin-3 precursor putative expressed		TACTGAAACCTCTGAAGTATATTGGAATTGAAGTTTGGCAGGTAAAAGCCGGTTCTGTTT		None		AT1G08450.1

		9762		CUST_19625_PI390587928		3.8508503		3.9405365		4.7071986		3.917551		3.6148787		3.7013786		2.8446248		3.0194705		3.0329502		3.2405167		2.8635972		3.672902		-1.1776997		-1.1803036		-3.6365588		-1.863585		-1.7628384		-1.6245271		-3.5890486		-1.1848044		-0.8179002		-0.23915792		-1.8625739		-0.8980806		-0.23597169		-0.70001984		-1.8436015		-0.24464893		No		Yes		Yes		U35_44k_v1_9762		LOC_Os03g56470.1		ref|NP_001051435.1| 1e-63  Os03g0776100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56470.1 3e-65 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		ACAATCCCATGCATTTCTACGCAGATACCTCCGGCAACAAAGCCAGCAGCACGTACTACA		22261		AT2G18470.1

		18688		CUST_26814_PI390587928		13.825732		13.632019		13.456078		13.184079		13.160988		13.282163		12.256481		12.271579		12.75372		12.629668		12.406274		12.766403		-1.5852873		-1.2744337		-2.2967541		-1.8823049		-2.102363		-2.0032616		-2.0702481		-1.3357741		-1.072012		-0.34985638		-1.1995964		-0.9125004		-0.6647444		-1.0023508		-1.0498037		-0.41767597		No		Yes		Yes		U35_44k_v1_18688		LOC_Os07g07230.2		dbj|BAC07439.1| 1e-71  putative brassinosteroid LRR receptor kinase protein [Oryza sativa Japonica Group]		LOC_Os07g07230.2 3e-73 ATP binding protein putative expressed		TGTCCGCAAATTCACCTTGGCTCGTAGGTGTATATGAACCCATCTCTAATAGTTTGCCAT		13338		AT3G03770.1

		23208		CUST_24395_PI390587928		6.8873773		6.479208		6.7560883		7.125448		8.4718895		9.431581		9.816371		8.972081		9.12859		9.629302		9.560037		7.5824833		2.9990637		7.740209		8.34136		3.5965981		4.727942		8.877134		6.983491		1.3727177		2.2412124		2.9523726		3.0602827		1.846633		1.5845122		3.150094		2.8039484		0.45703506		Yes		Yes		Yes		U35_44k_v1_23208		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-33  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		TGGTCCTATGTGTGTGTGAGATTGCCGTCATGGAAATTGTTATTTGCCCTTTTGTTCCTT		21945		AT3G29770.1

		10623		CUST_23296_PI390587928		4.8820386		4.7872043		5.8339977		4.9190655		4.504734		3.9573524		5.0588303		4.876662		4.096665		3.6637707		4.226565		4.4298434		-1.2989128		-1.7775029		-1.7113887		-1.0298282		-1.7235386		-2.1786487		-3.0470915		-1.4036877		-0.7853737		-0.82985187		-0.77516747		-0.042403698		-0.37730455		-1.1234336		-1.6074328		-0.48922205		Yes		No		No		U35_44k_v1_10623		LOC_Os09g29850.1		gb|EAZ17485.1| 4e-22  hypothetical protein OsJ_031694 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g06440.1 4e-21 multidrug resistance-associated protein 14 putative expressed		TGTACTCTCATGCGCGTTCAAGGAAGTATTCGACTCTTCCACTTGCATGAATCATCTGGT		None		0

		17973		CUST_29059_PI390587928		9.810259		10.426813		9.479669		10.350638		10.10455		10.692933		11.269046		11.364598		10.146552		10.916606		11.312831		11.161878		1.2262826		1.2025692		3.4566565		2.0194464		1.2625086		1.4042432		3.5631723		1.7547181		0.33629322		0.26611996		1.7893772		1.0139599		0.2942915		0.48979282		1.8331623		0.81123924		No		Yes		Yes		U35_44k_v1_17973		LOC_Os10g35850.1		ref|NP_001064992.1| 7e-61  Os10g0502500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35850.1 1e-62 membrane steroid-binding protein 1 putative expressed		GGAATATCGAATGAATAGTATGATGCTTCATTGTTGCACTCCACAAGATAATGTTATCGA		10724		AT5G52240.1

		28230		CUST_28401_PI390587928		4.9477057		4.5406947		7.247483		6.589087		4.6223927		3.8567104		6.239164		6.6045146		4.190481		2.6977398		5.999163		6.309832		-1.2529364		-1.6065705		-2.0115657		1.010751		-1.6902359		-3.5874405		-2.3756456		-1.213568		-0.75722456		-0.6839843		-1.0083189		0.015427589		-0.3253131		-1.8429549		-1.2483196		-0.2792549		Yes		No		No		U35_44k_v1_28230		LOC_Os04g53310.1		gb|ABY56823.1| 4e-15  starch synthase IIIb precursor [Triticum aestivum]		LOC_Os04g53310.1 3e-09 soluble starch synthase 3 chloroplast precursor putative expressed		CTCGCGCAGTCTATCGTAAAGTGCAGCAGGTTTACGAGAAGCAGGCTCGCTCGATGCATG		26973		0

		238		CUST_7607_PI390587928		10.470469		10.341061		10.792508		10.916942		10.341432		10.438119		9.702451		10.046096		9.967411		9.972068		9.879716		10.599488		-1.0935642		1.0695903		-2.128825		-1.8287348		-1.4172148		-1.2914509		-1.8826858		-1.2461289		-0.50305843		0.097058296		-1.0900574		-0.8708458		-0.12903786		-0.3689928		-0.9127922		-0.31745338		No		Yes		Yes		U35_44k_v1_238		LOC_Os11g37890.2		gb|EAY97654.1| 2e-60  hypothetical protein OsI_018887 [Oryza sativa (indica cultivar-group)]		LOC_Os11g37890.1 4e-62 GDP-mannose 35-epimerase 2 putative expressed		TTGGCCTGCACAGCATTAACTTCCGTGATAAAATGTCTTGGAGAAACTAGCCACCAAGGA		1927		AT5G28840.1

		16575		CUST_32031_PI390587928		13.981187		13.512404		14.135827		14.661973		14.924764		14.796168		15.994095		15.17777		15.33802		15.25306		15.623783		14.839131		1.9232906		2.4347336		3.6257207		1.4297835		2.561224		3.3418705		2.804913		1.1306547		1.3568335		1.2837639		1.8582678		0.51579666		0.9435768		1.7406559		1.487956		0.17715836		Yes		Yes		Yes		U35_44k_v1_16575		LOC_Os04g30040.2		ref|NP_001052560.1| e-138  Os04g0369100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g30040.2 1e-140 jacalin-like lectin domain containing protein expressed		CGATTGGTTGCTATAAACAATGAAGTAGGTGTTGACCTCTTCTTTTACAAGCATACTTAA		18267		AT1G19715.1

		29940		CUST_29072_PI390587928		7.6569123		7.777082		6.332296		7.70851		9.608048		10.444427		12.50914		11.29321		10.767487		12.077191		11.9995985		10.157468		3.866789		6.3525887		72.34614		11.997818		8.637263		19.699804		50.81923		5.4602156		3.1105742		2.6673446		6.176844		3.5847		1.9511361		4.3001094		5.6673026		2.448958		Yes		Yes		Yes		U35_44k_v1_29940		LOC_Os12g29950.2		gb|EAY83124.1| 1e-21  hypothetical protein OsI_037083 [Oryza sativa (indica cultivar-group)]		LOC_Os12g29950.2 3e-23 nitrate and chloride transporter putative expressed		CGGATTAAATCAATGCTTTACTAGGAAAGGTGTAGATGAACATGTACTGTTTGTCATGTT		29536		AT2G39210.1

		1013		CUST_8914_PI390587928		13.545155		14.218848		13.67151		13.221364		13.109493		13.770965		12.4846115		12.238004		12.5399065		12.977753		12.884139		12.845998		-1.3525307		-1.3640378		-2.2766275		-1.977065		-2.0072887		-2.3637795		-1.725926		-1.2971687		-1.0052481		-0.4478836		-1.1868982		-0.9833603		-0.43566132		-1.2410955		-0.7873707		-0.3753662		No		Yes		Yes		U35_44k_v1_1013		LOC_Os03g62090.1		gb|AAR29964.1| 3e-08  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os07g24190.2 5e-08 CESA3 - cellulose synthase expressed		AGAAGAAGAAAGAATACAGCCAGCCAGCAAGTCAGTCAGTTCCAGTGTTGTTTCATTGTC		3276		0

		42915		CUST_38101_PI390587928		6.2504115		6.5134234		7.2235837		6.976063		5.8854194		6.199032		6.5793114		6.4358687		5.572969		5.4337296		6.3856506		6.671102		-1.2878746		-1.2434871		-1.5629507		-1.4541681		-1.5993022		-2.1135874		-1.7874874		-1.2353851		-0.67744255		-0.3143916		-0.6442723		-0.54019403		-0.36499214		-1.0796938		-0.83793306		-0.30496073		No		Yes		Yes		U35_44k_v1_42915		LOC_Os01g44310.2		gb|EAZ12811.1| 2e-62  hypothetical protein OsJ_002636 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g44310.2 5e-64 dnaJ domain containing protein expressed		AGAGATGGGAAATTTGTCGGTGGTAATGAAATAACAGAGCTGGGAACGATACATGTAAAT		38911		0

		29531		CUST_32617_PI390587928		12.639457		12.510541		12.346954		12.624771		12.852981		12.667756		13.349233		12.900833		13.227344		13.077		13.082822		12.826108		1.1595169		1.1151325		2.003161		1.2108852		1.5030435		1.4808841		1.6653986		1.1497632		0.5878868		0.15721512		1.0022783		0.276062		0.21352386		0.5664587		0.7358675		0.20133686		No		Yes		Yes		U35_44k_v1_29531		LOC_Os02g50210.1		gb|EAY87431.1| 6e-35  hypothetical protein OsI_008664 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50210.1 2e-36 erwinia induced protein 2 putative expressed		GCATGTGTTTCGTGTCCTTCTTCCTTTCTAGTGTGGATGTTTGAGATCGTGATCAAAAAA		28848		AT5G17190.1

		10671		CUST_37825_PI390587928		5.1800237		6.1999316		7.3129687		6.201262		4.818433		4.919241		5.508925		5.59165		4.7893257		4.7370696		5.4510427		5.8331294		-1.2848419		-2.4295526		-3.4919763		-1.5258487		-1.3110275		-2.7565467		-3.6349263		-1.2906811		-0.39069796		-1.2806907		-1.8040438		-0.609612		-0.36159086		-1.462862		-1.8619261		-0.3681326		Yes		Yes		Yes		U35_44k_v1_10671		LOC_Os04g42840.1		ref|NP_001053263.1| 8e-73  Os04g0507500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42840.1 2e-74 HEAT repeat family protein expressed		GCACCAGCTTCAAATCATCTATCTCTGCAGAACTCAGCGTTCTTGGATTCACTATTCCTA		None		AT2G20190.1

		50738		CUST_8665_PI390587928		6.2151284		6.735906		7.1499724		6.423743		5.6835556		5.909531		6.651795		6.1359305		5.124149		5.3229275		5.7670727		5.377836		-1.4455042		-1.7732242		-1.4124281		-1.2207876		-2.1301863		-2.6628637		-2.6079202		-2.0646634		-1.0909796		-0.826375		-0.49817753		-0.28781223		-0.5315728		-1.4129786		-1.3828998		-1.0459065		Yes		No		No		U35_44k_v1_50738		-		No hits found		No hits found		CTTGTATAATTTCCCTCCCTCTGAATGGTGGGCATATTACTTAGTTTTTATTTTGCATCA		None		0

		2495		CUST_17299_PI390587928		11.845326		10.518799		12.251822		10.990775		11.945436		11.01607		10.763562		10.857079		11.145814		10.244953		11.477553		10.968438		1.0718545		1.4115415		-2.8055046		-1.0971012		-1.623956		-1.2090263		-1.7103233		-1.0156033		-0.6995125		0.49727154		-1.4882603		-0.13369656		0.1001091		-0.27384567		-0.7742691		-0.02233696		No		Yes		Yes		U35_44k_v1_2495		LOC_Os10g41780.4		ref|NP_001065433.1| 0.0  Os10g0567400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41780.1 0.0 chlorophyllide a oxygenase chloroplast precursor putative expressed		TACTGTCAAAGCGTACATAATCGTGTGACACCAGCATGCTCCTCTGAGAAATGGTTTAAA		5998		AT1G44446.1

		9941		CUST_12290_PI390587928		7.8223433		8.33921		7.1660476		7.3970127		7.2881646		7.6334786		6.180313		6.143555		7.153055		7.454663		6.8228226		7.1198516		-1.4481176		-1.6309707		-1.9803212		-2.3841212		-1.5902882		-1.8461845		-1.2685893		-1.211808		-0.66928816		-0.7057309		-0.98573446		-1.2534575		-0.53417873		-0.88454676		-0.343225		-0.27716112		No		Yes		Yes		U35_44k_v1_9941		LOC_Os01g48980.1		gb|EAY75389.1| 5e-32  hypothetical protein OsI_003236 [Oryza sativa (indica cultivar-group)]		LOC_Os01g48980.1 1e-33 GPI-anchor transamidase putative expressed		CCATTTCAGGAAGAACACAAAATTAATTGACGCTCTTCGAGCTACTTAACCATGAAAAAA		None		AT5G19130.2

		31001		CUST_34494_PI390587928		1.7326549		1.8392706		2.2480574		1.8993984		2.3682644		2.3825223		2.8699923		6.2243237		2.663648		2.4197178		1.9316745		1.725417		1.553594		1.4572533		1.5389378		20.041595		1.9065878		1.4953127		-1.2452047		-1.1281676		0.93099296		0.54325175		0.6219349		4.3249254		0.6356095		0.5804472		-0.31638288		-0.17398143		Yes		Yes		Yes		U35_44k_v1_31001		LOC_Os04g55040.2		ref|NP_001040286.1| 8e-24  vacuolar ATP synthase subunit D [Bombyx mori]		LOC_Os04g55040.2 1e-22 vacuolar ATP synthase subunit D 1 putative expressed		TATATTATCTCGGAACTGGACGAGCTGGAGCGTGAGGAGTTCTACAGACTGAAGAAGATT		31142		AT3G58730.1

		40546		CUST_2549_PI390587928		6.915113		6.2616715		5.680863		6.2841554		7.221197		8.017911		8.695709		7.8910728		8.296638		8.872606		7.8140087		5.98132		1.2363474		3.378164		8.08275		3.046003		2.6054356		6.1089935		4.3867297		-1.2335665		1.3815246		1.7562394		3.0148463		1.6069174		0.30608416		2.6109347		2.1331458		-0.30283546		Yes		Yes		Yes		U35_44k_v1_40546		LOC_Os05g37910.2		ref|NP_001055712.1| 2e-23  Os05g0452900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37910.2 1e-25 expressed protein		TCTCAGCAGTGAACTCTTTGACCTGTTGATCTTTGATCTGTTTGAGCTCGTACCCATCGA		20371		0

		21949		CUST_17725_PI390587928		5.7509828		2.7806616		3.2422802		2.8362885		3.3814895		3.631647		8.191085		12.593814		3.4381866		1.9019703		5.657726		3.607947		-5.167596		1.8037326		30.884367		865.58124		-4.968451		-1.8387066		5.334842		1.7072314		-2.312796		0.8509855		4.948805		9.757525		-2.3694932		-0.8786913		2.4154456		0.77165866		No		Yes		Yes		U35_44k_v1_21949		LOC_Os08g19420.1		emb|CAA54616.1| 0.0  flavonoid 7-O-methyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os08g35310.1 1e-103 isoflavone-7-O-methytransferase 9 putative		GTGCAAAGGCCGTGACAACAAATTGTACTTGAATAAAGAAGCTCGACATATATCAAAAAC		17361		AT4G35160.1

		20644		CUST_9388_PI390587928		9.005511		9.0352545		9.658868		9.432519		8.878908		8.721839		7.975012		8.449712		8.46635		8.137397		8.46997		9.232889		-1.0917202		-1.2426461		-3.2128553		-1.9763072		-1.4531279		-1.863297		-2.2797854		-1.1484036		-0.5391617		-0.31341553		-1.683856		-0.98280716		-0.12660313		-0.89785767		-1.1888981		-0.19962978		No		Yes		Yes		U35_44k_v1_20644		LOC_Os02g21630.1		ref|NP_001046687.1| 3e-16  Os02g0321500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21630.1 6e-18 polyphosphoinositide binding protein putative expressed		CAACTGACTGAGATTTAATTTGGTCTCAGTCAGCTGACGTTTGGTATAGTCGCGACCAAA		16189		AT5G63060.1

		50900		CUST_7965_PI390587928		12.209271		12.008759		12.472961		13.024825		11.893434		11.200114		12.060215		11.830322		11.705628		11.471226		11.961235		12.765888		-1.2447343		-1.7515647		-1.3312176		-2.2886596		-1.4177892		-1.4514881		-1.4257553		-1.1965966		-0.50364304		-0.8086443		-0.41274643		-1.1945028		-0.31583786		-0.5375328		-0.5117264		-0.25893688		No		Yes		Yes		U35_44k_v1_50900		LOC_Os05g45440.1		gb|EAY98792.1| 2e-11  hypothetical protein OsI_020025 [Oryza sativa (indica cultivar-group)]		LOC_Os05g45440.1 1e-12 expressed protein		GAAAATGGTCAAATGTTTAAGGCCCGGTCCGTACGTGCCATCAATCTAGTGAGTCCTTAA		25719		0

		48165		CUST_19270_PI390587928		6.5753922		6.7186027		5.4057746		6.8635325		6.9790206		7.5794005		9.33311		7.216272		7.2784905		8.314196		8.910602		6.4723206		1.3228307		1.8160424		15.214081		1.276983		1.6279973		3.022187		11.351625		-1.3114947		0.7030983		0.8607979		3.9273353		0.35273933		0.40362835		1.595593		3.504827		-0.391212		Yes		Yes		Yes		U35_44k_v1_48165		LOC_Os03g16860.1		gb|EAY89450.1| 4e-27  hypothetical protein OsI_010683 [Oryza sativa (indica cultivar-group)]		LOC_Os03g16860.1 1e-28 heat shock cognate 70 kDa protein 2 putative expressed		GGCTTTCATTATGGCCCCGGTTTTGCTTTACTTGTTAAAGTTTGGATTATTATGGTTTTA		899		AT3G12580.1

		7335		CUST_36122_PI390587928		8.619371		9.222739		8.880094		8.525937		7.980749		7.812372		6.615974		6.4609046		7.9372926		7.662483		6.4341164		7.4585013		-1.5568417		-2.6580477		-4.803612		-4.184434		-1.60445		-2.9490616		-5.448946		-2.095705		-0.68207884		-1.410367		-2.2641196		-2.0650325		-0.6386223		-1.560256		-2.4459772		-1.0674357		Yes		No		No		U35_44k_v1_7335		LOC_Os01g54620.1		gb|AAR29965.1| e-162  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os01g54620.1 1e-162 CESA4 - cellulose synthase expressed		TATGTGGGAACTGGTTGTTGTTTCTATAGGCAAGCACTCTATGGTTATGGGCCACCATCT		15580		AT4G18780.1

		24295		CUST_32240_PI390587928		3.6059372		3.268324		3.978288		4.2347336		5.582522		6.7042174		7.1887918		6.3349433		5.4315696		6.715788		6.772631		4.647218		3.935603		10.821987		9.256738		4.287717		3.5446234		10.909129		6.937151		1.3309761		1.8256323		3.4358935		3.2105038		2.1002097		1.9765847		3.447464		2.7943432		0.41248465		Yes		Yes		Yes		U35_44k_v1_24295		LOC_Os09g31031.3		ref|NP_001063337.1| 4e-41  Os09g0452700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27930.1 9e-43 UBiQuitin family member putative expressed		GGTTCTGCTCCACCGGTGTTTGGGGTGAAAATATTATCAGTTTTACTATTTTATTACATC		21063		AT3G52590.1

		25393		CUST_3938_PI390587928		4.867313		4.9121165		5.0220413		4.9030952		6.0574393		6.517751		6.765903		7.562487		7.096626		7.618694		7.4109745		6.1084404		2.2817273		3.043296		3.349305		6.317667		4.689106		6.5277114		5.237699		2.3059244		2.229313		1.6056347		1.7438617		2.6593919		1.1901264		2.7065773		2.3889332		1.2053452		Yes		Yes		Yes		U35_44k_v1_25393		-		No hits found		No hits found		TGTTGTCAAACTTGATAAATCGAAAGGAGGTTCCCCTGGGTGGGCTTGTTCAGTAAAAAA		3605		0

		43796		CUST_27334_PI390587928		7.8954234		7.8986554		7.213465		7.7998366		8.593981		8.341511		8.948802		8.396443		9.374138		9.001252		8.322623		8.070826		1.6228812		1.3592919		3.3295722		1.5121558		2.7870028		2.1474087		2.1571972		1.2066346		1.4787145		0.44285536		1.7353368		0.59660673		0.6985574		1.1025968		1.109158		0.27098894		No		Yes		Yes		U35_44k_v1_43796		LOC_Os02g06690.1		gb|AAY16797.1| 2e-31  cold acclimation induced protein 2-1 [Triticum aestivum]		LOC_Os06g46740.1 1e-21 early nodulin 20 precursor putative expressed		ATATTTGTTAGTACAGTTAGGACTTAGGAGGTAGTGATCTTCCAGACATGGCGAGCGCTC		40881		AT3G20570.1

		32437		CUST_27142_PI390587928		5.567028		4.9802265		4.783172		5.071326		5.040076		3.9507751		3.074989		3.0520942		5.1891403		4.118418		3.4970372		4.385427		-1.4408821		-2.0412478		-3.2674906		-4.053678		-1.2994379		-1.8173147		-2.4387383		-1.6087039		-0.37788773		-1.0294514		-1.708183		-2.0192316		-0.52695227		-0.8618083		-1.286135		-0.6858988		Yes		No		No		U35_44k_v1_32437		LOC_Os04g47700.1		gb|EAY95182.1| 1e-26  hypothetical protein OsI_016415 [Oryza sativa (indica cultivar-group)]		LOC_Os04g47700.1 2e-27 expressed protein		TTGGGTTTCCCCCGATTCATTCCATCCTGCTGTTCCTGACGGCCAAGTTGACGGCTGCTT		None		AT4G35560.1

		20107		CUST_39035_PI390587928		10.498206		9.403876		6.301863		7.4484673		10.052929		8.98179		4.88072		6.9417777		9.831162		8.0372305		5.4526753		6.0074387		-1.3615757		-1.3398641		-2.6779761		-1.4207863		-1.587816		-2.5787034		-1.8014865		-2.7151437		-0.6670437		-0.42208672		-1.421143		-0.50668955		-0.4452772		-1.3666458		-0.84918785		-1.4410286		Yes		No		No		U35_44k_v1_20107		LOC_Os01g62630.1		gb|EAY76471.1| 0.0  hypothetical protein OsI_004318 [Oryza sativa (indica cultivar-group)]		LOC_Os01g62630.1 0.0 aspartic proteinase nepenthesin-2 precursor putative expressed		GGCTTAACCGTCCAGTGTAAATTAGTTAGTGCTGCTACATCAATCCTTTTTCCTAAAAAA		17732		AT5G02190.1

		39715		CUST_10412_PI390587928		8.263264		8.132681		7.65684		7.9661164		8.701869		9.148318		9.589191		7.8539195		8.463359		9.411092		9.3938875		8.50891		1.3552935		2.021796		3.8167682		-1.0808729		1.1487741		2.4257164		3.333523		1.4567908		0.20009518		1.0156374		1.9323516		-0.11219692		0.4386053		1.2784109		1.7370477		0.54279375		No		Yes		Yes		U35_44k_v1_39715		-		gb|EAZ42037.1| 5e-11  hypothetical protein OsJ_025520 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14850.1 1e-12 resistance protein putative expressed		ATGTTCCTTCAAAGGGTCGTGTTGAGCATGTTATGGTGTAATACTAAGTTACTAGCATGT		35902		0

		27694		CUST_14186_PI390587928		6.9680457		6.301351		6.922795		7.445787		7.3625717		7.872828		8.564736		7.645647		7.607054		7.9328213		8.249717		7.3085194		1.3145108		2.972088		3.1208556		1.148587		1.5572586		3.0982857		2.5086687		-1.0998201		0.6390085		1.5714769		1.6419415		0.1998601		0.394526		1.6314702		1.3269219		-0.13726759		No		Yes		Yes		U35_44k_v1_27694		LOC_Os07g38810.1		emb|CAH17379.2| 1e-43  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38810.1 6e-44 lectin receptor-type protein kinase putative expressed		ACTACGATGACGGCACCGGGACGTTCTACAGCCTAAGTCTGATAAGCCGGAAGCCATGCA		26004		AT2G29220.1

		47583		CUST_40951_PI390587928		4.7103744		3.9855306		4.3935723		4.1300135		4.2731996		3.281311		3.412432		3.337549		3.6264439		2.863108		2.5657954		3.935194		-1.3539503		-1.629263		-1.9740251		-1.7320307		-2.1198034		-2.1771226		-3.5498965		-1.144581		-1.0839305		-0.7042196		-0.9811404		-0.7924645		-0.4371748		-1.1224227		-1.8277769		-0.19481945		Yes		No		No		U35_44k_v1_47583		LOC_Os04g44710.2		gb|EAZ31417.1| 2e-96  hypothetical protein OsJ_014900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44710.2 4e-98 CPL1 putative expressed		ACATCTTCATTTATTCCGTTAGCACCACCACTGGGCATGGTGCCTTTGAATAATGATCAA		48758		AT4G21670.1

		18260		CUST_17570_PI390587928		9.410995		9.330846		9.472064		8.240078		10.283275		9.8575535		11.25167		10.092946		10.772365		10.366595		11.334233		9.177613		1.8305538		1.4406378		3.4333236		3.6121757		2.5692906		2.0501783		3.635539		1.9152534		1.3613701		0.52670765		1.7796059		1.8528681		0.8722801		1.0357494		1.8621693		0.9375353		Yes		Yes		Yes		U35_44k_v1_18260		LOC_Os01g42234.1		ref|NP_001043529.1| 0.0  Os01g0607200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42234.1 0.0 amino-acid permease C584.13 putative expressed		TACAAAGGCCTTCCACACGAGGGACGTTGTAATTGTAATTACTTCATTCAACACGACCGG		11240		AT2G01170.1

		32389		CUST_42093_PI390587928		4.520007		5.1855774		5.529585		4.8371806		4.305864		4.9080305		4.9769187		4.9096584		4.1531587		3.9305248		4.3206916		4.473814		-1.1600149		-1.2121321		-1.4667939		1.0515211		-1.2895328		-2.3867586		-2.3116024		-1.2864243		-0.36684847		-0.27754688		-0.5526662		0.07247782		-0.21414328		-1.2550526		-1.2088933		-0.3633666		No		Yes		Yes		U35_44k_v1_32389		LOC_Os11g03650.1		gb|AAM22828.1|AF427791_19 1e-30  RGH1A [Hordeum vulgare]		LOC_Os11g03650.1 7e-24 mla1 putative expressed		AGGTTTCTAGCTGATTGGTTGCAAAGAGAGCTGCTCATGGAGGTCGTCACGGGGGGCATG		7222		0

		27402		CUST_9957_PI390587928		3.966934		4.4134483		5.3240952		4.677912		3.7430727		3.9898827		4.059431		3.4803665		2.710847		2.7095754		2.1447616		2.5933692		-1.167855		-1.3412384		-2.4027128		-2.2934918		-2.3884704		-3.2577434		-9.058887		-4.2414074		-1.2560871		-0.42356563		-1.2646642		-1.1975458		-0.22386122		-1.7038729		-3.1793337		-2.084543		Yes		Yes		Yes		U35_44k_v1_27402		-		ref|XP_387493.1| 2e-54  hypothetical protein FG07317.1 [Gibberella zeae PH-1]		No hits found		ATCTTCTTTCGGATCAACAAGTCCTTTCGCTGCTAGCTCTTCTTCCAATGTCTTCTCTAA		24722		0

		13827		CUST_14517_PI390587928		12.962131		11.0700865		10.502433		10.741191		14.724675		12.689719		13.185703		13.143182		15.325526		14.273452		13.132833		11.512095		3.3929605		3.072968		6.4231033		5.2853203		5.145801		9.211048		6.191975		1.7063392		2.3633957		1.6196327		2.6832705		2.401991		1.7625446		3.2033653		2.6303997		0.77090454		Yes		Yes		Yes		U35_44k_v1_13827		LOC_Os04g59150.3		emb|CAA05897.1| 4e-63  peroxidase [Hordeum vulgare]		LOC_Os04g59150.1 1e-32 peroxidase 12 precursor putative expressed		TGTTCGACAACAGTACTACTTCGACCTGATCGCGAGGCAGGGGCTGTTCAAGTCGGACCA		1855		AT1G71695.1

		11143		CUST_9864_PI390587928		3.8562157		3.5837498		4.1279826		3.7015555		3.3175018		2.9801757		1.8808342		2.2262108		2.5767155		2.9828682		2.6634743		3.8909492		-1.452677		-1.5194762		-4.747436		-2.7805007		-2.4275486		-1.516643		-2.7596939		1.1402844		-1.2795002		-0.60357404		-2.2471485		-1.4753447		-0.53871393		-0.6008816		-1.4645083		0.18939376		Yes		Yes		Yes		U35_44k_v1_11143		-		No hits found		No hits found		AATATTTATTATGTGATTTGGAAAACGTGTGAAATGGAACCTGGCTGATGTTACCCAGTT		23156		0

		11993		CUST_33338_PI390587928		7.482092		6.469072		5.348974		6.4256687		7.209476		6.9089084		9.234603		9.952453		7.073916		7.253183		9.689513		8.654466		-1.2079962		1.3564506		14.780557		11.525712		-1.3270069		1.7220309		20.259672		4.6874294		-0.40817595		0.4398365		3.8856287		3.526784		-0.2726159		0.784111		4.340539		2.228797		Yes		Yes		Yes		U35_44k_v1_11993		-		No hits found		No hits found		TTGTACGTGCCTAGTTAATTAAACTCGAATAAAGCTGGATTCTTGCATGTCTGGAAAAAA		23878		0

		3677		CUST_16956_PI390587928		3.140682		2.5324876		2.540127		3.308234		2.4109602		3.2719002		5.7232475		4.618761		2.28505		2.6717815		5.748783		5.0284076		-1.6583192		1.6694959		9.082695		2.4803214		-1.8095514		1.1013659		9.244889		3.2947605		-0.85563207		0.73941255		3.1831205		1.3105271		-0.7297218		0.13929391		3.208656		1.7201736		No		Yes		Yes		U35_44k_v1_3677		LOC_Os04g15690.1		ref|NP_001052286.1| 5e-89  Os04g0227500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15690.1 9e-91 DSBA-like thioredoxin domain containing protein expressed		GGACAACTCTATTCTAGTACTATTTTTTAATGAATCCTCTCCCGAGGGCCCCTGTTTAAA		10480		AT1G76020.1

		13484		CUST_33949_PI390587928		6.937452		6.522215		6.5549927		6.2868714		7.4168305		6.800797		7.6165566		7.422255		7.1920414		6.524652		7.2471375		6.669146		1.3941431		1.2130021		2.087193		2.1967697		1.1929963		1.0016907		1.6156838		1.3033953		0.25458956		0.2785821		1.061564		1.1353836		0.4793787		0.0024371147		0.6921449		0.38227463		No		Yes		Yes		U35_44k_v1_13484		LOC_Os09g06740.1		gb|EAZ08247.1| 3e-40  hypothetical protein OsI_029479 [Oryza sativa (indica cultivar-group)]		LOC_Os09g06740.1 7e-42 protein binding protein putative expressed		AACTACTCCTAGCAAGTTCTTGGGCATGGAAGACGACGGCGACTGGATCACGGCGAGGTA		24184		AT3G02340.1

		29911		CUST_29208_PI390587928		2.832711		2.3245528		4.2272644		5.1930985		3.475397		4.3757625		6.462401		6.619383		3.9054317		5.918129		7.5595584		8.614358		1.5612333		4.1445336		4.708072		2.6875365		2.1033964		12.071861		10.072109		10.712769		1.0727208		2.0512097		2.2351365		1.4262843		0.6426861		3.5935762		3.332294		3.4212594		Yes		Yes		Yes		U35_44k_v1_29911		-		No hits found		No hits found		TGAATAAGAATGTATGGAACTCGTGTATGTTTGATCGGTCAAGAATCTACAGGTTTGTGT		29488		0

		2280		CUST_20224_PI390587928		10.836647		9.911965		9.765661		9.433832		10.7663965		9.992279		10.867371		10.558188		10.838201		10.173797		10.620502		9.693298		-1.049899		1.0572479		2.1460881		2.1800425		1.0010774		1.1989996		1.8085597		1.1970357		0.0015535355		0.08031368		1.1017094		1.1243563		-0.07025051		0.26183128		0.85484123		0.25946617		No		Yes		Yes		U35_44k_v1_2280		LOC_Os03g58040.3		ref|NP_001051540.1| 0.0  Os03g0794500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58040.3 0.0 glutamate dehydrogenase putative expressed		CCATCTTCTTCGTGTAATCCGCAGCTGAAAGCGAAACACAGCAATGTAATCCGGTTTTTT		6870		AT5G18170.1

		3500		CUST_17316_PI390587928		12.587703		12.387108		12.846818		12.799827		12.604505		12.214489		11.454896		11.8708315		12.560276		11.98082		11.516743		12.410827		1.0117142		-1.1271026		-2.6242807		-1.9039494		-1.0191926		-1.3252717		-2.514158		-1.3094853		-0.02742672		-0.17261887		-1.391922		-0.92899513		0.016801834		-0.40628815		-1.3300753		-0.38899994		No		Yes		Yes		U35_44k_v1_3500		LOC_Os07g05570.2		gb|EAZ02783.1| 0.0  hypothetical protein OsI_024015 [Oryza sativa (indica cultivar-group)]		LOC_Os07g05570.1 0.0 ERD4 protein putative expressed		CTCAAAAGTCTGACTGCTTGATGCCTTTTGACCCTGTTAACAAATTATCCCGGTAAAAAA		10654		AT1G30360.1

		6151		CUST_12106_PI390587928		12.160525		11.924805		11.992665		12.764052		12.180476		12.745094		13.655774		13.208663		12.565464		13.108003		13.391594		13.146609		1.013925		1.7657604		3.1669824		1.3609468		1.3240327		2.2707958		2.6370568		1.3036503		0.4049387		0.8202896		1.6631088		0.4446106		0.019950867		1.183198		1.3989286		0.38255692		No		Yes		Yes		U35_44k_v1_6151		LOC_Os06g50390.1		gb|EAZ02384.1| 2e-11  hypothetical protein OsI_023616 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50390.1 6e-13 aspartic-type endopeptidase/ pepsin A putative expressed		TACATGGGACATGGCACATGCAGATGCGAATAAAACACATACAGATGTTTTCATAAAAAA		13092		0

		41465		CUST_27031_PI390587928		12.219242		11.437946		10.839634		11.751239		12.06075		12.620196		15.985371		15.96668		12.10888		12.957311		15.720551		13.677974		-1.11612		2.2693043		35.401455		18.576937		-1.0794991		2.8666472		29.46472		3.8019378		-0.11036205		1.18225		5.1457367		4.2154408		-0.15849209		1.5193644		4.8809166		1.9267349		Yes		Yes		Yes		U35_44k_v1_41465		-		No hits found		No hits found		ATGTATGACCTTATACAGTACATATCTCGTGTATATGCCGCCCACTTGCACTCGAAAAAA		36618		0

		34528		CUST_14630_PI390587928		9.043759		9.40479		8.263349		8.355111		8.733558		7.9754715		6.759636		6.566234		8.517722		8.415033		6.9156337		7.808492		-1.239881		-2.6931944		-2.8357153		-3.4554582		-1.4399685		-1.9858499		-2.5450869		-1.4606586		-0.5260372		-1.4293184		-1.5037127		-1.788877		-0.31020164		-0.9897566		-1.3477149		-0.54661894		Yes		No		No		U35_44k_v1_34528		LOC_Os03g30250.1		gb|EAZ27328.1| 1e-68  hypothetical protein OsJ_010811 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g30250.1 2e-70 phytochelatin synthetase-like conserved region family protein expressed		AACATCAACGACACCGGCATGTTCTACGGCCTCAAGCTGTACAACGGCCTGCTCATGGAG		16409		AT5G15630.1

		17800		CUST_1014_PI390587928		8.676288		9.086517		8.729962		9.793407		9.978898		11.466286		10.737911		10.898452		10.562402		11.094975		10.5449295		8.783877		2.466748		5.2045317		4.0221		2.1510549		3.6963828		4.02352		3.5185163		-2.0132551		1.8861141		2.3797684		2.0079489		1.1050444		1.3026104		2.0084581		1.8149672		-1.0095301		Yes		Yes		Yes		U35_44k_v1_17800		LOC_Os01g62430.3		gb|AAC04628.1| 2e-58  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 3e-60 elicitor-responsive protein 1 putative expressed		GCCTGTATGATTGAATGATGTGATTCCAAGTGTATGTATGCTGCATTTTCTAGCACTTTA		10194		AT3G55470.2

		46243		CUST_17474_PI390587928		4.8914413		5.8350616		6.3741517		5.1332183		7.620177		7.9766045		8.328256		9.858753		5.833449		5.834931		5.7436795		4.931904		6.6287436		4.412337		3.8747518		26.456217		1.9211998		-1.0000906		-1.5480716		-1.1497455		0.94200754		2.141543		1.954104		4.725535		2.7287354		-1.31E-04		-0.6304722		-0.20131445		Yes		Yes		Yes		U35_44k_v1_46243		-		ref|XP_001554467.1| 2e-07  hypothetical protein BC1G_07055 [Botryotinia fuckeliana B05.10]		No hits found		TATACAAGCGTGATGTGTTCAAATCTCCGGATCCATGTGCTGTGGCGACTCTCGGCGGCG		46050		0

		29868		CUST_24364_PI390587928		4.98519		3.8426895		4.737774		4.5525084		3.561121		3.6441028		3.651968		2.8956983		2.961032		3.2370956		3.6647294		3.4796238		-2.6834126		-1.1475736		-2.1225607		-3.1531856		-4.067544		-1.521605		-2.1038685		-2.1036353		-2.024158		-0.1985867		-1.0858059		-1.65681		-1.4240689		-0.6055939		-1.0730445		-1.0728846		Yes		No		No		U35_44k_v1_29868		LOC_Os04g04330.2		gb|EAY92898.1| 1e-11  hypothetical protein OsI_014131 [Oryza sativa (indica cultivar-group)]		LOC_Os04g04330.2 2e-13 ATP binding protein putative expressed		ACCGGGAAGCAGCCCATCGACCCGACGATCCCGGACGGGCAGCACCTGGTGGACTGGGTG		29403		AT5G48940.1

		12600		CUST_36656_PI390587928		4.727554		5.090094		3.392213		5.092755		5.0413384		6.8899684		7.39556		7.797252		5.5018525		6.675483		7.1699543		5.3204503		1.242964		3.4818988		16.037157		6.518307		1.7103584		3.0008874		13.715556		1.1709629		0.77429867		1.7998743		4.0033464		2.7044973		0.3137846		1.5853891		3.7777412		0.22769547		Yes		No		No		U35_44k_v1_12600		LOC_Os12g36110.1		gb|EAZ20788.1| 7e-12  hypothetical protein OsJ_034997 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36110.1 1e-13 calmodulin binding protein putative expressed		GTTCATGGCCATGTTCCTGCCGGTTTTCAGCAACATGGTTCATAGAGTGGTTTCAGAGGA		23524		0

		32569		CUST_17396_PI390587928		6.563875		6.573075		7.1339455		7.020733		5.8906064		5.9283543		6.4865174		6.4519844		5.8868623		5.4241366		6.328875		6.740416		-1.594682		-1.5634364		-1.5663732		-1.4832363		-1.5988259		-2.2175062		-1.747231		-1.2144616		-0.6770129		-0.64472055		-0.64742804		-0.5687485		-0.6732688		-1.1489382		-0.8050704		-0.28031683		No		Yes		Yes		U35_44k_v1_32569		-		gb|EAZ22057.1| 4e-41  hypothetical protein OsJ_005540 [Oryza sativa (japonica cultivar-group)]		No hits found		TACATGGGTAATGCATGTGGACCAACCAAGAAAGCTGTTTTATCTGTGTTGTCAGAGGCA		None		AT3G01460.1

		15085		CUST_20478_PI390587928		7.712068		7.4666457		8.938291		9.262192		7.299675		7.122576		7.519094		8.045162		7.257299		7.029651		7.4481864		8.861569		-1.3308916		-1.269332		-2.6743655		-2.3246758		-1.3705635		-1.3537812		-2.8090925		-1.3200773		-0.45476913		-0.34406948		-1.4191966		-1.2170296		-0.4123931		-0.43699455		-1.4901042		-0.40062237		No		Yes		Yes		U35_44k_v1_15085		LOC_Os01g53520.1		gb|EAY75742.1| e-106  hypothetical protein OsI_003589 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53520.1 1e-107 seed maturation protein putative expressed		AAATCGTGTATCTTCCAGGTCTGGATAGCATTGTTGGTCGTAGCTGCAACAGTTAAAAAA		2753		AT4G23630.1

		21906		CUST_39947_PI390587928		9.109689		9.786884		9.011134		9.068866		9.035046		9.93032		10.39965		9.047338		8.904189		10.254205		9.776303		9.160501		-1.0531005		1.1045322		2.6180913		-1.0150341		-1.1530856		1.3825393		1.6995692		1.0655769		-0.20549965		0.14343548		1.3885155		-0.021528244		-0.074643135		0.46732044		0.76516914		0.09163475		No		Yes		Yes		U35_44k_v1_21906		LOC_Os02g04170.3		ref|NP_001045812.1| e-117  Os02g0134400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04170.3 1e-118 L-aspartate oxidase 1 putative expressed		TACACACTGGTTTGATTTGAATGGCCAGACTTCCATCAAGTTAGATGTTATCAGTCCAAA		17768		AT5G14760.1

		45302		CUST_4918_PI390587928		4.7944207		5.073885		5.6935387		4.9503784		4.1682663		4.213728		4.2915454		3.4391358		3.7468567		3.835221		4.3010497		3.509801		-1.5434453		-1.8152359		-2.6426644		-2.8505547		-2.0670366		-2.359799		-2.625312		-2.714295		-1.047564		-0.860157		-1.4019933		-1.5112426		-0.6261544		-1.2386639		-1.392489		-1.4405775		Yes		Yes		Yes		U35_44k_v1_45302		LOC_Os04g14690.1		gb|EAY93143.1| 3e-42  hypothetical protein OsI_014376 [Oryza sativa (indica cultivar-group)]		LOC_Os04g14690.1 4e-44 monooxygenase/ oxidoreductase putative expressed		GGACTGCACGTGGCTGCAGTCGGAGCGGCCCATGTACCAGTTCTCCGACTTCCCGTGGCC		44023		AT1G19250.1

		3526		CUST_34347_PI390587928		3.7014706		5.3740954		3.6513996		3.203694		2.8702667		1.9476242		3.1683667		2.508316		3.5903933		3.411395		1.6651974		2.6748943		-1.7791694		-10.751538		-1.3976789		-1.6193087		-1.0800344		-3.897909		-3.961927		-1.4427284		-0.11107731		-3.4264712		-0.48303294		-0.69537807		-0.83120394		-1.9627004		-1.9862022		-0.5287998		Yes		No		No		U35_44k_v1_3526		LOC_Os04g33920.1		ref|NP_001052760.1| 6e-42  Os04g0415800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33920.1 1e-43 lipid binding protein putative expressed		CTCGACGGTGTTGCAGCTATTCCAGCTATGCCCCAGAATAATAAAAGAGTTATGTTCGTC		7968		AT5G05960.1

		4028		CUST_32399_PI390587928		12.415303		11.988621		12.089725		12.691199		12.679783		12.574059		13.160277		13.062297		12.843686		12.834808		12.972447		12.889335		1.2012028		1.5004942		2.100238		1.2933364		1.3457243		1.797744		1.843852		1.1472147		0.42838287		0.5854378		1.0705528		0.37109756		0.26447964		0.8461876		0.88272285		0.19813538		No		Yes		Yes		U35_44k_v1_4028		LOC_Os02g09770.1		ref|NP_001046153.1| e-159  Os02g0190800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09770.1 1e-161 esterase/lipase/thioesterase putative expressed		GGGGGATTTGTAATGCTTCTGTTTTCTTGTGTTCCTTGTGAGATGAAATAATAACTTAAC		15087		AT3G01690.1

		17577		CUST_32553_PI390587928		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		2.6205554		4.796993		21.577946		5.619649		3.2903407		7.111251		13.387118		1.472081		1.7182369		2.2621303		4.4314857		2.49048		1.3898726		2.8301034		3.7427735		0.55785704		Yes		Yes		Yes		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		TCTTAATGAACAGCAGTATTGTTGTCAATTCTCAAGCAAGAGCGGGGTTGTCAGAAAAAA		9662		AT5G26340.1

		29502		CUST_35400_PI390587928		4.2654877		5.1578374		5.136404		4.0624623		3.7761643		3.7343447		3.501022		3.885451		3.2145083		3.362416		4.181298		3.7402503		-1.4037863		-2.682341		-3.1066978		-1.1305394		-2.071936		-3.4711685		-1.9387224		-1.250246		-1.0509794		-1.4234927		-1.6353819		-0.17701125		-0.48932338		-1.7954214		-0.95510626		-0.32221198		Yes		No		No		U35_44k_v1_29502		LOC_Os07g09040.1		gb|EAZ38962.1| 8e-43  hypothetical protein OsJ_022445 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09040.1 2e-44 peptidyl-prolyl cis-trans isomerase FKBP-type family protein expressed		AAAGGGCCCAAGCAAGCAAGAGCAGTGAGGCCGAAGTAAAGCACTGTTCGGTTTCTCTTC		28811		0

		14752		CUST_37213_PI390587928		11.159862		11.269938		10.645505		10.787288		11.366761		11.559552		11.917999		11.053818		11.401353		11.870349		11.945605		11.103616		1.1542051		1.2223129		2.415789		1.2029111		1.1822141		1.5161479		2.46246		1.2451574		0.24149132		0.28961372		1.2724943		0.26653004		0.20689964		0.60041046		1.3001003		0.31632805		No		Yes		Yes		U35_44k_v1_14752		LOC_Os01g08270.2		ref|NP_001042188.1| 0.0  Os01g0178000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08270.2 0.0 transaminase/ transferase transferring nitrogenous groups putative expressed		ACGGCCCATTGTATGTAAGAGTACATTTCTACATTCAGACCACACGAGCCCGATTTTTAG		4244		AT1G80360.1

		10423		CUST_16558_PI390587928		10.55948		11.207438		11.038356		10.952834		10.755432		11.95873		12.214868		11.247048		10.636415		11.402344		12.045898		11.1431		1.1454802		1.6832988		2.260296		1.2262169		1.0547746		1.144649		2.0104837		1.1409738		0.076934814		0.7512913		1.1765118		0.29421425		0.19595242		0.19490528		1.0075426		0.19026566		No		Yes		Yes		U35_44k_v1_10423		LOC_Os01g40630.1		ref|NP_001043439.1| e-110  Os01g0588900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g40630.1 1e-112 carboxy-lyase putative expressed		ATTGGGTTGATGATGGCGTTCTTTTGGTCATAGCTTAGGTAGAAGTAAGTGATTGCATGT		19722		AT2G37210.1

		33633		CUST_37726_PI390587928		5.161161		5.1065235		5.2092123		5.7181187		5.0130725		5.1686826		5.0334125		4.526749		4.5242066		4.6647024		4.7652392		4.9540305		-1.1081003		1.044027		-1.1295905		-2.2836943		-1.5550429		-1.3583179		-1.3603455		-1.6982963		-0.6369543		0.06215906		-0.17579985		-1.1913695		-0.14808846		-0.4418211		-0.44397306		-0.76408815		No		Yes		Yes		U35_44k_v1_33633		LOC_Os09g32640.1		gb|EAZ45276.1| 2e-06  hypothetical protein OsJ_028759 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32640.1 3e-08 chloroplastic quinone-oxidoreductase putative expressed		TGTATGCTCAATGCTCATGCAAGAATTCCTGTCATGGTGAAACATGCAGTGGGCGATCTA		None		0

		26044		CUST_655_PI390587928		5.299902		4.713758		5.0479064		5.2459025		4.373321		4.9398675		6.6174583		6.674952		3.8438022		4.5188947		6.174419		5.69484		-1.900766		1.1696764		2.968125		2.6926925		-2.7436562		-1.1446158		2.1833034		1.3650345		-1.4560997		0.2261095		1.569552		1.4290495		-0.9265809		-0.19486332		1.1265125		0.44893742		No		Yes		Yes		U35_44k_v1_26044		LOC_Os09g20460.1		gb|EAZ44501.1| 2e-17  hypothetical protein OsJ_027984 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20460.1 4e-19 VQ motif family protein expressed		CATCACAAACGACAAATGTCTGGTTAGCCTTTTAATTACTAGCATTATACCCCACAAAAA		34659		0

		29555		CUST_32539_PI390587928		7.2682366		7.511669		7.7189555		7.3697014		6.8178506		6.872385		6.6595473		6.5949173		6.882326		6.769486		6.8289533		6.8465476		-1.3664058		-1.5575562		-2.0840764		-1.7109339		-1.3066843		-1.6727052		-1.853179		-1.4370934		-0.3859105		-0.63928413		-1.0594082		-0.7747841		-0.45038605		-0.7421832		-0.89000225		-0.5231538		No		Yes		Yes		U35_44k_v1_29555		-		No hits found		No hits found		CAATAAGCTATGATCGGTCTGTCGACAGTTTGTGAAGCAGACCCGTTTCAACCCAAAAAA		28882		0

		7871		CUST_39879_PI390587928		2.9452069		2.0696762		2.640793		3.624136		2.6135619		2.8223581		6.9727235		7.43613		2.3709955		2.6737595		6.6945167		6.9252853		-1.2584475		1.6849222		20.13914		14.045091		-1.4888633		1.5200126		16.607044		9.857005		-0.57421136		0.752682		4.33193		3.811994		-0.331645		0.6040833		4.0537233		3.3011494		Yes		Yes		Yes		U35_44k_v1_7871		LOC_Os12g01490.1		ref|NP_001065537.1| 3e-50  Os11g0106100 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01480.1 5e-52 DNA binding protein putative expressed		GTGATATCCCGTGGTACTTATCCATACATACATTATGTCATATATTATGTAGAGCGAACA		16549		AT2G38300.1

		17217		CUST_17271_PI390587928		4.899296		4.7897973		3.6323206		3.8438492		5.503483		6.9701214		7.3885956		5.2797923		5.964859		7.126223		6.756163		3.2566268		1.5201219		4.5325537		13.512989		2.7055898		2.0929868		5.0504985		8.717065		-1.5023514		1.0655632		2.180324		3.756275		1.4359431		0.604187		2.3364258		3.1238425		-0.58722234		Yes		No		No		U35_44k_v1_17217		LOC_Os08g37180.1		gb|EAZ43079.1| 4e-73  hypothetical protein OsJ_026562 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g28880.1 2e-70 patatin T5 precursor putative expressed		TGTTGACAATGGATACATGCAGACAATGTTGGCAATGACGGACGTAAGCAAGCAGATCCT		52309		AT2G26560.1

		19279		CUST_18166_PI390587928		10.460942		10.227815		10.271208		9.368577		10.295207		10.029984		9.041913		9.27456		10.149577		9.828172		9.558042		9.130906		-1.1217376		-1.1469721		-2.3445237		-1.067338		-1.2408813		-1.3191814		-1.6393981		-1.1790876		-0.31136513		-0.1978302		-1.2292948		-0.09401703		-0.16573524		-0.39964294		-0.71316624		-0.2376709		No		Yes		Yes		U35_44k_v1_19279		LOC_Os09g31270.1		gb|EAZ45181.1| e-142  hypothetical protein OsJ_028664 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g31270.1 1e-144 polygalacturonase putative expressed		GGTGTAAATAAACGATCCAATCCCAAACAGCATGCTGTACTATTTCTGCTGTCTGCATAT		11243		AT3G57790.1

		22548		CUST_14639_PI390587928		4.372793		4.967113		4.6903777		4.6395802		3.5982435		3.7456484		3.9102376		3.6867685		3.7861884		2.9216833		3.348444		4.0473347		-1.710656		-2.3318334		-1.7172977		-1.9356414		-1.5017085		-4.127962		-2.5349085		-1.5075915		-0.58660483		-1.2214646		-0.78014016		-0.9528117		-0.7745497		-2.0454297		-1.3419337		-0.5922456		Yes		No		No		U35_44k_v1_22548		LOC_Os03g21270.2		gb|EAZ26797.1| 3e-39  hypothetical protein OsJ_010280 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21270.2 7e-41 expressed protein		AGTTTCATGATTATCTACAGTCCAAGGAACACCAAAATCTTATGGGTGGTGCGCTGACAG		None		0

		42572		CUST_29288_PI390587928		4.5334306		5.073307		5.490106		4.897203		3.6908653		4.1389523		3.121517		3.2364244		3.4325		3.7839134		2.9439514		4.029566		-1.7932359		-1.9110358		-5.1643586		-3.161871		-2.1449301		-2.444253		-5.8407545		-1.824672		-1.1009307		-0.9343548		-2.3685892		-1.6607785		-0.8425653		-1.2893937		-2.5461547		-0.86763716		Yes		Yes		Yes		U35_44k_v1_42572		-		ref|NP_001051433.1| 1e-25  Os03g0775700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56430.1 3e-27 expressed protein		AAGAACATGCAAAAGAACATGACAGTTTTAGCAAACCAGCAGATAGCACACATGGCGAAG		38310		0

		36742		CUST_42292_PI390587928		5.249223		4.6066203		4.2898183		3.2620525		4.281536		4.2057457		2.7683098		2.4085052		2.6963978		3.7516644		3.0752926		2.727393		-1.9557028		-1.3203081		-2.8709106		-1.8069384		-5.8678236		-1.8087034		-2.3206449		-1.4486003		-2.5528255		-0.4008746		-1.5215085		-0.85354733		-0.96768713		-0.8549559		-1.2145257		-0.5346596		Yes		No		No		U35_44k_v1_36742		LOC_Os01g10930.1		ref|NP_001042348.1| 3e-57  Os01g0207200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10930.1 4e-59 peptide-N4-asparagine amidase A putative expressed		ATACTTGTGCTGTTCTTCTCTCGGAGGAGGTTCACAAGGTGTTTCCGCTGTATATCTACA		32023		AT3G14920.1

		4275		CUST_4318_PI390587928		12.125758		12.055886		12.439883		12.150609		11.749867		11.574539		11.426785		11.652618		11.5887375		11.44904		11.714283		12.107078		-1.2976404		-1.3960466		-2.01824		-1.4122452		-1.450973		-1.522926		-1.6535885		-1.0306336		-0.5370207		-0.48134708		-1.0130978		-0.4979906		-0.37589073		-0.60684586		-0.72560024		-0.043531418		No		Yes		Yes		U35_44k_v1_4275		LOC_Os03g04169.1		ref|NP_001048881.1| e-166  Os03g0134300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04169.1 1e-167 ATP phosphoribosyltransferase putative expressed		CGGCCCTGAATAATTGGGGCTACCTGATATGATAATAATAATGAATCCCATTGTGGTCTC		9226		AT1G09795.1

		13602		CUST_18722_PI390587928		6.4106317		6.2955155		6.8235855		6.21036		6.085838		5.8662133		6.0908103		5.843933		6.001219		5.7866044		5.821526		5.867352		-1.2524854		-1.3465822		-1.6618328		-1.2891561		-1.3281451		-1.4229758		-2.002857		-1.2683985		-0.40941286		-0.42930222		-0.7327752		-0.36642694		-0.32479382		-0.50891113		-1.0020595		-0.34300804		No		Yes		Yes		U35_44k_v1_13602		LOC_Os08g15230.1		gb|EAZ42061.1| 4e-77  hypothetical protein OsJ_025544 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g15230.1 8e-79 expressed protein		AATTTCAGATATTGATTCCTTCAAAAGGCTCATCAAGGGGCTGACAGAGAAGGTTAGCTG		25653		AT5G57710.1

		30374		CUST_18854_PI390587928		11.754949		11.4635315		12.19221		13.325184		11.714381		11.291862		10.685448		11.860515		10.813937		9.796227		10.99129		12.637387		-1.0285182		-1.1263615		-2.8417163		-2.760002		-1.9198737		-3.176205		-2.2988625		-1.6108215		-0.9410114		-0.17166996		-1.5067625		-1.4646692		-0.040567398		-1.667304		-1.2009201		-0.6877966		Yes		Yes		Yes		U35_44k_v1_30374		-		No hits found		No hits found		TTTAGGATTTTGAAGAGAGCATACCTACTCCAAGATGTTTGGGGTACACATCACCCTCCG		30274		0

		50814		CUST_25964_PI390587928		8.682792		8.236754		9.4391365		9.245591		7.6651483		7.780258		8.153123		8.506743		7.365598		7.522129		8.661331		9.151141		-2.024609		-1.3722053		-2.438533		-1.6688424		-2.4918091		-1.641057		-1.7145207		-1.0676583		-1.3171935		-0.45649624		-1.2860136		-0.73884773		-1.0176435		-0.71462536		-0.7778053		-0.09445		No		Yes		Yes		U35_44k_v1_50814		-		No hits found		No hits found		CATAAAACACACACATTGTTTTTTGTTCCTCATGCGTAAGTATTAGTTGTGCAGTGTTGA		None		0

		15883		CUST_22943_PI390587928		14.224475		14.544155		13.950847		13.452897		13.753095		14.123307		11.719108		11.586548		13.233727		13.586391		12.62486		12.762856		-1.3864353		-1.3387141		-4.696998		-3.6460876		-1.9872143		-1.9422967		-2.5070431		-1.61333		-0.99074745		-0.4208479		-2.231739		-1.8663492		-0.47138023		-0.9577637		-1.3259869		-0.69004154		Yes		Yes		Yes		U35_44k_v1_15883		LOC_Os08g23180.1		No hits found		No hits found		AGTGTGCGTGTTTCGTTGTGTTTATAGTACTACTACTACATATATGAAAGACATCATGGA		6939		0

		22934		CUST_3206_PI390587928		12.332984		11.7448		11.761692		12.314312		12.538689		11.862735		12.342182		12.799048		12.335631		12.090836		12.791902		13.220031		1.1532495		1.0851806		1.4953572		1.3993303		1.0018368		1.2710633		2.042321		1.8734777		0.0026474		0.11793518		0.5804901		0.48473644		0.20570469		0.34603596		1.0302095		0.9057188		No		Yes		Yes		U35_44k_v1_22934		LOC_Os02g17534.1		gb|EAY85352.1| e-135  hypothetical protein OsI_006585 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17534.1 1e-136 fucosyltransferase 8 putative expressed		AGGACGTGAGCTGGGGGATCAAGATTGCCAACGAAAGCAACCACTGGTAACTTGTAGGAA		18338		AT2G03210.1

		33623		CUST_10582_PI390587928		6.076615		5.566487		6.2451167		6.345312		6.004635		5.775713		7.6064916		6.659551		6.200808		6.5996985		7.3436356		6.4650397		-1.0511583		1.1560678		2.5692992		1.2433556		1.0898981		2.0465753		2.1413474		1.0865297		0.12419319		0.20922613		1.3613749		0.31423903		-0.07198		1.0332117		1.0985188		0.11972761		No		Yes		Yes		U35_44k_v1_33623		-		emb|CAD42634.1| 3e-09  putative Cf2/Cf5 disease resistance protein [Hordeum vulgare subsp. vulgare]		No hits found		GTCAGATAAGCTCTTCTTTGGCTACTTTACAACACCTGAGATATCTTGATCTGAGTTGGA		28011		0

		19375		CUST_15879_PI390587928		7.544662		7.7359085		6.3371563		6.791721		8.77526		10.308146		12.790547		11.237407		9.977945		12.624429		12.511701		9.863149		2.3466423		5.947313		87.63232		21.791384		5.4012127		29.62042		72.2309		8.406049		2.4332833		2.572238		6.453391		4.445686		1.230598		4.8885202		6.1745443		3.0714278		Yes		Yes		Yes		U35_44k_v1_19375		LOC_Os06g22440.2		ref|NP_001057538.1| 7e-96  Os06g0329900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22440.1 1e-97 benzoate carboxyl methyltransferase putative expressed		GATTCCAAAGCAATGTATCTGTAATGGTTTTGAGTATGAATAAAGTTGGATGAGAAGAGC		16328		AT5G04370.2

		27231		CUST_8044_PI390587928		4.357189		3.2978146		5.652273		3.8612883		4.533741		2.9457283		2.4952867		2.6517055		4.240191		3.0623007		2.9579716		1.8970319		1.1301794		-1.2764051		-8.919646		-2.3127074		-1.084476		-1.1773261		-6.4724035		-3.9021153		-0.116998196		-0.3520863		-3.1569865		-1.2095828		0.17655182		-0.23551393		-2.6943016		-1.9642564		Yes		Yes		Yes		U35_44k_v1_27231		-		No hits found		No hits found		GATCTGCAGCACACCGTTGCTACTTCGATATTATTATTATCTTATTACCATGCTCTCTAG		24973		0

		30108		CUST_23896_PI390587928		5.1198597		5.58568		6.2656226		5.369945		4.283947		4.4795384		5.17816		4.6200747		4.499579		3.805872		4.921355		4.496789		-1.7849859		-2.1526914		-2.1249993		-1.6816417		-1.5371742		-3.4338048		-2.5390131		-1.8316655		-0.62028074		-1.1061416		-1.0874624		-0.7498703		-0.8359127		-1.779808		-1.3442678		-0.8731561		Yes		No		No		U35_44k_v1_30108		-		No hits found		No hits found		CTATATATGCATACCAATGAATAAATAAGGGCCGCTGCTATATATCTGCAGGCCATTTGC		29831		0

		10619		CUST_23300_PI390587928		4.241256		4.3898406		3.58233		5.0399203		5.0112953		7.1744714		9.635087		8.235316		5.7189803		8.428477		9.411387		7.3274055		1.705316		6.8906054		66.383705		9.160307		2.7850902		16.434284		56.84879		4.8820434		1.4777241		2.7846308		6.0527573		3.195396		0.7700391		4.0386367		5.8290577		2.2874851		Yes		Yes		Yes		U35_44k_v1_10619		LOC_Os03g62200.1		gb|AAR87397.1| e-121  ammonium transporter AMT2.1 [Triticum aestivum]		LOC_Os03g62200.1 1e-109 ammonium transporter 2 putative expressed		CCATATAGTATGAGTTATTTAATTGGACAAGACATGGTGAAGAATCAGCGTCGAATCATT		22563		AT2G38290.1

		3988		CUST_6030_PI390587928		10.637258		11.0577135		11.226693		11.094585		10.539308		10.6983		10.112269		10.536356		10.080981		10.1385565		10.6146345		11.052093		-1.0702516		-1.2829039		-2.165085		-1.472461		-1.470469		-1.89101		-1.5284387		-1.0298918		-0.5562763		-0.35941315		-1.1144238		-0.55822945		-0.09794998		-0.919157		-0.61205864		-0.042492867		No		Yes		Yes		U35_44k_v1_3988		LOC_Os07g33650.3		gb|EAZ40040.1| 2e-41  hypothetical protein OsJ_023523 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g33650.3 1e-42 expressed protein		CGGAAAACCTTGCCCTTCTGGAATAGCAGATCAGTTTCCTAGAATCTTAAATTGAAAAAA		8954		0

		10252		CUST_40041_PI390587928		11.717517		11.70184		10.982415		12.285057		12.038411		14.076145		13.900159		13.294534		12.409625		13.042602		13.422553		11.796107		1.2491045		5.1848593		7.5566335		2.0131807		1.6156427		2.5328493		5.4269357		-1.4034228		0.69210815		2.3743048		2.9177437		1.0094767		0.32089424		1.3407612		2.4401379		-0.48894978		Yes		Yes		Yes		U35_44k_v1_10252		LOC_Os08g29660.1		gb|ABC65846.1| 2e-67  WRKY transcription factor WRKY1A [Triticum aestivum]		LOC_Os08g29660.1 8e-36 OsWRKY69 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GAGCTTTAGGATATCTGAATAGTGTAGCTTGTTCCCTTCTTTCTTTCTTTTCTTCTACAG		21110		AT4G11070.2

		1102		CUST_41885_PI390587928		13.005546		13.294953		13.372895		13.860337		13.928096		14.525477		16.561047		15.344258		14.374943		14.966023		15.565316		13.947593		1.8954629		2.346522		9.114423		2.797079		2.5836258		3.1845071		4.5707183		1.0623473		1.3693972		1.2305241		3.1881514		1.483921		0.9225502		1.6710701		2.192421		0.08725548		Yes		Yes		Yes		U35_44k_v1_1102		LOC_Os06g47200.3		gb|EAZ02139.1| 2e-29  hypothetical protein OsI_023371 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47200.2 6e-32 lipid binding protein putative expressed		CTCGGCACTCTATTCAGACCTGTGATAACCAGAGCAGAGTGGGAATTGTGTGAGAAAAAA		3699		AT1G62790.2

		40643		CUST_25437_PI390587928		10.7261095		10.798492		10.186765		10.626713		11.877301		12.08606		12.542786		11.831871		12.509013		13.685456		12.82105		12.451154		2.2209728		2.4411604		5.119564		2.3056257		3.4411807		7.397121		6.208673		3.5416975		1.7829037		1.2875671		2.356021		1.2051582		1.1511917		2.8869638		2.634285		1.824441		Yes		Yes		Yes		U35_44k_v1_40643		LOC_Os12g02400.1		No hits found		No hits found		AAAGCTCCTGCACGGGATTTCGTTTGGAAATTGGAATGAAATAAAACTGGGGATTGGGGG		7097		0

		32315		CUST_28968_PI390587928		8.232899		8.372777		8.528763		8.08472		8.468114		8.278569		7.4627337		7.4339957		8.166496		7.3643517		7.3388677		7.6060185		1.1770823		-1.067479		-2.0936627		-1.5699558		-1.0471023		-2.011714		-2.2813616		-1.3934885		-0.066402435		-0.09420776		-1.0660291		-0.65072393		0.23521519		-1.0084252		-1.1898952		-0.4787011		No		Yes		Yes		U35_44k_v1_32315		LOC_Os05g44560.1		gb|EAZ34977.1| 5e-20  hypothetical protein OsJ_018460 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g44560.1 1e-21 kinesin motor domain containing protein expressed		TACATCTTCCGAGCAGCGGTCGGGACGTGTGAAGAAGTTCCTCTCGGTGGTTGCTGACAT		None		0

		49364		CUST_3912_PI390587928		8.822426		8.052165		8.405627		8.985042		8.581334		8.119799		7.3318343		8.342794		8.317971		7.856314		7.611107		8.97876		-1.1818867		1.0479963		-2.1049602		-1.5607584		-1.418587		-1.1453995		-1.7345006		-1.0043638		-0.5044546		0.06763363		-1.0737929		-0.6422472		-0.24109173		-0.19585085		-0.7945204		-0.0062818527		No		Yes		Yes		U35_44k_v1_49364		LOC_Os05g49070.1		gb|EAZ35296.1| 2e-39  hypothetical protein OsJ_018779 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49070.1 5e-41 expressed protein		CCCTGGACAAAATTCGATCTCTATGTCATGTTTTTAACAAAAAGATTTGTGGATGCTATC		51021		AT1G71180.1

		19386		CUST_15844_PI390587928		4.4967303		4.70228		4.5341754		5.691826		4.554441		5.2672915		7.1463685		6.955988		5.1760764		5.5557866		6.10594		5.7906747		1.0408128		1.4793993		6.1143246		2.4018767		1.6014137		1.8068874		2.9726806		1.0709186		0.6793461		0.5650115		2.612193		1.2641621		0.057710648		0.85350657		1.5717645		0.09884882		Yes		Yes		Yes		U35_44k_v1_19386		LOC_Os12g17490.1		gb|AAM94294.1| 8e-07  putative stripe rust resistance protein Yr10 [Sorghum bicolor]		LOC_Os10g03570.1 4e-07 RGH1A putative		GTTGGCTCATGATGAACTTGTTTTTCCATTCCTTTATTTTGCAGGATGCTGGCTTGTTAT		18459		0

		2247		CUST_37160_PI390587928		10.466416		10.795029		11.618885		10.995587		10.110093		10.3038645		10.117386		9.563317		10.402968		9.715581		10.556556		10.659272		-1.2801592		-1.4055787		-2.8313677		-2.6987102		-1.0449601		-2.113227		-2.0883005		-1.2625278		-0.06344795		-0.4911642		-1.5014992		-1.43227		-0.35632324		-1.0794477		-1.0623293		-0.33631516		No		Yes		Yes		U35_44k_v1_2247		LOC_Os01g10950.1		dbj|BAB92157.1| 0.0  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g10950.1 0.0 peptide-N4-asparagine amidase A putative expressed		GGATCGATGACCCCTCATATCCTTTTTATATTTGAGATGAGTATGAGGATTCAACTTAAA		7849		AT3G14920.1

		30044		CUST_1395_PI390587928		6.6284757		6.7457004		7.827152		7.0770264		6.526654		6.579457		6.7259774		6.097363		6.2395234		6.5538483		6.860996		6.6791863		-1.0731277		-1.1221329		-2.1452925		-1.9720052		-1.309442		-1.1422291		-1.9536283		-1.3175339		-0.38895226		-0.16624355		-1.1011744		-0.9796634		-0.1018219		-0.1918521		-0.966156		-0.39784002		No		Yes		Yes		U35_44k_v1_30044		-		No hits found		No hits found		TCCCCCGGCCGCAGGGCCGCCGCCGCGATGGCCGATCCGGCGCCGGCTGCCCCGGCGCGC		29705		0

		8082		CUST_8438_PI390587928		6.116299		6.0852857		5.4375215		5.432299		7.0836034		7.1804276		7.286074		6.1434937		7.0666695		7.471247		7.2640305		5.6091094		1.9551837		2.1363409		3.6013873		1.6371591		1.9323686		2.6134608		3.546778		1.130382		0.9503703		1.0951419		1.8485527		0.7111945		0.9673042		1.3859615		1.826509		0.17681026		Yes		Yes		Yes		U35_44k_v1_8082		LOC_Os11g07440.2		emb|CAL26914.1| 1e-98  alkaline invertase [Triticum aestivum]		LOC_Os11g07440.2 2e-86 neutral/alkaline invertase putative expressed		TCCTCTTGAGAACTCTCCACTTGCAAAGCTCAGAAAAAATGGTAGACCGGTTCAAGCTAG		17667		AT4G09510.2

		10607		CUST_23306_PI390587928		1.6895663		1.6096064		1.67862		1.7779775		1.7841988		1.7366904		3.6630068		5.7079463		1.7178582		2.197651		4.5090003		6.9725556		1.0677934		1.0920842		3.9569445		15.2418785		1.019804		1.5032079		7.112617		36.620464		0.02829194		0.12708402		1.9843868		3.9299688		0.09463251		0.5880445		2.8303804		5.194578		Yes		Yes		Yes		U35_44k_v1_10607		LOC_Os11g40970.1		gb|ABA94937.1| 4e-91  Leucine Rich Repeat family protein [Oryza sativa (japonica cultivar-group)]		LOC_Os11g41100.1 8e-93 receptor-like protein kinase precursor putative		TTTGTCGGTTCGGGAAGCTTTGGTATGGTATACAGAGACCATTCAGATTTCAAGAAAAAA		None		AT3G47090.1

		6454		CUST_36316_PI390587928		9.848186		7.2605157		1.6777903		3.9780304		9.224254		8.185298		5.1713204		5.6925163		9.085024		8.512212		5.317187		4.538674		-1.5410695		1.8983977		11.263086		3.2817967		-1.697206		2.381212		12.461421		1.4749268		-0.76316166		0.9247823		3.4935303		1.7144859		-0.6239319		1.2516961		3.6393967		0.56064343		Yes		Yes		Yes		U35_44k_v1_6454		-		ref|NP_001060289.1| 2e-22  Os07g0618700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g42650.2 4e-24 expressed protein		AGACGTAAGGTGCGACTCTTTTCTCTATTTTTCAAGTCTTTGAAGAGAATACATGCTTAC		14172		0

		3373		CUST_14411_PI390587928		13.407489		12.720306		13.257019		12.736138		13.4188		12.400775		11.4644785		11.369136		13.941761		12.991353		11.643387		11.671425		1.0078714		-1.2479252		-3.464244		-2.579341		1.4482114		1.2066829		-3.0602133		-2.0917544		0.5342722		-0.31953144		-1.7925406		-1.3670025		0.011311531		0.27104664		-1.6136322		-1.0647135		No		Yes		Yes		U35_44k_v1_3373		LOC_Os01g59870.1		ref|NP_001044604.1| 1e-43  Os01g0814100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g59870.1 3e-45 lipid-transfer protein putative expressed		ATTCTGTGTATTGCGTAGTTTGTGTTGTTGCTGCCCTTAATTCTTTTCGCCATGAAAAAA		10481		AT3G43720.2

		24002		CUST_41832_PI390587928		4.340882		4.498237		2.5298645		4.898662		5.4054985		5.3575172		6.2846866		5.0225806		5.5184426		5.635786		5.697908		5.1359096		2.091614		1.8141328		13.499387		1.0896906		2.2619402		2.2000692		8.98827		1.1787416		1.1775608		0.8592801		3.754822		0.12391853		1.0646167		1.1375489		3.1680434		0.23724747		Yes		No		No		U35_44k_v1_24002		LOC_Os05g40150.1		gb|EAY83535.1| 2e-56  hypothetical protein OsI_037494 [Oryza sativa (indica cultivar-group)]		LOC_Os12g37740.1 4e-58 resistance protein LR10 putative expressed		TTACACCTAAGCATATTTCCCGAGAACCATGAGATCAAAATAGAGCGTCTTGCGAGGCGT		19133		AT3G46730.1

		26541		CUST_6684_PI390587928		5.6942515		6.3732147		6.7019153		6.4970717		4.8233724		5.418755		5.871725		5.540437		4.9565163		5.2110143		5.967903		6.1981406		-1.828777		-1.9378537		-1.7779198		-1.9407772		-1.667556		-2.2379851		-1.6632582		-1.2302326		-0.7377353		-0.95445967		-0.8301902		-0.9566345		-0.8708792		-1.1622005		-0.7340121		-0.29893112		No		Yes		Yes		U35_44k_v1_26541		LOC_Os02g17304.1		gb|EAY83535.1| 5e-36  hypothetical protein OsI_037494 [Oryza sativa (indica cultivar-group)]		LOC_Os12g37740.1 1e-37 resistance protein LR10 putative expressed		AAGGAAGAATGGGAGAGACTGCAAGAATCCATTGGTACTGGTCCTTCGTTTGATAGTGAT		None		AT5G35450.1

		9039		CUST_11423_PI390587928		8.60181		8.536221		7.840561		9.047904		7.9825034		7.679493		5.943436		7.81258		7.734585		7.493377		6.1705155		8.525519		-1.5361371		-1.810926		-3.7247014		-2.354342		-1.8241516		-2.0602841		-3.182246		-1.4363275		-0.86722565		-0.8567276		-1.8971248		-1.2353239		-0.61930704		-1.0428433		-1.6700454		-0.52238464		Yes		Yes		Yes		U35_44k_v1_9039		LOC_Os04g32540.2		gb|EAY93940.1| e-127  hypothetical protein OsI_015173 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32540.2 1e-127 serine carboxypeptidase K10B2.2 precursor putative expressed		TTCAAGGTTGGGAATCCAATCAAAAGGTATTCGCAAGTGTAATCAGTTACTCTCTCCGTT		21345		AT1G28110.2

		5667		CUST_10746_PI390587928		4.90524		6.0652127		6.029634		4.5356956		4.334929		5.0755877		2.8163097		2.0205414		4.101116		3.9233723		2.314759		3.8538837		-1.4848437		-1.9856688		-9.274853		-5.716587		-1.746085		-4.413247		-13.130728		-1.604153		-0.8041239		-0.989625		-3.2133243		-2.5151541		-0.57031107		-2.1418405		-3.714875		-0.6818118		Yes		Yes		Yes		U35_44k_v1_5667		LOC_Os05g43450.1		ref|NP_001056005.1| e-112  Os05g0509900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g43450.1 1e-114 ATP binding protein putative expressed		GACAGCTTGATGGCTTGTGCTTTCCTTGATTATCCCAAATTCTCAATGCGACTGCTTGCA		16956		AT1G75510.1

		40953		CUST_25140_PI390587928		5.616793		6.3045516		7.002552		6.7079773		7.4286942		7.482906		7.835195		8.480256		7.5738034		7.1467795		6.9696045		6.9068756		3.5110464		2.2631845		1.7809451		3.415931		3.8825655		1.7928166		-1.0231003		1.1478215		1.9570103		1.1783543		0.83264303		1.7722788		1.8119011		0.84222794		-0.03294754		0.19889832		Yes		No		No		U35_44k_v1_40953		-		ref|XP_387228.1| 8e-41  hypothetical protein FG07052.1 [Gibberella zeae PH-1]		LOC_Os05g03020.1 5e-10 transcription factor IIIA putative expressed		TATCAGACGAGAGAGAGAGAGAGAGCAGCATTAATACGCAAGGAGCGAATATTTAGGTCG		None		0

		33232		CUST_27268_PI390587928		1.9505248		1.7001328		1.8248897		2.1432297		1.9068508		3.397395		6.9065995		6.4098206		2.766753		3.3782635		6.5305457		6.2940736		-1.0307354		3.2428493		33.86469		19.247393		1.7607964		3.2001302		26.094177		17.763496		0.81622815		1.697262		5.08171		4.266591		-0.043673992		1.6781306		4.705656		4.1508436		Yes		Yes		Yes		U35_44k_v1_33232		-		gb|EAY82742.1| 2e-09  hypothetical protein OsI_036701 [Oryza sativa (indica cultivar-group)]		LOC_Os12g14480.1 3e-11 ATP binding protein putative		ATATGGAGTCATTTGATCCGTTATCGCCAGATCAGTCTGAGCGAAAGGAAAGAGAGAGGT		None		0

		16891		CUST_14788_PI390587928		11.515609		10.635164		11.034961		11.241557		11.721189		11.132007		12.488429		11.846923		11.97252		11.242465		12.266792		11.208045		1.1531496		1.4111217		2.7386565		1.5213645		1.3725998		1.5234063		2.3486497		-1.0235007		0.4569111		0.49684238		1.4534683		0.60536575		0.20557976		0.60730076		1.2318316		-0.033512115		No		Yes		Yes		U35_44k_v1_16891		LOC_Os02g55560.1		gb|EAY87884.1| e-168  hypothetical protein OsI_009117 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55560.1 1e-170 DNA-binding protein phosphatase 2C putative expressed		TTTCTTCCCCCCTGTTTCTATTTTGTCTGTAAAAGAAACAATCCTGTCTGATGATCATTA		6438		AT2G25620.1

		41272		CUST_9670_PI390587928		9.970212		10.214288		10.439113		10.382783		9.781857		10.015786		9.351701		9.474076		9.269906		9.568906		9.372063		10.29454		-1.139464		-1.1475059		-2.124925		-1.8773618		-1.6248493		-1.5641533		-2.0951447		-1.0630744		-0.70030594		-0.19850159		-1.0874119		-0.90870667		-0.18835545		-0.6453819		-1.06705		-0.08824253		No		Yes		Yes		U35_44k_v1_41272		LOC_Os08g33076.1		gb|EAZ42800.1| 7e-12  hypothetical protein OsJ_026283 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33076.1 1e-13 myrosinase precursor putative expressed		GCACTGCATAGTCTATGATGCCAAAATTAGTGTTCCATTTTTTAGTAGATATGGACATGA		34419		0

		13005		CUST_23718_PI390587928		5.2279468		5.6389365		4.854668		4.7206554		6.2182794		6.4806495		5.7307377		4.6303267		6.5264125		6.900187		6.363832		5.4068875		1.986643		1.7921767		1.8353683		-1.0646127		2.4596717		2.3970342		2.84645		1.6090755		1.2984657		0.84171295		0.87606955		-0.09032869		0.9903326		1.2612505		1.5091639		0.6862321		Yes		No		No		U35_44k_v1_13005		LOC_Os07g39740.1		gb|EAZ04511.1| 5e-18  hypothetical protein OsI_025743 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39750.1 1e-19 alpha-L-fucosidase 2 precursor putative expressed		GGGCAGTCTTGTATTCTTTTGATCTCGTTGTGGTTTGAGGTGAGTACTTTGATTAAAAAA		38728		AT3G26430.1

		16860		CUST_41254_PI390587928		8.602675		8.751796		8.394183		7.284006		8.040282		7.6715355		6.386357		5.940452		8.359414		8.422608		7.594785		6.957106		-1.4767168		-2.1144176		-4.021758		-2.5377572		-1.1836654		-1.2563056		-1.7403747		-1.2543153		-0.24326134		-1.0802603		-2.0078263		-1.343554		-0.5623932		-0.3291874		-0.79939795		-0.3269		Yes		No		No		U35_44k_v1_16860		LOC_Os04g01540.1		gb|EAY92764.1| 8e-47  hypothetical protein OsI_013997 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01540.1 2e-48 expressed protein		TTGTTGGTAGCTGTATGGGCAGTGAGAAATTGTACAACCGTATACTTGTACCACGAACAA		6503		AT1G62780.1

		26118		CUST_30716_PI390587928		10.97142		11.13002		10.582802		11.285026		11.983815		13.506251		13.455967		13.280719		12.475926		13.594403		13.206		11.506618		2.017257		5.191787		7.326708		3.988077		2.8372753		5.518909		6.161145		1.1660196		1.5045061		2.3762312		2.8731651		1.9956932		1.0123949		2.4643831		2.6231985		0.22159195		Yes		Yes		Yes		U35_44k_v1_26118		LOC_Os01g53920.1		gb|EAY75774.1| 1e-48  hypothetical protein OsI_003621 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53920.1 1e-49 receptor-like protein kinase 5 precursor putative expressed		GTCTGAAATTAGGTCTGGATTCTTGATTGTACATCACTTACTGATCAAACCCATAAAAGA		13821		AT5G25930.1

		7474		CUST_39373_PI390587928		6.711745		6.845991		7.3971653		7.1704516		6.3586597		6.4950294		5.9148946		5.9802155		7.051073		7.0696464		7.0326543		7.443503		-1.277289		-1.2754105		-2.7938812		-2.281901		1.2651674		1.1676883		-1.2874452		1.2083608		0.3393283		-0.3509617		-1.4822707		-1.1902361		-0.35308504		0.22365522		-0.364511		0.27305126		No		Yes		Yes		U35_44k_v1_7474		LOC_Os12g41860.1		gb|EAY83873.1| 4e-65  hypothetical protein OsI_037832 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41860.1 8e-67 class III HD-Zip protein 4 putative expressed		CTGTCAGTCAGTCAGTGTGTGTGATGAACCGAACAGTGGCTTGCGGTTCTTGTTAAAAAA		18488		AT2G34710.1

		22204		CUST_16406_PI390587928		4.79649		4.6082187		2.893401		2.1157887		5.075275		5.3633347		4.172746		4.8330092		4.977081		5.6067834		4.4364142		1.8942337		1.2131726		1.6877673		2.427288		6.5760465		1.1333477		1.9980112		2.914025		-1.1659896		0.18059063		0.755116		1.2793453		2.7172205		0.27878475		0.9985647		1.5430133		-0.221555		Yes		Yes		Yes		U35_44k_v1_22204		LOC_Os04g38570.2		gb|EAZ32166.1| 1e-80  hypothetical protein OsJ_015649 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38570.2 8e-77 multidrug resistance protein 11 putative expressed		TTGTGATCTGATCTTGATCTGTATCTTCTCCCATGATGAAAATGCATGATGCAATTCTCG		16427		AT3G28860.1

		24598		CUST_15497_PI390587928		4.925953		5.349802		5.729571		4.8491		4.223517		4.4083347		4.345534		4.347367		3.986808		3.9265182		4.3450165		3.7049696		-1.6272501		-1.9204805		-2.6099768		-1.4159137		-1.9173914		-2.6819527		-2.610913		-2.2101288		-0.93914485		-0.9414673		-1.384037		-0.5017333		-0.702436		-1.4232838		-1.3845544		-1.1441305		Yes		No		No		U35_44k_v1_24598		LOC_Os12g41200.1		gb|EAZ21143.1| e-122  hypothetical protein OsJ_035352 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41200.1 1e-124 expressed protein		ATAGTTGTGCAGCTCATCTTGCATGAGATTAAGTGCCTGCTGAACACCATTTCTGATGCC		None		AT3G22790.1

		29718		CUST_25789_PI390587928		9.251074		9.672195		11.521947		10.669548		9.018491		9.4161625		10.250205		9.551692		8.906189		9.374096		10.481399		10.664741		-1.1749367		-1.1941905		-2.414529		-2.170242		-1.2700496		-1.2295237		-2.0570092		-1.0033379		-0.34488487		-0.25603294		-1.2717419		-1.117856		-0.23258305		-0.29809952		-1.0405483		-0.004807472		No		Yes		Yes		U35_44k_v1_29718		-		No hits found		No hits found		GTAAGGTATTGACTGAAGAAGATAAAGCGGCTGCTGACGTATGGTTTTGACCGTGATAAA		29149		0

		18056		CUST_29909_PI390587928		12.93885		12.78939		12.2916975		13.08533		12.94489		14.029883		13.527644		13.73598		13.321338		13.700351		13.008267		12.489181		1.0041951		2.362794		2.3553586		1.5698754		1.3035874		1.8802978		1.6432704		-1.5116765		0.3824873		1.2404938		1.2359467		0.65065		0.0060396194		0.91096115		0.7165699		-0.59614944		No		Yes		Yes		U35_44k_v1_18056		LOC_Os01g38980.2		dbj|BAG12807.1| e-116  calmodulin-binding protein [Oryza sativa Japonica Group]		LOC_Os01g38980.2 1e-117 calmodulin binding protein putative expressed		ACCCACAACTCTGCAAATAAGGCATGTAACTTTCCAGCTTTGATTTTGATAATAAAAGGG		8468		AT2G26190.1

		15323		CUST_28776_PI390587928		9.807049		9.319333		9.862744		10.289187		9.844575		9.477174		11.017052		10.910558		9.708503		9.651217		10.730354		10.720398		1.0263524		1.1156162		2.2257743		1.5383357		-1.0706939		1.2586563		1.8246377		1.3483645		-0.09854603		0.15784073		1.1543074		0.6213703		0.03752613		0.33188438		0.86761		0.43121052		No		Yes		Yes		U35_44k_v1_15323		LOC_Os01g43710.1		gb|AAK38091.1| 0.0  putative cytochrome P450 [Lolium rigidum]		LOC_Os01g43710.1 0.0 cytochrome P450 72A1 putative expressed		AGTCGCCTGAAGATTGTAACAATGATTTTTTATGAGGTTCTTCGATTGTACCCGCCAATA		3160		AT3G14690.1

		3375		CUST_14409_PI390587928		10.005923		10.393904		9.7113495		10.366882		9.258741		9.713533		7.8900146		9.2907095		9.040261		9.250203		8.370429		10.476124		-1.6785109		-1.6025511		-3.5340803		-2.1084354		-1.9529594		-2.2094705		-2.5331287		1.078661		-0.965662		-0.68037033		-1.8213348		-1.0761728		-0.7471819		-1.1437006		-1.3409204		0.109241486		Yes		Yes		Yes		U35_44k_v1_3375		-		gb|ABA95697.1| 9e-06  RNA recognition motif, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02970.1 2e-07 RNA binding protein putative		TGTGCTCTGTAATTTTATGGATCTCAGGATGATGATGATAGTAGTGGTAAACTGAACCAA		8770		0

		270		CUST_16497_PI390587928		7.058094		6.2172503		8.328611		8.33299		7.3487687		5.6377087		6.8797174		7.3082466		7.478409		5.4386764		6.7617164		7.3569465		1.2232122		-1.4943744		-2.729987		-2.034597		1.3382195		-1.7154344		-2.962664		-1.9670631		0.4203148		-0.5795417		-1.448894		-1.0247431		0.2906747		-0.778574		-1.566895		-0.9760432		No		Yes		Yes		U35_44k_v1_270		LOC_Os01g03090.2		gb|EAY72317.1| 6e-60  hypothetical protein OsI_000164 [Oryza sativa (indica cultivar-group)]		LOC_Os01g03090.2 1e-61 SLL2 putative expressed		ATATCACATGGTTGTTGCGGTTAATTACTGACCTCGTGTGTGATCGTCTGTACAGTCTAG		2857		AT1G66680.1

		27627		CUST_31886_PI390587928		3.9646533		3.832812		4.7867746		4.984796		3.6794875		3.7184649		3.584893		3.7381027		3.4756978		3.2699223		3.078167		3.7619255		-1.2185503		-1.0824852		-2.300395		-2.3729692		-1.4034284		-1.4772252		-3.2684524		-2.334107		-0.4889555		-0.11434722		-1.2018816		-1.2466934		-0.2851658		-0.5628898		-1.7086077		-1.2228706		No		Yes		Yes		U35_44k_v1_27627		LOC_Os06g09280.1		gb|EAZ36110.1| 1e-73  hypothetical protein OsJ_019593 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09280.1 2e-75 ATP-dependent RNA helicase DHX8 putative expressed		CCATACTGATGTATTGCTGGGTTTGTTGAAAAAGTGCAGCATTCCCGATCTCTTCATGCG		21650		AT1G26370.1

		21447		CUST_39627_PI390587928		2.6600363		2.6951504		2.2936978		2.5549881		3.4711323		4.1765213		4.556575		5.0273995		3.4654229		3.8908768		2.9019463		3.2772472		1.7545438		2.7921393		4.799476		5.549706		1.747614		2.2906013		1.5244074		1.6497633		0.80538654		1.4813709		2.262877		2.4724114		0.81109595		1.1957264		0.6082485		0.72225904		Yes		No		No		U35_44k_v1_21447		LOC_Os05g34980.1		ref|NP_001055592.1| 1e-46  Os05g0424000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34980.1 2e-48 amino acid carrier putative expressed		TACTGTGGTCTCGCCTCCTGTTAACTAGTTCTTGTTGGCAGCAATTAAGCTTAGAGAGAG		15939		AT1G77380.1

		27800		CUST_29126_PI390587928		7.0291677		7.857267		7.0072503		7.3824444		8.644039		10.698375		12.869727		10.019208		9.68047		12.392532		12.441536		9.375816		3.062843		7.165701		58.181026		6.219349		6.2823434		23.18734		43.23973		3.9816654		2.6513028		2.8411078		5.862477		2.6367636		1.6148715		4.5352654		5.4342856		1.993372		Yes		Yes		Yes		U35_44k_v1_27800		LOC_Os03g19260.1		gb|EAY89690.1| 7e-07  hypothetical protein OsI_010923 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19260.1 1e-08 expressed protein		TGGTTGAGCCTTGTGGATCGATTTGGAAATTAATCGAATTGCAATGAACTTGTAATTTCA		None		0

		10910		CUST_39184_PI390587928		6.9686832		7.5726624		6.765449		6.1835823		6.5994034		9.578082		8.546029		7.0286584		5.958998		7.403658		7.7739506		5.98482		-1.2917079		4.015055		3.4356427		1.7963594		-2.0134714		-1.1242824		2.0118203		-1.1477134		-1.009685		2.0054197		1.78058		0.8450761		-0.36927986		-0.16900444		1.0085015		-0.19876242		Yes		No		No		U35_44k_v1_10910		LOC_Os11g11490.1		gb|EAY80396.1| 3e-54  hypothetical protein OsI_034355 [Oryza sativa (indica cultivar-group)]		LOC_Os11g11490.1 6e-56 protein kinase putative expressed		CCATTGACCGCCACGCATGCACGCACACGCAACCCAACGCTGCTGATGCCATGTCTGGAT		23043		AT5G47850.1

		14157		CUST_38248_PI390587928		3.5908878		2.6353312		3.356469		1.6473714		7.430849		5.8898864		6.76477		3.5505342		8.338788		7.424401		7.0048676		1.5727911		14.320017		9.543743		10.616977		3.7403228		26.869545		27.647356		12.539419		-1.0530547		4.7479		3.2545552		3.408301		1.9031628		3.8399613		4.7890697		3.6483986		-0.07458031		Yes		Yes		Yes		U35_44k_v1_14157		LOC_Os03g25340.1		gb|EAZ04858.1| 2e-69  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 4e-71 peroxidase 56 precursor putative expressed		GTCGAATGCATTGTTTCTTAACACGGTATTATAGGAGCATTAACGGTTTACCCCAAAAAA		7079		AT5G64120.1

		17034		CUST_35582_PI390587928		13.009304		12.09271		13.207763		13.567346		12.956481		11.279468		12.180107		12.758317		12.514895		10.854032		12.328656		13.503616		-1.0372927		-1.7571557		-2.0387087		-1.7520314		-1.4087431		-2.3598218		-1.8392359		-1.045164		-0.4944086		-0.81324196		-1.0276556		-0.8090286		-0.052823067		-1.238678		-0.8791065		-0.063729286		No		Yes		Yes		U35_44k_v1_17034		LOC_Os03g05830.1		gb|EAZ16209.1| e-139  hypothetical protein OsJ_030418 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g05830.1 1e-160 splicing factor putative expressed		TTGGAATATTTGGCAGGAATATCTTTGGGCGATAGCACCTAAACAATTGGTAGCTGTCTA		10443		AT5G09880.1

		27930		CUST_6455_PI390587928		5.453691		5.412782		5.737868		5.9641213		5.0118976		5.1496644		4.7706265		4.8955164		4.7308626		4.3542986		4.417192		5.576458		-1.3582917		-1.2000693		-1.9550985		-2.0974042		-1.6504145		-2.0827413		-2.4978309		-1.3082727		-0.7228284		-0.2631178		-0.9672413		-1.068605		-0.44179344		-1.0584836		-1.3206758		-0.38766336		No		Yes		Yes		U35_44k_v1_27930		-		No hits found		No hits found		TTGCACAAGTGGCACTCTAAAATAGTACATAATATTACAAGATTAGTGGTGGAGGAATAC		21383		0

		21839		CUST_12801_PI390587928		6.1720138		6.177763		5.3919644		5.5719523		6.0513988		5.5449643		3.9970658		4.116033		5.3965383		5.0407734		3.8189247		4.4897017		-1.0871983		-1.55057		-2.629701		-2.743313		-1.7117541		-2.1992164		-2.9753096		-2.1173365		-0.7754755		-0.6327987		-1.3948987		-1.4559193		-0.120615005		-1.1369896		-1.5730398		-1.0822506		Yes		No		No		U35_44k_v1_21839		LOC_Os03g63760.1		gb|EAY92640.1| 3e-87  hypothetical protein OsI_013873 [Oryza sativa (indica cultivar-group)]		LOC_Os03g63760.1 5e-89 xyloglucan endotransglucosylase/hydrolase protein 30 precursor putative expressed		AGAATTTTTCATCCTTCAAATTCTTGATTGATCGATCGACTGATCATGGCGGCAGCGGCG		41352		AT2G01850.1

		22504		CUST_29673_PI390587928		10.753845		10.576188		11.080909		11.869888		11.292979		11.317543		12.372285		12.351578		11.060097		11.485382		12.349179		12.228863		1.4531001		1.6717452		2.4476142		1.3963779		1.2364908		1.877996		2.4087265		1.2825139		0.30625153		0.74135494		1.2913761		0.48168945		0.539134		0.909194		1.2682705		0.35897446		No		Yes		Yes		U35_44k_v1_22504		LOC_Os06g19990.4		ref|NP_001047962.1| 6e-37  Os02g0721700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48980.1 1e-38 GPI-anchored protein putative expressed		TCATTTGCCTCTCCTTGACACTCCCTTACATTGCTATAATGTGTCCATTTGTTACAGAAA		20058		AT5G56170.1

		9826		CUST_37468_PI390587928		8.175539		8.859474		11.348285		9.720275		7.542997		8.454083		9.716319		7.631611		7.3704553		8.510722		10.356425		9.260192		-1.5502943		-1.3244476		-3.09935		-4.25354		-1.7472472		-1.2734586		-1.9887465		-1.375621		-0.80508375		-0.40539074		-1.6319656		-2.088664		-0.63254213		-0.34875202		-0.99185944		-0.460083		Yes		Yes		Yes		U35_44k_v1_9826		LOC_Os06g18010.1		gb|ABC94602.1| 4e-39  UDP-glycosyltransferase-like protein [Oryza sativa (indica cultivar-group)]		LOC_Os06g18010.1 3e-40 hydroquinone glucosyltransferase putative expressed		AGAGGAGAGCATCCTCCTCGCAGCAAGAGAAAGAAGAAAACCACGGTCTCGGCGGCAATG		None		0

		36875		CUST_11864_PI390587928		5.685271		6.5412297		7.023352		6.4845276		5.1172447		4.993595		5.835666		4.617164		5.1635137		4.469065		5.813482		5.4945903		-1.4824938		-2.9233744		-2.277871		-3.6486518		-1.4357028		-4.205171		-2.3131685		-1.9860986		-0.5217571		-1.5476346		-1.187686		-1.8673635		-0.56802607		-2.0721645		-1.2098703		-0.9899373		Yes		No		No		U35_44k_v1_36875		-		gb|EAZ40870.1| 2e-18  hypothetical protein OsJ_024353 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g45010.1 3e-17 hypothetical protein		AACTTGCAGAAGATAGTTTTCAGGGGAGATGAGCAGTGTATAGTTCCTGTGATGCCCTTA		32315		0

		27015		CUST_18808_PI390587928		4.359937		3.9947643		6.4633827		5.214602		3.352333		2.7641897		4.252135		3.4307861		2.6293182		2.752167		4.3946767		5.2544026		-2.0105693		-2.3466043		-4.6307564		-3.4433572		-3.3187017		-2.3662415		-4.195102		1.0279717		-1.730619		-1.2305746		-2.211248		-1.7838159		-1.0076041		-1.2425973		-2.068706		0.039800644		Yes		No		No		U35_44k_v1_27015		LOC_Os01g63500.1		ref|NP_001044836.1| 1e-15  Os01g0854400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63500.1 3e-17 expressed protein		TCTTGGCCTTTCATCTGTGTTCGCATTTGATCTAAGCTTGTGGAAATGATACATAAAAAA		22500		0

		1664		CUST_5642_PI390587928		6.7682476		6.4578576		6.3726707		6.740951		8.168967		9.0165205		10.332425		8.89253		8.860646		10.152043		9.779823		7.895622		2.6403325		5.891614		15.559831		4.4431396		4.264565		12.943768		10.608528		2.226335		2.0923986		2.558663		3.9597545		2.1515794		1.4007196		3.6941857		3.4071527		1.1546707		Yes		Yes		Yes		U35_44k_v1_1664		LOC_Os07g01560.1		ref|NP_001058704.1| 0.0  Os07g0106200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01560.1 0.0 sugar transport protein 1 putative expressed		TCTTGTTTCTTGACACGGATCAAGTGTTCCATTCGCAACACCCATGTTTCAGTTAAAAAA		5536		AT1G11260.1

		36589		CUST_15455_PI390587928		6.315172		7.3093247		6.249426		6.859371		5.139244		6.331635		4.59614		5.5943604		5.3030553		6.0921035		5.04505		6.642634		-2.2593818		-1.9693093		-3.1454926		-2.40329		-2.0168684		-2.3249848		-2.3043754		-1.1621025		-1.0121169		-0.97768974		-1.653286		-1.2650108		-1.1759281		-1.2172213		-1.2043757		-0.21673727		Yes		Yes		Yes		U35_44k_v1_36589		LOC_Os11g34350.1		gb|ABR25404.1| 7e-47  ATP binding cassette subfamily e- member 1 [Oryza sativa (indica cultivar-group)]		LOC_Os11g34350.1 2e-48 ATP-binding cassette sub-family E member 1 putative expressed		TCAAAGCAACCCCTGTCATCTTCATTACTTAATTAGCAGCTACTAATTGAATTAGCATAC		31702		AT4G19210.1

		2564		CUST_25319_PI390587928		6.614286		6.460893		6.417688		6.881059		6.6818557		6.8735123		7.694346		7.1169705		6.8691883		7.08336		7.4487305		6.858523		1.0479499		1.3311001		2.422771		1.1776505		1.193255		1.5395055		2.0435004		-1.0157436		0.25490236		0.4126191		1.276658		0.23591137		0.06756973		0.62246704		1.0310426		-0.022536278		No		Yes		Yes		U35_44k_v1_2564		LOC_Os06g12400.1		ref|NP_001057214.1| e-110  Os06g0229300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12400.1 1e-111 homeobox protein HOX1A putative expressed		CGTTCGTGCTTCTCGGTTTTTTCCTTGCACAAACTGTTTAATCTCTTTAAAGTTAAATCA		7206		AT3G19510.1

		9678		CUST_35223_PI390587928		8.330008		7.4552116		7.928369		8.272586		8.066934		6.7942314		6.4796925		7.098453		8.362756		7.0850754		6.6067147		8.444334		-1.2000328		-1.5811566		-2.7295754		-2.256572		1.0229589		-1.2924749		-2.4995255		1.1264225		0.032748222		-0.6609802		-1.4486766		-1.1741328		-0.26307392		-0.37013626		-1.3216543		0.17174816		No		Yes		Yes		U35_44k_v1_9678		LOC_Os09g32944.1		ref|NP_001063612.1| 2e-48  Os09g0507100 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32944.1 4e-50 teosinte glume architecture 1 putative expressed		GTCTTGGACTTGATCTCTCGCTATCAGAATGAATAACTTTGCATGATTCTTAGGGAAATC		19856		0

		2124		CUST_12410_PI390587928		10.127964		10.277593		10.167058		10.3158045		9.589863		9.720202		8.954717		10.006516		9.466904		9.413674		9.22783		10.152443		-1.4520601		-1.4716047		-2.3171337		-1.239096		-1.5812443		-1.8199745		-1.9175019		-1.1198936		-0.66106033		-0.5573902		-1.2123413		-0.30928802		-0.5381012		-0.8639183		-0.93922806		-0.16336155		No		Yes		Yes		U35_44k_v1_2124		LOC_Os01g67180.1		ref|NP_001045086.1| e-114  Os01g0897200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g67180.1 1e-117 ribonuclease 2 precursor putative expressed		AAGGATTTGGCATGCCAGTATGCCACTGTTCTAAGCACGTCTAGTTATGAACGGTTTACG		7478		AT2G39780.1

		49606		CUST_40151_PI390587928		9.311343		9.46658		9.365582		8.388244		9.10601		8.604812		6.450041		6.8466926		9.231204		8.008014		7.796322		8.070748		-1.1529522		-1.8172649		-7.5451083		-2.9110732		-1.05712		-2.7483518		-2.967526		-1.2461652		-0.08013916		-0.8617687		-2.9155416		-1.5415511		-0.20533276		-1.4585667		-1.5692606		-0.31749535		Yes		Yes		Yes		U35_44k_v1_49606		LOC_Os01g65780.4		gb|EAZ14371.1| 1e-08  hypothetical protein OsJ_004196 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65780.4 2e-10 secondary cell wall-related glycosyltransferase family 8 putative expressed		TACTAAGAACACGGAATGTTTTTTCACGACAAGGAAAGCTAATGGCAGTAGTACCCTCTC		51430		0

		15509		CUST_21118_PI390587928		6.229061		5.810181		4.6780334		5.463121		7.479692		7.999765		10.048803		8.925751		7.6663985		8.96021		9.849759		7.8359723		2.3794544		4.5617385		41.37737		11.024412		2.708206		8.876733		36.044964		5.1796384		1.4373374		2.1895838		5.37077		3.4626298		1.2506309		3.1500287		5.1717257		2.3728514		Yes		Yes		Yes		U35_44k_v1_15509		LOC_Os11g31530.1		gb|AAR26543.1| 7e-20  benzothiadiazole-induced somatic embryogenesis receptor kinase 1 [Oryza sativa (indica cultivar-group)]		LOC_Os08g07760.1 2e-21 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TTTCATAATTGTGTTTTTCCTCACTATGCAGGGACTTGGGGAATGCAAGCCTCTCAGGCT		3637		AT1G34210.1

		23388		CUST_16841_PI390587928		8.67083		8.308666		8.675286		8.616413		9.441189		9.045026		10.374894		9.745584		9.637524		9.670753		10.059553		8.688674		1.7056942		1.6659667		3.2481265		2.1873293		1.9543568		2.5705664		2.6103928		1.051363		0.9666939		0.7363596		1.6996078		1.1291704		0.77035904		1.3620863		1.3842669		0.07226086		Yes		Yes		Yes		U35_44k_v1_23388		LOC_Os05g35260.2		gb|EAY98123.1| 7e-12  hypothetical protein OsI_019356 [Oryza sativa (indica cultivar-group)]		LOC_Os05g35260.2 2e-13 PB1 domain containing protein expressed		GTTAGTAGGCTGTTTTGTTGTTGAAATGTTATCCAGGCTGAGAATTAACGAAATTTCTTC		22999		0

		23665		CUST_21921_PI390587928		7.138714		6.771938		8.173673		7.6297626		7.088171		6.441362		6.647909		6.7518725		6.3436375		6.147476		6.720078		7.450867		-1.0356545		-1.2575153		-2.8793907		-1.8376858		-1.7351692		-1.5416354		-2.7388964		-1.1320169		-0.7950764		-0.33057594		-1.5257635		-0.8778901		-0.05054283		-0.62446165		-1.4535947		-0.17889547		No		Yes		Yes		U35_44k_v1_23665		LOC_Os07g28790.1		ref|NP_001059603.1| 3e-41  Os07g0470700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g28790.1 7e-43 PAP fibrillin family protein expressed		GAGTTGACTCTTTCAGGGTCTTTCAGGAAGTTTACCTTAGAACAGATGATCCAAGAGTGG		20587		AT1G51110.1

		19004		CUST_4270_PI390587928		7.1355233		7.233232		5.8740463		7.0087585		8.09352		9.3561735		9.852901		10.043206		8.337362		9.112052		9.537274		7.569137		1.9426107		4.3558116		15.767206		8.193317		2.300327		3.677741		12.668976		1.4746561		1.201839		2.1229415		3.9788551		3.0344477		0.95799685		1.87882		3.663228		0.56037855		Yes		Yes		Yes		U35_44k_v1_19004		LOC_Os12g36110.1		gb|EAZ20788.1| 7e-87  hypothetical protein OsJ_034997 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36110.1 1e-88 calmodulin binding protein putative expressed		GCATGCAATTTTTCACTCTCTTGCTCCTGAAGTTCATTTGAGACAATCCTTTTAAAATGA		17704		AT5G57580.1

		24997		CUST_23548_PI390587928		5.4498677		5.6293144		5.633406		5.6962028		5.0716558		5.3507237		4.5444236		5.114979		4.759915		4.9184117		4.2592406		5.4510283		-1.2997301		-1.2130094		-2.1272397		-1.496118		-1.6132308		-1.636828		-2.5921793		-1.1852361		-0.68995285		-0.27859068		-1.0889826		-0.58122396		-0.37821198		-0.7109027		-1.3741655		-0.24517441		No		Yes		Yes		U35_44k_v1_24997		LOC_Os04g40060.1		gb|EAY94531.1| 8e-56  hypothetical protein OsI_015764 [Oryza sativa (indica cultivar-group)]		LOC_Os04g40060.1 1e-57 transposon protein putative unclassified expressed		GAAAGGGCAAAATGGGTACCAGCATATGTGAAAGATGCTTTCTGGGCTGGTATCTCTACT		None		AT1G52520.1

		38267		CUST_5975_PI390587928		7.663092		7.4864945		8.571526		8.242134		7.56051		7.537991		7.3297706		7.465044		7.0220103		7.403853		7.729152		8.079473		-1.0736933		1.0363394		-2.3648603		-1.7136708		-1.5594981		-1.0589552		-1.7929974		-1.1193503		-0.6410818		0.051496506		-1.241755		-0.7770901		-0.10258198		-0.0826416		-0.8423734		-0.16266155		No		Yes		Yes		U35_44k_v1_38267		LOC_Os05g45400.2		ref|NP_001044138.1| 2e-66  Os01g0729900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52920.1 4e-68 expressed protein		TCTCAAATGGGCAATTTAGATATGTTGCTGGTGAGGGGATAACAGCAAGTGGTTTTCTCC		34157		AT3G14830.2

		4998		CUST_8923_PI390587928		5.574034		6.5692153		4.776464		5.892815		5.4718423		7.275879		7.7927537		8.077374		6.026644		7.1020665		6.7535057		4.7128773		-1.0734031		1.6320255		8.090841		4.5458794		1.3685138		1.4467857		3.9368498		-2.26567		0.45261002		0.7066636		3.0162897		2.1845593		-0.102191925		0.5328512		1.9770417		-1.1799378		Yes		Yes		Yes		U35_44k_v1_4998		LOC_Os02g45780.1		ref|NP_001047750.1| 2e-46  Os02g0682300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45780.1 4e-48 protein binding protein putative expressed		CACACCAATAGGTGCATACGCATAGGTTTCTATTCTCCTGGAGAACGATTAATTAGTCAA		11918		AT1G63840.1

		37675		CUST_4403_PI390587928		6.907064		7.677494		7.174228		6.378994		6.2520957		7.154757		4.912617		4.1173463		5.310394		6.2169595		5.4744263		5.8836956		-1.5745813		-1.4366783		-4.7952666		-4.7953887		-3.0244443		-2.752103		-3.2485635		-1.4096123		-1.5966702		-0.522737		-2.261611		-2.2616477		-0.65496826		-1.4605346		-1.6998019		-0.4952984		Yes		Yes		Yes		U35_44k_v1_37675		LOC_Os09g27700.3		dbj|BAD37971.1| 3e-26  putative microtubule-associated protein MAP65-1a [Oryza sativa Japonica Group]		LOC_Os09g27700.2 6e-28 microtubule-associated protein MAP65-1a putative expressed		ACCGGGTAGTGATTGCTTACCAAATCAACATTATTGACTGAACTAATAAATGGCATATTC		15227		AT1G14690.2

		15826		CUST_29130_PI390587928		11.128124		10.894734		9.977291		10.71902		11.528647		12.87073		16.40723		15.370911		12.375375		14.673531		16.085192		14.151395		1.3199865		3.9339974		86.21932		25.139616		2.3738859		13.72559		68.97017		10.795626		1.2472506		1.975996		6.4299393		4.6518908		0.4005232		3.7787962		6.1079006		3.432375		Yes		Yes		Yes		U35_44k_v1_15826		LOC_Os12g36880.1		gb|AAP04429.1| 4e-67  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 7e-31 pathogenesis-related protein 10 putative expressed		TTTAAGCTCGCATTTCGTGTGTAAGTTGCTTCAAGCATTGATGGAGATAAATATTTGAGC		4403		0

		25101		CUST_32942_PI390587928		6.41715		5.486038		4.182426		5.9491935		6.9509983		6.8671813		7.1622124		6.404703		7.267054		7.4495444		6.7913775		5.803492		1.447786		2.6047468		7.8886933		1.3712672		1.802381		3.9000869		6.1006017		-1.1062684		0.84990406		1.3811431		2.9797864		0.45550966		0.5338483		1.9635062		2.6089516		-0.14570141		Yes		No		No		U35_44k_v1_25101		LOC_Os12g42570.1		gb|EAZ21254.1| e-99  hypothetical protein OsJ_035463 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42570.1 1e-101 expressed protein		CAGTGGATTTGACTTCCTTGATGGTGCCATGTCATTCGATAACATCTGGGAAGAGATCAG		22195		AT3G11760.1

		20031		CUST_7381_PI390587928		4.977558		4.9907475		4.48253		6.3641887		4.856795		7.8146005		10.614408		8.867059		4.719502		6.1789308		9.697141		7.4929333		-1.08731		7.0805087		70.12599		5.668119		-1.1958663		2.2786562		37.1325		2.186684		-0.25805616		2.823853		6.1318774		2.50287		-0.1207633		1.1881833		5.2146106		1.1287446		Yes		Yes		Yes		U35_44k_v1_20031		LOC_Os04g15920.1		ref|NP_001052290.1| e-164  Os04g0229100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15920.1 1e-166 mannitol dehydrogenase putative expressed		CTGAGTCTCAGAAAAAGATTAATTTGTGACCCGTGTCAAGATAGCTGACCCCGCAAAAAA		22497		AT4G39330.1

		5846		CUST_36411_PI390587928		11.167946		11.112305		11.819709		11.333295		10.954707		10.523649		10.720204		10.596226		10.659476		10.602879		11.063926		11.048214		-1.1592878		-1.5038446		-2.1428108		-1.6667863		-1.4225403		-1.4234838		-1.6885478		-1.2184786		-0.5084696		-0.5886555		-1.0995045		-0.73706913		-0.21323872		-0.5094261		-0.7557831		-0.2850809		No		Yes		Yes		U35_44k_v1_5846		LOC_Os07g38000.1		gb|EAZ04378.1| 4e-53  hypothetical protein OsI_025610 [Oryza sativa (indica cultivar-group)]		LOC_Os07g38000.1 8e-55 cytochrome c6 putative expressed		GATAGAAGCCAATCGTCAGACAGGTTCAGAGTCGTTGATGCAATTTTAATCTCACAGTCG		12833		AT5G45040.1

		15714		CUST_21585_PI390587928		11.818268		11.63832		11.223007		10.991803		12.01694		12.381442		12.530923		11.694325		12.387666		12.749573		12.399625		11.186915		1.1476417		1.6737942		2.4758358		1.6273475		1.4839041		2.1603317		2.260462		1.1448132		0.5693979		0.7431221		1.3079157		0.7025223		0.1986723		1.1112528		1.1766176		0.19511223		No		Yes		Yes		U35_44k_v1_15714		LOC_Os02g04250.3		gb|EAZ21656.1| 1e-65  hypothetical protein OsJ_005139 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04250.3 2e-67 glycosyltransferase putative expressed		GCAAGAACATGTGGTTACACAACATGTTGCTTCATACCCTTTTGTGATTATTTGTTTCTT		13143		AT3G18170.1

		19371		CUST_15886_PI390587928		9.4628315		9.172489		8.721189		9.086968		9.837119		10.028407		10.758884		9.753448		10.374146		11.009472		10.209173		8.971207		1.2961993		1.8099099		4.1058927		1.5871947		1.880759		3.5726206		2.8049686		-1.083547		0.91131496		0.85591793		2.037696		0.6664791		0.3742876		1.8369827		1.4879847		-0.11576176		Yes		Yes		Yes		U35_44k_v1_19371		LOC_Os05g37910.1		ref|NP_001055712.1| e-135  Os05g0452900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37910.1 1e-137 expressed protein		ATTGCTGCTCGCAAGCATTACACCGTCGATGTTGTTGTTGCTTGGTATGCCGTTAATCTA		20371		AT3G54020.1

		15708		CUST_21591_PI390587928		10.757604		9.710248		8.9673395		8.922884		11.567612		10.793345		13.61449		13.896649		11.607822		11.04927		14.095486		11.235938		1.7532213		2.1185799		25.057144		31.423357		1.8027743		2.529797		34.97243		4.9693394		0.8502188		1.0830975		4.64715		4.9737654		0.81000805		1.3390217		5.128146		2.313054		Yes		Yes		Yes		U35_44k_v1_15708		LOC_Os03g45960.1		gb|AAK55326.1|AF355458_1 e-111  thaumatin-like protein TLP8 [Hordeum vulgare]		LOC_Os03g45960.1 2e-92 protein P21 putative expressed		AATGGATATACTCGATCGACGTGAGCAATAAACTCGTGCATGAATAAAATGCTCTTGCGT		3666		AT4G11650.1

		18932		CUST_9619_PI390587928		6.0222526		4.9197183		4.138229		5.035094		6.5370536		5.4135547		7.150661		7.504877		7.6242747		7.2605805		6.927635		6.5732765		1.4287971		1.4081845		8.069236		5.5396056		3.035685		5.0660534		6.913452		2.9042845		1.6020222		0.4938364		3.012432		2.4697833		0.514801		2.3408623		2.7894063		1.5381827		Yes		Yes		Yes		U35_44k_v1_18932		LOC_Os04g32620.1		gb|EAY93947.1| 3e-46  hypothetical protein OsI_015180 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32620.1 6e-48 DNA binding protein putative expressed		GGGTAAGTGTTGGTCATTTAATTTTGCTGGTGAACATTTCTTTTCTTCTTCTGATCTTCA		15174		AT5G13330.1

		1474		CUST_13676_PI390587928		10.916996		10.652154		10.801369		11.270454		11.182133		11.246419		13.293877		12.656945		11.686305		12.128221		12.895179		11.7920685		1.2017499		1.5097033		5.627554		2.6144197		1.7044532		2.7818923		4.268739		1.4355605		0.76930904		0.594265		2.492508		1.3864908		0.26513672		1.4760666		2.09381		0.5216141		Yes		Yes		Yes		U35_44k_v1_1474		LOC_Os07g39740.1		ref|NP_001060128.1| e-164  Os07g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39740.1 1e-166 esterase precursor putative expressed		CCGTCTCGTAATCGATAATGCTAAAGATACGGACAGCTTTTAACAGGCTTTTACGGGAAA		1402		AT3G26430.1

		11819		CUST_27374_PI390587928		9.206599		8.890964		9.380447		9.417258		9.351089		8.976348		8.337008		8.659252		9.294473		8.849061		8.37466		9.023358		1.1053393		1.0609704		-2.0611348		-1.6911517		1.0628024		-1.0294706		-2.0080397		-1.3139405		0.08787346		0.08538437		-1.0434389		-0.7580061		0.14448929		-0.041902542		-1.0057878		-0.39389992		No		Yes		Yes		U35_44k_v1_11819		-		gb|EAZ24302.1| 3e-26  hypothetical protein OsJ_007785 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47280.2 9e-28 growth-regulating factor putative expressed		CAGTATTTGCCGTGTGAGATTTGTACCGACAAGAACAAGAATGAAAAGCTTCATCCTGGC		34194		0

		50221		CUST_31419_PI390587928		11.383827		10.66904		10.686387		10.789692		14.606842		13.964799		16.27035		13.833103		15.397908		15.482053		15.625431		11.384065		9.33736		9.820247		47.96674		8.244382		16.156927		28.11003		30.676117		1.509816		4.014081		3.2957592		5.5839624		3.0434113		3.2230148		4.813013		4.939044		0.59437275		Yes		Yes		Yes		U35_44k_v1_50221		-		gb|EAZ40820.1| 2e-14  hypothetical protein OsJ_024303 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44499.1 4e-16 peroxidase 56 precursor putative expressed		CTAACTTCGCATAGCTAGTGCCGTTGTTGGTTTTCTTATACTAAAATTATGTATGCGTGT		7080		0

		19716		CUST_30674_PI390587928		7.752693		8.277844		6.739927		7.538071		7.319159		8.109742		10.375459		10.528075		8.154839		8.254394		8.9715395		7.0091267		-1.3505379		-1.1235795		12.428083		7.944762		1.3214716		-1.0163877		4.6965866		-1.4428731		0.4021454		-0.16810226		3.635532		2.990004		-0.43353415		-0.023450851		2.2316127		-0.5289445		No		Yes		Yes		U35_44k_v1_19716		LOC_Os03g08940.1		No hits found		No hits found		GCGATGTAATACTCTTGTTATACGGACGCATGTGAGATTATGATGAATACAAATTCGTTT		12469		0

		46389		CUST_8250_PI390587928		3.8647327		4.38985		4.525721		4.6240788		3.7066782		3.486683		4.203123		3.1873903		3.2711246		3.6181996		3.7420757		4.33111		-1.1157815		-1.8701671		-1.2505805		-2.7069879		-1.509016		-1.7072219		-1.7214752		-1.2251588		-0.59360814		-0.90316725		-0.32259798		-1.4366884		-0.15805459		-0.77165055		-0.7836454		-0.29296875		No		Yes		Yes		U35_44k_v1_46389		LOC_Os01g74530.2		gb|EAY77438.1| 3e-14  hypothetical protein OsI_005285 [Oryza sativa (indica cultivar-group)]		LOC_Os01g74530.2 4e-15 expressed protein		TTCTCGCTGGATCTCGCCGATCCATAGCATAGCATGGTGGGCCAAACCATGATGCGCATC		46467		0

		26226		CUST_10857_PI390587928		5.378548		5.42359		6.0900292		6.2221093		4.909037		4.8790092		4.755777		5.0926456		4.808767		4.8250823		4.885164		5.3226733		-1.3846401		-1.4585966		-2.521448		-2.187774		-1.4842986		-1.5141498		-2.3051577		-1.8653367		-0.5697813		-0.54458094		-1.3342524		-1.1294637		-0.46951103		-0.5985079		-1.2048655		-0.899436		No		Yes		Yes		U35_44k_v1_26226		LOC_Os12g39620.1		gb|ABA99732.1| 4e-27  Leucine Rich Repeat family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39620.1 8e-29 disease resistance protein putative expressed		TCACGCAAACACGCACCCAGACCCACTGAGCCCGGACAAAGGGGTCAAGAAGATAAGGAA		21555		0

		21596		CUST_17969_PI390587928		3.2678707		4.977893		5.830408		3.5035124		2.6204264		3.78911		2.81334		3.0217597		2.0668495		3.1817553		3.1545956		4.979179		-1.5663909		-2.2796035		-8.095208		-1.3964391		-2.2990234		-3.472892		-6.3899846		2.781121		-1.2010212		-1.1887829		-3.0170681		-0.48175263		-0.64744425		-1.7961376		-2.6758125		1.4756665		Yes		No		No		U35_44k_v1_21596		-		ref|NP_001061413.1| 2e-06  Os08g0269500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g16810.1 5e-08 expressed protein		CCAAACAATCGACAGTATGTAATGTACAGATCAATTGGAATTCAGACATTGCATATACTG		14464		0

		9734		CUST_19649_PI390587928		3.0128663		2.4587233		2.1428182		2.4671803		2.857383		2.7312984		4.3851933		2.5807989		2.6963608		4.5369186		3.18382		2.9955437		-1.1137947		1.207962		4.7317543		1.0819386		-1.2453104		4.2227864		2.057656		1.4422922		-0.31650543		0.27257514		2.2423751		0.11361861		-0.15548325		2.0781953		1.0410018		0.52836347		No		Yes		Yes		U35_44k_v1_9734		LOC_Os04g07110.1		gb|EAZ29640.1| 7e-56  hypothetical protein OsJ_013123 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g06850.1 2e-57 expressed protein		TTTCTTTCGCCAATCGCCACCTTCACAGCATTTGTTCTGTTTCTGGTCTACAGCAAAGAC		28161		AT5G45540.1

		1012		CUST_8915_PI390587928		14.181587		14.774163		14.3048525		13.953796		13.646152		14.250748		13.099254		12.94859		13.200244		13.574283		13.509319		13.546641		-1.4493798		-1.4373541		-2.3063297		-2.0072303		-1.9743028		-2.2972066		-1.7357187		-1.3260683		-0.98134327		-0.52341557		-1.2055988		-1.0052061		-0.5354357		-1.1998806		-0.7955332		-0.40715504		No		Yes		Yes		U35_44k_v1_1012		LOC_Os03g62090.1		gb|AAR29964.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os03g62090.1 0.0 CESA5 - cellulose synthase expressed		GTACAAACTCGAAACAACTTGTATTTTCTCTCTCTCTCTGTAAGGCAAGAATGCCGTTTG		3275		AT4G39350.1

		12885		CUST_11964_PI390587928		5.1443033		5.900631		6.3198333		5.154405		4.3765054		4.41381		3.8157902		1.844298		3.0233705		4.586887		4.394358		3.8139522		-1.7026689		-2.8027074		-5.6727295		-9.918399		-4.349751		-2.4858582		-3.7986193		-2.532308		-2.1209328		-1.4868212		-2.504043		-3.3101072		-0.76779795		-1.3137441		-1.9254751		-1.3404529		Yes		Yes		Yes		U35_44k_v1_12885		LOC_Os01g52710.1		gb|EAY75684.1| 2e-79  hypothetical protein OsI_003531 [Oryza sativa (indica cultivar-group)]		LOC_Os01g52710.1 7e-81 transferase transferring glycosyl groups putative expressed		AAGGATTGAGGCCACCAAGCCAAGCACGTTTTCGATCCTCAACTATCTCAAAATCCATCT		21685		AT3G58790.1

		5331		CUST_8214_PI390587928		1.7530464		1.6286818		1.6442056		1.5918764		2.1287491		1.7356869		5.6663346		3.337899		2.9093742		3.2220414		4.783982		1.5977615		1.2974714		1.0769902		16.24731		3.3543253		2.2288938		3.017512		8.813873		1.0040876		1.1563278		0.10700512		4.022129		1.7460226		0.37570274		1.5933596		3.1397762		0.005885124		Yes		Yes		Yes		U35_44k_v1_5331		LOC_Os03g52380.1		ref|NP_001051177.1| 1e-14  Os03g0734100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52370.2 3e-16 expressed protein		TTCCGCATTCATGAAGTACCACGACAGTCTACATAGGAGTGGTATAAGTATGTTAAAAAA		12195		0

		16772		CUST_4119_PI390587928		9.976983		9.869337		10.213102		9.071983		9.687795		9.479457		9.10065		7.843577		9.682019		9.182995		9.51209		8.550047		-1.2219527		-1.3102846		-2.162129		-2.3430803		-1.2268542		-1.6091985		-1.6256454		-1.4358813		-0.29496384		-0.38988018		-1.1124525		-1.2284064		-0.28918839		-0.68634224		-0.7010126		-0.5219364		No		Yes		Yes		U35_44k_v1_16772		LOC_Os01g03950.1		ref|NP_001041922.1| 1e-55  Os01g0130400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03950.1 3e-57 alpha-D-xylosidase putative expressed		TTTGTGAACTCTGATTCACCCATTGAAGCTCAGTCTTGCAGGGGAATGAAACTGCATTCG		12999		AT1G68560.1

		34424		CUST_7102_PI390587928		7.2100177		7.4395695		8.1901045		7.2766304		6.7468257		6.8986053		6.9870224		6.427427		6.831669		6.835835		7.0439105		7.0443883		-1.3785886		-1.4549445		-2.30231		-1.8015062		-1.2998533		-1.5196452		-2.2132924		-1.1746591		-0.37834883		-0.5409641		-1.2030821		-0.8492036		-0.463192		-0.6037345		-1.146194		-0.2322421		No		Yes		Yes		U35_44k_v1_34424		LOC_Os04g50740.1		ref|NP_001053724.1| 4e-19  Os04g0593800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50740.1 8e-21 RING finger protein 14 putative expressed		CCGAGCATGTCATCGATGATTAGTGAATCTATGAACCCTGAGAATCATTTTATTTATGTT		30473		AT1G32340.1

		10414		CUST_16567_PI390587928		6.092451		6.271181		5.5511537		6.177092		6.188949		6.1491966		7.095684		6.311596		6.1414623		6.3738594		6.4167304		6.2626877		1.069175		-1.0882307		2.917091		1.0977153		1.0345557		1.073765		1.822068		1.0611258		0.04901123		-0.12198448		1.5445304		0.13450384		0.09649801		0.1026783		0.86557674		0.08559561		No		Yes		Yes		U35_44k_v1_10414		LOC_Os12g07970.4		ref|NP_001066311.1| 1e-81  Os12g0180100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07970.4 2e-83 inorganic phosphate cotransporter putative expressed		GTTGAAGCAGTACTTGGAGTGGCATGGTCTGTAATATGGTTGAAGTTCTCAAGTGAGCCA		22730		AT5G44370.1

		39490		CUST_24927_PI390587928		9.11161		8.781331		9.226645		10.063883		9.048734		9.424165		10.846771		10.3953085		9.211055		9.207831		10.769501		10.989779		-1.0445465		1.561393		3.0740182		1.2582562		1.0713608		1.3439695		2.9137058		1.8998647		0.09944439		0.6428337		1.6201258		0.33142567		-0.0628767		0.42650032		1.5428553		0.92589664		No		Yes		Yes		U35_44k_v1_39490		-		No hits found		No hits found		TGGGTGGCGATCGTGAGCAGTAATTGGAACATAATAGTAAATGGCAGACCAGTTGGAATC		None		0

		5400		CUST_15538_PI390587928		7.989399		7.408606		7.7576823		9.1196165		8.18971		8.812069		12.20638		11.998883		8.654403		8.103653		11.360711		11.264333		1.1489458		2.6453578		21.836922		7.3577604		1.5855725		1.618937		12.151216		4.422053		0.6650038		1.4034629		4.4486976		2.8792667		0.2003107		0.6950469		3.6030288		2.1447163		Yes		Yes		Yes		U35_44k_v1_5400		LOC_Os10g32760.1		gb|EAY78836.1| 6e-13  hypothetical protein OsI_032795 [Oryza sativa (indica cultivar-group)]		LOC_Os10g32760.1 6e-14 protein binding protein putative expressed		CATGTCGAACTTGTTTGAACTCTGAATAATTTTACGGGAGCGCTAATTTTCATCCGGATG		None		0

		38899		CUST_37494_PI390587928		4.606749		4.744991		5.568817		4.1295652		3.8440645		3.9189339		3.422094		3.1172562		3.7270222		3.8526013		4.179398		3.1291988		-1.6966448		-1.7728333		-4.4282084		-2.017137		-1.840027		-1.8562481		-2.6197317		-2.000508		-0.8797269		-0.82605696		-2.146723		-1.0123091		-0.7626846		-0.89238954		-1.3894191		-1.0003664		Yes		Yes		Yes		U35_44k_v1_38899		LOC_Os02g39820.1		gb|EAZ23784.1| 1e-24  hypothetical protein OsJ_007267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g39820.1 1e-26 expressed protein		TCGACGAAATGCTTCGTCTTATCGCGGAGGCCGTCCTTAACCGCCTCTCCGGAGCCGATC		34873		0

		43359		CUST_5495_PI390587928		5.7985215		5.900284		5.859894		6.186813		5.506695		4.7174673		4.4750886		4.4163203		5.5077796		7.157496		5.964466		5.5386314		-1.2241894		-2.2701955		-2.611367		-3.411704		-1.2232692		2.390334		1.0751756		-1.5671915		-0.29074192		-1.1828165		-1.3848052		-1.7704926		-0.29182673		1.2572122		0.104572296		-0.64818144		Yes		Yes		Yes		U35_44k_v1_43359		LOC_Os06g05520.1		gb|ABI93776.1| 2e-43  MAP kinase kinase [Oryza minuta]		LOC_Os06g05520.1 4e-45 OsMKK1 - putative MAPKK based on amino acid sequence homology expressed		GCCTCTGTCTCTGTGGTATTTTGCCTACATGTATCTGCAGGTTATACAACTCAATATTCA		18227		AT4G29810.1

		11214		CUST_24415_PI390587928		7.1987395		7.4811497		7.9761314		7.6556334		6.945122		7.01518		6.8490767		6.7485957		6.830938		6.7221985		6.8658943		7.0868278		-1.1921929		-1.3812453		-2.184124		-1.8751912		-1.2903851		-1.6922599		-2.1588113		-1.4832952		-0.36780167		-0.46596956		-1.1270547		-0.90703773		-0.25361776		-0.7589512		-1.1102371		-0.5688057		No		Yes		Yes		U35_44k_v1_11214		LOC_Os07g48410.2		gb|EAZ05167.1| 4e-60  hypothetical protein OsI_026399 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48410.2 1e-61 nucleic acid binding protein putative expressed		ATCATGGGGCTGCTGCTCATCCAGGACCACGGCGAGAAGGAGATGATACGCCTCGCCTTC		34726		AT3G51950.2

		2600		CUST_11669_PI390587928		8.429739		8.553618		7.66642		8.6559305		8.503214		8.939799		10.021377		9.323349		8.693797		9.002399		9.353073		8.695277		1.0522481		1.3069291		5.1157885		1.5882285		1.2008518		1.3648865		3.2190905		1.0276483		0.2640581		0.38618088		2.3549566		0.6674185		0.073474884		0.448781		1.6866531		0.039346695		No		Yes		Yes		U35_44k_v1_2600		-		gb|ABN45792.1| 1e-53  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11890.1 8e-39 protein kinase domain containing protein expressed		TCCGGTAGCATTGATTGGGATACGCGCTTTAAAATAATAAAGGGAATATGTGAAGGTATA		6548		AT4G35600.1

		19939		CUST_3910_PI390587928		7.418808		8.321201		7.971415		7.6037726		7.0479407		7.7874103		6.380651		6.4586296		6.9036527		7.3885436		7.061886		7.6703644		-1.2931299		-1.4477285		-3.0120883		-2.2116807		-1.429148		-1.9087892		-1.8784324		1.0472398		-0.5151553		-0.53379107		-1.590764		-1.145143		-0.37086725		-0.9326577		-0.9095292		0.06659174		No		Yes		Yes		U35_44k_v1_19939		LOC_Os02g04680.2		sp|A2X0Q6|SPL3_ORYSI 2e-47  Squamosa promoter-binding-like protein 3		LOC_Os02g04680.2 3e-49 squamosa promoter-binding-like protein 10 putative expressed		CATCATTTAGCCACTTGTCTGAATAATTCTGAACTTGCTATGTTTCTGAATTGCTTCTGC		11980		0

		48745		CUST_42231_PI390587928		10.138955		9.6276045		9.664893		10.105633		10.076139		9.597102		8.533677		8.799606		9.624388		9.0917425		8.830058		10.037068		-1.0445023		-1.0213677		-2.190433		-2.472596		-1.4285657		-1.4498081		-1.7836531		-1.0486727		-0.5145674		-0.03050232		-1.131216		-1.3060265		-0.062815666		-0.53586197		-0.83483505		-0.068564415		No		Yes		Yes		U35_44k_v1_48745		-		emb|CAE53909.1| 6e-35  putative SWIM protein; putative Zn-finger protein [Triticum aestivum]		LOC_Os11g17430.1 2e-21 retrotransposon protein putative unclassified		CATACGAGCATTTATGTCGCAGATTGTAAGTCCCAGTTTATGTTCCACCCTTGTGCAGAG		50792		AT4G38180.1

		26072		CUST_11530_PI390587928		4.549935		4.2430873		2.548541		3.795621		4.8842144		5.702646		6.0014396		5.2293563		4.9399867		5.78598		5.9734836		4.5739408		1.2607477		2.7502418		10.9503		2.7014525		1.3104405		2.913782		10.740152		1.7151322		0.39005184		1.4595585		3.4528985		1.4337354		0.33427954		1.5428929		3.4249425		0.77831984		Yes		Yes		Yes		U35_44k_v1_26072		LOC_Os02g12420.1		gb|EAZ22232.1| 4e-15  hypothetical protein OsJ_005715 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12420.1 1e-16 receptor-like protein kinase precursor putative expressed		AGACCTACTAGAAATATTTTTAGAAAGGGAAGGTGTCATAGCACCTGGGAGTCCCTGAAA		29876		0

		22878		CUST_823_PI390587928		7.1800003		8.173946		7.8806777		7.607046		6.8712773		7.544304		6.0341015		6.126388		6.5829425		6.859188		6.784305		7.15857		-1.2386109		-1.5471815		-3.5964568		-2.79076		-1.5126287		-2.4876065		-2.138164		-1.3645983		-0.5970578		-0.6296425		-1.8465762		-1.480658		-0.30872297		-1.3147583		-1.0963726		-0.4484763		Yes		Yes		Yes		U35_44k_v1_22878		LOC_Os02g50990.3		ref|NP_001048097.1| 2e-65  Os02g0743700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50990.3 4e-67 RING-H2 finger protein ATL1Q putative expressed		CAGCGTTGTAAATTAGATTAATCTGTGTATTTTACTCAAAGGCTCCAAGCAAGTGGATAA		17484		AT1G74410.1

		46009		CUST_19067_PI390587928		1.6018697		1.7325474		1.9435595		1.7154016		2.4942777		1.4968444		2.4423494		6.169214		1.578317		1.5135918		1.6151185		1.5757049		1.8562719		-1.1774803		1.4130279		21.914474		-1.0164595		-1.1638907		-1.2556558		-1.1016735		-0.023552656		-0.23570299		0.4987899		4.453812		0.892408		-0.21895564		-0.32844102		-0.13969672		No		Yes		Yes		U35_44k_v1_46009		-		No hits found		No hits found		CGTTACACCACTTAGACTATGCAATATTTGCATTGAGCCAAGTAAAATTTGCCTTCTAAA		45520		0

		7049		CUST_41371_PI390587928		9.3836355		9.584075		9.213084		9.504672		9.203622		9.211087		8.20175		8.933498		8.8330345		8.652241		8.249036		9.091202		-1.1328946		-1.295032		-2.0157747		-1.4857317		-1.4646957		-1.9076998		-1.9507763		-1.3318857		-0.550601		-0.37298775		-1.0113344		-0.57117367		-0.18001366		-0.9318342		-0.9640484		-0.41347027		No		Yes		Yes		U35_44k_v1_7049		LOC_Os01g48270.1		ref|NP_001043833.1| 3e-86  Os01g0673500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48270.1 6e-88 katanin p60 ATPase-containing subunit putative expressed		TTCCACGAGTGTTGCTTATTGTAACTTGTTTTTCGATTAATGAAGCATGTGGTTCTCTCA		38200		AT2G34560.2

		47932		CUST_33309_PI390587928		6.7489624		6.063408		4.3270187		5.3335586		6.621841		6.8809395		7.699679		9.230772		6.273538		6.8117633		8.258853		7.9868503		-1.0921124		1.762388		10.3579035		14.899721		-1.3903271		1.6798768		15.261599		6.2910104		-0.4754243		0.8175316		3.3726602		3.8972135		-0.12712145		0.7483554		3.9318342		2.6532917		Yes		Yes		Yes		U35_44k_v1_47932		-		sp|Q01482|WIR1A_WHEAT 3e-05  Protein WIR1A		No hits found		ACACACAGTAATGATACCGTCTCGTGTTGTACGTGCCTAGTTAATTAAACTCGAAATAAA		49518		0

		13697		CUST_40076_PI390587928		4.7724023		5.4224358		4.223779		4.3117547		5.102155		5.713196		6.036926		6.126592		4.8113427		4.833303		4.3986087		3.9995928		1.2567981		1.2232846		3.5140789		3.5182		1.027359		-1.5043422		1.128831		-1.2415668		0.03894043		0.29076004		1.8131466		1.8148375		0.32975292		-0.5891328		0.17482948		-0.31216192		Yes		No		No		U35_44k_v1_13697		LOC_Os07g44140.1		gb|AAT68297.1| 0.0  cytochrome P450 CYP709C1 [Triticum aestivum]		LOC_Os07g23570.1 1e-167 cytochrome P450 72A1 putative expressed		TATTCTAAGCATGGACGAGATCATAGATGAGTGCAAGACCTTCTTCTTCGCAGGGCATGA		3047		AT2G46950.1

		50241		CUST_31403_PI390587928		5.1476436		5.7257447		6.1088996		5.471617		4.4924088		4.28142		4.9154677		4.318751		4.1105943		4.6914325		4.6432056		4.9739985		-1.5748723		-2.7213538		-2.286961		-2.2235522		-2.0520265		-2.048137		-2.761963		-1.4118812		-1.0370493		-1.4443245		-1.1934319		-1.1528664		-0.6552348		-1.0343122		-1.465694		-0.49761868		Yes		No		No		U35_44k_v1_50241		-		emb|CAH66595.1| 2e-12  OSIGBa0092G14.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28590.1 5e-14 conserved hypothetical protein		ATTGATAAAGAGCGGGTGCTCCTTTTTGCCCCAGAGGATTTCCACAAAATCTTTGGGGTT		52301		0

		16280		CUST_29369_PI390587928		5.2670727		4.8552938		4.964825		5.517799		6.3724036		7.0693307		8.948135		7.5002036		6.988606		7.6733193		8.825469		6.3253593		2.1514823		4.6397176		15.815971		3.9515119		3.2978673		7.051966		14.526788		1.7502493		1.7215333		2.214037		3.9833102		1.9824047		1.105331		2.8180256		3.8606439		0.80756044		Yes		Yes		Yes		U35_44k_v1_16280		LOC_Os01g18170.1		gb|ABG46237.1| e-106  germin-like protein 5a [Hordeum vulgare subsp. vulgare]		LOC_Os01g18170.1 1e-100 rhicadhesin receptor precursor putative expressed		GAGCTGTTGCGTGCAGTTGATTTTTTGATGTGTATGTTCCATTTGTTTGTCTTGAAAATA		9172		AT1G02335.1

		7043		CUST_41377_PI390587928		1.683279		1.5791408		1.6731399		1.6952528		2.2201922		3.3495386		8.623023		7.3295608		2.283985		5.6182976		8.036691		5.928482		1.4508649		3.41148		123.62982		49.670174		1.5164584		16.44021		82.34166		18.80741		0.60070586		1.7703978		6.949883		5.634308		0.53691316		4.039157		6.3635507		4.233229		Yes		Yes		Yes		U35_44k_v1_7043		-		gb|AAZ94265.1| 8e-44  pathogenesis-related 1a [Triticum monococcum]		LOC_Os07g03710.1 3e-43 pathogenesis-related protein PRB1-3 precursor putative expressed		GTTCCGGGCTTTGATTGTTTTTGTATTAGTCTCATGCATTCGTTTGTATTTGAGATTGTT		15191		AT3G19690.1

		19090		CUST_11797_PI390587928		8.573026		8.745753		7.6861267		7.69653		8.279929		8.489644		6.167031		6.06308		7.3854136		7.813704		6.868276		6.787028		-1.2252673		-1.1942536		-2.866114		-3.1025405		-2.277754		-1.9079843		-1.7627778		-1.878397		-1.187612		-0.25610924		-1.5190959		-1.63345		-0.29309654		-0.9320493		-0.8178506		-0.909502		No		Yes		Yes		U35_44k_v1_19090		LOC_Os04g10350.1		gb|EAY93218.1| 2e-44  hypothetical protein OsI_014451 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10350.1 5e-46 1-aminocyclopropane-1-carboxylate oxidase putative expressed		TCTACTCGCGTGACCCCGTTAAGCCGGTCAAGTACCAGTGCAACTTCGACCTCTACGAGT		22573		AT2G30830.1

		24726		CUST_35076_PI390587928		6.4300675		5.7577653		5.8589005		5.9362264		6.3240647		5.7115135		8.051391		7.1066594		6.8515677		6.781576		7.606647		6.4969125		-1.0762422		-1.0325787		4.5709376		2.2507925		1.3393196		2.0332828		3.3583357		1.4749705		0.4215002		-0.046251774		2.19249		1.170433		-0.10600281		1.0238109		1.7477465		0.5606861		No		Yes		Yes		U35_44k_v1_24726		LOC_Os10g33520.1		ref|NP_001064839.1| 3e-63  Os10g0474800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33520.1 6e-65 alcohol oxidase putative		GATTTTCATTGACATTTTTAACGCCGGCTGTGCGAAATCGGCTTACTCGCGTTTAAAAAA		24607		AT3G23410.1

		48235		CUST_32283_PI390587928		5.5031056		3.184189		5.1939645		6.73076		6.2866807		6.5099792		10.426318		8.451842		6.2307563		5.7681336		9.040797		7.7155156		1.7213913		10.026806		37.592		3.2968361		1.6559403		5.995768		14.388385		1.9789779		0.72765064		3.3257902		5.2323537		1.7210822		0.78357506		2.5839446		3.8468328		0.9847555		Yes		Yes		Yes		U35_44k_v1_48235		-		ref|NP_001043798.1| 5e-07  Os01g0666000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47580.2 9e-09 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		CTACCAAGTTCCAAAATGTAGGGTTGAAAGTGTCACTGAATATCACTGTATATATAGTAC		None		0

		25318		CUST_34238_PI390587928		5.1386113		5.247247		5.7478776		5.7285705		5.1733813		6.083204		7.6614857		7.2957225		5.408132		5.8456817		6.783249		5.6886196		1.0243936		1.7850403		3.7675014		2.9631917		1.2054074		1.5140727		2.0496411		-1.0280788		0.26952076		0.8359566		1.9136081		1.567152		0.034770012		0.59843445		1.0353713		-0.039950848		Yes		No		No		U35_44k_v1_25318		LOC_Os11g44260.1		gb|EAY92100.1| 3e-52  hypothetical protein OsI_013333 [Oryza sativa (indica cultivar-group)]		LOC_Os11g44440.1 4e-52 transposon protein putative CACTA En/Spm sub-class		ACGTTGACGGAGATCATAGCTGCCACCAAAAACTTCATCCATGACACAATGATTGGTCAC		22379		AT3G55950.1

		19296		CUST_17936_PI390587928		4.562625		3.453988		4.7480717		6.0014014		5.015269		4.881287		6.4645333		6.3611083		5.3713098		5.5844445		6.241293		6.1760716		1.3685459		2.6894274		3.2862942		1.2831652		1.751614		4.37856		2.8151686		1.1287063		0.8086848		1.427299		1.7164617		0.35970688		0.45264387		2.1304564		1.4932213		0.17467022		Yes		No		No		U35_44k_v1_19296		LOC_Os01g04570.2		gb|EAZ10464.1| 5e-80  hypothetical protein OsJ_000289 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04570.1 9e-82 Ser/Thr protein kinase putative expressed		TCCCCTTCCAAGTAGCAACCGGACTAGCAAGAAGATTACGCTAATAGTTGTAACATCAGC		17559		AT5G38280.1

		39968		CUST_17984_PI390587928		3.9463933		3.1755514		2.3853724		3.101794		4.7511196		5.514715		6.052639		5.189756		4.6869106		5.6917357		5.354694		3.9993832		1.7468145		5.0600924		12.704491		4.2514706		1.6707749		5.7206707		7.8316784		1.8629503		0.7405174		2.3391638		3.6672666		2.087962		0.80472636		2.5161843		2.9693215		0.8975892		Yes		Yes		Yes		U35_44k_v1_39968		LOC_Os01g57870.2		gb|EAY76104.1| 4e-87  hypothetical protein OsI_003951 [Oryza sativa (indica cultivar-group)]		LOC_Os01g57870.2 9e-89 disease resistance protein RPS2 putative expressed		TACATGGACCTCAGTTATGGAGACTGGAAAGTCGGTGAGAACGGAAATGGTGTTGATTTT		36237		AT4G26090.1

		4292		CUST_4301_PI390587928		8.275839		8.282338		7.425239		7.4777217		8.88596		8.965322		9.210912		8.417574		8.985118		9.334919		8.690851		7.3474717		1.526387		1.6054564		3.4477918		1.9183317		1.6349869		2.074237		2.404292		-1.0944834		0.70927906		0.6829834		1.7856727		0.93985224		0.6101208		1.0525808		1.2656121		-0.13024998		Yes		No		No		U35_44k_v1_4292		LOC_Os02g04250.1		ref|NP_001045817.1| e-108  Os02g0135500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04250.1 1e-110 glycosyltransferase putative expressed		TGTTCCGGCAGCTCAGCAACTACGAAGTCGTCGATGTCAACAACGACCTGGAGGTGCACT		12908		AT3G18170.1

		32357		CUST_29883_PI390587928		5.2211127		5.157532		5.052532		4.932568		4.958223		4.326538		4.6256814		3.831794		5.1559434		4.871189		4.713486		4.3610606		-1.1998798		-1.7789108		-1.344296		-2.1446974		-1.0462078		-1.2195451		-1.2649199		-1.4860755		-0.065169334		-0.8309941		-0.4268508		-1.100774		-0.26288986		-0.2863431		-0.339046		-0.57150745		No		Yes		Yes		U35_44k_v1_32357		-		gb|EAZ14856.1| 7e-14  hypothetical protein OsJ_004681 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72340.2 2e-15 beta-galactosidase putative expressed		TCCAAAAATCGAAATCGGAAACATCCCCGTCTCCGAGCTCGTCTCCGTGTCTGACGCGTC		21459		0

		13722		CUST_5237_PI390587928		12.644282		11.387512		11.753147		12.237491		12.502971		11.164514		10.301194		11.580602		11.728646		10.587484		10.62939		12.140793		-1.1029074		-1.1671569		-2.7357814		-1.576679		-1.8864006		-1.7411348		-2.1791377		-1.0693231		-0.91563606		-0.22299862		-1.4519529		-0.65688896		-0.14131165		-0.80002785		-1.1237574		-0.09669781		No		Yes		Yes		U35_44k_v1_13722		LOC_Os03g43440.1		ref|NP_001050718.1| 5e-56  Os03g0634400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43440.1 9e-58 CBL-interacting serine/threonine-protein kinase 15 putative expressed		TTTTGTGCCTTTGTGGTGCTGGCTGTAGGCTCTTGAATCTAATGATAATAGCCTTGCCTC		14822		AT4G14580.1

		7753		CUST_5822_PI390587928		4.3540497		6.232594		3.0862148		4.1243944		2.1803453		4.645432		2.7213995		4.553966		2.8310623		4.674706		2.4849005		2.3635323		-4.511804		-3.0045772		-1.2877167		1.3468336		-2.873855		-2.9442253		-1.5170981		-3.389006		-1.5229874		-1.587162		-0.36481524		0.42957163		-2.1737044		-1.557888		-0.6013143		-1.7608621		Yes		No		No		U35_44k_v1_7753		LOC_Os05g07010.2		gb|EAZ32983.1| 7e-46  hypothetical protein OsJ_016466 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g07010.2 1e-47 myb-like DNA-binding domain containing protein expressed		GGAGTTGGTTCATTTTATGCACAAAAGTAATTGATGTGTAAAACAGAACCATGTTCATGG		18538		AT5G52660.2

		38463		CUST_26347_PI390587928		10.531697		10.802059		10.341297		10.947892		11.453622		12.112105		11.377156		11.002243		12.03043		12.541634		11.568984		10.938336		1.8946412		2.4794948		2.0503342		1.0383918		2.8259435		3.3393664		2.341912		-1.0066456		1.4987326		1.3100462		1.0358591		0.054350853		0.9219246		1.7395744		1.2276869		-0.009555817		Yes		Yes		Yes		U35_44k_v1_38463		-		No hits found		No hits found		AAGTAGTAGTACGTATGTTGTAATTTAATTTTTGCTCGCTCGCTCGCTCGAGCGACGGCT		34443		0

		4590		CUST_17822_PI390587928		11.931499		11.900666		12.440075		12.392417		11.6477995		11.288724		11.016362		11.224996		11.3802805		10.806671		11.30565		12.019882		-1.2173121		-1.5283154		-2.6827502		-2.2460988		-1.4653223		-2.1346433		-2.1953108		-1.2946254		-0.55121803		-0.6119423		-1.4237127		-1.1674213		-0.28369904		-1.0939951		-1.1344252		-0.37253475		No		Yes		Yes		U35_44k_v1_4590		LOC_Os01g69940.1		dbj|BAD88307.1| e-167  putative fimbriata [Oryza sativa Japonica Group]		LOC_Os01g69940.1 1e-168 F-box domain containing protein expressed		GCATACTGTATTAATAATAATGGCTGGAGTTTTATCGATGCTCCGCATATGTTCTGTTAA		13892		AT1G27340.1

		7257		CUST_12093_PI390587928		10.028672		9.383519		9.316688		10.157315		10.248059		9.746847		10.578504		10.988163		10.5099		10.473063		10.245749		10.491075		1.1642388		1.28639		2.397974		1.7787303		1.3959312		2.128068		1.9040375		1.2602931		0.48122787		0.36332798		1.261816		0.83084774		0.21938705		1.0895443		0.9290619		0.3337593		No		Yes		Yes		U35_44k_v1_7257		LOC_Os12g01030.1		gb|EAY86137.1| 4e-25  hypothetical protein OsI_007370 [Oryza sativa (indica cultivar-group)]		LOC_Os12g01030.1 8e-27 monoglyceride lipase putative		CCAGTATACCATGCAACCTGGATCTTTCAAAGATATATCATATGGCAGTGCTATTTCAGT		24681		AT2G39410.2

		27733		CUST_10423_PI390587928		5.199957		5.4331355		6.133716		5.699697		4.2990084		4.613013		5.0593095		5.015248		4.2455115		4.569292		4.824644		5.329874		-1.8672932		-1.7655562		-2.1058557		-1.6070883		-1.9378345		-1.8198801		-2.477821		-1.2921942		-0.95444536		-0.8201227		-1.0744066		-0.6844492		-0.9009485		-0.86384344		-1.309072		-0.36982298		No		Yes		Yes		U35_44k_v1_27733		LOC_Os07g36590.1		gb|EAZ40230.1| 5e-38  hypothetical protein OsJ_023713 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36590.1 1e-39 serine/threonine-protein kinase receptor precursor putative expressed		TCGACTCCGGCAGCCTCCAGGTGCGCGACGTCGACGCCACCGTTCTCTGGGACAGCTTCT		21806		0

		31510		CUST_17268_PI390587928		4.38064		5.18613		4.8971825		3.4087627		3.303098		4.0060725		2.801854		2.4832594		1.925079		3.209527		2.4746993		2.6234057		-2.1104374		-2.2658582		-4.273235		-1.8993467		-5.4852643		-3.935653		-5.3609295		-1.7235187		-2.4555612		-1.1800575		-2.0953286		-0.92550325		-1.0775421		-1.976603		-2.4224832		-0.785357		Yes		Yes		Yes		U35_44k_v1_31510		LOC_Os05g42210.1		gb|EAZ34845.1| 1e-55  hypothetical protein OsJ_018328 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42210.1 4e-57 serine/threonine-protein kinase receptor precursor putative expressed		AAATAGCTGTCAAACACTTTCTCAGGCATCGACACAGGTTCCCGATGAGTTCAAGATGAG		None		AT4G21380.1

		7393		CUST_21312_PI390587928		4.3623486		2.1159115		1.6308817		4.4350843		2.5700023		1.6505827		1.744927		1.6781211		1.7386026		1.536941		1.5900682		2.8288586		-3.4637775		-1.380632		1.0822587		-6.759719		-6.163483		-1.4937829		-1.0286937		-3.044543		-2.623746		-0.4653288		0.11404538		-2.7569633		-1.7923462		-0.57897043		-0.040813446		-1.6062257		Yes		No		No		U35_44k_v1_7393		LOC_Os06g11760.1		ref|NP_001057173.1| 3e-08  Os06g0220900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11760.1 6e-10 expressed protein		TGTGTCCACACATACCAACTATGAAGAAATATAAGCTTTAAGCTTATGCTTATTCCAGAG		49517		0

		25659		CUST_40137_PI390587928		14.02457		13.932976		14.403522		14.289716		13.640643		13.979136		12.312732		12.389548		13.503507		13.545493		12.9340925		13.191532		-1.3048892		1.0325135		-4.259812		-3.7325652		-1.435013		-1.3081089		-2.7691228		-2.1408498		-0.5210638		0.046160698		-2.0907898		-1.9001675		-0.38392735		-0.38748264		-1.469429		-1.0981836		Yes		Yes		Yes		U35_44k_v1_25659		LOC_Os01g56810.1		ref|NP_001044409.1| 3e-49  Os01g0775400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56810.1 6e-51 cytokinin dehydrogenase 5 precursor putative expressed		GCGTCGCGTCCATGCAACTATGTAGTCACATCTTTTGTGCTGTGTTGTGCTGGTAAAAAA		39614		AT1G75450.1

		19719		CUST_30671_PI390587928		10.94767		11.594448		10.594375		10.8065		10.292435		10.828639		10.198221		10.266084		9.841714		10.35735		10.429095		10.653261		-1.5748727		-1.7003232		-1.3159945		-1.4543926		-2.1524148		-2.3572385		-1.1213832		-1.1120635		-1.1059561		-0.76580906		-0.39615345		-0.5404167		-0.6552353		-1.2370977		-0.16527939		-0.15323925		No		Yes		Yes		U35_44k_v1_19719		LOC_Os06g11990.1		ref|NP_001057185.1| 0.0  Os06g0223800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11990.1 0.0 armadillo/beta-catenin-like repeat family protein expressed		GATAAAAACAGATGAGATCAGTTGTTTTTTGTACTGATTGTAATGGACCGACCGATTCAT		12023		AT2G22125.1

		21446		CUST_39628_PI390587928		3.36709		3.213812		1.8206835		3.4593108		2.265469		3.4874828		3.8205974		3.5677643		2.7387884		2.95774		1.5711511		5.142071		-2.1459565		1.2088797		3.9997613		1.078072		-1.5457442		-1.1942228		-1.1888217		3.2104154		-0.6283016		0.27367067		1.9999139		0.10845351		-1.1016209		-0.25607204		-0.24953234		1.68276		No		Yes		Yes		U35_44k_v1_21446		LOC_Os05g34980.1		ref|NP_001055592.1| e-101  Os05g0424000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34980.1 1e-103 amino acid carrier putative expressed		TGATCATCTTCGGCGTGGCGGAGATCTTCTTCTCCCAGATCCCGGACTTCGACCAGATCT		15938		AT5G09220.1

		15812		CUST_29144_PI390587928		6.6246886		7.147424		6.2181697		7.0420537		7.0671782		7.2417545		6.8248973		8.916641		6.8002644		6.8634276		6.5765414		7.058125		1.3589474		1.0675697		1.5228012		3.6669676		1.129415		-1.2175632		1.2819782		1.0112021		0.17557573		0.09433031		0.6067276		1.8745875		0.44248962		-0.28399658		0.35837173		0.01607132		No		Yes		Yes		U35_44k_v1_15812		LOC_Os09g38772.1		ref|NP_001063929.1| e-147  Os09g0560700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38772.1 1e-149 mo-molybdopterin cofactor sulfurase putative expressed		AATGGTTCTTCAGTCGACGTCTGTCGATCGGTCAAACAGTTGAATGTGCTTCTCGGTAAA		3769		AT5G44720.1

		3454		CUST_31033_PI390587928		4.502891		4.587342		4.7449555		3.9676383		3.2874777		3.148859		3.6601028		2.7623193		6.2809677		6.1753006		6.235947		5.1870117		-2.322073		-2.7103567		-2.1211588		-2.3058825		3.4296863		3.006237		2.810821		2.3284557		1.7780766		-1.4384828		-1.0848527		-1.2053189		-1.2154133		1.5879588		1.4909916		1.2193735		Yes		Yes		Yes		U35_44k_v1_3454		LOC_Os06g04000.1		ref|NP_001056690.1| 2e-73  Os06g0130500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04000.1 4e-75 peptidyl-prolyl cis-trans isomerase-like 3 putative expressed		TTGTAAAAACACTCAAAGAACAGAAGGTGGGATACGCCGGGTGCTCTGCGACATATTTTC		9130		AT1G01940.1

		25490		CUST_33862_PI390587928		8.391993		9.309238		7.3186975		7.5689015		7.9703546		7.9930234		5.132974		5.6187496		7.653576		7.9111114		5.9093337		7.225043		-1.3394475		-2.4901197		-4.549548		-3.8641522		-1.6683439		-2.635592		-2.6562		-1.2691466		-0.7384167		-1.316215		-2.1857233		-1.9501519		-0.421638		-1.3981271		-1.4093637		-0.34385872		Yes		Yes		Yes		U35_44k_v1_25490		LOC_Os01g42294.1		gb|EAZ12640.1| 2e-38  hypothetical protein OsJ_002465 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42294.1 6e-40 atypical receptor-like kinase MARK putative expressed		AACCAAGCTTCAGCTCCAGCTCTGCTCTAGCCCCAGCAATGCCGCCTAGCTCGTAGCCGA		26547		AT2G26730.1

		44983		CUST_26769_PI390587928		9.280219		9.0117235		10.57727		10.168064		9.073091		8.747219		9.08035		9.033122		8.287015		8.298877		9.283973		10.118369		-1.1543883		-1.2012234		-2.8223944		-2.1960974		-1.9906011		-1.6390351		-2.4508748		-1.0350461		-0.9932041		-0.26450443		-1.4969196		-1.134942		-0.20712852		-0.71284676		-1.2932968		-0.049695015		No		Yes		Yes		U35_44k_v1_44983		LOC_Os06g12320.1		gb|EAZ00238.1| 4e-10  hypothetical protein OsI_021470 [Oryza sativa (indica cultivar-group)]		LOC_Os06g12320.1 9e-12 amino acid/polyamine transporter II putative expressed		AAACTGCTTGTACCTGTCATGTTGTAAACGTTATTCAAATGTATGTATACCCTGATGTCA		43305		0

		27916		CUST_25165_PI390587928		5.1919513		5.190356		5.3122735		4.9779773		5.8577666		5.830868		6.9373384		5.969856		6.014456		6.832085		6.4250855		5.3198857		1.5864646		1.5588822		3.0845604		1.9887729		1.7684734		3.1203964		2.1626678		1.2674321		0.8225045		0.640512		1.6250648		0.9918785		0.66581535		1.6417294		1.112812		0.34190845		No		Yes		Yes		U35_44k_v1_27916		LOC_Os03g01170.1		ref|NP_001048652.1| 4e-29  Os03g0101300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g01170.1 5e-31 hexose carrier protein HEX6 putative expressed		AGTCGTTCCTGAAGAAGTTCTTCCCGGACGTGTACCACCAGATGAACGGGGACAAAGCGG		39988		AT5G23270.1

		15270		CUST_10496_PI390587928		9.67833		9.29062		8.411948		8.709426		10.998029		11.338992		14.817521		13.054413		11.928177		12.872807		14.269536		9.987981		2.496139		4.13639		84.775345		20.322231		4.7563224		11.9769335		57.984196		2.4259586		2.2498465		2.0483723		6.405573		4.344987		1.3196983		3.5821867		5.857588		1.2785549		Yes		Yes		Yes		U35_44k_v1_15270		LOC_Os06g08041.1		gb|AAP95024.1| 6e-94  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 3e-93 flavonol synthase/flavanone 3-hydroxylase putative expressed		TGATAAGTACCATTGTGCCTCCTTTTCAAGAAATTAAGAGACCATTGTGCCATGAAAAAA		4273		AT5G20400.1

		20063		CUST_272_PI390587928		7.2525887		7.3645644		8.348287		7.7053885		6.928705		7.0456767		7.221684		7.3567233		6.9327316		6.7485538		7.131901		7.4332147		-1.2516954		-1.2473685		-2.1834397		-1.273382		-1.248207		-1.5326313		-2.323639		-1.2076261		-0.31985712		-0.3188877		-1.1266026		-0.34866524		-0.32388353		-0.61601067		-1.2163858		-0.27217388		No		Yes		Yes		U35_44k_v1_20063		LOC_Os10g34400.2		ref|NP_001064895.1| e-118  Os10g0485300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g34400.2 1e-119 expressed protein		AGGAACACGATGAAGGCATAAACATGGACGATCAAAATAGTGATGATAGTGATGTTGCTG		16212		AT4G33630.2

		44359		CUST_42103_PI390587928		9.213458		9.938918		8.500426		9.7439575		8.706662		9.182061		6.7847342		8.314181		8.074238		8.629179		7.10466		9.414646		-1.420891		-1.6898052		-3.2845416		-2.6940491		-2.2026193		-2.4789672		-2.6312828		-1.2564135		-1.1392202		-0.7568569		-1.715692		-1.4297762		-0.5067959		-1.3097391		-1.3957663		-0.32931137		Yes		Yes		Yes		U35_44k_v1_44359		LOC_Os03g08250.1		gb|EAY88783.1| 5e-08  hypothetical protein OsI_010016 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08250.1 7e-10 expressed protein		ATCCACGAGGAGGAGGGAGGTTTTCCACCGTGCTGGTATGTCGGCGGTGGTTGTGCAGGA		42000		0

		4393		CUST_6333_PI390587928		13.196986		12.275032		12.182019		12.029805		13.976944		14.196864		13.682842		12.974953		14.141243		14.490376		13.702153		11.706287		1.7170806		3.7890391		2.8300412		1.9253857		1.9241973		4.643924		2.868177		-1.2513782		0.9442568		1.9218321		1.500823		0.9451475		0.7799578		2.2153444		1.520134		-0.3235178		Yes		Yes		Yes		U35_44k_v1_4393		LOC_Os07g35310.1		gb|EAZ04196.1| e-176  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		GGAGGACCACTCTGCGTAGGTGATACACACATTCTGTGAAGATGTACTTCATTGAAAAAA		15476		AT4G23180.1

		14824		CUST_5550_PI390587928		16.214823		15.140992		12.767865		13.501536		15.782635		14.467689		10.175691		12.371464		15.858761		14.612287		10.50948		12.194443		-1.3492783		-1.5947205		-6.030069		-2.1886976		-1.2799274		-1.4426342		-4.784555		-2.4744256		-0.35606194		-0.6733036		-2.5921745		-1.1300726		-0.43218803		-0.5287056		-2.2583847		-1.3070936		Yes		Yes		Yes		U35_44k_v1_14824		LOC_Os08g35760.1		gb|ABG46233.1| e-106  germin-like protein 2a [Hordeum vulgare subsp. vulgare]		LOC_Os08g35760.1 1e-100 auxin-binding protein ABP20 precursor putative expressed		GCTTGTGAGGTCAACTCCGAGTCTGTTTCAAGTTGTGTTTAATTTTTCATATCAATTTCA		2768		AT1G72610.1

		48651		CUST_19405_PI390587928		11.942035		12.07945		12.4049635		12.242488		11.674207		11.785335		11.218231		11.156161		11.370293		11.422028		11.521724		12.242194		-1.2039938		-1.2261326		-2.2763655		-2.123327		-1.4863173		-1.5772617		-1.8445127		-1.0002036		-0.57174206		-0.29411507		-1.1867323		-1.0863266		-0.267828		-0.65742207		-0.88323975		-2.94E-04		No		Yes		Yes		U35_44k_v1_48651		-		gb|EAZ02613.1| 5e-07  hypothetical protein OsI_023845 [Oryza sativa (indica cultivar-group)]		LOC_Os07g03070.1 1e-08 TPR Domain containing protein expressed		GGAGAAAGATTTGATTCATTTCATGGAAACTGGCATTGATGGACACTTAATGTTTGGTTT		50622		0

		2279		CUST_20225_PI390587928		7.9189568		8.580143		8.515048		10.534119		10.105531		10.737687		12.313366		11.400352		9.881425		10.640002		12.095124		11.367915		4.552232		4.4615474		13.912579		1.8228968		3.8972814		4.1694565		11.959426		1.7823696		1.9624681		2.1575441		3.798318		0.8662329		2.186574		2.0598593		3.5800762		0.8337965		Yes		Yes		Yes		U35_44k_v1_2279		LOC_Os02g40200.2		ref|NP_001047431.1| 0.0  Os02g0615500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40200.1 0.0 receptor-like protein kinase precursor putative expressed		TTGTCGTTGATGCATTCTTCTGCATCCTTAATAGAGCTGTGTCTGCTCGTCACATTACCC		6205		AT3G47090.1

		22344		CUST_22391_PI390587928		10.434587		9.922809		10.48394		10.848567		9.703198		9.196846		11.950752		11.5316725		9.858078		9.709965		11.384973		11.203166		-1.6602358		-1.6540039		2.7641044		1.6055921		-1.491236		-1.1589706		1.8674018		1.2786301		-0.5765085		-0.72596264		1.4668121		0.68310547		-0.7313881		-0.2128439		0.90103245		0.354599		No		Yes		Yes		U35_44k_v1_22344		LOC_Os02g35940.1		gb|EAY86351.1| 2e-34  hypothetical protein OsI_007584 [Oryza sativa (indica cultivar-group)]		LOC_Os02g35940.1 4e-36 gibberellin receptor GID1L2 putative expressed		CCTCTCAACTTTAGGGGTCTTTAGCTTTACCAATAATCACCTTTGTTCCTAATTATGATA		23369		AT1G47480.1

		24851		CUST_11988_PI390587928		5.751648		5.339953		5.757832		5.4628444		5.155445		4.8163342		4.591682		4.2720165		4.954605		4.785501		4.550257		5.489216		-1.5117325		-1.4375565		-2.2441204		-2.282837		-1.737536		-1.4686106		-2.309491		1.0184474		-0.79704285		-0.5236187		-1.1661501		-1.1908278		-0.59620285		-0.55445194		-1.2075748		0.026371479		No		Yes		Yes		U35_44k_v1_24851		LOC_Os01g61580.2		No hits found		No hits found		TACACATTGTGGCCGTTGACCATACTGAAATCTAGCGTTCCATCAGCACTGTCCAAAAAA		23847		0

		15401		CUST_24023_PI390587928		2.6607568		3.672366		2.4616628		4.616754		3.602804		3.7048082		5.540632		4.418425		3.5882225		4.175262		4.704805		4.5769925		1.9212525		1.022742		8.450104		-1.1473687		1.901932		1.4170554		4.7342706		-1.0279438		0.9274657		0.03244233		3.078969		-0.19832897		0.9420471		0.5028961		2.2431421		-0.039761543		No		Yes		Yes		U35_44k_v1_15401		LOC_Os01g17430.1		gb|EAY73532.1| 2e-64  hypothetical protein OsI_001379 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07280.1 4e-66 coatomer subunit beta putative expressed		GGTTTAAGGATCCTCTTGGTCATTAGGCCTACTGAATCTGTACTTGGGTGGCTATTTTTT		49942		AT4G31490.1

		29316		CUST_40560_PI390587928		5.7973905		6.1553845		6.6073356		6.2421136		5.2108655		5.1664815		5.515213		5.0453944		5.1646876		5.427523		5.5232453		5.443931		-1.5016254		-1.9846754		-2.1318746		-2.2921782		-1.550467		-1.6561822		-2.1200383		-1.738909		-0.6327028		-0.98890305		-1.0921226		-1.1967192		-0.58652496		-0.7278614		-1.0840902		-0.7981825		No		Yes		Yes		U35_44k_v1_29316		LOC_Os02g03120.1		ref|NP_001045737.1| 1e-56  Os02g0123700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03120.1 3e-58 endoglucanase 1 precursor putative expressed		AAGCTTGCATGTCCACTTACCTGATCGCCGTCCTCTGTCTGGTCGCCGGCATGCGCAACG		28561		AT4G02290.1

		50790		CUST_8516_PI390587928		11.501175		11.665901		11.665601		11.181575		11.373962		11.49904		10.487099		10.6212435		11.166314		10.908936		10.5439		10.927727		-1.0921814		-1.1226137		-2.2634165		-1.4746078		-1.2612557		-1.6899325		-2.1760342		-1.1923833		-0.3348608		-0.16686153		-1.1785021		-0.56033134		-0.12721252		-0.75696564		-1.1217012		-0.25384808		No		Yes		Yes		U35_44k_v1_50790		-		No hits found		No hits found		GTGAATTTTGTGAGCATGTATGCGCTGTGAGCATGGAAAATGACTGTCCTGTAAGTTAAA		1656		0

		1930		CUST_36230_PI390587928		8.297775		8.612176		7.986403		8.606053		8.565074		9.148872		10.073821		8.9235525		9.04289		9.822959		9.7934265		8.834539		1.2035521		1.4506469		4.249868		1.2461685		1.676107		2.3146322		3.499196		1.1716049		0.7451143		0.53669643		2.087418		0.31749916		0.2672987		1.210783		1.8070235		0.22848606		No		Yes		Yes		U35_44k_v1_1930		LOC_Os01g61970.1		ref|NP_001044733.1| 0.0  Os01g0836800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61970.1 0.0 protein GPR108 precursor putative expressed		AGAAGAGAACATTGATTAACATCCTGATGCCTCATAATACGGTGTGCTTGTTCGTGCAAA		7044		AT3G09570.1

		8794		CUST_14550_PI390587928		10.425025		10.2371855		10.06998		8.714155		10.272744		10.071766		8.935313		7.6615105		10.618524		10.291142		9.234603		7.928419		-1.111325		-1.1214921		-2.195678		-2.074329		1.1435335		1.0381083		-1.784323		-1.7239717		0.19349861		-0.16541958		-1.1346664		-1.0526447		-0.15228081		0.053956985		-0.83537674		-0.7857361		No		Yes		Yes		U35_44k_v1_8794		LOC_Os08g44360.1		gb|EAZ43639.1| 7e-55  hypothetical protein OsJ_027122 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44360.1 1e-56 male sterility protein 2 putative expressed		GAACACTTTCCATATGCCGACTAGATTATTGCATTGGAGAAGGACATCATTGATAAAAAA		23263		AT4G33790.1

		14399		CUST_25371_PI390587928		11.911433		11.908821		11.463718		11.020798		11.418816		11.414291		9.929771		10.195438		11.274043		11.287803		10.106636		10.6606865		-1.4069954		-1.4088614		-2.8957698		-1.7719764		-1.5555127		-1.5379604		-2.561666		-1.2835249		-0.63739014		-0.49452972		-1.533947		-0.82535934		-0.4926176		-0.6210184		-1.3570824		-0.36011124		No		Yes		Yes		U35_44k_v1_14399		LOC_Os02g02870.1		ref|NP_001045715.1| 6e-20  Os02g0121100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02870.1 1e-21 glycine-rich protein 2 putative expressed		GTTTCATCGATCAAGTAAATTGATCTCTATGCATGGTTGAATGAATTCTTTCTCTGTGTC		1434		AT4G36020.1

		33767		CUST_679_PI390587928		4.4278016		2.6106951		2.8909569		3.519522		5.1683965		4.06545		4.8983274		3.906936		5.7051997		4.681832		4.507382		3.0818217		1.6708646		2.7411003		4.020488		1.3080466		2.424014		4.2021766		3.066143		-1.3544436		1.2773981		1.4547551		2.0073705		0.38741398		0.74059486		2.0711367		1.616425		-0.43770027		Yes		No		No		U35_44k_v1_33767		-		gb|EAY78469.1| 3e-07  hypothetical protein OsI_032428 [Oryza sativa (indica cultivar-group)]		LOC_Os10g27370.1 1e-08 transposon protein putative Pong sub-class expressed		ATGTTCCTAATGGACTCACTTGTCATTACAACACTATTTCCGCGCTCACGAGCAGGTTCT		None		0

		530		CUST_5022_PI390587928		3.9722717		3.0085688		2.9511938		3.20004		3.4399307		3.305011		6.7376866		3.7530735		4.0245433		2.6161647		2.6145804		3.439206		-1.4462742		1.2281121		13.799009		1.4671673		1.0368963		-1.3125788		-1.2627889		1.18031		0.052271605		0.29644227		3.7864928		0.55303335		-0.532341		-0.39240408		-0.33661342		0.23916578		No		Yes		Yes		U35_44k_v1_530		LOC_Os03g50490.1		gb|AAR84350.1| 0.0  glutamine synthetase isoform GSe2 [Triticum aestivum]		LOC_Os03g50490.1 1e-176 glutamine synthetase root isozyme 2 putative expressed		GTCTTCTTCAATCGCAAGACAAACCATTGTAAACACAAGGATTCATTTGGTTTCCAAAAA		1648		AT5G37600.1

		5102		CUST_6764_PI390587928		6.9843774		7.2637672		7.716629		7.6419196		6.4247994		6.9347153		6.792877		6.940581		6.264128		6.5129647		6.6513886		7.217936		-1.473838		-1.2561877		-1.8970423		-1.6260129		-1.6474665		-1.6827286		-2.0925186		-1.341627		-0.7202492		-0.32905197		-0.92375183		-0.70133877		-0.55957794		-0.7508025		-1.0652404		-0.42398357		No		Yes		Yes		U35_44k_v1_5102		LOC_Os02g57200.1		ref|NP_001048518.1| e-163  Os02g0817000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g57200.1 1e-165 expressed protein		AGATTTTCTGTGGATTGGAGTGAGGAGGTATGGAACGAGTAACTGGAACGCAATGCTTAG		10733		AT5G44800.1

		3669		CUST_16963_PI390587928		10.876317		10.486103		13.176219		12.235578		10.491714		10.075797		11.815907		11.25668		10.371197		10.332458		12.13679		12.363491		-1.305501		-1.3289677		-2.5674078		-1.9709594		-1.4192417		-1.1123768		-2.0554135		1.0927122		-0.5051203		-0.41030598		-1.3603125		-0.97889805		-0.3846035		-0.15364552		-1.0394287		0.12791348		No		Yes		Yes		U35_44k_v1_3669		LOC_Os12g04020.1		ref|NP_001065695.1| e-164  Os11g0137200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04210.1 1e-166 hydroxymethylglutaryl-CoA lyase mitochondrial precursor putative expressed		ACTTCTCATATGACCTTGAATAATCAGCCCTCTTCATCATAATAGAAAAGTGTATGCAGA		7417		AT2G26800.2

		22324		CUST_13918_PI390587928		9.033375		8.910306		9.283203		8.962024		8.646531		8.50723		8.242822		8.323003		8.560143		8.39719		8.474355		8.838345		-1.3075297		-1.3223244		-2.0567713		-1.557272		-1.3882153		-1.4271291		-1.7518125		-1.0895098		-0.47323132		-0.40307617		-1.0403814		-0.6390209		-0.38684368		-0.5131159		-0.8088484		-0.12367916		No		Yes		Yes		U35_44k_v1_22324		-		No hits found		No hits found		TGCTGCCATTGTATGTACAACAAATTACTGTAAGGAAGTTTGTTGGTCCGAGTTTGTCAT		18083		0

		1514		CUST_36088_PI390587928		15.7080765		15.2521105		14.46806		14.08239		15.060577		14.785062		12.798886		12.972005		14.891114		14.44527		13.369858		13.76607		-1.5664504		-1.3822788		-3.180323		-2.1590326		-1.7616926		-1.7493765		-2.1408768		-1.24515		-0.81696224		-0.46704865		-1.6691732		-1.110385		-0.6474991		-0.8068409		-1.0982018		-0.31631947		No		Yes		Yes		U35_44k_v1_1514		LOC_Os10g18340.2		gb|EAY78054.1| 7e-20  hypothetical protein OsI_032013 [Oryza sativa (indica cultivar-group)]		LOC_Os10g18340.1 9e-22 expressed protein		CGCTGCGTTCCTTTTTTGTATTTTATTACTGTATAAAATAATAACGTCGTGGTTGCGCTT		4256		0

		3093		CUST_39048_PI390587928		8.5719795		7.9991984		7.4305973		7.582983		8.776206		8.901408		9.290631		7.669325		9.180467		9.234011		8.979114		7.2179713		1.1520685		1.8689264		3.6301622		1.0616747		1.5246595		2.3535073		2.9251616		-1.2878921		0.6084871		0.90220976		1.860034		0.08634186		0.2042265		1.2348123		1.5485163		-0.3650117		No		Yes		Yes		U35_44k_v1_3093		LOC_Os08g39350.1		ref|NP_001062173.1| e-131  Os08g0503200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39350.1 1e-133 glycerophosphoryl diester phosphodiesterase family protein putative expressed		TGGAAGATGCTGTCTACCATTGTTGTGTATAGAATTACAGTACTTCCTTAGCTGAAAAAA		8749		AT5G55480.1

		46835		CUST_810_PI390587928		7.903507		8.037724		8.720857		8.020107		7.9989467		7.835317		7.383135		7.4538403		7.4267135		7.522104		7.8932495		7.7511845		1.0683907		-1.1506159		-2.5275187		-1.4806873		-1.3916475		-1.4296081		-1.7747394		-1.2049079		-0.47679377		-0.2024064		-1.3377218		-0.566267		0.095439434		-0.51561975		-0.82760715		-0.2689228		No		Yes		Yes		U35_44k_v1_46835		-		No hits found		No hits found		TCTACACATATCACACTTCTGACCGTCGTGCTAATTTTGGTGCTTTATTGGAGGTTTGGA		47436		0

		24475		CUST_8643_PI390587928		5.362766		5.7416997		6.1637654		5.5340934		4.9847717		4.858172		5.1686454		4.9185767		4.8692245		4.723985		4.883816		4.92283		-1.2995337		-1.8448809		-1.9932464		-1.5321066		-1.4078965		-2.024709		-2.4283051		-1.5275962		-0.49354124		-0.88352776		-0.99512005		-0.61551666		-0.37799406		-1.0177145		-1.2799497		-0.6112633		No		Yes		Yes		U35_44k_v1_24475		LOC_Os03g24510.1		ref|NP_001060465.1| 2e-25  Os07g0646800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g45260.1 5e-27 transferase transferring glycosyl groups putative expressed		ATTGCCATTGCCATTGCCAAGGGGAGGCTCTCGCTCCGCCTTTGCCATCCTCTAGTCCCG		18965		AT3G06260.1

		26965		CUST_2212_PI390587928		7.031816		7.169464		5.2377305		5.7261963		7.484674		7.685536		7.8325696		6.1605935		7.6578045		7.3270564		7.1662927		4.9415307		1.368749		1.4300561		6.0412164		1.3513461		1.5432678		1.115424		3.8067563		-1.722693		0.6259885		0.5160718		2.594839		0.43439722		0.45285797		0.1575923		1.9285622		-0.7846656		No		Yes		Yes		U35_44k_v1_26965		LOC_Os06g19370.2		gb|EAZ36716.1| 9e-35  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.2 2e-36 embryogenesis transmembrane protein putative expressed		GCTGGGAGCTGCAGGGAGGTGAGGACCTCTGTTACATCTGGGTGTTACTAGTTGGCATCT		26032		0

		24203		CUST_36972_PI390587928		7.799238		8.26769		8.146134		7.5337453		7.530007		7.699966		6.9957848		6.8820214		7.3539243		7.3809953		7.0042667		6.8141465		-1.2051655		-1.4821832		-2.2196767		-1.5710443		-1.3616104		-1.8489349		-2.206665		-1.646724		-0.44531393		-0.56772375		-1.1503496		-0.65172386		-0.26923132		-0.88669443		-1.1418676		-0.71959877		No		Yes		Yes		U35_44k_v1_24203		-		No hits found		No hits found		GTGTCCCTGTCCCGTGCGGCTGCGCCCTGCAAAATAAATACAAGAGTAAAGTATAAAAAA		21088		0

		3084		CUST_39056_PI390587928		12.550078		9.638278		9.670327		9.741607		13.85664		10.983027		10.892647		10.350406		14.048245		11.7480345		9.971416		8.903629		2.473513		2.5398607		2.3332155		1.5249891		2.8248358		4.3161845		1.2320744		-1.7875423		1.498167		1.3447495		1.2223196		0.608799		1.3065615		2.1097565		0.3010893		-0.8379774		Yes		No		No		U35_44k_v1_3084		-		gb|AAC96100.2| 2e-21  low temperature induced protein [Hordeum vulgare]		No hits found		TTAGACTTCTAGGGTCTAGCTTAAGGCAAACACCGGCGTTTCGCTCATATATGTCCATGT		6859		0

		33754		CUST_712_PI390587928		10.562324		9.72745		9.745578		10.10408		10.679326		10.892525		11.065411		10.666497		10.9597435		11.040889		10.81449		10.218562		1.0844793		2.2424476		2.4963717		1.4767412		1.3171502		2.4853318		2.0978515		1.0825862		0.39741993		1.1650743		1.3198328		0.56241703		0.11700249		1.3134384		1.0689125		0.114481926		No		Yes		Yes		U35_44k_v1_33754		LOC_Os04g32370.1		gb|EAZ30568.1| 1e-19  hypothetical protein OsJ_014051 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32370.1 2e-21 expressed protein		GTAGGCGATTTTGTACGTAAGTAGTTTGCATTCTTGGTTTTCTTCAATAGTCTTTGATGT		None		0

		46099		CUST_7525_PI390587928		10.788696		10.342565		7.957031		7.588352		10.462348		10.386608		6.6228013		6.9913635		10.146156		9.874074		7.4101357		7.545254		-1.2538357		1.0309994		-2.5214078		-1.5125561		-1.5610751		-1.383661		-1.4609381		-1.0303239		-0.64254		0.04404354		-1.3342295		-0.5969887		-0.3263483		-0.4684906		-0.546895		-0.043097973		No		Yes		Yes		U35_44k_v1_46099		LOC_Os05g51150.3		gb|EAZ35458.1| 9e-56  hypothetical protein OsJ_018941 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51150.3 2e-57 RNA polymerase sigma factor rpoD putative expressed		GGTACATGTACAGGGGTTAACCTGATTATATGTTGGTGAATAGACAATGAAAAATGAAGT		45698		AT3G53920.1

		5442		CUST_21470_PI390587928		12.421249		12.730899		11.933322		11.956001		12.216782		12.322734		10.851235		11.397107		12.201285		12.108318		11.104625		11.894172		-1.1522611		-1.3269969		-2.1170957		-1.4731396		-1.1647046		-1.5396266		-1.7760807		-1.0437887		-0.21996403		-0.40816498		-1.0820866		-0.55889416		-0.20446777		-0.6225805		-0.8286972		-0.061829567		No		Yes		Yes		U35_44k_v1_5442		LOC_Os07g23880.1		gb|EAZ39558.1| 3e-63  hypothetical protein OsJ_023041 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g23880.1 6e-65 alpha-glucosidase 2 putative expressed		GGTGCTGAAACCTAGCTTTGTTGTTTAACAATTGCTACCTGCTGCAAGTTCATTAATAAA		51524		AT3G23640.2

		24330		CUST_38965_PI390587928		9.617358		10.284541		8.92033		7.5743794		8.72614		9.400931		6.026144		5.460585		8.0119705		8.837729		7.394913		7.011284		-1.8547416		-1.8449858		-7.4342437		-4.3282814		-3.0427752		-2.7260494		-2.8786988		-1.477436		-1.6053877		-0.8836098		-2.894186		-2.1137943		-0.8912182		-1.4468117		-1.5254169		-0.56309557		Yes		Yes		Yes		U35_44k_v1_24330		LOC_Os02g16030.1		gb|EAZ22485.1| 4e-15  hypothetical protein OsJ_005968 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g16030.1 4e-19 harpin-induced protein putative expressed		TACGTACGTACAAACATACAAGGAATGAAATAGTCGTGTGGTAAATTATTTGGCGGTCAA		40317		0

		43403		CUST_36004_PI390587928		4.8721237		4.587128		6.846397		6.600303		2.7573688		3.087863		4.223658		3.8050957		1.9430014		2.5813372		3.5782204		6.259435		-4.3311644		-2.8269868		-6.1591825		-6.9413075		-7.61647		-4.016088		-9.634278		-1.2665184		-2.9291224		-1.4992652		-2.6227388		-2.7952075		-2.114755		-2.005791		-3.2681766		-0.340868		Yes		Yes		Yes		U35_44k_v1_43403		-		No hits found		No hits found		TCACCATGCATAAGATCCATGTCCATGATCACCATCACTCCAATAGCAATTTAGAGCAAA		40016		0

		20109		CUST_39033_PI390587928		6.3381076		6.618735		6.4090476		6.6789565		6.0320854		6.1251698		5.035785		5.705958		5.683632		5.5398574		5.3602624		6.2421956		-1.2362943		-1.4079198		-2.590557		-1.9629163		-1.5740438		-2.1123917		-2.068787		-1.3535619		-0.6544757		-0.49356508		-1.3732624		-0.9729986		-0.30602217		-1.0788774		-1.0487852		-0.4367609		No		Yes		Yes		U35_44k_v1_20109		LOC_Os03g16070.2		gb|EAY89385.1| 1e-33  hypothetical protein OsI_010618 [Oryza sativa (indica cultivar-group)]		LOC_Os03g16070.2 3e-35 expressed protein		TCCTCTGTGTGACTGCTAAAACTGTATGCTTATTTTACTTTAGAGAAGTGTTCAATGCAG		13637		0

		4581		CUST_17830_PI390587928		8.964249		8.640239		9.506723		10.080177		8.931397		8.227984		8.889334		8.955106		8.499904		7.9319477		8.505745		9.752625		-1.023032		-1.3307636		-1.534097		-2.1811235		-1.3796908		-1.6338676		-2.0013568		-1.2548821		-0.46434498		-0.41225433		-0.6173897		-1.1250715		-0.03285122		-0.70829105		-1.0009785		-0.32755184		No		Yes		Yes		U35_44k_v1_4581		LOC_Os11g30500.1		gb|EAY81013.1| 2e-50  hypothetical protein OsI_034972 [Oryza sativa (indica cultivar-group)]		LOC_Os11g30500.1 8e-52 HVA22-like protein e putative expressed		GAAAAATGTAGTACTCAGAGGTTTCATCTCATTCTGATCTCATTCCTGCGTCTTAAAAAA		12236		AT5G50720.1

		50874		CUST_15467_PI390587928		6.8796716		6.70711		6.12213		6.7569213		6.9281616		7.37912		8.350891		7.249308		7.1280975		7.83637		8.21886		7.207436		1.034182		1.5932912		4.687313		1.4067703		1.1879103		2.1874652		4.277387		1.3665278		0.24842596		0.67200994		2.2287612		0.49238682		0.048490047		1.1292601		2.0967298		0.4505148		No		Yes		Yes		U35_44k_v1_50874		LOC_Os02g01740.1		gb|EAZ21432.1| 2e-60  hypothetical protein OsJ_004915 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g01740.1 6e-62 U5 small nuclear ribonucleoprotein 200 kDa helicase putative expressed		CTTCTTGGTTTGTTAGGGTTGTCTGTGACATGAAGTGGATATACTAGAACAGATTTAGAA		None		AT2G42270.1

		9268		CUST_8754_PI390587928		4.707564		4.5736985		4.81712		5.1564326		3.9121578		4.3882027		3.0773237		4.018155		3.6877136		3.7149384		3.4244194		4.8761406		-1.7355659		-1.1372077		-3.3398802		-2.2011807		-2.0277085		-1.8134791		-2.6256974		-1.2144407		-1.0198503		-0.18549585		-1.7397964		-1.1382775		-0.7954061		-0.8587601		-1.3927007		-0.28029203		No		Yes		Yes		U35_44k_v1_9268		LOC_Os06g49670.2		dbj|BAD53645.1| 6e-39  putative crp1 protein [Oryza sativa Japonica Group]		LOC_Os06g49670.2 1e-40 crp1 protein-like putative expressed		GTTTGTCTGTGTGCCGCAATCTCTAGAATTCTCCCCAGTATAATTCTTACGCCCAACTTG		21322		AT5G42310.1

		17798		CUST_30567_PI390587928		9.105544		9.543072		8.556735		9.306508		8.522282		9.546454		4.8081326		6.162599		7.100701		7.7131934		6.7186546		8.085719		-1.4982334		1.0023475		-13.441315		-8.839158		-4.013451		-3.5550709		-3.5753398		-2.3307414		-2.0048432		0.0033826828		-3.7486024		-3.143909		-0.58326244		-1.8298783		-1.8380804		-1.220789		Yes		Yes		Yes		U35_44k_v1_17798		LOC_Os05g48260.1		gb|EAZ13681.1| e-104  hypothetical protein OsJ_003506 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56360.1 1e-106 expressed protein		GAGACCAACGTTGCGAATCAAATGTATTAGGACAATATTATTGTTGGACAAGGATTTATC		8169		AT3G49190.1

		46380		CUST_8255_PI390587928		5.468637		5.6373343		5.437857		4.78022		5.3848763		5.112764		3.7109795		3.9523754		4.8827624		4.5463758		3.923591		4.289488		-1.059777		-1.4385052		-3.3101065		-1.7750314		-1.5009485		-2.1301553		-2.8565352		-1.4051578		-0.58587456		-0.52457047		-1.7268777		-0.8278446		-0.08376074		-1.0909586		-1.5142663		-0.4907322		No		Yes		Yes		U35_44k_v1_46380		LOC_Os05g32530.1		gb|EAZ34187.1| 1e-33  hypothetical protein OsJ_017670 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32530.1 2e-35 mannosylglycoprotein endo-beta-mannosidase putative expressed		ACATGACCGATATCAAGTTCCATGCTGACATGAACTTCAATATGCTTCGCTGTTGGGGTG		46445		AT1G09010.1

		8501		CUST_24770_PI390587928		3.3819792		2.9387102		2.2649758		2.6724083		3.1138294		4.000013		4.182514		3.9137204		3.3388379		4.0916843		3.3249366		2.622369		-1.2042625		2.0868149		3.7777793		2.3641343		-1.0303549		2.2237184		2.0848749		-1.0352931		-0.043141365		1.0613027		1.9175384		1.241312		-0.26814985		1.1529741		1.0599608		-0.05003929		No		Yes		Yes		U35_44k_v1_8501		LOC_Os10g09990.1		ref|NP_001042176.1| 3e-12  Os01g0175900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g09990.1 6e-12 cytokinin-O-glucosyltransferase 3 putative expressed		AAGATCCTAAATGCTAACTTGCGTCATTTGTACCGGCAGCACAGCATCCTGTTGGTTCTT		41487		0

		38618		CUST_7318_PI390587928		4.6281047		4.359095		4.4295554		4.5885663		4.1226325		3.5686905		2.3728256		3.3614588		3.7954109		3.8861523		3.120467		3.803836		-1.4195879		-1.7295594		-4.160422		-2.3409717		-1.7810078		-1.3879377		-2.4778492		-1.7227701		-0.8326938		-0.79040456		-2.0567298		-1.2271075		-0.5054722		-0.47294283		-1.3090885		-0.7847302		Yes		No		No		U35_44k_v1_38618		-		sp|P32024|JI23_HORVU 9e-64  23 kDa jasmonate-induced protein		LOC_Os04g24478.1 4e-21 jasmonate-induced protein putative		GCGTTTAGTCATAAGTATTTATTTTTTCTCATGTAACCATGCCACATCATCAAGTCATGC		27395		0

		23661		CUST_23334_PI390587928		8.3477335		7.952601		8.590453		8.703686		7.729406		7.7671657		7.5573573		7.5710526		7.5230255		7.308893		7.9062004		8.50346		-1.5350946		-1.1371601		-2.0464108		-2.1925857		-1.7711765		-1.5623392		-1.6068695		-1.1488782		-0.824708		-0.1854353		-1.0330958		-1.1326332		-0.6183276		-0.64370775		-0.68425274		-0.20022583		No		Yes		Yes		U35_44k_v1_23661		-		No hits found		No hits found		TAGCTCTAAACTTATGCTCTGGCCTCACCCTTGCGATCAACTTTTGTTTGGATGGATAAA		20198		0

		15319		CUST_28780_PI390587928		7.190993		7.5341244		8.120866		7.240434		7.0758076		7.173549		6.622004		6.5081406		6.777303		6.7142816		6.895891		7.1468587		-1.0831141		-1.2839377		-2.8261964		-1.6612781		-1.3320882		-1.7652136		-2.3375134		-1.0670114		-0.4136896		-0.3605752		-1.4988618		-0.7322936		-0.11518526		-0.8198428		-1.2249746		-0.09357548		No		Yes		Yes		U35_44k_v1_15319		LOC_Os08g14440.2		gb|EAZ42007.1| 8e-67  hypothetical protein OsJ_025490 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14440.2 6e-75 expressed protein		AATAGCAGAGCATCCTGATTGGACCCAAATGTCATCTCTATAATTTTCACTGGTAAAAAA		2962		AT1G16880.1

		3923		CUST_23097_PI390587928		13.266861		13.189187		13.50887		13.239326		13.387149		12.641339		11.777016		12.219356		13.216165		12.18291		12.153866		12.347796		1.0869517		-1.4619032		-3.321545		-2.0278766		-1.0357648		-2.0087209		-2.5579789		-1.8551413		-0.050696373		-0.54784775		-1.7318544		-1.0199699		0.120287895		-1.0062771		-1.3550043		-0.8915291		No		Yes		Yes		U35_44k_v1_3923		LOC_Os02g44108.1		dbj|BAD06319.1| e-140  putative beta-expansin [Triticum aestivum]		LOC_Os02g44108.1 8e-95 beta-expansin 4 precursor putative expressed		AGGAGACGATTGAGCTGCAGCTAAAGCTGCATGTCGATGTACCCAAGTTGTGTGTTTTTT		2967		AT2G45110.1

		30378		CUST_31614_PI390587928		1.5402489		1.7835153		1.6259661		1.6960759		1.7231579		2.4738188		7.6442046		5.1394506		1.9807488		2.9202795		6.6828322		2.4530363		1.1351705		1.6136229		64.814224		10.87825		1.3570745		2.1988728		33.286522		1.6899264		0.4404999		0.69030344		6.0182385		3.4433746		0.18290901		1.1367642		5.056866		0.7569604		Yes		Yes		Yes		U35_44k_v1_30378		LOC_Os01g04580.1		gb|EAZ10465.1| 3e-21  hypothetical protein OsJ_000290 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04580.1 8e-23 Ser/Thr protein kinase putative expressed		CTGCATCTCCATGTGTATTGTTACATAGGTCCAGCTCTTATTGGAGCCTTAAGGAATATG		30278		AT1G67000.1

		7696		CUST_11050_PI390587928		6.572347		5.920063		3.4903286		4.428498		5.4062347		4.430144		2.8508549		2.8188999		5.3523808		4.374534		2.252919		2.8445146		-2.2440617		-2.8087325		-1.5577607		-3.0516677		-2.329413		-2.9191105		-2.357748		-2.9979641		-1.2199664		-1.4899192		-0.6394737		-1.6095979		-1.1661124		-1.5455289		-1.2374096		-1.5839832		Yes		No		No		U35_44k_v1_7696		LOC_Os02g43250.1		ref|NP_001047577.1| e-165  Os02g0647300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43250.1 1e-167 receptor-like protein kinase precursor putative expressed		CGCATTCGTATGTACGTATACTTTAGTTTCATCATCATACTATCCGGATGATGAACTATA		23090		AT5G66330.1

		46497		CUST_15540_PI390587928		3.2560084		3.9567006		4.0430255		4.5684743		2.3262675		2.1708176		1.8214909		2.705942		2.1026824		2.0087729		2.5703065		4.3005557		-1.9049338		-3.4482944		-4.663893		-3.636454		-2.2242608		-3.8581994		-2.7754447		-1.2040694		-1.153326		-1.785883		-2.2215347		-1.8625324		-0.9297409		-1.9479277		-1.472719		-0.2679186		Yes		Yes		Yes		U35_44k_v1_46497		-		No hits found		No hits found		TCTGTACAAGGGCCCTACTGAAAATTTGTGAAACATGGTCCCTATTCGTTGCGCAAAAAA		26395		0

		42040		CUST_1352_PI390587928		4.774288		6.7682586		7.159958		6.3475127		4.327988		6.110826		6.108692		5.883621		4.1142693		5.252435		5.6052756		5.929395		-1.3625413		-1.5772731		-2.0723472		-1.3792572		-1.5801034		-2.8596199		-2.9376903		-1.336183		-0.6600189		-0.65743256		-1.0512657		-0.4638915		-0.44630003		-1.5158234		-1.5546823		-0.41811752		Yes		No		No		U35_44k_v1_42040		-		emb|CAH67300.1| e-106  OSIGBa0102D10.3 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53520.1 3e-69 ATP binding protein putative expressed		ATGGGAAATGGGTACATTCTTCCCACGGATCAGGAGGATCTTGTTAATCTAAAACTTCAG		37390		AT3G12020.1

		6597		CUST_3097_PI390587928		5.336569		5.248215		5.051103		5.003115		4.932016		4.7835774		4.437284		3.896636		4.9667397		4.8139772		4.854559		4.570944		-1.3236786		-1.3799708		-1.5303049		-2.1531954		-1.2921999		-1.3511969		-1.1459501		-1.3492627		-0.36982918		-0.46463776		-0.6138191		-1.1064792		-0.40455294		-0.43423796		-0.19654417		-0.43217134		No		Yes		Yes		U35_44k_v1_6597		LOC_Os07g41660.1		gb|EAZ04660.1| 4e-49  hypothetical protein OsI_025892 [Oryza sativa (indica cultivar-group)]		LOC_Os07g41660.1 2e-49 expressed protein		CTGAAATCATTTGTGTGCTGGTTTTGCTCCTCCCAATATAAGAACCATTGTGCATCCAAA		15201		AT5G65650.1

		36820		CUST_27734_PI390587928		4.9820538		5.9220047		4.6264725		2.9982665		4.5516753		5.2182484		2.1614735		2.3469353		3.401062		4.040551		2.4604058		2.3536298		-1.347587		-1.6287401		-5.5212655		-1.5706167		-2.9917543		-3.6844609		-4.4879813		-1.5633454		-1.5809917		-0.70375633		-2.464999		-0.6513312		-0.43037844		-1.8814535		-2.1660666		-0.64463663		Yes		No		No		U35_44k_v1_36820		LOC_Os02g40430.1		gb|EAZ23824.1| 7e-35  hypothetical protein OsJ_007307 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40430.1 2e-36 HEAT repeat family protein expressed		CAATGGAATATACTTCGAGCAGAAGATCTCATGTTCCGTCATATCCATGTGTGTGTTGAA		32206		AT2G20190.1

		29653		CUST_8877_PI390587928		5.611543		5.748856		4.885677		4.9688053		6.155951		6.1176		6.5509377		5.1364903		6.186392		7.2546277		6.4185357		5.872486		1.4584216		1.291228		3.1717098		1.1232547		1.4895211		2.839765		2.8935866		1.870833		0.57484865		0.3687439		1.6652608		0.16768503		0.54440784		1.5057716		1.5328588		0.9036808		Yes		Yes		Yes		U35_44k_v1_29653		-		No hits found		No hits found		GTTCGTACATTATACTATGTTGGCTCTTTGGAGCCTTATAATAAATGATGTGTTGTAGAG		29039		0

		44686		CUST_21762_PI390587928		4.421449		4.328672		3.9911678		4.1245437		3.2358837		3.599406		4.4268875		1.5378107		3.295023		4.9811687		3.4847806		2.3863506		-2.2745252		-1.6577953		1.3525854		-6.007367		-2.1831727		1.5718863		-1.4204886		-3.3361704		-1.1264262		-0.7292659		0.43571973		-2.5867329		-1.1855655		0.6524968		-0.50638723		-1.738193		Yes		Yes		Yes		U35_44k_v1_44686		-		gb|EAY81437.1| 3e-18  hypothetical protein OsI_035396 [Oryza sativa (indica cultivar-group)]		LOC_Os11g37270.1 9e-20 expressed protein		TGAAATGTCAACACTGGCAAGACCTGGTAAGGAAGGAACAATGTGTGCAACAGTGCATGA		2413		0

		17304		CUST_25280_PI390587928		10.721374		11.05734		10.390101		11.285355		9.969402		10.042914		10.269157		10.13142		9.893977		10.125467		10.249236		10.800984		-1.6840923		-2.020098		-1.0874462		-2.2251992		-1.7744801		-1.9077504		-1.1025662		-1.398975		-0.8273964		-1.0144253		-0.12094402		-1.1539345		-0.75197124		-0.93187237		-0.14086533		-0.48437023		No		Yes		Yes		U35_44k_v1_17304		LOC_Os10g33630.2		ref|NP_001064844.1| e-125  Os10g0476000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33630.2 1e-127 adaptin ear-binding coat-associated protein 2 putative expressed		TCATACTGACCTCCACTTGTATTCTGCCCTGAAAGATTCGAGAGTACTGTTTATGCGAAA		8531		AT1G03900.1

		20621		CUST_16249_PI390587928		8.931509		7.8248653		7.707159		7.756535		8.496665		6.9663334		4.207717		5.73489		7.7489753		6.6181216		5.6841164		7.176384		-1.3517647		-1.8131924		-11.309334		-4.0604653		-2.2697506		-2.3081608		-4.0644007		-1.4950058		-1.1825337		-0.85853195		-3.499442		-2.021645		-0.43484402		-1.2067437		-2.0230427		-0.5801511		Yes		Yes		Yes		U35_44k_v1_20621		LOC_Os09g37620.1		ref|NP_001063855.1| e-104  Os09g0548400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37620.1 1e-106 monooxygenase/ oxidoreductase putative expressed		CAGCAAGTCTTTATTTGAGCAAGTTTGTTTTACCTTCACTACAGGAAATAACTCTACAGT		13704		AT1G19250.1

		44494		CUST_3470_PI390587928		7.72718		7.7427006		6.2575684		6.432236		7.431906		7.451216		3.8617		4.230927		6.9088664		6.6368403		4.6582046		5.8837624		-1.2271178		-1.2238989		-5.2629375		-4.598965		-1.7633436		-2.1522717		-3.0300965		-1.4625378		-0.8183136		-0.29148436		-2.3958683		-2.2013092		-0.29527378		-1.1058602		-1.5993638		-0.54847383		Yes		Yes		Yes		U35_44k_v1_44494		LOC_Os03g59210.1		ref|NP_001051638.1| 1e-20  Os03g0806800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59210.1 2e-22 expressed protein		ATCCTGTACAAGGATGTCAAGTCCTGCGAGGACGAAGACGTGCACGTCCTCTGGTCCATC		42284		0

		29362		CUST_36546_PI390587928		10.085798		8.591778		10.352672		10.120548		10.017842		8.465474		8.934236		8.805426		10.123089		8.496523		9.431235		8.869205		-1.0482305		-1.0914936		-2.672956		-2.4882348		1.0261848		-1.0682541		-1.8939999		-2.380629		0.037290573		-0.12630367		-1.418436		-1.3151226		-0.06795597		-0.0952549		-0.9214363		-1.2513428		No		Yes		Yes		U35_44k_v1_29362		LOC_Os01g42110.1		ref|NP_001043522.1| 3e-29  Os01g0605700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42090.1 7e-31 seven-transmembrane-domain protein 1 putative expressed		GATGCTTCAACCAGTGTGGTGCTAGTAGTATTTGTTAGCTATAGTCTGAGTGTTCCTTTT		28625		AT3G28007.1

		18976		CUST_26476_PI390587928		5.971972		5.6516433		4.995094		5.7830377		7.8645744		8.292838		10.052764		8.329888		8.642997		8.369206		9.313732		5.4563813		3.7130442		6.238481		33.305077		5.8435726		6.3688145		6.5776086		19.954447		-1.2541034		2.6710248		2.6411948		5.05767		2.5468507		1.8926024		2.7175632		4.3186383		-0.32665634		Yes		Yes		Yes		U35_44k_v1_18976		LOC_Os08g01310.1		gb|EAZ05289.1| e-157  hypothetical protein OsI_026521 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01310.1 1e-157 MAP3K-like protein kinase putative expressed		AAAGGGTCTCTTTCCTTGGAGTTCTGATATATTTCCACATGGCCAGTTCATATATGCTTT		15009		AT4G36945.1

		39235		CUST_10465_PI390587928		2.521176		3.648322		4.2466526		4.3555436		1.5254086		2.3445394		2.2175283		3.935854		2.7152283		2.5849502		2.5411432		3.151394		-1.9941411		-2.4687533		-4.08157		-1.3376398		1.1439724		-2.0898101		-3.2614408		-2.3040144		0.19405222		-1.3037827		-2.0291243		-0.41968966		-0.9957675		-1.0633719		-1.7055094		-1.2041497		Yes		No		No		U35_44k_v1_39235		LOC_Os07g46800.1		dbj|BAC10084.1| 1e-05  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os07g46800.1 2e-07 expressed protein		AATTCTTTTTGAGAAGCCATGGGTCGATTTGCTAAGGCCATGGCAAAAAGCCATGACCAC		35286		0

		29513		CUST_35365_PI390587928		3.9345648		3.4534254		3.8304265		3.9555576		2.830555		2.7708282		2.8761027		2.1232681		2.4875243		2.690216		2.133372		2.4055784		-2.149513		-1.6050266		-1.9376712		-3.5610173		-2.726482		-1.697262		-3.2423828		-2.9281292		-1.4470406		-0.68259716		-0.95432377		-1.8322895		-1.1040099		-0.76320934		-1.6970544		-1.5499792		Yes		No		No		U35_44k_v1_29513		-		No hits found		No hits found		ATGTCTAATGTATATGCTTGCATGTGGTGCTTCTTCCTTGTCGTGCTAAATCCGGTGAGC		28826		0

		46923		CUST_33491_PI390587928		8.876508		10.018216		9.763541		9.53864		8.486681		9.809543		8.508298		8.964498		8.243669		9.287923		9.224362		9.053529		-1.3102361		-1.1556251		-2.387074		-1.4887923		-1.5506135		-1.6589763		-1.4531451		-1.3996937		-0.6328392		-0.20867348		-1.2552433		-0.57414246		-0.38982677		-0.7302933		-0.53917885		-0.48511124		No		Yes		Yes		U35_44k_v1_46923		-		gb|AAY32555.1| 2e-37  CRT/DRE binding factor 13 [Triticum monococcum]		LOC_Os09g35020.1 6e-14 dehydration-responsive element-binding protein 1D putative expressed		AGATTTGACTTTGTGCCTATTTTCCCTTTGCAAAGGTTTTCCTTTTATGGGAGGAGACTC		47602		0

		1902		CUST_36257_PI390587928		7.561676		7.147013		5.2492123		7.1441255		7.320166		7.161663		9.531188		10.481486		8.040269		7.2230935		8.684459		8.561428		-1.1822293		1.0102062		19.453741		10.107546		1.393384		1.0541501		10.817135		2.6708567		0.47859287		0.014649868		4.2819757		3.3373609		-0.24150991		0.07608032		3.4352465		1.4173026		No		Yes		Yes		U35_44k_v1_1902		LOC_Os01g27210.1		emb|CAD29476.1| e-118  glutathione transferase F3 [Triticum aestivum]		LOC_Os01g27210.1 1e-77 glutathione S-transferase IV putative expressed		GAGATATTTGTGTCTCACGGCTGAATAAAATGCAAAATGCTTTTGGGTTTTTAGGAAACA		12387		AT3G62760.1

		42058		CUST_1321_PI390587928		5.4860005		5.906964		6.731272		6.3054395		5.3401437		5.515673		6.00009		5.9967904		5.3991523		5.438587		5.4809356		5.7113976		-1.1063876		-1.3115662		-1.6599987		-1.2385473		-1.0620475		-1.3835518		-2.3789692		-1.5094697		-0.08684826		-0.39129066		-0.7311821		-0.30864906		-0.14585686		-0.46837664		-1.2503366		-0.5940418		No		Yes		Yes		U35_44k_v1_42058		LOC_Os02g07630.1		gb|EAZ21910.1| 8e-46  hypothetical protein OsJ_005393 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07630.1 1e-47 copper-transporting ATPase RAN1 putative expressed		GGAAGTATCTAGCTCAGTAATTGGAGGCACCATGAACCTAAATGGCACCCTTCACATACA		37424		AT5G44790.1

		8971		CUST_7505_PI390587928		7.272823		6.2805877		5.666836		6.703755		7.979407		6.86517		9.557487		9.597741		8.26929		7.9122868		9.354861		8.410039		1.6319355		1.4996048		14.832098		7.433214		1.9951084		3.0987773		12.888617		3.2631924		0.9964671		0.5845823		3.8906507		2.8939862		0.706584		1.6316991		3.6880255		1.706284		Yes		Yes		Yes		U35_44k_v1_8971		LOC_Os06g08032.1		gb|AAP95024.1| 3e-80  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 2e-63 flavonol synthase/flavanone 3-hydroxylase putative expressed		AATAGCCAAGCTCCTGGACCTTGATGAGGATTACTTCGTCAAGCAAATATCAAACAAGGC		16953		AT5G20400.1

		43511		CUST_30518_PI390587928		7.909612		8.7241335		8.10753		8.890069		8.163207		8.783907		10.47892		8.886221		8.73709		9.037826		10.183372		8.465418		1.1921741		1.042302		5.1743956		-1.0026709		1.7745804		1.2428844		4.2159038		-1.3422478		0.82747793		0.059773445		2.3713903		-0.0038480759		0.25359488		0.3136921		2.075842		-0.42465115		No		Yes		Yes		U35_44k_v1_43511		-		No hits found		No hits found		GCGCTTTTGTAGTTGGATTTTTACTGGAAGGGAAGTTAAAGTCGTTAACCGAGGAAAAAA		40266		0

		7054		CUST_41366_PI390587928		4.3038363		4.5272145		5.1413875		4.6719723		4.0282416		3.6754901		3.1855404		3.4530332		3.6713266		3.750714		3.3753498		4.365501		-1.210493		-1.8046566		-3.8794363		-2.3277547		-1.5502595		-1.7129707		-3.4011855		-1.2366792		-0.6325097		-0.8517244		-1.955847		-1.2189391		-0.2755947		-0.77650046		-1.7660377		-0.30647135		Yes		Yes		Yes		U35_44k_v1_7054		LOC_Os02g56950.1		ref|NP_001048494.1| 5e-88  Os02g0814600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56950.1 1e-89 expressed protein		TACTTGCTTGATGAACGCACTGTTCGGATTGTGTCCGGATCTAGTTTTATCTTTGGTGCC		16461		0

		47166		CUST_12187_PI390587928		7.71455		7.1231804		7.9999204		8.035119		7.392046		7.073563		7.0767465		7.002365		7.2021904		7.1125264		7.5597596		7.8936563		-1.2504991		-1.0349903		-1.8962826		-2.0459259		-1.4263812		-1.0074121		-1.3567555		-1.1030229		-0.5123596		-0.04961729		-0.9231739		-1.032754		-0.32250404		-0.010653973		-0.44016075		-0.1414628		No		Yes		Yes		U35_44k_v1_47166		LOC_Os03g14290.1		gb|EAZ26262.1| 2e-08  hypothetical protein OsJ_009745 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14290.1 4e-10 expressed protein		GGCACCTTGTATCAATTTCAACTTGCATTAACATATACACGTTTGTTCAGTTGTAGCATT		47998		0

		5197		CUST_16442_PI390587928		4.698356		4.0028534		5.791044		5.2214932		4.350983		3.4543533		3.5887556		2.8156822		4.0148463		3.779642		4.4215627		5.040502		-1.272242		-1.4625643		-4.602088		-5.299334		-1.6060423		-1.1673291		-2.583777		-1.1336625		-0.6835098		-0.54850006		-2.2022886		-2.405811		-0.347373		-0.22321129		-1.3694816		-0.18099117		Yes		Yes		Yes		U35_44k_v1_5197		LOC_Os04g53760.2		ref|NP_001053970.1| e-167  Os04g0629700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53760.2 1e-169 kinesin-1 putative expressed		ACCAGCCGATGCATCAACAATGAATCCATGATGCTGATAATATGATTGCGCGTCAAAAAA		11606		AT4G05190.1

		18702		CUST_6017_PI390587928		12.861095		10.311358		10.266723		10.165717		12.891032		10.241634		7.5950675		9.308963		13.48578		10.539841		8.309157		9.674484		1.0209674		-1.049516		-6.371598		-1.8109596		1.5418735		1.1716018		-3.8840594		-1.4056456		0.62468433		-0.06972408		-2.6716552		-0.8567543		0.02993679		0.22848225		-1.9575653		-0.49123287		No		Yes		Yes		U35_44k_v1_18702		LOC_Os10g39770.1		ref|NP_001065202.1| 9e-77  Os10g0544600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39770.1 2e-78 RING-H2 finger protein ATL2B putative expressed		ATGGATTGGGAATGTGAACTTGTGGATAAGAAACAAAGAATTTGTTCGGGGCTCAAAAAA		9457		AT4G35840.1

		7186		CUST_37013_PI390587928		6.2643266		6.749082		6.354487		6.3292565		5.344153		5.663973		4.349301		4.6341224		5.002813		5.875059		4.2741656		5.1045933		-1.892343		-2.121536		-4.014405		-3.23807		-2.3974717		-1.8327664		-4.229014		-2.337009		-1.2615137		-1.0851092		-2.005186		-1.6951342		-0.92017365		-0.87402296		-2.0803213		-1.2246633		Yes		No		No		U35_44k_v1_7186		LOC_Os04g01500.1		emb|CAH67825.1| 7e-12  B0616E02-H0507E05.1 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01500.1 2e-13 expressed protein		TTGCTCTCTCGATCCACCTAGCTAGCTGAACCACGGTTGCAAGAGCTAGCTAGCCAGCCA		None		0

		2599		CUST_25284_PI390587928		8.743961		8.936746		7.8927894		8.869359		9.0282135		9.451554		10.558162		9.634267		9.340232		9.637054		10.032443		9.167863		1.2177788		1.4288046		6.34391		1.6992614		1.5118034		1.6248525		4.4065623		1.2298683		0.59627056		0.51480865		2.6653724		0.76490784		0.28425217		0.7003088		2.1396537		0.29850388		Yes		Yes		Yes		U35_44k_v1_2599		-		gb|ABN45792.1| e-105  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11890.1 3e-83 protein kinase domain containing protein expressed		CTTTTTGTTATCAAGAGAGAACAATTTTGCGCACTTTTGCCTTTTCATGTCACTTCGAAA		6547		AT4G23180.1

		30898		CUST_21652_PI390587928		6.917394		7.0014367		7.4204936		7.198881		8.067938		9.187644		10.163292		8.20813		7.916143		9.453605		10.488912		8.166818		2.2199755		4.551075		6.693674		2.0128627		1.9982662		5.4723783		8.38853		1.9560409		0.9987488		2.1862073		2.7427983		1.0092487		1.1505437		2.452168		3.068418		0.9679365		Yes		Yes		Yes		U35_44k_v1_30898		-		No hits found		No hits found		TGTGACCCCTGCGTGTATGAACATATTATGCAAGACTCTTCCGAGTCTTCTAAATAAATG		31016		0

		28092		CUST_36944_PI390587928		2.7540977		2.9710238		3.6677132		4.710791		4.273684		6.8649316		8.057614		6.652387		5.184898		8.343179		8.069173		7.083898		2.8670883		14.865621		20.964859		3.8413036		5.391924		41.417114		21.1335		5.180556		2.4308002		3.8939078		4.389901		1.941596		1.5195863		5.372155		4.4014597		2.373107		Yes		Yes		Yes		U35_44k_v1_28092		LOC_Os03g54790.1		gb|AAG49003.1| 0.0  putative ABC transporter [Hordeum vulgare subsp. vulgare]		LOC_Os03g54790.1 0.0 ATP-binding cassette sub-family B member 10 mitochondrial precursor putative expressed		TCAACTTCTTGACCGTATTTCCTCGATGAAAAATTCAGGGAACAAATGTCCAAAAAATGA		26719		AT5G39040.1

		3465		CUST_31022_PI390587928		7.052837		6.399718		6.6348453		7.2704864		7.1004157		7.7022		9.135192		11.011575		6.404003		7.046327		9.430804		9.1140585		1.0335289		2.466529		5.6582136		13.3714905		-1.5679002		1.5654846		6.9449244		3.5889757		-0.64883375		1.3024821		2.5003467		3.7410884		0.04757881		0.6466093		2.795959		1.8435721		Yes		No		No		U35_44k_v1_3465		LOC_Os04g49194.1		gb|ABB20895.1| e-167  flavanone 3-hydroxylase [Triticum aestivum]		LOC_Os04g49194.1 1e-164 naringenin2-oxoglutarate 3-dioxygenase putative expressed		GCGTGTCTTGACGTTCATTTTGTCTTGTATTTAACATTCTAAAAAATTGCTCCCTGTTTC		11212		AT5G24530.1

		705		CUST_41532_PI390587928		12.046933		10.256379		9.686044		9.712337		10.502592		10.98766		14.261781		15.169404		9.72228		9.765862		14.905502		12.42645		-2.9167082		1.6601129		23.84702		43.927956		-5.0094547		-1.4049479		37.25749		6.561898		-2.3246536		0.7312813		4.575737		5.4570675		-1.5443411		-0.49051666		5.2194586		2.7141132		No		Yes		Yes		U35_44k_v1_705		LOC_Os01g28450.1		emb|CAA52893.1| 5e-79  PR-1a pathogenesis related protein (Hv-1a) [Hordeum vulgare subsp. vulgare]		LOC_Os01g28500.1 2e-60 pathogenesis-related protein PRMS precursor putative expressed		CTATGTATTCTCCTCTCCATCATGGACTGTAATAAATAATGAGCTTTTTTACTGTACCCT		2214		AT4G33720.1

		10125		CUST_6085_PI390587928		9.354126		9.7893915		9.319096		9.788545		9.360095		9.658447		10.375419		10.632295		9.234509		9.659348		10.367993		10.4227		1.004146		-1.0950102		2.0796244		1.7947091		-1.086446		-1.0943271		2.0689485		1.5520288		-0.11961651		-0.13094425		1.056323		0.84375		0.0059690475		-0.13004398		1.0488977		0.6341553		No		Yes		Yes		U35_44k_v1_10125		LOC_Os02g56180.1		ref|NP_001048442.1| 2e-51  Os02g0805600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56180.1 4e-53 quinone oxidoreductase putative expressed		GCATTGATGTGCTATCTATCGTGTAAATTGGTTCTTGAAATGCTGATGAAAGTGGATATA		48881		AT4G21580.1

		710		CUST_41520_PI390587928		8.452455		7.507366		7.1303296		8.304391		8.794895		9.368304		12.119225		12.6009245		9.044937		9.879322		12.3237505		11.952201		1.2678996		3.6324377		31.754627		19.651037		1.5078392		5.1764245		36.5911		12.534304		0.59248257		1.8609381		4.988895		4.2965336		0.3424406		2.3719559		5.193421		3.64781		Yes		Yes		Yes		U35_44k_v1_710		LOC_Os05g33130.1		ref|NP_001055476.1| e-128  Os05g0399300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g33130.1 1e-129 basic endochitinase A precursor putative expressed		CACGCGCGCGTCAGCAACGAGTAAATAAATGGATGAAAGTCTTCTCATTTATCCAAAAAA		4174		AT3G12500.1

		11027		CUST_2137_PI390587928		4.32376		4.033691		4.672924		4.7507496		3.9457557		4.3442483		4.3371644		3.7323854		3.9324868		4.059671		4.967931		4.66419		-1.2995429		1.2401867		-1.2620418		-2.025621		-1.3115504		1.0181711		1.2268907		-1.0618352		-0.39127326		0.31055737		-0.33575964		-1.0183642		-0.3780043		0.025979996		0.29500675		-0.08655977		No		Yes		Yes		U35_44k_v1_11027		LOC_Os01g33800.1		No hits found		No hits found		TTATTGCAAGTACAATGAGCTTTTGCAAGTGAAAGGTGTCTTGCAAGTTTGCTGTTTAAA		42123		0

		40377		CUST_11507_PI390587928		7.5266395		8.490392		8.072694		8.580592		7.555237		9.893761		10.350747		10.411254		8.261963		9.747184		9.451798		8.147864		1.0200199		2.6451857		4.85023		3.557002		1.6647706		2.389638		2.601069		-1.3497833		0.7353234		1.403369		2.2780533		1.8306618		0.028597355		1.2567921		1.3791046		-0.4327278		Yes		No		No		U35_44k_v1_40377		LOC_Os07g45510.1		gb|EAZ40900.1| 9e-26  hypothetical protein OsJ_024383 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g45490.1 1e-27 conserved hypothetical protein		GACCAAAGCAATTTCAGTTTCATGACTCGTGAGCATAGATCGATAGATATGAACCTCTTC		None		AT4G14280.1

		14246		CUST_10875_PI390587928		9.494363		8.630034		8.592242		8.198457		9.656428		9.373151		9.967468		9.002486		10.077418		9.720935		9.757638		8.253503		1.1188879		1.6737875		2.5940855		1.7459708		1.4980185		2.1300695		2.2429473		1.0388923		0.5830555		0.7431164		1.375226		0.80402946		0.1620655		1.0909004		1.1653957		0.05504608		No		Yes		Yes		U35_44k_v1_14246		LOC_Os07g09010.1		dbj|BAC83908.1| 1e-48  putative nodule-specific protein [Oryza sativa Japonica Group]		LOC_Os07g09010.1 2e-50 nitrate and chloride transporter putative expressed		TTTTCAGCAATAATCCGTAAATTTCCTCCGCTGTTTGCGGATCGGACCGATTCTTCCAAA		39085		AT2G39210.1

		44046		CUST_555_PI390587928		3.1846178		3.18042		2.3636088		3.5743916		4.160196		5.3411994		6.537473		5.9669003		4.664249		5.6777534		6.0107245		3.7363427		1.966429		4.471564		18.049217		5.250696		2.7887743		5.6464086		12.528274		1.1187992		1.4796312		2.1607795		4.1738644		2.3925087		0.97557807		2.4973335		3.6471157		0.16195107		Yes		Yes		Yes		U35_44k_v1_44046		LOC_Os09g38850.1		gb|EAZ07518.1| 1e-08  hypothetical protein OsI_028750 [Oryza sativa (indica cultivar-group)]		LOC_Os08g39210.1 2e-10 OsWAK74 - OsWAK receptor-like protein kinase expressed		TTCAAGCTCACCTGCGTCGATCACGGAAGCAGCAAGATCCCGAGGCTTCTATTGGGAGAC		41475		0

		50899		CUST_15419_PI390587928		7.0150337		5.9401135		6.785827		7.3055882		7.285274		7.258148		7.6011696		7.14876		7.5541873		7.9661994		7.9933333		7.5341916		1.2060087		2.4932623		1.7597158		-1.1148336		1.4531198		4.0729833		2.309381		1.1717001		0.5391536		1.3180346		0.8153424		-0.1568284		0.2702403		2.0260859		1.2075062		0.22860336		Yes		No		No		U35_44k_v1_50899		LOC_Os03g37720.1		ref|NP_001050525.1| 4e-34  Os03g0573500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g37720.1 9e-36 NBS-LRR type disease resistance protein Rps1-k-1 putative		TGTGTAATTGGTTTAAGAGTCCTAAGGGATCTATGCATCCATCTGAATCGTACTAAAAAA		None		0

		25241		CUST_16999_PI390587928		8.328286		8.393366		7.460073		8.481629		8.100387		9.477914		11.291794		10.742213		8.268947		9.692116		11.056553		10.946853		-1.1711286		2.1207108		14.238456		4.791854		-1.0419886		2.4601562		12.096183		5.5221243		-0.059339523		1.084548		3.8317208		2.2605839		-0.22789955		1.2987499		3.59648		2.4652233		Yes		Yes		Yes		U35_44k_v1_25241		LOC_Os04g35130.1		gb|EAZ30780.1| 6e-25  hypothetical protein OsJ_014263 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35130.1 1e-26 expressed protein		TGTACAGATGAATTTTGTCGCCAGCATCGGGATGGATATGAATGATCACGCGTTTCTTGC		None		AT4G35170.1

		21761		CUST_754_PI390587928		5.9909844		6.2206726		6.522062		6.0823903		5.420831		5.575169		5.599075		5.3358464		5.0680423		5.159958		5.406095		5.6487107		-1.4846812		-1.5642852		-1.8960369		-1.6777687		-1.895978		-2.0859647		-2.167402		-1.350674		-0.92294216		-0.6455035		-0.922987		-0.7465439		-0.57015324		-1.0607147		-1.1159668		-0.43367958		No		Yes		Yes		U35_44k_v1_21761		LOC_Os04g53530.1		ref|NP_001053950.1| e-124  Os04g0626900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53530.1 1e-126 expressed protein		CCAATGTTCCTCGACCTTCTAAAAGATGAGAATGATGGCATTGCTGCAAAACATTGGACA		15778		AT3G15160.1

		25408		CUST_38767_PI390587928		6.741113		7.3143487		7.973582		7.427189		6.380218		6.8417077		6.6558156		6.6425157		6.03793		6.0621467		6.5100656		6.8869743		-1.2842225		-1.3876474		-2.4927983		-1.722702		-1.6280931		-2.3820472		-2.757797		-1.4541887		-0.7031832		-0.472641		-1.3177662		-0.7846732		-0.36089516		-1.252202		-1.4635162		-0.54021454		No		Yes		Yes		U35_44k_v1_25408		LOC_Os03g17900.1		gb|EAY89557.1| 3e-16  hypothetical protein OsI_010790 [Oryza sativa (indica cultivar-group)]		LOC_Os03g17900.1 4e-18 catalytic/ hydrolase putative expressed		GAGATGCTGCGGGAGCTGGGGCTCGGCGTGTGGGACGTCGCCGCGCAGAGCCTCGCCGGC		None		0

		18185		CUST_3521_PI390587928		7.56126		8.428249		7.9666543		8.2934065		7.081642		7.618398		6.709619		7.3577156		6.6522408		6.829798		6.550073		7.712088		-1.3943745		-1.7530305		-2.3900409		-1.9128064		-1.8777689		-3.0281804		-2.6695216		-1.4962159		-0.9090195		-0.80985117		-1.2570353		-0.9356909		-0.47961807		-1.5984511		-1.4165812		-0.5813184		Yes		Yes		Yes		U35_44k_v1_18185		LOC_Os06g20370.1		dbj|BAD62190.1| 0.0  putative microtubule-associated protein [Oryza sativa Japonica Group]		LOC_Os06g20370.1 0.0 microtubule-associated protein MAP65-1a putative expressed		TTGAGAGGCTTGAAGATTTTCGGTCCCAACTCCAGGAGCTTGAGAAAGAGAAGAGCAATA		None		AT5G55230.1

		28299		CUST_29264_PI390587928		4.1060433		4.107441		5.0180163		4.173835		4.2458587		4.427898		3.4911335		2.8494413		3.9465044		3.8394573		3.417657		3.947707		1.1017641		1.248726		-2.8816257		-2.5042758		-1.1169301		-1.2041237		-3.0321884		-1.1696913		-0.15953898		0.32045698		-1.5268829		-1.3243935		0.13981533		-0.26798368		-1.6003594		-0.22612786		No		Yes		Yes		U35_44k_v1_28299		LOC_Os07g12640.1		gb|EAZ39184.1| 2e-85  hypothetical protein OsJ_022667 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g12640.1 5e-41 glycerol-3-phosphate dehydrogenase putative expressed		AAAGACAAAAAGTTGGCAAGTGCTGTTCAGCAGCTCTTAGCGTCATCAAATTTGAGGATA		27089		AT2G40690.1

		40184		CUST_1027_PI390587928		10.3819275		9.868054		11.167285		10.578327		9.60834		9.17752		9.434661		9.461371		9.544591		8.949876		9.726291		10.370373		-1.7095152		-1.6138815		-3.3233173		-2.1688883		-1.7867484		-1.889728		-2.715079		-1.1550493		-0.83733654		-0.6905346		-1.732624		-1.1169558		-0.7735872		-0.91817856		-1.4409943		-0.2079544		Yes		Yes		Yes		U35_44k_v1_40184		LOC_Os01g55890.4		gb|EAZ13646.1| 2e-34  hypothetical protein OsJ_003471 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55890.4 5e-36 archaeal kinase putative expressed		CTGATGAACATGGTTTGGGATGTTATGTGCTGTCAGAATCGATGCTAACTACCAAGTACC		36514		AT1G26640.1

		10085		CUST_39348_PI390587928		4.4104457		3.9951859		5.4815373		4.946739		3.6957643		3.6273746		3.43834		3.8656647		3.276941		2.874962		3.5820932		4.542537		-1.6411208		-1.2903936		-4.1215796		-2.115611		-2.1939104		-2.173807		-3.7306943		-1.3233567		-1.1335046		-0.3678112		-2.0431974		-1.0810745		-0.7146814		-1.1202238		-1.8994441		-0.40420198		Yes		Yes		Yes		U35_44k_v1_10085		LOC_Os02g39970.3		gb|EAY86666.1| 3e-08  hypothetical protein OsI_007899 [Oryza sativa (indica cultivar-group)]		LOC_Os02g39970.3 7e-10 regulatory subunit putative expressed		CAGACACCGACGTGGTTCTCAAAGACCAGCAGCTTGAAATGGCTGCTGCTCACACTTCCC		22967		0

		24602		CUST_8036_PI390587928		7.565557		7.4714947		7.695523		7.377401		7.2452717		7.238655		6.567539		6.5067124		7.079637		6.8669343		7.0000706		7.1520114		-1.2485775		-1.1751456		-2.1855307		-1.8285352		-1.4004786		-1.5205153		-1.6193919		-1.1690928		-0.48591995		-0.23283958		-1.1279836		-0.87068844		-0.32028532		-0.6045604		-0.6954522		-0.22538948		No		Yes		Yes		U35_44k_v1_24602		LOC_Os07g14580.1		gb|EAZ03381.1| 2e-06  hypothetical protein OsI_024613 [Oryza sativa (indica cultivar-group)]		LOC_Os07g14580.1 6e-08 dcp1-like decapping family protein expressed		TGTCGGAAACCAAGTTTCACTCCAAATATGTAAGCTTGTGTACCTTACCAGCTTACCAAA		20415		0

		1502		CUST_36099_PI390587928		9.1172495		9.260673		9.591905		10.155906		9.5413885		9.086932		10.627343		11.23158		9.165098		8.82286		9.805366		9.583893		1.3417715		-1.1279792		2.0497365		2.1077065		1.0337223		-1.3545492		1.1594664		-1.4865962		0.0478487		-0.17374039		1.0354385		1.075674		0.42413902		-0.4378128		0.21346092		-0.5720129		No		Yes		Yes		U35_44k_v1_1502		LOC_Os06g33710.4		gb|EAZ01195.1| 1e-83  hypothetical protein OsI_022427 [Oryza sativa (indica cultivar-group)]		LOC_Os06g33710.4 2e-85 spermidine synthase 1 putative expressed		CAGCATGATTCAGTGGAGAGTATAGACATATGTGAGATTGATCAGCTAGTTATTGATGTT		4094		AT5G53120.5

		21640		CUST_10594_PI390587928		8.056061		8.171451		7.7040725		7.0591297		7.6004624		7.5827403		6.496824		6.7605247		7.7133255		7.625156		6.801653		6.7710366		-1.3713515		-1.5039017		-2.3089688		-1.2299545		-1.2681587		-1.4603302		-1.8691982		-1.2210253		-0.3427353		-0.5887103		-1.2072487		-0.29860497		-0.45559835		-0.5462947		-0.90241957		-0.2880931		No		Yes		Yes		U35_44k_v1_21640		LOC_Os03g44820.1		ref|NP_001050789.1| 5e-39  Os03g0651000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g44820.1 1e-40 glutamyl-tRNA putative expressed		CAGTGATCGCGTCCATGTGATGCTATCAACTAGTAATTTGCCATTAGTTTGTTGATCAAA		16053		AT4G32915.1

		457		CUST_7884_PI390587928		2.0177867		2.1480744		3.4647434		2.5069268		2.5566804		3.294099		4.0651073		5.3417363		3.3892958		3.307092		4.0691724		3.2299116		1.452858		2.2130325		1.516099		7.134486		2.5874107		2.2330532		1.5203769		1.6505934		1.3715091		1.1460247		0.60036397		2.8348095		0.5388937		1.1590176		0.604429		0.7229848		Yes		No		No		U35_44k_v1_457		LOC_Os08g40390.1		ref|NP_001062233.1| 4e-34  Os08g0515100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40390.1 1e-35 flavonol sulfotransferase-like putative		AAGAGAGGGGTGGTCTCAACCACTGGTCCAATACAAGAAGTACTGGTTCAGGCCGGGGCT		46354		AT1G74090.1

		27481		CUST_24982_PI390587928		4.2336736		4.3724437		4.105627		3.5454893		3.5640013		3.7265942		3.4148915		3.1895077		2.813863		3.0234241		2.3641486		2.6289823		-1.5907116		-1.5646603		-1.6141063		-1.2798561		-2.6755037		-2.5473895		-3.3437765		-1.8875397		-1.4198105		-0.64584947		-0.6907356		-0.3559816		-0.66967225		-1.3490195		-1.7414784		-0.916507		Yes		No		No		U35_44k_v1_27481		LOC_Os09g16380.1		gb|EAZ44307.1| e-123  hypothetical protein OsJ_027790 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16380.1 2e-91 ABC1 protein putative		ATCTGAAGAAACATTGAAGATAAAACAAGCTAATCTCACTGGTGAAGTTGTAGAAGCATC		22870		AT1G15520.1

		19540		CUST_27622_PI390587928		10.818698		11.086745		9.975759		10.630368		10.748791		11.877495		11.387446		11.470841		10.80087		11.471763		10.506534		10.275942		-1.0496491		1.7299731		2.6604824		1.7906374		-1.0124341		1.3058755		1.4447051		-1.2784772		-0.017827988		0.79074955		1.4116879		0.8404732		-0.06990719		0.3850174		0.53077507		-0.35442638		No		Yes		Yes		U35_44k_v1_19540		LOC_Os02g53410.1		gb|EAY87712.1| 2e-16  hypothetical protein OsI_008945 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53410.1 5e-18 expressed protein		GGGTCTTGTACATATGTTCATTGACTTGAATGGGGAGGATGAATTGTTTGATTTGTAAAA		11800		0

		28213		CUST_13342_PI390587928		7.4011197		7.990261		7.3890214		8.024306		8.337895		9.41893		9.951657		8.930142		8.330371		9.10439		9.465021		8.4654875		1.9142452		2.6919825		5.907861		1.87363		1.9042873		2.164643		4.216365		1.3577155		0.9292512		1.428669		2.562636		0.9058361		0.9367757		1.1141291		2.0759997		0.44118118		Yes		Yes		Yes		U35_44k_v1_28213		LOC_Os01g03690.1		gb|EAZ10387.1| e-104  hypothetical protein OsJ_000212 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03690.1 2e-60 serine/threonine-protein kinase receptor precursor putative expressed		ATCTGTTGAATTACACATGGAAGCTGTCGGAGGAAGGGCGGTCGCTGGAGATCGTGGACC		26950		AT4G23180.1

		34539		CUST_14595_PI390587928		6.8529415		7.712789		7.6531906		7.0019364		6.3919806		6.3112884		5.714075		5.5633416		6.197101		6.0697536		5.7370644		6.495561		-1.3764583		-2.6417623		-3.8347049		-2.7105672		-1.5755335		-3.1232226		-3.7740834		-1.4204768		-0.6558404		-1.4015007		-1.9391155		-1.4385948		-0.46096087		-1.6430354		-1.9161263		-0.5063753		Yes		Yes		Yes		U35_44k_v1_34539		-		ref|XP_388800.1| 1e-34  hypothetical protein FG08624.1 [Gibberella zeae PH-1]		No hits found		AAGTTCAGGATTACCGAAGGGGAGCCGGAGCCCAAGCTTACTACCTCGTCCTGCAAGTGT		None		0

		14786		CUST_22047_PI390587928		10.746516		12.242275		11.163936		7.6919312		9.39932		11.580937		7.997118		4.8379035		9.545728		11.623586		8.326385		7.5749097		-2.5441728		-1.5815486		-8.980637		-7.2301607		-2.2986526		-1.5354798		-7.148057		-1.0844936		-1.2007885		-0.66133785		-3.1668177		-2.8540277		-1.3471966		-0.61868954		-2.837551		-0.11702156		Yes		Yes		Yes		U35_44k_v1_14786		LOC_Os10g40700.1		gb|AAT99294.1| e-136  beta-expansin TaEXPB3 [Triticum aestivum]		LOC_Os10g40700.1 1e-118 beta-expansin 1a precursor putative expressed		GTACCATGCATAACATGGCACTACCTGTGTGTAACCAAAATACCAAATCAAAGTTATAAA		7394		AT1G65680.1

		48346		CUST_40711_PI390587928		9.417867		9.416982		9.241182		9.034987		8.670638		8.812119		8.071422		8.274109		8.476686		8.296147		8.418827		8.980068		-1.6785653		-1.5208344		-2.2497437		-1.6945223		-1.9200996		-2.174727		-1.7682904		-1.038801		-0.9411812		-0.60486317		-1.1697607		-0.76087856		-0.7472286		-1.1208344		-0.8223553		-0.054919243		No		Yes		Yes		U35_44k_v1_48346		LOC_Os04g26834.1		emb|CAE01597.2| 2e-61  OSJNBa0008A08.5 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g26834.1 5e-63 pepsin A putative expressed		ATTGCTCTTTTCTCAAAGAGGAAATGTAGGGCTTTAGATTGTATATTCTTTGACAAAGGG		50009		AT1G05840.1

		22558		CUST_14604_PI390587928		4.1605687		5.078856		5.622105		4.377251		4.019489		3.665295		4.473024		3.946436		3.2120314		3.1473167		4.0067887		3.3692474		-1.1027303		-2.663939		-2.2177262		-1.347995		-1.9299151		-3.8146198		-3.063788		-2.0111263		-0.94853735		-1.4135611		-1.1490812		-0.43081522		-0.1410799		-1.9315393		-1.6153164		-1.0080037		Yes		No		No		U35_44k_v1_22558		-		No hits found		LOC_Os01g67770.1 3e-04 two-component response regulator ARR11 putative expressed		AATTATCAGCCATACTGGCATAGTCCTGGCTTGTTTGGATGATTGGTGCATGGCTTCTTT		21719		0

		17453		CUST_39717_PI390587928		13.115861		12.360382		13.386563		13.449534		12.852107		12.014365		12.045022		12.758766		12.599636		11.831219		12.508663		13.22194		-1.2005986		-1.2710465		-2.5342193		-1.6141428		-1.4302078		-1.4430921		-1.8376986		-1.1708809		-0.51622486		-0.34601688		-1.3415413		-0.69076824		-0.2637539		-0.52916336		-0.8779001		-0.22759438		No		Yes		Yes		U35_44k_v1_17453		LOC_Os05g05600.6		ref|NP_001054651.1| e-169  Os05g0148700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05600.3 1e-171 ATA15 protein putative expressed		ATCTGGTAAGTGCTAAACAAATGGGAAGTGGTGCAATGAGAACTCATTTCCTCCAAAAAA		7885		AT1G66330.2

		22278		CUST_17502_PI390587928		6.27397		7.7136264		4.7312016		4.334047		4.735346		4.8711658		1.91152		1.586856		3.1667092		5.112435		1.5470632		3.5082796		-2.9051735		-7.1724234		-7.0600657		-6.7140856		-8.61745		-6.067876		-9.089106		-1.7724775		-3.107261		-2.8424606		-2.8196816		-2.747191		-1.5386243		-2.6011915		-3.1841383		-0.8257673		Yes		Yes		Yes		U35_44k_v1_22278		LOC_Os01g62490.1		ref|NP_001044773.1| 2e-20  Os01g0842500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62490.1 6e-22 L-ascorbate oxidase precursor putative expressed		CTGCCCAATAATTTGTACCAACATTCCTTTGGTTTATGGCAACAAGATTATTATCGGTTA		18447		AT5G60020.1

		5798		CUST_11229_PI390587928		4.2699056		4.183945		4.1636014		3.4652264		3.4082248		3.4803798		2.5691328		2.3309128		2.9099114		3.3363292		2.7253036		3.1490805		-1.817154		-1.6285244		-3.0198326		-2.195141		-2.5668414		-1.7995248		-2.710009		-1.2450001		-1.3599942		-0.70356536		-1.5944686		-1.1343136		-0.86168075		-0.84761596		-1.4382977		-0.3161459		Yes		Yes		Yes		U35_44k_v1_5798		LOC_Os03g55420.1		ref|NP_001051360.1| 3e-36  Os03g0762400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55420.1 7e-38 peroxidase 35 precursor putative expressed		TGGATTCCTCACGTTGTTCATGGTTTGCTGCCCCGTGGAAGGTGCTGAAATTATAATACA		13657		AT3G49960.1

		47274		CUST_1815_PI390587928		4.626135		4.2115855		4.769336		4.276739		4.387544		3.5405595		3.0250695		2.5750055		4.3157682		3.8644454		3.487532		3.71515		-1.1798396		-1.5922049		-3.3502452		-3.252916		-1.2400228		-1.2720366		-2.4314287		-1.4758939		-0.31036663		-0.671026		-1.7442667		-1.7017336		-0.23859072		-0.34714007		-1.2818043		-0.561589		Yes		No		No		U35_44k_v1_47274		LOC_Os03g61620.2		gb|EAY92451.1| 1e-40  hypothetical protein OsI_013684 [Oryza sativa (indica cultivar-group)]		LOC_Os03g61620.2 3e-42 expressed protein		TTTCAACAGAAACAGAAACCTGCTGCTCCGTGGATAGCTGGACGAATCCAAACGAATCAA		48165		0

		21594		CUST_17971_PI390587928		9.701682		10.164985		8.875852		9.238085		9.490293		9.515866		7.359715		7.8600307		9.539794		9.125844		7.8116913		8.825443		-1.1578028		-1.5682096		-2.860241		-2.5991757		-1.1187503		-2.0550034		-2.0909526		-1.3311208		-0.16188812		-0.6491184		-1.5161366		-1.3780541		-0.21138954		-1.0391407		-1.0641603		-0.41264153		No		Yes		Yes		U35_44k_v1_21594		LOC_Os01g33420.1		ref|NP_001043203.1| 2e-82  Os01g0518500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g33420.1 4e-84 alpha-galactosidase/ hydrolase hydrolyzing O-glycosyl compounds putative expressed		TGATGAAACATTCGAATGCACTGATATAGAAGGGCAGCAGAAAATGAGGAGAGGGCAACA		16396		AT3G26380.1

		23705		CUST_20305_PI390587928		3.0717041		2.4722068		3.1339417		2.638181		3.9319026		3.3082209		3.750943		3.76459		3.5106213		5.1484165		3.8690841		4.242732		1.8152881		1.7851113		1.533684		2.1831467		1.3555865		6.391744		1.6645619		3.041011		0.43891716		0.83601403		0.6170013		1.126409		0.8601985		2.6762097		0.73514247		1.6045511		Yes		No		No		U35_44k_v1_23705		-		No hits found		No hits found		TCAGTGTCCCTTTTTGTCTTGTCTTGAATAGTTGATACACAAATTCAGTTCTGGAATCAT		19539		0

		41219		CUST_9078_PI390587928		10.749351		11.153722		12.769932		11.682334		10.655866		11.001391		11.491633		10.97865		10.330262		10.793457		11.779986		11.694797		-1.0669444		-1.1113632		-2.4255273		-1.6286582		-1.3370824		-1.2836615		-1.9861099		1.0086758		-0.41908836		-0.1523304		-1.2782984		-0.70368385		-0.09348488		-0.36026478		-0.9899454		0.012462616		No		Yes		Yes		U35_44k_v1_41219		LOC_Os05g37200.1		ref|NP_001055680.1| 9e-70  Os05g0444300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37200.1 2e-71 solute carrier family 35 member F1 putative expressed		GCAGCTCAGTATCAACAACTTCCAAGTGATGATAACTCAACAAGTAGTTCTAATTTGGAC		8794		AT3G59340.1

		47189		CUST_12163_PI390587928		5.704254		6.3605084		6.2906365		5.9164314		5.429952		5.537895		5.229576		5.247154		4.677083		5.503296		4.94299		4.9137063		-1.2094089		-1.7686067		-2.0864646		-1.590276		-2.0380242		-1.8115349		-2.5449667		-2.0037813		-1.0271711		-0.82261324		-1.0610604		-0.6692772		-0.274302		-0.85721254		-1.3476467		-1.0027251		Yes		No		No		U35_44k_v1_47189		LOC_Os09g37006.2		gb|EAZ45528.1| 1e-71  hypothetical protein OsJ_029011 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37006.2 6e-72 ribonuclease P putative expressed		TCAATCTCCTCTGCCTGCTGACAAGGTGAAGCCGTTTGTTGAATACGATAATGAAGAAGA		48023		AT1G76010.1

		7235		CUST_24485_PI390587928		10.431646		10.772832		9.641914		10.377885		10.853576		11.49322		10.912857		11.270676		11.130493		11.242821		10.755219		9.882686		1.339718		1.6476256		2.413192		1.8567644		1.6232069		1.3850987		2.163407		-1.4095154		0.6988468		0.7203884		1.2709427		0.8927908		0.42192936		0.46998882		1.1133051		-0.4951992		No		Yes		Yes		U35_44k_v1_7235		LOC_Os09g37080.1		gb|EAZ09938.1| 3e-40  hypothetical protein OsI_031170 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37080.1 7e-42 expressed protein		GCGTGATGATCGTCTATTCTGGAAGGAATTAAAGATTTTTTGCATGAGTGAAAGCATAAT		30709		AT1G76070.1

		15634		CUST_16316_PI390587928		6.337744		4.934623		5.4959636		6.7524796		6.7520776		7.5331016		9.32361		8.760589		7.3519692		7.5827994		8.254739		6.64365		1.3326827		6.0564766		14.198304		4.0225463		2.0198176		6.268745		6.768214		-1.0783529		1.014225		2.5984788		3.8276467		2.008109		0.41433334		2.6481767		2.7587752		-0.1088295		Yes		Yes		Yes		U35_44k_v1_15634		LOC_Os05g05660.1		ref|NP_001054655.1| 1e-91  Os05g0149200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05660.1 2e-93 PWWP domain containing protein expressed		CCTGTGCTAGCTGTATGATTCTGTGACTGATACCCCGTATATATAAGAATTAAGAAAATT		13519		AT5G27650.1

		15336		CUST_28754_PI390587928		11.690953		11.89935		9.812877		11.508546		10.684266		11.252315		7.7719154		10.628779		10.301449		10.579723		8.341359		11.012258		-2.009292		-1.5659472		-4.115196		-1.8400774		-2.6198866		-2.4960153		-2.7731345		-1.4105798		-1.3895044		-0.6470356		-2.0409613		-0.87976646		-1.0066872		-1.3196268		-1.4715176		-0.4962883		Yes		No		No		U35_44k_v1_15336		LOC_Os03g12360.2		ref|NP_001049428.1| 0.0  Os03g0224300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12360.2 0.0 trehalose-6-phosphate synthase putative expressed		CAACCGTAATAATGTCTCTCTGAATGCCATGGGAAAAAGCTAATTTGTGATGTTAAAACA		3376		AT1G68020.2

		45455		CUST_20363_PI390587928		1.5283769		2.546603		1.6065569		1.694704		1.706607		1.6762425		4.2095075		2.23331		1.5791988		1.6121125		4.54437		2.4664357		1.1314949		-1.8281196		6.0752788		1.4525682		1.0358549		-1.9112154		7.66249		1.7073178		0.0508219		-0.8703605		2.6029506		0.5386059		0.17823005		-0.93449044		2.9378133		0.7717316		No		Yes		Yes		U35_44k_v1_45455		LOC_Os04g56700.1		sp|P28038|FL3H_HORVU 2e-21  Naringenin,2-oxoglutarate 3-dioxygenase (Flavonone-3-hydroxylase) (F3H) (FHT)		LOC_Os04g56700.1 2e-19 naringenin2-oxoglutarate 3-dioxygenase putative expressed		TGGTGGTCAACTTCTACCCGCGGTGCAGGACTGGAGGGAGATAGTGACCTACTTCTCGTA		44369		AT3G51240.1

		28687		CUST_28234_PI390587928		5.06484		4.518496		5.532864		5.5414276		3.631379		3.9205234		4.449035		5.0092196		3.2104595		3.4408004		4.6299644		5.33371		-2.7009387		-1.5135881		-2.1196542		-1.4461408		-3.6159642		-2.110662		-1.8698205		-1.1548595		-1.8543804		-0.59797263		-1.0838289		-0.53220797		-1.433461		-1.0776956		-0.90289974		-0.20771742		Yes		No		No		U35_44k_v1_28687		LOC_Os02g44500.1		emb|CAB59893.1| 5e-24  GPX12Hv, glutathione peroxidase-like protein [Hordeum vulgare subsp. vulgare]		LOC_Os02g44500.1 3e-22 phospholipid hydroperoxide glutathione peroxidase putative expressed		CCTTTTGTGATTGTGTAGCGCTCACTCCTTGTGTCTTTTGCAGAAGGACATCAAGAAGCT		27692		AT4G11600.1

		45968		CUST_30336_PI390587928		5.6165595		6.541372		5.2742105		5.9088674		6.114074		6.388968		7.153393		6.4895597		6.47724		6.928083		7.017781		5.881047		1.4117794		-1.1114198		3.6786652		1.4955667		1.8158947		1.3074095		3.3486285		-1.0194709		0.8606806		-0.15240383		1.8791823		0.5806923		0.49751472		0.38671112		1.7435703		-0.027820587		No		Yes		Yes		U35_44k_v1_45968		-		No hits found		No hits found		CATGAACCTTAGTCAGGACTAGATTGTTAGATTTATGAACTGAATTGGTCATGACGAAAA		45422		0

		17271		CUST_30431_PI390587928		8.774632		8.104551		9.13894		9.065009		8.31878		7.6504407		7.649424		7.864693		8.337653		7.5108905		8.097146		8.571559		-1.3715931		-1.369938		-2.8079472		-2.2979		-1.3537668		-1.5090711		-2.058786		-1.4078076		-0.4369793		-0.45411062		-1.4895158		-1.200316		-0.4558525		-0.59366083		-1.0417938		-0.49345016		No		Yes		Yes		U35_44k_v1_17271		LOC_Os05g49430.1		ref|NP_001043765.1| e-142  Os01g0658700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49430.1 1e-150 apospory-associated protein C putative expressed		TAGTCTTGTCACAGGCAAATGTGCAACTAATTCAGGACTCTAAGTTACCCTTGCCTTAAA		9310		AT3G61610.1

		21519		CUST_40206_PI390587928		10.816697		11.677358		9.695329		11.260986		9.811709		10.759644		9.293379		9.883092		9.375014		10.175046		9.862504		11.64108		-2.0069263		-1.8891197		-1.3212925		-2.598888		-2.7163754		-2.832963		1.1228578		1.3014263		-1.4416828		-0.9177141		-0.40194988		-1.3778944		-1.0049877		-1.5023117		0.1671753		0.38009357		No		Yes		Yes		U35_44k_v1_21519		LOC_Os06g49040.1		gb|EAZ38203.1| 9e-36  hypothetical protein OsJ_021686 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g49040.1 2e-37 transfactor-like protein putative expressed		AACCAATAAGCCGATCACAGCACGGTTTTGAATTTGCATCAGACGGTGTTCAAAATCAAA		16305		AT3G13040.2

		1243		CUST_7748_PI390587928		7.846445		6.6267066		6.0684934		6.7537875		8.610275		7.568089		8.390225		7.9139023		9.391358		8.751843		8.059211		7.117571		1.6979926		1.9203675		4.9993205		2.234752		2.9178653		4.362445		3.974346		1.286796		1.5449133		0.9413824		2.321732		1.1601148		0.7638302		2.1251369		1.9907174		0.36378336		Yes		Yes		Yes		U35_44k_v1_1243		LOC_Os05g50710.1		ref|NP_001056449.1| 2e-62  Os05g0584200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50710.1 3e-64 late embryogenesis abundant protein Lea14-A putative expressed		AAACAGAGCATCTATAGTGGTGTACGCGGTTGCTAAGAGCATCTAATCTTCTTCAAAAAA		3842		AT2G46140.1

		13972		CUST_35158_PI390587928		18.596731		18.55744		16.644932		18.143862		18.586195		18.52954		17.86175		18.054052		18.598839		18.48247		17.71119		18.230307		-1.0073298		-1.0195276		2.3243349		-1.0642296		1.001462		-1.0533394		2.0939941		1.0617505		0.0021076202		-0.027900696		1.2168179		-0.08980942		-0.010536194		-0.074970245		1.0662575		0.086444855		No		Yes		Yes		U35_44k_v1_13972		LOC_Os12g43600.3		emb|CAA88558.1| 5e-14  glycine rich protein, RNA binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os03g46770.2 4e-13 glycine-rich RNA-binding protein 2 putative expressed		ATGTTGGTGATCCTATGTTTGAACTCGGTTTGAATCGATGAAGAAAAATGCAAGTCATAG		1009		AT2G21660.2

		1285		CUST_3897_PI390587928		4.2560167		3.729434		4.569801		3.8447678		3.0833771		2.1077373		2.6495636		3.01183		3.3332236		2.5578685		3.4388454		3.6814413		-2.2542377		-3.0773675		-3.784853		-1.7813089		-1.8957821		-2.25256		-2.1900373		-1.1198663		-0.92279315		-1.6216967		-1.9202373		-0.8329377		-1.1726396		-1.1715655		-1.1309555		-0.1633265		Yes		No		No		U35_44k_v1_1285		LOC_Os06g14510.3		gb|ABE41789.1| 0.0  glucose-6-phosphate isomerase [Hordeum vulgare]		LOC_Os06g14510.3 0.0 glucose-6-phosphate isomerase cytosolic B putative expressed		GCATATTTTCCCCTTCTTTTTTGCACGGAGTGTAAGCAAACTTTTTAGTTGCGTAAAAAA		3612		AT5G42740.1

		12445		CUST_21252_PI390587928		10.34884		11.585476		10.4370365		10.264481		9.526446		10.869747		8.390419		9.402885		9.035884		10.109435		9.1708145		9.840984		-1.7683372		-1.6423126		-4.131362		-1.8170463		-2.4845006		-2.7818427		-2.4053085		-1.3411739		-1.3129559		-0.71572876		-2.0466175		-0.86159515		-0.8223934		-1.4760408		-1.266222		-0.42349625		Yes		No		No		U35_44k_v1_12445		-		No hits found		No hits found		CAGCCTACATTACAGGCTGACCGTGATGTCGATGTATTTGTTTTTTGCAAATTGCTTTTT		20224		0

		24334		CUST_38961_PI390587928		6.219379		6.707622		7.5101624		6.550574		5.815309		6.1158347		6.459727		5.793554		5.899854		5.4067082		5.5487885		6.0037303		-1.3232355		-1.5071127		-2.071155		-1.6899962		-1.2479194		-2.4638488		-3.8943264		-1.4608859		-0.31952477		-0.59178734		-1.0504355		-0.75702		-0.4040699		-1.3009138		-1.9613738		-0.5468435		Yes		Yes		Yes		U35_44k_v1_24334		LOC_Os11g06010.1		gb|EAY80030.1| 1e-45  hypothetical protein OsI_033989 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06010.1 2e-47 helix-loop-helix DNA-binding putative expressed		TTTGTCATTTTGGCTTGGAAGAGTTAAAGCAATGTGACTCCTCGGGCATTCCTTCAACGG		20963		0

		26690		CUST_25058_PI390587928		4.285376		5.2304087		3.4812374		4.6864095		3.1562843		4.3351417		3.1428366		2.5762322		1.8487401		3.79329		3.1727934		3.7652056		-2.18721		-1.8599541		-1.2643543		-4.3174434		-5.413779		-2.7077954		-1.2383714		-1.8936949		-2.436636		-0.895267		-0.33840084		-2.1101773		-1.1290917		-1.4371188		-0.30844402		-0.92120385		Yes		Yes		Yes		U35_44k_v1_26690		LOC_Os03g52080.1		gb|AAO38465.1| 6e-44  putative serine carboxypeptidase I [Oryza sativa (japonica cultivar-group)]		LOC_Os11g24510.2 1e-44 serine carboxypeptidase 1 precursor putative expressed		ATTTGTCACTTCCCCTTTAATAGACCCTCCTAACACATTAACGGTTGAGATTAGAAAAAA		17621		AT3G10450.2

		3591		CUST_16284_PI390587928		11.217433		10.801808		10.522615		10.884789		11.421398		11.301663		11.573093		11.326652		11.721402		11.493221		11.251423		10.941696		1.1518599		1.4140714		2.0712159		1.3583565		1.4181098		1.6148642		1.6572686		1.040233		0.5039692		0.49985504		1.050478		0.4418621		0.20396519		0.6914129		0.72880745		0.0569067		No		Yes		Yes		U35_44k_v1_3591		LOC_Os05g47660.1		ref|NP_001043945.1| e-117  Os01g0693300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49820.2 1e-119 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		AGTTGATCTAGTCCTTGAGTTTTCAGAAGCAATCCATTGATCTAGTCCTACATCAAAAAA		11040		AT1G15080.1

		37196		CUST_41576_PI390587928		4.2669854		4.5928135		4.70373		3.6363993		3.7603838		3.9272757		2.936517		3.1491156		3.9967594		3.7618065		3.0624332		3.4865367		-1.4206996		-1.5861595		-3.4039576		-1.4018031		-1.2059968		-1.7789266		-3.1194613		-1.1094637		-0.270226		-0.66553783		-1.7672131		-0.4872837		-0.5066016		-0.831007		-1.6412969		-0.14986253		No		Yes		Yes		U35_44k_v1_37196		LOC_Os11g05556.2		ref|NP_001065780.1| 3e-17  Os11g0153600 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05556.2 5e-17 signal recognition particle 54 kDa protein chloroplast precursor putative expressed		CTCTACTTATCACTTAATCCTCCATGCAGGTGTCTGGAAAGCCCATCAAGTTTGTAGGGA		32899		AT5G03940.1

		17962		CUST_29079_PI390587928		7.328991		6.987515		6.275152		6.785894		8.72166		9.713506		12.108211		11.192105		9.279495		10.627743		11.58434		8.928853		2.6256392		6.6161447		57.006653		21.203218		3.865096		12.468602		39.648323		4.4166703		1.9505043		2.7259908		5.8330584		4.4062114		1.3926687		3.6402278		5.309188		2.142959		Yes		Yes		Yes		U35_44k_v1_17962		LOC_Os08g42580.4		emb|CAJ14969.2| 5e-87  LysM receptor-like kinase [Hordeum vulgare subsp. vulgare]		LOC_Os08g42580.4 2e-68 lysM receptor-like kinase putative expressed		ATTGTCCGCTCAACTGATGGATCTGCTAGTGGTTCAAGGGGACTGGTTTATCTGTTTGAA		9408		AT3G21630.1

		12793		CUST_42283_PI390587928		1.6895231		1.553978		1.6220127		1.6003281		2.4301736		3.1324558		4.328651		6.1643825		1.6049881		1.6232537		1.6768732		1.6124347		1.6709291		2.9865458		6.5279875		23.654692		-1.0603459		1.0491898		1.0387586		1.008427		-0.084535		1.5784779		2.7066383		4.5640545		0.74065053		0.06927574		0.054860473		0.012106657		Yes		Yes		Yes		U35_44k_v1_12793		-		No hits found		No hits found		TGAGAGTGCGTGCGTCACTGTCAATAAGGTCGAGGTTAAAATATTTAGTGGCATATCAAA		23848		0

		36952		CUST_34840_PI390587928		4.843109		5.512838		6.1741257		5.577969		4.3403525		4.8768373		5.437107		5.1436505		4.238825		4.0142217		4.9078074		4.2958302		-1.4169183		-1.5540153		-1.6667279		-1.3512725		-1.5202243		-2.8257155		-2.4054692		-2.4319925		-0.6042843		-0.63600063		-0.7370186		-0.43431854		-0.5027566		-1.4986162		-1.2663183		-1.2821388		Yes		No		No		U35_44k_v1_36952		-		ref|NP_001052364.1| 8e-25  Os04g0280500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g21130.1 1e-23 expressed protein		ACACCAAGAAACCTCTCGGGCCGTCGGTAGAGGGTATGCGGCCTATCTCGTATACATGGT		32469		0

		46777		CUST_1963_PI390587928		4.9961505		5.3449783		5.9007454		5.560797		4.344694		4.7956696		4.226743		4.723841		4.027693		4.4326		4.3444366		5.200127		-1.570753		-1.4633844		-3.1909857		-1.7862773		-1.9567477		-1.8821456		-2.941004		-1.2840221		-0.9684577		-0.5493088		-1.6740022		-0.836956		-0.65145636		-0.9123783		-1.5563087		-0.3606701		No		Yes		Yes		U35_44k_v1_46777		LOC_Os05g01060.1		gb|EAZ32545.1| 9e-18  hypothetical protein OsJ_016028 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01060.1 2e-19 expressed protein		TGTCGTCGGATGACCAAAGGTTGCTCCGCAACTCTTCTTCCCTGCCGGCTTCTTCTCAAC		47318		0

		9841		CUST_37453_PI390587928		12.311666		12.281695		11.758052		11.655612		11.502782		11.845698		10.328317		11.164094		11.316974		11.519956		10.913371		11.5400095		-1.7518554		-1.3528454		-2.6939726		-1.4059235		-1.9926549		-1.695534		-1.7958673		-1.0834274		-0.99469185		-0.435997		-1.4297352		-0.49151802		-0.80888367		-0.76173973		-0.8446808		-0.11560249		No		Yes		Yes		U35_44k_v1_9841		LOC_Os12g03810.2		emb|CAA73067.1| 7e-71  serine/threonine kinase [Sorghum bicolor]		LOC_Os12g03810.2 2e-69 CIPK-like protein 1 putative expressed		CATCGGTCAGTCATCATTTTGTTCCCATTGTAAATTGTGAGATCATGGAGTAAATTTCTA		18109		AT2G26980.4

		22147		CUST_19489_PI390587928		10.127656		10.001221		9.3966675		9.7189		10.454978		10.645389		10.728765		10.097325		10.422872		10.621329		10.751728		10.180606		1.2546822		1.5628376		2.5176837		1.2999225		1.2270683		1.5369909		2.5580785		1.3771695		0.2952156		0.6441679		1.332097		0.3784256		0.327322		0.6201086		1.3550606		0.46170616		No		Yes		Yes		U35_44k_v1_22147		LOC_Os05g39070.1		gb|EAY98360.1| 4e-93  hypothetical protein OsI_019593 [Oryza sativa (indica cultivar-group)]		LOC_Os01g61640.1 6e-91 CTD small phosphatase-like protein putative expressed		ACAACCTTACTGATGGTTTAACGTGTACGAGGGAGTAAAGATCTGCAAGGCTTTGGTCAG		15966		AT3G55960.1

		7360		CUST_21343_PI390587928		10.150769		10.232682		8.296224		8.113445		10.857814		10.985721		9.449746		10.497506		11.341511		11.09353		9.1742115		6.80706		1.6324565		1.6853385		2.2245638		5.22004		2.2827005		1.8161048		1.8378103		-2.4732113		1.1907415		0.7530384		1.1535225		2.3840609		0.7070446		0.8608475		0.87798786		-1.3063855		Yes		No		No		U35_44k_v1_7360		LOC_Os01g68140.1		gb|EAZ14565.1| 7e-37  hypothetical protein OsJ_004390 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68140.1 2e-38 expressed protein		CATGTATGAAACGATGTGTGAGTGTAACAAGAGGGGGAATGATGGATTGTCGTCAAAAAA		None		AT4G12690.1

		36586		CUST_15458_PI390587928		6.0171266		5.8640347		6.3158627		5.6577396		5.8976994		5.9307423		5.0844445		5.156712		5.2084546		5.2335334		5.5108876		5.181419		-1.0863035		1.0473238		-2.3479767		-1.4152212		-1.7515982		-1.5481027		-1.7471156		-1.3911912		-0.80867195		0.06670761		-1.2314181		-0.5010276		-0.119427204		-0.6305013		-0.80497503		-0.47632074		No		Yes		Yes		U35_44k_v1_36586		LOC_Os06g33549.1		gb|EAZ01184.1| 3e-13  hypothetical protein OsI_022416 [Oryza sativa (indica cultivar-group)]		LOC_Os06g33549.1 3e-14 protein phosphatase 2C isoform epsilon putative expressed		TTTTAAGGGGAGGAGGCCTACTATGGAGGATCGCTACGACGTAAAGTTCGCTAAAATGAA		31697		0

		11121		CUST_37311_PI390587928		7.5940742		8.064144		8.016102		7.982902		8.449551		9.120847		9.757079		9.2695265		8.950259		9.176334		9.229924		7.495456		1.8093561		2.0801716		3.3426151		2.439566		2.5600731		2.1617358		2.3195138		-1.4019606		1.356185		1.0567026		1.7409773		1.2866244		0.8554764		1.1121902		1.2138224		-0.48744583		Yes		No		No		U35_44k_v1_11121		LOC_Os01g42410.1		sp|Q8GU89|PDR4_ORYSJ 2e-23  Pleiotropic drug resistance protein 4		LOC_Os01g42410.1 5e-21 PDR5-like ABC transporter putative expressed		CCAGTGCACTGTGCACAATACTCCTAGAATAGAGTGATCAACGGAGGAAGAAGACGAAGA		21892		AT1G15520.1

		35454		CUST_20923_PI390587928		1.7712836		2.050026		1.8676592		2.1517665		1.4956436		1.7029837		4.9668593		2.5304527		1.5559582		2.035857		3.9472263		1.5531353		-1.210531		-1.2719502		8.569436		1.3001573		-1.1609658		-1.0098696		4.2268033		-1.5142792		-0.21532547		-0.3470422		3.0992002		0.3786862		-0.27564		-0.014168978		2.079567		-0.59863126		No		Yes		Yes		U35_44k_v1_35454		-		No hits found		No hits found		CTTCAAAGTTTTTGTATGTACACAACACAATCCAGTAGAATAAAATCTCCAGATTCCACG		None		0

		27007		CUST_18833_PI390587928		3.2476327		4.2175317		2.3938968		3.1622078		3.9623861		6.009168		6.3711915		4.8975463		4.571072		6.450497		5.9021454		2.9007835		1.6412027		3.4620738		15.750161		3.329576		2.5026202		4.7009926		11.378579		-1.1986614		1.3234394		1.7916365		3.9772947		1.7353384		0.7147534		2.2329655		3.5082486		-0.2614243		Yes		Yes		Yes		U35_44k_v1_27007		LOC_Os12g06410.1		ref|NP_001066218.1| 4e-52  Os12g0161100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g06410.1 8e-54 ubiquitin-protein ligase putative expressed		AAAGAGGAAAGAAAAGGGAAGCAGGCTTTTCAAGAGCCAGCTCTAGCACGTACTCTTAAA		21446		AT3G11840.1

		44116		CUST_41192_PI390587928		4.4911222		4.3634596		5.73581		5.2393327		3.8492768		3.8143654		4.0699644		4.2912607		4.073373		3.5312889		4.047961		4.3938866		-1.5603238		-1.4631667		-3.1729953		-1.9292926		-1.335842		-1.7803621		-3.221759		-1.7968203		-0.4177494		-0.5490942		-1.6658454		-0.94807196		-0.64184546		-0.8321707		-1.6878486		-0.8454461		No		Yes		Yes		U35_44k_v1_44116		LOC_Os03g53500.1		ref|NP_001051250.1| 2e-45  Os03g0746500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53500.1 2e-47 ATP-dependent RNA helicase SUV3 mitochondrial precursor putative expressed		GTCCCCTGTAACTTAACTACTGGACAAGAAAGGGAAGAAATTGAAGGCGCAAAGCATAGT		41603		AT4G14790.1

		11976		CUST_33395_PI390587928		12.952559		11.624179		10.755328		11.291782		12.994044		11.14314		9.890724		11.564561		13.135464		11.360806		9.297732		10.803528		1.0291725		-1.3957485		-1.8208398		1.2081324		1.1351668		-1.2002811		-2.7465029		-1.4027467		0.18290424		-0.48103905		-0.864604		0.2727785		0.041484833		-0.26337242		-1.4575958		-0.48825455		No		Yes		Yes		U35_44k_v1_11976		LOC_Os01g70730.1		ref|NP_001045304.1| 2e-11  Os01g0933500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70730.1 4e-13 FLP1 putative expressed		AAGCCTAGCTCGCAGCTGGCTGATCCGGCCATTCGATCGAAGCAAGCGCAGCTAGCTCGT		51262		0

		17226		CUST_17253_PI390587928		11.232398		11.10426		10.621345		11.719371		12.17646		12.362605		13.932544		13.165172		12.446111		13.309392		13.672878		12.801785		1.9239379		2.392211		9.925909		2.72414		2.3193374		4.611166		8.290929		2.1175773		1.2137127		1.2583447		3.3111992		1.4458008		0.94406223		2.2051315		3.0515337		1.0824146		Yes		Yes		Yes		U35_44k_v1_17226		LOC_Os12g02960.1		ref|NP_001066031.1| 5e-66  Os12g0123200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02960.1 9e-68 glutathione S-transferase putative expressed		CGAGGGCCTCCTTTTATTCTTCATCTTGTATTGACGTATTGTATTTATGTTGTTATGGAA		7634		AT3G09270.1

		7124		CUST_19196_PI390587928		3.631698		3.237983		2.5227816		1.9607543		5.4162807		6.572607		12.398285		10.650115		6.665012		8.701095		12.327165		8.446626		3.4451883		10.08839		939.33997		412.8176		8.186881		44.112385		894.1563		89.62761		3.033314		3.334624		9.875504		8.689361		1.7845829		5.463112		9.804383		6.4858713		Yes		Yes		Yes		U35_44k_v1_7124		-		No hits found		No hits found		GGGTTGTTAGCCAGTGTATACAAGCTTCAAAATGTTTTGCCAAATATGTTAGAAACTATC		15108		0

		1234		CUST_7757_PI390587928		12.958478		12.643173		12.767444		13.298615		13.135063		13.305451		14.474033		14.085796		13.227498		13.495732		14.516167		13.861035		1.1302055		1.5825797		3.2638838		1.7256991		1.2049891		1.8057011		3.3606098		1.4767442		0.26902008		0.6622782		1.7065897		0.7871809		0.1765852		0.8525591		1.748723		0.5624199		No		Yes		Yes		U35_44k_v1_1234		LOC_Os05g51420.2		gb|AAN17464.1| e-158  hypersensitive-induced reaction protein 3 [Hordeum vulgare subsp. vulgare]		LOC_Os05g51420.2 1e-147 hypersensitive-induced response protein putative expressed		GCCTACAGTACTGTCTAATATGATGCATGCCGTATTATTAAGAACTTATATGGAACCATA		3626		AT5G62740.1

		868		CUST_13772_PI390587928		17.029902		17.015856		17.03943		17.143066		16.658648		16.547792		15.3084135		15.582105		16.680223		16.354357		15.769532		16.674887		-1.2934766		-1.3832514		-3.3196177		-2.9505045		-1.2742763		-1.5817252		-2.4114459		-1.3833629		-0.34967804		-0.46806335		-1.7310171		-1.5609617		-0.37125397		-0.661499		-1.2698984		-0.4681797		Yes		Yes		Yes		U35_44k_v1_868		LOC_Os08g06550.1		dbj|BAB85987.1| 4e-26  Acyl-CoA-binding protein [Panax ginseng]		LOC_Os06g02490.1 1e-26 acyl-CoA-binding protein putative expressed		ATACATGAAAGTGCAATCTCAGTTTACGCCATGATTGATTAATACATGCCTTCTGTTGTT		2870		AT1G31812.1

		604		CUST_12575_PI390587928		12.542079		13.130074		12.96323		12.865371		12.707298		14.021756		14.803576		13.649052		13.261673		13.945384		14.384299		12.882653		1.1213366		1.8553388		3.5809598		1.7215176		1.6467185		1.7596768		2.6778388		1.0120513		0.719594		0.8916826		1.8403463		0.7836809		0.1652193		0.8153105		1.4210691		0.017282486		No		Yes		Yes		U35_44k_v1_604		LOC_Os03g02514.1		gb|ABF93650.1| e-171  hydrolase, alpha/beta fold family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02514.1 1e-173 catalytic/ hydrolase putative expressed		GCAAAATGTGTTACTGTTGATCCTTGGAAGCAAGAAAGTAGTGCAACTATTATACCATTT		2169		AT2G36290.1

		12117		CUST_41309_PI390587928		6.106273		5.562817		6.2898		8.3597		5.381073		7.2086043		10.365125		9.793861		4.8579097		5.8943458		9.871832		9.603549		-1.6531299		3.1291857		16.857569		2.70225		-2.3757179		1.258346		11.975647		2.368295		-1.2483635		1.6457872		4.0753245		1.4341612		-0.7252002		0.33152866		3.5820317		1.2438488		Yes		Yes		Yes		U35_44k_v1_12117		LOC_Os09g26960.1		gb|EAZ09259.1| 9e-52  hypothetical protein OsI_030491 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26960.1 2e-53 flavonoid 3-monooxygenase putative expressed		GAGACATGGTCGTCAATTGCTAATTTAGCAAGTGAAATAATGGGAATGTTATTTTTGAGG		26313		AT5G57260.1

		46653		CUST_25711_PI390587928		6.325886		5.6748695		8.406285		8.467303		6.2911716		4.6769133		6.8190055		6.520115		6.0827756		4.6965613		7.181099		8.25085		-1.0243539		-1.9971688		-3.0048225		-3.8562226		-1.1835414		-1.9701537		-2.3378565		-1.1618739		-0.24311018		-0.9979563		-1.5872798		-1.9471884		-0.034714222		-0.9783082		-1.2251863		-0.21645355		Yes		Yes		Yes		U35_44k_v1_46653		-		No hits found		No hits found		CGTTCCGCCTAGCCGTGTCCTTTTGTTCAATCAGAAAACAAGAATTGTTGTCTTAAAAAA		47043		0

		18523		CUST_10687_PI390587928		10.277867		10.47421		9.807231		10.262792		10.423482		10.536495		10.820952		10.259991		10.517943		10.505814		10.696636		10.357419		1.1062018		1.0441185		2.0191128		-1.0019433		1.181055		1.0221478		1.8524123		1.0677896		0.24007607		0.062285423		1.0137215		-0.0028009415		0.14561462		0.031603813		0.88940525		0.09462738		No		Yes		Yes		U35_44k_v1_18523		LOC_Os09g16520.1		ref|NP_001061708.1| 9e-38  Os08g0386300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16520.1 1e-39 nitrate reductase 1 putative expressed		TCCGTGTCCTGAATGTTTTCCGAGATTTATCTCTTCATTCCAGAAGATACATTTCTCAGA		9328		AT1G60660.1

		31608		CUST_25267_PI390587928		4.7682824		5.2705383		6.1052966		5.512564		4.2035346		4.2485466		4.986346		5.482163		4.067409		3.6534643		3.956766		5.101026		-1.479129		-2.0307205		-2.1718898		-1.0212961		-1.6254885		-3.0675228		-4.43376		-1.3301032		-0.7008734		-1.0219917		-1.1189508		-0.03040123		-0.5647478		-1.617074		-2.1485307		-0.41153812		Yes		No		No		U35_44k_v1_31608		LOC_Os01g37920.1		gb|EAY74539.1| 3e-08  hypothetical protein OsI_002386 [Oryza sativa (indica cultivar-group)]		LOC_Os01g37920.1 4e-10 expressed protein		TTCTAGAAGGCGGAGGAATAATGGGGAGAGAGAGAGAGGATGTTTTGCTTGTGCTCGTGT		None		0

		25662		CUST_40106_PI390587928		4.010061		4.269888		3.5826237		3.6201725		3.38546		2.91563		2.9358904		2.6086152		1.819095		2.9489768		2.590517		3.0598555		-1.5417843		-2.5566556		-1.5656191		-2.0160863		-4.56611		-2.4982383		-1.9890875		-1.4745933		-2.1909657		-1.3542578		-0.6467333		-1.0115573		-0.6246009		-1.3209112		-0.9921067		-0.56031704		Yes		No		No		U35_44k_v1_25662		LOC_Os06g06440.1		gb|AAT37905.1| 2e-18  multidrug-resistance associated protein 3 [Zea mays]		LOC_Os06g06440.1 3e-19 multidrug resistance-associated protein 14 putative expressed		GAATCTGCCCTTTCTTTGTGTTATCGATCTTGCTCCTCGTTATATCGGAGTCCGACTTCA		52170		AT3G59140.1

		48694		CUST_19367_PI390587928		10.608036		9.874344		10.356872		11.236819		11.145065		11.09507		12.99956		12.774148		11.482067		11.946087		13.196435		12.464881		1.4509816		2.3306398		6.2449446		2.9025657		1.8327768		4.203943		7.158034		2.3425205		0.87403107		1.220726		2.6426888		1.5373287		0.53702927		2.071743		2.8395634		1.2280617		Yes		Yes		Yes		U35_44k_v1_48694		-		gb|EAY74840.1| 1e-20  hypothetical protein OsI_002687 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41770.1 6e-21 expressed protein		AACCAGCATTGGTTCTTGGTTTGCTCTAGACATGTAATTTGACAACTTGGAGATTTATAT		50690		0

		17350		CUST_40517_PI390587928		12.8683195		12.333758		12.916947		12.984238		12.444217		12.248497		11.898931		12.318334		12.273521		11.959069		12.307429		12.848985		-1.3417379		-1.06088		-2.0251331		-1.5865622		-1.5102612		-1.2965602		-1.5257494		-1.0982853		-0.5947981		-0.085261345		-1.0180168		-0.66590405		-0.42410278		-0.3746891		-0.60951805		-0.13525295		No		Yes		Yes		U35_44k_v1_17350		LOC_Os02g54080.1		ref|NP_001048312.1| 1e-84  Os02g0781700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g54080.1 2e-86 expressed protein		TTGGCCGTATTCCGTCCAATCCAATTGTAAATACACCACCGATTCGCTTGCGTGAAAAAA		7792		AT5G49710.3

		30300		CUST_38650_PI390587928		9.581635		9.856471		10.127778		9.572554		9.410784		9.216862		8.605588		8.817912		9.748273		9.273922		8.806811		9.0989685		-1.1257229		-1.5579072		-2.8722675		-1.6872123		1.1224393		-1.4974928		-2.4983346		-1.3885558		0.16663742		-0.63960934		-1.5221901		-0.75464153		-0.17085171		-0.5825491		-1.3209667		-0.47358513		No		Yes		Yes		U35_44k_v1_30300		LOC_Os03g15910.1		No hits found		LOC_Os03g15910.1 7e-05 transmembrane protein putative expressed		GTTTGGTTTGGAGACAGACAGTTCGAATACGAAGTGAACAGACTTGTGATTTATTACTGT		30148		0

		48906		CUST_34919_PI390587928		10.110416		9.752234		10.5354185		10.566164		10.82198		10.847554		12.593066		11.514855		11.451851		11.57871		11.91686		10.688764		1.6375785		2.1366043		4.1630697		1.9301211		2.5340316		3.5466948		2.605285		1.0886948		1.3414345		1.0953197		2.0576477		0.94869137		0.71156406		1.8264751		1.3814411		0.1225996		Yes		Yes		Yes		U35_44k_v1_48906		LOC_Os03g60220.1		ref|NP_001051696.1| 1e-50  Os03g0816800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60220.1 3e-52 expressed protein		GTGAAACAGAGATTTTGATCCGATTCAGGAATGTTCAGAGGGGGCGCTCGGTTGAAAAAA		12913		AT5G01750.2

		4764		CUST_15951_PI390587928		2.918576		3.2537987		2.6066856		5.064612		3.3835142		4.9541364		9.240733		7.4030223		3.2562351		3.3880138		7.272396		5.828682		1.3802582		3.2497702		99.32242		5.057451		1.2637044		1.0974956		25.381588		1.698275		0.33765912		1.7003376		6.6340475		2.3384104		0.46493816		0.13421512		4.6657104		0.76407003		Yes		Yes		Yes		U35_44k_v1_4764		LOC_Os05g33940.1		gb|EAY98033.1| 2e-23  hypothetical protein OsI_019266 [Oryza sativa (indica cultivar-group)]		LOC_Os05g33940.1 1e-24 hsr203J putative expressed		CATGCACTGCTTAATTATTACTCCACAGAATTTTGGTCATGTATATGGGTGCTTCGAATA		None		0

		12633		CUST_8025_PI390587928		10.810304		10.976196		9.806865		9.79028		10.150655		10.062412		7.961805		7.4723296		9.53692		9.700642		8.074996		9.158649		-1.5796981		-1.8839805		-3.5926785		-4.9862347		-2.4172792		-2.4209187		-3.3215778		-1.5493155		-1.2733841		-0.913784		-1.8450599		-2.3179507		-0.6596489		-1.2755547		-1.7318687		-0.6316309		Yes		No		No		U35_44k_v1_12633		-		No hits found		No hits found		GACCATGTTAACATGCTACTGCCGCTGTCACGCTAATTAAGATGCGTGTTTGCTAAAAAA		23669		0

		32108		CUST_39007_PI390587928		3.1090133		2.4219015		2.8198264		3.8634243		4.0753064		4.1751614		4.4120507		4.9128995		4.627426		4.4212933		4.129822		3.548372		1.9538139		3.3711946		3.0151386		2.0697768		2.864757		3.9983141		2.4794075		-1.2440567		1.5184128		1.7532599		1.5922244		1.0494752		0.9662931		1.9993918		1.3099954		-0.31505227		Yes		No		No		U35_44k_v1_32108		LOC_Os05g10840.2		ref|NP_001054871.1| 1e-13  Os05g0197300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g10840.2 3e-15 calmodulin binding protein putative expressed		AGTTCAGAATAAGAGCAAACAGAGCCTGATAAATGGCATCCAAGACCGACGCAACTCTGA		None		0

		13055		CUST_28037_PI390587928		7.934321		8.03212		7.604538		7.919789		8.238883		8.68407		9.007122		8.683833		8.695096		9.218357		9.051694		8.526448		1.2350436		1.5712905		2.6437469		1.6982446		1.6944007		2.2755847		2.7267		1.5227292		0.7607751		0.6519499		1.4025841		0.7640443		0.3045621		1.1862373		1.447156		0.6066594		Yes		Yes		Yes		U35_44k_v1_13055		LOC_Os02g50480.1		ref|NP_001105857.1| 6e-76  histidine kinase [Zea mays]		LOC_Os02g50480.1 3e-77 histidine kinase 1 putative expressed		GCTGTTGGTAGTAGGCAGATGTATGATGTTGTATCTCATGTCTGTTCATTCTTTGAACAT		33921		AT1G27320.1

		1836		CUST_36392_PI390587928		2.508046		2.600734		1.72146		2.294768		2.9763591		3.3121178		3.6225624		2.7471752		2.0628707		4.2637253		3.0522423		2.4375753		1.3834909		1.6373739		3.7349849		1.3683214		-1.3614794		3.1667244		2.5153904		1.1040514		-0.44517517		0.7113838		1.9011024		0.45240712		0.46831322		1.6629913		1.3307823		0.14280725		No		Yes		Yes		U35_44k_v1_1836		LOC_Os03g04340.1		ref|NP_001048891.1| e-179  Os03g0136200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04340.1 1e-180 24-methylenesterol C-methyltransferase 2 putative expressed		ATCTGTTTATCTTGAACCAAGCATTGGATTAGAGGACTCGTCCCTCACCACCTCAAAAAA		6697		AT1G20330.1

		9509		CUST_33104_PI390587928		6.645073		6.638392		8.180862		7.3722787		6.381822		6.3910956		6.8492866		6.999744		6.078361		5.766739		6.6923347		7.3403716		-1.20018		-1.1869806		-2.5167744		-1.2946254		-1.481144		-1.8297583		-2.8060248		-1.0223627		-0.5667119		-0.24729633		-1.3315759		-0.37253475		-0.26325083		-0.8716531		-1.4885278		-0.03190708		No		Yes		Yes		U35_44k_v1_9509		-		gb|AAV31224.1| 4e-30  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03080.1 9e-32 hypothetical protein		CAAAGAAGACATTTTTGCGTCATTCCAGTTCTATATGAGGGATGAAAACGTCAGCACTCG		19703		0

		14775		CUST_22075_PI390587928		3.8646762		2.9409294		3.0269651		4.525186		7.011723		6.5638223		7.666567		10.5734415		5.742134		6.084955		7.538347		8.186537		8.858404		12.31968		24.926384		66.17688		3.6742706		8.839874		22.806633		12.652501		1.8774579		3.6228929		4.6396017		6.0482554		3.1470468		3.1440258		4.5113816		3.6613507		Yes		Yes		Yes		U35_44k_v1_14775		LOC_Os02g02400.2		emb|CAH61266.1| e-116  catalase [Secale cereale]		LOC_Os02g02400.1 2e-97 catalase isozyme A putative expressed		GAAGTCGCCTTATTGTTGATCACCTATAATTATTATTTTCGAGAACGGTCGATCACCTAT		1847		AT1G20630.1

		17048		CUST_35545_PI390587928		13.014903		13.018292		12.28564		12.981243		14.26213		14.602898		14.631831		14.323296		14.546508		14.844444		14.331304		13.092442		2.3738465		2.999257		5.084801		2.5351171		2.8910725		3.5459		4.128632		1.0801251		1.5316048		1.5846052		2.3461914		1.3420525		1.2472267		1.8261518		2.0456638		0.111198425		Yes		Yes		Yes		U35_44k_v1_17048		LOC_Os01g42410.1		gb|EAY74922.1| 0.0  hypothetical protein OsI_002769 [Oryza sativa (indica cultivar-group)]		LOC_Os01g42410.1 0.0 PDR5-like ABC transporter putative expressed		CCAGTAATGTTGTCATTTCTGACGAGTTAATGGAGGCAGAAAATTTGTTGATTCTTCAAA		8122		AT1G15520.1

		28134		CUST_28187_PI390587928		9.313474		8.593748		9.935695		9.824528		9.50224		8.392001		8.58948		9.134267		8.908263		8.17085		8.802031		9.535457		1.1397887		-1.1500901		-2.542441		-1.6135753		-1.3242822		-1.3406181		-2.194153		-1.2218533		-0.4052105		-0.20174694		-1.3462143		-0.6902609		0.18876648		-0.4228983		-1.1336641		-0.28907108		No		Yes		Yes		U35_44k_v1_28134		LOC_Os05g05600.6		ref|NP_001054651.1| 7e-72  Os05g0148700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05600.6 2e-73 ATA15 protein putative expressed		ATTTTCCTCATGAATCATTATCAGAGTTTGTTCGGGATATTCATGACATGATGGCAACCA		26816		AT1G66330.2

		10		CUST_4654_PI390587928		1.7618628		2.0737052		2.3182907		2.8806164		2.2425003		3.680257		4.496544		3.0348504		2.6176186		4.0068164		4.3349285		2.2075367		1.3953601		3.0452313		4.526052		1.1128305		1.8097066		3.8187783		4.0463967		-1.5944731		0.8557558		1.6065519		2.1782532		0.15423393		0.48063755		1.9331112		2.0166378		-0.6730797		Yes		No		No		U35_44k_v1_10		LOC_Os07g43290.1		gb|EAZ04771.1| 2e-27  hypothetical protein OsI_026003 [Oryza sativa (indica cultivar-group)]		LOC_Os07g43290.1 4e-29 lipid binding protein putative expressed		AAGATCTGCGACGAGTGTTCAAGAGAGAATATCTTGTGCACGGGGAGTTTTTTGTGTTGC		33		AT5G64080.2

		46642		CUST_25734_PI390587928		8.991286		8.92001		9.715622		9.228675		8.903193		8.118839		7.460751		7.6541944		8.504395		7.577107		8.31337		8.760938		-1.0629641		-1.7425141		-4.772916		-2.9782825		-1.4014223		-2.5366116		-2.643139		-1.3829387		-0.48689175		-0.80117035		-2.254871		-1.5744805		-0.088092804		-1.3429027		-1.4022522		-0.4677372		Yes		Yes		Yes		U35_44k_v1_46642		-		No hits found		No hits found		AAGGAACTTATGGATGTATATAGTTTTTGGATAATAAAACAGCTTGGCTTGGCCGTGATC		47017		0

		5748		CUST_11277_PI390587928		1.5109907		1.5555348		1.5730742		1.5466958		1.644566		2.185279		6.2533183		4.625558		1.540679		1.9727336		6.008925		2.074934		1.097009		1.5472904		25.63857		8.449478		1.0207915		1.3353323		21.643332		1.4421669		0.02968824		0.62974405		4.680244		3.0788622		0.13357532		0.41719878		4.4358506		0.5282382		Yes		Yes		Yes		U35_44k_v1_5748		LOC_Os01g71380.1		sp|Q02438|E13E_HORVU e-173  Glucan endo-1,3-beta-glucosidase GV ((1->3)-beta-glucan endohydrolase GV) ((1->3)-beta-glucanase isoenzyme GV) (Beta-1,3-endoglucanase GV)		LOC_Os01g71820.1 1e-125 glucan endo-13-beta-glucosidase GV putative expressed		GCATGCTTTGCCACCTGAATAAAAATATATTTGTGCTTGAAACAATGTACGTAGCATATG		11921		AT4G16260.1

		14091		CUST_582_PI390587928		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		2.3658197		2.1665025		16.531742		2.5705307		3.0482268		2.9656472		11.806692		2.1536999		1.6079702		1.1153679		4.047167		1.3620663		1.2423401		1.568347		3.561533		1.1068172		Yes		Yes		Yes		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		GCTGTTAAATGTTGAATCTTGGCGTTGAATGTTTGTTATGGCACATCTATTTATCCAGTT		2456		AT3G62760.1

		25585		CUST_35823_PI390587928		4.322904		3.9377816		4.9659147		4.8367715		4.1192136		3.8818462		4.237442		4.4267135		3.6940937		3.667037		3.782153		4.269609		-1.1516405		-1.0395329		-1.6568841		-1.3287393		-1.5462894		-1.2064303		-2.2716835		-1.4816067		-0.6288104		-0.055935383		-0.7284727		-0.41005802		-0.20369053		-0.27074456		-1.1837618		-0.5671625		No		Yes		Yes		U35_44k_v1_25585		LOC_Os01g55580.2		ref|NP_001044321.1| e-115  Os01g0761100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55580.2 1e-116 tesmin/TSO1-like CXC domain containing protein expressed		AGCTAATATACTATGCTCTGAAAATTGCAAGTGTAGGGATTGCAAGAACTTTGACGGGAG		22486		AT4G29000.1

		45962		CUST_30341_PI390587928		1.5430194		1.6059424		1.6797689		1.5906898		8.393056		8.067157		8.281232		10.8614		1.5098457		1.5980161		1.693915		1.8951758		115.36299		88.10882		97.10427		617.6775		-1.0232606		-1.0055091		1.0098536		1.2349786		-0.03317368		6.4612145		6.601463		9.27071		6.8500366		-0.007926226		0.01414609		0.30448604		Yes		Yes		Yes		U35_44k_v1_45962		-		No hits found		No hits found		CCTCCCAATTAGTTAGATTAAACCAATACTGACTGCCGCGAAATTATTCCTGAAATTTAA		45410		0

		11094		CUST_18491_PI390587928		4.498594		4.3303404		5.48537		6.71438		5.4504013		6.3901863		8.351328		8.26712		5.5465827		7.414215		9.143235		9.759297		1.9342946		4.169418		7.290197		2.9337392		2.0676455		8.478886		12.621968		8.252994		1.0479889		2.059846		2.8659577		1.5527406		0.9518075		3.0838747		3.657865		3.0449176		Yes		Yes		Yes		U35_44k_v1_11094		LOC_Os12g25090.2		gb|AAM22827.1|AF427791_18 7e-31  CI2E [Hordeum vulgare]		LOC_Os12g25090.2 1e-21 expressed protein		GATCTATGTGTATTCCCGATGTTTTGACTATTTTCCAAGAAATCCGAAGTTCCCAAAAAA		26691		0

		3042		CUST_33574_PI390587928		7.043698		7.165874		7.958191		6.9981465		6.5886436		6.746633		5.8390617		5.7497196		6.2629166		6.0899987		6.059942		7.113711		-1.3708344		-1.3372238		-4.3443165		-2.3758223		-1.718061		-2.1080005		-3.7276053		1.0833988		-0.78078127		-0.41924095		-2.1191292		-1.2484269		-0.45505428		-1.0758753		-1.8982491		0.11556435		Yes		Yes		Yes		U35_44k_v1_3042		LOC_Os03g04020.2		ref|NP_001048868.1| 4e-37  Os03g0132200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04020.2 9e-39 expansin-like 3 precursor putative expressed		GCATGTGAAAATAGGAGGGCAAGTTTGTTCATGAAGACGCTAAAGTTCATATGAAATAAA		51013		AT3G45970.1

		23647		CUST_23387_PI390587928		6.26179		6.654547		6.185785		5.5279922		5.221885		5.4477105		4.036776		3.848217		4.878619		4.8573627		4.014326		4.873325		-2.0560918		-2.3083096		-4.4352293		-3.2037804		-2.60841		-3.475413		-4.5047865		-1.574253		-1.3831706		-1.2068367		-2.1490088		-1.6797752		-1.0399046		-1.7971845		-2.1714587		-0.6546674		Yes		Yes		Yes		U35_44k_v1_23647		LOC_Os01g50750.1		gb|EAY75518.1| 2e-64  hypothetical protein OsI_003365 [Oryza sativa (indica cultivar-group)]		LOC_Os01g50750.1 5e-66 protein binding protein putative expressed		CTGCAGATATAGTTTCTGAATAGTAATAATCCATGAGCAGGTGGCCTATGATGCAAAAAA		20176		AT4G26580.1

		20207		CUST_38413_PI390587928		5.121547		5.208877		5.242849		5.1456285		4.5846024		4.6909976		4.6541696		4.7485147		4.5723515		4.1166835		4.471229		5.1101613		-1.4508967		-1.4318491		-1.5038694		-1.3168708		-1.4632697		-2.1319795		-1.7071855		-1.0248886		-0.54919577		-0.5178795		-0.5886793		-0.3971138		-0.53694487		-1.0921936		-0.7716198		-0.035467148		No		Yes		Yes		U35_44k_v1_20207		LOC_Os11g38900.1		gb|EAZ18886.1| 8e-45  hypothetical protein OsJ_033095 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g38900.1 2e-46 histone-lysine N-methyltransferase H3 lysine-9 specific SUVH1 putative expressed		GTGCAGGATATTTCAGATACTTCAACTCCCCCAGTTCATTCAAAAGAGAGTGAGCCCTTT		22855		0

		4771		CUST_15944_PI390587928		9.197618		8.856797		8.705711		8.891961		9.696935		11.067649		13.596084		12.287061		10.325351		12.083358		13.128807		10.741796		1.4135444		4.6294847		29.65847		10.520268		2.1851513		9.360338		21.452824		3.6045883		1.1277332		2.2108517		4.8903723		3.3950996		0.49931717		3.2265606		4.4230957		1.8498344		Yes		Yes		Yes		U35_44k_v1_4771		LOC_Os03g08170.1		gb|EAY88776.1| 5e-44  hypothetical protein OsI_010009 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08170.1 3e-45 protein kinase APK1B chloroplast precursor putative expressed		CAAGGTAGTGTTTCTGTATATGTACGTCACGTTCTAGTTCTCAGATTTGAACTGATATTG		15156		AT2G05940.1

		1577		CUST_35774_PI390587928		8.028355		7.2686214		8.06015		7.424684		8.513994		7.8541656		9.148351		7.220356		9.040165		8.937535		9.359484		7.737787		1.4002064		1.5006049		2.126087		-1.1521496		2.0164397		3.1797512		2.4611516		1.2423767		1.0118103		0.5855441		1.0882006		-0.20432806		0.48563957		1.6689138		1.2993336		0.31310272		Yes		Yes		Yes		U35_44k_v1_1577		-		ref|NP_001053363.1| 1e-10  Os04g0526600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44470.1 2e-12 alpha-amylase/subtilisin inhibitor putative expressed		GCATCTCCAATAGGTGCACAAAAGTTTCGCCTCCAATAAAAGTTTTAGTGTGTCAAAAAA		4058		0

		35483		CUST_20857_PI390587928		11.671752		11.557521		12.182649		11.600183		11.21894		11.039145		10.927021		10.725797		10.959752		10.939678		11.280243		11.562996		-1.3687056		-1.4323413		-2.38771		-1.8332275		-1.6380733		-1.5345788		-1.8691803		-1.0261109		-0.7119999		-0.5183754		-1.2556276		-0.87438583		-0.4528122		-0.6178427		-0.90240574		-0.037186623		No		Yes		Yes		U35_44k_v1_35483		-		No hits found		No hits found		TGGCTAAAATGTGGCATGGCTTAACGACGATGACCGAAAATATTAAGTTTGACTCTTTAT		None		0

		2234		CUST_37173_PI390587928		11.952958		12.4322405		11.26545		11.830823		11.766099		13.099057		14.5159		14.075854		13.02208		13.275452		13.604749		10.7908325		-1.1382829		1.5875661		9.516625		4.740474		2.0981565		1.7940389		5.0605674		-2.056214		1.0691223		0.6668167		3.2504501		2.2450314		-0.18685913		0.8432112		2.3392992		-1.0399904		Yes		Yes		Yes		U35_44k_v1_2234		LOC_Os03g08940.1		No hits found		No hits found		CGAGGAAAGGTTACACGACATTGCGATGTAATCTTGTTATGAGATTATTATGAGTATACA		6015		0

		26455		CUST_5057_PI390587928		3.6018944		5.2218423		1.5826284		2.3515341		2.9301841		4.6975703		2.4612877		3.9121637		2.9309876		5.2095213		3.38705		3.5274155		-1.5929602		-1.4382076		1.838666		2.9498255		-1.5920733		-1.0085769		3.4928908		2.2593086		-0.6709068		-0.52427197		0.87865937		1.5606296		-0.67171025		-0.012320995		1.8044215		1.1758814		No		Yes		Yes		U35_44k_v1_26455		LOC_Os02g45120.2		ref|NP_001047708.1| 3e-23  Os02g0672700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45120.2 6e-25 expressed protein		TCAATGTTGTGTTCATTGGACACTTTTTTAATGCGACATTGTAGGCTTTTTGGTACAGGG		26543		0

		10313		CUST_13975_PI390587928		10.006687		10.160253		8.460624		9.544851		10.752482		12.928063		12.657158		12.895379		11.209577		13.084157		11.973606		9.544117		1.6768984		6.8107367		18.335073		10.200215		2.3020027		7.5889716		11.415977		-1.0005091		1.2028894		2.7678108		4.196534		3.3505278		0.74579525		2.9239044		3.5129824		-7.34E-04		Yes		Yes		Yes		U35_44k_v1_10313		LOC_Os05g28950.3		emb|CAO15925.1| 2e-28  unnamed protein product [Vitis vinifera]		LOC_Os05g28950.3 8e-43 CAAX prenyl protease 2 putative expressed		GCAGTCGCAAAACTTGCATGACCGTTCTCTTCTCCAATGGAGAATCTTCTTTGTTCAACT		48965		AT2G36305.1

		43446		CUST_19890_PI390587928		11.155621		10.988719		10.410787		10.697818		12.423905		12.521733		12.808182		11.982399		12.699208		12.872281		12.469494		10.980823		2.4087503		2.8938985		5.2685103		2.436113		2.9151855		3.6898499		4.166128		1.2167264		1.5435877		1.5330143		2.3973951		1.2845812		1.2682848		1.8835621		2.0587072		0.28300476		Yes		Yes		Yes		U35_44k_v1_43446		LOC_Os02g47090.1		gb|EAZ24286.1| 5e-11  hypothetical protein OsJ_007769 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47090.1 7e-13 peptide transporter PTR2 putative expressed		TCTTCTGCTACATCGCGCAGCTACAGTTCTTCTTCGACGAGGCGCCGGACACCATGAAGA		40091		0

		1383		CUST_7654_PI390587928		13.285693		14.0611105		14.87753		13.8778305		13.135385		13.582		13.052593		13.013622		13.34868		13.677856		13.404466		13.538792		-1.1098069		-1.3938842		-3.542915		-1.8203404		1.0446259		-1.3042804		-2.7761095		-1.2649136		0.062986374		-0.47911072		-1.8249369		-0.8642082		-0.15030861		-0.38325405		-1.4730644		-0.33903885		No		Yes		Yes		U35_44k_v1_1383		LOC_Os10g42620.1		gb|EAZ17080.1| 4e-61  hypothetical protein OsJ_031289 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42620.1 7e-63 dihydroflavonol-4-reductase putative expressed		TATGCTACTGCCTTGTACAGCAGTATATGAATGAATGTGATGAACAAATGTTGAAAGCTT		11163		AT2G23910.1

		1811		CUST_21599_PI390587928		9.67598		10.876441		10.582321		11.858818		8.325987		9.821116		9.004856		9.944637		7.296721		8.719587		9.311646		11.712929		-2.5491085		-2.0781856		-2.9844499		-3.7689972		-5.202693		-4.4594126		-2.4127438		-1.1064124		-2.3792586		-1.0553246		-1.577465		-1.9141808		-1.3499928		-2.1568537		-1.2706747		-0.14588928		Yes		Yes		Yes		U35_44k_v1_1811		LOC_Os09g26370.1		gb|EAZ09213.1| 1e-31  hypothetical protein OsI_030445 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26370.1 2e-32 expressed protein		TGTGCACATCCGGTTAATTCTAGACGGAAGAAAGTAAGAAAGAATAATTGGTACACCGAA		7450		AT5G47060.1

		49665		CUST_4378_PI390587928		8.643917		8.586562		9.000889		8.823085		8.64446		8.505741		8.172645		7.7087426		8.287581		8.309006		8.497559		8.683928		1.0003762		-1.0576198		-1.7755232		-2.1649628		-1.2801702		-1.2121401		-1.4174818		-1.1012616		-0.35633564		-0.08082104		-0.8282442		-1.1143422		5.43E-04		-0.27755642		-0.50333023		-0.1391573		No		Yes		Yes		U35_44k_v1_49665		-		ref|NP_001052208.1| 4e-15  Os04g0193300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g11660.2 1e-16 F-box protein interaction domain containing protein expressed		TCTCCTTGTGTCGACCAATGGCCCGTTAATAAAGCACGCCACTTTCTACAGCTCTAACCC		51514		0

		8669		CUST_14041_PI390587928		8.290499		8.435931		8.533739		8.837838		7.728767		8.690811		10.783448		8.40005		7.3710256		7.456068		10.293875		8.460167		-1.47604		1.1932365		4.7558694		-1.3545259		-1.8914244		-1.9722784		3.3872998		-1.299243		-0.9194732		0.25487995		2.2497091		-0.437788		-0.5617318		-0.97986317		1.7601357		-0.37767124		No		Yes		Yes		U35_44k_v1_8669		LOC_Os03g46440.3		gb|AAR87166.1| 5e-37  expressed protein (with alternative splicing) [Oryza sativa (japonica cultivar-group)]		LOC_Os03g46440.1 1e-38 regulatory protein NPR1 putative expressed		TTTCTTGTAGTTGCTGTGGTTTTGACATGTGACAGGCTTCAGTAGATGATCTTCAGCCGC		18078		AT4G19660.1

		13554		CUST_36785_PI390587928		1.5094099		1.5501776		1.8787898		1.5487576		4.046641		5.0318213		4.635802		4.4402223		1.5503665		1.5172008		1.5692452		1.5749115		5.804738		11.170669		6.759947		7.420234		1.0287957		-1.023121		-1.2393165		1.0182939		0.040956616		3.4816437		2.757012		2.8914647		2.537231		-0.032976747		-0.30954456		0.026153922		Yes		Yes		Yes		U35_44k_v1_13554		-		No hits found		No hits found		CAGCTCATATTCATGTATTCTTAGTAGACCAAATCCCAATCAGGTACCATCTACCAGAAA		36291		0

		15723		CUST_21576_PI390587928		13.538833		13.736423		13.065831		13.363075		13.976925		14.195343		15.083262		14.732932		14.1420965		14.243787		14.464002		13.562995		1.3548115		1.3745129		4.048623		2.5844493		1.5191495		1.4214509		2.6356714		1.1486344		0.60326385		0.45892048		2.0174313		1.3698568		0.43809223		0.5073643		1.3981705		0.1999197		Yes		Yes		Yes		U35_44k_v1_15723		LOC_Os07g42370.2		ref|NP_001060268.1| 2e-76  Os07g0615200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g42370.2 4e-78 pnFL-2 putative expressed		CTATGTTTGTGTCGCTATGGCTTAATGTTTACACGGTTCGGTTCTCGGACCCGTATCAAA		3743		AT1G19180.1

		31993		CUST_8805_PI390587928		2.7295988		3.1079872		3.6291647		1.5518652		2.813322		2.5088387		2.8390152		4.5297527		2.4495244		2.4761858		2.067949		2.2231243		1.0597495		-1.5148222		-1.7292535		7.878318		-1.2142575		-1.5494986		-2.951024		1.5924621		-0.28007436		-0.5991485		-0.79014945		2.9778876		0.08372331		-0.63180137		-1.5612156		0.67125905		No		Yes		Yes		U35_44k_v1_31993		LOC_Os04g03980.1		emb|CAH65864.1| 3e-78  OSIGBa0126J24.9 [Oryza sativa (indica cultivar-group)]		LOC_Os04g03980.1 9e-80 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative expressed		CACGTCAGCGAGTACAAGTCAGGGGACAGGTACAAGGGCAAGCGCGTGCTCGTCGTCGGC		18108		AT5G43890.1

		49131		CUST_41656_PI390587928		5.4520245		6.548893		6.773951		3.142544		4.9821625		6.1541076		2.8579834		1.6582984		2.1500785		3.2269242		4.372808		2.9128902		-1.384977		-1.3147472		-15.094674		-2.7977085		-9.862449		-10.000282		-5.282215		-1.1725535		-3.301946		-0.3947854		-3.9159677		-1.4842457		-0.46986198		-3.3219688		-2.401143		-0.22965384		Yes		No		No		U35_44k_v1_49131		LOC_Os03g06970.1		gb|EAY88680.1| 7e-10  hypothetical protein OsI_009913 [Oryza sativa (indica cultivar-group)]		LOC_Os03g06970.1 2e-11 pollenless3 putative expressed		CAGTGTACAAGTTCTTTTTAGCAGCTTCATGTGTACAACAACTATAGTGTGTATGTACAT		None		0

		48232		CUST_32286_PI390587928		6.335155		6.3418784		6.312241		6.2519417		5.413683		5.4982758		5.0491004		5.0365796		5.96715		5.9862494		5.704859		6.3464704		-1.8940469		-1.7945257		-2.4001768		-2.3219905		-1.2905668		-1.2795433		-1.5234923		1.0677165		-0.3680048		-0.84360266		-1.2631407		-1.2153621		-0.9214721		-0.35562897		-0.6073823		0.094528675		Yes		No		No		U35_44k_v1_48232		-		No hits found		No hits found		AATCCTTTAAAACGCCAGGGTTTAGTCCCCCGGTAATTGGGTAATTTCCCCCAAAATTTT		None		0

		5646		CUST_10765_PI390587928		10.284959		9.953614		10.006803		10.150567		10.529477		10.04201		11.59407		10.639207		10.599767		9.847337		11.091218		10.044048		1.1846972		1.0631875		3.0047977		1.4031214		1.243846		-1.0764471		2.120516		-1.0766271		0.3148079		0.08839607		1.5872679		0.48863983		0.24451828		-0.106277466		1.0844154		-0.106518745		No		Yes		Yes		U35_44k_v1_5646		LOC_Os01g71320.1		gb|EAY77169.1| 0.0  hypothetical protein OsI_005016 [Oryza sativa (indica cultivar-group)]		LOC_Os01g71320.1 0.0 hexokinase-1 putative expressed		CAGCTTGGCCCTCTGTGCAAATGTAAAAAGGGACATTGTTTGATATCTATAATTCATATA		14657		AT1G50460.1

		2027		CUST_2440_PI390587928		6.639708		6.142639		6.15832		7.995222		8.621177		9.828986		13.689499		11.452365		9.473986		10.465614		12.549228		9.369487		3.9489489		12.87363		184.97403		10.982563		7.1318564		20.01452		83.91796		2.5923576		2.8342776		3.686347		7.531179		3.4571428		1.9814687		4.322975		6.390908		1.3742647		Yes		Yes		Yes		U35_44k_v1_2027		LOC_Os03g61490.1		ref|NP_001051786.1| 1e-38  Os03g0830400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 5e-40 PGPS/D12 putative expressed		TGCTGCGTGCACTACTGCTGCGAGTCCTGCGCACTCGTCCAGGAGTACAAGGAGCTCAAG		5471		AT1G14870.1

		1070		CUST_30650_PI390587928		14.498218		14.855916		15.376597		13.199716		13.835334		14.043827		12.933453		10.67715		13.509877		13.585246		13.218184		12.258705		-1.5832442		-1.7557518		-5.4382586		-5.7460313		-1.9839015		-2.4127357		-4.464235		-1.9198724		-0.9883404		-0.81208897		-2.4431448		-2.5225658		-0.66288376		-1.2706699		-2.158413		-0.9410105		Yes		Yes		Yes		U35_44k_v1_1070		LOC_Os05g39990.1		gb|ACB45302.1| e-138  expansin EXPA11 [Hordeum vulgare]		LOC_Os05g39990.1 1e-122 alpha-expansin 1 precursor putative expressed		CTTTTGAAGAATTATTTTGGCATTCGCGTGCATGCAGTGCAGGAGGAGGAAGAAACAAAA		3674		AT1G69530.2

		3201		CUST_18320_PI390587928		5.6383796		6.086233		5.8324623		5.4133835		5.1919026		5.5141754		4.3749776		3.7652743		4.7700057		5.26058		4.731798		4.295346		-1.3627084		-1.4866425		-2.7462914		-3.134226		-1.825604		-1.7723372		-2.1445339		-2.1705155		-0.8683739		-0.5720577		-1.4574847		-1.6481092		-0.44647694		-0.8256531		-1.1006641		-1.1180377		Yes		No		No		U35_44k_v1_3201		LOC_Os03g17850.1		emb|CAM91965.1| 3e-32  putative xylan synthase [Triticum aestivum]		LOC_Os03g17850.1 1e-25 beta3-glucuronyltransferase putative expressed		CAGCTGTGGAAGAAGGCGCTGCTGCATTCCAGCCTCTGCTTCGTCATGGGCTTCTTCACC		7777		0

		27900		CUST_25187_PI390587928		11.768439		11.978274		11.59789		12.374783		11.585446		11.846087		10.3917465		10.995954		11.791786		11.709445		11.088014		12.188403		-1.1352365		-1.0959537		-2.3072004		-2.600572		1.0163145		-1.2048298		-1.423928		-1.1379044		0.023346901		-0.13218689		-1.2061434		-1.378829		-0.18299294		-0.26882935		-0.50987625		-0.18637943		No		Yes		Yes		U35_44k_v1_27900		-		No hits found		No hits found		CTGGCCTTAGTGCAATGGAACATATGAAGCAAAGGAAATGGTGTGCATACTTGTAAAAAA		955		0

		21354		CUST_4910_PI390587928		8.135743		8.606449		8.346758		8.094792		7.7227263		7.776468		6.941723		7.0792603		8.026127		7.995257		7.438896		7.806071		-1.3314672		-1.7776624		-2.648242		-2.0216482		-1.0789412		-1.527521		-1.8762625		-1.2215574		-0.10961628		-0.8299813		-1.405035		-1.015532		-0.4130168		-0.6111922		-0.9078617		-0.28872156		No		Yes		Yes		U35_44k_v1_21354		LOC_Os02g05890.1		ref|NP_001045922.1| 6e-25  Os02g0152900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g05890.1 1e-26 expressed protein		GTTATCAGATTAGAATTGCTCGTGAGAAATGAAATGAGGAGTAGCAATTTTGGTCGTTAA		14330		0

		41193		CUST_34757_PI390587928		8.303771		9.885154		10.765987		11.538997		6.793962		7.3854575		8.814399		8.365039		6.1363826		6.908007		8.2763605		10.514722		-2.8477235		-5.6556635		-3.8680022		-9.025193		-4.492095		-7.8742723		-5.616327		-2.0339367		-2.1673884		-2.4996963		-1.9515886		-3.1739578		-1.509809		-2.9771466		-2.489627		-1.0242748		Yes		Yes		Yes		U35_44k_v1_41193		LOC_Os04g08824.1		ref|NP_001050517.1| 1e-81  Os03g0570100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g37290.1 3e-83 cytochrome P450 79A1 putative expressed		CCCCTTGTTTTGCAAGCTCAACCACGGTTGGCTTCGTATCTCTATCTATGAAGAGAAATA		None		AT4G39950.1

		18685		CUST_26237_PI390587928		13.533265		13.405284		13.181167		13.028701		12.889732		12.939601		11.81174		12.392728		12.592873		12.394649		12.193646		12.803681		-1.5621498		-1.380971		-2.5836787		-1.5539855		-1.9190502		-2.0147982		-1.982774		-1.168793		-0.9403925		-0.46568298		-1.3694267		-0.635973		-0.64353275		-1.0106354		-0.9875202		-0.22501945		No		Yes		Yes		U35_44k_v1_18685		LOC_Os02g55590.1		ref|NP_001048408.1| 0.0  Os02g0799300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55590.1 0.0 expressed protein		TTGCGTACTTGTTAACTGCTTTGCCTCATCCAGTTTAGTATTATCTCGTTTTGCAGTTAA		10447		AT2G12400.1

		6139		CUST_12117_PI390587928		10.950332		10.7053175		11.068835		11.002641		10.765279		10.618656		10.008907		10.416333		10.637291		10.271382		10.433143		10.703706		-1.1368586		-1.0619099		-2.0848274		-1.5013992		-1.2423234		-1.3509134		-1.5536834		-1.2302358		-0.31304073		-0.08666134		-1.0599279		-0.5863075		-0.18505287		-0.43393517		-0.6356926		-0.29893494		No		Yes		Yes		U35_44k_v1_6139		LOC_Os09g09330.1		ref|NP_001062661.1| 4e-84  Os09g0246700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07160.1 9e-86 expressed protein		GTCAAAGAAGTTGTAAAAATGATGGTGATCTTGATCGGCATTGTTCCTTCAAAGCAAAAA		13951		0

		31630		CUST_40556_PI390587928		7.4975553		7.1164684		6.049856		6.160097		7.56813		7.0900273		7.31607		7.0863442		7.6685467		7.654438		7.0491796		6.776247		1.050135		-1.0184965		2.4052951		1.9003263		1.1258318		1.4519277		1.9990622		1.5327792		0.17099142		-0.026441097		1.2662139		0.9262471		0.07057476		0.5379696		0.99932337		0.6161499		No		Yes		Yes		U35_44k_v1_31630		LOC_Os08g42570.1		gb|EAZ43492.1| 1e-29  hypothetical protein OsJ_026975 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g42570.1 3e-51 expressed protein		GTGGAAAGCTACACGAACCGCGCCATGTTCGCCAACCTCCTAGCATACGAGCAGAGCCGG		None		0

		28089		CUST_31525_PI390587928		9.084221		8.824021		9.441139		8.846877		7.9201293		8.751255		6.78685		7.1016235		7.262175		7.6332793		7.7626014		8.964449		-2.2409208		-1.0517313		-6.2953615		-3.3525376		-3.5358224		-2.2827013		-3.2010336		1.0849073		-1.8220458		-0.072766304		-2.6542892		-1.7452536		-1.1640916		-1.190742		-1.6785378		0.11757183		Yes		Yes		Yes		U35_44k_v1_28089		LOC_Os01g41900.1		emb|CAC24845.1| e-111  MCB2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g41900.1 2e-78 MCB2 protein putative expressed		TAGAATTTCGGTGAATCACGGCTGTCCATACATATTAATCCAAGTGGATCTGTTCCCAAA		26715		AT3G16350.1

		15919		CUST_25198_PI390587928		4.9072433		3.2385185		3.1247578		2.3366911		9.083019		7.3017044		9.715946		8.35023		8.37235		8.549867		10.396867		6.051377		18.073149		16.716324		96.415184		64.60345		11.043354		39.70773		154.5692		13.129005		3.4651065		4.0631857		6.5911884		6.0135393		4.175776		5.311348		7.272109		3.7146857		Yes		Yes		Yes		U35_44k_v1_15919		LOC_Os02g53200.2		gb|EAZ40149.1| 2e-77  hypothetical protein OsJ_023632 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35520.1 4e-79 glucan endo-13-beta-glucosidase 3 precursor putative expressed		CTGCTGCCAGCAAAGTCTAGTTTTCAAATGTAAAGCTAGATAAATAAATCCATGGTTTTC		15552		AT2G39640.1

		8328		CUST_20621_PI390587928		5.1811533		5.5763593		4.5356503		4.2050233		4.98983		5.188378		2.7178771		2.3978832		4.7588654		4.978709		2.7013416		3.528699		-1.1418105		-1.3085612		-3.525366		-3.4994788		-1.340051		-1.5132496		-3.5660048		-1.5980631		-0.42228794		-0.3879814		-1.8177731		-1.8071401		-0.19132328		-0.59765005		-1.8343086		-0.67632437		Yes		No		No		U35_44k_v1_8328		LOC_Os03g01830.1		ref|NP_001048702.1| e-180  Os03g0108600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g01830.1 0.0 DEAD/DEAH box helicase putative expressed		ATAATGATGAAAAGAATCCGGAAACAGCCCTTTTCAACAAGAGAACGGCACTTCTGAAGA		16854		AT3G06980.1

		7857		CUST_14_PI390587928		8.402896		8.355418		9.260015		9.019355		8.103527		8.015038		8.189876		8.31578		7.828779		7.644686		8.089927		8.859389		-1.230606		-1.2660906		-2.0996356		-1.6285355		-1.4887657		-1.6366342		-2.250254		-1.1172605		-0.5741167		-0.34038067		-1.0701389		-0.70357513		-0.29936886		-0.710732		-1.1700878		-0.15996552		No		Yes		Yes		U35_44k_v1_7857		-		dbj|BAD20055.1| 8e-23  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os02g16220.1 1e-24 transposon protein putative unclassified		GGCAAGCTGAGAGTGAACTTCTTTGTATCTCTTCAATAATTTTATCGTCGTGTTAATGTA		15478		0

		9265		CUST_8756_PI390587928		10.591821		10.389037		9.267284		10.505548		11.353268		10.110669		11.0712805		11.561913		11.358078		10.383002		10.552856		10.607456		1.69519		-1.2128222		3.4918609		2.079685		1.7008516		-1.0041918		2.437787		1.0731924		0.7662573		-0.278368		1.8039961		1.056365		0.76144695		-0.006034851		1.285572		0.101908684		No		Yes		Yes		U35_44k_v1_9265		LOC_Os06g50040.1		gb|EAZ38272.1| 1e-13  hypothetical protein OsJ_021755 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g50040.1 4e-15 OsSAUR29 - Auxin-responsive SAUR gene family member expressed		GTGGTGATCGATGATCCATCGATGATGATGAAAATCCAAGATATTTCAGTGCTTATAATT		19395		AT5G53590.1

		48886		CUST_84_PI390587928		5.788958		6.624663		5.052877		5.058924		6.033947		7.376246		7.2389674		5.596309		5.8694844		6.8809905		7.0499597		5.609052		1.1850836		1.6836393		4.5507064		1.4513395		1.0574038		1.1944344		3.9919198		1.4642156		0.08052635		0.7515831		2.1860905		0.537385		0.24498892		0.25632763		1.9970827		0.550128		No		Yes		Yes		U35_44k_v1_48886		LOC_Os06g18820.1		No hits found		No hits found		GTGTACAAATGAGATAATTTACCTTACATGGAGCTTTTCAGCGTATCTCTGTGGTTTTTT		None		0

		21630		CUST_10626_PI390587928		10.026938		10.9793825		11.030201		10.658093		9.490972		10.459455		8.798652		9.392875		8.787761		9.644023		9.458543		10.128034		-1.4499135		-1.4338837		-4.6963806		-2.4036365		-2.3606393		-2.5233836		-2.9724615		-1.443989		-1.2391777		-0.519928		-2.2315493		-1.2652187		-0.5359669		-1.3353596		-1.5716581		-0.5300598		Yes		Yes		Yes		U35_44k_v1_21630		LOC_Os05g34760.1		No hits found		LOC_Os05g34760.1 6e-06 expressed protein		TCTCCACCTGTTGACGATGTTCATGTGTTGATGATTCAATAGATGTAATTGTTCGTGTAA		39319		0

		42965		CUST_28272_PI390587928		7.1449776		7.3293624		8.370486		7.3793435		7.002005		7.013668		6.771538		6.7502327		6.8110824		6.6641827		6.71987		7.141838		-1.1041778		-1.2446105		-3.0292244		-1.5466114		-1.2604119		-1.5857658		-3.139677		-1.1789523		-0.3338952		-0.31569433		-1.5989485		-0.6291108		-0.14297247		-0.6651797		-1.6506162		-0.23750544		No		Yes		Yes		U35_44k_v1_42965		LOC_Os06g01400.1		ref|NP_001056543.1| e-106  Os06g0103600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01400.1 1e-108 glycyl-tRNA synthetase 2 chloroplast/mitochondrial precursor putative expressed		TTCTATTAGTGAAGAAGTAGTCCGTAAAGGCAATGAAGCCGTACTCAGGGCAAGGTATGA		39040		AT3G48110.1

		7220		CUST_24500_PI390587928		12.959808		11.711918		11.245904		11.853854		13.295733		13.023789		13.201976		13.5201235		13.678386		13.622106		13.377765		12.350342		1.2621865		2.4826338		3.880041		3.1739278		1.6455586		3.75858		4.382824		1.4107747		0.7185774		1.3118715		1.9560719		1.6662693		0.3359251		1.9101877		2.1318607		0.49648762		Yes		Yes		Yes		U35_44k_v1_7220		LOC_Os02g03020.1		ref|NP_001045728.1| 2e-43  Os02g0122600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03020.1 5e-45 EF-hand Ca2+-binding protein CCD1 putative expressed		ACTTGTATGCTTGCTGTATCACCGCCGTATAGTCGCCGTTGCTTGAGTGTTGGTAAAAAA		15981		AT2G46600.1

		48695		CUST_19366_PI390587928		5.874658		5.6231174		7.220885		6.2878895		4.995302		4.9511514		6.2393303		5.431603		5.156915		5.135727		6.215551		5.8047276		-1.8395538		-1.5932428		-1.9745919		-1.8103725		-1.6446071		-1.4019068		-2.0074081		-1.3978039		-0.7177429		-0.6719661		-0.9815545		-0.8562865		-0.8793559		-0.48739052		-1.0053339		-0.48316193		No		Yes		Yes		U35_44k_v1_48695		LOC_Os06g39040.1		gb|EAZ01514.1| 4e-11  hypothetical protein OsI_022746 [Oryza sativa (indica cultivar-group)]		LOC_Os06g39040.1 7e-13 retinol dehydrogenase 12 putative expressed		GATGGGTGCTAGCGATAGAGTTTTCTATGTACTCATACACAACGGTATGTTTGCTTAAAG		50691		0

		1437		CUST_7709_PI390587928		10.928193		10.960031		10.683192		12.294579		13.360555		13.320161		15.021459		13.906524		13.299361		13.750176		14.666043		13.129436		5.397763		5.134167		20.227783		3.0566368		5.173599		6.9169974		15.810938		1.7836802		2.3711681		2.3601303		4.3382664		1.6119452		2.4323616		2.7901459		3.982851		0.834857		Yes		Yes		Yes		U35_44k_v1_1437		LOC_Os02g40200.2		ref|NP_001047432.1| 2e-72  Os02g0615800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40240.2 4e-74 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		CGGAGAGTTACGGTTTGTAATTTCGTGTAACTTCATCATTATTTACTTCTGGTCATTAGA		4666		AT3G47090.1

		13441		CUST_38747_PI390587928		7.907594		8.487025		8.40529		8.272887		8.185058		8.723964		9.186442		8.218011		8.590649		9.792539		9.3167515		8.695436		1.212062		1.1784892		1.7185035		-1.0387701		1.6055354		2.4717166		1.8809505		1.3402929		0.68305445		0.23693848		0.7811527		-0.054876328		0.27746344		1.3055134		0.91146183		0.4225483		No		Yes		Yes		U35_44k_v1_13441		LOC_Os07g09670.2		gb|EAZ39010.1| 1e-69  hypothetical protein OsJ_022493 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09670.2 2e-71 galactosyltransferase/ transferase transferring hexosyl groups putative expressed		GCCCTTTGTATATAGAACACTAGGTTAGGATTCCATTTATGATACGCCGCATTTTATTTG		23070		AT1G74800.1

		32928		CUST_31766_PI390587928		5.060152		4.8682666		5.4412475		5.289358		5.0777535		6.1755104		6.6726017		5.76393		5.320794		6.0540237		6.998324		5.9881573		1.0122751		2.474683		2.3478727		1.3895056		1.1980118		2.2748275		2.9425695		1.6231532		0.26064205		1.3072438		1.2313542		0.4745717		0.01760149		1.1857572		1.5570765		0.69879913		No		Yes		Yes		U35_44k_v1_32928		LOC_Os02g50350.1		dbj|BAA86060.1| 1e-06  senescencs-related protein [Pyrus pyrifolia]		LOC_Os02g50350.1 4e-08 dihydropyrimidine dehydrogenase precursor putative expressed		TGTACAGAAAAAACTGTACTGTAACTCTGTTATGACCTGTACAACGTATCAACGGAGGAG		6705		0

		27713		CUST_21549_PI390587928		5.2904477		5.5842404		4.6912246		4.1235404		4.936995		4.775412		8.769092		8.640043		5.046367		5.467411		8.558		6.030474		-1.2776146		-1.7517881		16.887302		22.887735		-1.1843377		-1.0843492		14.588655		3.7501123		-0.24408054		-0.80882835		4.077867		4.516503		-0.35345268		-0.116829395		3.866775		1.9069338		No		Yes		Yes		U35_44k_v1_27713		-		No hits found		No hits found		GCGGCTAGGGTTGGTCTACAGATATCGTTTGTGTTTATTTTCTATCTTATTAAAAGAAAC		22491		0

		5202		CUST_17419_PI390587928		9.36914		8.989299		7.6612906		7.76724		9.921606		11.454861		14.411302		11.267667		10.346986		12.430591		14.417882		10.846955		1.4665908		5.5234203		107.63556		11.317056		1.9695228		10.862556		108.127625		8.454475		0.97784615		2.4655619		6.750011		3.5004268		0.5524664		3.4412918		6.7565913		3.0797153		Yes		Yes		Yes		U35_44k_v1_5202		LOC_Os07g01710.1		No hits found		No hits found		ATAAATGCTGACCTACACAGCAATGGCGACTTGCGGCTTATGTACAAGTTTTCATCGTGG		17960		0

		26601		CUST_10936_PI390587928		4.344923		4.8668013		7.283739		6.742563		4.0642543		4.6173825		5.5037193		4.666949		3.655307		4.016445		5.8884788		5.9858513		-1.2147578		-1.1887281		-3.4343088		-4.2152376		-1.6128541		-1.8029459		-2.6303601		-1.6896348		-0.68961596		-0.24941874		-1.7800198		-2.075614		-0.28066874		-0.8503561		-1.3952603		-0.7567115		Yes		Yes		Yes		U35_44k_v1_26601		LOC_Os03g63450.2		No hits found		No hits found		TAAGATGCAAGAATCATTAAGTTGATAGCAGTCAATGCAAAATTACAGACGGGATGATCA		9095		0

		27430		CUST_21035_PI390587928		3.392849		1.9541931		2.753194		1.8585192		5.0331073		3.7524903		2.690604		1.4698385		5.8754067		4.5728054		2.482107		2.2608473		3.1172163		3.4780946		-1.0443391		-1.3091956		5.5888743		6.1415906		-1.2067168		1.321639		2.4825578		1.7982972		-0.06259012		-0.3886807		1.6402583		2.6186123		-0.27108717		0.40232813		Yes		No		No		U35_44k_v1_27430		LOC_Os09g26840.1		gb|EAZ44876.1| 7e-58  hypothetical protein OsJ_028359 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26840.1 2e-59 expressed protein		AAGAAATCAACGAATGCCTCGAGGATGCACTACGTGATCTAGACGATGATGGCGCAAAAT		51001		0

		26651		CUST_7266_PI390587928		5.0729656		5.3860817		5.2085915		3.6876042		4.7163415		4.577545		3.2168787		2.7771208		4.33428		4.583443		3.7995236		2.889664		-1.2804263		-1.7514338		-3.977089		-1.8796751		-1.6686549		-1.7442883		-2.6556551		-1.7386171		-0.7386856		-0.8085365		-1.9917128		-0.91048336		-0.35662413		-0.80263853		-1.4090679		-0.79794025		Yes		Yes		Yes		U35_44k_v1_26651		LOC_Os06g13600.1		gb|EAY87467.1| 8e-21  hypothetical protein OsI_008700 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50640.1 2e-22 microtubule-associated protein TORTIFOLIA1 putative expressed		GGCCAAGAGATTCGATAAGGTGAAGATTGTGCGGGAGTCCATGAACCGGATGATCGAGGC		25240		0

		40730		CUST_5105_PI390587928		4.742902		5.2336807		4.696991		6.3173695		4.945172		6.547802		6.776488		7.132874		5.301185		6.2532573		5.954205		6.0712132		1.1505072		2.4865084		4.226598		1.7599136		1.4725161		2.0273237		2.390337		-1.1860429		0.5582833		1.3141212		2.0794969		0.81550455		0.20227003		1.0195765		1.2572141		-0.24615622		Yes		Yes		Yes		U35_44k_v1_40730		LOC_Os09g28160.1		ref|NP_001063353.1| 4e-63  Os09g0454600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28160.1 1e-64 phosphate carrier protein mitochondrial precursor putative expressed		TCTTTGTGAGAATTCTGAAACAATTGGTGATTTTGCAGGCCAACGACCGGTGGAACTCCT		11285		AT5G14040.1

		5676		CUST_10737_PI390587928		9.356658		8.328436		6.7796493		7.1799374		9.031335		8.487922		8.087658		7.5320816		9.035248		8.13267		7.8263526		7.345057		-1.2529451		1.116889		2.4759955		1.2764564		-1.2495513		-1.1453317		2.065804		1.1212591		-0.32141018		0.15948582		1.3080087		0.35214424		-0.3253231		-0.1957655		1.0467033		0.16511965		No		Yes		Yes		U35_44k_v1_5676		LOC_Os12g37370.1		gb|ABA98929.1| 2e-63  DNA-directed RNA polymerase II 14.5 kDa polypeptide, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g37370.1 5e-65 DNA-directed RNA polymerase II 14.5 kDa polypeptide putative expressed		TTCTCTGTGGTAGCTTGAGCAGTAAATTTCGAGAGCAAAACATGTTCTCTTTTAAATGAA		12953		AT4G16265.1

		46973		CUST_34482_PI390587928		11.037787		11.360191		10.636588		11.560658		11.131		11.284022		11.849294		11.600906		11.090228		11.393799		11.612465		11.658311		1.0667427		-1.054215		2.317719		1.0282905		1.0370178		1.0235684		1.9668362		1.0700309		0.052440643		-0.076169014		1.2127056		0.040247917		0.09321213		0.033607483		0.9758768		0.097652435		No		Yes		Yes		U35_44k_v1_46973		LOC_Os03g50340.1		gb|AAS58474.1| 9e-30  coatomer alpha subunit [Hordeum vulgare subsp. vulgare]		LOC_Os03g50340.1 9e-30 coatomer subunit alpha putative expressed		TTGTGTCAGTTATATTCTACCTACCAGAGATTTTTATCACCCAACTTGCGAGGAATAAGT		9290		AT1G62020.1

		24105		CUST_14323_PI390587928		2.6911497		2.7222729		3.2136269		1.72214		3.5676167		4.0854716		4.6754045		5.035891		3.3508198		4.7671695		3.2808087		2.5454276		1.835874		2.5725493		2.7544756		9.943482		1.5797213		4.126437		1.0476681		1.7694336		0.6596701		1.3631988		1.4617777		3.3137512		0.876467		2.0448966		0.067181826		0.8232876		Yes		Yes		Yes		U35_44k_v1_24105		LOC_Os03g57640.1		ref|NP_001051515.1| 3e-45  Os03g0790500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57640.1 8e-47 gibberellin receptor GID1L2 putative expressed		TAGACTGGAAGGACGTCGTGTACGACGCCAGCCACAGCCTCAAGCTCCGCATCTACAGGC		19736		AT5G06570.2

		6719		CUST_41970_PI390587928		9.175087		9.136883		9.182629		9.3974695		9.180984		8.365838		10.702418		10.462115		8.61935		8.038066		10.646858		10.134244		1.0040956		-1.7065051		2.8674924		2.0916562		-1.4699188		-2.1417897		2.759161		1.6664459		-0.55573654		-0.77104473		1.5197897		1.0646458		0.0058965683		-1.0988169		1.4642296		0.73677444		No		Yes		Yes		U35_44k_v1_6719		LOC_Os06g46350.1		gb|EAZ02071.1| 1e-78  hypothetical protein OsI_023303 [Oryza sativa (indica cultivar-group)]		LOC_Os06g46350.1 2e-80 patatin-like phospholipase family protein expressed		GCAGTGATAACTGTCATGCTCGATTTGAGCAAGGATGGTCTCGAACTTCATCGCAAAAAA		15718		AT2G39220.1

		25993		CUST_13026_PI390587928		4.7993903		5.1137586		5.148022		1.5483761		5.0967097		4.5469174		2.1943629		1.6573728		4.3402457		3.8812358		3.1561944		1.7491188		1.2288591		-1.4812766		-7.7471156		1.078478		-1.3747264		-2.349775		-3.9774058		1.1492898		-0.4591446		-0.5668411		-2.9536593		0.10899675		0.2973194		-1.2325227		-1.9918277		0.20074272		No		Yes		Yes		U35_44k_v1_25993		-		gb|EAY93703.1| 6e-10  hypothetical protein OsI_014936 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28850.1 1e-11 expressed protein		AAAGAAAATGTGGGCAAATCAGTAAATGTAAGCTACATCCTGTGGTGATTGCACAAAAAA		None		0

		50289		CUST_25225_PI390587928		4.4837747		5.050438		5.5855637		5.023851		4.5819755		4.270641		4.6705704		4.9869494		4.3799667		4.0392632		4.2507496		4.846607		1.0704377		-1.7168894		-1.8855603		-1.0259081		-1.0746061		-2.0155516		-2.5224297		-1.1307216		-0.103807926		-0.7797971		-0.9149933		-0.036901474		0.0982008		-1.0111747		-1.3348141		-0.17724371		No		Yes		Yes		U35_44k_v1_50289		LOC_Os11g03370.1		gb|EAY79781.1| 8e-51  hypothetical protein OsI_033740 [Oryza sativa (indica cultivar-group)]		LOC_Os11g03370.1 2e-52 NAC domain-containing protein 77 putative expressed		TACTGCTTTTCCTTGGTTATAGCTTGCTTGGTTGGTCGAGAGGGGCGGCGAGCGAGCATG		52371		AT5G53950.1

		49115		CUST_41714_PI390587928		4.333592		3.31895		1.6872897		2.4781835		4.421646		4.1346354		4.2482524		3.4564373		4.2477803		4.9615345		4.157524		2.9500217		1.0629356		1.7601343		5.9010134		1.9700795		-1.0612847		3.1222467		5.541338		1.3868755		-0.085811615		0.8156855		2.5609627		0.97825384		0.08805418		1.6425846		2.4702344		0.47183824		Yes		Yes		Yes		U35_44k_v1_49115		-		gb|EAZ32874.1| 4e-25  hypothetical protein OsJ_016357 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05500.1 8e-27 F-box domain containing protein expressed		AATGTGCTGAATGTCTCTTGCAAGCTTTGATCAATGATGATGTGCTTAACTGCTAAAAAA		None		0

		9972		CUST_39128_PI390587928		5.0312347		6.790938		5.5689597		5.3931103		4.394524		5.973147		3.1761758		4.229325		3.739041		5.0234365		3.883651		4.512466		-1.5547802		-1.762705		-5.2516975		-2.2404451		-2.4490016		-3.4046378		-3.216092		-1.8411974		-1.2921937		-0.817791		-2.3927839		-1.1637855		-0.63671064		-1.7675014		-1.6853087		-0.8806443		Yes		Yes		Yes		U35_44k_v1_9972		LOC_Os06g04870.1		gb|ABC86568.1| 6e-60  homeodomain-leucine zipper transcription factor TaHDZipII-1 [Triticum aestivum]		LOC_Os06g04870.1 1e-37 homeobox-leucine zipper protein HAT1 putative expressed		AGGAATGCTTCAAGACGCACAGCACGCTCAACCCCAAGCAGAAGACGGCGCTGGCGAACC		23838		AT4G16780.1

		29403		CUST_11585_PI390587928		2.2066443		2.1787722		2.874261		3.1786528		7.324308		8.116642		7.085736		6.6341558		1.948237		2.083539		4.0654473		3.6667614		34.71924		61.30233		18.52594		10.970086		-1.1961575		-1.068238		2.2834044		1.4026048		-0.25840735		5.93787		4.211475		3.455503		5.1176634		-0.0952332		1.1911864		0.48810863		Yes		Yes		Yes		U35_44k_v1_29403		LOC_Os07g48340.2		ref|NP_001060653.1| 2e-47  Os07g0681400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04890.1 4e-49 calcium-binding protein CAST putative expressed		GAGATCACGGTCGACGAGCTGGCGCAGGCGCTGGATTCACTCGGGCTCGTCGCCGACCGC		28674		AT4G20780.1

		9324		CUST_393_PI390587928		7.1039124		7.0672145		7.2884593		7.7347603		6.5950127		6.922085		6.2495003		6.7737		6.416386		6.399803		6.6852717		7.7229733		-1.4229646		-1.1058301		-2.0547445		-1.9467398		-1.6105196		-1.5882206		-1.5190692		-1.0082035		-0.6875262		-0.14512968		-1.038959		-0.96106005		-0.5088997		-0.6674113		-0.60318756		-0.011786938		No		Yes		Yes		U35_44k_v1_9324		-		gb|EAZ15022.1| 2e-18  hypothetical protein OsJ_004847 [Oryza sativa (japonica cultivar-group)]		No hits found		GTGCTGCTAGAAATATTTGGCATGTTTGTAACCTAGGAATTTCACATGATTTTTGGAGGT		19633		0

		10891		CUST_846_PI390587928		6.3633347		6.1852336		6.4584637		6.9068456		6.320799		5.8905272		6.0183644		5.8264794		6.036644		5.9526544		6.096906		6.517956		-1.0299225		-1.2266352		-1.3566977		-2.1145728		-1.2541332		-1.1749336		-1.2848122		-1.3093854		-0.32669067		-0.29470634		-0.44009924		-1.0803661		-0.04253578		-0.23257923		-0.36155748		-0.3888898		No		Yes		Yes		U35_44k_v1_10891		-		gb|EAZ40854.1| 1e-18  hypothetical protein OsJ_024337 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g45010.1 2e-20 hypothetical protein		TAAATCTCATCGAGGCTGCTCCATCTCTCGAGGCATTTGATGTTGAGATGTTTGAACATC		52458		0

		22311		CUST_13939_PI390587928		9.667492		9.318885		9.363308		9.391926		9.183818		9.150356		8.043677		8.924199		8.821588		8.697374		8.402182		9.285976		-1.3983002		-1.1239116		-2.496022		-1.3829286		-1.797391		-1.5384852		-1.9468292		-1.0762024		-0.84590435		-0.16852856		-1.3196306		-0.4677267		-0.48367405		-0.6215105		-0.9611263		-0.1059494		No		Yes		Yes		U35_44k_v1_22311		LOC_Os06g16420.1		gb|EAZ36615.1| e-159  hypothetical protein OsJ_020098 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g16420.1 1e-161 amino acid transporter-like protein putative expressed		AGCTACTGCTGCTGTTTGTATTGCCTTCATTTTCCCAGCTGCAATCACTTTAAGGGATCC		16805		AT3G30390.2

		34491		CUST_15558_PI390587928		6.6319327		8.596722		7.7741604		6.060463		5.430983		7.715158		5.424422		3.7273188		4.2444105		6.3410034		6.5318894		5.326075		-2.2989094		-1.8423711		-5.0973186		-5.0390234		-5.232579		-4.77572		-2.3657062		-1.6636914		-2.3875222		-0.88156366		-2.3497386		-2.3331442		-1.2009497		-2.2557182		-1.242271		-0.7343879		Yes		Yes		Yes		U35_44k_v1_34491		-		gb|EAZ17117.1| 2e-34  hypothetical protein OsJ_031326 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01439.1 5e-23 expressed protein		TGACGATAGCTTCTCAGAGTACAAATTAATGTCGCGTGTTTTGTATCTATATAGGCTAGT		None		AT4G18570.1

		43861		CUST_26901_PI390587928		12.947697		12.762021		12.983948		12.907367		12.938133		12.533483		11.914993		12.270641		12.83446		12.309883		12.340382		12.846284		-1.0066509		-1.1716474		-2.0979125		-1.5547961		-1.081652		-1.3680661		-1.5621859		-1.0432485		-0.11323643		-0.22853851		-1.0689545		-0.6367254		-0.009563446		-0.45213795		-0.64356613		-0.06108284		No		Yes		Yes		U35_44k_v1_43861		-		No hits found		No hits found		AATCGCTCTTGGCAGAGCAAGTGCATGATAACGTGTAAAGAGTAAAAGAAGAGAAGGAGA		9689		0

		48809		CUST_11990_PI390587928		7.5189934		7.6090274		7.2070384		7.4229674		8.8194475		9.01496		10.337193		8.771129		9.211114		10.441009		10.132585		8.605342		2.463064		2.649891		8.755285		2.5458744		3.231313		7.120513		7.597613		2.2695		1.6921206		1.4059329		3.1301541		1.3481612		1.3004541		2.8319812		2.9255462		1.1823745		Yes		Yes		Yes		U35_44k_v1_48809		-		gb|AAC61852.1| 5e-06  putative monosaccharide transporter 1 [Petunia x hybrida]		LOC_Os07g01560.2 3e-07 sugar transport protein 1 putative expressed		AACATGTTTTTCCCTTTGGTCATGGGGCAGGCATTCCTCACCATGTTTTGCCCCAAAAAA		None		0

		33132		CUST_1129_PI390587928		8.725614		8.629054		9.184653		9.424634		8.398538		8.137422		8.126987		8.188226		8.392727		8.121451		8.7287035		9.512143		-1.2544682		-1.406035		-2.081561		-2.3561122		-1.259531		-1.4216858		-1.3716855		1.0625341		-0.3328867		-0.49163246		-1.0576658		-1.2364082		-0.32707596		-0.5076027		-0.45594978		0.087509155		No		Yes		Yes		U35_44k_v1_33132		LOC_Os06g11380.1		gb|EAZ36280.1| 1e-11  hypothetical protein OsJ_019763 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11380.1 3e-13 ATP binding protein putative expressed		ATGTATCCCCATTGATCATATCGAATTGCATATGCGAGTGCTCCCACGGTGGCAAATAAA		17831		0

		4218		CUST_30986_PI390587928		15.605256		15.205882		14.615544		14.957049		15.430233		15.109242		13.162213		14.232765		15.403461		14.75489		13.303042		14.549775		-1.1289824		-1.0692799		-2.738396		-1.6520807		-1.1501281		-1.3669795		-2.4837189		-1.3261778		-0.20179462		-0.09663963		-1.453331		-0.7242842		-0.17502308		-0.45099163		-1.3125019		-0.40727425		No		Yes		Yes		U35_44k_v1_4218		LOC_Os03g13840.2		gb|EAY89209.1| e-129  hypothetical protein OsI_010442 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13840.2 1e-129 ERD7 putative expressed		ACTGTGATGTGTATGTGAACACGCAACATAGACCTATTTCGTGAAAAGGGGAAAAAAGGG		14760		AT2G17840.1

		28447		CUST_27494_PI390587928		3.8341262		3.737786		4.2855773		3.8555696		3.1106188		2.9431992		3.10001		3.4154227		2.3124316		2.8783913		3.1410692		2.9938002		-1.6511915		-1.7345806		-2.2745283		-1.3567425		-2.8712811		-1.814277		-2.2107074		-1.8172657		-1.5216947		-0.7945869		-1.1855674		-0.44014692		-0.7235074		-0.8593948		-1.1445081		-0.86176944		Yes		No		No		U35_44k_v1_28447		LOC_Os07g32900.1		gb|EAZ39989.1| e-101  hypothetical protein OsJ_023472 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g32900.1 1e-103 rf1 protein mitochondrial precursor putative expressed		ATGAAGCAGTACTGCATTGACAAGAACATGAAATCTACCACTGAGATTTACAAGGGCATG		27319		AT1G05670.2

		8885		CUST_39549_PI390587928		6.162556		5.9054813		4.530524		4.9312863		7.696003		6.667618		6.4367576		7.8140607		6.8662543		6.4250493		5.81183		6.603018		2.894766		1.6960003		3.7482932		7.3756714		1.6286744		1.4335259		2.4305894		3.1859674		0.70369816		0.76213646		1.9062338		2.8827744		1.5334468		0.51956797		1.2813063		1.6717315		Yes		Yes		Yes		U35_44k_v1_8885		LOC_Os12g44110.2		gb|EAZ21354.1| 1e-24  hypothetical protein OsJ_035563 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g44110.2 3e-26 ligA putative expressed		CAGATTTGGAGTTAATCATACCCAACAGGGTGATGGAATAAAAGCAAAATTCAACATCAA		18122		AT5G62680.1

		35422		CUST_32198_PI390587928		1.7633632		2.1508753		1.5988873		2.508886		1.7536358		1.9679313		5.562124		1.7035276		1.8970404		2.2288678		4.570967		1.723615		-1.0067654		-1.1351981		15.597429		-1.74758		1.0970864		1.0555482		7.846666		-1.7234161		0.13367712		-0.18294406		3.9632363		-0.8053585		-0.009727478		0.07799244		2.9720798		-0.78527105		No		Yes		Yes		U35_44k_v1_35422		-		gb|EAZ31972.1| 7e-05  hypothetical protein OsJ_015455 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52460.1 2e-06 viral A-type inclusion protein repeat containing protein expressed		ATGTGGAATCGCAGCTAAAGAAACTGATGGATGAGAGCATAAAGCTGGGAGACGATATCG		None		0

		22686		CUST_25749_PI390587928		5.182804		5.862837		4.9764576		5.5097747		4.224503		5.053927		5.1172967		4.477095		4.024342		4.748236		4.99926		4.909674		-1.9430205		-1.7518872		1.1025462		-2.0458205		-2.2321935		-2.1653507		1.015931		-1.5158222		-1.158462		-0.8089099		0.1408391		-1.0326796		-0.95830107		-1.1146007		0.022802353		-0.6001005		No		Yes		Yes		U35_44k_v1_22686		LOC_Os05g49140.3		ref|NP_001056342.1| e-127  Os05g0566400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49140.2 1e-129 OsMPK20-5 - putative MAPK based on amino acid sequence homology expressed		CAGCTTCTCAAGGATTACACCAACGGCTCAGAGAAAACCAACTTTCTATATCCTAGTGCC		16681		AT2G42880.1

		19060		CUST_9267_PI390587928		5.498323		6.28722		4.5143905		4.35539		4.22628		5.7467465		3.856233		5.4625664		3.990626		5.642025		3.234646		3.5440035		-2.4150329		-1.4544498		-1.578066		2.154236		-2.8435574		-1.5639507		-2.4279594		-1.7548972		-1.5076969		-0.54047346		-0.6581576		1.1071763		-1.2720428		-0.645195		-1.2797444		-0.8113866		Yes		No		No		U35_44k_v1_19060		LOC_Os05g12580.1		ref|NP_001054936.1| 2e-09  Os05g0217000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g12580.1 4e-11 AGP20 putative		TGTTGTTCCAATGCTTTCTCAGGTCTGTCGTCACTAGTTATGCGTATATTAGTCATTAAA		10962		0

		8612		CUST_4336_PI390587928		5.18996		5.266922		4.701098		4.929163		4.4214854		4.5648046		3.8194206		2.943469		4.6543255		4.637719		3.848482		4.3078346		-1.7034677		-1.6268908		-1.8425163		-3.9605312		-1.4495796		-1.5467101		-1.8057724		-1.5382909		-0.5356345		-0.70211744		-0.8816774		-1.9856939		-0.7684746		-0.62920284		-0.8526161		-0.62132835		Yes		No		No		U35_44k_v1_8612		LOC_Os05g37410.1		ref|NP_001055685.1| e-122  Os05g0445900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37410.1 1e-112 hhH-GPD superfamily base excision DNA repair protein expressed		ACCATTGGGCGAGAGAATTATCATCCTGGTCTGAGTGTAGACTGTTGCTGCAACTTTTTT		17807		AT5G04560.2

		27046		CUST_20524_PI390587928		5.2893276		5.310037		5.8974633		5.7303276		5.1879187		4.985828		5.1123023		5.288824		4.978562		4.3827744		4.7620697		5.470981		-1.0728207		-1.251978		-1.7232846		-1.3580189		-1.2403659		-1.9016645		-2.196785		-1.1969364		-0.31076574		-0.3242092		-0.785161		-0.44150352		-0.10140896		-0.9272628		-1.1353936		-0.2593465		No		Yes		Yes		U35_44k_v1_27046		LOC_Os05g31690.1		gb|EAZ34129.1| 1e-13  hypothetical protein OsJ_017612 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g31690.1 2e-15 expressed protein		ATAGTGGTGGTACTAGTGCCGTGGTAGCAGGCTAGCAGCCATGGTGAGGAGCAAAGAGGT		25934		0

		7924		CUST_33232_PI390587928		5.124562		5.525589		4.7340317		5.6020303		3.4127388		2.706219		3.998703		4.759859		3.8177664		4.2439494		2.2105708		7.0802226		-3.275745		-7.0585413		-1.6647767		-1.7927461		-2.473914		-2.4311512		-5.749597		2.7859943		-1.3067954		-2.81937		-0.7353287		-0.8421712		-1.711823		-1.2816396		-2.5234609		1.4781923		Yes		No		No		U35_44k_v1_7924		LOC_Os03g24560.1		No hits found		LOC_Os03g24560.1 1e-05 ompA/MotB putative expressed		ATTCTTGGCTCGAGTTTGTTGATGCTACACATCACGTATATCTATTTATTTTGCAACTCA		16518		0

		30785		CUST_10322_PI390587928		5.646562		5.8067513		5.290894		5.4936166		5.2186303		5.172711		9.253864		10.520438		5.5100226		6.4990788		8.180169		5.942389		-1.3453037		-1.5519052		15.594553		32.600487		-1.0992652		1.6158884		7.408981		1.3648784		-0.13653946		-0.63404036		3.9629703		5.0268216		-0.4279318		0.6923275		2.889275		0.44877243		No		Yes		Yes		U35_44k_v1_30785		-		No hits found		No hits found		AAGTCTGCCTTGCCAGCTTCCTGCTTCAGCGGTTCTACTGTCTCTGTGAACTCAGACCGC		30835		0

		2303		CUST_5408_PI390587928		7.5672398		7.67353		7.6090946		7.344812		6.9952254		7.065987		6.009666		5.7088485		6.743853		7.225693		6.90859		7.0341353		-1.4865978		-1.5236621		-3.030233		-3.1079502		-1.7695551		-1.3639936		-1.6250733		-1.2402892		-0.82338667		-0.607543		-1.5994287		-1.6359634		-0.57201433		-0.44783688		-0.7005048		-0.31067657		Yes		No		No		U35_44k_v1_2303		LOC_Os01g04900.1		gb|EAY72484.1| 3e-39  hypothetical protein OsI_000331 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04900.1 6e-41 metalloendopeptidase putative expressed		AATTTGGCGATGAATTTAAGGTTTTTCTTCCTCCAACTGTATCTGTGAGATGTTTTGCCA		5436		AT5G05740.2

		17456		CUST_39712_PI390587928		5.2822766		5.3217163		5.256366		5.3446097		4.3520284		4.6860375		3.870067		4.1718698		4.437603		4.450371		3.8853033		4.93977		-1.9056039		-1.5536685		-2.614072		-2.2543945		-1.7958584		-1.8293682		-2.5866098		-1.3239416		-0.84467363		-0.63567877		-1.3862989		-1.17274		-0.93024826		-0.8713455		-1.3710625		-0.40483952		Yes		No		No		U35_44k_v1_17456		LOC_Os03g20580.1		gb|EAY89807.1| 9e-23  hypothetical protein OsI_011040 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20580.1 2e-24 expressed protein		TGTACTTCTGTAGTCTGTACATTTGATGGATAGGTAGTAGGTTGCAGATAGCTTGAAAGA		7051		0

		38937		CUST_4476_PI390587928		4.562805		3.8432791		4.3679347		3.9124272		3.88198		3.7622974		3.0814292		3.074336		3.7084644		3.3787758		3.3527222		3.3341942		-1.6030564		-1.0577376		-2.4393647		-1.7876832		-1.8079325		-1.3798422		-2.0212007		-1.4930195		-0.8543408		-0.08098173		-1.2865055		-0.83809114		-0.68082523		-0.4645033		-1.0152125		-0.578233		No		Yes		Yes		U35_44k_v1_38937		LOC_Os04g34460.1		ref|NP_001052788.1| 2e-42  Os04g0422000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g34460.1 4e-44 structural molecule putative expressed		ATGTCAGATTACCCTTTTTCAGTTTGTTCCAGTCTTCCTGTATGTCTCTACTCTGCATAA		34926		AT5G09820.2

		47253		CUST_12863_PI390587928		9.487327		9.972217		9.461514		9.073862		8.938337		9.521519		7.9372993		8.297607		8.364081		9.032387		7.9967227		8.641816		-1.4630604		-1.3667012		-2.876302		-1.7126789		-2.1783643		-1.9183019		-2.7602363		-1.3491455		-1.1232452		-0.4506979		-1.5242152		-0.77625465		-0.5489893		-0.9398298		-1.4647918		-0.43204594		No		Yes		Yes		U35_44k_v1_47253		LOC_Os03g51150.1		gb|EAY91685.1| e-100  hypothetical protein OsI_012918 [Oryza sativa (indica cultivar-group)]		LOC_Os03g51150.1 1e-102 expressed protein		CGGCTCAGCTGTCCGGCGGAGAACATGCTGAACAAGATGCCCAACGAGCTCTCCAAGGAG		48120		AT5G43950.1

		37777		CUST_15369_PI390587928		6.6493134		6.807022		6.829403		6.847325		6.6330204		6.7210917		5.66892		6.1333375		5.9610057		6.18339		5.912164		6.636584		-1.0113575		-1.0613719		-2.2353222		-1.6403314		-1.6113923		-1.5407491		-1.8884972		-1.1572825		-0.68830776		-0.08593035		-1.1604829		-0.71398735		-0.016293049		-0.62363195		-0.9172387		-0.21074104		No		Yes		Yes		U35_44k_v1_37777		LOC_Os02g46750.2		gb|EAY87154.1| 3e-59  hypothetical protein OsI_008387 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46750.1 3e-60 expressed protein		TTAGGAGCCTTTGAGACAGCTACTGGAGAGCAGGTCTATCACCACATAACTTCATCACTT		33472		AT5G16810.1

		25087		CUST_14915_PI390587928		5.511795		5.41974		6.099483		6.272165		5.245869		4.9951406		5.033689		5.094088		4.86459		4.71974		4.932922		6.0932107		-1.2024075		-1.3422		-2.0933216		-2.2627492		-1.566131		-1.6245052		-2.2447598		-1.1320629		-0.6472049		-0.42459965		-1.065794		-1.1780767		-0.26592588		-0.7000003		-1.1665611		-0.17895412		No		Yes		Yes		U35_44k_v1_25087		LOC_Os06g02560.3		ref|NP_001056618.1| 1e-61  Os06g0116200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g02560.3 3e-63 growth-regulating factor putative expressed		TAATAAATCTGATGTGGGTGAGCTGAGCTTCTTCTCCGGAGCATCAGGAAACAACAACAG		22622		0

		43433		CUST_19926_PI390587928		2.4159677		3.3513834		2.7920449		2.638387		8.644113		10.165557		9.725716		11.2872925		3.1718776		2.5353637		3.186406		2.9332888		74.964966		112.53061		122.24834		401.4025		1.6886964		-1.7605422		1.3143605		1.2268015		0.7559099		6.8141737		6.933671		8.648906		6.2281446		-0.8160198		0.39436102		0.29490185		Yes		Yes		Yes		U35_44k_v1_43433		-		ref|XP_001550502.1| 9e-35  hypothetical protein BC1G_10461 [Botryotinia fuckeliana B05.10]		No hits found		AGGCGTTTGGGGGACGGGAGTTTATAGGTTCATATCGTAGTTATTAGAAAACAAAAACGA		40066		0

		43195		CUST_12437_PI390587928		3.8493426		4.677529		3.868702		3.2729557		2.2776153		3.3537753		2.725853		2.1544638		2.8309424		3.8984215		2.797598		2.5871284		-2.972604		-2.5031652		-2.2081666		-2.1711988		-2.0256715		-1.7160687		-2.1010406		-1.6086241		-1.0184002		-1.3237536		-1.142849		-1.1184919		-1.5717273		-0.77910733		-1.071104		-0.68582726		Yes		No		No		U35_44k_v1_43195		-		No hits found		No hits found		ACGCATCAAAGGACGCTCACACGAGAAACAGTTCGTCGGATTATTATTCACTACTAGACA		4244		0

		13599		CUST_35856_PI390587928		10.798535		11.374261		10.060004		9.952355		10.079498		10.644624		9.299844		8.934041		9.730449		10.255105		9.910726		9.623477		-1.646083		-1.658222		-1.693679		-2.0255508		-2.0966508		-2.1721983		-1.1090149		-1.2560365		-1.0680866		-0.72963715		-0.76016045		-1.0183144		-0.71903706		-1.1191559		-0.14927864		-0.3288784		No		Yes		Yes		U35_44k_v1_13599		LOC_Os07g38490.1		ref|NP_001060060.1| 5e-67  Os07g0572600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38490.1 1e-68 GDP-fucose protein-O-fucosyltransferase 2 putative expressed		CTGGGCGGCGTATGTTATTCTTACATGGTTAGAGAATACAAAGGGGGCTTGTGGGTTAAA		39265		AT1G53770.1

		15617		CUST_16342_PI390587928		12.317397		12.197681		12.120014		12.4483595		12.440356		12.568532		13.589501		12.258887		12.737815		13.415948		13.410754		12.415871		1.0889661		1.293115		2.7692344		-1.1403464		1.338315		2.32667		2.446535		-1.022775		0.4204178		0.37085056		1.4694872		-0.1894722		0.12295914		1.2182665		1.29074		-0.032488823		No		Yes		Yes		U35_44k_v1_15617		LOC_Os02g08180.1		ref|NP_001046076.1| 4e-21  Os02g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08180.1 1e-22 protein transport protein SEC61 gamma subunit putative expressed		GAAGACCTGTTTTGTGAGAAATTGTCACCAGCTTAATCATGGTAATGAGTATAGATCTTA		3681		AT5G50460.1

		46059		CUST_7597_PI390587928		5.0456676		6.000565		5.3616104		5.1770935		3.9972327		5.136085		3.984666		4.7242255		4.241959		4.507472		3.8134525		4.7391047		-2.068285		-1.8206834		-2.597177		-1.3687586		-1.7455825		-2.8149183		-2.924435		-1.3547144		-0.80370855		-0.86448		-1.3769443		-0.45286798		-1.048435		-1.493093		-1.5481579		-0.43798876		Yes		No		No		U35_44k_v1_46059		LOC_Os11g33090.1		ref|NP_001068027.1| 5e-42  Os11g0536800 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g33090.1 1e-43 amidase putative expressed		TTTTTCAATGATTCAAAACTGCGTGAGATGGAAGACGGTGCAAAAGAATTTAATGTACCT		None		0

		912		CUST_27708_PI390587928		1.9405695		1.5364946		1.5577301		2.3319523		1.5175623		1.7053076		3.0965538		6.77307		1.9505305		1.4528545		2.4299939		4.7981877		-1.3407193		1.1241332		2.905575		21.722486		1.0069283		-1.0596884		1.830533		5.5259995		0.009961009		0.16881299		1.5388237		4.4411173		-0.42300725		-0.0836401		0.8722638		2.4662354		No		Yes		Yes		U35_44k_v1_912		-		gb|EAY90615.1| 6e-05  hypothetical protein OsI_011848 [Oryza sativa (indica cultivar-group)]		LOC_Os01g24490.1 8e-04 expressed protein		ATATCCTACCTGTTATTACTGGACATCAGTTGGAGATTCGTCTCGCTTGCCATCTTTCCC		2709		0

		14552		CUST_6729_PI390587928		7.986998		6.443184		4.809915		5.8195133		6.8791013		7.4144535		10.7670965		12.228229		6.4538627		7.345014		11.363365		9.938442		-2.155312		1.9605652		62.128418		84.9602		-2.8941414		1.8684348		93.925835		17.374853		-1.5331354		0.9712696		5.9571815		6.4087152		-1.1078968		0.9018302		6.55345		4.118929		No		Yes		Yes		U35_44k_v1_14552		-		emb|CAA71773.1| 2e-09  pathogenesis-related protein [Hordeum vulgare]		No hits found		GCATGCTCGACATAAACGTAGTGATGCATGATTACATGCTACCATATTTGCATTTGTGAA		639		0

		19934		CUST_13830_PI390587928		6.901441		6.9419503		7.2211013		7.2362437		6.8540483		6.6286006		6.646273		6.7577147		6.419315		6.2856193		6.202849		6.6271553		-1.0333958		-1.2425895		-1.4895		-1.3933222		-1.3968008		-1.5760694		-2.0254638		-1.5252951		-0.48212624		-0.31334972		-0.57482815		-0.47852898		-0.047392845		-0.65633106		-1.0182524		-0.6090884		No		Yes		Yes		U35_44k_v1_19934		LOC_Os02g52250.1		ref|NP_001048184.1| e-136  Os02g0759800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52250.1 1e-137 pre-mRNA-splicing factor prp45 putative expressed		TAACTTTGCAAAGCTTTCAGAAGCATTGTATGTTGCAGAGCAGAAGGCGAGGGAAGCAGT		12511		AT1G77180.2

		17761		CUST_30632_PI390587928		6.684927		7.580982		7.8340364		7.2375197		6.1626925		6.3257165		6.607889		6.463536		6.1236076		6.189852		6.1454635		6.2770896		-1.4361778		-2.3871112		-2.339414		-1.7099854		-1.475618		-2.6228404		-3.223377		-1.94589		-0.56131935		-1.2552657		-1.2261472		-0.77398396		-0.52223444		-1.39113		-1.6885729		-0.96043015		Yes		Yes		Yes		U35_44k_v1_17761		-		No hits found		No hits found		TTCACACATGTAGCCCAGTGCTTTTGGGGACAAAACTTACTGCAGTAAATCAATTTTGCC		None		0

		1378		CUST_7662_PI390587928		10.345763		11.210187		9.74492		9.5221195		9.859401		10.821645		8.523343		8.301271		9.023774		10.019025		9.598893		9.17402		-1.4009082		-1.30907		-2.3320143		-2.330837		-2.5001056		-2.283366		-1.1065178		-1.2728829		-1.321989		-0.38854218		-1.2215767		-1.2208481		-0.48636246		-1.1911621		-0.14602661		-0.3480997		No		Yes		Yes		U35_44k_v1_1378		LOC_Os01g73790.1		ref|NP_001045523.1| e-124  Os01g0969100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73790.1 1e-126 bifunctional polymyxin resistance arnA protein putative expressed		GGGCAAAAGGGACCGAGTATCTGAGTATCTATCATACCTGTGGTGGCAGTGTTTGTTAAA		4481		AT1G08200.1

		5114		CUST_28618_PI390587928		11.39181		11.384785		13.057777		11.841893		11.42924		11.0808115		11.836492		10.9943075		11.142086		10.954269		11.563212		11.492058		1.0262839		-1.2345396		-2.3315442		-1.799487		-1.18898		-1.3477149		-2.8177917		-1.2744153		-0.24972439		-0.3039732		-1.2212858		-0.8475857		0.03742981		-0.4305153		-1.494565		-0.3498354		No		Yes		Yes		U35_44k_v1_5114		LOC_Os03g52080.1		ref|NP_001051161.1| 7e-95  Os03g0730400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52040.1 1e-96 serine carboxypeptidase 1 precursor putative expressed		AGAAGAATACAGTCAGTTAAGTGAGACGTCTCCTGAACAACCTAGCCTGAAATGTTCTGA		35005		AT1G33540.1

		22726		CUST_23157_PI390587928		1.575686		1.685146		1.8168921		1.6658717		1.8677216		1.6473169		4.0148945		1.4892021		1.5561496		1.8433584		3.846255		1.6803719		1.2243665		-1.0265679		4.5884356		-1.1302717		-1.0136337		1.1159036		4.0822453		1.0101014		-0.019536376		-0.03782904		2.1980023		-0.1766696		0.29203558		0.15821242		2.029363		0.014500141		No		Yes		Yes		U35_44k_v1_22726		LOC_Os09g17880.1		gb|EAZ44427.1| 7e-54  hypothetical protein OsJ_027910 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g19180.1 2e-55 senescence-induced receptor-like serine/threonine-protein kinase precursor putative		TGATCCCAAACACGACCGATAACACGCCTTGGTTTCACGAGGCGATCTTCATCGCGTGGG		18864		AT1G51790.1

		44852		CUST_17168_PI390587928		5.53479		5.6318107		5.5274506		5.8560333		5.033215		5.3456454		4.4442325		4.6939344		5.0026307		5.077623		4.604736		5.9578605		-1.4157583		-1.2193948		-2.118757		-2.2378275		-1.446092		-1.4683417		-1.895679		1.0731317		-0.5321593		-0.28616524		-1.0832181		-1.1620989		-0.501575		-0.5541878		-0.9227147		0.101827145		No		Yes		Yes		U35_44k_v1_44852		LOC_Os01g55900.1		No hits found		No hits found		GCTGAGTATTGCCTCGAGTAGAACTTTTTAGTTTCAGAGAATATGTCCTTATTTTATGCA		43054		0

		5870		CUST_39220_PI390587928		6.8795037		7.1779113		8.405098		7.7595725		6.9772644		6.744919		7.1692696		6.1016345		6.7162147		6.4777985		7.281021		7.1809907		1.0701112		-1.3500309		-2.3551655		-3.1556518		-1.1198373		-1.6246319		-2.1796203		-1.4933805		-0.16328907		-0.43299246		-1.2358284		-1.657938		0.09776068		-0.7001128		-1.1240768		-0.5785818		No		Yes		Yes		U35_44k_v1_5870		LOC_Os07g25810.1		ref|XP_001621682.1| 2e-07  hypothetical protein NEMVEDRAFT_v1g144035 [Nematostella vectensis]		No hits found		AGCTGAGCCAAACGTATGTATACAAAATACAACATCAGTGCCCGCCGCCGATCCCGCCAC		None		0

		14981		CUST_4472_PI390587928		9.84876		9.765375		9.835113		9.522201		9.24166		9.479942		8.651679		8.852303		9.279595		9.35517		9.128261		9.200476		-1.5231938		-1.2187759		-2.2711666		-1.5909605		-1.4836639		-1.3288745		-1.6322386		-1.2498239		-0.5691643		-0.28543282		-1.1834335		-0.66989803		-0.60709953		-0.4102049		-0.70685196		-0.3217249		No		Yes		Yes		U35_44k_v1_14981		LOC_Os01g13210.2		ref|NP_001042508.1| 2e-24  Os01g0233000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g13210.2 3e-26 DREPP4 protein putative expressed		AAACCCTGGGCGATGAATCATACAGAGTAGCTGAACTGCTGAACGGCTGTTGATATGAAA		3120		0

		10004		CUST_35088_PI390587928		3.607601		2.0235987		3.327501		4.4202704		2.7375176		3.1460094		5.1662493		3.090367		3.7051792		3.4822648		3.7187939		3.4695444		-1.8277684		2.1771047		3.5769954		-2.5138583		1.0699759		2.748541		1.3115681		-1.9328451		0.09757829		1.1224108		1.8387482		-1.3299034		-0.87008333		1.4586661		0.3912928		-0.95072603		No		Yes		Yes		U35_44k_v1_10004		LOC_Os01g62200.1		gb|AAL08561.1| 1e-31  auxin-regulated protein [Lycopersicon esculentum]		LOC_Os08g44760.2 8e-28 expressed protein		TACTCCTGGTCCTCCAAGAGGAGCTACAAGACCGGATACGTCTGGCACGACCTCACCGCC		18850		AT5G59790.1

		50808		CUST_25987_PI390587928		5.1834908		5.7485766		5.6357512		5.2695026		4.675881		4.426496		4.980095		4.4927673		4.7062497		4.7200484		4.5135818		3.987592		-1.4216928		-2.5002644		-1.5753325		-1.7132496		-1.392079		-2.039942		-2.1767406		-2.431608		-0.47724104		-1.3220806		-0.65565634		-0.7767353		-0.50760984		-1.0285282		-1.1221695		-1.2819107		No		Yes		Yes		U35_44k_v1_50808		LOC_Os01g10440.1		gb|EAY72919.1| 2e-37  hypothetical protein OsI_000766 [Oryza sativa (indica cultivar-group)]		LOC_Os01g10440.1 3e-39 xylosyltransferase oxt putative expressed		CATGTTCCGGCGAGTCGGCAACCTGGAGGTGATGGGCGGCACCAACATGGTGACCTACCG		None		AT3G15350.2

		29116		CUST_35994_PI390587928		5.1677837		5.3270335		6.9671874		6.1152816		4.747261		4.76131		5.558329		5.019186		3.7504628		4.1876874		5.546803		5.7434945		-1.3384124		-1.4801295		-2.6552696		-2.1377535		-2.6708908		-2.2028117		-2.6765683		-1.2939546		-1.417321		-0.5657234		-1.4088583		-1.0960956		-0.4205227		-1.1393461		-1.4203844		-0.37178707		Yes		Yes		Yes		U35_44k_v1_29116		LOC_Os11g46080.1		ref|NP_001068487.1| 5e-74  Os11g0689100 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g46210.1 1e-75 NB-ARC domain containing protein expressed		TTTACTCATGTCCGATCTCTGACCATGTTTGGGAGCTTGACCCAACTGCCTTCTAATTCA		28302		AT3G07040.1

		12452		CUST_21233_PI390587928		4.509937		5.210535		5.121782		4.0329094		3.8004487		4.0590324		3.5139701		2.9346867		3.8816035		4.005295		2.9566896		2.9957283		-1.6352239		-2.2214515		-3.0478919		-2.140908		-1.5457782		-2.3057566		-4.484951		-2.052214		-0.62833333		-1.1515026		-1.6078117		-1.0982227		-0.70948815		-1.2052402		-2.1650922		-1.0371811		Yes		Yes		Yes		U35_44k_v1_12452		LOC_Os07g44690.1		gb|EAZ40833.1| 3e-16  hypothetical protein OsJ_024316 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44690.1 7e-18 AT-HSFB4 putative expressed		AGGCCATGGCTTTCCTTGTGGAGAGGTGCGGGGAGATGGTGGTGTCCATGGAGATGGGCT		22363		0

		45843		CUST_203_PI390587928		4.7698445		5.6087785		5.9005		5.048689		4.6312385		5.208549		4.2453027		4.521064		4.29114		4.4074883		4.082739		4.647213		-1.1008409		-1.3197178		-3.1496623		-1.4415542		-1.3934917		-2.299452		-3.5253365		-1.3208585		-0.47870445		-0.40022945		-1.6551971		-0.5276251		-0.13860607		-1.2012901		-1.817761		-0.4014759		No		Yes		Yes		U35_44k_v1_45843		LOC_Os05g32390.2		gb|EAY97909.1| 4e-44  hypothetical protein OsI_019142 [Oryza sativa (indica cultivar-group)]		LOC_Os05g32390.1 6e-46 dynamin family protein expressed		GAGATCATCTTATGTTACACATTTGATGGAAGAGGCTGAACTTCTGGTTGATGCTGCTTC		45178		0

		3941		CUST_23066_PI390587928		10.187343		10.29057		10.115021		10.392016		12.767021		13.252579		12.717893		11.523604		13.348802		13.389571		12.465485		9.886417		5.978065		7.79208		6.0749474		2.1909976		8.947341		8.568253		5.099882		-1.4197127		3.161459		2.9620085		2.602872		1.131588		2.5796785		3.099001		2.3504639		-0.505599		Yes		Yes		Yes		U35_44k_v1_3941		-		ref|NP_001060957.1| 3e-35  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 7e-37 blue copper protein precursor putative expressed		GATTGTGCTTCTTTGTTTCTTCCCTTATCGGACGTGCATGCACTTTATGTATTATAATTC		11810		AT2G32300.1

		37292		CUST_22774_PI390587928		8.4962225		8.345824		6.4231772		7.3922615		7.868608		7.978579		7.607918		7.694597		7.422096		7.650892		7.051582		7.3098526		-1.5450082		-1.2898874		2.273225		1.2331388		-2.1054473		-1.6188086		1.5458546		-1.0587845		-1.0741267		-0.3672452		1.1847405		0.30233526		-0.6276145		-0.69493246		0.6284046		-0.082408905		No		Yes		Yes		U35_44k_v1_37292		-		No hits found		No hits found		GATATTAATATATTAGAGCTGGCAAATCTTTTCAAGGGATTGTATGGGCCTAATGGCCGT		33063		0

		44838		CUST_13235_PI390587928		5.870027		6.101724		7.1865764		6.7137427		4.9205546		5.37145		5.4740224		5.4294014		4.222693		5.001009		5.710991		6.621464		-1.9311663		-1.6589544		-3.277405		-2.4357083		-3.1325426		-2.1446097		-2.7809649		-1.0660528		-1.6473341		-0.7302742		-1.712554		-1.2843413		-0.9494724		-1.1007152		-1.4755855		-0.09227896		Yes		Yes		Yes		U35_44k_v1_44838		LOC_Os02g44280.1		gb|EAY86970.1| 1e-29  hypothetical protein OsI_008203 [Oryza sativa (indica cultivar-group)]		LOC_Os02g44280.1 2e-31 conserved hypothetical protein		TGCTTCCTCATCATCTACAAGCTGTAAAAAACCGCTAATATTGAATTTGGCACTCCTCCC		43034		AT4G12450.1

		47794		CUST_41993_PI390587928		4.9435334		4.954754		5.8381543		5.596048		4.4034214		4.754043		5.241268		4.404648		4.2571173		4.2547708		4.093454		4.8367734		-1.4540855		-1.1492645		-1.5124487		-2.2837427		-1.6092808		-1.6244857		-3.3512526		-1.6926392		-0.68641615		-0.20071077		-0.59688616		-1.1914		-0.540112		-0.6999831		-1.7447004		-0.7592745		No		Yes		Yes		U35_44k_v1_47794		LOC_Os11g44880.1		ref|NP_001066967.1| 3e-69  Os12g0547500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36100.2 9e-71 kinesin-4 putative expressed		AAATTCGAAATAGCTCTCAGAAAGGCATTGCAGTTCCAGATGCAAACATAGTTCCGGTCA		49208		AT2G47500.1

		17216		CUST_17272_PI390587928		8.712735		9.217506		8.242527		8.134511		9.390229		10.812935		11.477399		9.692529		10.085426		11.151978		10.941074		8.120139		1.5993593		3.0218425		9.414417		2.94449		2.5895317		3.8223798		6.49148		-1.0100116		1.3726912		1.5954285		3.2348719		1.5580177		0.67749405		1.9344711		2.6985474		-0.014371872		Yes		Yes		Yes		U35_44k_v1_17216		LOC_Os08g37210.1		gb|EAZ07346.1| e-178  hypothetical protein OsI_028578 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		GACAAACAAGTTGTAAGTGGAAGAATGAAATAAATAGCCAAGTATTTAGGCTCTCTTTGG		6910		AT2G26560.1

		43247		CUST_32697_PI390587928		4.3998566		4.1808615		4.983168		4.617958		4.9199467		4.7147994		5.491526		7.6185775		4.612211		4.1573296		4.7867417		5.4507127		1.4340448		1.4478759		1.4224304		8.003435		1.1585776		-1.0164448		-1.1458565		1.7810829		0.21235466		0.53393793		0.508358		3.0006194		0.5200901		-0.023531914		-0.19642639		0.8327546		Yes		No		No		U35_44k_v1_43247		LOC_Os02g02400.4		emb|CAH61266.1| 4e-36  catalase [Secale cereale]		LOC_Os02g02400.4 2e-36 catalase isozyme A putative expressed		ATGGATCCCTGCAAGTTCCGGCCGTCGAGCAGCTTCGACACCAAGACGACGACGACGAAC		39710		AT4G35090.2

		49051		CUST_14881_PI390587928		5.027764		4.952179		5.823274		6.1211457		4.717319		4.2987347		4.482425		5.6602407		4.8906245		4.0526767		4.200837		5.4989333		-1.24009		-1.5729189		-2.5330033		-1.376405		-1.0997224		-1.8654224		-3.0789468		-1.5392338		-0.13713932		-0.6534443		-1.3408489		-0.46090508		-0.31044483		-0.8995023		-1.622437		-0.6222124		No		Yes		Yes		U35_44k_v1_49051		-		No hits found		No hits found		GCTCAAGTAGCCCCCTAATAATCAACAATGTAAAGTTTACGCATCGTTTGGTCCAAAAAA		None		0

		16102		CUST_16530_PI390587928		15.268275		15.238773		15.242153		16.088266		14.913521		15.370697		13.345886		15.471497		14.306229		14.553046		14.090312		15.913574		-1.278768		1.0957538		-3.7224872		-1.533438		-1.9480715		-1.6085125		-2.2219727		-1.1287235		-0.9620466		0.13192368		-1.8962669		-0.6167698		-0.35475445		-0.6857271		-1.1518412		-0.17469215		No		Yes		Yes		U35_44k_v1_16102		LOC_Os03g43410.1		ref|NP_001067210.1| 4e-60  Os12g0601400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40900.1 7e-62 OsIAA31 - Auxin-responsive Aux/IAA gene family member expressed		ATGTCAATGGTTGGTTGGTGTCTCCCTTGAGTTTGGTTATTATCAAAGATTGCAAGGAAA		None		AT1G04240.1

		6182		CUST_24447_PI390587928		9.390673		9.379901		8.53843		8.759939		8.718067		8.786102		6.4090476		7.792606		8.49339		8.2194805		6.824719		8.378287		-1.5939491		-1.5092154		-4.375302		-1.9552232		-1.8625544		-2.2352254		-3.280035		-1.3028327		-0.8972826		-0.59379864		-2.1293826		-0.9673333		-0.6726055		-1.1604204		-1.7137113		-0.38165188		Yes		Yes		Yes		U35_44k_v1_6182		LOC_Os06g10420.1		ref|NP_001057093.1| e-115  Os06g0206000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10420.1 1e-117 expressed protein		GATGTTTGCTCTCCTAGAGAAAGGCATGTGTATTTGAGTAGTCCGGATTCTACTAAAAAA		20566		AT5G12040.1

		32924		CUST_31772_PI390587928		4.0327997		4.2037673		2.8901482		4.1146884		5.1445007		6.2010746		6.9176803		5.4296737		5.64971		7.0296807		6.855536		5.357598		2.1610029		3.9925413		16.308273		2.487998		3.067175		7.090628		15.620707		2.3667536		1.6169105		1.9973073		4.027532		1.3149853		1.111701		2.8259134		3.9653878		1.2429094		Yes		Yes		Yes		U35_44k_v1_32924		LOC_Os06g16790.1		gb|AAP74647.1| 2e-22  Lr21 [Aegilops tauschii]		LOC_Os11g44580.1 4e-20 disease resistance RPP13-like protein 1 putative expressed		TCGGGAAAAGTTTCAGCACGTTCCTGTAGCATATGTTGATGGTAAATAAAATCGCTCCCA		22904		0

		4876		CUST_32463_PI390587928		10.8769045		11.729855		10.258572		10.026807		10.143681		10.848022		8.011002		8.780307		9.749341		10.174365		8.943282		9.552606		-1.6623497		-1.842714		-4.748823		-2.372651		-2.1848943		-2.9393344		-2.4885225		-1.3891488		-1.1275635		-0.8818321		-2.24757		-1.2465		-0.7332239		-1.5554895		-1.3152895		-0.4742012		Yes		No		No		U35_44k_v1_4876		LOC_Os07g37310.1		dbj|BAC84042.1| e-123  membrane lipoprotein lipid attachment site-containing protein -like [Oryza sativa Japonica Group]		LOC_Os07g37310.1 1e-125 uncharacterized secreted protein putative expressed		ATTATCGGATGGGTGGTGGACGATGGGGAATTCAGGAATTCCACGTATACTCTGATTTCT		15523		AT4G27350.1

		48612		CUST_10073_PI390587928		9.81936		9.052285		9.99669		10.90459		9.091017		8.565841		8.576		9.704968		8.381068		8.2517		9.185128		10.95651		-1.6567352		-1.4009879		-2.6771345		-2.2967935		-2.7099977		-1.741807		-1.7551101		1.0366436		-1.4382915		-0.48644447		-1.4206896		-1.1996212		-0.728343		-0.8005848		-0.8115616		0.051919937		No		Yes		Yes		U35_44k_v1_48612		LOC_Os05g25450.1		gb|EAZ33797.1| 1e-56  hypothetical protein OsJ_017280 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25370.1 2e-46 ATP binding protein putative expressed		GCTGTTTAAAAGATTCATAAATCTGTCCGCGCACTGTACATTCTGATTATGTTCCTAATT		50547		AT5G28680.1

		9881		CUST_35693_PI390587928		3.3932488		3.766575		1.5757049		2.2552693		5.5516243		6.7740345		6.0853705		5.3512464		4.4987407		6.541803		6.9089866		5.5042		4.464119		8.041471		22.77952		8.550312		2.1517222		6.845841		40.316025		9.506608		1.1054919		3.0074594		4.5096655		3.095977		2.1583755		2.7752278		5.3332815		3.2489307		Yes		Yes		Yes		U35_44k_v1_9881		LOC_Os02g40200.2		gb|EAY93687.1| 1e-50  hypothetical protein OsI_014920 [Oryza sativa (indica cultivar-group)]		LOC_Os02g40200.2 7e-51 receptor-like protein kinase precursor putative expressed		TTGATGGATGTATCGCTTGATACAGCCTCAACTGTAAATGAAAACTCCCTTCATCATAAA		40125		AT3G47580.1

		43714		CUST_39739_PI390587928		7.023773		7.2382565		6.0699935		8.000623		7.8991814		9.109864		9.633636		9.626996		7.6382656		8.817282		9.629984		8.923102		1.834527		3.6594017		11.823973		3.0873592		1.5310192		2.9876792		11.794075		1.8953701		0.6144924		1.8716078		3.563643		1.6263733		0.8754082		1.5790253		3.5599904		0.9224796		Yes		Yes		Yes		U35_44k_v1_43714		LOC_Os01g02840.1		gb|ABB84340.1| 2e-21  resistance-related receptor-like kinase [Triticum aestivum]		LOC_Os01g02360.1 2e-22 LRK33 putative expressed		GCAGTAGCATGCCCAATGTTGGATTACGCATTGAACTACGTAAATGAGGTTTTACTGTAT		40685		AT5G38260.1

		11818		CUST_27375_PI390587928		9.407777		9.496975		9.4141655		9.475888		12.046448		12.150661		11.734624		10.662057		12.421044		12.3498955		11.678604		9.142562		6.2275767		6.2927322		4.9949093		2.2754765		8.07391		7.224614		4.804674		-1.259915		3.0132675		2.6536865		2.3204584		1.1861687		2.638671		2.8529205		2.2644386		-0.33332634		Yes		Yes		Yes		U35_44k_v1_11818		LOC_Os08g04350.1		ref|NP_001060957.1| 1e-35  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04350.1 2e-37 uclacyanin-2 precursor putative expressed		GTGCTCCTTTGTTTCTTCCCTTATCGGTCGTGCATGCACTTTGTGTATTACAATTTAATT		11810		AT2G32300.1

		31854		CUST_32602_PI390587928		5.3571877		5.9562087		4.7798667		4.797292		5.6445694		7.013279		6.514649		4.9350605		5.402637		6.3167973		6.598924		4.978856		1.2204233		2.0807018		3.3282924		1.1002018		1.0320045		1.2839496		3.528506		1.1341126		0.045449257		1.0570703		1.7347822		0.13776827		0.28738165		0.36058855		1.8190575		0.18156385		No		Yes		Yes		U35_44k_v1_31854		LOC_Os06g18820.1		emb|CAO48333.1| 2e-23  unnamed protein product [Vitis vinifera]		LOC_Os06g18820.1 8e-47 expressed protein		GAGTGATCAAATTGCCGATGCGGTCACTGAACTTATCCCTGTTCTGAACATAAAGCAGCT		None		AT5G47740.1

		36552		CUST_25860_PI390587928		4.3174996		4.587583		4.428627		5.038964		4.1175714		3.6893966		3.1384223		3.9203675		2.7521102		3.0498512		2.2735288		3.1813762		-1.1486412		-1.8637217		-2.4456277		-2.171356		-2.9595737		-2.903377		-4.4539895		-3.6240115		-1.5653894		-0.89818645		-1.2902048		-1.1185963		-0.19992828		-1.5377319		-2.1550982		-1.8575876		Yes		No		No		U35_44k_v1_36552		-		No hits found		No hits found		TTTTTTAAAGCCCCTTCAGCTCCCGTATTACGGAGCGGGCAATGTGTTTCATGTGTCGTG		31641		0

		43330		CUST_28851_PI390587928		5.6938844		5.8164153		4.1163573		5.8207526		5.8170114		8.158508		10.5191		9.441631		6.593041		9.820806		10.192615		8.62436		1.0890929		5.070377		84.609215		12.302492		1.8649753		16.048763		67.47388		6.9818406		0.8991566		2.342093		6.402743		3.6208787		0.12312698		4.0043902		6.076257		2.8036075		Yes		Yes		Yes		U35_44k_v1_43330		LOC_Os03g47810.1		No hits found		LOC_Os10g08850.1 2e-04 nitrate and chloride transporter putative expressed		TGATTGTTTTCTTGTGAACTTGGAGCCCCCAAGTTTGATGGGAGTTGAGTTTCTAAAAAA		39871		0

		8982		CUST_7494_PI390587928		2.1609194		2.9502287		1.7952381		2.0946414		3.6120808		5.4988933		4.684268		5.138362		2.412614		5.563914		5.861397		4.0612288		2.7342808		5.8509245		7.407722		8.246149		1.1906048		6.1206512		16.750809		3.9084249		0.25169468		2.5486646		2.88903		3.0437205		1.4511614		2.6136851		4.066159		1.9665873		Yes		Yes		Yes		U35_44k_v1_8982		-		No hits found		No hits found		TTGCCCTTCAAGGGACTCGTTAATGTTATACACGACAATTGGTATTTGCCTTGTAAAAAA		23000		0

		8551		CUST_24725_PI390587928		11.398015		11.946098		12.345172		10.696218		11.481151		11.74467		11.051608		10.337727		11.210832		11.317546		11.319966		10.317123		1.059318		-1.1498363		-2.4513285		-1.2820841		-1.1385387		-1.546013		-2.0352495		-1.300525		-0.18718338		-0.20142841		-1.2935638		-0.35849094		0.083135605		-0.62855244		-1.0252056		-0.37909412		No		Yes		Yes		U35_44k_v1_8551		LOC_Os09g24409.1		ref|YP_874691.1| e-108  ribosomal protein S3 [Hordeum vulgare subsp. vulgare]		LOC_Os09g24409.1 1e-104 chloroplast 30S ribosomal protein S3 putative expressed		ACCAACCTATTGCTTCGTATTGTCGAGATCCTAACTAAGAAACAGTCACTATATGAATAA		11882		ATCG00800.1

		43137		CUST_20061_PI390587928		8.913163		8.802571		8.841764		8.9049635		9.758832		9.830596		10.219959		9.813034		9.978139		10.347182		9.752948		8.584667		1.7970977		2.0392303		2.5994291		1.8765342		2.0921347		2.917254		1.8805875		-1.2485869		1.0649757		1.0280247		1.3781948		0.90807056		0.8456688		1.544611		0.91118336		-0.3202963		Yes		No		No		U35_44k_v1_43137		-		gb|EAZ44361.1| 2e-11  hypothetical protein OsJ_027844 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g17630.1 3e-13 receptor-like protein kinase 2 putative expressed		TCGATGGCACAAAATACGAAGGTGACACCACACCAAAAGGTGCTTGCGTGTTGAATGTAA		39444		0

		5546		CUST_13713_PI390587928		8.463754		8.2572565		8.314507		8.0608015		9.480881		9.558787		9.801114		9.140339		9.8949995		9.879297		10.498534		8.632796		2.0238845		2.4649029		2.8022926		2.1133583		2.696795		3.0781014		4.544204		1.4865776		1.4312458		1.3015308		1.4866076		1.0795374		1.017127		1.6220407		2.1840277		0.5719948		Yes		Yes		Yes		U35_44k_v1_5546		LOC_Os03g53200.1		gb|EAZ28546.1| 1e-71  hypothetical protein OsJ_012029 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53200.1 1e-72 calmodulin putative expressed		TTACACCACGTTCTTTGGTTCTTGGAAGTTATGCTAGCCACCTTTATGTCTTGTTACAAA		15359		AT5G37780.1

		3348		CUST_18274_PI390587928		10.019088		9.647826		10.058258		10.141151		10.635671		10.544795		11.542778		10.512209		11.031924		10.813786		11.246358		10.200812		1.5332392		1.8621495		2.7982404		1.2933005		2.0178745		2.2438238		2.2785244		1.0422207		1.0128365		0.89696884		1.48452		0.3710575		0.6165829		1.1659594		1.1880999		0.05966091		No		Yes		Yes		U35_44k_v1_3348		LOC_Os04g42480.1		emb|CAH67588.1| e-166  OSIGBa0112M24.5 [Oryza sativa (indica cultivar-group)]		LOC_Os09g03620.1 1e-115 nodulation receptor kinase precursor putative expressed		CTTCACAGAATACGAACACGCACCATTCCATAGAAAGTAATAAAACTGCAATATCAAATC		35722		AT2G11520.1

		1444		CUST_7702_PI390587928		10.699199		10.993945		10.25054		11.248408		10.951024		10.863231		11.9297285		11.483018		11.134931		11.431328		11.633569		11.298257		1.1907127		-1.0948358		3.2024782		1.1765883		1.3525969		1.3541454		2.6081538		1.0351562		0.4357319		-0.13071442		1.6791887		0.2346096		0.25182533		0.4373827		1.383029		0.049848557		No		Yes		Yes		U35_44k_v1_1444		LOC_Os04g52270.1		ref|NP_001053847.1| e-142  Os04g0612600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52270.1 1e-144 coatomer subunit epsilon putative expressed		AGAATCTCCAATCGTGGCATTTGTTGTCAGCATCCAAAAAATATCTTGTTACGTTCTGCT		4004		AT1G30630.1

		27081		CUST_2644_PI390587928		11.293859		11.067795		11.062138		11.379723		11.565407		11.491993		12.436009		11.900875		11.762668		11.654605		12.1906805		11.287304		1.2071025		1.3418266		2.5916517		1.4351013		1.3839666		1.5019222		2.186378		-1.0661561		0.46880913		0.42419815		1.3738718		0.5211525		0.27154827		0.5868101		1.1285429		-0.09241867		No		Yes		Yes		U35_44k_v1_27081		LOC_Os03g56250.1		ref|NP_001051416.1| 1e-32  Os03g0773300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56250.1 3e-34 wound and phytochrome signaling involved receptor like kinase putative expressed		AAATGGCGCTGCTAGTGACCAGTAGTTTTGGTAAGCATACCTACTTGCCATTTTTGTAAA		37674		AT2G16250.1

		22419		CUST_7171_PI390587928		4.4076114		2.185309		2.0399141		2.0419552		3.4401019		3.425904		6.1513786		7.113476		3.39349		3.6584132		6.0156693		5.3671126		-1.955462		2.3629599		17.285189		33.62636		-2.0196724		2.776186		15.733363		10.0224085		-1.0141213		1.2405951		4.1114645		5.071521		-0.9675095		1.4731042		3.9757552		3.3251574		Yes		Yes		Yes		U35_44k_v1_22419		LOC_Os03g09880.1		ref|NP_001049253.1| 3e-57  Os03g0194600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09880.1 6e-59 AIR12 putative expressed		AAATCGCGCGGCTTATTCCTCATGTTCCTGCTATTAGACGTCGACGTCGTATCAAATGAA		17045		AT5G47530.1

		31049		CUST_34402_PI390587928		5.8880363		7.026419		7.9398217		6.388992		5.7403145		6.100496		6.037645		6.140259		5.2132964		5.756888		6.1364264		5.2233644		-1.1078187		-1.8998998		-3.7377675		-1.1881633		-1.5963088		-2.4108322		-3.490407		-2.2433076		-0.67473984		-0.92592335		-1.9021769		-0.24873304		-0.14772177		-1.2695312		-1.8033953		-1.1656275		Yes		Yes		Yes		U35_44k_v1_31049		-		ref|XP_001399009.1| 4e-77  hypothetical protein An18g05590 [Aspergillus niger]		LOC_Os11g23170.3 2e-17 mitochondrial carnitine/acylcarnitine carrier-like protein putative expressed		AAGAAGAAATATGCCGACTCGACCCTTTCTTACACCCAGTACTACATGGCTGGTTCATTC		31192		AT5G46800.1

		19454		CUST_739_PI390587928		8.759102		8.951061		8.153054		9.311223		8.382305		8.447442		6.794567		8.422571		7.8836327		7.9431458		7.174046		9.569149		-1.2984556		-1.4177657		-2.5641615		-1.8514452		-1.8346046		-2.0110033		-1.9711099		1.1957585		-0.8754692		-0.5036192		-1.3584871		-0.88865185		-0.37679672		-1.0079155		-0.9790082		0.257926		No		Yes		Yes		U35_44k_v1_19454		LOC_Os11g34970.1		gb|AAM47268.1|AF509533_1 1e-71  putative NBS-LRR resistance protein [Aegilops tauschii]		LOC_Os11g34920.1 3e-44 stripe rust resistance protein Yr10 putative expressed		CCTGTTCCAAAATACAGACTGCACAACTGTTATTTTCCATCATATTGATTTTTTGTCTGG		12262		0

		27096		CUST_2610_PI390587928		7.7303786		6.8632164		7.1151676		7.376183		8.270558		8.282146		8.907437		8.270582		8.319554		8.284622		8.574775		7.3118763		1.4541537		2.6738713		3.4635937		1.8588356		1.5043869		2.6784637		2.7503345		-1.0455824		0.5891757		1.41893		1.7922697		0.89439917		0.5401797		1.4214058		1.4596071		-0.064306736		Yes		Yes		Yes		U35_44k_v1_27096		-		gb|EAY74444.1| 3e-63  hypothetical protein OsI_002291 [Oryza sativa (indica cultivar-group)]		LOC_Os04g23760.1 1e-47 ATP binding protein putative		AAACGTTTGGAAAGTGTTGAGCAAGGAACCGAGGAGTTCTTAGCGGAGGTCATGACAATT		24122		AT4G32300.1

		45667		CUST_33822_PI390587928		6.7713895		6.1849046		6.16457		4.5945525		5.8593373		5.554695		3.1236813		2.7444756		5.346929		4.7781143		3.27371		3.9820805		-1.8817202		-1.5477897		-8.229978		-3.605194		-2.684141		-2.6514661		-7.417124		-1.5288767		-1.4244604		-0.63020945		-3.0408885		-1.8500769		-0.91205215		-1.4067903		-2.8908598		-0.61247206		Yes		Yes		Yes		U35_44k_v1_45667		LOC_Os06g08060.1		gb|EAZ36022.1| 7e-53  hypothetical protein OsJ_019505 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08060.1 2e-54 leucoanthocyanidin dioxygenase putative expressed		GTGAAAACTCAAGATCAAAGACTGGATTGGTCCGATCGACTGCATCTTAAAGTGGAGCCA		44804		AT5G20400.1

		21001		CUST_23554_PI390587928		7.744843		7.8819594		7.122598		7.700691		7.1712193		7.158825		6.033241		7.0241685		7.1224685		7.1808953		6.564361		7.3343654		-1.4882569		-1.6507647		-2.1277924		-1.5982828		-1.5394068		-1.6257035		-1.4724689		-1.2890657		-0.62237453		-0.7231345		-1.0893574		-0.67652273		-0.57362366		-0.7010641		-0.5582371		-0.36632586		No		Yes		Yes		U35_44k_v1_21001		LOC_Os06g33330.1		ref|NP_001057758.1| e-125  Os06g0524400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g33330.1 1e-127 expressed protein		CAAGCATACATACAAGAATAATGATGCAAGAAAGAAATCCTACACCTGAGTTTCCTCTAA		16114		AT4G11090.1

		26851		CUST_21148_PI390587928		3.2533112		3.358364		2.4757786		4.360378		3.8636968		4.66124		5.646969		5.4186835		3.5521917		4.7827463		5.1999583		4.96162		1.5266672		2.4672022		9.007896		2.0824845		1.2301896		2.6839955		6.6078444		1.517022		0.29888058		1.302876		3.1711903		1.0583057		0.61038566		1.4243822		2.7241797		0.60124207		Yes		No		No		U35_44k_v1_26851		LOC_Os01g02440.1		gb|EAZ10304.1| 1e-57  hypothetical protein OsJ_000129 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g02400.1 3e-59 Ser/Thr receptor-like kinase putative expressed		TTGTCTCAGTAACAGCACTAGGCAATTCTGGTATTTGGCATCAGCTTCCGCATACATGTC		23990		0

		6888		CUST_18550_PI390587928		6.478115		6.3660874		6.785506		6.989774		6.303267		7.347818		7.7050548		6.3402495		6.764721		7.5523453		7.9793115		7.3384566		-1.1288456		1.9748328		1.8915238		-1.5686513		1.2197672		2.2756171		2.2875538		1.2733971		0.28660583		0.98173046		0.919549		-0.6495247		-0.17484808		1.1862578		1.1938057		0.3486824		No		Yes		Yes		U35_44k_v1_6888		LOC_Os02g35300.3		ref|NP_001047147.1| 3e-77  Os02g0559300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g35300.3 6e-79 transposon protein putative unclassified expressed		CGGTTGTAAAGATGAAAAAGAAAGGATGGCGATATTCGTCACACGTGTGACATGTAAAAA		15924		AT1G57700.1

		27639		CUST_31853_PI390587928		7.1421094		7.9654365		7.1521354		6.3044357		6.787071		7.349483		5.973377		5.3006024		6.072146		6.4855576		6.4023457		5.4581895		-1.2790195		-1.5325705		-2.2638183		-2.005321		-2.0993803		-2.7892532		-1.6815478		-1.7978171		-1.0699635		-0.61595345		-1.1787581		-1.0038333		-0.35503817		-1.4798789		-0.7497897		-0.84624624		Yes		No		No		U35_44k_v1_27639		LOC_Os06g06780.1		ref|NP_001056895.1| 1e-22  Os06g0163300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g06780.1 4e-24 harpin-induced protein putative expressed		CGTCGTCGATGCAGGCCACCCCCGTGTACAACAGCCCCAACGAGTCCCCCTCGCACCCCT		22376		AT5G42860.1

		11097		CUST_18485_PI390587928		4.1633124		4.5066967		5.1782985		4.7431145		4.112131		4.296731		4.428475		4.1697216		4.2197123		3.8402755		3.6905053		4.161375		-1.036113		-1.1566607		-1.6815872		-1.4880189		1.0398675		-1.5871309		-2.8045964		-1.4966526		0.056399822		-0.2099657		-0.7498236		-0.57339287		-0.051181316		-0.6664212		-1.4877932		-0.5817394		No		Yes		Yes		U35_44k_v1_11097		LOC_Os04g57640.2		gb|EAZ32375.1| 3e-16  hypothetical protein OsJ_015858 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57640.2 8e-18 poly polymerase catalytic domain containing protein expressed		TCAAAAGAGTGCAAGTCTCGTCGAGTTGTAGTTGACAATGGACCCTCTGATCCATCATCT		36782		0

		43256		CUST_32680_PI390587928		16.671259		15.808311		13.917103		15.108891		16.433817		15.692551		15.019581		15.86288		16.752956		16.04445		15.063355		15.118381		-1.1789006		-1.0835463		2.1472318		1.6864496		1.0582625		1.1778365		2.2133822		1.0065997		0.081697464		-0.1157608		1.102478		0.7539892		-0.23744202		0.2361393		1.1462526		0.009490013		No		Yes		Yes		U35_44k_v1_43256		LOC_Os08g33540.2		gb|EAZ42831.1| 1e-20  hypothetical protein OsJ_026314 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33540.2 3e-22 ATP-dependent Clp protease adaptor protein ClpS containing protein expressed		GGGCTTGTACTCCTTTTTATCGATTTATATGCAGTAAAATTAATGGAGGAACCCATGTTT		39732		AT1G68660.1

		13943		CUST_39475_PI390587928		18.369713		18.373611		16.711565		18.136444		18.301718		18.323015		17.924742		18.056768		18.341888		18.32858		17.778381		18.157389		-1.0482589		-1.0356928		2.318476		-1.0567805		-1.0194736		-1.031705		2.0948055		1.0146235		-0.027824402		-0.050596237		1.2131767		-0.079675674		-0.06799507		-0.045030594		1.0668163		0.020944595		No		Yes		Yes		U35_44k_v1_13943		LOC_Os03g46770.2		emb|CAA88558.1| 1e-14  glycine rich protein, RNA binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os03g46770.2 2e-11 glycine-rich RNA-binding protein 2 putative expressed		GTTGGTGATCCTATGTTTGAACTCGGTTTGAATCGATGAAGAAAAATGCAAGTCAAAAAA		471		AT4G39260.4

		7164		CUST_37033_PI390587928		4.2600427		4.4986687		1.9639908		4.096277		2.6201193		3.6863015		3.882043		4.128193		3.7571564		4.119086		4.1744695		4.5333724		-3.1164927		-1.7560905		3.7791245		1.0223688		-1.4170457		-1.3009657		4.6282883		1.3538756		-0.5028863		-0.8123672		1.9180521		0.031915665		-1.6399233		-0.37958288		2.2104788		0.43709517		No		Yes		Yes		U35_44k_v1_7164		LOC_Os10g35290.1		gb|EAZ16551.1| e-146  hypothetical protein OsJ_030760 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35290.1 1e-148 DNA-directed RNA polymerase I polypeptide 2 putative expressed		CTGCCAAGCCCGAGTCCTAGAGTATATTGGAGCTCGGAATATACTGCATCAATCAAAAAA		15852		AT1G29940.1

		7814		CUST_57_PI390587928		5.2831116		6.457586		2.8068867		5.9843907		5.949839		8.297553		9.099282		9.549121		5.7413535		6.796276		9.435863		10.097502		1.587468		3.580019		78.37902		11.832887		1.3738666		1.264608		98.97388		17.304928		0.45824194		1.8399673		6.2923956		3.5647302		0.66672754		0.33869028		6.628976		4.113111		Yes		Yes		Yes		U35_44k_v1_7814		-		No hits found		LOC_Os01g27430.1 5e-04 retrotransposon protein putative unclassified		CAGCGCTACATGTAAGTTAATCAACTTCTAAATAAATGAAGAGTGACAGCCGTTTCTTTG		19915		0

		7720		CUST_5854_PI390587928		4.01803		4.0232043		4.327187		3.43546		3.4841769		3.6656296		3.2651074		2.9775314		2.584173		2.6664999		3.1019936		3.1503947		-1.447791		-1.2812701		-2.0879393		-1.3735683		-2.7016807		-2.560995		-2.337868		-1.2184656		-1.4338572		-0.3575747		-1.0620797		-0.45792866		-0.5338533		-1.3567045		-1.2251935		-0.2850654		Yes		No		No		U35_44k_v1_7720		LOC_Os02g45130.1		gb|EAZ24154.1| e-122  hypothetical protein OsJ_007637 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45130.1 1e-123 WNK6 putative expressed		TTAAAAAAGTATCCAAGGGTGTCAAACCGGCTGGACTGTCCAAAATTGTAAATGCTGAAG		16650		AT3G18750.1

		19519		CUST_12810_PI390587928		5.555769		6.268104		3.4593022		6.297816		6.260488		7.967879		7.6203723		7.744943		6.711941		7.8296056		7.005844		4.975004		1.6298273		3.2485023		17.889856		2.726646		2.2286527		2.9516087		11.684645		-2.5015314		1.1561718		1.6997747		4.16107		1.4471273		0.70471907		1.5615015		3.546542		-1.3228116		Yes		No		No		U35_44k_v1_19519		LOC_Os10g28170.1		gb|EAZ28492.1| 1e-10  hypothetical protein OsJ_011975 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52410.1 3e-12 expressed protein		CTTAGGAACAACGGATTTGGGATGATTTAAGAGCAACTTTAATGGAGCGATCAAGTTAAT		11805		AT3G57450.1

		13398		CUST_3995_PI390587928		11.204291		11.060063		10.84674		11.180247		11.165355		11.716092		11.9402895		11.445618		11.37479		11.640279		11.834244		11.19797		-1.0273563		1.5757391		2.1339846		1.2019446		1.1254475		1.4950725		1.9827517		1.0123605		0.17049885		0.65602875		1.0935497		0.26537037		-0.038936615		0.58021545		0.987504		0.017723083		No		Yes		Yes		U35_44k_v1_13398		LOC_Os02g50570.1		sp|A3AB67|FH16_ORYSJ 4e-90  Formin-like protein 16 precursor (OsFH16)		LOC_Os02g50570.1 8e-92 actin binding protein putative expressed		TTTGAGTTGGTTCTTTTGTCCAGTTCTTTATATAAGATCCATGTCGACAACAGTAGATAC		47683		AT1G24150.1

		49042		CUST_14905_PI390587928		6.220554		5.5266685		5.840491		5.546018		6.2791896		6.464796		7.554914		6.1644254		7.093762		7.978685		7.790952		6.720567		1.0414804		1.9160398		3.2816541		1.5351794		1.8317316		5.471803		3.8649812		2.2572231		0.87320805		0.9381275		1.7144232		0.61840725		0.05863571		2.4520164		1.9504614		1.1745491		Yes		Yes		Yes		U35_44k_v1_49042		-		No hits found		No hits found		CAGCAAGTAGGGGGGTTTTTCCATGCGAGCAGTAAAACAGTGGTTTTTTGTCCCAAAAAA		None		0

		39547		CUST_16183_PI390587928		14.018771		13.731907		13.612609		14.409396		15.177773		14.750683		15.925149		15.175277		15.648417		15.462764		15.594685		15.052619		2.2330296		2.026199		4.9675694		1.7004076		3.0943713		3.3192492		3.9506106		1.5618142		1.6296463		1.0187759		2.31254		0.7658806		1.1590023		1.7308569		1.9820757		0.6432228		Yes		Yes		Yes		U35_44k_v1_39547		LOC_Os05g02310.1		ref|NP_001054459.1| 3e-52  Os05g0114000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g02310.1 7e-54 soluble inorganic pyrophosphatase putative expressed		CAACTACCTTATGTAATACGATTTACCTGGCTGAATGAATATGAGATGTTGGCATGAAAA		2328		AT3G53620.1

		12897		CUST_11927_PI390587928		4.5469685		4.752897		4.220673		4.149521		3.5046833		3.0361993		2.5296926		2.8538685		3.5323277		3.4126568		2.3052378		4.092835		-2.0594873		-3.2868314		-3.2287605		-2.4548798		-2.0203998		-2.5319343		-3.7722762		-1.0400739		-1.0146408		-1.7166975		-1.6909804		-1.2956524		-1.0422852		-1.34024		-1.9154353		-0.056685925		Yes		Yes		Yes		U35_44k_v1_12897		LOC_Os08g06480.1		gb|ABK24544.1| 2e-09  unknown [Picea sitchensis]		LOC_Os08g06480.1 1e-09 lissencephaly type-1-like homology motif putative expressed		ATCATCCATGACACCAATAGGAAAAAATTTGTGACAAAACAATGTTGAGGGCCGCTGGAG		25827		0

		514		CUST_5044_PI390587928		4.967973		5.073189		4.718687		3.7947428		4.8073144		3.4254673		2.9514866		2.0435584		4.3164926		4.7645574		3.414809		2.969574		-1.1177975		-3.133384		-3.4039278		-3.3663483		-1.5707794		-1.2385322		-2.4689167		-1.7717423		-0.6514807		-1.6477215		-1.7672005		-1.7511845		-0.16065884		-0.30863142		-1.3038781		-0.82516885		Yes		No		No		U35_44k_v1_514		LOC_Os07g34570.2		ref|NP_001059841.1| 4e-76  Os07g0529600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g34570.1 8e-78 thiazole biosynthetic enzyme 1-1 chloroplast precursor putative expressed		TAACAAGAGGGAATAAAAAGGTTGAATCTATGTCATGTCGTCGGCAGCAACCACCGTAGC		455		AT5G54770.1

		27498		CUST_24950_PI390587928		9.485599		9.18473		8.132157		8.863839		10.671395		10.991183		12.486191		11.954147		11.31158		11.033508		11.927333		9.174927		2.27489		3.4978144		20.450064		8.516781		3.5454805		3.6019514		13.882308		1.2406427		1.8259811		1.8064537		4.3540335		3.0903082		1.1857967		1.8487787		3.7951756		0.3110876		Yes		Yes		Yes		U35_44k_v1_27498		LOC_Os01g58290.1		gb|EAZ29545.1| e-139  hypothetical protein OsJ_013028 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58290.1 1e-141 cucumisin precursor putative expressed		TTGGTGATGTTAGGGTTTACCTTGAATCAGAAGACTATATGTAACTGTACTTAGGATTTG		33772		AT4G10510.1

		20775		CUST_24170_PI390587928		8.204692		8.622169		7.534365		7.872936		7.2727623		7.0647044		5.456587		5.5586967		7.2022357		7.2865777		5.8221602		7.191946		-1.907826		-2.9433603		-4.221566		-4.9734225		-2.003408		-2.5237882		-3.2766123		-1.6032393		-1.0024562		-1.5574641		-2.0777783		-2.314239		-0.9319296		-1.3355908		-1.7122049		-0.68098974		Yes		No		No		U35_44k_v1_20775		LOC_Os01g54620.1		sp|A2WV32|CESA4_ORYSI 6e-48  Cellulose synthase A catalytic subunit 4 [UDP-forming] (OsCesA4)		LOC_Os01g54620.1 1e-49 CESA4 - cellulose synthase expressed		GAAAGGAAACATGTAATTCCGTACAGAGAGAGAGAAAACGCATAAGAGGAACTTCCCCCC		15116		AT4G18780.1

		19168		CUST_20425_PI390587928		5.014467		5.1822066		4.0345364		6.2003713		4.898869		3.8490288		8.885715		9.008114		5.6847386		6.047022		7.4562225		5.6028686		-1.0834239		-2.5195704		28.863577		7.001881		1.5913728		1.8211064		10.715938		-1.5130951		0.6702719		-1.3331778		4.851178		2.8077426		-0.115597725		0.86481524		3.4216862		-0.5975027		No		Yes		Yes		U35_44k_v1_19168		LOC_Os07g07930.1		ref|NP_001059015.1| 1e-36  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 2e-38 lipid transfer protein putative expressed		TTGTTGTACCGTGACATGCATGAGCTTATCTACTTGATTCATTGTTGCCTTTTGAAAAAA		17107		AT3G22600.1

		4064		CUST_4760_PI390587928		6.6043267		7.2860236		6.5703187		6.4954324		5.775663		6.858871		4.466616		5.778806		5.8016276		6.607168		5.67652		6.362863		-1.7760397		-1.3445772		-4.2981105		-1.6433345		-1.7443615		-1.6008692		-1.8580623		-1.0962443		-0.8026991		-0.42715263		-2.1037025		-0.71662617		-0.8286638		-0.6788554		-0.8937988		-0.13256931		Yes		No		No		U35_44k_v1_4064		LOC_Os07g33660.1		gb|EAZ04088.1| 8e-64  hypothetical protein OsI_025320 [Oryza sativa (indica cultivar-group)]		LOC_Os07g33660.1 2e-65 expressed protein		GATGCAACTATGTAACCGGCTTTAATTTGTAGGTGCATATATTCACTTACTTCAACTTCT		9763		AT1G50900.1

		16900		CUST_14754_PI390587928		12.544934		12.666947		11.580273		12.558166		12.656245		12.743394		13.461516		13.8002205		12.801491		12.706958		13.46716		13.867333		1.0802094		1.0544177		3.6839252		2.3653522		1.194624		1.0281212		3.6983647		2.4779856		0.2565565		0.07644653		1.8812437		1.2420549		0.11131096		0.040010452		1.8868876		1.3091679		No		Yes		Yes		U35_44k_v1_16900		LOC_Os05g41460.1		emb|CAD60537.1| 1e-44  cystatin [Hordeum vulgare subsp. vulgare]		LOC_Os05g41460.1 9e-36 cysteine proteinase inhibitor 2 putative expressed		CCAGCCTCGCTGGATACTGGCGTAATATGATGAAATAAACCTGCTCCCTACCTCAAAAAA		6387		AT3G12490.1

		15711		CUST_21588_PI390587928		9.335178		9.128894		9.371081		8.98479		8.806577		8.510718		8.362099		8.404717		9.126629		8.779958		8.566677		8.736829		-1.4425303		-1.5349329		-2.0124915		-1.4949243		-1.1555258		-1.2736211		-1.7464244		-1.1875277		-0.2085495		-0.6181755		-1.0089827		-0.5800724		-0.52860165		-0.34893608		-0.80440426		-0.24796104		No		Yes		Yes		U35_44k_v1_15711		LOC_Os07g10256.1		gb|ABK22569.1| 1e-76  unknown [Picea sitchensis]		LOC_Os07g10256.1 2e-80 mitosis protein dim1 putative expressed		CTCGCTAAGATTGTGTTCAGTCTTGAACTTAATGCAAACTATTAAGTGTGACAGCTTAAA		3910		AT5G08290.1

		5851		CUST_39239_PI390587928		10.930793		11.040263		10.654481		11.24158		11.434405		12.8819		11.995072		12.423606		12.036105		12.454583		12.301589		11.0924425		1.4177592		3.584164		2.5325513		2.2689517		2.1514544		2.6653407		3.1320517		-1.1089063		1.1053123		1.8416367		1.3405914		1.1820259		0.5036125		1.41432		1.6471081		-0.1491375		Yes		Yes		Yes		U35_44k_v1_5851		LOC_Os01g39330.1		dbj|BAB90265.1| 5e-77  basic helix-loop-helix (bHLH) family protein-like [Oryza sativa Japonica Group]		LOC_Os01g39330.1 1e-78 helix-loop-helix DNA-binding domain containing protein expressed		GGGTACGGCGATACGGGATACGGCAATTTCTAAAAACATCAATACGGCGATACGGCAAGC		13355		AT5G56960.1

		17796		CUST_30569_PI390587928		8.235906		8.620933		7.6781144		8.321823		7.5781054		8.656813		3.535312		5.0295396		6.1835113		6.7356076		5.7476788		6.9748635		-1.5776752		1.025182		-17.66476		-9.796617		-4.1479383		-3.6943612		-3.811703		-2.5437548		-2.0523944		0.03588009		-4.1428022		-3.2922835		-0.6578002		-1.885325		-1.9304357		-1.3469596		Yes		Yes		Yes		U35_44k_v1_17796		LOC_Os01g56370.1		gb|EAZ13682.1| 1e-52  hypothetical protein OsJ_003507 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56370.1 3e-54 expressed protein		CGTTGCGAATCAAATGTATTAGGACAATATTATTGTTGGACAAGGATTTCTCATGAGGAA		8169		AT3G49200.1

		16824		CUST_30847_PI390587928		8.931736		9.126977		8.522685		8.861451		10.767161		11.451901		13.104538		11.169655		11.5661545		13.364407		13.003272		10.717456		3.568766		5.0103955		23.948326		4.9526606		6.2092476		18.862247		22.32498		3.6200378		2.6344185		2.3249245		4.581853		2.3082037		1.8354254		4.2374296		4.480587		1.8560047		Yes		Yes		Yes		U35_44k_v1_16824		LOC_Os02g32970.1		gb|EAY86146.1| e-168  hypothetical protein OsI_007379 [Oryza sativa (indica cultivar-group)]		LOC_Os02g32970.1 1e-170 catalytic/ hydrolase putative expressed		GCTGCTTCTGTGTAGAAATCTCATGGTAATAACTCTATGTCTAATTCATGTCTCTTCTTT		17840		AT2G36290.1

		18348		CUST_9347_PI390587928		7.383138		7.8048325		7.6896954		7.4430556		7.0286007		6.6828074		6.266062		6.289943		7.045384		7.0336037		6.5556464		7.2490354		-1.2785757		-2.1765227		-2.6826031		-2.2239316		-1.2637877		-1.7067229		-2.1947384		-1.143947		-0.33775425		-1.122025		-1.4236336		-1.1531124		-0.3545375		-0.7712288		-1.1340489		-0.19402027		Yes		Yes		Yes		U35_44k_v1_18348		LOC_Os01g70950.1		gb|EAY77131.1| 0.0  hypothetical protein OsI_004978 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70950.1 0.0 sperm protein SSP411 putative expressed		CATGACACTATAAAAATAAAAGGGCGAAATAAAAGACAGTGCAGTGAATGATTCCCCAGG		8502		AT4G03200.2

		17137		CUST_36010_PI390587928		10.901768		11.044923		10.521029		9.586555		11.424905		11.54029		11.74648		10.498702		11.831607		11.992827		11.553665		9.583629		1.4370767		1.4096794		2.3382845		1.8818446		1.9050635		1.9290688		2.0457582		-1.0020301		0.92983913		0.49536705		1.2254505		0.9121475		0.5231371		0.9479046		1.0326357		-0.0029258728		No		Yes		Yes		U35_44k_v1_17137		LOC_Os05g03830.1		ref|NP_001054542.1| 0.0  Os05g0129100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03830.1 0.0 acetylornithine aminotransferase mitochondrial precursor putative expressed		CTTTTCGAAGTTTGGATGGAAGCAATGTCTGTTGTTGTCGGTATAAGAAATTTATTTGGT		7023		AT1G80600.1

		17818		CUST_996_PI390587928		9.988342		10.705279		11.344955		11.1228485		9.604944		10.215556		10.363435		10.264992		9.127764		9.689008		10.440803		10.785874		-1.3044106		-1.4041754		-1.9745456		-1.812344		-1.8157663		-2.0226848		-1.8714453		-1.2631047		-0.86057854		-0.4897232		-0.98152065		-0.85785675		-0.38339806		-1.0162716		-0.90415287		-0.33697414		No		Yes		Yes		U35_44k_v1_17818		LOC_Os06g46820.1		ref|NP_001058380.1| e-164  Os06g0681700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46820.1 1e-165 integral membrane protein putative expressed		GAGTTGCATGATTATTACATTGAATTCAAGCTCATGATGTTCGCCTCTGAGTTTCAAAAA		8410		AT3G07080.1

		43901		CUST_31618_PI390587928		4.457251		4.7297583		4.4363217		3.8807611		2.331075		3.405939		2.991337		1.9020432		3.4568355		4.2001004		2.9184332		3.7600772		-4.365588		-2.5032792		-2.7225993		-3.9414268		-2.0005763		-1.4435868		-2.8637161		-1.0872501		-1.0004156		-1.3238192		-1.4449847		-1.9787179		-2.126176		-0.52965784		-1.5178885		-0.12068391		Yes		No		No		U35_44k_v1_43901		LOC_Os05g49610.1		gb|EAY99100.1| 2e-10  hypothetical protein OsI_020333 [Oryza sativa (indica cultivar-group)]		LOC_Os05g49610.1 4e-12 expressed protein		TTCGACAACGTGATCCAGCGGGACAAGAAGCTGAAGCTGGTGCTCAAGCTGCGCAACATC		41169		0

		45993		CUST_1429_PI390587928		3.971475		4.033591		5.0872936		3.8774807		7.9701295		7.253282		8.028575		10.281956		4.9049006		4.815165		4.7991967		4.187348		15.985086		9.315875		7.6809316		84.71087		1.9098054		1.7190056		-1.2210286		1.2395935		0.93342566		3.2196913		2.9412813		6.404475		3.9986546		0.78157425		-0.2880969		0.30986714		Yes		Yes		Yes		U35_44k_v1_45993		-		ref|XP_001587428.1| 2e-18  hypothetical protein SS1G_11420 [Sclerotinia sclerotiorum 1980]		LOC_Os08g40610.1 2e-07 30S ribosomal protein S16 putative expressed		TATGGCAGTGATGTGCGCTTCAAAGACGTCAAACTTGACTCGGCCCGCGCCCAATACTGG		45477		0

		46754		CUST_1997_PI390587928		5.735418		6.044052		6.970365		6.0660396		6.988537		7.6678853		7.844185		6.6936245		7.429567		8.051377		7.5269027		5.9143906		2.3835618		3.081928		1.8325084		1.5449766		3.2358596		4.0203614		1.4707353		-1.1108384		1.694149		1.6238332		0.8738198		0.62758493		1.253119		2.0073252		0.5565376		-0.151649		Yes		No		No		U35_44k_v1_46754		LOC_Os01g72690.2		gb|EAY77288.1| 4e-27  hypothetical protein OsI_005135 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72690.1 3e-28 NAD kinase 1 putative expressed		TTGTGGAGTTTTCAGAGGCTATGAGAACTGTTGCAAAAGCACTGCGACAAGTTGCTGAAG		47265		0

		17132		CUST_36019_PI390587928		9.83134		9.818826		8.776322		8.515106		9.303714		9.303396		7.5804334		8.080184		9.367139		9.387109		7.9070373		8.569864		-1.4415551		-1.4294196		-2.2908595		-1.351838		-1.3795531		-1.3488379		-1.8267574		1.038685		-0.46420097		-0.5154295		-1.195889		-0.43492222		-0.52762604		-0.43171692		-0.8692851		0.054758072		No		Yes		Yes		U35_44k_v1_17132		LOC_Os12g01140.4		gb|AAC05083.1| 0.0  NPH1-1 [Avena sativa]		LOC_Os12g01140.4 0.0 phototropin-1 putative expressed		CAACGGAGGCCCCAAAAAATGCTAAATATATAAAGACTTATAAAGGGTTACAAGCTGATT		11167		AT3G45780.2

		6375		CUST_899_PI390587928		5.0929093		5.1421947		5.2623725		4.5767627		4.4905896		4.3770623		3.873532		3.8980744		4.849642		4.4035797		4.100483		4.3593473		-1.5181557		-1.699526		-2.6186812		-1.6006837		-1.1836705		-1.6685733		-2.2375028		-1.1626488		-0.24326754		-0.7651324		-1.3888404		-0.6786883		-0.6023197		-0.73861504		-1.1618896		-0.21741533		No		Yes		Yes		U35_44k_v1_6375		LOC_Os02g31140.1		gb|EAY86040.1| 1e-47  hypothetical protein OsI_007273 [Oryza sativa (indica cultivar-group)]		LOC_Os02g31140.1 1e-48 major ampullate spidroin 2-2 putative expressed		GACGACACAGACTAAAATTCCATCCTTCCATTTTAAGAGTGAACATTTATGCTCTACTTA		15970		AT2G33510.1

		11572		CUST_16769_PI390587928		7.4038634		7.8600755		6.357426		6.990439		8.375332		8.910529		10.3345785		9.616544		8.089317		8.903152		10.019628		8.539821		1.9608355		2.071181		15.748608		6.173569		1.6082078		2.060618		12.659964		2.9269168		0.6854539		1.0504537		3.9771523		2.6261048		0.97146845		1.043077		3.6622014		1.5493817		Yes		Yes		Yes		U35_44k_v1_11572		LOC_Os02g40200.2		gb|EAY93686.1| e-127  hypothetical protein OsI_014919 [Oryza sativa (indica cultivar-group)]		LOC_Os02g40240.2 9e-98 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		CCCAGCTTGCATTGCCTTTCTGTATCAATATCTTATTCTGGTTATAACAATTGCTGTCTT		19845		AT3G47110.1

		20145		CUST_41229_PI390587928		9.156517		10.181942		8.629625		9.340299		8.961086		10.157781		9.781083		9.872339		9.137507		9.979013		9.897359		9.949939		-1.145066		-1.0168884		2.2213824		1.445973		-1.0132636		-1.1510324		2.40783		1.5258785		-0.01900959		-0.024161339		1.1514578		0.5320406		-0.19543076		-0.20292854		1.2677336		0.6096401		No		Yes		Yes		U35_44k_v1_20145		LOC_Os04g50790.1		ref|NP_001053727.1| e-120  Os04g0594400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50790.1 1e-121 nucleic acid binding protein putative expressed		CTGTTTGAAGGTTGAAATTTATTGGGACTGAAAGAGTTTGGGATTTGTAGCAGCTATTTT		12620		AT4G17720.1

		19453		CUST_740_PI390587928		7.728517		8.147533		7.133204		7.4529443		7.893515		7.8010483		8.184039		7.644572		8.249057		7.9294314		7.733479		7.35265		1.1211646		-1.2714592		2.0717287		1.1420513		1.4344919		-1.1632023		1.5160055		-1.071992		0.52053976		-0.34648514		1.0508351		0.1916275		0.16499805		-0.21810198		0.60027504		-0.10029411		No		Yes		Yes		U35_44k_v1_19453		LOC_Os03g50510.1		ref|NP_001051069.1| 0.0  Os03g0713000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50510.1 0.0 threonine dehydratase biosynthetic chloroplast precursor putative expressed		GCTTGTGAGGCACCAAGAATTCATGAATAATAATAATGATAGAGATGATGCGATCCAAAA		11390		AT3G10050.1

		28152		CUST_28115_PI390587928		4.3450065		4.4156547		4.6550355		3.9647925		3.4559567		3.819318		3.25055		1.8796387		2.7556686		4.003426		3.5336616		3.3009937		-1.8519559		-1.5118726		-2.6472335		-4.243203		-3.0091121		-1.3307399		-2.1755404		-1.5842487		-1.5893378		-0.5963366		-1.4044855		-2.0851538		-0.88904977		-0.41222858		-1.1213739		-0.6637988		Yes		No		No		U35_44k_v1_28152		LOC_Os07g38850.1		ref|NP_001060083.1| 5e-59  Os07g0576000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38850.1 1e-60 prenyltransferase/ zinc ion binding protein putative expressed		GTCAGAAATATTGCCTTCCTTGGATGAGGAGTATTGTTGAGAAATTATGTTGCTGCTATT		26845		AT3G11945.2

		7200		CUST_24518_PI390587928		10.383551		5.5516567		2.4378014		6.0653157		10.351297		6.7398396		4.384739		10.75058		10.186101		7.158668		3.6015732		5.6865597		-1.022608		2.2786555		3.8555524		25.727942		-1.1466695		3.0462015		2.2404242		-1.3002203		-0.19744968		1.1881828		1.9469376		4.685264		-0.032253265		1.6070113		1.1637719		-0.37875605		Yes		No		No		U35_44k_v1_7200		LOC_Os05g38940.1		ref|NP_001055780.1| 1e-06  Os05g0465000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38940.1 4e-08 hypothetical protein		CGAATGTGATGTATTACTCTGCCGTTGTGACTAGAAATAAAACCTGATTCAAAGGAAAAA		14625		0

		40567		CUST_2485_PI390587928		8.696711		8.344444		7.9789615		8.402275		8.068336		9.493274		9.9520235		10.189782		8.28652		9.371183		9.72663		8.03574		-1.5458229		2.2173393		3.9260051		3.4521785		-1.3288614		2.0374138		3.3581548		-1.2892528		-0.41019058		1.1488295		1.973062		1.787507		-0.62837505		1.0267391		1.7476687		-0.3665352		Yes		Yes		Yes		U35_44k_v1_40567		LOC_Os03g60570.1		gb|ABX39195.1| 2e-23  C2H2 zinc finger protein [Triticum aestivum]		LOC_Os03g60570.1 3e-21 zinc finger DNA-binding protein putative expressed		TTTAGTTATGCTACAGAGTTCGTGATCGACCTGTGTAGATCTGTACGTTGCTGCACACAG		20981		AT3G46070.1

		49079		CUST_14843_PI390587928		9.019498		8.295566		8.087009		8.946725		9.190749		7.728209		7.1789746		7.186531		9.646828		7.9875183		7.200315		8.326404		1.1260347		-1.481806		-1.8764876		-3.3874364		1.5447034		-1.2380309		-1.8489349		-1.5372175		0.6273298		-0.5673566		-0.9080348		-1.7601938		0.1712513		-0.3080473		-0.88669443		-0.6203213		No		Yes		Yes		U35_44k_v1_49079		LOC_Os03g19452.2		ref|NP_001064702.1| 5e-13  Os10g0443000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19452.2 2e-14 expressed protein		TTTTAACTTACTTGAGAGTATTTCTTCGCCATCGTCAACGTGTGGGGTGTGGCTACCACT		37400		0

		23441		CUST_32209_PI390587928		7.527004		7.3841667		7.126262		6.6294007		7.010326		6.938164		5.856939		5.938616		6.9135723		7.0583606		6.419613		6.5739555		-1.430657		-1.3622603		-2.4104848		-1.6141615		-1.5298938		-1.2533646		-1.6320094		-1.0391797		-0.61343145		-0.44600248		-1.2693233		-0.69078493		-0.51667786		-0.32580614		-0.7066493		-0.055445194		No		Yes		Yes		U35_44k_v1_23441		LOC_Os01g56400.1		ref|NP_001044378.1| 3e-54  Os01g0770500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56400.1 7e-56 cobalt import ATP-binding protein cbiO 2 putative expressed		CATTTCTTTTAATGTTGAGTGTGTGTTCATCCAAGAATATGGTACTCGCTTCGATCCAAA		20746		AT4G33460.1

		24871		CUST_11918_PI390587928		5.1743865		5.5182147		4.659371		4.7850266		5.1651597		4.8969617		6.665302		5.729973		5.5936494		5.3506603		6.0815315		4.9630284		-1.0064161		-1.5382106		4.0164776		1.9251173		1.3372442		-1.123153		2.6798656		1.131316		0.4192629		-0.621253		2.005931		0.9449463		-0.009226799		-0.16755438		1.4221606		0.17800188		No		Yes		Yes		U35_44k_v1_24871		LOC_Os03g04650.1		gb|EAY88476.1| 9e-66  hypothetical protein OsI_009709 [Oryza sativa (indica cultivar-group)]		LOC_Os03g04650.1 3e-67 cytochrome P450 86A2 putative expressed		ATCGAGGACTCGGCGGACCTGCTATCCTCCTACATCCACGACGACGACGACGATGTCGTC		47159		AT4G39490.1

		24443		CUST_12743_PI390587928		9.809245		10.7124605		9.093742		11.064942		10.643448		13.380329		13.139026		13.46482		11.241131		12.709106		12.448082		10.258823		1.7828716		6.3548965		16.510172		5.2775836		2.6979914		3.9907115		10.227202		-1.7485014		1.4318857		2.6678686		4.0452833		2.3998775		0.83420277		1.9966459		3.3543396		-0.80611897		Yes		Yes		Yes		U35_44k_v1_24443		LOC_Os12g38330.1		No hits found		No hits found		AGATACGGAGGAAGTATATAGCTTCGGTTGCTGGGTTAAAGTTTTGAAATTCCTAAAAAA		36240		0

		28372		CUST_13492_PI390587928		4.188597		4.9933305		4.2719417		3.6811707		3.3113432		3.4162667		3.3796985		3.5059376		3.1808405		2.9574378		2.8122666		3.2420447		-1.8368757		-2.98362		-1.8560598		-1.1291468		-2.010782		-4.100764		-2.7504642		-1.3557827		-1.0077567		-1.5770638		-0.89224315		-0.17523313		-0.877254		-2.0358927		-1.4596751		-0.439126		Yes		Yes		Yes		U35_44k_v1_28372		LOC_Os03g21080.1		gb|ABF95731.1| e-105  Guanine nucleotide exchange factor, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21080.1 1e-107 guanine nucleotide exchange factor putative expressed		TACTTTGTCTGAACTGCTGTCTGATGTGCAAGTAACTCAGATGAAATCCGATGGATCTCT		27201		AT4G16340.1

		17583		CUST_32523_PI390587928		7.1708283		8.003068		7.3207545		7.838178		6.476249		7.0990825		5.7554703		6.9710336		5.936655		6.699472		6.403424		8.284895		-1.6184123		-1.8712282		-2.959358		-1.8240491		-2.3524652		-2.4684339		-1.8886178		1.3629351		-1.2341733		-0.9039855		-1.5652843		-0.8671446		-0.6945791		-1.303596		-0.91733074		0.4467168		Yes		No		No		U35_44k_v1_17583		LOC_Os02g09850.1		ref|NP_001046160.1| 8e-28  Os02g0191800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09850.1 2e-29 expressed protein		CATGTAACGAGTGCGCAATTAATATGCTAATTTGGTTGCATAAGATTTACTGTGCTTACA		9423		0

		33552		CUST_18205_PI390587928		10.789416		9.40677		9.871463		10.435439		10.066501		8.2736435		8.159181		9.10754		9.445399		8.303006		8.770439		10.259389		-1.6505144		-2.193335		-3.2767878		-2.510368		-2.5385718		-2.149146		-2.1450684		-1.1297865		-1.344017		-1.1331263		-1.7122822		-1.327899		-0.72291565		-1.1037636		-1.1010237		-0.17605019		Yes		No		No		U35_44k_v1_33552		LOC_Os03g55530.1		ref|NP_001051365.1| 1e-13  Os03g0764000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55530.1 2e-15 HLS1 putative expressed		GTTTCTTCTTCCTTAATTAGACCATGTAGGTTTTTTCTCCTCACTCTGATCCGGCCTGCT		None		AT4G37580.1

		45899		CUST_127_PI390587928		4.024978		3.9830892		3.754818		3.8105323		4.6910305		4.380216		6.1825128		4.9097404		5.2118306		5.4004307		5.493402		3.7642555		1.5867252		1.3168827		5.3803306		2.1423707		2.2765553		2.6709287		3.3370748		-1.0325966		1.1868525		0.3971269		2.4276948		1.0992081		0.66605234		1.4173415		1.738584		-0.046276808		Yes		Yes		Yes		U35_44k_v1_45899		LOC_Os02g33110.3		gb|AAZ29515.1| 2e-34  cell wall invertase [Lolium perenne]		LOC_Os02g33110.3 2e-33 beta-fructofuranosidase insoluble isoenzyme 1 precursor putative expressed		AACGATCCAAATGGGCCACTATACTACAAGGGATGGTGCCACTTGTTTTACCAGTACAAC		45285		AT3G52600.1

		2198		CUST_32803_PI390587928		11.390765		12.607352		14.811875		13.230061		10.96455		12.307613		13.448382		11.648995		10.676605		12.380078		13.726059		13.109448		-1.3437039		-1.2309216		-2.573074		-2.9919066		-1.6405277		-1.1706209		-2.1225762		-1.0871961		-0.71415997		-0.29973888		-1.363493		-1.5810652		-0.42621517		-0.22727394		-1.0858164		-0.120612144		No		Yes		Yes		U35_44k_v1_2198		LOC_Os12g02370.2		ref|NP_001065990.1| 3e-61  Os12g0115700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02370.2 5e-63 chalcone--flavonone isomerase putative expressed		GTGGCACATCAAATGTCTGCGGACATGCACGATTTTTATAAAAAATGATTACTCTTGAAA		None		AT5G05270.2

		14772		CUST_22078_PI390587928		7.2801948		6.3357606		5.4473243		7.7232127		10.522151		9.137357		10.340034		13.277785		9.454542		9.063805		10.346595		11.220321		9.460761		6.972114		29.706553		46.99947		4.5138154		6.6255674		29.841963		11.291052		2.1743474		2.8015962		4.8927093		5.5545726		3.2419562		2.728044		4.8992705		3.497108		Yes		Yes		Yes		U35_44k_v1_14772		LOC_Os02g02400.2		sp|P55308|CATA2_HORVU 0.0  Catalase isozyme 2		LOC_Os02g02400.1 0.0 catalase isozyme A putative expressed		GTTACAGTAAACTGCATGTACTCTAGCTTAAACTAAAGTGGGTGCTTCGAGCTTAAAAAA		1842		AT4G35090.1

		24983		CUST_34820_PI390587928		9.269334		9.111448		9.652642		8.73154		8.717434		8.662186		7.104098		7.670582		8.334664		7.971691		7.6167283		6.9094696		-1.4660151		-1.3653423		-5.850437		-2.0863163		-1.9114527		-2.2034392		-4.1008244		-3.535882		-0.9346695		-0.44926262		-2.5485444		-1.0609579		-0.5518999		-1.1397572		-2.035914		-1.8220701		Yes		Yes		Yes		U35_44k_v1_24983		LOC_Os06g48170.1		ref|NP_001058456.1| 2e-23  Os06g0696500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g48170.1 3e-25 xyloglucan endotransglucosylase/hydrolase protein 23 precursor putative expressed		GCAGGGATTGAATTTGCTGCCAGCAGGATGTAAAGAGCTTTTGTTTCGTCTGTGAAAAAA		None		0

		29991		CUST_1719_PI390587928		6.6476197		5.728291		5.9180875		6.480396		6.391935		6.1712832		7.1802273		6.2124457		6.63077		6.31193		6.7430873		6.488094		-1.1939024		1.3594209		2.3985121		-1.2040957		-1.0117477		1.4986247		1.7715348		1.0053501		-0.016849518		0.4429922		1.2621398		-0.26795006		-0.25568485		0.58363914		0.8249998		0.007698059		No		Yes		Yes		U35_44k_v1_29991		LOC_Os06g23530.1		ref|NP_001057574.1| 2e-73  Os06g0343100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g23530.1 5e-75 pre-mRNA-splicing factor ATP-dependent RNA helicase putative expressed		TATATTCTACAGGCCAAGGGAAAAACAAGATCAGGCGGATCGGAAGAGGGGCAACTTTTT		29607		AT3G26560.1

		17626		CUST_31650_PI390587928		13.088248		12.275162		11.325887		9.377229		12.820178		12.100516		9.931136		7.7820435		12.761448		12.361935		10.682849		8.991258		-1.204196		-1.128687		-2.629431		-3.0213332		-1.2542286		1.061992		-1.5616139		-1.3067391		-0.32680035		-0.17464542		-1.3947506		-1.5951853		-0.26807022		0.08677292		-0.6430378		-0.38597107		No		Yes		Yes		U35_44k_v1_17626		LOC_Os07g49360.1		ref|NP_001060737.1| 2e-28  Os07g0694300 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49360.1 6e-30 peroxidase 21 precursor putative expressed		TATCCGAATTCGCTGTAGTTCCCAACGTCTGCCCCAAGCGCAAACGTGCCATTTTTAGAG		15863		AT2G37130.2

		23997		CUST_7462_PI390587928		8.257827		8.06841		7.4857078		8.345406		8.885485		9.410557		9.972024		9.187827		9.173542		9.871524		9.702436		8.800887		1.5450547		2.535283		5.603453		1.7930572		1.886504		3.4897263		4.648382		1.3712404		0.9157152		1.3421469		2.4863162		0.84242153		0.6276579		1.8031139		2.2167287		0.45548153		Yes		Yes		Yes		U35_44k_v1_23997		LOC_Os05g34220.2		gb|EAY98048.1| 1e-59  hypothetical protein OsI_019281 [Oryza sativa (indica cultivar-group)]		LOC_Os05g34220.2 2e-61 disease resistance protein putative expressed		TTGAACCAGCTGCAACTCAAGGATGGGCCAGAATGGGATAAAATAACACATATCCCAATT		24429		0

		14762		CUST_22103_PI390587928		6.9526134		9.160589		9.926964		3.6035354		5.406706		6.662468		4.692661		2.3473256		8.674401		7.0933094		6.2818832		2.0963268		-2.9198768		-5.6494923		-37.642826		-2.3886738		3.2984493		-4.190957		-12.5106125		-2.842595		1.7217879		-2.4981213		-5.234303		-1.2562099		-1.5459075		-2.0672798		-3.6450806		-1.5072086		Yes		Yes		Yes		U35_44k_v1_14762		LOC_Os04g55159.1		gb|EAZ32185.1| 7e-16  hypothetical protein OsJ_015668 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43600.1 1e-05 36.4 kDa proline-rich protein putative expressed		ATTTGTATATCCAGTGGCTATGGAAGGTGTAATTGTATGTTGTGTACCAACCTCAAAAAA		5965		0

		22563		CUST_38086_PI390587928		1.7232381		1.5119718		1.5314661		1.8182377		1.4940721		1.483992		2.403048		3.899144		1.4585495		2.3285737		2.2688804		4.7013817		-1.1721572		-1.0195835		1.829668		4.230729		-1.2013767		1.7612526		1.6671851		7.3775606		-0.2646886		-0.02797985		0.8715819		2.0809064		-0.22916603		0.8166019		0.73741424		2.883144		Yes		Yes		Yes		U35_44k_v1_22563		LOC_Os07g16970.2		gb|AAR06264.1| 6e-97  GDP dissociation inhibitor protein [Hordeum vulgare]		LOC_Os07g16970.1 2e-94 rab GDP dissociation inhibitor alpha putative expressed		AAGATGACCAGTAAACAACTTATCTCAAAATCCGGTTTGGATGATAATACGATAGACTTC		17153		AT5G09550.1

		21304		CUST_4290_PI390587928		4.54843		4.5259194		4.458174		4.0422606		3.9506836		4.165973		2.101123		3.337899		3.4517505		3.720764		3.4325464		3.6680813		-1.5133507		-1.2833781		-5.123221		-1.6294236		-2.138619		-1.7473341		-2.0358453		-1.296102		-1.0966794		-0.35994625		-2.3570511		-0.7043617		-0.5977464		-0.8051555		-1.0256279		-0.37417936		Yes		Yes		Yes		U35_44k_v1_21304		LOC_Os04g33210.1		emb|CAH66527.1| e-175  H0502B11.7 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33210.1 1e-176 ERD1 protein chloroplast precursor putative expressed		GCATGAAGTGGCACAAACTAACAGGTTGAAATATTCTCTAAATGAAAATGACCAAGAGAA		15266		AT5G51070.1

		21323		CUST_4261_PI390587928		3.6264417		3.390525		2.2218473		2.631778		4.6260457		3.430354		5.3896294		4.1023617		5.108301		4.743154		4.0651016		3.7457187		1.999451		1.027992		8.986642		2.77134		2.7930849		2.5537705		3.588185		2.1643603		1.4818594		0.039829016		3.167782		1.4705837		0.999604		1.352629		1.8432543		1.1139407		Yes		No		No		U35_44k_v1_21323		LOC_Os01g66010.1		ref|NP_001045010.1| 5e-57  Os01g0882800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66010.1 1e-58 amino acid carrier putative expressed		ACCTAAGTGTCAGCAGTGTGAGTGTCACCAACTAATGTTCTTGTCTTGTGTCGTAAAAAA		39745		AT1G44100.1

		7034		CUST_41386_PI390587928		11.227794		10.748917		10.818646		11.245033		10.450543		10.003006		8.9523115		9.283435		10.600175		9.920003		9.685962		10.575809		-1.7138612		-1.6770325		-3.6460514		-3.8949327		-1.5450128		-1.7763473		-2.192664		-1.5902182		-0.6276188		-0.74591064		-1.8663349		-1.9615984		-0.7772503		-0.8289137		-1.1326847		-0.66922474		Yes		Yes		Yes		U35_44k_v1_7034		LOC_Os01g10430.2		ref|NP_001042320.1| 8e-76  Os01g0201000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10430.2 7e-76 transposon protein putative unclassified expressed		ATATTCTGTACAGGAAAGACTCGGCCGTGTAATATTTGCCTGTAGGAATTACCACGGAGG		21191		AT1G53050.1

		38119		CUST_38221_PI390587928		4.3091593		5.021811		6.014717		5.9733386		3.9249952		3.7499857		4.6583066		5.607441		3.1901133		3.9327796		4.176748		5.607609		-1.3051034		-2.4146688		-2.5604732		-1.2886832		-2.1720328		-2.1273117		-3.5750647		-1.2885333		-1.119046		-1.2718253		-1.3564105		-0.36589766		-0.3841641		-1.0890315		-1.8379693		-0.3657298		Yes		Yes		Yes		U35_44k_v1_38119		LOC_Os05g06280.2		gb|EAZ32930.1| 6e-89  hypothetical protein OsJ_016413 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g06280.2 1e-90 ATP binding protein putative expressed		AGACATATACAATGCAACCCCTACCTCTAAGGGCAGCACAGGATATGGTTCATCTTTTGC		33957		AT3G16630.2

		36747		CUST_42287_PI390587928		8.835347		9.046739		9.33521		8.9165945		8.203746		8.349388		7.2411456		7.5454903		7.74735		7.839704		7.7770615		8.60296		-1.5492836		-1.6215241		-4.2694917		-2.5866847		-2.1257868		-2.3086262		-2.9447565		-1.242835		-1.087997		-0.6973505		-2.0940642		-1.3711042		-0.63160133		-1.2070346		-1.5581484		-0.31363487		Yes		Yes		Yes		U35_44k_v1_36747		LOC_Os08g18150.1		ref|NP_001061449.1| 1e-29  Os08g0285200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g18880.1 2e-31 expressed protein		CACATCATACAAGCTTTTCAGTGGATTGCATGTTAATCGTATGTAAAATACTAAACGGGT		32029		AT1G80710.1

		23974		CUST_33321_PI390587928		8.063053		8.154146		8.093335		7.603096		7.988957		8.0888605		6.872314		6.73612		7.8559804		7.865949		7.347343		7.2681136		-1.0527014		-1.0462921		-2.3311167		-1.8238357		-1.1543436		-1.2211133		-1.6771272		-1.2613621		-0.20707273		-0.06528568		-1.2210212		-0.8669758		-0.0740962		-0.28819704		-0.7459922		-0.3349824		No		Yes		Yes		U35_44k_v1_23974		LOC_Os02g02770.1		gb|EAZ21526.1| 9e-10  hypothetical protein OsJ_005009 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02770.1 2e-11 pentatricopeptide putative expressed		GACTAATCACTATACATGTATGCAACAAAACACTGGGTGAAAATTACTTCACGCTGAAAA		19900		0

		46753		CUST_1998_PI390587928		10.996326		11.200603		11.28604		10.609271		10.609077		10.932597		10.193417		10.176391		10.30343		10.500469		10.483466		10.5170555		-1.3078971		-1.2041419		-2.1326153		-1.3499261		-1.6165261		-1.6246549		-1.7442105		-1.066006		-0.69289684		-0.26800537		-1.0926237		-0.4328804		-0.387249		-0.7001333		-0.80257416		-0.09221554		No		Yes		Yes		U35_44k_v1_46753		LOC_Os09g24480.1		No hits found		LOC_Os02g08540.1 1e-04 expressed protein		GCTCAAACCGAGTCACGCCGTGTAGCCAATTTAGATGAGTTTATTATTCATGTTACTTTG		47262		0

		27878		CUST_31488_PI390587928		3.8394718		3.9862015		4.3954535		4.34049		3.8370192		3.7701504		4.198157		3.7621634		3.3927221		3.3874638		3.3434954		3.9063683		-1.0017015		-1.1615499		-1.1465479		-1.4931163		-1.3629661		-1.514391		-2.0733418		-1.3510879		-0.4467497		-0.2160511		-0.19729662		-0.57832646		-0.002452612		-0.5987377		-1.0519581		-0.4341216		No		Yes		Yes		U35_44k_v1_27878		LOC_Os01g51260.1		gb|EAY75558.1| e-110  hypothetical protein OsI_003405 [Oryza sativa (indica cultivar-group)]		LOC_Os01g51260.1 1e-111 MYB9 putative expressed		ATATCTCAGGCCGTGGGCAGCCTCCACTCCGATTTGTACTACAACATTCTGGATGGGGCC		21852		AT3G13890.2

		11797		CUST_30120_PI390587928		10.93792		11.99307		12.06308		11.814259		10.704125		11.352029		11.432877		10.634701		10.669095		11.347209		11.61993		11.865626		-1.1759235		-1.5594538		-1.547783		-2.2650733		-1.2048258		-1.5646725		-1.3595692		1.0362469		-0.26882458		-0.6410408		-0.63020325		-1.1795578		-0.23379421		-0.6458607		-0.44314957		0.05136776		No		Yes		Yes		U35_44k_v1_11797		-		No hits found		No hits found		ACTATTATTACCATCCATCGCCCCGTTCCTCCCCATCCTCCGACTGGTTGATTGGCTGCC		25251		0

		10166		CUST_19499_PI390587928		3.7509108		3.5847714		4.4746757		4.6887035		3.466039		3.3121407		4.009247		3.6179934		2.7427578		2.706597		2.3488722		3.532503		-1.218302		-1.2080085		-1.3807276		-2.1004672		-2.0113344		-1.8380479		-4.364461		-2.2286973		-1.008153		-0.2726307		-0.46542883		-1.0707102		-0.28487182		-0.8781743		-2.1258035		-1.1562006		Yes		No		No		U35_44k_v1_10166		-		No hits found		No hits found		GCCGATCGCGACCGACCGATCGACCAGGCGCCTATTCTTAGGATCGGAGCGCGCGTCGCC		19952		0

		23446		CUST_32204_PI390587928		7.0500298		7.430184		6.5980105		7.661615		6.962595		8.689906		8.831328		9.458131		7.857158		8.524339		7.9771476		6.2679276		-1.0624794		2.3944964		4.7021413		3.473803		1.7497253		2.1348798		2.6011274		-2.6274936		0.8071284		1.2597222		2.2333179		1.796516		-0.08743477		1.0941548		1.379137		-1.3936872		Yes		Yes		Yes		U35_44k_v1_23446		LOC_Os12g23700.1		gb|EAZ20299.1| 3e-31  hypothetical protein OsJ_034508 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g23700.1 6e-33 PITSLRE serine/threonine-protein kinase CDC2L1 putative expressed		GTTGTGGTTGCTTGAACTCTGTCCCGATTAGATAAAATGACCAATTTCAGAAATTAAGAA		36382		0

		9651		CUST_35248_PI390587928		4.391316		4.1864004		3.1434758		6.0218368		4.6006827		4.7371826		7.824175		9.757659		4.865867		5.6835933		7.4483066		7.0764375		1.1561806		1.4648798		25.646666		13.32277		1.389486		2.8229291		19.764378		2.0771432		0.4745512		0.5507822		4.6806993		3.7358222		0.2093668		1.4971929		4.3048306		1.0546007		Yes		Yes		Yes		U35_44k_v1_9651		LOC_Os04g35140.1		ref|NP_001052820.1| 0.0  Os04g0430700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35140.1 0.0 subtilisin-like protease precursor putative expressed		AGTCTCAGCATTTGCTCAGTGAGGAGAAAGACCTGCCAACATAGCAGGAGCAGAAATAAA		20084		AT3G14240.1

		504		CUST_5621_PI390587928		10.964396		11.336774		10.876038		9.307275		13.21297		13.361285		13.091977		11.044604		12.601325		13.500514		14.046437		9.793853		4.7521267		4.0685406		4.64584		3.3341742		3.1100302		4.4807496		9.002961		1.4011176		1.6369286		2.0245113		2.2159395		1.7373295		2.2485733		2.1637402		3.1703997		0.486578		Yes		Yes		Yes		U35_44k_v1_504		LOC_Os01g71410.1		sp|Q02126|E13C_HORVU 9e-53  Glucan endo-1,3-beta-glucosidase GIII precursor ((1->3)-beta-glucan endohydrolase GIII) ((1->3)-beta-glucanase isoenzyme GIII) (Beta-1,3-endoglucanase GIII)		LOC_Os01g71380.1 1e-53 glucan endo-13-beta-glucosidase GII precursor putative expressed		GTGATGCAAACAGCATGCATTTCAGTCAACCACTCGTGTGTGCGTTATGTTCTATTTTTT		1639		AT3G57240.1

		34188		CUST_6795_PI390587928		5.5797944		5.916378		5.6130257		5.285742		4.8109293		5.0528054		3.9732363		3.9724667		5.010662		5.2080054		4.889878		5.0479856		-1.7039288		-1.8195385		-3.1162033		-2.4850504		-1.483631		-1.6339599		-1.65078		-1.1791574		-0.5691323		-0.8635726		-1.6397893		-1.3132751		-0.7688651		-0.7083726		-0.72314787		-0.23775625		Yes		No		No		U35_44k_v1_34188		LOC_Os10g42870.2		gb|EAY79653.1| 1e-45  hypothetical protein OsI_033612 [Oryza sativa (indica cultivar-group)]		LOC_Os10g42870.2 3e-47 peptide transporter PTR2 putative expressed		TACTATCTACAATACAGCTTTGGTGTAATTAAATAGCGGCCGCTGGCAAGGTCCAGAAGT		9681		AT5G01180.1

		4850		CUST_32487_PI390587928		2.0518427		1.6582893		1.7559571		1.9335705		2.1649663		3.3681166		6.0362434		3.9111931		2.0247765		3.212595		3.8404553		2.9630406		1.0815674		3.2712166		19.430973		3.9384356		-1.018938		2.9369235		4.2412753		2.0412743		-0.02706623		1.7098273		4.2802863		1.9776226		0.113123655		1.5543057		2.0844982		1.0294701		Yes		Yes		Yes		U35_44k_v1_4850		LOC_Os03g62740.1		gb|EAY92552.1| e-144  hypothetical protein OsI_013785 [Oryza sativa (indica cultivar-group)]		LOC_Os03g62740.1 1e-146 esterase precursor putative expressed		CCAGTGTGATTTGTGAGACAGATGTAGTTGATGTTATGTCTACGAACAGAGAATTTTAAT		14540		AT3G48460.1

		12379		CUST_38895_PI390587928		7.1158767		7.8638153		6.9849305		6.7086577		6.797739		7.4876246		5.5536637		5.246863		6.0242977		6.607467		5.78476		5.5888915		-1.2467202		-1.2979103		-2.696834		-2.7545085		-2.1310713		-2.3889027		-2.2976682		-2.1731176		-1.091579		-0.37619066		-1.4312668		-1.4617949		-0.31813765		-1.2563481		-1.2001705		-1.1197662		Yes		No		No		U35_44k_v1_12379		LOC_Os03g17850.1		emb|CAM91965.1| 5e-67  putative xylan synthase [Triticum aestivum]		LOC_Os03g17850.1 1e-57 beta3-glucuronyltransferase putative expressed		ACGTGTACGAGCTGCGCTTTTTCGACCAGCTCCGGCAGATCAGTACGTTCGGTGCGTGGC		26585		AT2G37090.1

		31846		CUST_32633_PI390587928		7.3808556		7.8104424		8.370364		8.084466		7.3939805		7.346045		7.5501456		7.005708		7.2675934		7.2536616		7.6468225		7.6241517		1.0091391		-1.379741		-1.7656735		-2.1122165		-1.0816714		-1.4709833		-1.6512307		-1.3758415		-0.11326218		-0.46439743		-0.82021856		-1.0787578		0.013124943		-0.5567808		-0.72354174		-0.46031427		No		Yes		Yes		U35_44k_v1_31846		-		emb|CAJ86292.1| 1e-57  H0124B04.9 [Oryza sativa (indica cultivar-group)]		LOC_Os07g13580.2 1e-30 glucan endo-13-beta-glucosidase precursor putative expressed		GTCCACGCCGCCGTCCGCCGGGCGGTTCCGCGAGGGGTACGACGCCGCCGTCGTCAAGCC		None		AT5G24318.2

		28296		CUST_29267_PI390587928		7.6542244		7.6569457		8.339141		8.044978		7.365101		7.3560295		7.2243323		7.6092052		7.192118		7.038414		7.489248		7.739286		-1.2218977		-1.2319266		-2.1656628		-1.3526353		-1.3775514		-1.5353118		-1.8023673		-1.2360115		-0.46210623		-0.3009162		-1.1148086		-0.4357729		-0.28912354		-0.6185317		-0.8498931		-0.3056922		No		Yes		Yes		U35_44k_v1_28296		LOC_Os10g34400.2		gb|EAZ16473.1| 1e-62  hypothetical protein OsJ_030682 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g34400.2 3e-64 expressed protein		TACTTGTGAATATGGATGAGCTACAACTCCGCACTGCTGTGTGTAGAGAAGACTATAGGA		27086		AT4G33630.2

		26879		CUST_37548_PI390587928		8.173598		8.218968		7.1088862		7.6551604		8.424984		10.14615		12.102174		11.648759		8.9562025		10.526599		11.443779		10.511369		1.1903499		3.8031142		31.85146		15.929162		1.7202333		4.950693		20.180538		7.2410975		0.7826042		1.9271812		4.9932876		3.9935985		0.2513857		2.3076305		4.3348927		2.8562083		Yes		Yes		Yes		U35_44k_v1_26879		LOC_Os12g01040.1		gb|EAZ17123.1| 4e-36  hypothetical protein OsJ_031332 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01040.1 7e-38 protein binding protein putative		TGATACTGCATACATGTCTCTGGTGCGTGTTGTACAAAAGATTGAAATATTCTTTTCTGA		23556		AT1G07725.1

		25730		CUST_5170_PI390587928		4.382691		4.609691		5.5282784		5.2889667		5.7201333		6.2528386		6.7723145		5.352548		6.47485		6.114347		6.6787376		3.5488768		2.5270293		3.1234653		2.3686028		1.0450569		4.263858		2.8375697		2.2198455		-3.3405597		2.0921593		1.6431475		1.2440362		0.06358147		1.3374424		1.5046558		1.1504593		-1.7400899		Yes		No		No		U35_44k_v1_25730		LOC_Os04g01950.1		gb|EAZ29463.1| 9e-51  hypothetical protein OsJ_012946 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g01950.1 2e-52 legume lectins beta domain containing protein expressed		TAAGCAGATAAGCTGCAACCTGCAAACATACCCAAAGAAACCATAGGCTGCAAGATGGCA		30263		0

		17044		CUST_35551_PI390587928		7.5146866		7.71238		7.0477805		6.8532887		7.776295		7.9761696		9.802686		8.484124		8.367721		8.77915		9.289706		7.0722466		1.1988146		1.2006284		6.750083		3.096923		1.8062956		2.0947385		4.7302804		1.1638926		0.853034		0.26378965		2.7549052		1.6308355		0.2616086		1.0667701		2.2419257		0.2189579		Yes		Yes		Yes		U35_44k_v1_17044		LOC_Os08g23150.1		gb|EAZ42289.1| e-154  hypothetical protein OsJ_025772 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g23150.1 1e-159 indole-3-glycerol phosphate synthase chloroplast precursor putative expressed		ACATGACCAAAGTGTATCCAGATTAATCCGACAACAAGGAACGTAATACACTTGATTTCG		6405		AT2G04400.1

		20586		CUST_17544_PI390587928		6.96934		6.6329727		6.9760475		6.8638115		6.729346		6.522575		5.530075		6.057125		6.386534		6.049223		6.138084		6.976197		-1.1809878		-1.0795258		-2.724464		-1.7491893		-1.4977591		-1.4987396		-1.7875252		1.081014		-0.58280563		-0.110397816		-1.4459724		-0.8066864		-0.23999405		-0.5837498		-0.8379636		0.11238527		No		Yes		Yes		U35_44k_v1_20586		LOC_Os06g43610.1		ref|NP_001058179.1| e-153  Os06g0643600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43610.1 1e-154 formamidopyrimidine-DNA glycosylase putative expressed		AAAGAAAATTGAATTCATAACAGCTGGTGGCAGGACCACAGCCTATGTGCCAGAACTGCA		15202		AT1G52500.2

		4226		CUST_30978_PI390587928		9.87499		9.801024		8.905369		8.046554		9.729691		9.113078		6.520002		6.761083		9.6025505		8.965062		6.9336586		6.9574637		-1.1059605		-1.6109886		-5.2247677		-2.4376154		-1.2078489		-1.7850473		-3.922328		-2.1273978		-0.27243996		-0.6879463		-2.385367		-1.2854705		-0.14529991		-0.8359623		-1.9717102		-1.0890899		Yes		Yes		Yes		U35_44k_v1_4226		LOC_Os06g49760.1		ref|NP_001058553.1| 1e-53  Os06g0711800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g49760.1 2e-55 ripening-related protein putative expressed		CCATGTGTTCTTGATGTGCCTGTAAAATGTAGCTAAGACAATCAATGAAGAGTGTAATTA		15472		AT1G62770.1

		16485		CUST_27445_PI390587928		5.8409476		5.167282		4.0828614		5.4648185		6.3894134		6.7029214		8.545512		6.543362		7.321364		7.843174		8.305072		8.079961		1.4625295		2.8991687		22.049145		2.1119032		2.7902923		6.3903365		18.664312		6.1268363		1.4804163		1.5356393		4.462651		1.0785437		0.5484657		2.6758919		4.2222104		2.6151423		Yes		No		No		U35_44k_v1_16485		LOC_Os05g06140.1		gb|AAU44159.1| e-176  putative lipase [Oryza sativa (japonica cultivar-group)]		LOC_Os05g06140.1 1e-174 lipase putative expressed		CTCTGTCTCGGCAATAAATAATTGATCCAAGGCCTTCATGAATAAAATGCAATTGAAAGA		None		AT3G14360.1

		8010		CUST_8508_PI390587928		5.0154347		4.5763974		4.977684		4.623856		4.7551217		3.7629414		2.1218843		2.5816188		4.7519064		4.148442		2.847997		3.9493732		-1.1977385		-1.7574164		-7.2390466		-4.118838		-1.200411		-1.3453258		-4.3762255		-1.5960245		-0.26352835		-0.81345606		-2.8557997		-2.0422373		-0.26031303		-0.42795563		-2.129687		-0.6744828		Yes		Yes		Yes		U35_44k_v1_8010		LOC_Os06g14540.1		gb|EAZ00403.1| 2e-44  hypothetical protein OsI_021635 [Oryza sativa (indica cultivar-group)]		LOC_Os06g14540.1 1e-45 endoglucanase 1 precursor putative expressed		AAGGATCGGTCGTGCCATGCCAAGACAAGCAATCTAATATATCTATCTACCACTAAAAAA		18702		AT1G70710.1

		4448		CUST_6500_PI390587928		7.2435136		6.0947204		7.541218		7.3189125		8.538896		7.007009		10.139024		9.593082		7.973175		8.05226		9.966186		8.728669		2.4544199		1.8820287		6.053653		4.8371925		1.65825		3.8839915		5.37017		2.6569235		0.72966146		0.91228867		2.597806		2.27417		1.295382		1.95754		2.4249678		1.4097567		Yes		Yes		Yes		U35_44k_v1_4448		LOC_Os01g70860.1		sp|A2WYS8|PIR7A_ORYSI 3e-49  Probable esterase PIR7A		LOC_Os01g70860.1 6e-51 esterase PIR7A putative expressed		GAGTTCTCGAGAAGAACAACACCGGATTTCTTCATGGACAGCGAGAGGATGGTTCTGGAC		10372		AT2G23600.1

		29577		CUST_26888_PI390587928		6.1137443		6.414505		6.210301		5.939348		5.139767		5.284944		3.7657082		3.6000376		5.4265823		5.4368916		4.720637		4.9500227		-1.964248		-2.1879215		-5.4437194		-5.060608		-1.610113		-1.9692051		-2.808236		-1.9852567		-0.6871619		-1.129561		-2.4445927		-2.3393106		-0.9739771		-0.97761345		-1.4896641		-0.9893255		Yes		Yes		Yes		U35_44k_v1_29577		LOC_Os03g12360.2		gb|EAZ26117.1| 1e-63  hypothetical protein OsJ_009600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12360.2 2e-65 trehalose-6-phosphate synthase putative expressed		ATACATTTGCCTCGAGTACTACGGCCGCACCGTCAGCATCAAGATCTTGCCCGTCGGAGT		28921		AT1G68020.2

		15761		CUST_10408_PI390587928		12.896564		13.077214		13.467964		15.907369		12.758422		14.170039		17.278128		18.165312		12.258534		14.218432		17.389933		18.348417		-1.1004866		2.1329126		14.027281		4.7830906		-1.5562017		2.2056718		15.15759		5.4303627		-0.6380291		1.0928249		3.8101635		2.2579432		-0.13814163		1.1412182		3.9219685		2.4410486		Yes		No		No		U35_44k_v1_15761		-		No hits found		No hits found		GATGGATTTCGTCACTGTCCTAAGTTCATGTATTGGTATTGTATTGAATTCACCATGTAT		35939		0

		7570		CUST_36685_PI390587928		6.509933		5.594766		5.996111		7.2087975		6.9952245		5.674961		8.896484		8.5747795		8.220615		7.6808696		8.748597		8.634591		1.3998686		1.0571609		7.4661965		2.5775173		3.2731562		4.2459974		6.7387743		2.6866226		1.7106824		0.08019495		2.9003735		1.365982		0.48529148		2.0861034		2.7524862		1.4257936		Yes		No		No		U35_44k_v1_7570		-		No hits found		No hits found		TGCTGTTGTACCGATACAATACAAAATGGGTATATATTGTATATGTACGGTTGTCTGTAG		16529		0

		23985		CUST_33298_PI390587928		10.85192		10.174511		10.156009		11.022045		11.686004		12.1367445		13.052602		12.487781		12.314921		12.775966		12.966115		11.884585		1.7827243		3.896648		7.446658		2.7620423		2.7568128		6.0689826		7.0133624		1.818237		1.4630013		1.9622335		2.896593		1.4657354		0.83408356		2.6014547		2.8101063		0.86254025		Yes		Yes		Yes		U35_44k_v1_23985		-		No hits found		No hits found		TTCGGAGTGTAGGCAGGACTATTCAAAGATACCACTATCGTGGGTTTTCACATTAAAAAA		26368		0

		4670		CUST_22180_PI390587928		8.916588		8.540384		8.622703		8.734349		9.376002		9.419692		9.937396		8.876689		9.699555		9.511871		9.716569		8.950156		1.3749837		1.8394924		2.4874947		1.1036936		1.7206665		1.9608607		2.1344528		1.1613533		0.78296757		0.87930775		1.3146935		0.1423397		0.45941448		0.97148705		1.0938663		0.21580696		No		Yes		Yes		U35_44k_v1_4670		LOC_Os09g15420.1		gb|AAX49505.2| e-114  UDP-D-glucose epimerase 2 [Hordeum vulgare]		LOC_Os09g15420.1 1e-100 UDP-glucose 4-epimerase GEPI48 putative expressed		TAGTCTACTACTCTGCCATCGCGGTACATGATACGCAAGCTTTTGCAATTCTAGAAAAAA		10066		AT4G10960.1

		6816		CUST_18621_PI390587928		5.5884705		5.6475425		6.034413		6.962219		4.794434		5.0523314		4.2478814		5.9891777		4.325288		4.545008		4.033197		5.9061036		-1.7339189		-1.5106936		-3.4498448		-1.9629747		-2.4002466		-2.1473157		-4.0033727		-2.0793254		-1.2631826		-0.595211		-1.7865314		-0.97304153		-0.7940364		-1.1025343		-2.001216		-1.0561156		Yes		Yes		Yes		U35_44k_v1_6816		LOC_Os01g40750.1		gb|EAZ12525.1| 1e-47  hypothetical protein OsJ_002350 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g40750.1 4e-49 expressed protein		ATAAGGCTTTAGTAGAAGTTGATCTTTGGGTAAAGAGGGAGGGGATGAATCAGATGACAA		15268		0

		42923		CUST_1284_PI390587928		4.753679		5.6061306		3.5533428		5.010009		5.6390805		5.4379964		5.11082		7.5434117		4.767047		4.7284455		5.1697507		5.3899994		1.847279		-1.1236044		2.9433866		5.789356		1.0093092		-1.8374246		3.0661066		1.3013333		0.01336813		-0.16813421		1.557477		2.533403		0.8854017		-0.87768507		1.6164079		0.37999058		Yes		No		No		U35_44k_v1_42923		LOC_Os03g02280.1		ref|NP_001048739.1| 8e-11  Os03g0113900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02280.1 1e-12 expressed protein		AGGCGGCCGGGCGTACCTTCAAGAAAGCCGAGGAGTCCGACGAAGAAGAGGACAACGGCG		38929		0

		33141		CUST_1109_PI390587928		8.456367		8.76699		4.704569		4.685882		8.815675		8.57222		6.2814574		5.512453		9.137319		9.043975		5.748745		4.257677		1.2828107		-1.1445416		2.9832575		1.7734652		1.6031975		1.2116601		2.0621884		-1.3455584		0.6809521		-0.19476986		1.5768886		0.826571		0.35930824		0.27698517		1.0441761		-0.428205		No		Yes		Yes		U35_44k_v1_33141		LOC_Os08g12850.1		emb|CAO48034.1| 3e-13  unnamed protein product [Vitis vinifera]		LOC_Os08g12850.1 3e-29 expressed protein		CACACTAATCGTACAGAATTTATAGGCGGAATCACAACACAGTTCCTCAATTTTTCGCTA		12349		AT1G16825.1

		40410		CUST_38280_PI390587928		5.887253		5.8655066		5.0800724		6.0762496		5.2519813		7.0673504		6.5358047		6.618801		5.8516498		6.6983438		6.507713		5.7184424		-1.55323		2.3003347		2.7429576		1.4565463		-1.0249852		1.7811847		2.690064		-1.2814766		-0.035603046		1.2018437		1.4557323		0.5425515		-0.63527155		0.8328371		1.4276404		-0.35780716		No		Yes		Yes		U35_44k_v1_40410		LOC_Os04g57200.2		No hits found		No hits found		CGAAGGAAATAAATATATTGTATTAGTTGCAAGAGAATTGCGAAATTCAGGTGGCTGGAA		4641		0

		38873		CUST_37517_PI390587928		10.866412		10.423069		9.485173		10.282869		11.0412035		11.54098		11.733975		11.16169		11.626365		11.755532		11.398629		9.821692		1.1288011		2.1703253		4.7528806		1.8388712		1.693435		2.518323		3.7671041		-1.3766644		0.75995255		1.1179113		2.2488022		0.8788204		0.17479134		1.3324633		1.913456		-0.46117687		Yes		Yes		Yes		U35_44k_v1_38873		LOC_Os10g41420.1		gb|EAY79542.1| 2e-14  hypothetical protein OsI_033501 [Oryza sativa (indica cultivar-group)]		LOC_Os10g41420.1 4e-16 expressed protein		AGACGGTGAATGAGGATTATGGAAACCCGATGTGAATGCATCCATTTCCTTACTAAAAAA		None		0

		38892		CUST_37501_PI390587928		9.446467		10.14694		10.529211		10.833183		8.426017		9.011136		8.700656		7.8606696		7.6942153		9.131646		9.407128		11.046615		-2.0285525		-2.19741		-3.5518117		-7.849026		-3.3688405		-2.0213149		-2.1766098		1.1594425		-1.7522521		-1.1358042		-1.8285551		-2.9725137		-1.0204506		-1.0152941		-1.1220827		0.21343136		Yes		Yes		Yes		U35_44k_v1_38892		LOC_Os02g44280.1		gb|ABG66242.1| 1e-11  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40584.1 2e-13 nucleic acid binding protein putative expressed		CATCACCCCCACGATTGTTGACCGAAATTGTACCATACATCAAACAAATGCACCTACTTC		43034		0

		28567		CUST_21696_PI390587928		3.7780838		4.1695514		3.9241683		3.9242046		3.5187037		3.1927288		3.2928667		2.8723953		3.0580225		2.6727145		2.3701317		3.0737545		-1.1969643		-1.968126		-1.5489619		-2.0731282		-1.6472521		-2.8222327		-2.9363759		-1.8030633		-0.7200613		-0.9768226		-0.63130164		-1.0518093		-0.2593801		-1.4968369		-1.5540366		-0.85045004		Yes		No		No		U35_44k_v1_28567		LOC_Os04g31924.2		gb|EAZ30529.1| 6e-07  hypothetical protein OsJ_014012 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g31924.2 1e-08 nodulin-like protein putative expressed		TTCAGTTGGTGTAAAGTAAAGGTCTTCTTTCCTTCCCGTCCGCCATCATTTCCTCTACCT		27527		0

		45902		CUST_17709_PI390587928		4.860593		5.688057		6.2299294		5.1882725		4.4507146		4.2871966		5.4876647		4.7096763		4.0204186		3.9124396		3.9999244		3.6695757		-1.3285737		-2.64059		-1.6727997		-1.3933872		-1.7902663		-3.4238448		-4.691356		-2.865321		-0.8401742		-1.4008603		-0.74226475		-0.4785962		-0.40987825		-1.7756174		-2.230005		-1.5186968		Yes		No		No		U35_44k_v1_45902		-		ref|XP_380653.1| 2e-35  hypothetical protein FG00477.1 [Gibberella zeae PH-1]		No hits found		TGTTTCTCCTCAACATTTCAGAAACTTCCGCAATCGCGCTCCAACTTTGACGAAAGGAGA		45289		0

		38091		CUST_11461_PI390587928		6.694944		6.455925		6.585174		6.469803		6.122019		6.233373		5.186362		5.5558867		5.929772		5.8745766		5.492044		6.1373024		-1.4875365		-1.1667956		-2.6368442		-1.884153		-1.6995726		-1.496247		-2.133364		-1.2591939		-0.765172		-0.22255182		-1.3988123		-0.9139161		-0.5729251		-0.5813484		-1.0931301		-0.33250046		No		Yes		Yes		U35_44k_v1_38091		LOC_Os12g18150.1		gb|EAY82778.1| 8e-61  hypothetical protein OsI_036737 [Oryza sativa (indica cultivar-group)]		LOC_Os12g18150.1 2e-62 jmjC domain containing protein expressed		CACGAGAGAACTGTTATGAAGTTCGGGAAGAAGAAATGGATGGCATGGAAGTGAAACCTA		33917		AT3G48430.1

		39564		CUST_16130_PI390587928		4.944535		4.6121135		5.536467		5.1778684		5.6203427		5.795321		6.210222		5.716372		5.884798		6.5613704		6.398159		5.509218		1.5974911		2.2708108		1.5952193		1.4524653		1.9188783		3.8617556		1.8171682		1.25819		0.9402633		1.1832075		0.6737547		0.53850365		0.67580795		1.9492569		0.86169195		0.33134985		Yes		Yes		Yes		U35_44k_v1_39564		LOC_Os05g15510.2		gb|EAZ33517.1| 2e-76  hypothetical protein OsJ_017000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g15510.2 4e-78 cellulase containing protein expressed		TCGGCAAAAATGTGTGATGTGTCATGGATGATATTGTTTTCCACAGGCGAATGGGTGGCT		6414		0

		14648		CUST_10896_PI390587928		3.3411171		2.2518437		2.929388		2.9428275		3.629694		3.2363813		6.102258		6.2773423		3.6366987		2.5014756		4.2773833		2.0031836		1.2214348		1.9786791		9.018392		10.087626		1.2273797		1.1889037		2.5455816		-1.9180547		0.29558158		0.9845376		3.1728702		3.3345149		0.28857684		0.24963188		1.3479953		-0.93964386		Yes		Yes		Yes		U35_44k_v1_14648		LOC_Os01g04040.1		emb|CAA88619.1| 2e-35  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 4e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		AACGAGTTCGATCGATTGGTTGATGTTTCCTGATGCCCATAGGGAGGGATTTTTCTGATG		2241		0

		41		CUST_4572_PI390587928		6.5126376		5.7912765		5.736173		7.391571		6.796076		6.8533864		7.662901		7.8499646		6.7491746		6.3447013		7.1974664		7.8796554		1.217092		2.087983		3.801919		1.374011		1.1781613		1.4675654		2.7535508		1.4025812		0.23653698		1.06211		1.9267278		0.45839357		0.2834382		0.55342484		1.4612932		0.48808432		No		Yes		Yes		U35_44k_v1_41		LOC_Os06g36270.5		ref|NP_001057858.1| 8e-92  Os06g0557100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36270.5 1e-93 receptor-like protein kinase 5 precursor putative expressed		AATCAAAACTGTGCTTGTGATGATCCGCTATGATTGTGACATGGAATTGCGCCTTGTTTA		20719		AT5G25930.1

		31892		CUST_26883_PI390587928		7.9117026		7.326933		7.787434		9.08438		8.702859		8.953219		10.679748		10.430344		8.896394		9.786401		10.659635		10.840245		1.7304609		3.0871735		7.424601		2.541999		1.9788896		5.5001383		7.3218107		3.3772876		0.98469114		1.6262865		2.8923135		1.3459635		0.7911563		2.459468		2.8722005		1.7558651		Yes		Yes		Yes		U35_44k_v1_31892		LOC_Os06g15420.1		gb|EAZ00435.1| 6e-06  hypothetical protein OsI_021667 [Oryza sativa (indica cultivar-group)]		LOC_Os06g15420.1 8e-08 asparagine synthetase putative expressed		GGCGTCGGCGACGTCTCCCTCGCCAAGCGCTCGCGCATCATCGAGCTCTCCCGCCGATTA		None		0

		9668		CUST_35232_PI390587928		2.7371266		3.297786		2.9388363		3.01008		2.8875227		5.5526123		7.2871075		7.192641		2.893555		6.4128575		6.4851136		2.9752162		1.1098741		4.7727685		20.36855		18.158346		1.1145245		8.66423		11.682501		-1.0244602		0.15642834		2.2548263		4.3482714		4.182561		0.15039611		3.1150715		3.5462773		-0.03486395		Yes		Yes		Yes		U35_44k_v1_9668		-		No hits found		No hits found		TGCATCACGATATTTGAATTGGTATGTGAGAAACAAATAGCATGTGCAAGTATCTCGTGC		19902		0

		30697		CUST_13474_PI390587928		7.370657		7.395101		7.7818284		7.993692		7.553243		8.379819		9.61118		9.390263		7.736767		8.6046095		9.354356		7.8435063		1.1349165		1.9789263		3.5537739		2.6327503		1.2888727		2.3125882		2.9742532		-1.1097122		0.36610985		0.98471785		1.8293519		1.3965707		0.1825862		1.2095084		1.5725274		-0.15018559		Yes		No		No		U35_44k_v1_30697		LOC_Os06g15060.1		gb|AAL73531.1|AF466200_10 7e-18  TNP2-like protein [Sorghum bicolor]		LOC_Os05g29850.1 3e-19 transposon protein putative CACTA En/Spm sub-class		CCTAAGCAATGATGTGGCGCAAGTTTTCTATGTGAAGGACATGTCTACCAAACCGAGAAA		30723		0

		17331		CUST_40583_PI390587928		9.236371		9.106471		8.766266		9.094262		9.801888		9.8442545		10.42735		9.902822		10.097534		10.315657		10.137298		9.274944		1.4799182		1.6676117		3.162541		1.7514616		1.8165022		2.3120708		2.5865548		1.1334198		0.86116314		0.73778343		1.6610842		0.8085594		0.5655174		1.2091856		1.3710318		0.18068218		No		Yes		Yes		U35_44k_v1_17331		LOC_Os01g70380.1		ref|NP_001045279.1| 0.0  Os01g0928800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70380.1 0.0 serine palmitoyltransferase 2 putative expressed		GTGACTGAAATCATGTAGATACTAATTCCCTTATTACTGACTTCCTCTCAAGGCAAAAAA		9086		AT5G23670.2

		2434		CUST_38854_PI390587928		10.364643		10.364359		10.097203		10.659866		10.776017		10.778661		11.353977		11.220414		11.027039		11.108559		11.195001		11.207234		1.3299519		1.3326536		2.389608		1.4748292		1.5827084		1.6750449		2.140277		1.4614172		0.6623955		0.41430187		1.256774		0.5605478		0.4113741		0.74419975		1.0977974		0.54736805		No		Yes		Yes		U35_44k_v1_2434		-		gb|EAZ19279.1| 1e-12  hypothetical protein OsJ_033488 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g45290.2 3e-14 retrotransposon protein putative unclassified expressed		TGTAATTCGGGAACATCAAAGCATCATAGAGGAAGCGGAGAGGAAAACTGCAACAACCTG		8492		0

		10254		CUST_40040_PI390587928		4.4306607		2.7762153		4.459463		6.804743		4.0506654		4.471495		5.9201627		7.2795277		4.216903		4.3260617		5.5773854		7.319237		-1.3013376		3.238397		2.752418		1.3897109		-1.1597047		2.9278598		2.170342		1.4284935		-0.21375751		1.6952798		1.4606996		0.47478485		-0.37999535		1.5498464		1.1179223		0.5144944		No		Yes		Yes		U35_44k_v1_10254		LOC_Os01g06760.1		gb|EAZ10643.1| 2e-34  hypothetical protein OsJ_000468 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06750.1 3e-36 verticillium wilt disease resistance protein precursor putative		TGTATCATGAAAGTACATTGTGATTCTTTATTCAAGCACTGATCGAGTTCATAGTTGGCT		50618		AT4G13920.1

		4075		CUST_4749_PI390587928		10.408253		10.096641		9.938537		8.973013		10.387933		10.5779085		11.800853		11.589772		10.8422575		10.951671		12.035539		11.447907		-1.0141844		1.39597		3.635909		6.133707		1.3509786		1.8087964		4.2781944		5.5592666		0.43400478		0.48126793		1.8623161		2.6167593		-0.020319939		0.85503006		2.097002		2.4748945		Yes		Yes		Yes		U35_44k_v1_4075		LOC_Os01g70210.1		ref|NP_001045265.1| e-100  Os01g0926800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70210.1 1e-102 phosphatidylinositol transfer protein CSR1 putative expressed		ATCTGTGGGTCTCTGTTTCTCTCGTATAGTTGTGGTGAGAAAGTATGATCTATATAAAGG		10529		AT1G01630.1

		16297		CUST_29319_PI390587928		9.457335		8.38394		9.848011		9.041222		8.845925		7.6906395		8.605493		7.015705		9.635039		8.442603		8.392361		7.0392222		-1.5277518		-1.6169782		-2.366112		-4.0713763		1.1310823		1.0415003		-2.7428017		-4.0055475		0.17770386		-0.69330025		-1.2425184		-2.0255165		-0.61141014		0.05866337		-1.4556503		-2.0019994		Yes		No		No		U35_44k_v1_16297		LOC_Os04g01690.3		sp|P22220|SPE1_AVESA 0.0  Arginine decarboxylase (ARGDC) (ADC)		LOC_Os04g01690.3 0.0 arginine decarboxylase putative expressed		CGCCATGCTTTGCCATTTTCTATTGAAGAATAAATAAAGTTCATCTCCCCTTCTCATTAA		5992		AT4G34710.2

		14347		CUST_3834_PI390587928		1.5579828		2.332788		1.515469		1.48697		5.195662		1.9195925		4.2221465		4.092402		4.729878		2.623645		6.640695		1.4570173		12.446594		-1.331632		6.5281644		6.085737		9.012298		1.2233669		34.901714		-1.0209786		3.171895		-0.4131955		2.7066774		2.605432		3.637679		0.29085708		5.125226		-0.029952645		Yes		Yes		Yes		U35_44k_v1_14347		LOC_Os07g48030.1		gb|AAW52717.1| e-141  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-123 peroxidase 2 precursor putative expressed		ATAGGACTGTCCAGCAGTGTTGCTGATAATGTAATGGGTGACATGCCCACGTCTTAATAA		2114		AT5G05340.1

		27295		CUST_31218_PI390587928		4.62106		4.7615876		4.6666546		3.9463851		4.032502		3.829771		2.7634423		2.541738		3.779192		3.362645		3.1076152		3.0440857		-1.5037427		-1.9076766		-3.740451		-2.64753		-1.7923692		-2.6370826		-2.9465756		-1.8690425		-0.8418679		-0.9318166		-1.9032123		-1.4046471		-0.5885577		-1.3989427		-1.5590394		-0.9022994		Yes		Yes		Yes		U35_44k_v1_27295		LOC_Os03g44610.1		gb|EAZ27950.1| 5e-54  hypothetical protein OsJ_011433 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g44610.1 1e-55 calmodulin binding protein putative expressed		CACGGAAAAAGGTCCCTGAGCAAGATGATTGTGAGAACCATGTTCGAGAAATTGAGGAAG		23829		AT3G22190.1

		18814		CUST_34738_PI390587928		10.9656515		10.557347		10.190708		10.522634		10.572127		10.273311		8.8088455		9.876632		10.426827		9.796257		9.36549		10.576901		-1.3135983		-1.2175969		-2.6060462		-1.5648255		-1.4527879		-1.6947709		-1.771803		1.0383321		-0.5388241		-0.28403664		-1.3818626		-0.6460018		-0.39352417		-0.7610903		-0.8252182		0.054267883		No		Yes		Yes		U35_44k_v1_18814		LOC_Os05g41240.3		gb|AAU06822.1| e-135  MYB transcription factor [Triticum aestivum]		LOC_Os05g41240.3 1e-120 MYB transcription factor putative expressed		GCCATACAGATCTTTGTAATTATGACGATGCTTCTGTTGGAAATATGAGCAATTTACTGA		10555		AT2G01060.1

		41535		CUST_10514_PI390587928		12.7130785		13.113313		13.374202		11.518208		12.281372		13.127353		12.317261		11.094678		11.852303		12.827111		12.976532		11.585904		-1.3488281		1.0097793		-2.0805154		-1.3412049		-1.8160148		-1.2194253		-1.3173784		1.048042		-0.86077595		0.014039993		-1.056941		-0.42352962		-0.43170643		-0.28620148		-0.3976698		0.06769657		No		Yes		Yes		U35_44k_v1_41535		-		gb|EAZ29954.1| 3e-09  hypothetical protein OsJ_013437 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09520.1 8e-11 proline-rich mucin putative		TCTTTTCCACTGTATATGTGCGGTGATCAGTACAACAAAAGGTGCGTGTTGTTCAAAAAA		None		0

		44888		CUST_17128_PI390587928		4.125542		4.6364		4.096834		4.1130075		3.4380245		3.1889727		2.576207		2.988163		3.7661247		4.003676		2.4528902		4.152599		-1.61051		-2.7272131		-2.8691578		-2.1807804		-1.2829077		-1.55049		-3.1251903		1.0278226		-0.35941744		-1.4474275		-1.5206273		-1.1248446		-0.68751764		-0.6327243		-1.643944		0.039591312		Yes		No		No		U35_44k_v1_44888		-		No hits found		No hits found		TTTGTTAAGGCTCGCTTTTTATCAAACCCCTTTTGACGGAACCTGGTTGTTTAATGTATT		43119		0

		3111		CUST_5343_PI390587928		12.425313		13.455691		13.359		13.894773		12.554634		13.089501		12.008468		12.707469		11.55157		11.620513		11.9764185		13.5658865		1.0937788		-1.2889444		-2.5500624		-2.2772672		-1.8324109		-3.5681553		-2.6073453		-1.2560432		-0.87374306		-0.36618996		-1.3505325		-1.1873035		0.1293211		-1.8351784		-1.3825817		-0.32888603		Yes		No		No		U35_44k_v1_3111		LOC_Os02g41580.1		dbj|BAE80214.1| e-141  phosphoenolpyruvate carboxylase kinase [Oryza sativa Japonica Group]		LOC_Os02g41580.1 1e-143 calcium-dependent protein kinase 2 putative expressed		AATGGAGTCGGAATAAGATGAGCTATAGCCTAGCTCATGCTTTGCTTACCTTTTAAAAAA		10338		AT1G08650.1

		14077		CUST_636_PI390587928		14.763621		15.229014		14.368061		15.203892		14.75957		14.902145		15.392322		15.173963		14.682445		15.074584		15.074815		15.361747		-1.002812		-1.2542883		2.0339167		-1.020962		-1.0578805		-1.1129822		1.6321274		1.1156272		-0.08117676		-0.326869		1.0242605		-0.029929161		-0.0040512085		-0.15443039		0.70675373		0.15785503		No		Yes		Yes		U35_44k_v1_14077		LOC_Os03g51600.3		gb|ABD92930.1| 5e-66  alpha tubulin-2A [Triticum aestivum]		LOC_Os03g51600.3 3e-66 tubulin alpha-3 chain putative expressed		ATCTGTTATCTGTCTGTTTGAATGTTTGCTTTGTGGTGTTTGTTTTACAACCTGTTGTGT		803		AT4G14960.2

		19114		CUST_6283_PI390587928		7.6727433		7.7711825		7.943765		9.073485		8.870313		9.449201		11.682014		10.439416		9.080208		9.568894		11.280632		10.140284		2.2935293		3.1998806		13.345202		2.5774252		2.6527054		3.4766839		10.104086		2.0947793		1.4074645		1.6780181		3.7382493		1.3659306		1.1975694		1.7977118		3.3368669		1.0667982		Yes		Yes		Yes		U35_44k_v1_19114		LOC_Os04g44300.2		gb|EAZ31384.1| e-164  hypothetical protein OsJ_014867 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44300.2 1e-166 transposon protein putative unclassified expressed		GCTTGCAATGCTGCGTATAAGAACAGAAAACATCAGGCTAATGGTTTCTAAATTCATTAA		13700		AT1G65730.1

		19005		CUST_4269_PI390587928		2.0076993		1.6194564		1.7038165		2.1426485		1.4693613		1.7775503		6.9724483		5.645199		2.0372918		1.9976155		6.770926		3.3573275		-1.4522984		1.115812		38.54928		11.333726		1.0207238		1.2996824		33.5237		2.3208914		0.029592514		0.15809393		5.268632		3.5025504		-0.53833795		0.37815905		5.0671096		1.214679		Yes		Yes		Yes		U35_44k_v1_19005		LOC_Os09g04339.1		gb|EAZ08195.1| 7e-71  hypothetical protein OsI_029427 [Oryza sativa (indica cultivar-group)]		LOC_Os09g04339.1 9e-72 expressed protein		GCTTTGTAGGCCAGGCCATATTGTTATTTTTTAAACACAGTACAAGCCATATTGTTCTTA		20691		0

		16947		CUST_30048_PI390587928		6.836984		6.626511		6.7845917		5.442744		6.2437654		6.153436		4.4187317		3.225422		6.0790706		5.8753676		5.0263286		5.502136		-1.5086088		-1.3880647		-5.154598		-4.650294		-1.6910433		-1.6831263		-3.382906		1.0420269		-0.7579136		-0.4730749		-2.36586		-2.2173219		-0.5932188		-0.75114346		-1.7582631		0.059392452		Yes		Yes		Yes		U35_44k_v1_16947		LOC_Os04g53920.1		ref|NP_001053977.1| 6e-97  Os04g0630800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53850.2 1e-98 leucoanthocyanidin reductase putative expressed		TGTATGAAAAGTGGTATATACCATTGTGAACATTCTCGGAACAATGGTTGTGATCTGCGG		8213		AT1G61720.1

		17173		CUST_19904_PI390587928		6.8543725		6.823137		8.2174425		7.7285867		6.594424		6.462837		7.316508		7.043373		6.1355834		6.2846127		7.0975556		7.4580827		-1.1974361		-1.2836925		-1.8672754		-1.60794		-1.6458001		-1.4524859		-2.1732993		-1.2062291		-0.7187891		-0.3602996		-0.9009347		-0.68521357		-0.25994873		-0.53852415		-1.1198869		-0.270504		No		Yes		Yes		U35_44k_v1_17173		LOC_Os05g05160.1		gb|ABC54585.1| e-124  mitogen-activated protein kinase 2 [Triticum aestivum]		LOC_Os11g17080.1 1e-125 OsMPK16 - putative MAPK based on amino acid sequence homology expressed		TTCTAACTGGCAAACCTCTTTTTCCTGGGAAAAATGTGGTGCATCAACTTGACATAATCA		11472		AT5G19010.1

		7956		CUST_33188_PI390587928		7.110876		7.1825595		7.2644596		7.3331647		6.9960747		6.4172444		6.2253823		6.1543756		7.0631547		6.909691		6.372339		6.8448806		-1.082826		-1.6997411		-2.054913		-2.263867		-1.0336311		-1.2082078		-1.8559024		-1.4027755		-0.047721386		-0.76531506		-1.0390773		-1.1787891		-0.11480141		-0.27286863		-0.89212084		-0.4882841		No		Yes		Yes		U35_44k_v1_7956		LOC_Os04g52140.1		gb|EAZ31946.1| e-149  hypothetical protein OsJ_015429 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52140.1 1e-151 protein kinase domain containing protein expressed		ATGTTGTTTCTGTATAGTAATTTTCATTGTTTCTGTAGCGGCCGCTCTGGATGCGGCGAT		21634		AT4G24480.1

		11466		CUST_32212_PI390587928		10.226756		10.0652		10.613445		10.359975		9.830873		9.963329		9.260888		9.315469		9.373629		9.515985		9.69645		10.108361		-1.3157483		-1.073164		-2.5536437		-2.06266		-1.8064126		-1.4632896		-1.8881783		-1.1905379		-0.8531275		-0.10187054		-1.3525572		-1.0445061		-0.39588356		-0.5492153		-0.91699505		-0.25161362		No		Yes		Yes		U35_44k_v1_11466		LOC_Os05g37200.2		ref|NP_001055680.1| 8e-97  Os05g0444300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37200.2 2e-98 solute carrier family 35 member F1 putative expressed		CGTTGCAGGATTTATATTCTACACCATTACTCCTTTTGTCCTAAAGGTTATGTTTCATCC		27535		AT3G59320.1

		2378		CUST_41470_PI390587928		7.355826		7.171368		7.260492		6.8980374		7.0056405		6.8174214		6.156179		6.35477		6.87565		6.6413045		6.583733		6.425902		-1.2747245		-1.2780521		-2.1499646		-1.4572691		-1.3949138		-1.4439929		-1.5985444		-1.3871613		-0.48017597		-0.3539467		-1.1043129		-0.54326725		-0.3501854		-0.5300636		-0.67675877		-0.47213554		No		Yes		Yes		U35_44k_v1_2378		LOC_Os01g36920.1		ref|NP_001043298.1| 2e-50  Os01g0550000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g36920.1 4e-52 spliceosome RNA helicase BAT1 putative expressed		ATACTGCTCCTGCAATGTTCACTAGTACTGTATGCAAATTAAGAAGCATATTTTCTGCAA		6909		AT5G11200.3

		41356		CUST_20466_PI390587928		2.7747717		3.679622		3.0312798		4.0885563		3.670213		5.060747		4.770131		4.666799		3.8683484		4.8924184		4.714118		4.2354603		1.8601788		2.6047144		3.3376932		1.4930296		2.1340244		2.317865		3.2105894		1.1071908		1.0935767		1.3811252		1.7388513		0.5782428		0.8954413		1.2127964		1.6828382		0.14690399		Yes		No		No		U35_44k_v1_41356		LOC_Os02g47350.1		ref|NP_001047846.1| 6e-09  Os02g0701900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47350.1 1e-10 3-ketodihydrosphingosine reductase precursor putative expressed		CTTATTTGATTCTTGCAAGCTCACTGGTACTGACGGGAGAACAAAAGAAAAATCTATTTT		None		0

		45551		CUST_17951_PI390587928		6.7585626		6.6330705		7.718849		6.963049		6.432337		6.4261093		6.4799805		6.426016		6.6042924		6.2709527		6.837707		6.934963		-1.2537292		-1.1542543		-2.360134		-1.4509854		-1.1128585		-1.2853112		-1.8418329		-1.0196582		-0.15427017		-0.20696115		-1.2388687		-0.5370331		-0.32622576		-0.36211777		-0.88114214		-0.028085709		No		Yes		Yes		U35_44k_v1_45551		-		No hits found		No hits found		CAGGGTCGTAGTGTTTATACTTGTAACCGTCTAGAAATAAAACCAAGCATGATGCTTAAT		44580		0

		48514		CUST_25919_PI390587928		4.611923		5.3588557		4.7018023		4.230011		3.9225864		4.153434		2.9132802		2.9654143		4.173689		4.3081546		2.954181		3.2125797		-1.612542		-2.306047		-3.454608		-2.4026003		-1.3549451		-2.0715363		-3.3580444		-2.0243115		-0.43823433		-1.2054219		-1.788522		-1.2645967		-0.6893368		-1.0507011		-1.7476213		-1.0174313		Yes		No		No		U35_44k_v1_48514		-		ref|NP_001106062.1| 1e-07  pentatricopeptide repeat protein 5 [Zea mays]		LOC_Os02g51480.1 1e-07 EMB2453 putative expressed		CTTCTGTATGTCGATTGGCCTTCTAAATTTCATAGTTGTGTTATAAAAGTCACAGTAGGC		50351		0

		3039		CUST_33577_PI390587928		8.291877		9.578997		7.877641		6.7137704		7.399139		9.616508		5.6112647		6.1600037		6.553198		8.534295		6.411381		6.851322		-1.8566964		1.0263416		-4.8111324		-1.4679133		-3.3372943		-2.0629396		-2.7630477		1.1000367		-1.7386789		0.037510872		-2.2663765		-0.5537667		-0.89273787		-1.0447016		-1.4662604		0.13755178		Yes		No		No		U35_44k_v1_3039		LOC_Os03g56270.2		gb|EAY92008.1| 0.0  hypothetical protein OsI_013241 [Oryza sativa (indica cultivar-group)]		LOC_Os03g56270.2 0.0 receptor protein kinase CLAVATA1 precursor putative expressed		GAGCATTTCATGATCTTTCCTTGTGCAATGTAGTACTGGCAGTAGTAGTAGTAGTAGCCA		10148		AT5G65700.1

		36195		CUST_19256_PI390587928		6.655123		5.130181		7.847388		7.4285445		8.024403		7.155035		9.94234		7.9955153		8.12927		7.8380046		10.056203		9.008866		2.583415		4.0695076		4.27212		1.4814098		2.778192		6.533354		4.6229544		2.9903655		1.4741464		2.0248542		2.094952		0.5669708		1.3692794		2.7078238		2.208815		1.5803218		Yes		Yes		Yes		U35_44k_v1_36195		-		ref|XP_001220310.1| 2e-31  hypothetical protein CHGG_01089 [Chaetomium globosum CBS 148.51]		LOC_Os01g19160.2 9e-06 receptor-like protein kinase 5 precursor putative expressed		TGATGTATACAGCTTGGGGAGTGCTTGGTTTTGGAGCTATTTATGGGATCTCATCCAAGC		36612		0

		5670		CUST_10743_PI390587928		10.591594		10.776833		10.673755		10.779389		11.606727		11.686629		12.512469		12.085677		11.878474		12.545484		12.382897		11.537061		2.021089		1.8787807		3.576912		2.4730437		2.4399989		3.407352		3.2696648		1.6907594		1.2868805		0.9097967		1.8387146		1.3062878		1.0151329		1.768651		1.7091427		0.75767136		Yes		Yes		Yes		U35_44k_v1_5670		LOC_Os10g28050.1		ref|NP_001064605.1| e-108  Os10g0416100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g28050.1 1e-110 chitinase 2 putative expressed		GCCACCGCTTACTAATTAATCCCAGTTTCTAGGTTTGAGTAAATTGATTTATGAGTGAAA		None		0

		6253		CUST_3046_PI390587928		10.125023		8.459754		8.883254		9.692759		10.327798		8.009762		6.9569244		8.720852		9.072868		7.9216323		7.5669327		9.60426		1.15091		-1.3660328		-3.8008697		-1.9614311		-2.0736244		-1.4520807		-2.490303		-1.0632627		-1.0521545		-0.44999218		-1.9263296		-0.97190666		0.202775		-0.5381217		-1.3163214		-0.088498116		No		Yes		Yes		U35_44k_v1_6253		LOC_Os05g49080.1		gb|EAY99048.1| 2e-12  hypothetical protein OsI_020281 [Oryza sativa (indica cultivar-group)]		LOC_Os05g49080.1 4e-14 expressed protein		CTCTGTCTGTAAATTTTCCGCCATGATTAAAAGCCATGGAGAAAAATTCCCAATCAAAAA		36791		0

		15948		CUST_6482_PI390587928		12.60009		12.539947		12.78781		12.692294		11.549522		11.477395		11.631722		12.100053		11.411504		11.503273		11.663066		12.593243		-2.0713446		-2.088622		-2.228523		-1.5075871		-2.2792928		-2.051492		-2.180629		-1.071069		-1.1885862		-1.0625515		-1.1560879		-0.5922413		-1.0505676		-1.0366735		-1.1247444		-0.099051476		No		Yes		Yes		U35_44k_v1_15948		LOC_Os07g37850.1		gb|EAZ40326.1| 2e-29  hypothetical protein OsJ_023809 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37850.1 5e-31 expressed protein		CATCCATCGCATATCTCGCTTTGGTTTGTTGTTGCCAATGATGTGTTTCAGTTCAAAAAA		2655		0

		31835		CUST_35350_PI390587928		1.9030337		2.528251		1.9569693		2.0365617		2.8230531		3.0085719		3.9208272		4.9385495		3.8347971		3.3731575		3.3556623		2.256429		1.8921407		1.395054		3.9010375		7.4745555		3.8152125		1.7961484		2.6366262		1.1646264		1.9317634		0.48032093		1.9638579		2.9019878		0.9200194		0.84490657		1.3986931		0.21986723		Yes		Yes		Yes		U35_44k_v1_31835		LOC_Os04g49970.1		gb|EAY95347.1| 5e-61  hypothetical protein OsI_016580 [Oryza sativa (indica cultivar-group)]		LOC_Os04g49970.1 1e-61 U box putative expressed		ATTTCATTTCAGGACAAGAATTTACTTGATTGGCTGGTCGCCACACTGCGTGATTTGGCG		None		AT3G52450.1

		1295		CUST_3867_PI390587928		12.017276		12.480092		12.088025		12.68962		12.498729		13.23334		15.3341875		14.40462		13.215632		13.703098		14.687165		13.083875		1.396149		1.6855836		9.488384		3.2829669		2.2947812		2.3343263		6.0592537		1.3142636		1.1983566		0.7532482		3.2461624		1.7150002		0.48145294		1.2230062		2.5991402		0.39425468		Yes		Yes		Yes		U35_44k_v1_1295		LOC_Os03g61960.1		ref|NP_001105346.1| 4e-56  ferredoxin3 [Zea mays]		LOC_Os03g61960.1 8e-55 ferredoxin-3 chloroplast precursor putative expressed		AGATGGAGAAGGCGAATAAAAATGAGGTGACTCTGATGGCATTATAAAAGCAGTTTCATT		3886		AT2G27510.1

		8511		CUST_24761_PI390587928		2.5358508		2.3521674		1.9128596		2.8347285		2.6696644		1.722394		5.1920156		4.5123067		1.63477		1.525385		4.4064393		2.5182135		1.0971901		-1.5473219		9.70788		3.1989052		-1.8674644		-1.773725		5.6317368		-1.2453187		-0.9010807		-0.6297734		3.2791562		1.6775782		0.13381362		-0.82678235		2.4935799		-0.31651497		No		Yes		Yes		U35_44k_v1_8511		LOC_Os02g12900.1		gb|EAZ22276.1| 2e-92  hypothetical protein OsJ_005759 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12900.1 5e-94 cysteine synthase putative expressed		TGTGTATGTTCTTGATCAATTCACCAATCCTGCAAATCCCGATGCCCATTTCAGATGGAC		17362		AT2G43750.1

		26927		CUST_4557_PI390587928		6.3029046		6.7403884		7.538916		6.967857		6.1795726		6.111914		6.2451115		5.4664326		6.1163726		5.8084283		6.4898944		6.3498616		-1.0892477		-1.5459292		-2.4517376		-2.8312209		-1.1380248		-1.9078664		-2.0691264		-1.534741		-0.18653202		-0.62847424		-1.2938046		-1.5014243		-0.12333202		-0.9319601		-1.0490217		-0.61799526		No		Yes		Yes		U35_44k_v1_26927		LOC_Os06g13600.1		ref|NP_001057275.1| 2e-24  Os06g0244700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13600.1 3e-26 VEX1 putative expressed		CTCGCCGCCGTCTCCGACACGCGGGCCACGGACAAAGCGCCGCTGCGGCGCCACTCACTG		22945		0

		14956		CUST_4540_PI390587928		10.753437		10.276488		10.387719		11.299336		13.77258		13.487399		15.789056		13.593727		14.2007		14.155984		15.007482		12.677188		8.106859		9.259349		42.263393		4.9054675		10.907607		14.717856		24.585955		2.5988107		3.4472628		3.2109108		5.4013367		2.2943907		3.019143		3.8794956		4.6197624		1.3778515		Yes		Yes		Yes		U35_44k_v1_14956		LOC_Os08g09040.1		gb|AAG00425.1|AF250933_1 1e-89  germin A [Hordeum vulgare]		LOC_Os08g08990.1 3e-75 germin-like protein subfamily 1 member 11 precursor putative expressed		ACAGAAACAAGTTCCTTTCCAAGGTGCTCAACAAAGGTGATGTGTTTGTCTTTCCCGTGG		3151		AT5G39110.1

		19100		CUST_6307_PI390587928		12.77168		13.444291		12.69164		12.182934		12.554375		13.311333		11.105435		11.091823		12.008441		12.390027		11.630849		11.950112		-1.16256		-1.09654		-3.0025837		-2.1303806		-1.6972969		-2.0766587		-2.086075		-1.1751308		-0.7632389		-0.13295841		-1.5862045		-1.0911112		-0.21730518		-1.0542641		-1.060791		-0.23282146		No		Yes		Yes		U35_44k_v1_19100		LOC_Os01g08320.1		ref|NP_001042192.1| 9e-58  Os01g0178500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08320.1 2e-59 OsIAA1 - Auxin-responsive Aux/IAA gene family member expressed		TTGTTTGTTCGTCTGTTGATGAATAAGACCAAACTTGCAGAGCTCGGTGCTCTCTGCTGT		11685		AT1G04250.1

		5635		CUST_10776_PI390587928		8.447524		8.735572		9.803184		9.495472		8.120046		8.327386		8.930035		8.467023		7.866917		8.00849		9.027104		9.374093		-1.2548182		-1.3270162		-1.8316565		-2.0398302		-1.4954783		-1.655288		-1.7124705		-1.087774		-0.58060694		-0.40818596		-0.8731489		-1.028449		-0.3274784		-0.72708225		-0.7760792		-0.1213789		No		Yes		Yes		U35_44k_v1_5635		LOC_Os11g46100.1		ref|NP_001068485.1| 5e-71  Os11g0688000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g46100.1 9e-73 conserved hypothetical protein		CTAGACATATGATGCCAGAGGTTACAAATTGTTCAACATGTTGTAGTGAAGATGCAAAAA		14335		0

		48827		CUST_11922_PI390587928		4.4196205		4.476425		3.203107		4.3288255		4.728583		5.756056		5.2454953		5.4753375		5.045109		5.9274526		5.1090965		4.3052		1.2388164		2.4277682		4.1192684		2.2137802		1.5427328		2.734027		3.7476583		-1.0165107		0.6254883		1.2796307		2.0423882		1.146512		0.30896235		1.4510274		1.9059894		-0.023625374		Yes		No		No		U35_44k_v1_48827		-		No hits found		No hits found		CTGCTATCGCAAGCAATCTGTATTATGAAATCCTCTGTCGAGCTTATTGTAGCATTCAAA		None		0

		6558		CUST_3135_PI390587928		7.8347783		7.654274		7.1550426		8.019016		7.620142		7.435534		8.222151		8.244983		7.82511		7.9466615		8.00162		8.124911		-1.1604114		-1.1637168		2.0952294		1.1695604		-1.0067241		1.2246653		1.79823		1.0761619		-0.00966835		-0.21873999		1.0671082		0.22596645		-0.21463633		0.2923875		0.84657764		0.10589504		No		Yes		Yes		U35_44k_v1_6558		LOC_Os02g10540.1		ref|NP_001046212.1| 4e-51  Os02g0198900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10540.1 8e-53 60S ribosomal protein L7/L12 precursor putative expressed		GGCGAAAGAAATGTCGACGCCGTTTTTATGAATGTGATGCTGATACCTTTTGTTAAAAAA		15144		AT3G06040.3

		28404		CUST_37076_PI390587928		5.7061214		5.006265		4.26926		4.0264816		5.0271726		4.67764		1.8299565		2.0946171		3.8334863		3.4294403		2.0230982		3.1159446		-1.6009729		-1.2558161		-5.4237976		-3.8154798		-3.6620085		-2.983126		-4.7441897		-1.879745		-1.8726351		-0.3286252		-2.4393034		-1.9318645		-0.6789489		-1.5768249		-2.2461617		-0.910537		Yes		Yes		Yes		U35_44k_v1_28404		LOC_Os03g15020.4		sp|Q10NX8|BGAL6_ORYSJ 1e-48  Beta-galactosidase 6 precursor (Lactase 6)		LOC_Os03g15020.4 2e-50 beta-galactosidase precursor putative expressed		TGTGATTGGCCGATTTTACTTAAGAGTTTTTTACCTTGGGAATCAATGCTCTAACTGCAA		27248		AT2G28470.1

		10960		CUST_3194_PI390587928		5.680237		4.172241		3.565296		5.619245		6.0081306		5.516171		7.558039		7.5757136		6.258921		6.393932		7.518158		7.5809417		1.2551795		2.5384183		15.919723		3.881108		1.4934866		4.6643972		15.485671		3.8951979		0.57868433		1.3439298		3.9927433		1.9564686		0.32789373		2.2216907		3.952862		1.9616966		Yes		Yes		Yes		U35_44k_v1_10960		LOC_Os01g18220.1		gb|EAY73556.1| 2e-28  hypothetical protein OsI_001403 [Oryza sativa (indica cultivar-group)]		LOC_Os01g18220.1 5e-30 expressed protein		CATTGCACATACTTTTTCAGAAAAACAACACTTTGTTAATAGCACTAGCACCGAAGAGAA		36201		AT3G62070.1

		11644		CUST_23445_PI390587928		4.957565		4.9638305		4.747202		5.1508746		5.0532775		5.349947		8.527251		7.750746		5.0439925		5.6081715		7.9388905		7.216881		1.0685931		1.3068708		13.737516		6.062325		1.0617379		1.5630251		9.136797		4.187259		0.08642769		0.3861165		3.7800493		2.5998712		0.09571266		0.644341		3.1916885		2.0660062		Yes		Yes		Yes		U35_44k_v1_11644		LOC_Os03g58790.1		ref|NP_001059100.1| 1e-70  Os07g0192600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09470.1 3e-72 cell Division Protein AAA ATPase family putative expressed		AAGCTCTTCATCGAGACGACGGGCAAGTCCATCATCGTCATCGAGGACATCGACTGCTCC		25013		AT3G28610.1

		31859		CUST_32592_PI390587928		5.3998623		5.2271457		3.667393		5.042605		5.3796287		6.154692		6.603243		5.9967594		5.3570065		6.104315		5.0271835		4.4824405		-1.0141237		1.9020386		7.652069		1.9374439		-1.0301509		1.8367677		2.5664792		-1.4744372		-0.04285574		0.9275465		2.93585		0.9541545		-0.020233631		0.87716913		1.3597906		-0.56016445		Yes		No		No		U35_44k_v1_31859		LOC_Os01g60420.1		gb|EAZ35609.1| 4e-37  hypothetical protein OsJ_019092 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60420.1 9e-39 expressed protein		AGATCCTCTCCTTCGACACCATGTCCACCTACTCCGACGAGACGGAGCCGTCCAATGGCG		None		0

		10472		CUST_7098_PI390587928		13.035777		13.748441		14.341348		12.7139845		13.479611		13.869884		13.095225		13.309228		13.080795		13.257984		13.585322		12.988186		1.3602146		1.0878222		-2.3720303		1.5107275		1.0316962		-1.4048895		-1.6888314		1.2093245		0.045018196		0.121442795		-1.2461224		0.59524345		0.4438343		-0.49045658		-0.7560253		0.2742014		No		Yes		Yes		U35_44k_v1_10472		LOC_Os12g10604.1		No hits found		LOC_Os12g10604.1 8e-05 cytochrome b/b6/petB family protein expressed		AACTTGCGATATTGAGGGGATAAATACCAACTAATCAAGAGACATGAGACAATCCACAAA		None		0

		7449		CUST_39397_PI390587928		2.5514176		2.0825887		1.575811		3.4984515		4.265041		4.1812844		5.9147		5.8446712		4.1686625		5.0451336		5.995567		5.1327252		3.2798352		4.28322		20.236517		5.0849013		3.067886		7.7949777		21.40322		3.1043124		1.617245		2.0986958		4.338889		2.3462198		1.7136233		2.962545		4.419756		1.6342738		Yes		Yes		Yes		U35_44k_v1_7449		LOC_Os05g25210.1		ref|NP_001055174.1| e-146  Os05g0316200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25210.1 1e-148 expressed protein		GTGTCACAGCATAAAACTGTGTGTACATTTTGGAACTTGTACATCATGTACAGAATGATT		15548		AT2G38000.1

		5929		CUST_24833_PI390587928		8.127683		7.1518884		7.505722		8.983955		8.757916		8.534126		9.213153		9.013066		8.624532		8.536888		9.508332		9.302749		1.5478158		2.606724		3.2657874		1.0203831		1.4111282		2.6117191		4.0072436		1.2472868		0.49684906		1.3822379		1.7074308		0.029110909		0.63023376		1.3849998		2.0026102		0.3187933		Yes		No		No		U35_44k_v1_5929		LOC_Os01g63050.1		ref|NP_001044811.1| 9e-55  Os01g0850000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63050.1 2e-56 expressed protein		GAAATAAGAGCTCCATGTTTCCATTAGCGCCTTGTTGCAGTTCCACTTCAGTCTCTTGTG		18561		AT5G59050.1

		7243		CUST_24478_PI390587928		9.244845		9.712601		11.142041		10.118041		9.4003725		9.175391		9.635138		8.812747		9.491311		9.2262535		9.881752		9.712539		1.1138285		-1.4511629		-2.8419943		-2.471341		1.1862974		-1.4008934		-2.3954375		-1.32455		0.24646568		-0.5372095		-1.5069036		-1.305294		0.15552711		-0.4863472		-1.2602892		-0.40550232		No		Yes		Yes		U35_44k_v1_7243		-		No hits found		No hits found		GAAAAACCAAAAAATTAGGAGGCTTGTCCCGTCGCCGCCGCCATCCATCTTCCTCGGGAT		17021		0

		24429		CUST_21240_PI390587928		4.0711994		3.9842043		5.316357		4.5809875		3.582447		3.3704522		4.5250707		4.0485845		3.8025482		3.269523		3.9197044		3.9504201		-1.4032308		-1.5302339		-1.7306169		-1.4463363		-1.204681		-1.6411208		-2.6329		-1.5481737		-0.26865125		-0.6137521		-0.79128647		-0.532403		-0.48875237		-0.7146814		-1.3966527		-0.6305673		No		Yes		Yes		U35_44k_v1_24429		-		gb|EAZ02548.1| 8e-10  hypothetical protein OsI_023780 [Oryza sativa (indica cultivar-group)]		LOC_Os07g02290.1 2e-11 F-box domain containing protein expressed		TTGTTAGCCCGTGTCACTAATTGGAGCACGCTATGCTGTTTAAATGTTGAATTATGTAAA		None		0

		22086		CUST_39285_PI390587928		5.54637		5.762024		4.8714356		4.8940463		4.37805		4.937245		2.6163132		3.0588188		4.5790896		4.7129855		2.633378		4.379104		-2.2474985		-1.7712637		-4.773748		-3.5682766		-1.9551514		-2.0691502		-4.7176147		-1.4289368		-0.9672804		-0.82477903		-2.2551224		-1.8352275		-1.1683202		-1.0490384		-2.2380576		-0.51494217		Yes		Yes		Yes		U35_44k_v1_22086		LOC_Os12g42070.1		gb|EAZ21220.1| e-139  hypothetical protein OsJ_035429 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42070.1 1e-141 OsWAK129a - OsWAK receptor-like protein kinase expressed		GTACTCATTCATATGAGTGAGTGTATGTGTGTATGTATAAGCGTTTGCGTTTGTATTGTG		15923		AT4G31100.1

		22178		CUST_6860_PI390587928		6.876062		7.6136837		4.5202255		3.7991955		5.8260674		6.87168		2.312624		3.1512349		5.529888		5.4575953		4.203709		2.7012293		-2.0705218		-1.6724974		-4.619067		-1.5669516		-2.5423696		-4.4570475		-1.24532		-2.1405272		-1.3461738		-0.7420039		-2.2076015		-0.64796066		-1.0499945		-2.1560884		-0.3165164		-1.0979662		Yes		No		No		U35_44k_v1_22178		LOC_Os02g14430.1		gb|EAZ22371.1| 3e-24  hypothetical protein OsJ_005854 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g14430.1 6e-26 peroxidase 68 precursor putative expressed		ACCACCACAAGTGTGGTATATATGATCAACTGGGAGCACACGCCCCATGACTACAAAAAA		42502		AT5G05340.1

		12484		CUST_12683_PI390587928		5.521246		4.9283214		4.7772565		4.6260343		4.9552693		4.2836		3.6777563		3.720328		4.7474275		3.7541301		2.395482		4.0204453		-1.4803894		-1.5634375		-2.1428044		-1.8734612		-1.7097893		-2.2566633		-5.211774		-1.5215998		-0.7738185		-0.6447215		-1.0995002		-0.90570617		-0.5659766		-1.1741912		-2.3817744		-0.6055889		Yes		No		No		U35_44k_v1_12484		LOC_Os02g04810.1		sp|Q6Z2W3|ARFE_ORYSJ 7e-13  Auxin response factor 5		LOC_Os02g04810.1 2e-14 auxin response factor 2 putative expressed		AACAGCAGTTGTCGAATTCACATTCACTTGCCCAACAACAAGTGATGCCCCAACAAGACT		25821		0

		11142		CUST_9865_PI390587928		10.829678		10.240407		10.742665		9.971256		10.342225		10.072068		9.349655		9.095159		10.284859		9.623509		9.814552		9.347253		-1.4019672		-1.1237638		-2.6262608		-1.835404		-1.4588372		-1.5335737		-1.9027855		-1.5411458		-0.5448189		-0.16833878		-1.3930101		-0.8760977		-0.4874525		-0.6168976		-0.928113		-0.6240034		No		Yes		Yes		U35_44k_v1_11142		LOC_Os02g49060.1		gb|EAY87339.1| 7e-31  hypothetical protein OsI_008572 [Oryza sativa (indica cultivar-group)]		LOC_Os02g49060.1 1e-32 AAP7 putative expressed		CTCTGCCATGGGGGTGTTCAGCCCAGAGAGAAGCTAGCAAAGATCAACCGTGCCAAAAAA		46889		AT5G23810.1

		26449		CUST_5087_PI390587928		7.103888		6.9719787		7.3400745		6.6139665		6.6194396		6.4775414		5.356127		5.434799		6.491039		6.286204		6.149325		6.3001122		-1.3990508		-1.4087712		-3.9557405		-2.2644603		-1.5292765		-1.6085657		-2.2827132		-1.2430241		-0.61284924		-0.49443722		-1.9839478		-1.1791673		-0.48444843		-0.6857748		-1.1907496		-0.31385422		Yes		No		No		U35_44k_v1_26449		-		No hits found		No hits found		CCTTCGATTTTCTCTTATCGACGAAAAAGTTAATGGAACTTTCAGCCTATTTGAACTTCA		25433		0

		46843		CUST_787_PI390587928		4.8903546		5.338466		5.177401		4.699634		4.033057		4.261027		3.5033658		3.3112876		4.0941315		4.531051		3.7037208		3.843879		-1.8116415		-2.1102872		-3.191059		-2.6177847		-1.736549		-1.7500728		-2.7772946		-1.8097057		-0.79622316		-1.0774393		-1.6740353		-1.3883464		-0.8572974		-0.807415		-1.4736803		-0.8557551		Yes		No		No		U35_44k_v1_46843		LOC_Os11g42390.1		gb|AAO38465.1| 3e-06  putative serine carboxypeptidase I [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39170.1 3e-07 serine carboxypeptidase 1 precursor putative		AATTTGACATTCGCAACTGTAAAGGGTGGTGGGTAGAATGTTCCTGAGTCCCAACCTGAA		47454		0

		22413		CUST_7177_PI390587928		11.030091		11.364155		10.579846		11.211906		10.148049		11.407369		9.242774		10.4075		10.044642		10.747429		9.689297		10.94651		-1.8429819		1.0304067		-2.5263813		-1.7464268		-1.9799292		-1.5333914		-1.8538823		-1.201966		-0.98544884		0.043213844		-1.3370724		-0.80440617		-0.88204193		-0.6167259		-0.89054966		-0.26539612		No		Yes		Yes		U35_44k_v1_22413		LOC_Os09g27450.1		gb|EAZ44923.1| 5e-56  hypothetical protein OsJ_028406 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27450.1 1e-57 homeobox-leucine zipper protein HAT14 putative expressed		CGGACGGACGTTCGTTCGTTTGTTGTTAAACTGAATTAATCTCCATTTGGCAACAAAAAA		18913		AT5G06710.1

		11529		CUST_6239_PI390587928		6.7609315		6.775519		8.272992		7.4138885		6.195455		6.360046		7.1115646		6.5553627		5.9653583		6.077996		7.309648		7.4313407		-1.4798762		-1.3337358		-2.2367864		-1.8131845		-1.7357669		-1.6217182		-1.9498242		1.0121704		-0.79557323		-0.41547298		-1.1614275		-0.85852575		-0.5654764		-0.6975231		-0.9633441		0.01745224		No		Yes		Yes		U35_44k_v1_11529		LOC_Os12g02550.1		ref|NP_001066004.1| 9e-75  Os12g0117800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02550.1 2e-76 expressed protein		TCCTTCAGGCGCAATTGCCCCGCCAATACCGACTGATGGTGGTCGTGATAAGGGTAGTTC		25840		AT3G08600.1

		28824		CUST_41277_PI390587928		7.401926		7.1751137		7.063669		7.596194		8.158205		8.182991		8.840661		8.031083		8.149448		8.606492		8.492299		7.800358		1.6891284		2.01095		3.4271085		1.3518071		1.678907		2.6970427		2.6919096		1.1520187		0.74752235		1.0078773		1.7769918		0.43488932		0.756279		1.4313784		1.4286299		0.20416403		No		Yes		Yes		U35_44k_v1_28824		LOC_Os06g47530.1		ref|NP_001058414.1| 1e-37  Os06g0689600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g47530.1 6e-33 serine/threonine-protein kinase receptor precursor putative expressed		AAGAAAGAATCCTAGTGTATGAGTTCATGCAAAATGGTTCCTTGGATCGTTACATATGTG		27904		AT1G49730.4

		17073		CUST_28826_PI390587928		4.6860995		4.5544		5.300476		4.957933		3.7935839		3.6206958		4.6278315		3.6437852		3.6153114		3.8754723		4.4603653		4.4245453		-1.8564104		-1.9101741		-1.5939922		-2.486554		-2.1005807		-1.6009493		-1.7901876		-1.4473237		-1.0707881		-0.93370414		-0.6726446		-1.3141477		-0.89251566		-0.67892766		-0.8401108		-0.53338766		No		Yes		Yes		U35_44k_v1_17073		LOC_Os03g29470.1		gb|ABF96541.1| 3e-36  Transcription initiation factor IID, 31kD subunit family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29470.1 5e-38 transcription initiation factor TFIID subunit 9B putative expressed		CGCCGCCCCGCGAGGTGGATGACAAGTCATTTTGCTGATGTCACACAGGTTCTACTCGAA		6778		AT1G54140.1

		46337		CUST_22295_PI390587928		5.548322		4.53674		7.4954777		6.1046925		4.654199		4.5582423		4.4790173		4.492455		3.609605		3.0048077		5.631664		6.052719		-1.8584799		1.015016		-8.091799		-3.0572562		-3.833646		-2.8917284		-3.6396856		-1.0366819		-1.9387171		0.021502495		-3.0164604		-1.6122375		-0.8941231		-1.5319321		-1.8638139		-0.051973343		Yes		No		No		U35_44k_v1_46337		LOC_Os10g40584.1		gb|ABG66242.1| 4e-12  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40584.1 8e-14 nucleic acid binding protein putative expressed		TAGAATTGACAGAGATCGTCGACCCAAGCCCTTGTGTAAAACAGTAAAAGATTGTTTTTT		46289		0

		17207		CUST_17287_PI390587928		9.884551		10.405582		10.169472		9.082772		9.193929		9.659217		7.6320205		7.3978195		8.648302		9.0633745		8.300548		8.387479		-1.6139796		-1.6775614		-5.8056245		-3.2152987		-2.3558521		-2.5353904		-3.652601		-1.6192137		-1.236249		-0.74636555		-2.5374513		-1.6849527		-0.6906223		-1.3422079		-1.8689241		-0.6952934		Yes		Yes		Yes		U35_44k_v1_17207		LOC_Os05g02820.1		gb|EAY96332.1| e-122  hypothetical protein OsI_017565 [Oryza sativa (indica cultivar-group)]		LOC_Os05g02820.1 1e-117 expressed protein		GCTGATGTCACTCATATGATGCACTTGTACTTATAATGTAATGCATATGTGATGTTACCA		7301		AT5G16730.1

		16732		CUST_31952_PI390587928		7.513739		7.648573		7.902311		7.3332343		7.5907264		7.3357887		6.4499745		6.090189		7.029032		7.410849		7.0578904		7.2300854		1.054813		-1.2421025		-2.7365084		-2.3669765		-1.3993015		-1.1791308		-1.7955433		-1.0741154		-0.48470688		-0.3127842		-1.4523363		-1.2430453		0.07698727		-0.23772383		-0.84442043		-0.10314894		No		Yes		Yes		U35_44k_v1_16732		LOC_Os05g33290.1		ref|NP_001055487.1| 3e-37  Os05g0401200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g33290.1 5e-39 expressed protein		TCTAACGATTGCACTGCACGCATTGCATAAGTACTCAACCTTTGTGAACTGGGAACTATG		None		0

		22172		CUST_6865_PI390587928		8.760669		9.514007		9.044129		7.193184		8.207269		9.058489		7.123167		5.9455085		8.009446		8.991531		7.7361507		6.8196106		-1.4675403		-1.3712748		-3.7867556		-2.374585		-1.6832187		-1.4364176		-2.4759438		-1.2955577		-0.7512226		-0.45551777		-1.9209623		-1.2476754		-0.55340004		-0.52247524		-1.3079786		-0.3735733		Yes		No		No		U35_44k_v1_22172		-		No hits found		No hits found		CCACATCTGGTGTGAGAAGCCAAGCAAAAATAATAACACACTACGTTCAACTTCAAAAAA		16645		0

		2703		CUST_27329_PI390587928		12.95157		12.740407		12.887372		12.535838		12.633636		12.203529		11.599156		12.039547		12.710808		12.25974		11.635032		12.275688		-1.2465434		-1.4508291		-2.4422581		-1.4105827		-1.1816164		-1.3953887		-2.3822756		-1.1976032		-0.24076176		-0.53687763		-1.2882156		-0.49629116		-0.31793308		-0.4806671		-1.2523403		-0.26014996		No		Yes		Yes		U35_44k_v1_2703		LOC_Os05g36910.2		gb|AAU90086.1| e-123  unknown protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36910.1 1e-125 NC domain containing protein expressed		AACGTGTCTGGTTTGTCTAGTATTGTATGAAGATTGAAGACTGCTGCGTGTTTGCTCAAA		7521		AT5G06370.1

		34397		CUST_8265_PI390587928		3.9846704		3.3445747		3.2798598		4.134705		3.39103		3.7959945		3.8134613		2.9285507		3.6114283		3.8543499		3.7499487		3.3300457		-1.5090497		1.3673853		1.4475383		-2.307218		-1.2952604		1.4238282		1.3851949		-1.7467333		-0.37324214		0.45141983		0.5336015		-1.2061543		-0.5936403		0.50977516		0.47008896		-0.80465937		No		Yes		Yes		U35_44k_v1_34397		LOC_Os09g32810.2		gb|EAZ45290.1| 3e-49  hypothetical protein OsJ_028773 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32810.2 5e-51 ribulose-phosphate 3-epimerase putative expressed		TGAAAGCATATCATGGACTGCTTGTACCAGCTCCGTGGAAGATACTTTGCCGTATTCAAG		4371		AT3G01850.2

		4680		CUST_22172_PI390587928		9.196089		9.169968		8.754439		8.546699		8.888729		9.001548		7.5762897		8.09884		8.784063		8.761481		8.165912		8.517876		-1.237441		-1.1238269		-2.2628636		-1.3640144		-1.3305525		-1.3272926		-1.5037113		-1.0201794		-0.41202545		-0.16841984		-1.1781497		-0.4478588		-0.3073597		-0.40848637		-0.5885277		-0.028822899		No		Yes		Yes		U35_44k_v1_4680		LOC_Os03g55164.1		gb|AAK16173.1|AC079887_5 e-157  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55164.1 1e-153 OsWRKY4 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		CTTTCCAGTAATCTCACTGGCTAGTGTTGTGATACCTTGTTCAATACATGATACTTTAAT		11363		AT3G29185.1

		22850		CUST_2758_PI390587928		6.548797		6.128012		6.576961		7.002184		6.830023		6.653621		8.001981		7.694359		6.9403377		7.028913		7.6797867		7.225205		1.2152269		1.4395411		2.6851819		1.6157174		1.3117934		1.8672315		2.1477494		1.1671752		0.39154053		0.525609		1.4250197		0.6921749		0.28122568		0.90090084		1.1028256		0.22302103		No		Yes		Yes		U35_44k_v1_22850		LOC_Os02g17400.1		gb|EAY74837.1| 9e-60  hypothetical protein OsI_002684 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41780.1 3e-59 expressed protein		TGACCCTTATCATTTGGGTCTGATAAAGAGAGATCATGTTTATTGTGTTTGTATCTTCAG		20639		AT3G53240.1

		29373		CUST_11727_PI390587928		6.420653		6.5711207		7.3313413		7.0862756		6.017187		6.3542695		6.043967		5.9904428		5.705939		5.270368		6.191172		6.4885483		-1.3226815		-1.1621943		-2.4408345		-2.1373644		-1.6411579		-2.4635737		-2.2040687		-1.5133307		-0.71471405		-0.21685123		-1.2873745		-1.0958328		-0.40346575		-1.3007526		-1.1401691		-0.5977273		No		Yes		Yes		U35_44k_v1_29373		-		No hits found		No hits found		GGATCATGGTCCCTTCTTCCTCGGCAGCAGATGCAGCCCACTGCAGAAGCTGTGTTTTTT		28637		0

		15047		CUST_18796_PI390587928		7.1710134		7.462539		8.21566		7.830696		7.6683517		7.8164597		9.750342		8.303856		7.7749534		7.8442726		8.943189		7.546261		1.4116068		1.2780288		2.8972461		1.3881464		1.5198617		1.3029064		1.6558002		-1.2179334		0.60394		0.35392046		1.5346823		0.4731598		0.4973383		0.38173342		0.7275286		-0.28443527		No		Yes		Yes		U35_44k_v1_15047		LOC_Os03g18070.1		gb|ABF95395.1| 0.0  Omega-3 fatty acid desaturase, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18070.1 0.0 omega-3 fatty acid desaturase chloroplast precursor putative expressed		GCCTCTTAAGATGCTAAAGCTCTATGCAATCCCATATGTGATATTTGTTATGTGGCTGGA		6725		AT5G05580.1

		8156		CUST_5724_PI390587928		8.048248		8.448025		7.998144		8.178624		8.530387		8.952617		9.960359		9.247947		8.625933		8.973871		9.819516		8.70932		1.3968128		1.418722		3.8965962		2.0984478		1.4924519		1.4397781		3.5341713		1.4446259		0.5776844		0.50459194		1.9622145		1.0693226		0.48213863		0.5258465		1.821372		0.5306959		Yes		Yes		Yes		U35_44k_v1_8156		LOC_Os06g41840.1		ref|NP_001058105.1| e-120  Os06g0623600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41840.1 1e-122 dihydroflavonol-4-reductase putative expressed		AGACCTGCTGAAGAGCATGTATCCTGCTTACAAATTTGCCAACAAGATTGTCCATGTGGA		18594		AT2G33590.1

		7222		CUST_24498_PI390587928		10.775805		10.533103		9.414003		9.381501		11.329801		10.967135		11.104472		10.397134		11.680393		12.540054		11.287738		10.50255		1.4681457		1.3510045		3.2276156		2.0217893		1.8720095		4.0193195		3.6648		2.1750505		0.90458775		0.43403244		1.6904688		1.0156326		0.55399513		2.0069513		1.8737345		1.1210489		Yes		Yes		Yes		U35_44k_v1_7222		LOC_Os01g51210.1		ref|NP_001044027.1| e-105  Os01g0708500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51210.1 1e-107 lysine decarboxylase-like protein putative expressed		TGTGACTTTGATCTGGCGAAGAAGCCTAAGGTATTGTGTGCCTAGTTATTATCTAAAAAA		14199		AT5G11950.2

		31922		CUST_31634_PI390587928		2.91863		3.1768198		4.4464407		3.6086483		4.6273675		5.0151973		4.864881		3.9209538		4.9704213		5.7617474		5.2083936		3.2773292		3.2687469		3.5760763		1.3364819		1.2416904		4.146205		5.9998546		1.6957846		-1.2581632		2.0517914		1.8383775		0.41844034		0.31230545		1.7087376		2.5849276		0.7619529		-0.3313191		Yes		No		No		U35_44k_v1_31922		LOC_Os01g72690.2		gb|EAZ14886.1| 2e-08  hypothetical protein OsJ_004711 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72690.2 2e-10 NAD kinase 1 putative expressed		TCATTTATACTTTCATGGGGATGCAATGGCAACAAATACGGGCAGCACAAGCATGACTTT		None		0

		10531		CUST_29667_PI390587928		10.495125		10.403721		10.318986		11.34191		10.664172		11.446854		13.639909		13.594716		10.958305		11.897485		13.441403		12.931026		1.1243159		2.0606976		9.993034		4.7660885		1.3785777		2.8162277		8.708459		3.0086496		0.46318054		1.0431328		3.3209229		2.2528057		0.16904736		1.4937639		3.1224174		1.5891161		Yes		Yes		Yes		U35_44k_v1_10531		LOC_Os01g41750.1		gb|EAY74831.1| 8e-41  hypothetical protein OsI_002678 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41750.1 2e-42 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		TACCTGCATATGTACTTAATGTACTGTAGCCCAGTATATTGTATGGACTGAATGAAGTGA		49645		0

		8063		CUST_8457_PI390587928		10.271118		10.383705		11.109901		10.6925955		9.891464		9.967675		9.975261		9.716512		9.815213		9.909963		10.173394		10.397767		-1.3010297		-1.3342508		-2.1956387		-1.9671184		-1.371643		-1.3887073		-1.913889		-1.226739		-0.45590496		-0.41602993		-1.1346407		-0.97608376		-0.37965393		-0.47374249		-0.9365072		-0.29482841		No		Yes		Yes		U35_44k_v1_8063		LOC_Os10g33855.2		ref|NP_001064865.1| 1e-09  Os10g0478900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33855.2 3e-11 expressed protein		TAATCATACGAGAGCATCTTTTTCTTTGCCCCTGCCCATGTAAGGTTGGCATTGAAAAAA		18323		0

		1841		CUST_36387_PI390587928		13.38383		13.318145		13.1109495		12.80354		13.303722		12.803677		11.779639		12.002957		13.239423		12.746708		12.41272		12.767789		-1.057097		-1.4284675		-2.5163112		-1.7418047		-1.1052765		-1.4860028		-1.6225127		-1.0250906		-0.14440727		-0.5144682		-1.3313103		-0.8005829		-0.08010769		-0.5714369		-0.6982298		-0.035751343		No		Yes		Yes		U35_44k_v1_1841		LOC_Os07g48510.1		ref|NP_001060669.1| e-100  Os07g0684100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48510.1 1e-102 thioredoxin-like 1 putative expressed		ATCCTTGCTTTAATGACAAATTGGGATGATGCCTCCCCAGAATTAAGATCCTTCAAAAAA		5236		AT1G08570.2

		14088		CUST_606_PI390587928		10.961639		11.24561		10.808566		12.163987		12.170707		12.462581		14.808398		13.533267		12.540221		12.879931		14.335317		13.24424		2.3118813		2.3245807		15.998138		2.5834157		2.986761		3.1044145		11.525445		2.1144063		1.5785818		1.2169704		3.9998322		1.3692799		1.2090673		1.6343212		3.5267506		1.0802526		Yes		Yes		Yes		U35_44k_v1_14088		LOC_Os01g70770.1		emb|CAD29478.1| 8e-36  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 5e-26 glutathione S-transferase III putative expressed		GAATCTTGGCGTTGAATGTTTGTTATGGCACATCTATTTATCCAGTTTTTGGCTTGAAAA		2456		AT3G62760.1

		37271		CUST_22806_PI390587928		6.263588		5.344211		5.407463		6.241677		6.183496		8.577985		9.790465		8.145111		6.857557		7.101769		9.638242		6.9843636		-1.0570854		9.407254		20.864845		3.7410266		1.5093935		3.3812528		18.77549		1.6732892		0.59396887		3.2337737		4.3830023		1.9034343		-0.08009195		1.7575579		4.2307787		0.74268675		Yes		Yes		Yes		U35_44k_v1_37271		LOC_Os12g04690.1		gb|EAZ17416.1| 2e-09  hypothetical protein OsJ_031625 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04830.1 2e-11 cadmium tolerance factor putative expressed		GCTTTAGGACTTTTGCTTCTCTCTCGTAACTTTCATCGGGATCCCAAATGTGGTAAAAAA		33028		0

		38352		CUST_25352_PI390587928		6.057653		6.4944706		6.7002425		5.938099		5.3626666		6.003968		4.503634		3.7251465		4.441133		5.1890526		5.4883957		5.5424743		-1.6188691		-1.4049344		-4.584005		-4.636231		-3.0663447		-2.4715533		-2.3163397		-1.3155122		-1.6165199		-0.49050283		-2.1966085		-2.2129524		-0.69498634		-1.305418		-1.2118468		-0.39562464		Yes		Yes		Yes		U35_44k_v1_38352		LOC_Os04g45580.1		ref|NP_001053433.1| e-100  Os04g0538800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45580.1 1e-102 kinesin heavy chain putative expressed		TATCTTTTCTTAAAGACACCTATGCCAATGGTGGTATGGAAAGCAAGGTCGTAGCTGGTA		34289		AT2G21300.2

		13592		CUST_35869_PI390587928		6.3091865		7.030967		6.1401		7.679821		5.700068		6.8695207		5.0439706		6.3475933		4.333737		5.9886537		5.1801124		6.919089		-1.5253268		-1.118408		-2.1378038		-2.5179117		-3.9325075		-2.0595279		-1.9452932		-1.6943502		-1.9754496		-0.16144657		-1.0961294		-1.3322277		-0.60911846		-1.0423136		-0.95998764		-0.7607322		Yes		Yes		Yes		U35_44k_v1_13592		LOC_Os03g05910.3		gb|EAY94124.1| 5e-52  hypothetical protein OsI_015357 [Oryza sativa (indica cultivar-group)]		LOC_Os04g34590.1 2e-31 conserved hypothetical protein		GACATCTATATTTGCTAAGCCACGGCAGACTTCGAATTGATTGTTACCGCGGTGAAAAAA		40276		AT4G38540.1

		5734		CUST_1910_PI390587928		9.499421		9.304498		9.2338915		10.103661		9.882846		10.331176		11.169969		10.750318		10.039008		10.412637		10.684241		10.32813		1.3044348		2.0373278		3.8266373		1.5655364		1.4535564		2.155674		2.732743		1.1683472		0.539587		1.0266781		1.9360771		0.646657		0.38342476		1.108139		1.4503498		0.22446918		No		Yes		Yes		U35_44k_v1_5734		LOC_Os06g50390.1		gb|AAL79734.1|AC091774_25 e-115  putative chloroplast nucleoid DNA-binding protein [Oryza sativa]		LOC_Os06g50390.1 1e-117 aspartic-type endopeptidase/ pepsin A putative expressed		CCGGTCACCCGCCCGATCGTGGTCATCTACGGCGAGACCAGCGACGGCCGGATCGTCGCC		12193		AT4G35880.1

		31051		CUST_34391_PI390587928		4.41802		4.9657116		2.7591503		1.710302		5.113457		7.2294383		12.707171		8.825843		5.705013		8.58063		12.022278		5.3909383		1.6193753		4.802304		987.7629		138.67279		2.4401891		12.251774		614.4396		12.822773		1.286993		2.2637267		9.948021		7.115541		0.69543743		3.6149187		9.263127		3.6806364		Yes		Yes		Yes		U35_44k_v1_31051		LOC_Os03g18850.1		ref|NP_001049857.1| 9e-65  Os03g0300400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18850.1 2e-66 pathogenesis-related protein 1 putative expressed		TGACAGCAAGAGAGCTGACCATGGTGTGGACTTGAGAAGTTTAAAATTTTTGTATTTGTA		31194		0

		20156		CUST_41204_PI390587928		9.264793		9.300824		10.011722		9.92837		9.028024		8.878669		9.008049		8.93707		8.897683		8.654686		9.242424		9.836053		-1.1783513		-1.3399279		-2.0050979		-1.9879763		-1.2897668		-1.5649735		-1.7044398		-1.0660814		-0.36711025		-0.42215538		-1.0036726		-0.9913006		-0.23676968		-0.6461382		-0.7692976		-0.09231758		No		Yes		Yes		U35_44k_v1_20156		LOC_Os03g47740.3		gb|AAK00972.1|AC079736_12 0.0  putative homeodomain protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g47740.3 0.0 BEL1-related homeotic protein 30 putative expressed		CGTGTAAAAGATTATGAATGAAGAAGACCAACCATCCTGAAAAATATCTACACAATCCGG		12449		AT4G34610.2

		29988		CUST_1732_PI390587928		8.668294		8.257695		11.17656		9.835049		8.470342		7.94083		9.3698225		8.515283		8.771135		7.812344		9.306367		9.320094		-1.1470691		-1.2456208		-3.4985034		-2.4962564		1.0738864		-1.3616455		-3.655816		-1.4289491		0.10284138		-0.31686497		-1.8067379		-1.319766		-0.19795227		-0.44535112		-1.8701935		-0.51495457		No		Yes		Yes		U35_44k_v1_29988		LOC_Os10g21910.1		gb|AAC49275.1| 2e-42  acetyl-CoA carboxylase		LOC_Os10g21910.1 3e-33 acetyl-coenzyme A carboxylase ACC1A putative expressed		AGACAGCATGCACACTTTTGAAACAGATGGTTATGAATATATATGAGCATGTTGGTGTCA		29604		AT1G36160.1

		6278		CUST_3021_PI390587928		11.557111		11.567078		11.948314		11.636504		11.325142		11.225319		10.816674		11.0023		11.00845		10.919379		11.044162		11.510861		-1.1744367		-1.2673006		-2.191076		-1.5520811		-1.4627277		-1.5666668		-1.8714441		-1.0909938		-0.54866123		-0.34175873		-1.1316395		-0.6342039		-0.23196888		-0.6476984		-0.9041519		-0.12564278		No		Yes		Yes		U35_44k_v1_6278		-		gb|EAZ25004.1| 6e-12  hypothetical protein OsJ_008487 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56200.2 1e-13 ATATH8 putative expressed		GTGTGTATTTGAGGATATATACATATTTGGTGCAACGGGCAACATTACTAGCAGAAAAAA		15736		0

		47408		CUST_32178_PI390587928		9.926003		10.547544		10.11055		9.708549		9.561215		9.616057		9.040632		9.060935		9.431191		9.894404		9.368566		9.330714		-1.2876924		-1.9072397		-2.0993135		-1.5665747		-1.4091371		-1.5725862		-1.6724746		-1.2993898		-0.494812		-0.9314861		-1.0699177		-0.6476135		-0.36478806		-0.6531391		-0.74198437		-0.37783432		No		Yes		Yes		U35_44k_v1_47408		LOC_Os04g17100.2		emb|CAD48128.1| 4e-51  farnesylated protein 1 [Hordeum vulgare subsp. vulgare]		LOC_Os04g17100.1 5e-51 farnesylated protein 1 putative expressed		ATTGCCAGAGCTTGGTCGAGTGGTCGGTCGGTCGGTCGATGGGCTTCCTAGAAGCCCTGT		48440		AT5G66110.1

		3150		CUST_38467_PI390587928		10.41803		10.107669		8.822727		10.112164		10.328865		9.796848		7.3473268		9.287204		10.061337		9.374608		7.783273		9.932572		-1.0637541		-1.2404131		-2.7806082		-1.7714856		-1.2804867		-1.6621618		-2.0554495		-1.1325629		-0.3566923		-0.31082058		-1.4754004		-0.82495975		-0.089164734		-0.73306084		-1.039454		-0.17959118		No		Yes		Yes		U35_44k_v1_3150		LOC_Os08g02250.1		ref|NP_001060851.1| 0.0  Os08g0115200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02250.1 0.0 calmodulin binding protein putative expressed		GTGTTCGTTGTAATGCCAGCGTTTAATTGCTCTGCTAATTTTCTCGTAATCTCCTTGGCG		9202		AT4G00820.1

		26589		CUST_33165_PI390587928		8.325576		8.105885		8.595136		8.652127		8.057968		8.148988		7.119066		7.6113687		7.7858562		7.6606574		7.4746118		8.397238		-1.20381		1.0303277		-2.7818978		-2.0573092		-1.4536899		-1.3615285		-2.1742592		-1.1932443		-0.5397196		0.043103218		-1.4760695		-1.0407586		-0.2676077		-0.44522715		-1.1205239		-0.2548895		No		Yes		Yes		U35_44k_v1_26589		LOC_Os03g48810.1		ref|NP_001105384.1| 5e-34  permease 1 [Zea mays]		LOC_Os03g48810.1 7e-34 permease 1 putative expressed		AGGTACAGAGTACATACGGATTAATGGAATCCATGGCTTAAAGCAAGTCAAATTTAATGA		38343		AT1G49960.1

		31189		CUST_12467_PI390587928		6.385328		6.0761		6.3113823		8.07628		8.056001		9.504893		11.42836		11.0788		8.826037		9.942707		10.675786		8.195415		3.1836305		10.768859		34.70274		8.013989		5.429087		14.586959		20.597591		1.0860834		2.4407096		3.4287934		5.1169777		3.0025206		1.6706729		3.8666072		4.3644037		0.1191349		Yes		Yes		Yes		U35_44k_v1_31189		-		No hits found		No hits found		AGTCAAGTCTAGTGTCTTCTGTAATTAATGAGCGGAAGTTGTTGGTTGTTGAGCAAAAAA		31342		0

		32931		CUST_31743_PI390587928		5.280498		4.6978955		2.560323		4.691218		5.232859		5.989193		6.7787194		6.57846		5.8647943		5.472885		6.1866393		4.677425		-1.033572		2.4474807		18.615032		3.6992743		1.4993074		1.7111777		12.3489485		-1.0096065		0.5842962		1.2912974		4.218396		1.8872423		-0.047638893		0.7749896		3.6263163		-0.013792992		Yes		Yes		Yes		U35_44k_v1_32931		LOC_Os03g04070.1		ref|NP_001048872.1| 1e-09  Os03g0133000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04070.1 3e-11 NAC domain-containing protein 68 putative expressed		TTAGTTACTACCTTCGTCCTAGTTTACTAGTTCTCATTGTAGTTAGGGTTAAACTTTCGA		8897		0

		15816		CUST_29140_PI390587928		8.781927		10.005195		9.656756		8.778961		8.039722		8.9214735		8.125089		7.6464076		7.792646		8.328632		8.555596		8.237011		-1.6727301		-2.1194959		-2.8911986		-2.1924646		-1.9851956		-3.1966534		-2.1452713		-1.4559393		-0.9892812		-1.0837212		-1.5316677		-1.1325536		-0.74220467		-1.6765623		-1.10116		-0.5419502		Yes		Yes		Yes		U35_44k_v1_15816		LOC_Os04g59330.1		emb|CAJ86345.1| e-110  H0814G11.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g59330.1 1e-110 expressed protein		TTGCCAATGCAAAGCAAACCAATGGTCACAGCTATTTGTTGCGAGTTTTTCCTCAAAAAA		5737		AT1G45688.1

		7636		CUST_19330_PI390587928		4.7650275		4.749766		5.860092		4.379866		3.9690144		4.5074058		4.149828		3.1097047		3.7887049		4.460204		4.4422245		4.4877157		-1.7362963		-1.1829262		-3.2722075		-2.4118855		-1.9674441		-1.2222689		-2.6719031		1.0776207		-0.97632265		-0.24236012		-1.7102642		-1.2701614		-0.7960131		-0.28956175		-1.4178677		0.1078496		Yes		Yes		Yes		U35_44k_v1_7636		LOC_Os12g39210.1		gb|EAY83668.1| e-133  hypothetical protein OsI_037627 [Oryza sativa (indica cultivar-group)]		LOC_Os12g39210.1 1e-134 cyclin-A2 putative expressed		CTGTTTGGCCACATATCTGTAATGTTTGATATATGTTGATCCATTGCCTTTGCTGATTAA		15754		AT1G47230.1

		27416		CUST_9928_PI390587928		5.030333		4.263016		4.28196		6.1750903		6.8611827		6.715067		8.85467		7.988374		7.4667716		7.3587627		8.341555		7.4611716		3.5574653		5.4719334		23.79703		3.5144134		5.4130383		8.548945		16.674767		2.4386477		2.4364386		2.4520507		4.5727096		1.8132839		1.8308496		3.0957465		4.0595946		1.2860813		Yes		Yes		Yes		U35_44k_v1_27416		LOC_Os07g03890.1		gb|EAZ02664.1| 4e-70  hypothetical protein OsI_023896 [Oryza sativa (indica cultivar-group)]		LOC_Os07g03890.1 9e-72 lectin-like receptor kinase 7 putative		TCAACGACATCGATGACAACCATGTTGGCATCAACATCAATAGTCTCACCTCCACTGAAG		24743		AT2G37710.1

		26584		CUST_13097_PI390587928		11.104229		10.952622		11.647515		12.049167		11.432166		11.606437		13.870387		12.945999		11.640305		11.693669		13.435164		12.187282		1.2552173		1.5733224		4.6682177		1.8619734		1.4500228		1.6713883		3.4525185		1.1004663		0.5360756		0.6538143		2.2228718		0.89683247		0.32793713		0.7410469		1.7876492		0.13811493		Yes		No		No		U35_44k_v1_26584		-		No hits found		No hits found		GCTCGGTTTGTTGGGATCCGATGGATTATGAGATTATGTTCATATTGTTATGAGTTATAT		25874		0

		46838		CUST_808_PI390587928		5.4927554		6.1895432		6.4744506		5.55335		4.876898		5.5054526		3.8877523		3.9482205		4.3172946		4.525167		4.5210595		4.88257		-1.5324687		-1.6066889		-6.007223		-3.0422306		-2.25865		-3.1697657		-3.8728378		-1.5919336		-1.1754608		-0.6840906		-2.5866983		-1.6051295		-0.6158576		-1.6643763		-1.9533911		-0.6707802		Yes		Yes		Yes		U35_44k_v1_46838		LOC_Os05g36960.1		gb|EAY98206.1| 2e-56  hypothetical protein OsI_019439 [Oryza sativa (indica cultivar-group)]		LOC_Os05g36960.1 7e-58 ATP binding protein putative expressed		CAAGCATCACCATCCTCAAAGCAACTGTTACCTATTGTTGAACACCGTTCAAATATCAAA		47445		0

		43686		CUST_11688_PI390587928		6.2689223		6.519981		6.5499015		6.2625732		5.8044224		5.7791047		5.501493		5.21788		5.6627526		5.7111053		5.6576905		5.9810767		-1.3798391		-1.6711905		-2.068247		-2.062928		-1.5222124		-1.7518455		-1.8560183		-1.215455		-0.6061697		-0.7408762		-1.0484085		-1.0446935		-0.46449995		-0.80887556		-0.89221096		-0.28149652		No		Yes		Yes		U35_44k_v1_43686		LOC_Os01g48000.1		ref|NP_001043821.1| 1e-52  Os01g0670100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48000.1 4e-54 S-locus-like receptor protein kinase putative expressed		TAGTCTTCTGTTTCTTCTTCCGCTGCTGCGGTCCTGTGCAGCATCGGCAGGAGTAGGACA		40633		AT4G21390.1

		15623		CUST_16336_PI390587928		11.174985		11.252347		11.54359		11.259415		10.832409		10.74433		10.421602		10.375176		10.778264		10.794255		10.7150345		11.165324		-1.2680187		-1.4220937		-2.1764657		-1.8457898		-1.3165122		-1.3737236		-1.7759058		-1.0673922		-0.3967209		-0.5080166		-1.1219873		-0.88423824		-0.34257603		-0.45809174		-0.8285551		-0.09409046		No		Yes		Yes		U35_44k_v1_15623		LOC_Os06g01370.1		dbj|BAC22221.1| 8e-41  unknown protein [Oryza sativa Japonica Group]		LOC_Os06g01370.1 2e-42 OB-fold nucleic acid binding domain containing protein expressed		CCTATTTGAATGTTCTGACTTATATATATCAAGTATTCGAGCGGCCGCTGCCGATGAAGG		14914		AT2G33845.1

		9834		CUST_37460_PI390587928		10.753357		11.116454		10.369974		10.968346		9.861366		10.487934		9.608817		10.334457		8.883399		9.438346		10.368119		10.453143		-1.855735		-1.5459782		-1.6948494		-1.5517415		-3.655219		-3.2000806		-1.0012865		-1.4291948		-1.8699579		-0.62852		-0.76115704		-0.63388824		-0.89199066		-1.6781082		-0.0018548965		-0.5152025		Yes		No		No		U35_44k_v1_9834		LOC_Os11g10800.1		gb|AAM94289.1| 1e-24  putative protein [Sorghum bicolor]		LOC_Os11g10800.1 2e-24 dirigent-like protein pDIR14 putative expressed		CGATGACATGCAGGGGACAAAATGAAATAAAGAGATAATTACGTGGGCAACCTCAGAAAA		18793		0

		19978		CUST_26548_PI390587928		7.227907		7.5963464		7.418543		8.22523		7.772093		8.555973		9.212983		8.244298		8.016154		8.890381		9.16234		8.409162		1.458197		1.9448066		3.4688087		1.0133045		1.7269748		2.4521284		3.3491554		1.1359752		0.7882471		0.9596267		1.7944403		0.019067764		0.54418564		1.2940345		1.7437973		0.18393135		Yes		Yes		Yes		U35_44k_v1_19978		LOC_Os10g06710.1		gb|EAZ15346.1| e-148  hypothetical protein OsJ_029555 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g06710.1 1e-149 amidase putative expressed		GCTTCTTTGTACTGAAATGGGTAAAGGACTGAGTTTTTGTTATGCAGATCTTGAACACCT		14937		AT4G34880.1

		30034		CUST_1413_PI390587928		12.622101		11.821853		12.31321		11.831685		12.631111		11.827652		10.9481325		11.667527		12.758882		11.668125		11.179669		11.001899		1.006265		1.0040278		-2.5759008		-1.1205118		1.099449		-1.11244		-2.1939645		-1.7774221		0.13678074		0.0057992935		-1.365077		-0.16415787		0.009010315		-0.15372753		-1.1335402		-0.8297863		No		Yes		Yes		U35_44k_v1_30034		LOC_Os10g35110.2		gb|EAZ16532.1| 2e-49  hypothetical protein OsJ_030741 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35110.2 5e-51 alpha-galactosidase precursor putative expressed		ATGGTTCCAAATAAAAGAACATTCCCCTCTGGCATCAAGGCGCTTGCAGATTATGTGCAC		29686		AT5G08380.1

		17982		CUST_29040_PI390587928		9.443346		9.931915		9.386336		7.756862		8.7707205		8.887612		7.3151813		7.069613		9.490981		9.250667		8.576817		7.4625607		-1.5939711		-2.0623696		-4.20223		-1.6102104		1.0335692		-1.6035271		-1.752628		-1.2262911		0.04763508		-1.0443029		-2.071155		-0.6872492		-0.67262554		-0.68124866		-0.80951977		-0.2943015		Yes		Yes		Yes		U35_44k_v1_17982		LOC_Os02g51790.1		ref|NP_001048153.1| 3e-48  Os02g0754300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g51790.1 7e-50 50S ribosomal protein L29 chloroplast precursor putative expressed		CTGCTCTTATGTTATTGACATATGAAACTGCATGAAAGGAGTTTATGCTATTCAGTCATC		9437		AT5G65220.1

		272		CUST_16492_PI390587928		12.7791395		13.422084		12.15141		13.760928		13.032215		13.366272		14.416225		14.417164		13.130043		13.397168		14.10091		14.177113		1.191745		-1.0394439		4.805929		1.5759652		1.275359		-1.0174203		3.8624067		1.3343937		0.3509035		-0.055811882		2.2648153		0.6562357		0.2530756		-0.024915695		1.9495001		0.41618443		No		Yes		Yes		U35_44k_v1_272		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		CAGCTTTTATAATTCTTTCATGTTATGCTGGTGGTTCTTTTGTAGCTGGATAAGGATTTG		1642		AT5G15650.1

		8852		CUST_19972_PI390587928		3.7047691		1.5015479		5.2000284		5.1670094		4.2476783		2.698869		4.6753902		2.4496639		4.8842006		3.7561302		5.602453		5.9074025		1.4569074		2.2931347		-1.4385728		-6.5766163		2.264875		4.7719617		1.3217275		1.670631		1.1794314		1.197321		-0.5246382		-2.7173455		0.54290915		2.2545824		0.4024248		0.74039316		Yes		No		No		U35_44k_v1_8852		LOC_Os03g56950.6		No hits found		LOC_Os03g56950.6 3e-05 phytochrome-interacting factor 4 putative expressed		GTACTAGGTAGATGATCTGCAAATTTTCTCCCGCAAACAATTTAAACACGTTATGAACTT		19149		0

		2044		CUST_2423_PI390587928		8.729617		9.241117		8.750194		9.881383		8.906041		9.244507		10.337174		10.23746		8.966004		9.32677		9.999458		10.110906		1.1300793		1.0023527		3.0042		1.2799408		1.178039		1.0611682		2.3772023		1.172447		0.23638725		0.0033903122		1.5869808		0.3560772		0.17642403		0.085653305		1.2492647		0.2295227		No		Yes		Yes		U35_44k_v1_2044		LOC_Os07g37750.1		gb|EAZ40314.1| 0.0  hypothetical protein OsJ_023797 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37750.1 0.0 guanyl-nucleotide exchange factor putative expressed		GCAATAGTAGATTACTCATGGCACTGCTTTTATAGTCTGCATTTAATAAAGTTGAAGTCC		5035		AT3G43300.1

		25990		CUST_13030_PI390587928		4.3150673		3.8676503		1.9833027		3.3024995		3.7168515		7.186501		6.93728		6.601043		4.0151496		6.2591133		5.801274		4.018963		-1.5138432		9.978692		30.9953		9.839218		-1.2310742		5.246892		14.103401		1.643149		-0.2999177		3.3188508		4.9539776		3.2985437		-0.5982158		2.391463		3.8179712		0.7164633		Yes		Yes		Yes		U35_44k_v1_25990		LOC_Os05g46760.1		gb|EAZ35148.1| 1e-26  hypothetical protein OsJ_018631 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46760.1 3e-28 mitogen-activated protein kinase kinase kinase 1 putative expressed		AGCTTCTCACCAAATATTATCGTGTAAATCGTGTTTTTGCAACAGAATCAGCAATGCAAA		23834		0

		8506		CUST_24765_PI390587928		6.556982		6.1680713		7.176844		6.778713		6.337023		6.2578807		6.3742585		6.53114		6.0628123		5.7951837		6.1304436		6.4335613		-1.1647007		1.0642296		-1.7442243		-1.1872085		-1.4085099		-1.2949421		-2.0653703		-1.2702848		-0.4941697		0.08980942		-0.8025856		-0.24757338		-0.21995926		-0.3728876		-1.0464005		-0.3451519		No		Yes		Yes		U35_44k_v1_8506		LOC_Os01g01920.2		gb|EAZ10242.1| e-118  hypothetical protein OsJ_000067 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g01920.2 1e-147 HD domain containing protein expressed		CATAAATTGTTCACAACACGTGCTGATCTGCATCGGACTGTCTATACCCATGCCAAAGTG		18322		AT5G40270.1

		23465		CUST_32137_PI390587928		8.924059		9.4644165		9.944638		9.113686		8.898197		9.297374		8.667174		8.990188		8.461339		8.929673		8.979495		8.99439		-1.0180876		-1.1227547		-2.4241247		-1.089373		-1.3781376		-1.4486843		-1.9522573		-1.0862048		-0.46271992		-0.16704273		-1.2774639		-0.12349796		-0.02586174		-0.5347433		-0.9651432		-0.119296074		No		Yes		Yes		U35_44k_v1_23465		LOC_Os05g49970.3		gb|EAY99135.1| 2e-63  hypothetical protein OsI_020368 [Oryza sativa (indica cultivar-group)]		LOC_Os05g49970.3 1e-63 translation initiation factor IF-2 chloroplast precursor putative expressed		ACTAGGGATCAGTCCATATCTGCTGCTGAACCTTCAGTGTCATCTCCATCAAAACTAGCA		19206		AT1G17220.1

		18205		CUST_15168_PI390587928		10.165644		9.545985		9.402373		12.309024		10.941115		11.440148		10.77729		11.992162		10.93446		11.880359		11.469238		13.052071		1.7117497		3.717063		2.59353		-1.2456183		1.7038709		5.0433187		4.189752		1.6737068		0.768816		1.8941631		1.374917		-0.3168621		0.7754717		2.3343735		2.066865		0.74304676		Yes		Yes		Yes		U35_44k_v1_18205		LOC_Os07g31770.1		gb|EAY96966.1| 2e-31  hypothetical protein OsI_018199 [Oryza sativa (indica cultivar-group)]		LOC_Os10g09860.1 7e-33 chalcone synthase 8 putative		GTCCCTTATTTACGAAAAGCTAGCAAAGTAATCATATATATATGTAGTACCCGGGTGTAA		None		AT5G13930.1

		16261		CUST_28385_PI390587928		10.325359		11.359901		10.239221		9.211664		9.560807		10.56327		7.570904		7.5534425		8.7168		9.852445		8.712033		9.193855		-1.6988425		-1.737041		-6.356871		-3.1562724		-3.0494723		-2.843084		-2.8822339		-1.0124207		-1.6085596		-0.7966318		-2.6683168		-1.6582217		-0.7645521		-1.5074568		-1.5271873		-0.017808914		Yes		Yes		Yes		U35_44k_v1_16261		LOC_Os12g32620.1		gb|ABA99040.1| e-108  Pollen-specific protein SF3, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32620.1 1e-109 pollen-specific protein SF3 putative expressed		CCTTGTCGCATGTAAACCTTGTTATATCTGAGTTGAAATATCTCTACCTGGTTCGAAGAC		5393		AT1G10200.1

		38407		CUST_5149_PI390587928		1.4404291		1.4714693		1.4800992		1.6652979		1.4634972		1.9037848		5.382236		3.0471146		1.689949		4.3556724		5.5240054		2.0966523		1.016118		1.3493975		14.950655		2.6059632		1.1888114		7.3829784		16.494421		1.348499		0.24951994		0.43231547		3.9021368		1.3818167		0.02306807		2.884203		4.043906		0.4313544		Yes		Yes		Yes		U35_44k_v1_38407		LOC_Os06g29180.1		gb|AAP80655.1|AF479036_1 8e-51  formate dehydrogenase [Triticum aestivum]		LOC_Os06g29180.1 1e-50 formate dehydrogenase 1 mitochondrial precursor putative expressed		CGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAATAAAGCTTTTGTCCGAA		34367		AT5G14780.1

		23387		CUST_16842_PI390587928		10.243104		9.876247		10.795323		10.340246		9.94236		9.669641		9.739369		9.669982		9.576295		9.355204		10.083225		10.348951		-1.2317796		-1.153971		-2.0790925		-1.5913644		-1.5875578		-1.434993		-1.6381848		1.0060521		-0.6668091		-0.20660686		-1.055954		-0.67026424		-0.30074406		-0.5210438		-0.7120981		0.008705139		No		Yes		Yes		U35_44k_v1_23387		LOC_Os01g74010.3		gb|EAZ14990.1| 1e-74  hypothetical protein OsJ_004815 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g74010.3 2e-76 cyclase/dehydrase putative expressed		GTTGTGTTTGTTGTAATGTCGTCTCTGATATGATTCTACGTGTATGCAAATTCATTCTGT		19697		AT4G01650.2

		11539		CUST_6222_PI390587928		3.7426949		4.1218867		1.5817753		1.5210695		4.265379		6.899179		8.017034		6.6332517		4.8438125		6.2555084		7.310562		2.089914		1.4366256		6.855644		86.53779		34.587578		2.1452081		4.388177		53.03184		1.4833351		1.1011176		2.7772923		6.4352584		5.112182		0.5226841		2.1336217		5.728787		0.56884456		Yes		Yes		Yes		U35_44k_v1_11539		LOC_Os02g22160.1		gb|EAZ22833.1| 5e-84  hypothetical protein OsJ_006316 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g22160.1 1e-85 expressed protein		GACGGACATTCACATCTCTGTAAAGCATCTTTGTAAACTAACTAAAGGATGAGTATACAT		26080		AT1G68390.1

		1244		CUST_7747_PI390587928		10.511358		10.403722		9.42416		10.087536		11.8121195		11.180163		11.599364		11.321628		12.443797		12.007596		11.407356		11.005185		2.4635885		1.7129008		4.516497		2.352332		3.8169992		3.0395846		3.9536805		1.8890347		1.9324389		0.7764416		2.1752043		1.2340918		1.3007612		1.6038742		1.9831963		0.91764927		Yes		Yes		Yes		U35_44k_v1_1244		LOC_Os05g50710.1		ref|NP_001056449.1| 1e-62  Os05g0584200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50710.1 2e-64 late embryogenesis abundant protein Lea14-A putative expressed		AAGACCACCGAGGAGGCCACAGCCTAAGCACCATCTACTACCTTGCAGCTTGCTCTGCAT		3843		AT2G46140.1

		21505		CUST_40220_PI390587928		5.2531395		4.455009		4.634786		3.7992127		4.899147		3.635177		3.1411994		2.295255		4.531894		3.0407841		2.7731736		3.407856		-1.2780927		-1.7652005		-2.8158817		-2.836197		-1.6486044		-2.665165		-3.6341364		-1.3116263		-0.7212453		-0.8198321		-1.4935868		-1.5039577		-0.35399246		-1.4142249		-1.8616126		-0.3913567		Yes		Yes		Yes		U35_44k_v1_21505		LOC_Os02g45710.1		gb|EAZ35565.1| 5e-19  hypothetical protein OsJ_019048 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45710.1 2e-14 RING zinc finger protein-like putative expressed		AGTCCATCCAAGTAGAGAGCGAGAGCGAGAGATCAATACAAATTATACAATGGGGTTCCC		23757		AT3G61460.1

		8135		CUST_5744_PI390587928		3.831632		3.553608		2.6980693		2.112483		3.8814385		4.384859		5.698032		7.041762		3.6700783		4.1146045		5.550609		4.2321362		1.0351261		1.7792277		7.9997926		30.469181		-1.1184909		1.4752879		7.2227077		4.345895		-0.16155362		0.83125114		2.9999626		4.929279		0.049806595		0.56099653		2.8525398		2.1196532		No		Yes		Yes		U35_44k_v1_8135		LOC_Os01g59100.1		gb|EAY76191.1| 8e-38  hypothetical protein OsI_004038 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1 putative expressed		CGGAGTGAAGTCTGAAATAAATCTTGAGAATGTACACCTTGAGGATGTACAGCTCAATCC		24041		AT2G30150.1

		6050		CUST_37376_PI390587928		5.7017665		5.0703464		2.527329		4.4829426		5.9829597		6.2419796		9.737202		9.900437		6.303007		7.373156		9.0830765		7.6862035		1.2151996		2.2526658		148.04303		42.7394		1.5170206		4.934178		94.07552		9.2103815		0.60124063		1.1716332		7.2098727		5.417495		0.28119326		2.3028097		6.5557475		3.203261		Yes		Yes		Yes		U35_44k_v1_6050		LOC_Os07g36570.1		ref|NP_001059941.1| e-141  Os07g0550900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36570.1 1e-143 KI domain interacting kinase 1 putative expressed		GACAGGCTCAGGGAGTCAACTAGATATGACATAAATATTGCACATCTAAGTCATATATTA		13217		AT4G21390.1

		21620		CUST_4595_PI390587928		9.541045		9.28951		9.218904		9.731902		10.099656		9.614797		11.059382		10.207389		10.471553		10.109367		10.640357		9.919604		1.4728504		1.2529136		3.5812888		1.3903873		1.9059465		1.7652317		2.6785524		1.1389482		0.93050766		0.32528687		1.8404789		0.47548676		0.5586109		0.8198576		1.4214535		0.18770218		No		Yes		Yes		U35_44k_v1_21620		LOC_Os03g14800.4		ref|NP_001049576.1| e-111  Os03g0252800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14800.4 1e-112 serine palmitoyltransferase 1 putative expressed		GATCAGTTGTGCTGTACATTTGACTAATTTCCATGGAACAAGATGTAAACTAGGCAAAAA		15946		AT4G36480.2

		43158		CUST_12477_PI390587928		8.653138		9.474855		9.669727		9.241904		8.275361		9.044679		8.977374		8.12268		8.21281		8.7087755		9.215005		9.395324		-1.2993383		-1.3473986		-1.6159172		-2.1723018		-1.3569133		-1.7006425		-1.370519		1.1122025		-0.4403286		-0.43017673		-0.69235325		-1.1192245		-0.3777771		-0.7660799		-0.4547224		0.1534195		No		Yes		Yes		U35_44k_v1_43158		LOC_Os12g43890.1		gb|EAY84025.1| 1e-08  hypothetical protein OsI_037984 [Oryza sativa (indica cultivar-group)]		LOC_Os12g43890.1 4e-10 GNS1/SUR4 membrane protein putative expressed		TGACGATTGGATCCAACACCCCCGATCGATGATGCTGATTAACTCGATTCCTATAAAAAA		39503		0

		30964		CUST_1229_PI390587928		1.5113406		1.5845838		1.6447783		1.5592173		1.7810951		1.4349543		3.892856		4.6327167		1.7406906		1.4561857		3.6189606		1.926115		1.2056026		-1.1092845		4.7504945		8.418126		1.1723067		-1.0930793		3.929055		1.2895768		0.22934997		-0.14962947		2.2480776		3.0734992		0.26975453		-0.12839806		1.9741824		0.3668977		Yes		Yes		Yes		U35_44k_v1_30964		LOC_Os01g10870.1		gb|EAZ10970.1| 7e-18  hypothetical protein OsJ_000795 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10870.1 2e-19 CBL-interacting serine/threonine-protein kinase 15 putative expressed		CTGTGCCTACATACGTACATATCTGGCACACGAATACATACGTATGTATGTACCAAAAAA		31098		AT4G18700.1

		26840		CUST_21173_PI390587928		5.4291286		5.5646415		6.529476		6.7202306		4.760724		5.0714893		5.200626		5.04713		4.694597		4.5332165		5.075192		6.2809196		-1.5893145		-1.4075168		-2.512024		-3.188992		-1.6638575		-2.044042		-2.7402058		-1.3559567		-0.7345319		-0.49315214		-1.3288503		-1.6731005		-0.6684046		-1.031425		-1.4542842		-0.43931103		Yes		Yes		Yes		U35_44k_v1_26840		LOC_Os10g31000.2		sp|P16577|UBC4_WHEAT 9e-41  Ubiquitin-conjugating enzyme E2-23 kDa (Ubiquitin-protein ligase) (Ubiquitin carrier protein)		LOC_Os10g31000.2 2e-40 ubiquitin-conjugating enzyme E2-21 kDa 1 putative expressed		CAGCACTTCTATTATTCCACATCTATGTCATAGACTGCATTAAGCTGTATTTCCCTTAAC		25531		AT5G41340.1

		4650		CUST_33745_PI390587928		6.191377		7.017935		6.4550653		6.847759		5.308229		6.1654153		3.9209645		5.34754		5.53136		6.029493		4.9659677		6.499514		-1.8443956		-1.8056515		-5.792157		-2.8288562		-1.5801013		-1.9840411		-2.8071334		-1.2730108		-0.660017		-0.8525195		-2.5341008		-1.5002189		-0.8831482		-0.98844194		-1.4890976		-0.34824467		Yes		Yes		Yes		U35_44k_v1_4650		LOC_Os01g11760.1		gb|EAZ11036.1| 2e-38  hypothetical protein OsJ_000861 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11760.1 4e-40 GDSL-like Lipase/Acylhydrolase family protein expressed		CATGGGCATATTCGCGGCCCATGGCGGTATAAATTAAAGCAGCATGGTATATGTAAAAAA		9950		AT1G28600.1

		14233		CUST_2684_PI390587928		8.065778		8.588		6.5372314		7.6545253		10.4288225		12.509624		11.945912		11.784782		11.007508		12.450691		11.725335		7.3927426		5.1445494		15.153963		42.479088		17.51182		7.6833234		14.547415		36.45649		-1.1989592		2.9417305		3.9216232		5.408681		4.130257		2.3630447		3.862691		5.1881037		-0.26178265		Yes		Yes		Yes		U35_44k_v1_14233		LOC_Os04g43800.1		ref|NP_001053326.1| 0.0  Os04g0518400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43800.1 0.0 phenylalanine ammonia-lyase putative expressed		GTGTTGGATTTCATTTTTTCCCTCTCCTAATATGTGGCAAAGATTGCCCTTTGCAAAAAA		1795		AT2G37040.1

		17853		CUST_40324_PI390587928		9.521836		9.189207		10.102784		10.017789		9.037407		8.458001		9.092031		9.029118		8.830403		8.290114		8.310483		9.23114		-1.3990324		-1.6600261		-2.0149634		-1.9843566		-1.6148868		-1.8648927		-3.4636693		-1.7250626		-0.69143295		-0.73120594		-1.0107536		-0.9886713		-0.48442936		-0.8990927		-1.7923012		-0.78664875		Yes		No		No		U35_44k_v1_17853		LOC_Os06g48300.1		gb|ABS11093.1| e-154  protein phosphatase 2C [Triticum aestivum]		LOC_Os06g48300.1 1e-137 protein phosphatase 2C isoform epsilon putative expressed		TGCCTGTACTGATCATGTATGTTCTCAGCTGTTCTCACTTCAAATTTCAAGTCTAAAAAA		7672		AT4G31750.1

		22573		CUST_38050_PI390587928		5.532081		5.255504		3.4512594		5.165463		5.104774		6.960505		9.880625		8.97075		5.9708843		8.545361		9.786438		8.509611		-1.3447212		3.2602913		86.18501		13.979946		1.3554794		9.7801485		80.73814		10.15521		0.4388032		1.7050009		6.429365		3.805287		-0.42730713		3.2898564		6.3351784		3.3441482		Yes		Yes		Yes		U35_44k_v1_22573		LOC_Os03g19700.1		gb|EAZ26687.1| 2e-62  hypothetical protein OsJ_010170 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19700.1 5e-64 expressed protein		ATGCACTCCACTGTTGTGGCATTTTGATTCGTTAAGATATGACATTGGATAGCAGCGGCC		36489		AT3G50190.1

		20469		CUST_27119_PI390587928		10.077362		10.475101		10.705162		10.824276		9.941078		10.170214		9.170231		9.60384		9.715418		9.576672		9.673612		10.19435		-1.0990704		-1.2353226		-2.897746		-2.3301713		-1.2851566		-1.8640362		-2.04422		-1.5474854		-0.3619442		-0.30488777		-1.5349312		-1.2204361		-0.13628387		-0.8984299		-1.0315504		-0.6299257		No		Yes		Yes		U35_44k_v1_20469		LOC_Os05g43820.1		emb|CAD27894.1| e-117  putative ROP6 protein [Hordeum vulgare subsp. vulgare]		LOC_Os05g43820.1 1e-109 rac-like GTP-binding protein 2 putative expressed		CAAGGTTCTCTGGAACAGCTAGATAGAGAGAAGCTATAAAAGTTTATGCTCTTAACCAAA		16088		AT4G28950.1

		37108		CUST_32891_PI390587928		12.054906		11.709244		11.564679		11.579427		12.449689		12.894082		13.162147		12.511596		12.772298		13.286038		12.847771		11.251216		1.314745		2.273379		3.0261164		1.9081426		1.644207		2.9830635		2.4335992		-1.2554555		0.71739197		1.1848383		1.5974674		0.93216896		0.39478302		1.5767946		1.2830915		-0.32821083		Yes		Yes		Yes		U35_44k_v1_37108		-		No hits found		No hits found		ACTCGAGTCTTGTACGGTAGCTATGTAGATTCATGTGTACCCGTTATTAACTTATGTTCG		32748		0

		900		CUST_27718_PI390587928		4.6579995		4.113147		4.2895865		4.2497253		4.820787		5.00034		6.0687795		5.6324334		5.0840526		5.612127		5.9226646		5.0524335		1.119448		1.8495742		3.432341		2.6075737		1.3435528		2.8264282		3.1017408		1.7443725		0.42605305		0.8871932		1.7791929		1.3827081		0.16278744		1.49898		1.6330781		0.80270815		Yes		Yes		Yes		U35_44k_v1_900		LOC_Os05g36270.1		gb|ABI94363.1| 0.0  fructose-1,6-bisphosphatase 2 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36270.1 0.0 fructose-16-bisphosphatase cytosolic putative expressed		ACAGAGTTTGTTATAGAGTATTTTCTGCAACAAAGATCGCGTTGCAGAAATATCTACCGT		7382		AT1G43670.1

		18054		CUST_29912_PI390587928		10.788484		10.686994		10.607075		10.335201		10.598989		10.461291		9.568089		9.811183		10.466481		10.258045		9.803535		10.140754		-1.1403645		-1.1693463		-2.0547833		-1.4379548		-1.2500644		-1.346252		-1.7453777		-1.1442859		-0.3220024		-0.22570229		-1.0389862		-0.5240183		-0.18949509		-0.4289484		-0.8035393		-0.19444752		No		Yes		Yes		U35_44k_v1_18054		LOC_Os06g43800.1		gb|EAZ01871.1| e-145  hypothetical protein OsI_023103 [Oryza sativa (indica cultivar-group)]		LOC_Os06g43800.1 1e-146 S-adenosylmethionine-dependent methyltransferase putative expressed		CTTCAGGTTCAGGCATTGAACAGAAGTTTTACACCTGAACAATTGTGTTGTTTCTGCACC		7908		AT2G41040.1

		35067		CUST_18435_PI390587928		9.384994		8.688007		9.160535		9.292768		8.96183		8.38428		8.066022		8.62029		8.6759		8.093419		8.296046		9.140023		-1.3408644		-1.2343291		-2.1354098		-1.5938078		-1.6347761		-1.5100416		-1.8206942		-1.111682		-0.7090931		-0.30372715		-1.0945129		-0.6724777		-0.4231634		-0.5945883		-0.8644886		-0.1527443		No		Yes		Yes		U35_44k_v1_35067		LOC_Os02g04560.1		gb|ABI15899.1| 4e-32  marker Xucw84 [Triticum turgidum subsp. dicoccoides]		LOC_Os02g04560.1 4e-16 expressed protein		CAATACATCGCTGTATCTTATCTCTTGAATGATCGGCTCCATTTTCTTCTCTTGGAAGAT		10625		0

		18220		CUST_22260_PI390587928		12.528058		12.311825		12.789937		12.257962		12.450599		12.262859		11.711228		12.317052		12.07164		11.692157		12.16986		11.962613		-1.0551583		-1.0345228		-2.1121447		1.0418081		-1.3721309		-1.5365216		-1.5369574		-1.2271819		-0.45641804		-0.048965454		-1.0787086		0.05908966		-0.077459335		-0.619668		-0.62007713		-0.29534912		No		Yes		Yes		U35_44k_v1_18220		LOC_Os01g21630.1		gb|EAZ11650.1| e-139  hypothetical protein OsJ_001475 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g21630.1 1e-141 carboxylic ester hydrolase putative expressed		CGGCAGATGAGCTCAAGCACATCCTGCAAAAACTTAATATCAAGATTGAGTAATTACAAC		9278		AT2G46930.1

		41771		CUST_24985_PI390587928		4.7373157		4.8561625		5.456529		5.0639167		4.4451995		3.9855423		4.1183925		2.8439045		4.3773036		3.9382057		3.7649167		3.8685696		-1.224435		-1.8284488		-2.5282457		-4.6589737		-1.2834367		-1.8894376		-3.2301753		-2.2899992		-0.36001205		-0.87062025		-1.3381367		-2.2200122		-0.29211617		-0.9179568		-1.6916125		-1.1953471		Yes		Yes		Yes		U35_44k_v1_41771		-		No hits found		No hits found		CGCCGTCTCCACTTCGTCTCCTTTAATCATAAATAAAATAAACTAAAGAAACACATTGCA		36968		0

		17458		CUST_39709_PI390587928		11.11728		10.793259		10.346268		10.564187		11.671121		11.769967		12.106795		11.546546		12.439182		12.56915		12.03186		10.856648		1.4679885		1.9679703		3.38822		1.9756932		2.4999552		3.4244952		3.216725		1.224728		1.3219023		0.9767084		1.7605276		0.98235893		0.55384064		1.7758913		1.6855927		0.2924614		Yes		Yes		Yes		U35_44k_v1_17458		LOC_Os02g02600.1		ref|NP_001045693.1| 0.0  Os02g0118200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02600.1 0.0 serine/threonine-protein kinase Cx32 chloroplast precursor putative expressed		GTAATTGTATATTGTGAACACCTGGAAATAGCAGAGGAAATAATTCTTCGGTGTGTCAAA		7536		AT2G17220.2

		49037		CUST_14924_PI390587928		5.1206956		4.199042		5.554718		5.3480334		4.6731133		4.289906		4.7233925		4.038161		4.795278		4.509972		5.062613		4.9359746		-1.3637528		1.0650079		-1.7793194		-2.4791965		-1.253027		1.2405074		-1.4064956		-1.3305833		-0.32541752		0.09086418		-0.83132553		-1.3098726		-0.44758224		0.31093025		-0.492105		-0.41205883		No		Yes		Yes		U35_44k_v1_49037		LOC_Os11g08400.1		gb|EAZ19835.1| 8e-15  hypothetical protein OsJ_034044 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07874.1 2e-16 signal transducer putative expressed		CTATAAGTCCGAGTTTAAGTGTAACGATGGAAAGTAGAAGGATTTCCACACTTCAAAAAA		None		0

		18173		CUST_3555_PI390587928		9.048805		9.761565		8.727468		9.936246		9.558591		10.425799		10.4222975		9.561793		9.889836		10.845796		10.509305		10.388474		1.4238386		1.5847268		3.2373872		-1.2963476		1.79133		2.1202443		3.4386384		1.368152		0.8410311		0.66423416		1.69483		-0.3744526		0.50978565		1.0842304		1.7818375		0.45222855		Yes		Yes		Yes		U35_44k_v1_18173		LOC_Os11g35400.2		gb|EAZ18741.1| 2e-31  hypothetical protein OsJ_032950 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g35400.2 4e-33 acyl CoA synthetase putative expressed		ATGTAAGTCTGATGCGCTTTCCTTTTGGAACTTTAGTTTTACCAGTTTGTAGTTTGTGTT		11308		AT1G49430.1

		22472		CUST_15630_PI390587928		10.910094		10.664359		10.674075		11.853419		12.06115		12.27485		13.067073		11.680226		12.323944		12.647736		12.925771		12.438061		2.2207627		3.0535572		5.252476		-1.1275512		2.6644723		3.9541745		4.7624226		1.4996662		1.4138498		1.6104908		2.3929977		-0.17319298		1.1510553		1.9833765		2.2516956		0.58464146		Yes		Yes		Yes		U35_44k_v1_22472		LOC_Os01g58140.1		ref|NP_001044501.1| 6e-18  Os01g0793900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58140.1 1e-19 expressed protein		TAGGAGATGTACAGACTGCAGAAATGCTGGTAGCAGAGATGATTTTTTCTTTTAGCGGCC		29676		0

		23956		CUST_33382_PI390587928		6.380636		6.2427673		6.311483		5.734667		5.886381		5.8128066		5.2271523		5.3258023		5.493998		5.476711		5.071384		5.6504097		-1.4085933		-1.3471969		-2.1203914		-1.3276404		-1.8488628		-1.7006149		-2.3621473		-1.0601417		-0.88663816		-0.42996073		-1.0843306		-0.4088645		-0.49425507		-0.76605654		-1.240099		-0.084257126		No		Yes		Yes		U35_44k_v1_23956		LOC_Os01g65200.2		ref|NP_001044945.1| 3e-56  Os01g0872500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65200.2 7e-58 peptide transporter PTR2 putative expressed		AATTCTTGCGACACAACTACCAGCAAAATTTGGAGACCGCATGGATTCCGCTCTATACTC		20479		AT1G22550.1

		16203		CUST_9756_PI390587928		5.243837		5.742315		5.6871758		5.2206707		5.097504		5.1671443		3.4805708		4.2080784		5.18859		4.5705743		4.026069		3.468687		-1.1067526		-1.4898535		-4.6158776		-2.017533		-1.0390369		-2.2528334		-3.16259		-3.3682137		-0.05524683		-0.5751705		-2.206605		-1.0125923		-0.14633274		-1.1717405		-1.6611066		-1.7519836		Yes		Yes		Yes		U35_44k_v1_16203		LOC_Os07g10530.1		gb|EAZ39067.1| 2e-14  hypothetical protein OsJ_022550 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g10530.1 5e-16 carboxyl-terminal peptidase putative expressed		GTCAAGAGCATCGAGAGCCCTGACGGGGACATCATAGACTGCGTGCACATCTCGCACCAG		5273		0

		21708		CUST_22145_PI390587928		5.738399		6.172524		6.0450797		6.037529		4.9306736		5.3653107		4.4610085		5.353231		4.7406297		4.5973954		4.3074303		5.477839		-1.7504495		-1.7498282		-2.998147		-1.6069199		-1.9969101		-2.9796205		-3.3349137		-1.4739524		-0.99776936		-0.8072133		-1.5840712		-0.68429804		-0.8077254		-1.5751286		-1.7376494		-0.55969		Yes		Yes		Yes		U35_44k_v1_21708		LOC_Os08g07840.3		gb|EAY95728.1| e-137  hypothetical protein OsI_016961 [Oryza sativa (indica cultivar-group)]		LOC_Os08g07850.1 1e-115 3-5 exonuclease/ DNA binding protein putative		CTTCTTTAGATTCAATGAGCACCTTGAGGCTTTATGAAAGCTTGAAAAGTAAGCTTGAAA		18258		AT1G50840.1

		10897		CUST_837_PI390587928		5.065876		4.65735		4.6536345		5.0422187		4.57787		3.9885643		4.085232		3.4466484		4.625844		4.1217527		4.125477		4.102495		-1.4025052		-1.5897344		-1.482881		-3.0221395		-1.3566344		-1.4495422		-1.4420865		-1.9181606		-0.440032		-0.6687858		-0.56840277		-1.5955703		-0.48800611		-0.5355973		-0.5281577		-0.9397235		No		Yes		Yes		U35_44k_v1_10897		LOC_Os01g07410.1		gb|EAZ10694.1| 1e-61  hypothetical protein OsJ_000519 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07410.1 2e-63 axi 1 protein putative expressed		GAAGGAAGCACAAAGTAATCCATTTTATTAAAACAGATGCACGGCTTGCAAACAATGGCC		32583		AT1G14020.1

		50729		CUST_12693_PI390587928		11.079311		10.838623		11.33151		11.804237		10.705625		10.111755		10.8586035		10.746616		10.484453		10.35415		10.778222		11.530143		-1.2956597		-1.6550418		-1.3879024		-2.0814962		-1.5103241		-1.3990749		-1.4674257		-1.209235		-0.59485817		-0.7268677		-0.4729061		-1.057621		-0.3736868		-0.48447323		-0.5532875		-0.27409458		No		Yes		Yes		U35_44k_v1_50729		LOC_Os05g45440.1		gb|EAY98792.1| 4e-07  hypothetical protein OsI_020025 [Oryza sativa (indica cultivar-group)]		LOC_Os05g45440.1 7e-09 expressed protein		CTCCAAATTAAGCTTACATGTGCGTTATCAATGAGTATGTTACTGTATGAAAGTGCCTAA		25719		0

		49370		CUST_20663_PI390587928		3.9211261		3.78026		4.704627		4.0859075		3.5815003		3.7365067		3.3528454		2.7653332		3.5047636		3.7142286		3.6735938		3.8512485		-1.2654283		-1.0307921		-2.5522711		-2.4976552		-1.3345585		-1.0468332		-2.0434873		-1.1766286		-0.41636252		-0.043753386		-1.3517816		-1.3205743		-0.33962584		-0.066031456		-1.0310333		-0.23465896		No		Yes		Yes		U35_44k_v1_49370		-		No hits found		No hits found		TTTTTTGGGGTTTCCTTTTCTTTACCAGCCAGAAATTGGAGGACCACCCCCCTCTTTTTT		51035		0

		7286		CUST_12068_PI390587928		5.6846976		6.220022		4.9845986		5.901609		5.22274		5.981194		7.140263		5.8109818		5.1272635		6.601888		7.0803604		5.9373717		-1.3774095		-1.1800338		4.455738		-1.064833		-1.4716495		1.3030261		4.274518		1.0250987		-0.5574341		-0.23882818		2.1556644		-0.09062719		-0.46195745		0.38186598		2.0957618		0.035762787		No		Yes		Yes		U35_44k_v1_7286		LOC_Os02g48880.1		ref|NP_001047955.1| 2e-60  Os02g0720700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48880.1 3e-62 chloride channel protein CLC-f putative expressed		TCCCTGGATGGATGTATTATCGGAACCATATATGACTGAACCAGTCATCTTTTGGGATTG		None		AT1G55620.2

		48338		CUST_40741_PI390587928		9.160877		8.928733		7.592655		7.949554		9.719723		9.900126		10.389232		9.56586		10.092605		10.344933		9.960193		8.652147		1.4730899		1.9607337		6.9478974		3.0658898		1.9075587		2.6688156		5.1605954		1.6274276		0.9317274		0.9713936		2.7965765		1.6163058		0.5588455		1.4161997		2.3675375		0.7025933		Yes		Yes		Yes		U35_44k_v1_48338		LOC_Os06g12390.2		gb|EAZ00244.1| 2e-26  hypothetical protein OsI_021476 [Oryza sativa (indica cultivar-group)]		LOC_Os06g12390.2 5e-28 transferase transferring glycosyl groups putative expressed		GGGCCAGCCTTTAGCCAAGAAAAATCAGTGAATGCATTTTGCATCCGTTATAAAGCTATC		25864		AT1G26810.1

		48406		CUST_12715_PI390587928		3.3076165		3.8804052		3.557853		4.0990415		4.1502132		4.958935		6.5937576		5.719026		4.4686437		5.2948265		5.88891		4.3218865		1.793275		2.1118824		8.201596		3.0737176		2.2361658		2.665528		5.0317383		1.1670327		1.1610272		1.0785296		3.0359046		1.6199846		0.84259677		1.4144213		2.3310568		0.22284508		Yes		Yes		Yes		U35_44k_v1_48406		-		gb|EAZ05802.1| 1e-15  hypothetical protein OsI_027034 [Oryza sativa (indica cultivar-group)]		LOC_Os08g08140.1 5e-17 receptor-like kinase putative expressed		ACAAAACATTACTACGTCGGCATATGGTACAAGAACATACCCGAAGACAACTGTGTGTGG		50147		0

		41004		CUST_26755_PI390587928		7.659414		7.3268905		8.576489		9.577104		8.295325		9.58095		11.021062		11.043437		8.544967		9.396042		10.604844		10.403037		1.5539192		4.7702317		5.443643		2.7631874		1.8474725		4.196398		4.0793934		1.7726816		0.8855529		2.2540593		2.4445724		1.4663334		0.63591146		2.0691514		2.0283546		0.82593346		Yes		No		No		U35_44k_v1_41004		LOC_Os10g38248.1		ref|YP_001806679.1| 4e-11  photosystem I P700 apoprotein A2 [Cryptomeria japonica]		LOC_Os10g38248.1 8e-13 photosystem I P700 chlorophyll a apoprotein A2 putative expressed		CTAGCCAGATATGAAGTGTGTGCTACGATTGCTGTTCGCAGCAACTTGTAATCGTCTTGT		53033		ATCG00340.1

		503		CUST_5622_PI390587928		5.8578935		5.4061065		5.045149		1.6096886		4.549157		5.5005755		1.4287691		1.4142281		4.1632543		5.2559185		2.4457142		1.4697403		-2.4772446		1.0676724		-12.264188		-1.1450896		-3.2369592		-1.109714		-6.0604906		-1.1018656		-1.6946392		0.09446907		-3.6163797		-0.19546056		-1.3087363		-0.15018797		-2.5994346		-0.13994837		Yes		Yes		Yes		U35_44k_v1_503		LOC_Os10g05990.1		emb|CAO17009.1| 3e-14  unnamed protein product [Vitis vinifera]		No hits found		CTCCTACTACTCTGTAATTGTTATTTACTTGTTGGTATATGTTCAGTTTTATACGTGGCC		4974		0

		8495		CUST_36866_PI390587928		5.923178		6.2716746		6.5588856		6.0036283		5.4563255		5.7397485		5.3177133		5.396649		5.4826317		5.255161		5.4455924		5.868801		-1.382091		-1.4458582		-2.3639054		-1.523067		-1.3571184		-2.0230246		-2.1633892		-1.0979613		-0.4405465		-0.53192616		-1.2411723		-0.60697937		-0.46685266		-1.0165138		-1.1132932		-0.13482714		No		Yes		Yes		U35_44k_v1_8495		LOC_Os07g27350.1		ref|NP_001059563.1| 1e-58  Os07g0457300 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g27350.1 2e-60 propionyl-CoA carboxylase putative expressed		AACTTCAGGGCCAGAAAACTCAGTATTATCGAATGAATCAATGGGAGTGGCAGAGGGAAG		16794		AT1G01770.1

		12652		CUST_7981_PI390587928		4.469727		4.576151		4.259915		4.0423684		4.695259		4.506349		7.5228953		4.760668		5.459858		4.586148		7.000115		4.9235425		1.1692084		-1.0495725		9.599641		1.6452415		1.9863652		1.0069534		6.6816297		1.8418736		0.9901309		-0.06980181		3.2629805		0.7182994		0.22553205		0.009996891		2.7402		0.8811741		No		Yes		Yes		U35_44k_v1_12652		LOC_Os10g28240.1		gb|EAY78500.1| 2e-52  hypothetical protein OsI_032459 [Oryza sativa (indica cultivar-group)]		LOC_Os10g28240.1 5e-54 calcium-transporting ATPase 13 plasma membrane-type putative expressed		TCATATTCCACATAGCGTAGGCGATTCTTTCATTGTTCTTCACTTGCGAATAATTCTTTC		31325		AT3G22910.1

		186		CUST_38595_PI390587928		12.360764		11.973251		10.439002		11.163701		13.536977		13.167798		12.940501		12.670047		13.726273		13.510798		12.734822		11.628754		2.2598286		2.2887292		5.6627355		2.8408954		2.5766723		2.9030051		4.910331		1.3803676		1.365509		1.1945467		2.5014992		1.5063457		1.1762133		1.5375471		2.2958202		0.4650526		Yes		Yes		Yes		U35_44k_v1_186		LOC_Os12g29430.1		ref|NP_001047810.1| 8e-08  Os02g0695600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g46830.1 2e-09 expressed protein		GTACACTGTACTTGTGCGACAGCAGTAATGAAATCTCGAATTGTATGCTTGCCTAAAAAA		477		0

		17485		CUST_22510_PI390587928		6.3457427		6.100208		7.536465		6.741717		5.998984		5.1688952		5.963		5.563146		5.9024143		5.176743		6.3290105		6.1307106		-1.2717004		-1.9070102		-2.9761875		-2.2635243		-1.3597378		-1.8966649		-2.3092985		-1.5273241		-0.44332838		-0.93131256		-1.5734653		-1.1785707		-0.34675884		-0.9234648		-1.2074547		-0.61100626		Yes		Yes		Yes		U35_44k_v1_17485		LOC_Os03g64050.1		gb|EAZ29369.1| 2e-25  hypothetical protein OsJ_012852 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g64050.1 5e-27 receptor protein kinase-like protein putative expressed		GAAGAAATCTCCGGCGACATTGTGTTTTTTCTTCCCTCCTTTTTGCTTTGCCCGGCTAAA		22715		AT3G53010.1

		23760		CUST_30143_PI390587928		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		1.4233465		1.3756746		7.4128485		5.7464056		2.443382		2.9115977		4.42694		1.0216568		1.2888794		0.46013927		2.890028		2.5226598		0.5092869		1.541811		2.1463099		0.030910492		Yes		Yes		Yes		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		GGAATAATAAGTAACGAATGAAATGTAAGCTTCTGTCGTGGAATGAATGCAATGGAATGG		19171		0

		42098		CUST_38489_PI390587928		6.6713448		6.216125		5.4359717		5.8826256		7.5390506		7.164616		7.170545		6.7000256		7.734222		7.608589		6.860199		5.5206985		1.8247589		1.9298532		3.3278108		1.7622273		2.0890937		2.625267		2.6837072		-1.2851413		1.0628772		0.9484911		1.7345734		0.8174		0.8677058		1.3924642		1.4242272		-0.36192703		Yes		No		No		U35_44k_v1_42098		LOC_Os06g45630.1		ref|NP_001058311.1| 1e-61  Os06g0667000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45630.1 3e-63 ATP binding protein putative expressed		TGCAAGACGTTCCTGTCGGAGTGCGATACACTGCGTAACGCGCGGCACCGGAACCTGATC		37496		AT3G47090.1

		45211		CUST_27263_PI390587928		4.8187814		5.2962375		1.6202325		1.7345933		6.585154		6.5510955		4.2412066		2.5290031		7.113028		6.6408963		4.3439574		2.241693		3.4019754		2.3864367		6.151653		1.7343678		4.904978		2.5397012		6.6057615		1.4211903		2.2942467		1.254858		2.620974		0.7944099		1.7663727		1.3446589		2.7237248		0.50709975		Yes		Yes		Yes		U35_44k_v1_45211		LOC_Os01g41720.1		gb|EAY74828.1| 2e-17  hypothetical protein OsI_002675 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41720.1 1e-18 conserved hypothetical protein		CAGCCTTTGAGACGAAGATCTACCATCGTCGCATCTCTGTAAAGTCTACATGTATGTGGT		43750		0

		25316		CUST_34239_PI390587928		6.1612396		6.6147237		7.558699		6.8442035		5.9808803		6.228058		5.7151704		5.6754518		5.833376		5.7917514		6.269057		6.639588		-1.1331661		-1.3073685		-3.5888677		-2.2481709		-1.2551534		-1.7690469		-2.4446745		-1.1523793		-0.3278637		-0.38666582		-1.8435287		-1.1687517		-0.18035936		-0.8229723		-1.2896423		-0.2046156		No		Yes		Yes		U35_44k_v1_25316		LOC_Os11g13670.1		gb|EAY80470.1| 1e-99  hypothetical protein OsI_034429 [Oryza sativa (indica cultivar-group)]		LOC_Os11g13670.1 1e-101 gibberellin receptor GID1L2 putative expressed		AAGGAGCTTATGCTGAGGATCAAAGAGTTCTTCGCCGGTAGCGACGGCAGCAAATGAGCG		22131		AT5G23530.1

		28677		CUST_28263_PI390587928		3.9093666		3.4973688		2.6056802		5.1338363		3.4784758		3.8339765		6.7179565		6.700113		3.9364252		3.8973057		6.1233697		6.139237		-1.3480657		1.2627839		17.294916		2.9613943		1.0189326		1.3194503		11.453284		2.007501		0.027058601		0.3366077		4.112276		1.5662766		-0.4308908		0.3999369		3.5176895		1.0054007		Yes		Yes		Yes		U35_44k_v1_28677		LOC_Os02g06120.1		gb|AAU12600.1| 1e-72  putative leucine-rich repeat receptor-like kinase [Oryza sativa (indica cultivar-group)]		LOC_Os02g05970.1 1e-73 phytosulfokine receptor precursor putative expressed		CAAAATTCTAGTTTCGATGGGAATCCAAATCTCTGTGGCTCTATGCTCACTCACAAATGT		27681		AT1G17240.1

		32426		CUST_15095_PI390587928		4.683962		5.032431		5.754366		5.492227		3.951743		4.0778403		3.0024776		4.0717297		3.6999056		3.5240278		2.8378458		4.9399586		-1.6611922		-1.9380299		-6.735982		-2.6767778		-1.9780189		-2.84495		-7.5502276		-1.4663897		-0.98405623		-0.9545908		-2.7518883		-1.4204974		-0.732219		-1.5084033		-2.91652		-0.5522685		Yes		No		No		U35_44k_v1_32426		-		gb|EAY80217.1| 3e-34  hypothetical protein OsI_034176 [Oryza sativa (indica cultivar-group)]		LOC_Os11g15670.1 2e-29 NBS-LRR disease resistance protein putative expressed		TCATAGAGGAATGCTTTTGCAGGCTAACACAACTTACACTCATTGGCCTTGGAAGTTTGG		27547		0

		40067		CUST_17758_PI390587928		6.2024846		6.3528686		6.277365		6.073069		5.730207		5.914314		4.9527936		5.280018		5.497853		5.277851		5.040251		6.10621		-1.3872979		-1.3552461		-2.504585		-1.7327353		-1.6297287		-2.1067476		-2.3572657		1.0232376		-0.7046318		-0.43855476		-1.3245716		-0.79305124		-0.47227764		-1.0750175		-1.2371144		0.033141136		No		Yes		Yes		U35_44k_v1_40067		LOC_Os04g33040.1		ref|NP_001052697.1| 6e-64  Os04g0403300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33040.1 9e-65 alpha-amylase type B isozyme precursor putative expressed		AAGGATTAAATGGGATGTATAATCGTTATGATGGTATCCCAATATCATGGGACGAACATG		36370		AT1G76130.1

		142		CUST_26546_PI390587928		8.401385		8.09871		9.497769		7.9425564		8.487909		7.9880486		7.299223		7.1953864		7.871605		7.7853303		8.193177		7.5667205		1.0618088		-1.0797232		-4.590166		-1.678497		-1.4437094		-1.2426153		-2.4701388		-1.2975912		-0.5297804		-0.11066151		-2.1985464		-0.74717		0.08652401		-0.31337976		-1.3045921		-0.3758359		No		Yes		Yes		U35_44k_v1_142		LOC_Os12g19381.1		sp|P07398|RBS3_WHEAT 1e-52  Ribulose bisphosphate carboxylase small chain clone 512 (RuBisCO small subunit)		LOC_Os12g19470.2 5e-46 ribulose bisphosphate carboxylase small chain C chloroplast precursor putative expressed		CCAAAGCCGTAATCTCTGGTTTGAATATTGTTATATTTCTCACCGAGTAACAATGGTATA		36259		AT1G67090.1

		46964		CUST_34504_PI390587928		7.5802007		7.5468383		6.660954		7.994877		7.2767715		8.812712		8.66499		9.512134		7.1995144		8.169986		8.662705		8.571984		-1.2340742		2.4047275		4.011207		2.8624623		-1.3019611		1.5402318		4.004859		1.4918551		-0.38068628		1.2658734		2.0040364		1.5172567		-0.30342913		0.6231475		2.0017514		0.5771074		Yes		Yes		Yes		U35_44k_v1_46964		LOC_Os03g41390.1		gb|EAZ27762.1| 7e-10  hypothetical protein OsJ_011245 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g41390.1 2e-11 zinc-finger protein 1 putative expressed		CGTACGTACTGTATCTCAGTAGAACGGTTCTTTCATTGATTAATTAATTTGTTTGGTGTG		47684		0

		6391		CUST_2379_PI390587928		10.408769		10.606887		9.761073		9.804648		11.076755		11.705619		11.971736		11.307517		11.524653		11.807518		11.5679655		9.377738		1.5888532		2.1416638		4.628879		2.8340569		2.1672788		2.298402		3.498878		-1.3443515		1.1158848		1.098732		2.2106628		1.5028687		0.6679859		1.2006311		1.8068924		-0.4269104		Yes		Yes		Yes		U35_44k_v1_6391		LOC_Os03g15780.1		dbj|BAF30813.1| 0.0  anthranilate synthase alpha 2 subunit [Avena sativa]		LOC_Os03g15780.1 0.0 anthranilate synthase component I-1 chloroplast precursor putative expressed		CTTATGTCGTCCTGTGAACTGAATAAATCTGGAACTATAATAAAGATGTGTTCATCGGAT		17027		AT5G05730.1

		41623		CUST_31382_PI390587928		7.6320605		7.642115		9.824419		8.189982		6.3526006		6.6563354		5.6551685		3.792659		4.6831403		5.3839874		6.979303		7.3854375		-2.427481		-1.9803834		-17.991587		-21.072996		-7.7217093		-4.7837024		-7.1856375		-1.7465948		-2.9489202		-0.98577976		-4.1692505		-4.3973236		-1.27946		-2.2581277		-2.8451161		-0.8045449		Yes		Yes		Yes		U35_44k_v1_41623		LOC_Os03g57080.1		gb|EAZ28814.1| 1e-10  hypothetical protein OsJ_012297 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57080.1 1e-12 patatin-like protein 3 putative expressed		GGCAGCAGCCGGGTTTCCATTGTAAATGAGGATTAACAAACTAACAACTTTTACAAAAAA		None		0

		26572		CUST_13128_PI390587928		8.696689		9.031282		9.673641		9.485612		7.942209		8.364357		7.5459495		8.092402		7.597634		7.3506546		7.7388253		9.001789		-1.6870233		-1.5876858		-4.3701773		-2.6266236		-2.142143		-3.2056742		-3.8232932		-1.3984443		-1.0990548		-0.66692543		-2.1276917		-1.3932095		-0.7544799		-1.6806278		-1.9348159		-0.48382282		Yes		Yes		Yes		U35_44k_v1_26572		LOC_Os12g01360.1		gb|EAZ19354.1| 4e-55  hypothetical protein OsJ_033563 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01360.1 9e-57 expressed protein		TTATTAGGCCTTCTGCAGTGTCTGCTACTCAAACGAATGCAACCCCCAAAAAGAGTGTTT		24585		AT2G29970.1

		22180		CUST_6846_PI390587928		9.574578		9.86163		8.615302		8.307519		9.259273		9.73734		7.2896657		7.9903283		9.126351		9.193893		7.7896676		8.192819		-1.2442753		-1.0899715		-2.5064342		-1.2459021		-1.3643625		-1.5885792		-1.7723143		-1.0827501		-0.44822693		-0.12429047		-1.3256364		-0.31719065		-0.3153057		-0.667737		-0.8256345		-0.11470032		No		Yes		Yes		U35_44k_v1_22180		LOC_Os03g02980.1		ref|NP_001048797.1| 2e-36  Os03g0122000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02980.1 4e-38 ATP binding protein putative expressed		CGAGCTGACTATGCGACACAGGTGAACTTTGTTTAAACTGTGATGTGTGAAAATACATTT		18344		AT3G61960.1

		18408		CUST_2099_PI390587928		9.833724		10.238883		10.482795		10.406205		9.307643		9.859994		9.411536		9.807808		9.156955		9.223367		9.687641		10.218807		-1.4400122		-1.3003402		-2.1012657		-1.5140337		-1.5985559		-2.0216262		-1.7352622		-1.1387081		-0.67676926		-0.37888908		-1.0712585		-0.59839725		-0.5260811		-1.0155163		-0.7951536		-0.18739796		No		Yes		Yes		U35_44k_v1_18408		LOC_Os03g17900.1		ref|NP_001049783.1| 0.0  Os03g0288300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17900.1 0.0 catalytic/ hydrolase putative expressed		TAAAGTAGTCTTGCTGCACCAGCATTCCTGATTCCTGAAATGTAGTATTTGCTTAAAAAA		10254		AT3G09690.2

		20691		CUST_24627_PI390587928		11.093944		9.930148		10.051759		11.286981		10.370202		9.066167		7.641127		9.686141		9.982614		8.218453		8.115417		11.181316		-1.6514595		-1.8200539		-5.317071		-3.0331979		-2.1604474		-3.2754536		-3.8273404		-1.0759897		-1.11133		-0.86398125		-2.4106317		-1.6008396		-0.72374153		-1.7116947		-1.9363422		-0.10566425		Yes		Yes		Yes		U35_44k_v1_20691		LOC_Os03g09070.1		gb|EAY88855.1| 6e-46  hypothetical protein OsI_010088 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09070.1 3e-47 protein binding protein putative expressed		CGTGCAGATGATGTGTCAGGGTTCATGTAAATTGCGAGATCGACTCAGTTTGAGAAAAAA		14521		AT1G78230.1

		46501		CUST_14625_PI390587928		3.6501086		3.4789026		3.7788475		4.901571		3.1837158		3.3326447		3.6766808		3.6266663		3.0448503		2.4519627		3.6428187		4.233007		-1.3816506		-1.1066952		-1.0733843		-2.419828		-1.521251		-2.0376976		-1.0988761		-1.5894899		-0.6052582		-0.14625788		-0.10216665		-1.2749045		-0.46639276		-1.0269399		-0.13602877		-0.66856384		No		Yes		Yes		U35_44k_v1_46501		LOC_Os04g55710.1		gb|AAG28786.1|AF308474_1 2e-63  asparaginase [Hordeum vulgare]		LOC_Os04g55710.1 3e-59 transposon protein putative unclassified expressed		TGTTGATCTGATCTGGTTTCAAACTTGATTTGTTTGCAGGGACTGGAGGTGGTGGACAAC		8740		AT3G16150.1

		46855		CUST_36509_PI390587928		1.4555117		1.7711388		2.1469276		1.9967996		1.6644608		2.0592382		3.907235		4.052294		2.4330637		1.7018256		4.0667048		1.649459		1.1558459		1.2210306		3.3877027		4.1568604		1.9691215		-1.0492171		3.783646		-1.2722133		0.97755206		0.2880994		1.7603073		2.0554943		0.20894909		-0.06931317		1.9197772		-0.34734058		Yes		No		No		U35_44k_v1_46855		-		No hits found		No hits found		CATGTTTATGAACAAATATTGTTTCGGTATGGTCTAAAACGTCTTACATACAGGGAGTGT		47478		0

		12924		CUST_39833_PI390587928		7.8079505		7.64663		7.937357		8.393108		7.78406		7.858949		9.1158905		8.680913		7.7302833		7.9635525		8.642901		8.171669		-1.0166975		1.1585493		2.263466		1.2207812		-1.0553102		1.2456707		1.63076		-1.1658962		-0.07766724		0.21231937		1.1785336		0.2878046		-0.023890495		0.31692266		0.7055445		-0.22143936		No		Yes		Yes		U35_44k_v1_12924		LOC_Os06g01440.1		gb|EAZ35534.1| 6e-21  hypothetical protein OsJ_019017 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01440.1 1e-22 integral membrane protein expressed		GAGGGTGTACAATATAATTACAACAGATGTCTCCCTGAGCTTCGTATTTATTTTTCAGTA		31550		AT4G27870.1

		23866		CUST_3338_PI390587928		3.9783192		3.8171473		2.1537356		4.0521846		4.599723		6.1844735		7.750736		6.870505		5.5035324		6.0957656		7.4109955		6.0106406		1.5383712		5.1598396		48.402195		7.0534067		2.8782926		4.8521304		38.246605		3.8864584		1.5252132		2.3673263		5.5970006		2.8183203		0.6214037		2.2786183		5.25726		1.958456		Yes		Yes		Yes		U35_44k_v1_23866		-		No hits found		No hits found		TATTCACATTCACTCATATACGGCGCAGTAGCTTTCCTCGCGTGAAGGCAACAATTTGTG		19731		0

		38885		CUST_37507_PI390587928		7.460268		9.073909		6.54558		6.6200213		6.803913		8.256644		6.327076		7.3784766		7.1178355		8.375817		5.8238235		4.2894115		-1.5760955		-1.7620618		-1.1635264		1.6916783		-1.2678926		-1.6223572		-1.6491886		-5.030179		-0.3424325		-0.81726456		-0.21850395		0.7584553		-0.6563549		-0.6980915		-0.72175646		-2.3306098		Yes		No		No		U35_44k_v1_38885		LOC_Os07g45260.1		ref|NP_001060465.1| 1e-06  Os07g0646800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g45260.1 3e-08 transferase transferring glycosyl groups putative expressed		ATGTGTATATGTATACGTGCGAATGTACTGGGTACAATGTAGGCCTTCAAAGTTAAAAAA		None		0

		24478		CUST_8640_PI390587928		10.143189		9.621179		9.335963		10.085563		10.448228		10.714156		10.964615		10.470018		10.657884		10.794614		10.787079		10.253989		1.2354516		2.1331384		3.0922387		1.3053672		1.4286913		2.255481		2.734194		1.1238321		0.5146942		1.0929775		1.6286516		0.38445568		0.30503845		1.1734352		1.4511156		0.16842651		No		Yes		Yes		U35_44k_v1_24478		LOC_Os02g57700.1		gb|EAY86992.1| 2e-30  hypothetical protein OsI_008225 [Oryza sativa (indica cultivar-group)]		LOC_Os06g06760.3 5e-27 protein kinase putative expressed		AACGGACGGATTTACAGATAGTGATCTGGAAAATTGCGTGCATGTGCATGTAGTTGATTA		35917		AT2G45910.1

		38228		CUST_10787_PI390587928		3.807812		4.0943046		4.3199105		5.0935807		3.37199		3.8005917		4.037476		4.6499825		3.6359787		2.8237712		3.234582		4.6185336		-1.3526813		-1.2257909		-1.2162455		-1.3599921		-1.126489		-2.4125073		-2.1218586		-1.3899636		-0.17183328		-0.29371285		-0.28243446		-0.44359827		-0.435822		-1.2705333		-1.0853286		-0.4750471		No		Yes		Yes		U35_44k_v1_38228		LOC_Os05g51790.2		ref|NP_001056521.1| 4e-24  Os05g0596600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51790.1 8e-26 ATP binding protein putative expressed		CAGGCTTTAGTGGATCAATCGTATATAGGTACAAATCAAGCGGATCAAAGCGCAGATGAT		26588		AT5G15920.1

		271		CUST_16494_PI390587928		9.46388		10.298473		9.213685		10.535484		10.00794		10.534194		11.3282		11.309486		10.190283		10.861305		10.818416		10.631867		1.4580708		1.1774948		4.3304453		1.7100068		1.6545091		1.4771659		3.0413895		1.0690899		0.72640324		0.23572063		2.1145153		0.7740021		0.5440607		0.5628319		1.6047306		0.096383095		No		Yes		Yes		U35_44k_v1_271		LOC_Os12g25690.1		gb|AAR84297.1| 0.0  UDP-glucose dehydrogenase [Cinnamomum osmophloeum]		LOC_Os03g55070.2 0.0 UDP-glucose 6-dehydrogenase putative expressed		CTTTATCATGTTACTGGTGTTCATCCTGTTGGTTATACATGTGGCTTCAGTTACTAAAAA		2148		AT3G29360.2

		16304		CUST_7877_PI390587928		11.527503		11.1673765		11.122979		11.306455		12.015953		11.9332		13.007683		12.175523		12.075294		12.28268		12.931428		11.926533		1.4029368		1.7003402		3.6927705		1.8264828		1.4618452		2.1664052		3.5026548		1.5369583		0.5477905		0.76582336		1.8847036		0.86906815		0.48845005		1.115303		1.8084488		0.6200781		Yes		Yes		Yes		U35_44k_v1_16304		LOC_Os07g35260.1		gb|EAZ04185.1| 4e-81  hypothetical protein OsI_025417 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35260.1 4e-72 serine/threonine kinase-like protein putative expressed		TGGTGGTAGAAATTTTACTGAACAATGGCATAATACGCCAGTGTAATTGTATTGTTTGGG		6958		AT4G23160.1

		34565		CUST_38014_PI390587928		4.8629603		4.3940816		5.0003037		4.122311		4.367356		3.413357		3.345273		2.393278		4.1379766		3.3513892		3.7032192		3.2235928		-1.4099114		-1.9734563		-3.149299		-3.315056		-1.652882		-2.0600686		-2.457318		-1.864409		-0.7249837		-0.9807246		-1.6550307		-1.7290332		-0.49560452		-1.0426924		-1.2970846		-0.89871836		Yes		No		No		U35_44k_v1_34565		-		ref|XP_389242.1| 9e-18  hypothetical protein FG09066.1 [Gibberella zeae PH-1]		No hits found		GGCAACTCTTACTGCTGCAAGACTGACGCCCCTTTTTGGCTCTCTCATCCACGTTGCTCT		None		0

		23604		CUST_3065_PI390587928		8.20728		8.768146		7.83341		8.263936		7.5992		8.248003		6.585321		7.494816		7.45678		7.4157443		6.9582176		7.892987		-1.5242298		-1.4340969		-2.3752656		-1.7042302		-1.682376		-2.5533676		-1.8342524		-1.2932035		-0.7505002		-0.52014256		-1.2480888		-0.7691202		-0.6080804		-1.3524013		-0.87519217		-0.37094927		No		Yes		Yes		U35_44k_v1_23604		LOC_Os03g29960.1		ref|NP_001050357.1| 2e-47  Os03g0412900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29960.1 4e-49 expressed protein		AAGTTGGTTAGCAATGTTGAGAACGATAACACGGATATGGTGGCTTCAATGAAGAAAAAA		19181		0

		22300		CUST_13958_PI390587928		6.1184387		6.207845		6.034352		5.6235785		5.766215		5.66201		4.1755385		4.2969174		5.628296		5.468639		5.0452685		5.6992607		-1.2765268		-1.4598651		-3.627092		-2.5082152		-1.4045839		-1.6692573		-1.9849234		1.0538592		-0.49014282		-0.545835		-1.8588133		-1.3266611		-0.35222387		-0.7392063		-0.9890833		0.07568216		Yes		No		No		U35_44k_v1_22300		LOC_Os02g51030.1		ref|NP_001048100.1| e-109  Os02g0744100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g51030.1 1e-111 S-adenosylmethionine-dependent methyltransferase/ methyltransferase putative expressed		CCTTTTCTATCTTGGAGTAATAAATCCTGCAGGCCTTGCTGAGCAGGCACTTCGAATAAA		16478		AT1G69526.2

		15253		CUST_8054_PI390587928		5.3901386		5.6054535		6.083224		6.12408		4.709263		4.464684		3.901911		3.6111958		4.8155394		4.5513453		4.8769255		5.778507		-1.6031126		-2.204986		-4.5356607		-5.7076006		-1.4892638		-2.0764341		-2.3074484		-1.2706555		-0.57459927		-1.1407695		-2.1813128		-2.5128844		-0.6808758		-1.0541081		-1.2062984		-0.34557295		Yes		Yes		Yes		U35_44k_v1_15253		-		No hits found		No hits found		GATGAACAAATACATTCAAAAGTGTGGTGTTGAACTCGAAAGACAAATCGTTGATTAGTG		3986		0

		18772		CUST_15029_PI390587928		7.312315		7.126841		3.5697863		5.067743		6.754743		6.9200034		9.814667		10.888999		6.859363		6.324526		5.596499		3.919977		-1.4717901		-1.1541555		75.83967		56.542202		-1.3688382		-1.7438974		4.0747533		-2.2157052		-0.4529519		-0.20683765		6.2448807		5.821256		-0.5575719		-0.80231524		2.0267127		-1.1477659		Yes		Yes		Yes		U35_44k_v1_18772		LOC_Os10g05660.1		gb|EAY82495.1| e-105  hypothetical protein OsI_036454 [Oryza sativa (indica cultivar-group)]		LOC_Os03g14050.1 1e-102 thaumatin-like protein 1 precursor putative expressed		TTTGTTGAGCGGAAATGATGATGTGTTCATTGTTCGTCGTGATATAGTATGAATCGTCAC		10004		AT1G75800.1

		44727		CUST_24178_PI390587928		5.786368		4.3232183		2.1619503		4.7830505		5.3371186		4.614418		1.9992605		1.8396044		4.729422		3.4896955		1.7003736		4.6797576		-1.3653296		1.2236574		-1.1193721		-7.692466		-2.0805223		-1.7820314		-1.377046		-1.0742226		-1.0569458		0.29119968		-0.1626898		-2.9434462		-0.44924927		-0.8335228		-0.4615767		-0.10329294		No		Yes		Yes		U35_44k_v1_44727		LOC_Os07g37580.3		gb|EAZ40301.1| 3e-35  hypothetical protein OsJ_023784 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37580.3 7e-37 D-erythro-sphingosine kinase/ diacylglycerol kinase putative expressed		CTCTCACACATACAAAACTGACGATCAGTCATTGGCATTGTCAATCTTGGCTCCATAGCC		42812		AT4G21540.1

		46201		CUST_39995_PI390587928		7.5313644		7.475961		7.7563567		7.1577086		7.2622943		7.3911247		6.464832		6.6810517		6.9570394		6.543331		6.486769		6.7320266		-1.2050309		-1.0605675		-2.4478664		-1.3915155		-1.4889808		-1.9087526		-2.4109263		-1.3432074		-0.5743251		-0.08483648		-1.2915249		-0.4766569		-0.26907015		-0.93263006		-1.2695875		-0.42568207		No		Yes		Yes		U35_44k_v1_46201		LOC_Os12g29550.1		ref|NP_001066766.1| 6e-71  Os12g0479900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g29550.1 8e-73 expressed protein		AGAAAGTGGATGTACTCATATCCCGAGTTTGGAGATCATTGCAAAGGGGTATCATGATTG		45937		AT3G19340.1

		20163		CUST_41187_PI390587928		9.13062		8.894412		8.53757		8.924721		9.097592		9.135446		9.698612		8.98406		9.122843		9.324972		9.931333		9.134442		-1.0231571		1.181839		2.2361891		1.0419886		-1.0054053		1.3477567		2.6276307		1.1564649		-0.007777214		0.24103355		1.1610422		0.059339523		-0.03302765		0.4305601		1.3937626		0.20972157		No		Yes		Yes		U35_44k_v1_20163		LOC_Os01g15350.1		gb|EAZ11301.1| 2e-17  hypothetical protein OsJ_001126 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g15350.1 4e-19 zinc finger CCCH type domain-containing protein ZFN-like 3 putative expressed		TATGTATATTCACAATGCGAACATAAGAAACTGCGTAATGGAACACTCGAACCCTCGAAA		12284		0

		3169		CUST_38451_PI390587928		11.651156		12.351598		11.269894		10.682606		11.110473		11.715392		10.601291		10.229289		11.225182		11.173721		10.718968		8.395984		-1.4546617		-1.554236		-1.589533		-1.3691844		-1.34348		-2.2624352		-1.465025		-4.8791237		-0.42597485		-0.6362057		-0.66860294		-0.4533167		-0.54068375		-1.1778765		-0.55092525		-2.286622		Yes		No		No		U35_44k_v1_3169		LOC_Os01g47780.1		gb|ABI95404.1| 1e-66  fasciclin-like protein FLA14 [Triticum aestivum]		LOC_Os01g47780.1 3e-64 fasciclin-like arabinogalactan protein 7 precursor putative expressed		ACATTTTGGGTTCCTGCTAGTGCGATTGAAAGACATGGTCCATTTGCGATTTGGGTGTGT		8273		AT1G03870.1

		36518		CUST_25983_PI390587928		6.10103		5.996938		6.4703784		6.9445624		5.5724525		5.2775707		5.4800687		5.4392085		5.5176835		5.201281		5.4101596		6.3104115		-1.442506		-1.64646		-1.9866115		-2.838943		-1.4983206		-1.7358679		-2.0852478		-1.5520241		-0.58334637		-0.7193675		-0.9903097		-1.5053539		-0.5285773		-0.79565716		-1.0602188		-0.634151		No		Yes		Yes		U35_44k_v1_36518		-		ref|NP_001060413.1| 4e-20  Os07g0639000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44550.1 1e-21 peroxidase 1 precursor putative expressed		TCGTGCGTGCCTATGTGTGTGTCAGTGTGTTAATAAAGGTATACAGTACAGGACAAAAAA		7082		AT5G14130.1

		19739		CUST_9465_PI390587928		14.693638		14.506734		14.425702		14.550681		14.960971		15.003436		15.466953		14.893811		15.217773		15.022605		15.205237		14.667872		1.2035809		1.4109845		2.0580118		1.2685058		1.4380717		1.4298571		1.7165779		1.0846212		0.5241356		0.4967022		1.0412512		0.3431301		0.26733303		0.51587105		0.7795353		0.117191315		No		Yes		Yes		U35_44k_v1_19739		LOC_Os08g01590.2		ref|NP_001060795.1| 4e-57  Os08g0107100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01590.2 8e-59 expressed protein		TAATGGAGGGATGGGAGTACATGCTAGCTTGATCGCTTGTGTGTACACTGAAACGAATGA		13527		0

		16716		CUST_13764_PI390587928		13.469476		13.082565		13.1345215		13.088815		14.141399		13.97285		15.726658		13.94432		14.547302		14.923561		15.311158		13.612529		1.5931959		1.8535416		6.0299096		1.809392		2.1108537		3.5825722		4.5209837		1.4376515		1.0778265		0.89028454		2.5921364		0.855505		0.67192364		1.8409958		2.1766367		0.52371407		Yes		Yes		Yes		U35_44k_v1_16716		LOC_Os02g33110.2		gb|AAZ29515.1| e-165  cell wall invertase [Lolium perenne]		LOC_Os02g33110.1 1e-145 beta-fructofuranosidase insoluble isoenzyme 1 precursor putative expressed		GCTTCCAACACGTGATGTACGAATAAACAGGAAGATTCCACACTGTTATTAAAGATAATT		6539		AT3G52600.2

		517		CUST_5039_PI390587928		12.625051		13.656817		13.163247		13.711186		13.485886		14.26024		15.133453		14.173263		13.767985		14.505699		14.470769		13.615453		1.8160893		1.5193162		3.9182413		1.3775228		2.208298		1.8011043		2.4751601		-1.0686086		1.1429348		0.60342216		1.9702063		0.4620762		0.8608351		0.8488817		1.3075218		-0.09573364		No		Yes		Yes		U35_44k_v1_517		LOC_Os03g55070.3		emb|CAO41885.1| 1e-18  unnamed protein product [Vitis vinifera]		LOC_Os12g25690.1 4e-20 UDP-glucose 6-dehydrogenase putative expressed		AGGGGAAGGAAGGAAGGAAGATGAGCCGGTGGTTTGAGTTTGACCATATCCATTCTTTAT		2149		AT1G26570.1

		12385		CUST_38868_PI390587928		5.5376983		6.2774796		6.8301635		6.040277		4.545749		5.524687		5.1797466		4.921457		4.192386		4.6380773		4.882355		5.927588		-1.9888701		-1.6850517		-3.1392434		-2.171693		-2.5408516		-3.1153677		-3.8578799		-1.0812417		-1.3453121		-0.75279284		-1.6504169		-1.1188202		-0.9919491		-1.6394024		-1.9478083		-0.11268902		Yes		No		No		U35_44k_v1_12385		LOC_Os01g48790.3		gb|EAZ13092.1| 1e-83  hypothetical protein OsJ_002917 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48790.3 3e-85 YT521-B-like family protein expressed		GCAGAGATTCATATAATCTTCCTGATTTTGTTACGAAGTATGAGCAAGCTTTGTTCTTCG		33704		AT1G79270.1

		397		CUST_13347_PI390587928		13.259839		14.223371		13.8052225		14.3395605		13.82196		14.664224		15.504109		14.69006		14.184117		15.027997		14.885536		14.148076		1.4764386		1.3574067		3.2465038		1.2750016		1.8977346		1.7466935		2.1144958		-1.1419381		0.92427826		0.44085312		1.6988869		0.35049915		0.5621214		0.80462646		1.0803137		-0.19148445		No		Yes		Yes		U35_44k_v1_397		LOC_Os03g55070.2		ref|NP_001066705.1| 0.0  Os12g0443500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g25690.1 0.0 UDP-glucose 6-dehydrogenase putative expressed		GGTTGGTTCCTCAACTGTTTTGCTGAAATTGTTACAGAATCAAATGTGTTTTTAAGCCAA		2144		AT5G15490.1

		47030		CUST_18459_PI390587928		3.8820622		4.4303308		1.5193772		1.6373183		3.1347036		4.644521		2.5189097		3.0633323		3.7480059		5.842964		3.5032465		3.3570058		-1.6787164		1.1600528		1.999352		2.687033		-1.0973748		2.6622267		3.9555254		3.2936506		-0.13405633		0.21419048		0.99953246		1.4260141		-0.74735856		1.4126334		1.9838693		1.7196876		Yes		No		No		U35_44k_v1_47030		LOC_Os09g37040.1		gb|EAZ09934.1| 2e-15  hypothetical protein OsI_031166 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37040.1 5e-17 bZIP protein putative expressed		CTGTTGCTTGTAATTATTCTGTTAGCCTGATATGAATCAAGTGAGGATTCGCTCTAAAAA		47807		0

		402		CUST_35769_PI390587928		11.304812		10.626945		10.195802		10.351913		11.062434		10.107282		13.224097		12.755216		11.528961		10.556201		12.479123		10.532508		-1.1829411		-1.4336202		8.158452		5.2901263		1.1680878		-1.0502578		4.867974		1.1333507		0.22414875		-0.51966286		3.0282955		2.4033022		-0.24237823		-0.07074356		2.2833214		0.18059444		No		Yes		Yes		U35_44k_v1_402		LOC_Os01g71080.1		gb|ABU55396.1| 7e-72  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 7e-67 xylanase inhibitor TAXI-IV putative expressed		CCAGGGCGGGATAGTGATCCACAATTTCATGATAATTTGTAGTGTTGGAATAAAATAAAT		4633		AT1G03220.1

		26028		CUST_1652_PI390587928		9.41331		9.402344		10.129517		9.107215		8.789875		8.863816		8.444649		8.692948		8.301179		8.5116415		9.150353		9.478585		-1.5405388		-1.4524893		-3.2151093		-1.3326211		-2.1616473		-1.8540784		-1.9713216		1.2935809		-1.1121311		-0.5385275		-1.6848679		-0.4142666		-0.623435		-0.89070225		-0.97916317		0.37137032		No		Yes		Yes		U35_44k_v1_26028		LOC_Os04g42420.2		gb|EAY94754.1| 1e-29  hypothetical protein OsI_015987 [Oryza sativa (indica cultivar-group)]		LOC_Os04g42420.2 3e-31 nodulin-like protein putative expressed		CCTTCGTCGTACCACGAGTTTATGTATTCTATATCAATCTCAGCAATAGCATCTTGTATT		49641		AT1G80530.1

		48112		CUST_26092_PI390587928		1.48731		1.8213781		3.3658803		2.2213724		2.3456335		2.2313147		6.740637		3.6767445		2.16216		1.6567496		5.484619		1.7613802		1.8129303		1.3286273		10.372966		2.7422729		1.5964307		-1.1208774		4.343141		-1.3755343		0.67484987		0.40993655		3.3747566		1.4553721		0.85832345		-0.1646285		2.118739		-0.45999217		Yes		No		No		U35_44k_v1_48112		LOC_Os04g01320.1		emb|CAH65767.1| 3e-17  OSIGBa0148I18.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01310.1 6e-19 serine/threonine-protein kinase receptor precursor putative expressed		AGAGCAAACGCAATAAAGTTTAACAGACACACAGACACGAGACGTGCCTGCGGTAAAAAA		None		AT1G65790.1

		5533		CUST_13726_PI390587928		10.709125		10.455138		10.014552		10.058388		10.515161		10.559064		8.917777		9.422797		10.319261		10.2409525		9.308631		10.059833		-1.1439024		1.0746938		-2.1387606		-1.5535736		-1.3102698		-1.160049		-1.6311859		1.001002		-0.38986397		0.103925705		-1.096775		-0.63559055		-0.193964		-0.21418571		-0.7059212		0.0014448166		No		Yes		Yes		U35_44k_v1_5533		LOC_Os12g40279.1		ref|NP_001067177.1| 0.0  Os12g0594200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40279.1 0.0 protein kinase domain containing protein expressed		ACGCATGCACACACATCTACCACAGGTATAAAGTACAGCTTGTTAGAGTTATAATATAAA		12078		AT3G50380.1

		21383		CUST_9243_PI390587928		9.435348		9.329406		10.637472		10.32491		10.185723		10.651454		12.9438095		11.212322		10.925377		11.865128		12.23659		9.866037		1.682231		2.5002081		4.9462576		1.8498548		2.8089468		5.798669		3.0295808		-1.3744675		1.4900293		1.3220482		2.3063374		0.8874121		0.75037575		2.5357218		1.5991182		-0.4588728		Yes		Yes		Yes		U35_44k_v1_21383		LOC_Os06g04070.1		No hits found		No hits found		CGCCGCCACCAGAAACAAACAGCACAGAAATTAACGTATACAGCACAAAGAAACAAAAAA		16526		0

		4106		CUST_16005_PI390587928		3.376663		4.009729		5.3290634		4.0269713		2.8424604		3.0685685		3.7756507		3.9614418		3.1849296		3.1738555		3.369881		2.725766		-1.4481415		-1.9200721		-2.935106		-1.046469		-1.1421351		-1.7849373		-3.8884158		-2.464347		-0.19173336		-0.94116044		-1.5534127		-0.065529585		-0.5342026		-0.83587337		-1.9591825		-1.3012054		Yes		No		No		U35_44k_v1_4106		LOC_Os02g34990.2		gb|EAY86274.1| 3e-99  hypothetical protein OsI_007507 [Oryza sativa (indica cultivar-group)]		LOC_Os02g34990.2 1e-100 amino acid binding protein putative expressed		AACATAACAGTAAACTGCCATATGCAAGGGCAAGTCTGGCCCTTGTTCAGGTTCCAAGAT		9532		AT1G76990.5

		39659		CUST_23582_PI390587928		1.4840012		2.218875		1.5970874		1.5275913		7.957889		8.348023		8.86245		7.8529115		1.4666482		1.4503042		1.81038		1.6304549		88.88622		69.99347		153.84804		80.188324		-1.0121008		-1.7035813		1.1593311		1.0739028		-0.017352939		6.1291485		7.2653623		6.3253202		6.473888		-0.7685708		0.2132926		0.10286355		Yes		Yes		Yes		U35_44k_v1_39659		-		No hits found		No hits found		GGAACAGTCTATTGCTAGAGTCAAGTTACTACTTAGTAAGTGATTAGATACCTGGATAAT		None		0

		10164		CUST_19501_PI390587928		7.5533957		8.241873		8.215125		10.05669		8.693469		11.788503		11.127381		9.610295		8.062627		10.463673		11.475003		10.291623		2.2039223		11.685357		7.527946		-1.362631		1.4232914		4.66475		9.5790205		1.176852		0.5092311		3.54663		2.9122562		-0.44639492		1.1400733		2.2217999		3.2598782		0.2349329		Yes		Yes		Yes		U35_44k_v1_10164		-		No hits found		No hits found		ATTCCCAGCAGTGATAGTATATCCGGCGAGCAGCTATCCTGCTTCCTTTTGTTCAAAAAA		48727		0

		15802		CUST_29154_PI390587928		5.8725286		5.8815207		5.967073		5.930467		5.4037433		5.4039035		4.503611		5.3289676		5.3950744		5.2099013		4.5076394		5.3542004		-1.3839437		-1.392442		-2.757693		-1.5172929		-1.3922846		-1.59286		-2.7500036		-1.4909861		-0.4774542		-0.47761726		-1.4634619		-0.60149956		-0.4687853		-0.6716194		-1.4594336		-0.57626677		No		Yes		Yes		U35_44k_v1_15802		LOC_Os03g20790.1		No hits found		No hits found		ACATAGACTCCGCTACCACGAGCCTTGGTGAGGAGCGAGGGGTTGCTTGATTGCTTCGTA		30670		0

		43635		CUST_36614_PI390587928		3.5931826		3.8341713		1.4853271		2.442193		4.878054		4.893753		5.832229		4.9674397		5.29711		4.338524		4.558562		2.865222		2.4366035		2.0843272		20.349224		5.756718		3.2578666		1.4184866		8.416582		1.3407395		1.7039275		1.0595818		4.346902		2.5252466		1.2848716		0.50435257		3.0732346		0.42302895		Yes		Yes		Yes		U35_44k_v1_43635		LOC_Os11g13970.1		ref|NP_001056538.1| 2e-37  Os06g0103200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01350.1 5e-39 transferase putative expressed		TTCGCCTCGTGGGACGTCTCCATGATAAACGCCAACTACATCCAGAAGGGCCTCCTGTTC		40540		AT3G50280.1

		1430		CUST_7716_PI390587928		12.7845125		12.6648245		10.833356		11.55123		12.307208		11.216179		13.812972		15.152827		12.72503		12.505305		13.009801		12.940083		-1.3921402		-2.7295167		7.887763		12.139161		-1.042092		-1.1169149		4.520383		2.6187024		-0.059482574		-1.4486456		2.9796162		3.6015968		-0.47730446		-0.1595192		2.176445		1.3888521		No		Yes		Yes		U35_44k_v1_1430		LOC_Os01g42860.1		emb|CAA69915.1| 2e-19  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 1e-19 subtilisin-chymotrypsin inhibitor 2 putative expressed		TCTTCACATCATCCAGTTATAATCGGTCGAATAAATAAGCGTGGGTATGACCTGAAAAAA		3383		0

		1373		CUST_7667_PI390587928		9.148757		9.557174		9.041168		9.011077		9.38638		9.810292		10.141767		9.449987		9.554703		9.911934		10.042708		9.1560755		1.1790487		1.1917804		2.1444361		1.3555802		1.3249573		1.278773		2.0021362		1.1057296		0.40594578		0.25311852		1.1005983		0.43891048		0.23762321		0.35476017		1.0015402		0.14499855		No		Yes		Yes		U35_44k_v1_1373		LOC_Os01g19470.1		gb|EAZ11570.1| 2e-62  hypothetical protein OsJ_001395 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g19470.1 5e-64 nodal modulator 1 precursor putative expressed		CTGGCTGTATTAAAGCAACTCGCGTTTGCTACAATTGATTGAACTTTTTTCAGTCTAAAA		4659		AT3G62360.1

		502		CUST_5624_PI390587928		11.605838		11.530765		11.914139		12.943855		12.68586		13.566906		14.94276		14.802558		13.055181		14.651062		14.961395		14.875851		2.114068		4.101471		8.160297		3.6268137		2.7308362		8.695671		8.266384		3.815826		1.4493427		2.0361414		3.0286217		1.8587027		1.0800219		3.1202974		3.0472565		1.9319954		Yes		Yes		Yes		U35_44k_v1_502		LOC_Os08g45000.1		gb|AAN37901.1| 5e-43  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10690.1 1e-25 inorganic phosphate transporter 1-5 putative expressed		TCAACTCAGGAGTCGAGTACAACAACAATACTACTATTGTCATGTGTCAGAGTTCTCCAT		7944		AT2G38940.1

		46101		CUST_19479_PI390587928		9.60399		9.44102		8.7558775		8.689286		9.323627		8.814568		6.8983064		7.1014733		8.942616		8.225537		6.9706516		7.7725024		-1.2144997		-1.5437642		-3.6239703		-3.005933		-1.5815872		-2.3221846		-3.4467242		-1.8879019		-0.66137314		-0.62645245		-1.8575711		-1.5878129		-0.28036213		-1.2154827		-1.7852259		-0.9167838		Yes		Yes		Yes		U35_44k_v1_46101		LOC_Os02g43280.1		gb|EAY86897.1| 1e-47  hypothetical protein OsI_008130 [Oryza sativa (indica cultivar-group)]		LOC_Os02g43194.1 1e-48 fatty aldehyde dehydrogenase putative expressed		GCAATGTTGTAGTTGTAAAGCCCTCCGAGCTTGCTCCATCCACCGCCGCATTCCTTGCTG		45701		AT4G36250.1

		1568		CUST_35783_PI390587928		7.8093286		7.813698		8.042872		7.844572		7.262158		7.3700943		6.7763944		7.527834		7.3477592		7.006779		6.881883		7.743897		-1.4612172		-1.359997		-2.4057355		-1.2455113		-1.3770388		-1.7494708		-2.236107		-1.0722752		-0.4615693		-0.44360352		-1.2664781		-0.31673813		-0.54717064		-0.8069186		-1.1609893		-0.100675106		No		Yes		Yes		U35_44k_v1_1568		LOC_Os01g16430.1		emb|CAG38130.1| e-117  cystatin Hv-CPI4 [Hordeum vulgare subsp. vulgare]		LOC_Os01g16430.1 1e-104 multidomain cystatin putative expressed		TTTGCTTGGTAATGCTTGGTTGAATCATCATCAGAAACGTTTCCATTCTGTTTGAATCAA		4214		AT3G12490.1

		13951		CUST_39451_PI390587928		2.0005054		2.577041		1.4472594		2.032876		1.7484426		4.4082494		3.5636742		2.3603365		1.3975163		4.094326		3.8512928		1.5475044		-1.1909087		3.55835		4.33615		1.2548027		-1.5188603		2.8625188		5.2928085		-1.3999465		-0.6029892		1.8312085		2.1164148		0.32746053		-0.2520628		1.5172851		2.4040334		-0.4853716		Yes		Yes		Yes		U35_44k_v1_13951		LOC_Os01g31800.1		ref|NP_001043136.1| 1e-47  Os01g0502700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17100.1 2e-49 histone H2A putative expressed		GAATGTCAGAGATCTCTCTGACTGACAGCAAATTTCTGCTGCGTTGGCTGTCTTAAAAAA		656		AT5G02560.1

		19814		CUST_7052_PI390587928		14.064164		13.747627		14.531765		13.705714		13.809146		13.629246		11.880215		11.695327		13.394745		12.929576		12.889725		12.643532		-1.1933508		-1.0855163		-6.283421		-4.028904		-1.5904326		-1.763023		-3.121069		-2.0880878		-0.6694193		-0.1183815		-2.6515503		-2.0103874		-0.25501823		-0.81805134		-1.6420403		-1.0621824		Yes		Yes		Yes		U35_44k_v1_19814		LOC_Os04g28690.1		ref|NP_001052541.1| 7e-61  Os04g0354600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g28620.1 1e-62 male sterility protein 2 putative expressed		CTGCTAAACATTATATTTGTGTGAAGTGAAGACATACACCATGTGATCTGTCTGTATGTA		16214		AT4G33790.1

		7972		CUST_33175_PI390587928		6.8313828		7.1142974		6.3261876		7.2293496		6.8058915		6.88397		7.2221565		7.491455		6.865246		6.7553596		7.4238434		7.296919		-1.0178262		-1.1731013		1.8608593		1.1992276		1.0237497		-1.2824813		2.1400666		1.0479496		0.033863068		-0.2303276		0.8959689		0.26210546		-0.025491238		-0.35893774		1.0976558		0.067569256		No		Yes		Yes		U35_44k_v1_7972		-		gb|ABR25716.1| 2e-42  unknown [Oryza sativa (indica cultivar-group)]		LOC_Os02g51840.1 5e-44 expressed protein		ACAACGAGTGTAAGACTAGTAGTACTGCTGGTGGTGGGAAAATCAGTTGAGAGTCGAGCC		18090		AT2G20390.1

		3344		CUST_18278_PI390587928		13.087117		13.962331		14.503184		14.189373		12.714572		13.539004		13.356762		12.7023		12.743819		13.256379		13.452621		13.930245		-1.2946348		-1.341016		-2.2136426		-2.8031967		-1.2686534		-1.6312203		-2.0713377		-1.1967548		-0.34329796		-0.4233265		-1.1464224		-1.487073		-0.37254524		-0.7059517		-1.0505629		-0.25912762		No		Yes		Yes		U35_44k_v1_3344		LOC_Os10g07229.1		gb|EAY77769.1| e-173  hypothetical protein OsI_031728 [Oryza sativa (indica cultivar-group)]		LOC_Os10g07229.1 1e-174 alcohol dehydrogenase 2 putative expressed		TCATCTTTGTAAATGTGAGTGTCCATTATGCTATGTAGGCGTGTGGGTTGTGATCGGAAA		10034		AT1G32780.1

		27987		CUST_17993_PI390587928		4.0419645		4.166984		4.47303		4.243353		3.3192167		3.4435472		3.9595783		3.5210779		2.6111836		3.266249		3.3981621		3.2402086		-1.6503223		-1.6511106		-1.4274615		-1.6497816		-2.695926		-1.8670171		-2.1065292		-2.0043635		-1.4307809		-0.72343683		-0.5134518		-0.722275		-0.7227478		-0.90073514		-1.074868		-1.0031443		Yes		No		No		U35_44k_v1_27987		LOC_Os03g50970.1		gb|EAZ28388.1| 7e-18  hypothetical protein OsJ_011871 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50970.1 1e-19 retrotransposon protein putative Ty1-copia subclass expressed		AACTCTCCATCGAGCTAGCTAGCTGGTGCATCTGCATCGTCGTCTCTTCCTCTCCAACGG		None		0

		31756		CUST_39686_PI390587928		5.290525		4.5788226		4.480271		5.407908		5.552111		5.3685565		7.30652		7.3209453		6.114968		6.184791		6.9326644		6.9645233		1.198796		1.7287556		7.092278		3.7660112		1.770851		3.0440001		5.473234		2.9416292		0.82444286		0.7897339		2.8262491		1.9130373		0.2615862		1.6059685		2.4523935		1.5566154		Yes		Yes		Yes		U35_44k_v1_31756		LOC_Os01g18220.1		ref|NP_001042772.1| 1e-18  Os01g0284900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g18220.1 3e-20 expressed protein		AGTACGAGAACCAGCAGTGGCACCCGTATGAGAGCCCAAGAAATCTAAGGCCTCCCTCCT		None		0

		21950		CUST_17705_PI390587928		8.33884		9.139859		7.6114783		8.388089		7.937244		9.418098		8.650021		8.321383		7.892198		9.472371		8.853299		8.83077		-1.320968		1.212714		2.054151		-1.0473225		-1.3628639		1.2592039		2.3649683		1.359127		-0.44664145		0.27823925		1.0385423		-0.066705704		-0.4015956		0.3325119		1.2418208		0.44268036		No		Yes		Yes		U35_44k_v1_21950		LOC_Os05g27304.1		ref|NP_001055240.1| e-116  Os05g0338900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g27304.1 1e-118 peptide transporter PTR2 putative expressed		CTTCGCTGTGTCTTTAGTGTTGTTGGGTTTCACGAAAATAAAAAACGAGAGTAACTAAAA		24623		AT3G45650.1

		37770		CUST_15373_PI390587928		4.515658		5.3229833		5.7359033		4.999601		3.766228		3.770263		4.745953		4.003416		3.1400435		3.6687508		3.6339266		3.4994323		-1.6811284		-2.933698		-1.9861164		-1.9947181		-2.594784		-3.147557		-4.2929716		-2.8287575		-1.3756144		-1.5527203		-0.9899502		-0.9961848		-0.74942994		-1.6542325		-2.1019766		-1.5001686		Yes		No		No		U35_44k_v1_37770		-		No hits found		No hits found		TGTCGCAAACCGATGACTGGAGGGCTCTTTCTTTTGCTAATCAACTCATTGGTCTTCAAA		33463		0

		39743		CUST_29611_PI390587928		7.6873817		7.815834		7.9450126		8.475526		8.328614		8.759347		9.802498		8.977013		8.526389		9.2734		9.383814		8.615221		1.559661		1.9232055		3.6237547		1.4156717		1.788819		2.7464466		2.7109551		1.1016723		0.8390074		0.9435129		1.8574853		0.5014868		0.6412325		1.4575663		1.4388013		0.13969517		No		Yes		Yes		U35_44k_v1_39743		LOC_Os06g47470.1		gb|EAZ38090.1| 2e-53  hypothetical protein OsJ_021573 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g47470.1 5e-55 protein kinase domain containing protein expressed		AGAAGCGGCTTGCACGGGATTTGCAAAGTTCAACTTCTTTCAGATCGTGGATGCTACAAA		35943		AT4G35920.2

		38178		CUST_22636_PI390587928		3.7131326		4.6102486		3.0287807		3.5426295		2.698122		3.4854882		2.29448		2.0411215		3.1317832		3.3048782		2.8201377		3.1381671		-2.0209177		-2.1806533		-1.6635908		-2.8313851		-1.496248		-2.4714715		-1.1556007		-1.3235955		-0.5813494		-1.1247604		-0.7343006		-1.501508		-1.0150106		-1.3053703		-0.20864296		-0.40446234		Yes		No		No		U35_44k_v1_38178		-		No hits found		No hits found		GCTCTGAATGTTTTGTATCGGAAGGGGCCAGTTAAATGCAGCGGTGGTGGTAGTAAAAAA		34035		0

		17248		CUST_30520_PI390587928		9.950766		9.148033		11.499967		10.215113		10.310332		9.17183		9.914241		8.97181		10.425756		8.96526		10.355709		9.3882		1.2830405		1.0166316		-3.0015876		-2.367398		1.3899094		-1.135064		-2.2103236		-1.7738855		0.47499084		0.023797035		-1.5857258		-1.2433023		0.3595667		-0.18277359		-1.1442575		-0.8269129		No		Yes		Yes		U35_44k_v1_17248		LOC_Os07g18750.1		ref|NP_001059387.1| 2e-19  Os07g0287400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g18750.1 5e-21 PVR3-like protein putative expressed		GTACTACTGATCCGTGTGTAACATTGCTGGTGGACATTGAAGGGAAGGCTACTTCTTCTT		7047		AT5G48485.1

		24969		CUST_34873_PI390587928		5.801821		6.0365224		5.9258766		5.787874		6.2561812		6.236172		7.8616543		7.4630885		5.7267685		6.3803725		7.9747543		6.284735		1.3701749		1.1484196		3.825843		3.193668		-1.0533996		1.269139		4.13784		1.4111398		-0.07505274		0.19964981		1.9357777		1.6752143		0.45436		0.34385014		2.0488777		0.49686098		Yes		Yes		Yes		U35_44k_v1_24969		LOC_Os01g16714.1		gb|EAY73480.1| 1e-58  hypothetical protein OsI_001327 [Oryza sativa (indica cultivar-group)]		LOC_Os01g16714.1 2e-60 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative expressed		GGAAAGGAAGTTCTCGTCGTCGGCTGCGGCAATTCCGGAATGGAGATCGCCCTTGACCTG		26318		AT5G43890.1

		40027		CUST_17807_PI390587928		11.2581835		11.115756		10.660377		11.670277		12.325668		12.473374		14.062449		13.308482		12.534705		13.261647		13.718586		12.858887		2.0957766		2.5626178		10.571241		3.1127841		2.422542		4.425656		8.329382		2.2793305		1.2765217		1.3576183		3.402073		1.6382055		1.0674849		2.1458912		3.0582094		1.1886101		Yes		Yes		Yes		U35_44k_v1_40027		-		ref|NP_001065119.1| 3e-05  Os10g0527800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38360.1 7e-07 glutathione S-transferase GSTU6 putative expressed		CGAGGGCCTCCTTTTATTCTTCATCTTGTATTGACGTATTGTATTTATGTTGTTATGGAA		36311		0

		18544		CUST_10635_PI390587928		3.8338501		4.9006267		3.6833432		3.197921		6.262819		6.7152305		9.208462		8.522531		5.8502603		6.5096087		9.630752		5.5507164		5.385083		3.51763		46.049667		40.07442		4.0457582		3.0503654		61.708984		5.1081305		2.01641		1.8146038		5.525119		5.3246098		2.4289687		1.6089821		5.9474087		2.3527954		Yes		Yes		Yes		U35_44k_v1_18544		LOC_Os01g71340.1		gb|ABA33838.1| 1e-97  pathogenesis-related protein 6 [Zea diploperennis]		LOC_Os01g71340.1 1e-98 glucan endo-13-beta-glucosidase acidic isoform precursor putative expressed		GAAAAGGTCCCAAATTATTTGGAACGCGAAAGTGCTCAAATTATTTTACGGAGACAAAAA		13350		AT3G57260.1

		15539		CUST_21076_PI390587928		9.353934		8.072138		8.025665		9.067749		9.766494		10.3993		10.621003		10.609139		10.12453		10.511289		10.468146		9.468797		1.3310452		5.0181713		6.0433054		2.910749		1.7059739		5.423224		5.435757		1.3204665		0.77059555		2.3271618		2.5953379		1.5413904		0.4125595		2.4391508		2.442481		0.4010477		Yes		Yes		Yes		U35_44k_v1_15539		LOC_Os12g43580.1		gb|EAY84002.1| 2e-29  hypothetical protein OsI_037961 [Oryza sativa (indica cultivar-group)]		LOC_Os12g43580.1 3e-30 expressed protein		ACAAGTTCTTAATTTCTGAATTGGAAACTATCATCTGGTGTGCTTGCGACACGAGCGGCC		3852		0

		11448		CUST_2319_PI390587928		5.9815955		5.443895		6.298616		5.4895		6.062779		5.137032		4.5976324		4.7708783		6.278378		4.8409305		4.6445336		4.9934278		1.0578854		-1.2370149		-3.2512252		-1.6456091		1.2284018		-1.5188342		-3.1472292		-1.4103687		0.2967825		-0.30686283		-1.7009835		-0.71862173		0.08118343		-0.6029644		-1.6540823		-0.4960723		No		Yes		Yes		U35_44k_v1_11448		-		gb|AAV64203.1| 3e-14  leucine-rich repeat transmembrane protein kinase 1-like protein [Zea mays]		LOC_Os07g42626.1 2e-12 leucine-rich repeat transmembrane protein kinase 1-like protein putative expressed		TACAACAATGAACTACCCACCCCATCTGAAAAACTGGGTGTCACAAAATGGAGATCCCTG		45498		0

		16610		CUST_6628_PI390587928		16.78437		16.390799		14.375908		15.522515		15.906955		15.811528		11.324748		13.623233		15.171684		14.776802		12.108998		14.819806		-1.8370816		-1.4940934		-8.28878		-3.730276		-3.0582073		-3.060986		-4.8129106		-1.6275582		-1.6126862		-0.57927036		-3.0511599		-1.8992825		-0.87741566		-1.6139965		-2.2669096		-0.7027092		Yes		Yes		Yes		U35_44k_v1_16610		LOC_Os04g34610.1		emb|CAH66483.1| 5e-49  OSIGBa0076I14.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g34610.1 4e-30 expressed protein		TACTGGTCCTTGCTAAATGATCATGTTTATGTAATCTGGAGTAAATGTTTATGCGTCATG		5875		0

		7288		CUST_12066_PI390587928		8.168507		8.957523		8.953666		6.418569		7.6997337		8.446001		6.4976635		4.1590896		6.814837		7.7299304		7.8916383		6.077249		-1.3839319		-1.4255536		-5.486942		-4.788187		-2.5556135		-2.3417594		-2.0878637		-1.2669153		-1.3536696		-0.5115223		-2.4560022		-2.2594795		-0.4687729		-1.227593		-1.0620275		-0.34132004		Yes		Yes		Yes		U35_44k_v1_7288		LOC_Os08g40060.1		ref|NP_001062213.1| 1e-36  Os08g0511400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40060.1 3e-38 expressed protein		CTTCGTTCTTGGGTTTTTCCGAGTCTTTTCTTGGATACATCCGTCCCTACCCTACAATGT		15728		AT4G35320.1

		40811		CUST_6758_PI390587928		8.03397		7.9706216		8.072658		8.519937		7.7675033		7.775946		7.157623		7.364928		7.532812		7.5246735		7.394219		8.209872		-1.2028582		-1.1444666		-1.8856145		-2.2268567		-1.4153489		-1.3622091		-1.6004068		-1.239763		-0.50115776		-0.19467545		-0.9150348		-1.1550088		-0.26646662		-0.44594812		-0.67843866		-0.31006432		No		Yes		Yes		U35_44k_v1_40811		-		gb|AAP43912.1| 1e-07  homogentisic acid geranylgeranyl transferase [Triticum aestivum]		LOC_Os06g43880.1 1e-06 homogentisic acid geranylgeranyl transferase putative expressed		CAAGGTTATATTGTTCCAGTTTGCTTTGTTTGCACATATGGAGACCCCACCCACCAGGAA		21168		0

		25803		CUST_14513_PI390587928		8.070478		8.426353		7.8806686		8.237052		8.2607565		10.041934		9.917886		9.807247		9.085995		9.890452		9.260938		7.412726		1.1409836		3.064349		4.1045303		2.9694488		2.0216262		2.7589111		2.6031692		-1.7707076		1.0155163		1.6155806		2.0372171		1.5701952		0.19027805		1.4640989		1.380269		-0.82432604		Yes		Yes		Yes		U35_44k_v1_25803		LOC_Os03g58900.1		gb|ABF99414.1| e-102  galactosyltransferase family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58900.1 1e-104 galactosyltransferase/ transferase transferring hexosyl groups putative expressed		GAAGTGTGACGACGACACATTTGTTAGAATTGACGCAGTGTTGGATCAAGTGAAGAAAGT		25419		AT5G62620.2

		7915		CUST_33250_PI390587928		9.311809		9.344329		8.611424		9.657218		10.493661		11.160384		12.561584		11.644452		11.306347		11.904164		12.112905		10.672925		2.2686787		3.521171		15.456696		3.9647615		3.9848857		5.8964043		11.325321		2.0218935		1.9945383		1.8160553		3.95016		1.9872341		1.1818523		2.5598354		3.50148		1.015707		Yes		Yes		Yes		U35_44k_v1_7915		LOC_Os03g18560.1		ref|NP_001049834.1| 4e-77  Os03g0297000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18560.1 8e-79 cp protein putative expressed		GCTTGTAAATGGGGATTCAAAATTCAGTTTTGCAGCTCATATGGTTTCTAAAATATTCCC		17964		AT5G37070.1

		43177		CUST_12446_PI390587928		9.852845		9.486211		9.644382		9.950583		10.012531		10.00783		11.907205		11.192044		10.2188835		11.020912		11.775632		10.750668		1.1170441		1.4355652		4.799294		2.3643782		1.2888088		2.8972845		4.380967		1.7412026		0.36603832		0.52161884		2.2628222		1.2414608		0.15968609		1.5347013		2.1312494		0.8000841		Yes		Yes		Yes		U35_44k_v1_43177		-		gb|EAY74831.1| 2e-08  hypothetical protein OsI_002678 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41750.1 2e-10 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		AAAGTGACCTCGAAGATATAGATCATATGCCATCTGTTTATCTTTCCATGAGCATTGGAT		39545		0

		50720		CUST_12703_PI390587928		5.99379		5.03402		8.412068		7.5688825		5.6251693		4.634455		6.4281125		5.9946594		4.669393		4.1402555		7.085612		7.1880646		-1.291118		-1.3191099		-3.9557626		-2.9777508		-2.504282		-1.858018		-2.5078595		-1.3020798		-1.3243971		-0.39956474		-1.9839559		-1.574223		-0.36862087		-0.8937645		-1.3264565		-0.3808179		Yes		No		No		U35_44k_v1_50720		-		gb|AAT93896.1| 2e-29  unknown protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32740.1 3e-31 transposon protein putative Pong sub-class		GTGCTGCAGCGATCATTATTGTTAGTGGGGCTAACTGAAGAAAAAACTTCTCCTTTCAAA		None		0

		4602		CUST_33793_PI390587928		8.879471		8.4675045		8.787517		8.953935		10.973544		10.826958		11.662		10.143979		11.445763		11.266289		11.458057		9.565346		4.2695184		5.131758		7.3334045		2.2815976		5.922851		6.958538		6.366678		1.5277528		2.5662918		2.3594532		2.874483		1.1900444		2.0940733		2.7987843		2.6705408		0.6114111		Yes		Yes		Yes		U35_44k_v1_4602		LOC_Os05g41580.1		emb|CAC40030.1| 0.0  P-type ATPase [Hordeum vulgare]		LOC_Os05g41580.1 0.0 calcium-transporting ATPase 4 plasma membrane-type putative expressed		CATGTGCAAGTTGCAACTATTCATGTCTGGAATAAATCTGAATAATAGGGTTCTGTTCTA		14075		AT2G41560.1

		22953		CUST_3150_PI390587928		5.788635		7.0358925		5.84646		5.871076		5.049492		5.509456		4.909046		5.025791		4.8614526		5.1227555		5.4237494		5.5617905		-1.6691839		-2.8807337		-1.915092		-1.7966195		-1.9015583		-3.7662714		-1.3404435		-1.239094		-0.9271822		-1.5264363		-0.9374137		-0.84528494		-0.7391429		-1.913137		-0.42271042		-0.30928564		Yes		No		No		U35_44k_v1_22953		LOC_Os11g29780.1		ref|NP_001067923.1| 2e-62  Os11g0490100 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g29780.1 4e-64 plant-specific domain TIGR01627 family protein expressed		CGCTTTGCTTGCTGCAAAAATATACTACCTCCGTTCCTAAATACAAGTCTTTTAAGATAA		19870		AT1G27930.1

		42039		CUST_1363_PI390587928		4.5873795		5.0367064		4.426797		4.472697		4.1396365		4.558433		2.92799		3.64046		3.6920106		3.5546277		2.6038904		3.6255608		-1.3639048		-1.3930755		-2.8260891		-1.7804437		-1.8600854		-2.7935097		-3.5379324		-1.7989262		-0.8953688		-0.4782734		-1.498807		-0.83223677		-0.44774294		-1.4820788		-1.8229065		-0.847136		Yes		No		No		U35_44k_v1_42039		-		gb|EAY80413.1| 6e-19  hypothetical protein OsI_034372 [Oryza sativa (indica cultivar-group)]		LOC_Os04g30040.2 2e-10 jacalin-like lectin domain containing protein expressed		TTTTTTGGCTTACGTGCTGCCTACTTTGAAGTCACTGAGATTTTCTAAGGGGTACTGCAC		37389		0

		34496		CUST_15556_PI390587928		4.096921		3.8873787		5.246238		3.9097989		3.2600212		3.4245224		3.782814		2.0676038		3.6967347		4.1081257		3.7434094		3.6202838		-1.7862076		-1.3782679		-2.757621		-3.5855515		-1.3196783		1.1653368		-2.8339787		-1.2222294		-0.4001863		-0.4628563		-1.4634242		-1.842195		-0.83689976		0.220747		-1.5028288		-0.28951502		Yes		Yes		Yes		U35_44k_v1_34496		LOC_Os01g72330.1		ref|NP_001104856.1| 4e-19  response regulator 5 [Zea mays]		LOC_Os01g72330.1 1e-20 OsRR4 - Rice type-A response regulator expressed		TTGTAGTAAATGGGAATGATTTGTTTTTACTGTTCTCGTGTCTGGTTTAACAGTGCAGTA		5952		AT3G57040.1

		38258		CUST_2473_PI390587928		4.528126		3.064663		5.2812963		4.731169		4.069799		2.9644327		3.649934		3.1900616		3.3061972		3.6744392		3.7081852		4.590786		-1.3739474		-1.0719445		-3.0980537		-2.9101784		-2.3325832		1.5260226		-2.9754565		-1.1021979		-1.2219286		-0.10023022		-1.6313622		-1.5411077		-0.45832682		0.60977626		-1.573111		-0.14038324		No		Yes		Yes		U35_44k_v1_38258		LOC_Os12g24580.2		ref|NP_001049878.1| 1e-15  Os03g0304800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19220.2 2e-17 expressed protein		TTCCTTGATTTAGTTGCATCATCACTGTGTGCTAATGCAGGACCATGAGCGTGCCTACTT		34149		0

		15506		CUST_21121_PI390587928		2.3357465		2.1088665		1.5108529		1.5169883		3.32878		4.2142844		6.639786		4.4148245		3.509394		5.6778245		6.4744186		3.0569708		1.9903655		4.303224		34.99151		7.4530773		2.255813		11.867615		31.201982		2.9079099		1.1736474		2.105418		5.128933		2.8978362		0.9930334		3.568958		4.963566		1.5399826		Yes		Yes		Yes		U35_44k_v1_15506		LOC_Os11g31530.1		ref|NP_001067966.1| 2e-64  Os11g0514500 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g31540.1 3e-66 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TTGACTTAGACCCATTTGAGGTAACCCCTATTATCGATGGCTTTTCTTTGAAAGAAAAAA		3635		AT1G71830.1

		11720		CUST_20318_PI390587928		6.8956037		6.726757		4.616323		5.9541836		7.308273		8.210967		7.423249		6.975492		7.294813		8.071441		7.3260026		5.694634		1.3311464		2.7976394		6.997918		2.029759		1.3187851		2.539745		6.5417633		-1.1971049		0.3992095		1.48421		2.8069258		1.0213084		0.41266918		1.3446836		2.7096796		-0.25954962		Yes		No		No		U35_44k_v1_11720		LOC_Os06g30130.1		gb|EAZ01046.1| e-120  hypothetical protein OsI_022278 [Oryza sativa (indica cultivar-group)]		LOC_Os06g30130.1 1e-122 serine/threonine-protein kinase receptor precursor putative expressed		ATCTCCGATTTCGGCATGGCCAAGATCTTCGAGGACGAGTGCATCGAGGTTAACACCGGC		48978		AT4G21390.1

		18021		CUST_28969_PI390587928		6.4999404		6.947207		6.94421		7.564459		5.6600823		5.896673		5.8766913		6.313478		5.6162143		5.7045236		5.8669057		7.271295		-1.7898741		-2.071296		-2.0958257		-2.3800318		-1.8451346		-2.3663826		-2.1100898		-1.2253244		-0.8837261		-1.0505338		-1.0675187		-1.2509809		-0.83985806		-1.2426834		-1.0773044		-0.29316378		Yes		Yes		Yes		U35_44k_v1_18021		LOC_Os04g38520.1		gb|EAY94385.1| e-174  hypothetical protein OsI_015618 [Oryza sativa (indica cultivar-group)]		LOC_Os04g38520.1 1e-175 expressed protein		TAACGATCAAATGTTATCTAGCTTCTTACTTTCATATTAGTCATGTATCCTGGGTTGTCG		9167		AT5G09670.1

		47365		CUST_16798_PI390587928		6.0023713		6.8599267		7.692757		6.403927		5.970838		6.267633		5.970688		6.101229		4.7693777		5.1544533		5.7442384		5.3557115		-1.0220978		-1.5076418		-3.2990925		-1.2334486		-2.3505423		-3.2613595		-3.8597803		-2.0679703		-1.2329936		-0.59229374		-1.7220693		-0.30269766		-0.03153324		-1.7054734		-1.9485188		-1.0482154		Yes		Yes		Yes		U35_44k_v1_47365		LOC_Os08g33700.1		ref|NP_001061876.1| 2e-92  Os08g0434000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33700.1 4e-94 selenium-binding protein-like putative expressed		GAGTGCGATGATCTCTGGATTTGCAGCGAACGGCTTCGGGGAGGATGCTATCTCGGCATT		48362		AT3G47530.1

		8921		CUST_7571_PI390587928		5.6127973		6.2530613		7.7927456		4.937776		4.8957133		5.1065526		4.3154426		2.797496		4.3651285		5.196425		5.328298		3.898403		-1.643856		-2.2137752		-11.13711		-4.408476		-2.374574		-2.0800762		-5.5191555		-2.0553343		-1.2476687		-1.1465087		-3.477303		-2.14028		-0.71708393		-1.0566363		-2.4644475		-1.0393732		Yes		Yes		Yes		U35_44k_v1_8921		LOC_Os10g36924.1		No hits found		No hits found		TCATCATGCCAGCAAAAACCGTCAAATCATGTAGTTCGTGAGCCTCCTATTTCCGTTCCA		17742		0

		28218		CUST_13336_PI390587928		2.6718695		2.1226566		5.1526694		4.5231524		1.7684965		1.6260815		3.1849222		3.294098		2.0711663		1.5717484		3.9255126		4.1520805		-1.8704339		-1.4108603		-3.9115684		-2.3441331		-1.5164555		-1.4650077		-2.3410518		-1.2933133		-0.60070324		-0.49657512		-1.9677472		-1.2290545		-0.903373		-0.5509082		-1.2271569		-0.37107182		Yes		Yes		Yes		U35_44k_v1_28218		-		No hits found		No hits found		AATTTCTGGAAACTTGTATGGTTCTTAGTTCTAGGTTACCTCGGGCGAGCAGCAAGCAAG		26956		0

		27906		CUST_25183_PI390587928		13.347093		13.296571		12.642907		12.775275		12.754378		12.208104		10.724892		11.584241		12.683922		12.28252		10.856747		12.325275		-1.5080814		-2.1264791		-3.7790287		-2.2831638		-1.5835592		-2.0195732		-3.4489577		-1.3660401		-0.6631708		-1.0884666		-1.9180155		-1.1910343		-0.5927143		-1.0140505		-1.7861605		-0.4499998		Yes		Yes		Yes		U35_44k_v1_27906		LOC_Os03g21400.1		gb|EAY89875.1| 1e-58  hypothetical protein OsI_011108 [Oryza sativa (indica cultivar-group)]		LOC_Os03g21400.1 3e-60 cytochrome P450 putative expressed		GAGAGGCAATGTGGTCTGGATATAATAATGCAAAGAAATTTGTACGTGGTTTAATCAATG		21515		AT5G24910.1

		44164		CUST_5376_PI390587928		5.3080664		5.9215503		5.998611		5.615931		4.9303436		4.626157		5.028952		4.6232724		4.8155074		4.5760903		4.9683156		4.6758847		-1.2992893		-2.4544392		-1.9583775		-1.9898485		-1.4069382		-2.541112		-2.0424423		-1.9185898		-0.49255896		-1.2953935		-0.96965885		-0.9926586		-0.37772274		-1.3454599		-1.0302954		-0.9400463		No		Yes		Yes		U35_44k_v1_44164		-		gb|AAL75972.2|AF466203_1 1e-09  putative RIRE2 orf3 [Zea mays]		LOC_Os08g33250.1 2e-09 retrotransposon protein putative unclassified		AATGAGTTCTTGCGGGGCGGCTCTCGTGCATTAACGCTCCAGTTTACCGTAGCTCCTCCT		41692		0

		48297		CUST_24521_PI390587928		9.685844		9.372651		10.427628		10.158061		9.272485		8.947815		9.334088		9.222735		9.022453		8.723798		9.3938875		9.841889		-1.3317835		-1.34242		-2.133969		-1.9123222		-1.583801		-1.5679215		-2.047325		-1.2450223		-0.6633911		-0.42483616		-1.0935392		-0.9353256		-0.41335964		-0.6488533		-1.03374		-0.31617165		No		Yes		Yes		U35_44k_v1_48297		LOC_Os02g53810.1		ref|NP_001048296.1| 1e-56  Os02g0778500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53810.1 3e-58 expressed protein		GTACACTGATTCGGTTATAAGTGTAGCAGAGAGCGCGTGTTTCTGCATCAAAACAAAACA		14675		AT2G26310.1

		23468		CUST_32134_PI390587928		6.007459		5.198555		5.437746		5.9776344		5.6368403		5.0053062		4.4743533		4.1874266		5.376863		4.8731933		4.613156		5.5029244		-1.2929072		-1.1433355		-1.94989		-3.4586473		-1.5482047		-1.2529786		-1.7710319		-1.3896389		-0.63059616		-0.19324875		-0.96339273		-1.7902079		-0.37061882		-0.32536173		-0.8245902		-0.47471		No		Yes		Yes		U35_44k_v1_23468		LOC_Os03g47910.1		No hits found		No hits found		ATCCTTGTCCTGGAAGCGAGGGCACCGACCGATCATCAGGACCAGAGCCACACGTACGAC		20466		0

		15377		CUST_31321_PI390587928		9.539505		9.316118		8.045829		8.453716		10.782674		11.3539915		15.060242		14.722308		9.768806		12.183513		15.854983		12.135385		2.3671792		4.1063976		129.28516		77.09641		1.1722672		7.29746		224.27959		12.831948		0.22930145		2.0378733		7.014413		6.268592		1.2431688		2.8673944		7.8091545		3.6816683		Yes		Yes		Yes		U35_44k_v1_15377		LOC_Os12g43430.1		sp|P32938|PR1C_HORVU 2e-82  Pathogenesis-related protein 1C precursor		LOC_Os12g43430.1 5e-49 thaumatin-like protein precursor putative expressed		AGATCACCTTCTGCCCATGAAGCATCTTTACGTCGCACCGCCAACCAATAATAGGCGGAC		4054		AT1G77700.1

		5178		CUST_16461_PI390587928		8.935965		8.674313		8.650296		8.89744		9.384019		9.36411		9.972045		9.155228		9.773083		9.955171		9.7880125		9.117067		1.3641992		1.613057		2.499689		1.1956439		1.786478		2.4298344		2.2003245		1.1644328		0.83711815		0.6897974		1.3217487		0.2577877		0.4480543		1.280858		1.1377163		0.21962738		No		Yes		Yes		U35_44k_v1_5178		LOC_Os06g47530.1		gb|EAZ02187.1| 2e-37  hypothetical protein OsI_023419 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47530.1 3e-30 serine/threonine-protein kinase receptor precursor putative expressed		TCTGTGTGGTACCAGCTACATTGTAATTCAAACGTACACTGTTCCATGTTTTTCTGTTAA		13498		AT4G23270.1

		18677		CUST_26267_PI390587928		8.812108		8.713922		8.342361		8.223731		9.355809		10.099977		10.989642		10.1596155		9.583699		9.10728		10.572526		8.986809		1.4577074		2.61363		6.264853		3.8261263		1.7071517		1.3134472		4.691875		1.6971072		0.7715912		1.386055		2.6472807		1.9358845		0.5437012		0.39335823		2.2301645		0.76307774		Yes		No		No		U35_44k_v1_18677		-		No hits found		No hits found		GCTTGGTGTTAGTATTATTTACTTTGATATTTTTTGGGCGTTGCCGTTTCATTTGTGCTC		12633		0

		2498		CUST_17296_PI390587928		9.600619		9.029874		7.732035		8.524029		10.268054		10.847074		9.7433		10.32021		10.86411		11.10048		9.898721		9.2026		1.5882463		3.5239654		4.0313563		3.4729981		2.4007592		4.2006316		4.4899073		1.6005533		1.2634907		1.8171997		2.0112653		1.7961817		0.6674347		2.0706062		2.1666856		0.67857075		Yes		Yes		Yes		U35_44k_v1_2498		LOC_Os12g41710.1		gb|EAY83859.1| e-171  hypothetical protein OsI_037818 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41710.1 1e-176 serine/threonine-protein kinase receptor precursor putative expressed		CACTGATGAAGCTCATAGGTTTTTGAAAATAGGACTTCTGTGCACCCAGGATAGCCCCAA		35631		AT1G16670.1

		15389		CUST_24146_PI390587928		1.7517821		1.4505606		1.8904072		1.4550532		2.401546		2.7008212		4.7869		1.5322374		3.354831		3.0773342		4.3980803		1.6620706		1.5689114		2.3788438		7.4461412		1.054957		3.0378463		3.0882158		5.6870217		1.1542994		1.6030489		1.2502606		2.896493		0.0771842		0.64976394		1.6267736		2.5076733		0.20701742		Yes		Yes		Yes		U35_44k_v1_15389		LOC_Os04g42860.1		ref|NP_001053264.1| 7e-86  Os04g0507700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42860.1 1e-87 anther-specific proline-rich protein APG putative expressed		GACAGCGGTTTCTACGTACCGGATTGATCCAAGAATTCCTTGTAGCTTGTGAACAAAAAA		17468		AT5G33370.1

		1323		CUST_36904_PI390587928		7.856331		8.18953		6.9751954		7.109342		8.13881		8.077133		8.036731		9.226383		8.033314		8.135232		7.9039025		8.216575		1.2162833		-1.081023		2.0871515		4.338033		1.1305171		-1.038354		1.9035693		2.15432		0.17698288		-0.112397194		1.0615354		2.117041		0.2824793		-0.0542984		0.9287071		1.1072326		No		Yes		Yes		U35_44k_v1_1323		LOC_Os06g05120.2		gb|ABL85054.1| 2e-09  hypothetical protein 57h21.29 [Brachypodium sylvaticum]		LOC_Os06g05120.2 2e-10 expressed protein		TAAATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTGGAGATGAGTTTCCTTTTCTAAA		4035		0

		32386		CUST_42098_PI390587928		3.9142592		4.913711		5.3942394		4.367439		2.9628048		3.3453076		4.323416		3.5285578		3.3877437		3.110507		3.63546		3.1178753		-1.9338212		-2.9657633		-2.1006317		-1.7886623		-1.4404459		-3.4899445		-3.3841171		-2.3776946		-0.5265155		-1.5684035		-1.0708232		-0.838881		-0.9514544		-1.803204		-1.7587795		-1.2495635		Yes		No		No		U35_44k_v1_32386		LOC_Os09g12240.1		gb|EAY78859.1| 8e-11  hypothetical protein OsI_032818 [Oryza sativa (indica cultivar-group)]		LOC_Os07g04190.1 1e-07 receptor protein kinase CLAVATA1 precursor putative expressed		TCGAGCACTGTTGGCCTTCTGGATTCGCGATCCAACTCATCCATCCCAAAGTGTGCCCAG		None		0

		26516		CUST_34083_PI390587928		2.5031579		2.843259		2.9649665		1.425443		3.7516353		4.0042605		4.271303		2.0969255		3.3995502		4.549271		4.5218053		1.682573		2.3759055		2.236126		2.4731276		1.5927087		1.8614055		3.262577		2.9420846		1.1950988		0.89639235		1.1610014		1.3063366		0.67148244		1.2484775		1.706012		1.5568388		0.2571299		Yes		No		No		U35_44k_v1_26516		LOC_Os08g12990.1		gb|EAZ41927.1| 2e-78  hypothetical protein OsJ_025410 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g08540.1 6e-76 cytochrome P450 76B1 putative expressed		GTGTATCAGCCATGTAATTTATACCGTTTATGTGGAAAACAATCATATGCCTAGAGTTCA		20828		AT1G33720.1

		40770		CUST_26366_PI390587928		9.65165		9.703401		9.296227		10.415086		10.930251		12.389531		11.561897		11.499143		11.491089		12.007137		11.494174		10.0619135		2.4260356		6.435849		4.8087764		2.1199892		3.578707		4.9373493		4.5882583		-1.2773663		1.8394384		2.6861305		2.2656698		1.0840569		1.2786007		2.3037367		2.1979465		-0.3531723		Yes		Yes		Yes		U35_44k_v1_40770		LOC_Os01g61080.1		gb|AAD32677.1|AF140554_1 2e-06  DNA-binding protein WRKY1 [Avena sativa]		No hits found		GGAAGATTATTAGTAGCATAGGGAATAAACTAGTAGAGGAGGTCCATTGTAGTGTTTTTT		None		0

		6782		CUST_27407_PI390587928		9.949952		8.137323		9.097642		8.775985		10.665328		9.312553		10.399205		8.975391		11.711548		9.862329		9.937215		8.529549		1.6419109		2.2582889		2.4649584		1.148226		3.3907297		3.305813		1.7895203		-1.1862731		1.7615957		1.17523		1.3015633		0.19940662		0.7153759		1.7250051		0.8395729		-0.24643612		Yes		No		No		U35_44k_v1_6782		-		No hits found		No hits found		TTTTCCTTTATATTGCTGGAGTGTTGCCGCTGCTTCGAGTTTGTAAGTTTGTCCGCAGGT		15265		0

		1708		CUST_10237_PI390587928		11.52198		12.809669		11.408679		10.752843		10.098408		10.742211		9.221562		9.485448		9.691661		10.676984		9.741322		10.058988		-2.6824896		-4.1914725		-4.553944		-2.4072652		-3.556158		-4.385328		-3.1763227		-1.6176004		-1.8303194		-2.0674572		-2.1871166		-1.267395		-1.4235725		-2.1326847		-1.6673574		-0.6938553		Yes		Yes		Yes		U35_44k_v1_1708		LOC_Os02g43640.1		No hits found		No hits found		TACTCGATTATCATTTCGGTCCATCCATTCAATAAAGTCTCCACGTAGCTTCTCAAAAAA		6477		0

		13330		CUST_34253_PI390587928		12.427852		12.158891		12.207232		12.484249		13.361508		13.645062		14.263543		13.741806		13.958957		13.927078		13.766084		12.300099		1.9101113		2.801446		4.159213		2.3909051		2.8900712		3.4062576		2.9461915		-1.1361471		1.531105		1.4861717		2.0563107		1.2575569		0.9336567		1.7681875		1.5588512		-0.18414974		Yes		Yes		Yes		U35_44k_v1_13330		LOC_Os06g13180.1		gb|EAZ00310.1| 5e-78  hypothetical protein OsI_021542 [Oryza sativa (indica cultivar-group)]		LOC_Os06g13180.1 1e-79 metalloendoproteinase 1 precursor putative expressed		TAGTCATTGGGTGTGCTAAGATAGTGTAGAGACATGATTGTTACGTGTATAGATCGAATC		34735		AT1G70170.1

		47951		CUST_7450_PI390587928		5.861353		5.7519417		6.598846		5.7472076		5.768769		5.3628974		4.59938		4.9119453		4.860444		5.002139		5.1322746		5.393692		-1.0662783		-1.3095256		-3.9985197		-1.7841814		-2.0012603		-1.6815627		-2.763643		-1.2776703		-1.0009089		-0.38904428		-1.999466		-0.8352623		-0.09258413		-0.7498026		-1.4665713		-0.35351562		No		Yes		Yes		U35_44k_v1_47951		LOC_Os01g55570.3		ref|NP_001044320.1| 5e-21  Os01g0761000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55570.3 1e-22 thylakoid membrane phosphoprotein 14 kda chloroplast precursor putative expressed		TGTACCACTCTCATTTTGGCTTGTGGCACCTTATTCTGAAGGAACAGCTTGGCATACGTA		49558		AT1G52220.2

		14918		CUST_35659_PI390587928		7.7769494		8.924644		6.8618183		5.0493894		6.4197574		6.5084987		3.9700477		2.5242522		6.4986153		6.6843276		3.3272479		3.3340063		-2.5618608		-5.337432		-7.421808		-5.756282		-2.4255874		-4.7250085		-11.588086		-3.2838383		-1.2783341		-2.4161458		-2.8917706		-2.5251372		-1.357192		-2.2403169		-3.5345705		-1.715383		Yes		No		No		U35_44k_v1_14918		LOC_Os08g06100.1		gb|ABQ58825.1| 0.0  flavonoid O-methyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os08g06100.1 1e-156 quercetin 3-O-methyltransferase 1 putative expressed		TGTCGTCGGTCGATTCGAAATGTACTACTCCACTATTAATAATTCTGACATGATTTCACT		2532		AT5G54160.1

		18933		CUST_9618_PI390587928		9.124854		9.182696		9.034915		9.041015		9.27211		9.710083		10.28215		10.047845		9.620422		9.564702		9.660174		8.25647		1.107461		1.441316		2.3738608		2.0094912		1.409876		1.3031523		1.5424881		-1.722549		0.49556828		0.52738667		1.2472353		1.0068302		0.1472559		0.3820057		0.6252594		-0.78454494		No		Yes		Yes		U35_44k_v1_18933		LOC_Os03g04890.1		ref|NP_001048932.1| 0.0  Os03g0142500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04890.1 0.0 protein binding protein putative expressed		GTAATGATAAATGTCATACCTGGTGGTGGTGAAATTTGATGTCTTTCCTTCTTCTTTTCA		10270		AT5G60710.1

		16623		CUST_6594_PI390587928		9.077419		8.5594225		8.612156		9.1334505		8.5598		7.7913947		6.806791		7.5682817		8.614475		8.073245		7.0022445		8.32495		-1.4315908		-1.7029402		-3.4951758		-2.9591212		-1.3783517		-1.4007286		-3.052331		-1.7513899		-0.46294403		-0.7680278		-1.8053651		-1.5651689		-0.51761913		-0.48617744		-1.6099114		-0.8085003		Yes		No		No		U35_44k_v1_16623		LOC_Os02g30470.1		ref|NP_001046925.1| 1e-28  Os02g0508100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g30470.1 3e-30 expressed protein		AATTGTGATTCCTCCCTTTGAGTCAACCTTGGACGTGTTAATTTATCTACTCTATCTCGT		5629		AT3G48660.1

		24045		CUST_28554_PI390587928		10.402978		10.226285		10.484269		9.555835		10.423061		10.309692		8.949791		8.972825		9.963477		10.076671		9.673131		9.141124		1.014018		1.0595175		-2.8968363		-1.497971		-1.356135		-1.109273		-1.7545952		-1.3330317		-0.4395008		0.0834074		-1.5344782		-0.5830097		0.020083427		-0.14961433		-0.81113815		-0.414711		No		Yes		Yes		U35_44k_v1_24045		LOC_Os04g57930.1		ref|NP_001054253.1| 2e-44  Os04g0676100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57930.1 5e-46 thioredoxin X chloroplast precursor putative expressed		CTGTAATTACTAATTGCCTACACGATCAGGACTATGTATGGCTTTCATTGTATGGAAAAA		18681		AT1G50320.1

		9527		CUST_33090_PI390587928		4.450023		4.210252		5.1616597		4.541262		3.1090028		3.6038263		3.0710173		3.5919018		2.911978		2.4232702		3.436168		3.6000721		-2.5333042		-1.5224824		-4.259377		-1.9310163		-2.9040074		-3.4509213		-3.3069284		-1.9201114		-1.5380452		-0.6064255		-2.0906425		-0.9493604		-1.3410203		-1.7869816		-1.7254918		-0.94119		Yes		Yes		Yes		U35_44k_v1_9527		-		gb|AAO61995.1| 5e-12  nef attachable protein [Aster yellows phytoplasma]		No hits found		TTCGTAGTTTTCGCAGTGCATGCAACCGTTGGTGATGCTCTTTGTGTGTTCGTAGTTTTC		35090		0

		46775		CUST_1965_PI390587928		6.3795686		6.9913526		6.7917747		7.3200936		5.7313995		6.1309257		5.739889		6.2250705		4.8244123		5.740246		6.2025185		7.365229		-1.567178		-1.8155755		-2.073238		-2.1361651		-2.9386554		-2.3802395		-1.504471		1.0317801		-1.5551562		-0.8604269		-1.0518856		-1.0950232		-0.64816904		-1.2511067		-0.5892563		0.045135498		No		Yes		Yes		U35_44k_v1_46775		-		No hits found		No hits found		CTGTACTTGCTTTTGCTGTTACATATTTATTGCTGGGGATGAATCAACTTCGGCAAAAAA		47315		0

		8762		CUST_14577_PI390587928		4.603152		4.2435		3.0945294		3.0718393		5.4902215		5.1368732		6.4089317		5.310102		4.941529		5.7195168		6.281586		4.2419586		1.8494159		1.8575139		9.947971		4.718285		1.2643335		2.7817957		9.107511		2.250303		0.338377		0.893373		3.3144023		2.2382627		0.8870697		1.4760165		3.1870568		1.1701193		Yes		Yes		Yes		U35_44k_v1_8762		LOC_Os07g35350.3		ref|NP_001059878.1| 4e-69  Os07g0538000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35350.3 9e-71 hydrolase hydrolyzing O-glycosyl compounds putative expressed		ATGAGCCCCATGATCGACTTCCTCGAACAGACGGGCTCCTACCTCATGGCCAATATCTAC		19626		AT5G55180.2

		27028		CUST_18778_PI390587928		6.685308		6.5457516		8.401386		7.0896506		6.4149175		6.102701		6.8017287		5.5484543		6.422137		5.936657		7.1552353		7.5194716		-1.2061343		-1.3594757		-3.0307136		-2.9103575		-1.2001138		-1.5253017		-2.3720772		1.3470664		-0.2631712		-0.44305038		-1.5996575		-1.5411963		-0.2703905		-0.6090946		-1.246151		0.429821		No		Yes		Yes		U35_44k_v1_27028		LOC_Os09g38040.1		gb|EAZ45604.1| 3e-25  hypothetical protein OsJ_029087 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38040.1 7e-27 nudix hydrolase 23 chloroplast precursor putative expressed		TCTGAAAATCATCTTATAGCATAAGTGCGTAACCAGTACTACTTCCATCTGCAGGATCGG		24695		AT2G42070.1

		7763		CUST_5812_PI390587928		6.043432		6.485		6.5554748		5.1753073		5.4636397		5.608495		4.7621		4.831433		5.2895927		5.1172175		5.0544395		4.7904687		-1.4946343		-1.8359221		-3.466247		-1.2691604		-1.6862746		-2.5807362		-2.8304574		-1.3057137		-0.7538395		-0.8765049		-1.7933745		-0.34387445		-0.5797925		-1.3677826		-1.5010352		-0.38483858		Yes		Yes		Yes		U35_44k_v1_7763		LOC_Os03g08550.1		ref|NP_001049184.1| e-103  Os03g0183800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08550.1 1e-105 leucine-rich repeat transmembrane protein kinase 2 putative expressed		CAACTTAAGAAGATAAATAGTCTACAGACTGATGGTAATTCTTGGACTACGGGGACAGCA		18353		AT3G14350.3

		17232		CUST_17234_PI390587928		5.5320535		4.9417195		4.401341		6.7708116		7.507147		8.188201		10.579445		8.577764		8.130785		9.06388		10.383565		7.838021		3.931537		9.490482		72.40934		3.4990227		6.057538		17.413815		63.21627		2.0953763		2.5987315		3.2464814		6.178104		1.806952		1.9750934		4.1221604		5.982224		1.0672092		Yes		Yes		Yes		U35_44k_v1_17232		LOC_Os09g36520.1		ref|NP_001063782.1| 1e-42  Os09g0535900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36520.1 2e-44 ki1 protein putative expressed		CAAGATTCCAATATTTCACAATGGAGGAACAGGCAGTTCAAAACAGAAAGTATAAATCCA		None		AT4G38690.1

		47465		CUST_20848_PI390587928		11.768889		11.730975		11.635739		10.59982		11.555005		11.881583		10.370208		9.598431		11.04435		11.4034		11.059728		10.027436		-1.1598067		1.1100372		-2.4041576		-2.0019271		-1.6523734		-1.254902		-1.4907224		-1.4869787		-0.72453976		0.15060806		-1.2655315		-1.0013895		-0.21388435		-0.32757473		-0.57601166		-0.5723839		No		Yes		Yes		U35_44k_v1_47465		LOC_Os03g45920.1		No hits found		No hits found		TATGTTTGTCGTCGTCGTCGAACCTTCACTCGTCATCTTTATTTCATTCAGGTTAAAAAA		48558		0

		20153		CUST_41207_PI390587928		7.8831935		8.169381		7.5694394		8.813126		8.005603		8.194913		9.274963		8.874611		8.331419		8.820496		8.971871		8.928071		1.0885513		1.0178548		3.2614737		1.0435395		1.364361		1.5703808		2.6434681		1.082934		0.4482255		0.025531769		1.705524		0.06148529		0.12240934		0.65111446		1.402432		0.11494541		No		Yes		Yes		U35_44k_v1_20153		LOC_Os03g50340.1		gb|AAG09228.1| 0.0  COP alpha homolog [Triticum aestivum]		LOC_Os09g04110.2 0.0 coatomer subunit alpha putative expressed		CTTGAGGATGCTGTTATGCTTGAGACTTATCATGATCAACTCATGCAAAGTTTTCCTAAA		14269		AT1G62020.1

		12578		CUST_25948_PI390587928		10.173322		9.702458		8.728291		7.9023323		9.363061		9.35183		6.702214		6.343799		8.748715		8.42997		7.444531		7.5613036		-1.7535284		-1.2751163		-4.0729575		-2.945542		-2.6844125		-2.415779		-2.4347262		-1.2666595		-1.4246063		-0.35062885		-2.0260768		-1.5585332		-0.8102608		-1.2724886		-1.2837596		-0.3410287		Yes		Yes		Yes		U35_44k_v1_12578		LOC_Os06g08060.1		ref|NP_001056965.1| 8e-30  Os06g0178700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08060.1 2e-31 leucoanthocyanidin dioxygenase putative expressed		GGTCTGGCTGTAATTTCTGAAAACCTGGATGCTCTTTGGTTAAGTTCTCTCGCTGTGCTT		22623		AT5G20400.1

		38582		CUST_33127_PI390587928		10.550907		10.845555		11.234853		10.779813		10.205895		10.251583		10.134599		10.130683		9.828953		9.789089		10.29781		10.642434		-1.2701613		-1.5093969		-2.1439245		-1.568222		-1.6494149		-2.0798306		-1.9146003		-1.0999048		-0.72195435		-0.5939722		-1.100254		-0.64912987		-0.3450117		-1.0564661		-0.9370432		-0.1373787		No		Yes		Yes		U35_44k_v1_38582		LOC_Os02g53520.1		gb|EAZ24795.1| 1e-76  hypothetical protein OsJ_008278 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53520.1 3e-78 ATP binding protein putative expressed		AACATGTGGGTTCTAGTGGCAAAATTGAAGAAGTCTCGTGGGGATGATGACCATGACGAT		None		AT3G12020.1

		478		CUST_2942_PI390587928		7.0504513		6.1479874		6.442884		6.7552757		8.009663		7.2748165		8.815394		6.9760284		8.1184225		8.206618		8.326861		7.057753		1.9442468		2.1837826		5.1784143		1.1653414		2.0964832		4.165908		3.6909122		1.2332603		1.0679712		1.1268291		2.3725104		0.22075272		0.95921135		2.058631		1.8839774		0.30247736		Yes		Yes		Yes		U35_44k_v1_478		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		TTCTGTCTGAATTTATTGGACCGGAAAGTCACCCATCAATGTACGTGTTCTTCCGCTGCA		1634		AT3G02230.1

		8139		CUST_5740_PI390587928		8.195943		8.427325		8.545776		8.911349		8.1199045		8.022601		7.327451		7.797638		7.611818		7.368759		7.7060847		8.405004		-1.0541195		-1.3238357		-2.3267643		-2.1640162		-1.4991295		-2.0828602		-1.7896676		-1.4204477		-0.58412504		-0.40472412		-1.2183251		-1.1137114		-0.07603836		-1.0585661		-0.83969164		-0.50634575		No		Yes		Yes		U35_44k_v1_8139		LOC_Os03g16600.1		gb|EAY89429.1| 1e-26  hypothetical protein OsI_010662 [Oryza sativa (indica cultivar-group)]		LOC_Os03g16600.1 3e-28 expressed protein		AAGAAAGCGCAAATCCATGGAGTTCTACGTTGACGAGAAGTGGAAGTTCTCCAAGAAGAG		17824		AT2G39705.1

		48314		CUST_38867_PI390587928		7.0262723		6.9158187		7.1102233		7.416405		7.1639843		7.1096725		8.304465		7.311296		7.265572		7.560068		7.9066124		7.240893		1.1001589		1.143815		2.2882457		-1.0755758		1.1804196		1.5629259		1.7367488		-1.1293653		0.23929977		0.19385386		1.194242		-0.105109215		0.137712		0.64424944		0.7963891		-0.17551231		No		Yes		Yes		U35_44k_v1_48314		LOC_Os06g50154.1		gb|EAZ02360.1| 1e-13  hypothetical protein OsI_023592 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50154.1 3e-15 translocon-associated protein alpha subunit precursor putative expressed		TTGCAGCGGTGGTGTTCCTTATTTAATGATCTTTTCATCCTCGGCAAGTCTTTAGCAAAT		3473		0

		7733		CUST_5841_PI390587928		9.969972		9.632676		9.889396		10.241936		10.616958		10.905948		11.77712		10.858388		10.974358		11.37399		11.356584		10.564269		1.5658934		2.4170907		3.7005095		1.5331005		2.0060894		3.3433952		2.7648244		1.2503512		1.004386		1.2732716		1.8877239		0.6164522		0.646986		1.7413139		1.4671879		0.32233334		Yes		Yes		Yes		U35_44k_v1_7733		LOC_Os11g05530.1		gb|EAY79983.1| 3e-71  hypothetical protein OsI_033942 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05530.1 6e-73 expressed protein		CTCTGTCTGTTTGTGTGTATATACCGATAGTATTAATTAGGACAAAACATTTGTGGGATC		22759		0

		9403		CUST_11164_PI390587928		5.17572		4.6859097		2.6038916		5.246404		5.2716575		7.5787225		8.213348		7.002613		6.0616074		6.487009		7.71009		6.049129		1.0687596		7.4271708		48.821915		3.3780928		1.8479006		3.4848566		34.44442		1.7443926		0.88588715		2.8928127		5.609457		1.7562089		0.09593725		1.8010993		5.1061983		0.80272484		Yes		Yes		Yes		U35_44k_v1_9403		LOC_Os06g41560.1		gb|EAY81143.1| 6e-73  hypothetical protein OsI_035102 [Oryza sativa (indica cultivar-group)]		LOC_Os06g41510.1 6e-74 D-mannose binding lectin family protein		TGCTGTGGAATGATCCGCCAATCAGTCATGATCCATCTCTACTGTTCAAAGTGGAAAAAA		22773		AT5G60900.1

		574		CUST_37113_PI390587928		15.289937		14.435482		14.027779		15.520503		15.168831		15.3738165		16.27611		17.012253		15.117314		15.013288		15.689056		15.31559		-1.0875684		1.9163146		4.751329		2.8122985		-1.1271056		1.4925772		3.1629653		-1.152617		-0.17262268		0.93833447		2.248331		1.4917498		-0.12110615		0.5778055		1.6612778		-0.20491314		Yes		Yes		Yes		U35_44k_v1_574		LOC_Os05g05680.1		ref|NP_001054657.1| e-154  Os05g0149400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05680.1 1e-156 1-aminocyclopropane-1-carboxylate oxidase putative expressed		GGGAGTACATGTGCATCCATTCTTGGGTTCATCATATTCATATATAAGTGCATTTTTGTG		2639		AT1G77330.1

		23158		CUST_19062_PI390587928		9.973388		10.124744		9.838879		11.170258		11.842595		12.560643		13.709123		12.309592		12.203969		13.4502325		13.549568		12.008662		3.6533182		5.411013		14.623776		2.202794		4.69323		10.024707		13.0926895		1.7880718		2.2305813		2.4358988		3.870244		1.1393347		1.8692074		3.325488		3.7106895		0.83840466		Yes		Yes		Yes		U35_44k_v1_23158		LOC_Os04g52190.1		gb|EAZ31950.1| 7e-61  hypothetical protein OsJ_015433 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52190.1 2e-62 vacuolar sorting receptor 7 precursor putative expressed		ACAGCTCTGGGGTTTCAAGATGGATTTCCCACAAATGGTGAATAATACCATGGCGCGTAT		18079		AT1G30900.1

		20927		CUST_12228_PI390587928		4.916844		2.4964488		4.329846		5.4306674		4.9169307		3.1299937		5.4740624		5.839756		4.549631		3.4592571		5.149395		5.144653		1.0000602		1.5513723		2.2102606		1.3278468		-1.2898585		1.9491004		1.7648543		-1.2192674		-0.36721277		0.6335449		1.1442165		0.4090886		8.68E-05		0.9628084		0.8195491		-0.28601456		No		Yes		Yes		U35_44k_v1_20927		LOC_Os07g44890.1		ref|NP_001060441.1| 1e-69  Os07g0643400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44890.1 3e-71 gibberellin receptor GID1L2 putative expressed		TTTAACACGGGAGGAGTGAGTCAGTGAGTCAGTGAGCCATGGAGGCCACGACGAAGAACC		21033		AT5G23530.1

		6693		CUST_20341_PI390587928		10.495833		10.45415		10.644818		11.175186		10.227313		10.026969		9.13849		9.942182		9.871345		9.526336		9.497531		11.208392		-1.2045717		-1.3446039		-2.8408616		-2.3505602		-1.5416645		-1.9023919		-2.2149704		1.0232836		-0.62448883		-0.42718124		-1.5063286		-1.2330046		-0.26852036		-0.9278145		-1.1472874		0.033205986		No		Yes		Yes		U35_44k_v1_6693		LOC_Os03g52239.1		gb|AAK38645.1|AF334758_1 0.0  homeodomain protein JUBEL1 [Hordeum vulgare]		LOC_Os03g52239.1 0.0 homeodomain protein JUBEL1 putative expressed		AGCACCTGTTGGCGAGACAGACGGGGCTGTCCAGGAACCAGTCTCGAATTGGTTCATCAA		18571		AT2G23760.3

		29148		CUST_19914_PI390587928		6.01761		6.483242		6.511173		5.9039264		5.4119897		5.7596684		5.1756897		4.967486		5.0793896		5.5675373		5.0279927		5.549923		-1.5216329		-1.6512673		-2.5235996		-1.9138005		-1.9161633		-1.8864903		-2.7956429		-1.2781024		-0.9382205		-0.7235737		-1.3354831		-0.93644047		-0.6056204		-0.9157047		-1.48318		-0.35400343		No		Yes		Yes		U35_44k_v1_29148		-		ref|NP_001041989.1| 8e-09  Os01g0142100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04900.1 2e-10 metalloendopeptidase putative expressed		TGTTGCTAGTGGCTCCCCTTTGCCTGGAATGAAGCAACAGCTTGAAGAAGCTGTGAGTAT		28345		0

		36723		CUST_35018_PI390587928		6.8569965		7.020815		6.5854073		6.459694		6.2351203		5.806453		5.437485		5.2473874		5.5822277		5.8374023		5.56976		5.9943523		-1.5388752		-2.320381		-2.215945		-2.3170779		-2.4196005		-2.2711337		-2.02181		-1.3806442		-1.2747688		-1.2143617		-1.147922		-1.2123065		-0.62187624		-1.1834126		-1.0156474		-0.46534157		Yes		Yes		Yes		U35_44k_v1_36723		-		No hits found		No hits found		GCTATAGCTGTTAGTGTGTGTGTGTTCGTCTCGTCCCGTTGTAAGAACCAGAGCAAAAAA		31988		0

		10730		CUST_23190_PI390587928		7.972464		7.8535933		8.094762		8.617954		8.604002		9.09188		9.889988		9.116089		9.05623		9.685702		9.630628		9.206582		1.5492156		2.3591816		3.4706986		1.4123862		2.119561		3.560572		2.8996239		1.5038158		1.0837655		1.2382865		1.7952261		0.4981346		0.6315379		1.832109		1.5358658		0.5886278		Yes		Yes		Yes		U35_44k_v1_10730		-		gb|AAQ55540.1| 1e-27  MLA7 [Hordeum vulgare]		No hits found		CCTTGCGTTGTACTTCAAGTTAATCATTATATTGCTACATATATATGTCGATGAGGGTCA		53147		0

		5258		CUST_3692_PI390587928		6.4549522		5.744737		6.196345		7.6900253		8.161725		7.9375625		9.681161		9.338084		8.40418		8.389724		9.257176		8.725631		3.2642982		4.5719995		11.19526		3.1341166		3.8616765		6.254899		8.344534		2.0499737		1.9492273		2.1928253		3.484816		1.6480589		1.7067728		2.6449866		3.0608315		1.0356054		Yes		Yes		Yes		U35_44k_v1_5258		LOC_Os06g30130.1		ref|NP_001059425.1| 4e-62  Os07g0301500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37840.1 2e-59 ATP binding protein putative		TAACAAGAGCTTGGACAACTTCATCTTTGATCTGAGGAGGCGTGCCACTTTGAGTTGGAA		None		AT4G27300.1

		21172		CUST_1096_PI390587928		5.965677		6.17409		6.6963573		5.9156365		5.6818757		5.7471128		4.6612926		4.9561744		5.1586385		5.308927		5.51615		5.442332		-1.2173982		-1.3444138		-4.098411		-1.9445848		-1.749616		-1.8215452		-2.2660933		-1.388286		-0.8070383		-0.42697716		-2.0350647		-0.95946217		-0.28380108		-0.86516285		-1.1802073		-0.47330475		No		Yes		Yes		U35_44k_v1_21172		LOC_Os05g39840.1		gb|EAY98413.1| 3e-41  hypothetical protein OsI_019646 [Oryza sativa (indica cultivar-group)]		LOC_Os05g39840.1 5e-43 expressed protein		TGGTGTGTAAACTATTTCTCCAGGGGCTCGCTGAAGAATACTTACCCAGGTTTGTTCAAA		16746		0

		30980		CUST_28299_PI390587928		4.8958793		4.675165		5.5302844		5.7075706		4.3053346		4.3215775		3.4694262		3.8264647		4.256204		3.906873		4.0557117		5.265888		-1.5058151		-1.277734		-4.172344		-3.6835732		-1.5579783		-1.7032523		-2.7790132		-1.3581872		-0.63967514		-0.35358763		-2.0608582		-1.8811059		-0.5905447		-0.7682922		-1.4745727		-0.44168234		Yes		Yes		Yes		U35_44k_v1_30980		LOC_Os12g01360.1		ref|NP_001065527.1| 4e-30  Os11g0104300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01360.1 1e-31 expressed protein		TTTACATTTCCGCCCCATGCCTGGTGAAAAGTAACCGCAGACAGGCCAGGTCAGGTCCCT		31117		AT1G07200.2

		36643		CUST_10046_PI390587928		12.458843		12.178012		12.977216		12.4954605		12.165957		11.890269		11.866345		11.773354		12.257789		11.872851		12.098981		12.369227		-1.2250884		-1.2207288		-2.159759		-1.6495894		-1.1495383		-1.2355561		-1.838125		-1.0914402		-0.20105457		-0.2877426		-1.1108704		-0.72210693		-0.29288578		-0.30516052		-0.87823486		-0.1262331		No		Yes		Yes		U35_44k_v1_36643		LOC_Os03g11060.1		ref|NP_001104928.1| 2e-07  MFP1 attachment factor 1 [Zea mays]		LOC_Os03g11060.1 1e-07 MFP1 attachment factor 1 putative expressed		TTCACCGGAATATCTGTCGCAGAGCCTCCCAGATCAATACATATTTTATAATTCTGTAAA		31809		0

		14350		CUST_3806_PI390587928		15.068728		15.089615		14.687377		15.593781		15.562377		15.93658		16.530228		16.683214		15.697726		16.245626		16.519218		16.35948		1.4080012		1.7987127		3.5871813		2.1279035		1.5464903		2.2284052		3.5599117		1.7001929		0.6289978		0.84696484		1.8428507		1.0894327		0.49364853		1.1560116		1.8318415		0.76569843		Yes		Yes		Yes		U35_44k_v1_14350		LOC_Os01g22352.1		gb|AAW52722.1| e-170  peroxidase 8 [Triticum monococcum]		LOC_Os01g22352.1 1e-137 peroxidase 2 precursor putative expressed		CCGTTCGCGCCTATACTTATGAATAATAAACGTTGCCGTGCTCCAAGTTTGCTGAAAAAA		4337		AT5G06720.1

		37212		CUST_17016_PI390587928		4.8812823		4.58149		5.330354		4.6355686		4.2185035		3.965964		4.084591		4.482029		3.508271		3.67686		3.7392218		4.4526253		-1.583129		-1.5321164		-2.37144		-1.1122952		-2.5901065		-1.8720642		-3.0128574		-1.1351975		-1.3730114		-0.61552596		-1.2457633		-0.15353966		-0.66277885		-0.90462995		-1.5911324		-0.18294334		Yes		No		No		U35_44k_v1_37212		LOC_Os03g18210.1		gb|EAZ26565.1| 4e-63  hypothetical protein OsJ_010048 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18210.1 1e-64 appr-1-p processing enzyme family protein expressed		CTGCTGACTTCCAGTTCGATCTTGAGAAAGCATCTGACGTTATAGTAGATGCAGCTACTG		32925		AT5G01310.1

		38318		CUST_3778_PI390587928		7.4053216		7.7445703		7.9723735		6.583729		7.7344365		7.9126945		9.306121		8.189445		8.04961		8.127797		9.183497		6.046311		1.2562424		1.1235967		2.5205655		3.043467		1.5629684		1.3042558		2.3151793		-1.4513725		0.64428854		0.1681242		1.3337474		1.6057158		0.3291149		0.38322687		1.211124		-0.5374179		No		Yes		Yes		U35_44k_v1_38318		-		No hits found		LOC_Os06g41060.1 6e-04 BHLH transcription factor putative expressed		TGCATAATCTTAAGGTTGTATGAGCAGCATTATTTGATGACCAAGGCCCTGTGGTTTTGC		34235		0

		5881		CUST_39209_PI390587928		6.133095		5.946026		5.6328216		7.2129884		7.3084226		7.4151683		9.002326		8.120515		7.5778904		8.254453		8.398611		7.516115		2.258442		2.7685728		10.335272		1.8758266		2.7222426		4.9534264		6.801201		1.2338157		1.4447956		1.4691424		3.3695045		0.9075265		1.1753278		2.3084269		2.7657895		0.3031268		Yes		Yes		Yes		U35_44k_v1_5881		LOC_Os09g04310.1		gb|EAZ08193.1| 8e-32  hypothetical protein OsI_029425 [Oryza sativa (indica cultivar-group)]		LOC_Os09g04310.1 2e-33 expressed protein		TCGAGCAGATCACAACTCTCAAGTTACCAGCCATGGCGGCCAAGGCCACCTCATGCTTCA		15888		0

		30889		CUST_21678_PI390587928		5.993242		6.6370225		7.1891685		6.259722		5.8059783		5.457026		6.405889		5.830897		5.3945737		5.117798		5.623127		5.4251847		-1.138602		-2.2657623		-1.7210386		-1.3461372		-1.5143179		-2.8663695		-2.9609118		-1.7832853		-0.5986681		-1.1799965		-0.7832794		-0.42882538		-0.18726349		-1.5192246		-1.5660415		-0.8345375		Yes		No		No		U35_44k_v1_30889		-		ref|XP_568222.1| 7e-09  hypothetical protein [Cryptococcus neoformans var. neoformans JEC21]		No hits found		TTGCGGACTCGATCGATGTGCTCGAAGACATGGTCCTCGCATTTCTGTCCGATGTCTGCC		30999		0

		23083		CUST_18448_PI390587928		3.2780151		3.913273		4.1578007		3.3647842		3.9469826		5.178923		5.555392		4.834042		3.6840572		4.370132		5.3363705		3.645239		1.5899347		2.4043553		2.634613		2.7687943		1.3250457		1.3725501		2.2635226		1.2145778		0.4060421		1.26565		1.3975911		1.4692578		0.6689675		0.45685887		1.1785698		0.28045487		Yes		Yes		Yes		U35_44k_v1_23083		LOC_Os01g45720.1		ref|NP_001043699.1| 1e-34  Os01g0644900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45720.1 4e-36 expressed protein		TTTGTGCCACAAAACAAGCATACACCAAACCCAGCCTACGGGACCAAGGAGCGGGGAGAG		17466		0

		10211		CUST_16429_PI390587928		6.0881615		5.659559		6.713806		6.112472		5.7433696		5.530211		5.536951		5.8845305		5.473746		5.0994077		5.4996133		5.9502163		-1.2699678		-1.0937991		-2.260834		-1.1711627		-1.5309378		-1.4744236		-2.3201094		-1.1190355		-0.61441565		-0.1293478		-1.1768551		-0.22794151		-0.3447919		-0.5601511		-1.2141929		-0.16225576		No		Yes		Yes		U35_44k_v1_10211		LOC_Os02g17700.1		ref|NP_001046547.1| e-115  Os02g0277600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17700.1 1e-116 NADPH adrenodoxin oxidoreductase mitochondrial precursor putative expressed		ACAGGCAGCTTGCACAGCAAAGGAATTACGTGAAATTTTAGGTTTAAAAAATGTCAATGT		19963		AT4G32360.1

		8416		CUST_31146_PI390587928		8.6790905		9.839448		6.665748		6.0857882		8.255994		9.001396		4.4223733		5.07318		8.195594		8.171998		5.2370114		4.5847907		-1.3408024		-1.7876345		-4.735034		-2.017555		-1.3981283		-3.1765263		-2.6921086		-2.8303835		-0.48349667		-0.8380518		-2.2433748		-1.012608		-0.42309666		-1.66745		-1.4287367		-1.5009975		Yes		No		No		U35_44k_v1_8416		LOC_Os02g33550.1		ref|NP_001047054.1| 8e-73  Os02g0538700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g33550.1 2e-74 VAMP protein SEC22 putative expressed		GTGGAAGAAACTACGTAGCTGTTTAATTTTCGTTTTATGTCTCATGTAACGGGAGAATAA		23672		AT5G22200.1

		23925		CUST_11331_PI390587928		8.483143		8.349971		9.149044		8.549806		8.329724		7.964083		8.1262045		8.314892		8.281261		7.7732835		8.043586		8.090997		-1.1122018		-1.3066635		-2.0319142		-1.1768365		-1.1501974		-1.4914207		-2.1516721		-1.3744066		-0.20188141		-0.38588762		-1.0228395		-0.23491383		-0.15341854		-0.57668734		-1.1054583		-0.4588089		No		Yes		Yes		U35_44k_v1_23925		LOC_Os11g39220.1		gb|EAZ33101.1| e-138  hypothetical protein OsJ_016584 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g39220.1 1e-140 acyl-coenzyme A oxidase 1 putative expressed		CACAAGATAGGTCTAAATGGTGTGGATAATGGTGCCCTGAGATTCCGTTCAGTTAGGATA		20109		AT5G65110.2

		49039		CUST_14921_PI390587928		5.2038045		5.271696		5.217609		4.890778		4.3539085		4.0575166		3.019242		1.540781		4.466717		4.5807476		3.790653		3.9329376		-1.8023709		-2.320088		-4.5895953		-10.196465		-1.6668078		-1.6143445		-2.688788		-1.9424001		-0.7370877		-1.2141795		-2.1983669		-3.349997		-0.84989595		-0.6909485		-1.4269559		-0.95784044		Yes		Yes		Yes		U35_44k_v1_49039		-		No hits found		No hits found		GCAAACGACTTGACCTTTTGAAATTATTTATACCTTTGAAATATGGGTTTGGCCTCCAAA		5640		0

		22241		CUST_40014_PI390587928		7.5317225		7.5611815		8.502342		8.199288		7.030063		7.068765		7.47078		7.029163		6.841328		6.9960904		7.6130357		8.101609		-1.4158411		-1.4067992		-2.044237		-2.2503128		-1.6137246		-1.479481		-1.8522856		-1.0700507		-0.6903944		-0.49241638		-1.0315623		-1.1701255		-0.5016594		-0.56509113		-0.88930655		-0.09767914		No		Yes		Yes		U35_44k_v1_22241		-		No hits found		No hits found		AGGAGTGCTGTACTTATTGCGACACTGCACAACGGATAATTAATTCGCTTGGCCATCAAA		15278		0

		44485		CUST_3478_PI390587928		3.7907264		3.366829		4.0625343		3.8912218		2.9291294		3.157327		3.6698182		5.9535155		3.343537		3.2749932		3.4242773		2.746638		-1.8170487		-1.156289		-1.3128628		4.176498		-1.3633815		-1.0657254		-1.5564476		-2.2108233		-0.44718933		-0.20950198		-0.39271617		2.0622938		-0.86159706		-0.09183574		-0.638257		-1.1445837		No		Yes		Yes		U35_44k_v1_44485		LOC_Os12g16720.1		gb|EAZ38761.1| 1e-79  hypothetical protein OsJ_022244 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g16720.1 3e-81 cytochrome P450 71A1 putative expressed		ACAACCTCAAAGCCCTCGTCCTGGACATGTTCGTCGCCGGCACGGACACAACGTTCGCGA		42258		AT3G48300.1

		14142		CUST_38287_PI390587928		9.940728		9.511553		7.6797447		8.472751		11.319942		11.355443		13.030598		11.405426		12.306427		12.783905		12.118726		8.986905		2.6012666		3.589767		40.810062		7.6352496		5.154022		9.662204		21.690344		1.4281569		2.3656988		1.8438902		5.350853		2.9326754		1.3792143		3.2723522		4.438981		0.51415443		Yes		Yes		Yes		U35_44k_v1_14142		LOC_Os03g13300.1		gb|EAY89173.1| 0.0  hypothetical protein OsI_010406 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13300.1 0.0 glutamate decarboxylase putative expressed		AAGACTTGAGCTGTTGCGCTGCAATGATAGCAAGTACTACTACAATTTTCTGTTAAAAAA		1373		AT5G17330.1

		4743		CUST_15970_PI390587928		5.225453		4.741697		4.948683		4.0990734		4.592854		4.5639186		2.4102468		2.3596423		4.4806466		3.5939515		3.9336815		3.5468419		-1.5503553		-1.1311406		-5.8095884		-3.3390348		-1.6757493		-2.2156737		-2.0209048		-1.4663521		-0.7448063		-0.17777824		-2.538436		-1.7394311		-0.6325989		-1.1477454		-1.0150013		-0.55223155		Yes		Yes		Yes		U35_44k_v1_4743		LOC_Os05g32530.1		gb|EAZ34187.1| 6e-73  hypothetical protein OsJ_017670 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32530.1 1e-74 mannosylglycoprotein endo-beta-mannosidase putative expressed		CTTTGTAGGGGCATTTTTCAGCTAGTGTGCAAAATGAGAATCGCCAAAAACATAGCGTCC		21227		AT1G09010.1

		30237		CUST_1553_PI390587928		5.112944		2.3312442		1.6704903		2.0259435		4.833479		4.531742		2.4098628		1.9623203		4.6320677		5.9001527		3.8444452		2.5188987		-1.2137449		4.5963793		1.6694496		-1.0450871		-1.3955913		11.867207		4.5125875		1.4073247		-0.48087645		2.2004979		0.7393725		-0.06362319		-0.2794652		3.5689085		2.173955		0.4929552		Yes		Yes		Yes		U35_44k_v1_30237		LOC_Os06g20790.1		ref|NP_001057493.1| 4e-19  Os06g0314600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g20920.1 2e-23 jasmonate O-methyltransferase putative expressed		TCTACTCCTTAATGATCTCCCATACAATGACTTCAACAGAGTGGTGAAGAGCCTGGTTGC		30052		0

		10179		CUST_19468_PI390587928		7.146454		7.721452		7.8605723		6.675476		6.5850906		7.1246114		6.5303364		5.731127		6.341692		6.8488007		6.9523487		6.405432		-1.475663		-1.5124011		-2.514438		-1.9243207		-1.7468574		-1.8310251		-1.8767333		-1.2058445		-0.8047619		-0.59684086		-1.330236		-0.9443493		-0.5613632		-0.8726516		-0.9082236		-0.27004385		No		Yes		Yes		U35_44k_v1_10179		LOC_Os01g43580.1		gb|EAY75026.1| 3e-45  hypothetical protein OsI_002873 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43580.1 4e-50 BY-2 kinesin-like protein 10 putative expressed		TTATGCCAATGGAGGAGGCTTTGAAGATTCGGATATGAGCTTCGGTACAGACAAGCAGAT		19260		0

		4794		CUST_15921_PI390587928		7.8326926		8.224149		8.165539		7.5132403		7.386024		7.8012433		6.808904		6.3420167		7.3548255		7.552996		7.0491443		7.255501		-1.3628895		-1.3406247		-2.5608711		-2.2520263		-1.3926831		-1.5923446		-2.1680448		-1.195604		-0.47786713		-0.42290545		-1.3566346		-1.1712236		-0.44666862		-0.6711526		-1.1163945		-0.25773954		No		Yes		Yes		U35_44k_v1_4794		LOC_Os04g58504.1		emb|CAJ86275.1| 0.0  H0901F07.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g58470.2 0.0 expressed protein		TACTAATACTCCGTATTAACTTCGTTGTTAGGTGGAAATGGAATGAGGGCAGTTGGTGCC		10526		AT3G15380.1

		26360		CUST_25400_PI390587928		1.4088435		1.9199883		2.8348734		3.675443		1.3639845		3.0953467		4.2301755		4.0562634		2.1341066		3.5157082		4.994715		5.2747927		-1.0315824		2.2584898		2.6304362		1.3020822		1.6532022		3.022453		4.4686584		3.0300672		0.7252631		1.1753584		1.395302		0.3808205		-0.04485905		1.5957199		2.1598418		1.5993497		Yes		No		No		U35_44k_v1_26360		LOC_Os12g41540.1		ref|NP_001067240.1| e-112  Os12g0609000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41540.1 1e-114 protein kinase putative expressed		GCATCTACAGAACAGACCCCATGTTTATGCCGGATCATCTTTATTTGCAAAGAAACTCTT		24522		AT5G10530.1

		50856		CUST_15519_PI390587928		8.962688		8.777146		9.215614		8.94401		8.811046		8.174529		8.026834		7.8977456		8.810489		8.46202		8.55708		8.852855		-1.1108336		-1.5184689		-2.2796001		-2.0651753		-1.1112626		-1.2441207		-1.5784779		-1.0652227		-0.15219975		-0.60261726		-1.1887808		-1.0462642		-0.1516428		-0.31512642		-0.65853405		-0.09115505		No		Yes		Yes		U35_44k_v1_50856		-		No hits found		No hits found		GATAACGTGTTAGAGTAAAACGAGATTGAAAAAGAGTAATGGACGATCAGTCTTGATTTC		22575		0

		12111		CUST_41313_PI390587928		4.6231456		4.424691		5.1127586		5.124878		4.4009833		3.4176843		2.6021273		1.8863577		4.057966		3.8421834		2.6533291		4.5656524		-1.1664805		-2.0097373		-5.6986938		-9.438255		-1.4795715		-1.49745		-5.499992		-1.4734781		-0.56517935		-1.0070069		-2.5106313		-3.2385201		-0.22216225		-0.58250785		-2.4594295		-0.55922556		Yes		Yes		Yes		U35_44k_v1_12111		LOC_Os01g14510.1		gb|EAZ11240.1| 9e-17  hypothetical protein OsJ_001065 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g14510.1 7e-18 BRASSINOSTEROID INSENSITIVE 1 precursor putative expressed		CCTCCGTTCTTCTTTCTAGAGATTCTACTAAAGAACTACACACGGATGTATGTAGACATA		22441		AT1G78530.1

		4695		CUST_22157_PI390587928		12.969541		12.7497635		12.693072		12.625834		13.407074		13.695698		14.471866		13.286048		13.592365		14.178486		14.217414		13.129966		1.3542869		1.9264361		3.4313905		1.5803164		1.5398872		2.6920822		2.876554		1.4182692		0.62282467		0.9459343		1.7787933		0.6602135		0.43753338		1.4287224		1.5243416		0.5041313		Yes		Yes		Yes		U35_44k_v1_4695		LOC_Os07g39680.2		No hits found		No hits found		CCTCCACATTGGGATTAATTATTTGGTTGGTTTGGATGTGAAAACTACCTTTCTAATTGT		12794		0

		38660		CUST_25070_PI390587928		2.324767		2.4955385		1.4627346		1.4610487		1.5665911		3.4581301		7.765715		3.7575252		3.340687		3.9685032		6.198473		1.5794153		-1.6913508		1.9488076		78.956184		4.9125648		2.022192		2.7759175		26.643991		1.0855051		1.0159199		0.96259165		6.3029804		2.2964764		-0.75817597		1.4729648		4.7357383		0.1183666		Yes		Yes		Yes		U35_44k_v1_38660		LOC_Os05g50770.2		gb|EAZ35429.1| 2e-13  hypothetical protein OsJ_018912 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50770.2 6e-15 C4-dicarboxylate transporter/malic acid transport protein expressed		CCGAGCCTGTAAATTTGGTGGTCATACTCTTGTTGAACGAAATGAAGTTATTAAATTTCT		34539		0

		7003		CUST_33609_PI390587928		3.3063362		3.174401		2.0350144		3.0879776		3.4531295		4.699364		6.687343		5.0432186		4.007687		6.3387065		6.639902		5.170303		1.107106		2.8777936		25.147245		3.877807		1.6260266		8.965012		24.33377		4.234892		0.7013509		1.5249631		4.6523285		1.955241		0.14679337		3.1643054		4.604888		2.0823252		Yes		Yes		Yes		U35_44k_v1_7003		LOC_Os10g30560.1		gb|EAZ16223.1| 1e-39  hypothetical protein OsJ_030432 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g30560.1 3e-41 cytokinin-O-glucosyltransferase 2 putative expressed		CGGAATGGAGGTAGATCATAAAATGAACGTAGAATGTAATCCCTTTTCCCATATTATGAT		14742		AT2G36970.1

		31647		CUST_40511_PI390587928		3.1416264		2.6408334		3.6743925		4.091785		2.9821107		2.8013184		5.6523705		4.4222507		2.9630127		2.6601245		4.621731		4.0249214		-1.1169121		1.1176628		3.9394057		1.2574192		-1.1317958		1.0134615		1.9283118		-1.0474371		-0.17861366		0.16048503		1.977978		0.3304658		-0.15951562		0.019291162		0.94733834		-0.06686354		No		Yes		Yes		U35_44k_v1_31647		LOC_Os01g47580.1		gb|EAZ13011.1| 4e-18  hypothetical protein OsJ_002836 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47580.1 6e-20 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		AGAACGGATAAGTAGTGTTGGATCCACGTCCACCCCGGAGAGAGAGAGGCTGAGATGCAG		11040		AT1G15080.1

		23078		CUST_18470_PI390587928		6.788688		8.553672		8.732524		7.5701656		5.8300457		7.333084		5.272511		4.9664216		4.8814635		6.2942796		6.2966		6.552975		-1.9434803		-2.3304164		-11.004433		-6.078621		-3.7508683		-4.7878976		-5.411108		-2.0239735		-1.9072247		-1.2205877		-3.460013		-2.603744		-0.9586425		-2.2593923		-2.435924		-1.0171905		Yes		Yes		Yes		U35_44k_v1_23078		-		No hits found		No hits found		GAGAACATGATGCCTTTTGGCATTTGCAAACTTATTAAAACTAGCTGTCGTCCAATAAAA		18069		0

		8845		CUST_19979_PI390587928		6.8174195		6.698066		6.8990307		6.013531		6.3830304		6.217108		4.35913		4.937158		5.941454		5.0822234		5.1277223		5.4421196		-1.3513385		-1.3956705		-5.8154902		-2.1087282		-1.835236		-3.064906		-3.413634		-1.4859768		-0.8759656		-0.48095846		-2.5399008		-1.0763731		-0.4343891		-1.6158428		-1.7713084		-0.5714116		Yes		No		No		U35_44k_v1_8845		LOC_Os02g50320.1		ref|NP_001048050.1| 3e-81  Os02g0736100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50320.1 6e-83 ATMAP70-3 putative expressed		GGTCTCGAGCTGTATCAAAGGTTTCTTAGTTGAGGAGATCTCCGAGAAAGTACCAAAAAA		19193		AT1G24764.1

		39626		CUST_31813_PI390587928		5.5285335		6.132873		6.9131703		6.232155		5.014625		5.399029		5.53274		5.2478595		4.813862		4.8392034		5.653663		5.8205886		-1.4279133		-1.6630647		-2.60346		-1.9783468		-1.6411096		-2.4515083		-2.3941395		-1.330129		-0.7146716		-0.7338443		-1.3804302		-0.98429537		-0.5139084		-1.2936697		-1.2595072		-0.41156626		No		Yes		Yes		U35_44k_v1_39626		LOC_Os01g04860.1		gb|EAZ10486.1| 2e-26  hypothetical protein OsJ_000311 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04860.1 3e-28 expressed protein		TCGGAACACTTTTTGATGATGACCCATAGAAGTGGCGGATGTATGCTGACTTCATTGGGA		35803		AT5G01510.1

		19902		CUST_13889_PI390587928		5.6253476		5.0759163		3.0810206		4.6818194		5.2482085		6.123655		5.8069053		6.28093		4.7903953		5.743262		6.0602646		5.892071		-1.2987639		2.0672867		6.6156583		3.0295649		-1.7837981		1.5881481		7.8857284		2.3137794		-0.83495235		1.0477386		2.7258847		1.5991106		-0.3771391		0.6673455		2.979244		1.2102513		Yes		Yes		Yes		U35_44k_v1_19902		LOC_Os11g01890.1		ref|NP_001065559.1| 5e-56  Os11g0110100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01950.1 1e-57 expressed protein		TACCACTAGACCAAACACCCTGATTGGTTTCCCTGTCGTACAGAGGTATGTAAAATCTTA		13277		AT1G21600.2

		18363		CUST_24671_PI390587928		11.319997		11.73392		11.250965		11.232514		10.905471		11.27528		10.089921		10.763667		10.687871		10.948162		10.39354		11.15182		-1.3328607		-1.3742459		-2.236192		-1.3840032		-1.549847		-1.723998		-1.8118013		-1.0575268		-0.63212585		-0.4586401		-1.1610441		-0.46884727		-0.414526		-0.785758		-0.85742474		-0.0806942		No		Yes		Yes		U35_44k_v1_18363		LOC_Os01g68104.1		gb|EAZ14562.1| 9e-42  hypothetical protein OsJ_004387 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68160.1 2e-34 histone deacetylase 2b putative expressed		CTGTTATCTGTGCCAGGATTCTGGAATCACGTGGTTGATAGTAATGGTTTTGGTAAAAAA		10579		AT5G22650.2

		20807		CUST_5276_PI390587928		11.694123		11.259736		11.496517		11.127029		11.50079		11.234718		10.018314		10.566779		10.903195		10.87767		10.531254		11.090378		-1.1434027		-1.0174922		-2.7860146		-1.474525		-1.7301869		-1.3032066		-1.9524199		-1.0257304		-0.7909279		-0.025017738		-1.4782028		-0.5602503		-0.19333363		-0.38206577		-0.96526337		-0.03665161		No		Yes		Yes		U35_44k_v1_20807		LOC_Os03g31490.1		gb|AAR01763.1| 9e-99  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g31490.1 1e-100 ATP-dependent protease Clp ATPase subunit putative expressed		CTGGCATAGCCCAGATAATATTATTTCCCCACTGAATGTAAATATAACCAATTAGAGATG		14454		AT3G26580.1

		17795		CUST_30570_PI390587928		2.704713		3.3657238		1.4635426		2.0603735		3.1333425		3.3254793		3.8403885		2.9770768		3.3436806		4.278158		4.1607785		2.7644737		1.3459543		-1.0282881		5.1939993		1.8877964		1.5572143		1.8822188		6.485582		1.6291282		0.6389675		-0.04024458		2.3768458		0.9167032		0.4286294		0.91243434		2.697236		0.70410013		Yes		Yes		Yes		U35_44k_v1_17795		LOC_Os08g28890.1		dbj|BAB62605.1| 6e-36  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g21590.1 1e-37 expressed protein		GTTGGAGCAATAACCTGTAAGATGTCTGCCTTTAGTTGAGAAGTTTCAGAATTCAGATTC		6278		0

		22438		CUST_7127_PI390587928		5.853049		5.9585404		6.7541122		6.3973565		5.67201		5.3529644		5.9854546		5.938181		5.515026		4.7329655		5.4234195		5.908031		-1.1336999		-1.5215862		-1.7036839		-1.374756		-1.264023		-2.3384862		-2.5152342		-1.4037884		-0.3380227		-0.60557604		-0.7686577		-0.4591756		-0.18103886		-1.225575		-1.3306928		-0.48932552		No		Yes		Yes		U35_44k_v1_22438		LOC_Os03g46090.2		gb|AAS07329.1| 1e-93  putative phosphatase (with alternative splicing) [Oryza sativa (japonica cultivar-group)]		LOC_Os03g46090.2 3e-95 type I inositol-145-trisphosphate 5-phosphatase CVP2 putative expressed		AATGGTCCAGCGAAGAAGTGGGTTTCACTTGTGAGGAAAACCCTGAATAATCTGGATCTC		18551		AT2G32010.1

		4480		CUST_40242_PI390587928		10.808711		10.18476		9.564922		9.90405		10.818761		11.186112		11.368566		10.689095		10.992744		11.258266		11.093574		9.881238		1.0069903		2.0018756		3.4910069		1.7231457		1.1360556		2.104542		2.8851597		-1.0159377		0.1840334		1.0013523		1.8036432		0.78504467		0.01004982		1.0735064		1.5286512		-0.02281189		No		Yes		Yes		U35_44k_v1_4480		LOC_Os04g11820.1		ref|NP_001052211.1| 0.0  Os04g0194500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g11820.1 0.0 ABC transporter-like protein putative expressed		CATTTGTGTCAATGATTCTGCTGAAGAAGAGATGAGGGGAGTGCAATTGCACCATTTTTT		10887		AT5G60740.1

		28164		CUST_4872_PI390587928		5.0941024		4.7293963		4.0770364		3.5204709		6.137352		6.072973		6.6573052		5.486586		5.973891		6.6812825		6.4621816		4.791411		2.0608644		2.5377965		5.980511		3.9071462		1.8401054		3.8688002		5.2239647		2.4131875		0.8797884		1.3435764		2.5802689		1.9661152		1.0432496		1.9518862		2.3851452		1.2709401		Yes		Yes		Yes		U35_44k_v1_28164		LOC_Os05g07300.2		gb|EAY80314.1| 8e-85  hypothetical protein OsI_034273 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01320.1 2e-84 serine/threonine-protein kinase receptor precursor putative expressed		GTTGCTGTCCTAAATTGGAACACCAGATATCAAATAGCCTTAGGAGTTGCCAAAGGATTG		26875		AT2G19130.1

		2525		CUST_30913_PI390587928		4.348534		4.2414813		6.480739		5.5932517		3.5355499		3.0870123		5.533522		4.4790854		2.820488		3.300771		5.4931235		5.2422543		-1.7568418		-2.2260237		-1.9281496		-2.1646988		-2.88395		-1.919473		-1.982905		-1.2754421		-1.5280461		-1.154469		-0.947217		-1.1141663		-0.8129842		-0.9407103		-0.9876156		-0.35099745		Yes		No		No		U35_44k_v1_2525		LOC_Os06g51260.1		ref|NP_001058645.1| 3e-36  Os06g0728700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g51260.1 6e-38 expressed protein		AACACTTTATGGTGCTTTCCATCCTAGGAAATGGATGCACTGGATTCATCCAGATTGCCG		7233		AT3G10113.1

		46251		CUST_17455_PI390587928		7.783524		7.961714		7.557282		8.144612		7.918944		8.225739		9.341363		8.085824		8.181777		8.970967		9.120056		8.153755		1.0984124		1.200824		3.44399		-1.0415906		1.317911		2.0128694		2.9542136		1.0063574		0.39825296		0.26402473		1.784081		-0.0587883		0.13541985		1.0092535		1.5627742		0.009142876		No		Yes		Yes		U35_44k_v1_46251		LOC_Os08g34190.1		ref|NP_001061904.1| 6e-19  Os08g0440500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34190.1 9e-21 stromal cell-derived factor 2 precursor putative expressed		GGCTTTTAAATTAAACAAGGGATATAGTCCCCAGAATTAGAATGATTGTTAGCGCAGTAT		46071		AT2G25110.1

		21015		CUST_23520_PI390587928		3.225066		2.301176		3.048256		5.9839916		3.5053294		3.0147345		5.5502687		8.728077		1.9629294		1.7455139		5.2706227		6.97682		1.2144166		1.6398438		5.6647515		6.699648		-2.3985069		-1.4698431		4.666584		1.9900826		-1.2621366		0.71355844		2.5020127		2.7440853		0.28026342		-0.55566216		2.2223668		0.99282837		Yes		Yes		Yes		U35_44k_v1_21015		LOC_Os07g48450.1		ref|NP_001049997.1| e-128  Os03g0327800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21060.1 1e-130 NAC domain transcription factor putative expressed		TCTAGTTGATTTGGTTTGTAGTGTGTACACAATATTTTTGTCTCCTATGCATGCAGTACA		14026		AT1G61110.1

		48806		CUST_11994_PI390587928		6.9546113		4.301		5.722632		3.7727623		6.7127843		3.2837956		9.785866		5.8332753		6.7770133		5.2419686		9.088191		3.5779245		-1.1824892		-2.0239933		16.71688		4.171346		-1.1309993		1.9198166		10.307047		-1.1445955		-0.177598		-1.0172045		4.063234		2.060513		-0.24182701		0.9409685		3.365559		-0.19483781		No		Yes		Yes		U35_44k_v1_48806		LOC_Os03g18130.3		gb|EAZ26557.1| 3e-52  hypothetical protein OsJ_010040 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18130.3 9e-54 asparagine synthetase putative expressed		TGATGGATCGCCTGTAGAACAAGAACGTGAATCAAGTGAACTTGTGATGTATTGAAAAAA		5164		AT3G47340.2

		9852		CUST_35718_PI390587928		12.509381		12.45074		12.66391		12.529564		12.066899		12.173751		11.203946		12.018494		11.777084		11.601277		11.491824		12.478353		-1.3589402		-1.2116634		-2.7510147		-1.425107		-1.661282		-1.8018295		-2.2533724		-1.0361346		-0.73229694		-0.27698898		-1.4599638		-0.51107025		-0.442482		-0.8494625		-1.1720858		-0.051211357		No		Yes		Yes		U35_44k_v1_9852		-		No hits found		No hits found		GGCATGTAAACGGTTGTTTTTGCAGTTGCAAGGACATTGTATTAGTTATGAGATACTTAT		22734		0

		28192		CUST_4795_PI390587928		6.371427		5.834549		6.42436		6.2600255		6.0365543		5.7876163		5.3809543		5.603334		5.5247827		5.411102		5.676164		5.963325		-1.2612661		-1.0330662		-2.0610871		-1.5764632		-1.7983133		-1.3411282		-1.6796907		-1.2283319		-0.8466444		-0.046932697		-1.0434055		-0.65669155		-0.33487272		-0.42344713		-0.74819565		-0.29670048		No		Yes		Yes		U35_44k_v1_28192		LOC_Os09g23110.1		dbj|BAD26445.1| 1e-93  putative hexose transporter [Oryza sativa Japonica Group]		LOC_Os09g23110.1 1e-112 metabolite transport protein csbC putative expressed		GCCAAGGTTGGGAGATTAGATGATGCCAGAAAAGTGGTAGAGAATATTTGGGGAGTTTCT		26912		AT1G05030.1

		13528		CUST_36843_PI390587928		13.011634		12.998235		12.875259		13.00138		13.925925		13.957545		14.107047		13.359479		14.191718		13.884423		13.865544		12.982861		1.8846432		1.9443804		2.3485782		1.2817359		2.2659001		1.8482866		1.9865773		-1.0129194		1.1800842		0.95931053		1.2317877		0.35809898		0.9142914		0.8861885		0.9902849		-0.018519402		No		Yes		Yes		U35_44k_v1_13528		LOC_Os01g47730.1		ref|NP_001043809.1| 4e-56  Os01g0667600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47730.1 9e-58 ras-related protein Rab11B putative expressed		GTGGTTGACACGACATGCTTGATTGATATGATGATACTCCATACAGCGTGTTATACTGGG		36918		AT5G60860.1

		40279		CUST_24268_PI390587928		5.5790076		5.180632		4.137194		5.625481		6.5382137		6.951885		7.972649		6.671274		6.930063		7.5193744		7.8861985		6.4904294		1.9442397		3.4135032		14.275357		2.0645008		2.5509863		5.0586143		13.445061		1.8212744		1.3510551		1.7712531		3.835455		1.045793		0.9592061		2.3387423		3.7490044		0.8649483		Yes		No		No		U35_44k_v1_40279		LOC_Os01g02300.1		gb|AAD46420.1|AF100771_1 4e-70  receptor-like kinase [Hordeum vulgare]		LOC_Os01g02700.1 6e-49 TAK14 putative expressed		ATGTACCCTGAAAGATAAACTATGTGATAGAGACAAGAGGTGGGTGTTGAGATCTCGGAG		10743		AT1G66980.1

		17900		CUST_24249_PI390587928		8.170341		7.6565323		8.0796		8.959743		8.102511		8.540643		9.595637		9.247178		8.34126		8.8022995		9.357826		9.130839		-1.0481384		1.8456262		2.8600433		1.2204689		1.1257757		2.2126377		2.4254053		1.1259141		0.17091942		0.88411045		1.516037		0.28743553		-0.06782913		1.1457672		1.2782259		0.1710968		No		Yes		Yes		U35_44k_v1_17900		LOC_Os06g18000.1		gb|EAZ36673.1| e-128  hypothetical protein OsJ_020156 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g18000.1 1e-129 protein kinase domain containing protein expressed		GACGGGTATATTTTTCTTAACAAAGACGTGTGTTGTTTACAAGATCCAACTGCGAAAAAA		24882		AT2G31880.1

		49512		CUST_35898_PI390587928		8.155181		8.055814		7.639772		8.321215		7.203875		8.446525		6.300073		6.4520245		6.9910665		7.244032		7.1536736		7.9232774		-1.9336221		1.3110392		-2.5309846		-3.6532745		-2.2409563		-1.7553781		-1.4006517		-1.3176227		-1.1641145		0.39071083		-1.3396988		-1.8691902		-0.95130587		-0.8117819		-0.4860983		-0.3979373		No		Yes		Yes		U35_44k_v1_49512		LOC_Os03g11410.1		gb|EAZ26040.1| 2e-17  hypothetical protein OsJ_009523 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11410.1 3e-19 mitochondrial-processing peptidase beta subunit mitochondrial precursor putative expressed		ACTACTAGGTTGTAACATGACTCCACCTAAAATACCTAGATGTTTCGAGTTAGACATGCA		51266		AT3G02090.2

		37158		CUST_41659_PI390587928		2.1594076		2.2933838		1.5330561		1.4702892		4.2032604		6.5379333		7.880594		4.1074367		4.560119		5.741352		7.767511		2.0167975		4.1234527		18.955568		81.43277		6.221004		5.2806354		10.912943		75.293564		1.4605465		2.4007115		4.2445498		6.3475375		2.6371474		2.0438528		3.4479682		6.2344546		0.5465083		Yes		Yes		Yes		U35_44k_v1_37158		LOC_Os04g39010.1		ref|NP_001053015.1| 6e-22  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 2e-23 ATFP4 putative expressed		CCATGTAGTTGTTTTGACGTACATTAATTTTTTGAGGGATTATGAATAGCAACATGCGTG		32831		AT4G05030.1

		1948		CUST_36213_PI390587928		12.985694		12.319371		12.10279		7.780321		11.583774		10.61976		8.149315		5.2549834		12.227099		11.9963255		10.748853		4.489942		-2.642531		-3.248135		-15.492252		-5.7570815		-1.6918416		-1.2509687		-2.5560873		-9.783692		-0.7585945		-1.6996117		-3.953475		-2.5253377		-1.4019203		-0.32304573		-1.3539371		-3.290379		Yes		Yes		Yes		U35_44k_v1_1948		LOC_Os09g36700.1		gb|AAF45043.1|AF182197_1 e-134  RNase S-like protein precursor [Hordeum vulgare]		LOC_Os09g36700.1 1e-91 extracellular ribonuclease LE precursor putative expressed		TTGATTACTCAGTCGATCTGTAACGCTTTCATGAATAATACCGTGTTACCTCCATCCAAA		5185		AT1G14220.1

		1781		CUST_12576_PI390587928		10.552608		10.768926		10.206284		11.1352625		10.950952		11.780998		13.395518		11.964665		11.431935		12.903531		13.1044235		11.265668		1.3179942		2.0168064		9.12127		1.7769498		1.839518		4.39117		7.4546466		1.0946013		0.8793278		1.0120726		3.1892347		0.8294029		0.39834404		2.1346054		2.89814		0.13040543		Yes		Yes		Yes		U35_44k_v1_1781		LOC_Os12g07490.1		gb|EAY74575.1| 1e-14  hypothetical protein OsI_002422 [Oryza sativa (indica cultivar-group)]		LOC_Os01g38510.1 3e-16 protein transport protein Sec61 beta subunit putative expressed		GGTCCTGAAAAGATTTACCATATAATACTGAGATGTTATTGTCGAATCTTTGCAAGGTGT		4691		AT3G60540.2

		19675		CUST_30399_PI390587928		6.683001		5.4240327		5.3923974		6.37937		6.9702244		6.5051246		6.9461493		6.162434		6.431186		6.864414		7.108024		6.683512		1.2202893		2.1156366		2.9357965		-1.1622627		-1.190704		2.7139263		3.2843928		1.2346841		-0.25181484		1.0810919		1.553752		-0.21693611		0.28722334		1.4403815		1.7156267		0.304142		No		Yes		Yes		U35_44k_v1_19675		LOC_Os04g10410.1		ref|NP_001052184.1| 1e-45  Os04g0182900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g10410.1 3e-47 amidase putative expressed		AAATCGGCGTCCCCAATGGCTTCTTCCAAGGATATGGACAGGCGCAGCTGAATGTGTACA		11735		AT4G34880.1

		30753		CUST_27525_PI390587928		4.8865266		6.4485745		5.0818267		4.054444		4.8006425		4.6545525		2.4795678		2.95659		4.891655		5.3010936		3.8182552		3.9678142		-1.061338		-3.4678032		-6.0723667		-2.1403606		1.003561		-2.2152677		-2.4008937		-1.0618865		0.0051283836		-1.7940221		-2.602259		-1.0978539		-0.085884094		-1.147481		-1.2635715		-0.08662963		Yes		No		No		U35_44k_v1_30753		LOC_Os10g31710.1		No hits found		No hits found		AATAGGTATGGACAAGATAGTAATGCATATGCAGGTGGAAACGGTGGTGGCAATGGTCGT		30795		0

		23674		CUST_21894_PI390587928		7.933644		8.300101		6.253428		8.063896		8.932381		11.753236		11.490054		11.599601		9.657546		11.073203		10.6888685		8.228755		1.9982497		10.952092		37.70349		11.5972		3.3032868		6.83576		21.63718		1.1210563		1.7239022		3.4531345		5.236626		3.5357046		0.99873686		2.7731018		4.4354405		0.16485882		Yes		Yes		Yes		U35_44k_v1_23674		LOC_Os01g72530.1		gb|EAY77274.1| 1e-46  hypothetical protein OsI_005121 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72530.1 2e-47 calmodulin-like protein 41 putative expressed		CTGGTACAAACTACAAAGTTGTAACGGTGTGCATGTACAGTAATTCATCTATGTGAATAA		24836		AT1G76640.1

		48876		CUST_93_PI390587928		8.372846		8.915378		8.376465		8.435763		7.6407833		7.8145065		7.562845		7.2691646		7.356048		7.38084		7.0670342		7.72171		-1.6610118		-2.1448417		-1.7576157		-2.2448184		-2.0234225		-2.896956		-2.478437		-1.6404063		-1.0167975		-1.1008711		-0.8136196		-1.1665988		-0.73206234		-1.5345378		-1.3094306		-0.71405315		Yes		No		No		U35_44k_v1_48876		-		No hits found		No hits found		TGGCCCCGATCCCCTACCCGACCCTTTTTAATGGATACCCGTGTGAGAGATTTATTTTTT		None		0

		11836		CUST_27350_PI390587928		9.260922		11.330342		11.183345		8.621004		9.055758		11.276101		8.742463		7.03565		7.7422357		9.678739		10.126561		8.002427		-1.1528174		-1.0383128		-5.4297347		-3.000815		-2.8653011		-3.1418269		-2.0802886		-1.53536		-1.5186868		-0.05424118		-2.4408817		-1.5853543		-0.20516396		-1.6516037		-1.0567837		-0.618577		Yes		No		No		U35_44k_v1_11836		LOC_Os05g28730.1		ref|NP_001042834.1| 1e-12  Os01g0303600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g19800.1 2e-14 PIT1 putative expressed		GTGCACATACTGTATTGCAGGGGGCACAGTCGACCAATTAATCATCTGTAAATTATTCAC		35360		0

		43936		CUST_38311_PI390587928		10.305376		9.581669		7.486878		8.993394		10.776958		10.885646		10.786235		11.520043		10.470283		10.98145		10.742997		10.331023		1.3866296		2.469086		9.844767		5.7623186		1.1210934		2.6386156		9.554095		2.5273566		0.1649065		1.303977		3.299357		2.5266495		0.4715824		1.3997812		3.2561193		1.3376293		Yes		Yes		Yes		U35_44k_v1_43936		LOC_Os04g45900.1		gb|EAZ31502.1| 1e-28  hypothetical protein OsJ_014985 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45900.1 2e-30 transposon protein putative unclassified expressed		TTCCACTCCACACAGCGCTCGGATTTTACATAGGCGGTCTGCATATAGTAGAAGCAAATA		41237		AT5G24380.1

		1656		CUST_5650_PI390587928		12.602733		12.4707155		12.633487		11.189419		12.491814		12.2044		10.895833		10.472109		12.374657		12.438237		11.810626		10.9654875		-1.0799159		-1.2027322		-3.3349237		-1.6441135		-1.1712719		-1.0227675		-1.76891		-1.1679118		-0.22807598		-0.26631546		-1.7376537		-0.71730995		-0.110919		-0.032478333		-0.8228607		-0.22393131		No		Yes		Yes		U35_44k_v1_1656		LOC_Os05g01110.1		ref|NP_001054379.1| 1e-49  Os05g0101400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01110.1 2e-51 50S ribosomal protein L28 chloroplast precursor putative expressed		CTTTTTCCTAGTGTGATTGGCGTAAGTAACCTTATAAATAAATGTCCCCCTTTTGCTAAA		4382		AT2G33450.1

		38512		CUST_6706_PI390587928		8.945725		8.742657		8.369704		8.3940735		9.49798		10.199148		10.983509		10.254037		9.67492		9.200348		10.6654005		9.04076		1.4663756		2.7444012		6.121159		3.6299846		1.6577134		1.3733423		4.909909		1.5655684		0.72919464		1.4564915		2.6138048		1.8599634		0.5522547		0.4576912		2.2956963		0.64668655		Yes		No		No		U35_44k_v1_38512		-		No hits found		No hits found		GCTTGGTGTTAGTATTATTTACTTTGATATTTTTTGGGCGTTGCCGTTTCATTTGTGCTC		12633		0

		6978		CUST_9190_PI390587928		5.935943		8.246654		10.42455		8.68486		4.6638813		7.6731715		8.807988		6.607368		3.0275745		6.8029075		9.161879		8.499257		-2.4150646		-1.4881109		-3.066434		-4.220729		-7.5076876		-2.720263		-2.3993964		-1.1372924		-2.9083686		-0.57348204		-1.6165619		-2.0774922		-1.2720618		-1.4437461		-1.2626715		-0.18560314		Yes		Yes		Yes		U35_44k_v1_6978		LOC_Os08g33740.1		gb|EAZ42846.1| 4e-96  hypothetical protein OsJ_026329 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33740.1 8e-98 CSLA11 - cellulose synthase-like family A expressed		CATTGTTGCTCAAGACCATTTATAACTCTGTCAAATTTAGACAGGCCTTAGAATGCAAAA		15434		AT1G23480.3

		28600		CUST_38183_PI390587928		6.6650314		6.7186565		6.8985868		5.7905383		6.1078277		6.3160424		4.9888105		4.4562144		5.6580234		6.085041		5.388691		5.379347		-1.4714146		-1.321901		-3.757508		-2.5215728		-2.009739		-1.5514481		-2.8478947		-1.3297836		-1.0070081		-0.40261412		-1.9097762		-1.3343239		-0.55720377		-0.6336155		-1.5098958		-0.41119146		Yes		Yes		Yes		U35_44k_v1_28600		LOC_Os01g67370.5		gb|EAZ14501.1| 2e-63  hypothetical protein OsJ_004326 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g67370.5 4e-65 expressed protein		GGTGCATAATGAACCTCATGGACATGTTTCATGGTCAGAGTTTCAGTATGTTGTTGATGA		27575		AT3G59300.1

		10429		CUST_16552_PI390587928		3.8051498		3.6956854		4.7993655		4.3304477		3.2313898		3.5856159		2.9426906		3.3055809		2.8592987		2.9165332		3.8758104		4.2144475		-1.4883977		-1.0792803		-3.6217198		-2.0347714		-1.926325		-1.716122		-1.8967837		-1.083726		-0.9458511		-0.11006951		-1.8566749		-1.0248668		-0.57376003		-0.77915215		-0.92355514		-0.116000175		No		Yes		Yes		U35_44k_v1_10429		LOC_Os03g22560.1		ref|NP_001050095.1| e-106  Os03g0346900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22560.1 1e-108 myb-like DNA-binding domain containing protein expressed		ATACAGATGAGGACAAGTCATCAGAAGGAAAGTTTGATGCAGTAGCCAGGACTAGCATGG		21268		AT2G47820.1

		21607		CUST_4637_PI390587928		5.850821		5.8016715		6.609835		5.717117		5.499513		5.8443675		5.4440618		5.0812073		5.2410436		5.175888		5.5918813		5.109004		-1.2757165		1.0300369		-2.2435346		-1.5539172		-1.5260237		-1.5430485		-2.025045		-1.524264		-0.60977745		0.042696		-1.1657734		-0.63590956		-0.35130787		-0.62578344		-1.0179539		-0.6081128		No		Yes		Yes		U35_44k_v1_21607		LOC_Os02g51930.1		gb|EAY87581.1| 0.0  hypothetical protein OsI_008814 [Oryza sativa (indica cultivar-group)]		LOC_Os02g51930.1 0.0 cytokinin-O-glucosyltransferase 2 putative expressed		TTCTGTTCGCAATTTGTAGTTCTTGTCCTGGTGTGTCCCGCCCGTTAATAGTTAATACCC		39298		AT1G22360.1

		48989		CUST_10216_PI390587928		11.925869		10.935704		10.152795		11.655417		12.327691		11.4967575		11.639401		11.398444		12.421603		12.022239		11.527557		11.61123		1.3211755		1.475346		2.8022907		-1.194969		1.4100381		2.1236331		2.5932522		-1.0311023		0.4957342		0.5610533		1.4866066		-0.25697327		0.4018221		1.0865345		1.3747625		-0.044187546		No		Yes		Yes		U35_44k_v1_48989		LOC_Os03g58580.1		gb|EAZ28933.1| 2e-62  hypothetical protein OsJ_012416 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58580.1 5e-64 nitrate and chloride transporter putative expressed		AATTACTGCAGGAGCTTCACTTAACTACTGCCTAGTCTCTGTAACTGTTTAGTAGGGGCC		50882		AT2G39210.1

		1286		CUST_3895_PI390587928		5.5092525		4.8203964		6.4217987		3.361231		4.8643465		3.8004272		1.7305365		1.7189984		3.4431355		2.1632278		4.2411017		4.5094914		-1.5636375		-2.0278757		-25.83513		-3.1214852		-4.187581		-6.3079386		-4.5337253		2.2164648		-2.066117		-1.0199692		-4.6912622		-1.6422327		-0.64490604		-2.6571686		-2.180697		1.1482604		Yes		No		No		U35_44k_v1_1286		LOC_Os03g42130.1		gb|EAY91020.1| e-159  hypothetical protein OsI_012253 [Oryza sativa (indica cultivar-group)]		LOC_Os03g42130.1 1e-160 gibberellin 20 oxidase 2 putative expressed		TGCGTATTAATTCCAACCTTATGTGTGTTTATTCCAATATGAACTCGTGCATTTGAGCAT		5345		AT3G19000.1

		2932		CUST_17736_PI390587928		9.620225		9.386729		9.073981		10.178487		11.518086		11.905675		14.456642		13.33669		12.31821		13.003184		13.759084		11.635459		3.726604		5.731631		41.719814		8.927172		6.4889483		12.264828		25.72506		2.7453158		2.6979847		2.5189457		5.382661		3.1582031		1.8978615		3.616455		4.6851025		1.4569721		Yes		Yes		Yes		U35_44k_v1_2932		LOC_Os07g26110.1		gb|EAZ03696.1| 4e-34  hypothetical protein OsI_024928 [Oryza sativa (indica cultivar-group)]		LOC_Os07g26110.1 7e-36 plant integral membrane protein TIGR01569 containing protein expressed		CGTTGATGTTTATACTTGTTTATTTCTTGGAAATTGTGTTCGGTGACCGAGCTTCAAAAA		8004		AT3G06390.1

		21249		CUST_21361_PI390587928		5.9118094		7.335692		7.660871		6.6602206		5.384758		6.2343802		6.185246		5.570333		4.9525394		5.4696393		5.8032875		6.107834		-1.4409811		-2.1454966		-2.7810411		-2.1285746		-1.9443258		-3.645338		-3.6240015		-1.4665098		-0.95927		-1.1013117		-1.475625		-1.0898876		-0.52705145		-1.8660526		-1.8575835		-0.55238676		Yes		Yes		Yes		U35_44k_v1_21249		-		gb|EAZ39596.1| 3e-12  hypothetical protein OsJ_023079 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g25390.1 8e-14 DRD1 putative expressed		GCCTGAGAAAACAACAGCTCTCATCTGAGAAAACAAGCACCTGATACCATCGGAAAATGC		34162		0

		17055		CUST_28891_PI390587928		8.822478		8.565415		7.6947293		8.014281		8.922085		9.140137		11.934631		10.881469		8.927915		9.429629		11.10728		9.096375		1.0714812		1.4893898		18.8946		7.2964134		1.0758197		1.8203475		10.648294		2.117107		0.105436325		0.57472134		4.239902		2.8671875		0.099606514		0.86421394		3.4125504		1.0820942		Yes		Yes		Yes		U35_44k_v1_17055		LOC_Os11g08100.1		ref|NP_001065913.1| e-177  Os11g0183900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g08100.1 1e-179 aspartic proteinase Asp1 precursor putative expressed		GGCAGATAAAGTTACTGACATGTATTCTCTTCCTGTTCAGAATGAAATGGAGTCTATATA		6380		AT1G77480.1

		45476		CUST_6564_PI390587928		5.887232		6.126329		9.353402		7.7628837		5.037582		5.4793015		7.4190903		5.3348727		5.0388327		6.451327		7.6853333		7.2749877		-1.8020636		-1.5659385		-3.8219578		-5.38151		-1.800502		1.2526627		-3.1778893		-1.4023981		-0.84839916		-0.6470275		-1.9343119		-2.428011		-0.8496499		0.3249979		-1.6680689		-0.48789597		Yes		Yes		Yes		U35_44k_v1_45476		LOC_Os04g37980.1		gb|ABR25900.1| 2e-29  sugar transport protein [Oryza sativa (indica cultivar-group)]		LOC_Os04g37980.1 3e-31 sugar transport protein 5 putative expressed		ATGAACGTGTCTATCGGCCTCGGCCTCACGTTCGTGCAGACGCAGTCGTTCCTCCCGATG		44413		AT4G02050.1

		47940		CUST_33289_PI390587928		6.285469		7.3386827		3.9347298		4.241472		7.8227158		6.0546412		9.916204		8.744973		6.9198837		6.2503333		9.491269		6.8863506		2.9024007		-2.435202		63.183453		22.6824		1.5523078		-2.126306		47.06359		6.254432		0.6344147		-1.2840414		5.981475		4.5035014		1.5372467		-1.0883493		5.5565395		2.6448789		Yes		Yes		Yes		U35_44k_v1_47940		LOC_Os11g37950.1		emb|CAA71774.1| 4e-11  pathogenesis-related protein 4 [Hordeum vulgare]		LOC_Os11g37940.1 3e-12 win2 precursor putative expressed		ACGGTGTTCAGCAAGATCGACACCGACGGAGTGGGTATGCAGCAGGTCCACCCTCCTGTC		49529		0

		1103		CUST_41884_PI390587928		10.773969		11.146934		11.05116		11.476905		11.572109		12.444676		14.367162		12.964353		12.137176		13.017448		13.498916		11.696101		1.7388585		2.4584396		9.959007		2.803925		2.572564		3.6566305		5.455668		1.1640849		1.3632069		1.2977428		3.316002		1.4874477		0.7981405		1.8705149		2.4477558		0.21919632		Yes		Yes		Yes		U35_44k_v1_1103		LOC_Os06g47200.3		gb|EAZ02139.1| 3e-29  hypothetical protein OsI_023371 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47200.2 8e-32 lipid binding protein putative expressed		CACTATTTTATTTCCTTTTTGGATTTGTGCTAATAAGAGGAGGGCACTGACGCCTAGAAC		3698		AT1G62790.2

		43510		CUST_30521_PI390587928		5.651016		6.1455216		5.115166		7.087608		5.1835303		5.7788005		9.748409		10.5422735		5.0179887		5.2618546		9.0978985		8.499833		-1.3826978		-1.289419		24.816763		10.963721		-1.550816		-1.845059		15.809636		2.6614735		-0.63302755		-0.36672115		4.633243		3.4546657		-0.4674859		-0.883667		3.9827323		1.4122252		No		Yes		Yes		U35_44k_v1_43510		LOC_Os01g02390.1		gb|AAK20737.1| 4e-47  TAK19-1 [Triticum aestivum]		LOC_Os01g02390.1 8e-45 TAK14 putative expressed		GCCATTGTGGCTGTATGTGCTTCCTTCCTCCTGAAACAAACTAATCCTTACCAGTGTAAA		4996		AT1G66930.1

		46014		CUST_39346_PI390587928		1.3887857		1.4111041		1.4056159		1.4048972		8.8631115		8.957763		9.424754		12.194022		1.3826586		1.4713345		1.4022352		2.6310031		177.8264		186.96942		259.41864		1769.4993		-1.004256		1.0426322		-1.0023462		2.3393471		-0.006127119		7.5466585		8.019138		10.789125		7.4743257		0.060230374		-0.0033807755		1.2261059		Yes		Yes		Yes		U35_44k_v1_46014		-		No hits found		No hits found		TGCTAGTATAGCCAGGTGCGTGAGTTTAGCCTCCAATAAATGAAGAGTATGAGTAAAAAA		45526		0

		38425		CUST_5081_PI390587928		6.0937676		5.973823		5.199584		5.7699914		6.131725		6.3405995		6.651882		5.7914157		6.165357		6.5171566		6.8548064		5.922048		1.0266591		1.2894684		2.7364361		1.014961		1.0508739		1.457336		3.1497176		1.1111524		0.07158947		0.36677647		1.4522982		0.021424294		0.03795719		0.54333353		1.6552224		0.1520567		No		Yes		Yes		U35_44k_v1_38425		LOC_Os06g08570.1		gb|EAY99936.1| 3e-93  hypothetical protein OsI_021169 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08570.1 4e-94 expressed protein		TCTTAGTGCTATCGAGTGGCAAATCACAGTCATAGAAAGTCTAATTCATGAATTGAAGCA		34386		AT3G25210.1

		41940		CUST_23681_PI390587928		5.4873605		5.886396		6.187632		6.198023		5.005408		4.8605223		4.697484		4.823606		5.0898767		5.215175		4.9494834		6.0107884		-1.3966327		-2.0361922		-2.809178		-2.5926309		-1.3172086		-1.5924199		-2.3589563		-1.138579		-0.39748383		-1.0258737		-1.4901481		-1.3744168		-0.48195267		-0.6712208		-1.2381487		-0.1872344		Yes		Yes		Yes		U35_44k_v1_41940		-		No hits found		No hits found		CCCGTTGTTTGTATTTTTAAAGCTTCTGTTAAGACAAAAGTCCCTTGGCCCCTTAAAAAA		37311		0

		7721		CUST_5853_PI390587928		8.998868		8.163055		9.753937		9.691167		8.479008		7.8312325		8.486869		8.7161		8.428582		7.900332		8.604583		9.543999		-1.4338163		-1.2586026		-2.4067194		-1.9657327		-1.4848176		-1.1997414		-2.2181454		-1.1073936		-0.5702858		-0.33182287		-1.2670679		-0.97506714		-0.51986027		-0.26272345		-1.149354		-0.14716816		No		Yes		Yes		U35_44k_v1_7721		LOC_Os10g39450.1		emb|CAA74911.1| 3e-92  ring finger protein [Hordeum vulgare subsp. vulgare]		LOC_Os10g39450.1 6e-28 ring finger protein putative expressed		TGCTCTAAATATTCAGAGTAGAGAATGTGACATCCCCGTCTTGTCTTAACGTGCCCGATC		26469		AT1G76410.1

		27376		CUST_24102_PI390587928		1.5269428		1.4623095		1.8435005		1.5881071		2.1675735		3.104889		4.315042		2.667998		2.6690838		2.9976652		4.146296		3.2617216		1.5590105		3.1222358		5.5463605		2.1138763		2.2070832		2.898599		4.9341288		3.1901283		1.142141		1.6425794		2.4715414		1.079891		0.6406306		1.5353557		2.3027954		1.6736145		Yes		Yes		Yes		U35_44k_v1_27376		-		No hits found		No hits found		TCTCTGTGCTTATACTACCATGAAACGATGAACTCTTATGATCGTTCTCAATAAATAGTC		26572		0

		10577		CUST_14618_PI390587928		10.087249		9.7086525		9.30071		9.503322		10.598008		10.642326		10.986161		10.075147		10.763457		10.956449		10.84818		9.723353		1.4247999		1.910134		3.2164104		1.4864028		1.5979347		2.3747835		2.923041		1.1647592		0.6762085		0.93367386		1.6854515		0.571825		0.51075935		1.247796		1.5474701		0.22003174		No		Yes		Yes		U35_44k_v1_10577		LOC_Os08g01610.1		gb|EAZ41254.1| 4e-06  hypothetical protein OsJ_024737 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01610.1 4e-10 GDP-mannose transporter putative expressed		GGGTATTCGCTTGAGAAAGGCTCTCGTTTCTGGGTTCTATCCACAGTGTTTTTCAAAAAA		22314		0

		2650		CUST_8181_PI390587928		11.899303		12.339272		11.86692		11.937882		12.341643		12.683049		13.814607		12.084587		12.449161		13.062603		13.891751		12.377727		1.3588064		1.2690753		3.8575535		1.1070379		1.4639407		1.6509901		4.0694413		1.3564577		0.54985714		0.34377766		1.9476862		0.14670467		0.4423399		0.72333145		2.0248308		0.43984413		No		Yes		Yes		U35_44k_v1_2650		-		No hits found		No hits found		GATCGGACTGTAAAGCTAAAGTCATTCTGTCGCAATTAAGTCTTGCTTGTTGTTAATTAT		5987		0

		19302		CUST_4612_PI390587928		10.478929		10.0561695		10.97229		10.987152		11.232694		11.187974		13.042056		11.8585205		11.870208		11.990451		12.337868		11.096904		1.6861876		2.1913266		4.198186		1.8293973		2.6231117		3.821877		2.5767949		1.0790426		1.3912792		1.1318045		2.069766		0.8713684		0.7537651		1.9342813		1.3655777		0.1097517		Yes		Yes		Yes		U35_44k_v1_19302		LOC_Os03g60220.1		ref|NP_001051696.1| 5e-57  Os03g0816800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60220.1 1e-58 expressed protein		GTGAAACAGAGATTTTGATCCGATTCAGGAATGTTCAGAGGTGGCGCTCGGTTGAAAAAA		12912		AT5G01750.2

		29405		CUST_11583_PI390587928		3.7254322		3.3772542		4.694338		4.4188814		3.6585608		3.0192862		2.65388		3.1629314		2.6137779		2.9100065		3.4261303		3.7187393		-1.0474428		-1.2816195		-4.113761		-2.3882437		-2.160933		-1.3824695		-2.4086213		-1.6246649		-1.1116543		-0.3579681		-2.040458		-1.25595		-0.066871405		-0.46724772		-1.2682076		-0.70014215		No		Yes		Yes		U35_44k_v1_29405		LOC_Os07g42994.1		gb|EAZ04753.1| 9e-35  hypothetical protein OsI_025985 [Oryza sativa (indica cultivar-group)]		LOC_Os07g42994.1 2e-36 hydrolase putative expressed		TGGTCGATCAAAACGGCGCTGGATGCCATCGGGGTGACCAAGTTTGGGCTGGTTGGGGTC		28676		AT1G78210.1

		3374		CUST_14410_PI390587928		8.246879		8.893792		9.204843		9.176485		7.6745644		8.371781		7.6226296		8.043786		7.5716844		7.5762258		7.9353557		8.445651		-1.4869069		-1.4359553		-2.994288		-2.1926856		-1.5968118		-2.492453		-2.410758		-1.6595982		-0.67519426		-0.5220108		-1.5822129		-1.132699		-0.57231426		-1.3175664		-1.2694869		-0.730834		No		Yes		Yes		U35_44k_v1_3374		LOC_Os07g48410.2		ref|NP_001060660.1| e-165  Os07g0682400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48410.2 1e-166 nucleic acid binding protein putative expressed		TACTACTGCCTAATCATAGAATACTAGCAGCAAAGAAAAAGGAATAGTGCAACATAGGAA		27118		AT3G51950.2

		15872		CUST_22970_PI390587928		8.836862		8.554058		9.4551115		9.4304		8.594422		8.53169		8.162026		8.622378		8.508899		8.263612		8.5448885		9.327081		-1.1829911		-1.0156255		-2.4505153		-1.7508088		-1.2552397		-1.2230185		-1.879336		-1.0742421		-0.32796288		-0.022368431		-1.2930851		-0.80802155		-0.24243927		-0.29044628		-0.910223		-0.10331917		No		Yes		Yes		U35_44k_v1_15872		LOC_Os02g55880.1		dbj|BAD36027.1| 1e-82  putative calcineurin B subunit [Oryza sativa Japonica Group]		LOC_Os02g55880.1 3e-84 calcineurin subunit B putative expressed		CCAGTATTTGTACGGAAAATCATGATCTCATCTTGGGTTCATGTGGAAAATTCATGTCTG		4275		AT3G18430.1

		43509		CUST_17213_PI390587928		6.502031		7.909387		4.303201		3.4736357		6.908278		10.009452		12.802258		11.12368		7.6414647		9.986163		11.645366		4.3072495		1.325234		4.2872863		361.80182		200.85971		2.2029455		4.218634		162.2601		1.782144		1.1394339		2.1000648		8.499056		7.6500444		0.40624714		2.076776		7.3421645		0.8336139		Yes		Yes		Yes		U35_44k_v1_43509		LOC_Os04g50950.1		ref|NP_001053737.1| 6e-54  Os04g0597600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50940.2 1e-55 peptide transporter PTR2 putative expressed		ATGGTGCAATTACGGGAACAAGCAACAACAATTGGGTTTGTGATACTGTGTACTAAAAAA		40262		AT3G54140.1

		14348		CUST_3833_PI390587928		6.790756		5.5163536		5.181908		2.4473248		8.6082945		6.952791		9.605037		11.199834		8.788844		7.940923		10.530194		4.6972656		3.5247924		2.7065172		21.453314		431.2884		3.994702		5.368688		40.73752		4.7566333		1.9980879		1.4364376		4.4231286		8.752509		1.8175383		2.4245696		5.348286		2.2499409		Yes		Yes		Yes		U35_44k_v1_14348		LOC_Os07g48010.1		gb|AAW52718.1| e-159  peroxidase 4 [Triticum monococcum]		LOC_Os07g48010.1 1e-125 peroxidase 2 precursor putative expressed		GCCGCCATGCATGTTGTGCAATGGGAAAAATTAACGAGGAGCTTTTTCTGTTGTAAAAAA		2115		AT5G05340.1

		22582		CUST_38027_PI390587928		6.15667		6.5395813		7.580915		7.1037025		5.714151		6.11705		6.3265553		6.12163		5.652994		5.800795		6.4694633		7.065731		-1.3589753		-1.340277		-2.3856125		-1.9753008		-1.4178215		-1.6687713		-2.1606293		-1.0266693		-0.50367594		-0.42253113		-1.2543597		-0.98207235		-0.4425192		-0.7387862		-1.1114516		-0.037971497		No		Yes		Yes		U35_44k_v1_22582		LOC_Os03g24180.1		gb|EAZ26965.1| 9e-09  hypothetical protein OsJ_010448 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g24180.1 2e-10 rho GTPase activator putative expressed		GATTACGGACGGAGGAGTAGAAACGATAAAATCAGAAGTGTGCTTGCATGCATTTTCAAA		44377		0

		16979		CUST_23752_PI390587928		7.017649		7.011885		6.355662		6.1925488		7.9063544		7.622837		8.176651		7.3541355		7.6007404		7.5745254		8.198964		6.597427		1.8515137		1.5272666		3.5332336		2.2370334		1.4980557		1.4769697		3.5883043		1.3239771		0.58309126		0.6109519		1.8209891		1.1615868		0.88870525		0.5626402		1.8433022		0.40487814		Yes		Yes		Yes		U35_44k_v1_16979		LOC_Os02g07044.1		gb|AAK64575.1| e-177  thiosulfate transferase [Triticum aestivum]		LOC_Os02g07044.1 1e-146 thiosulfate transferase putative expressed		TTCGGTTGGGTTGGTAGATCCTCCTTGCCTCATACGCTAAGTACTGGTTACGTTAAAAAA		6584		AT1G79230.3

		11062		CUST_30248_PI390587928		1.4588566		1.4341959		1.4892248		1.7772461		1.6058502		1.8082485		3.546965		5.755283		1.5049006		1.5332127		2.208472		1.4720855		1.1072598		1.2959882		4.1633368		15.7582655		1.03243		1.0710433		1.6463227		-1.2355562		0.046043992		0.37405264		2.0577402		3.9780369		0.14699364		0.099016786		0.7192472		-0.30516064		Yes		Yes		Yes		U35_44k_v1_11062		LOC_Os08g02230.1		gb|EAZ41305.1| 1e-46  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 3e-48 FAD binding domain containing protein putative expressed		CCTTGTCTTTGTATCTGCAAGGCTTTTGATTTCTGTCTTGGTCATCTAAATAAACTTTCA		22536		AT2G46740.1

		14247		CUST_10874_PI390587928		12.4675865		11.965526		11.17718		11.830655		11.977206		11.487808		10.081654		10.986821		11.836957		11.425362		10.379058		11.621124		-1.4048151		-1.3925387		-2.136911		-1.7948135		-1.5482404		-1.4541378		-1.7388366		-1.1563121		-0.63062954		-0.4777174		-1.0955267		-0.8438339		-0.4903803		-0.540164		-0.7981224		-0.20953083		No		Yes		Yes		U35_44k_v1_14247		LOC_Os08g38780.1		emb|CAJ19326.1| 3e-51  hap5-like protein [Triticum aestivum]		LOC_Os09g30310.1 3e-52 nuclear transcription factor Y subunit C-2 putative expressed		GAATGATGCTCATGCATGTCTAACTGATAAGATAATTTATCTCGTGCCATTTCTCTGAAA		1341		AT1G08970.2

		46931		CUST_33464_PI390587928		4.7537303		4.920515		4.5712285		4.799748		4.7132325		4.918608		6.708674		5.9255104		4.888658		5.681128		6.4828324		6.213843		-1.0284686		-1.0013226		4.3998227		2.1821685		1.0980378		1.6942103		3.7622714		2.664925		0.13492775		-0.0019068718		2.1374454		1.1257625		-0.04049778		0.76061296		1.9116039		1.4140949		Yes		No		No		U35_44k_v1_46931		LOC_Os10g06090.1		gb|EAZ02172.1| 9e-54  hypothetical protein OsI_023404 [Oryza sativa (indica cultivar-group)]		LOC_Os10g06090.1 2e-54 OsWAK104 - OsWAK receptor-like protein kinase		ACCAGGAATTCTGCCCGTGCGACTACGCCTTCATCGTGGAGAAGGGGAACTACACATTCC		47615		AT1G21210.1

		27983		CUST_17997_PI390587928		4.194197		6.075062		3.951747		2.4419043		3.3814685		4.9587464		1.7013699		1.4808464		1.9568373		3.464935		1.9508888		2.1569536		-1.7565305		-2.1679258		-4.7580724		-1.9467369		-4.715334		-6.105573		-4.0023804		-1.2183686		-2.23736		-1.1163154		-2.2503772		-0.9610579		-0.81272864		-2.6101267		-2.0008583		-0.28495073		Yes		No		No		U35_44k_v1_27983		LOC_Os09g31230.2		ref|NP_001062183.1| 1e-76  Os08g0505200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39490.3 2e-78 expressed protein		ATCCGATTCTAGACTCCAGGGTTCTGCCAATTCTAGCTGGCAACTTAAGTTTTGGATCAT		21837		AT2G42320.2

		30562		CUST_28354_PI390587928		7.22398		7.136225		7.120411		8.594131		7.484562		7.991713		9.556431		9.551258		7.7589526		8.361701		9.044563		8.887595		1.1979618		1.8093705		5.4114676		1.9414393		1.4489146		2.3383255		3.7951381		1.2255791		0.53497267		0.8554878		2.43602		0.9571266		0.26058197		1.2254758		1.9241524		0.2934637		Yes		Yes		Yes		U35_44k_v1_30562		-		No hits found		No hits found		GAAGTATGTAATTATGATGTACTGCTAGCAGCTTGCTGGTTAATTTTCCTTGGCATTTTG		30536		0

		32782		CUST_34006_PI390587928		14.806266		14.505933		15.0502825		15.2660055		15.288967		15.706901		16.717285		15.170667		15.360218		16.346144		16.764883		15.37455		1.3973576		2.2989383		3.1755416		-1.0683162		1.468102		3.5806236		3.2820575		1.0781399		0.5539522		1.2009678		1.6670027		-0.09533882		0.4827013		1.8402109		1.7146006		0.10854435		Yes		Yes		Yes		U35_44k_v1_32782		LOC_Os01g67054.1		gb|ABR15365.1| 2e-07  calreticulin [Triticum aestivum]		LOC_Os01g67054.1 6e-05 calreticulin-3 precursor putative expressed		ACTGATTGAATTGACCACGAAGATCATTCCTATGTGACAGCAGGATAGGTGGAATTGTCT		24459		0

		22114		CUST_6060_PI390587928		3.8482473		4.597288		4.0728416		4.4283347		3.9289768		3.4019203		2.033783		2.9470499		3.7001953		3.478371		3.2808278		3.8308356		1.0575527		-2.2900321		-4.109773		-2.7919726		-1.1080723		-2.171839		-1.7314898		-1.5130914		-0.14805198		-1.1953678		-2.0390587		-1.4812849		0.080729485		-1.1189172		-0.7920139		-0.59749913		Yes		No		No		U35_44k_v1_22114		LOC_Os01g66290.2		gb|ACB45305.1| 6e-76  MIKC-type MADS-box transcription factor WM27B [Hordeum vulgare]		LOC_Os01g66290.2 1e-63 MADS-box transcritpion factor 21 putative expressed		AAGAAGCACGAGCTGCTGTCCGCGGAGATCGAATACATGCAGAAGCTGGAGGCTGATCTG		15459		AT4G18960.1

		7797		CUST_5779_PI390587928		1.8044342		3.4452584		2.0835228		3.488327		2.4626288		4.7629056		6.2771516		7.228684		2.0658553		4.1710486		5.621117		5.0160108		1.5781066		2.4925928		18.298187		13.364713		1.1986588		1.6538063		11.6124		2.8832257		0.26142108		1.3176472		4.193629		3.740357		0.65819466		0.72579026		3.5375943		1.5276837		Yes		Yes		Yes		U35_44k_v1_7797		-		No hits found		No hits found		ACTGTTGCCACGTGTACTATTTATTCATTTGTTAATTTACTGTAGGTTCGTTCACTGGAG		33792		0

		9598		CUST_10968_PI390587928		5.451032		5.860069		6.1034694		6.2747283		5.097498		5.3276978		4.7046075		5.595476		4.9111342		4.8473945		4.6194615		6.043577		-1.2776868		-1.4463042		-2.6369348		-1.6013094		-1.4538697		-2.0176477		-2.7972474		-1.1737711		-0.5398979		-0.53237104		-1.3988619		-0.67925215		-0.35353422		-1.0126743		-1.4840078		-0.2311511		No		Yes		Yes		U35_44k_v1_9598		LOC_Os01g11370.1		ref|NP_001042377.1| 4e-91  Os01g0212100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11370.1 9e-93 ATP-dependent RNA helicase DHX35 putative expressed		GCAAGATCAATGTCAACGTTTTTCAGCAATAGGCGGAAGAAATCATTGCTCAAGCCTGCT		20170		AT4G18465.1

		2559		CUST_30882_PI390587928		9.198535		9.079235		8.709805		8.465588		9.04547		8.818015		7.171599		7.9184685		9.204062		8.654189		7.4002376		7.767072		-1.111929		-1.1984917		-2.9043305		-1.4611651		1.0038387		-1.3426152		-2.4786713		-1.622834		0.0055274963		-0.26121998		-1.5382056		-0.54711914		-0.15306473		-0.42504597		-1.309567		-0.6985154		No		Yes		Yes		U35_44k_v1_2559		LOC_Os07g39400.1		ref|NP_001060113.1| 7e-15  Os07g0583000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32950.1 5e-14 membrane protein putative expressed		TACTTGAATAATGTATTCAGCGAAAATCCATTTTTGAGCCCAGGCTCATATGCACATGCC		9345		AT1G27330.1

		7381		CUST_21324_PI390587928		9.616992		9.286798		10.394843		9.788788		9.78305		9.520362		9.315907		9.238212		9.370929		9.22076		9.776218		9.990106		1.1219883		1.1757362		-2.1124785		-1.4646705		-1.1859665		-1.0468372		-1.5354108		1.1497481		-0.24606323		0.23356438		-1.0789366		-0.5505762		0.16605759		-0.06603718		-0.6186247		0.20131779		No		Yes		Yes		U35_44k_v1_7381		-		No hits found		No hits found		CGCGCTAAAGAACTGTAGCGTCAAAATTTTTGGGAGCGCTAAGTAATTAATTTTTGAGGT		19200		0

		3295		CUST_28689_PI390587928		6.4591737		5.0088334		6.6217117		7.4338927		7.6674004		7.7293067		10.710208		9.673797		8.010945		8.999885		10.587835		9.051399		2.3105345		6.59089		17.01218		4.723656		2.9317694		15.901062		15.628675		3.0684423		1.5517716		2.7204733		4.088496		2.239904		1.2082267		3.9910512		3.9661236		1.6175065		Yes		Yes		Yes		U35_44k_v1_3295		LOC_Os01g02840.1		gb|AAM09944.1| e-103  receptor kinase LRK10 [Avena sativa]		LOC_Os01g02600.1 1e-101 Ser/Thr receptor-like kinase putative expressed		GTATCCTGTAATTGTATCCCCTTTCCCTTAAGATCTTTCTAGTACTAGTAAAAACGGCAG		7367		AT5G38260.1

		40502		CUST_2676_PI390587928		6.558748		7.3715644		7.478229		6.767595		5.9675922		6.6827793		6.535829		5.484838		6.001158		6.397302		6.674953		6.7935834		-1.5064529		-1.6119255		-1.9217224		-2.4330347		-1.4718081		-1.9646363		-1.7450593		1.0181772		-0.55758953		-0.6887851		-0.9424		-1.2827568		-0.5911555		-0.97426224		-0.80327606		0.025988579		No		Yes		Yes		U35_44k_v1_40502		LOC_Os06g17390.1		gb|EAZ36643.1| e-109  hypothetical protein OsJ_020126 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g17390.1 1e-110 auxin-independent growth promoter putative expressed		TTTACGTTACGAAATGGATATGTTGGCTTTCTCTGGTTGTACCCAAGGGTGCAGTAACGA		13223		AT5G15740.1

		13711		CUST_14002_PI390587928		6.116341		5.940064		7.011087		6.6345153		5.550038		5.039559		5.347841		4.981658		5.327803		4.927273		5.8371673		6.5177608		-1.4807245		-1.8667194		-3.1672838		-3.1445582		-1.727323		-2.017811		-2.2562387		-1.0842929		-0.788538		-0.90050507		-1.6632462		-1.6528573		-0.56630325		-1.0127912		-1.1739197		-0.11675453		Yes		Yes		Yes		U35_44k_v1_13711		LOC_Os06g46770.2		gb|EAY84584.1| e-123  hypothetical protein OsI_005817 [Oryza sativa (indica cultivar-group)]		LOC_Os06g46770.3 1e-125 polyubiquitin containing 7 ubiquitin monomers putative expressed		TGTGTAGCAGCAGCTTGGTGACCCGTGAATAAGTGAGCCCTGGATTTGGTCTATAAAAAA		1048		AT5G03240.3

		27031		CUST_18752_PI390587928		6.815689		7.6163154		7.437233		6.8840346		6.2962914		6.5858912		5.5925384		5.784888		6.216966		6.3370957		5.9256635		6.520872		-1.4333568		-2.0426247		-3.5917692		-2.1422796		-1.5143754		-2.4270766		-2.8512006		-1.2862424		-0.59872293		-1.0304241		-1.8446946		-1.0991468		-0.51939774		-1.2792196		-1.5115695		-0.36316252		Yes		Yes		Yes		U35_44k_v1_27031		-		No hits found		No hits found		ATGTATGATTTGAACTTGAAGCAGCACATGCAAAATCTTGGAAGTGCAGTTGGGGCCAAA		32405		0

		7510		CUST_15396_PI390587928		11.008555		9.60793		8.803777		8.487433		11.517039		9.602533		6.7564635		6.697084		11.695455		9.090221		7.209397		7.8390546		1.4225545		-1.0037478		-4.1333547		-3.4589868		1.6098198		-1.4316797		-3.019647		-1.5674059		0.6868992		-0.005396843		-2.0473132		-1.7903495		0.5084839		-0.5177088		-1.5943799		-0.64837885		No		Yes		Yes		U35_44k_v1_7510		LOC_Os01g65480.1		gb|EAZ14346.1| 3e-43  hypothetical protein OsJ_004171 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65480.1 7e-45 dnaJ protein homolog 1 putative expressed		GATACCTCTCCAGAGGGTGTGAGTACATAAAGAGATGGGTCCTTGTACATACAGTTTTTT		26026		AT1G11040.1

		38146		CUST_35468_PI390587928		4.061861		4.225983		4.505568		4.199923		3.5789707		3.825462		3.8547013		3.4663708		3.5902297		2.5539		4.409306		4.067083		-1.3975408		-1.3199846		-1.5701112		-1.6627281		-1.3866765		-3.186744		-1.0690001		-1.0964501		-0.4716313		-0.40052104		-0.65086675		-0.7335522		-0.48289037		-1.6720831		-0.09626198		-0.13284016		No		Yes		Yes		U35_44k_v1_38146		LOC_Os08g40890.1		gb|EAZ43363.1| 6e-70  hypothetical protein OsJ_026846 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40890.1 1e-71 expressed protein		GACCTACAGAGAGGCTGTTACAGACTTATATTTGGATCTGATATGTAGTGCTAAGGTAAA		33988		AT5G04610.1

		43463		CUST_4239_PI390587928		11.629525		11.086877		10.0477915		10.747551		11.674911		10.86369		8.142482		10.036828		11.158516		10.396876		8.940185		10.860935		1.0319588		-1.167309		-3.745893		-1.636624		-1.3860788		-1.6132841		-2.154879		1.0817628		-0.47100925		-0.2231865		-1.9053097		-0.7107229		0.04538536		-0.69000053		-1.1076069		0.11338425		No		Yes		Yes		U35_44k_v1_43463		LOC_Os02g03670.2		gb|EAZ21606.1| 4e-36  hypothetical protein OsJ_005089 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03670.2 1e-37 expressed protein		TATTTCCAGTTGGTGCGACACTCATGCCAGGCCAGTTTGCCCTATACTTGAAAAGATCAT		40137		AT5G48790.1

		47742		CUST_42044_PI390587928		4.7206974		5.702114		5.1649375		5.873385		4.1240234		3.9527118		3.8110733		4.499241		4.095906		3.6671047		4.110376		6.2483687		-1.5122262		-3.3621924		-2.555958		-2.5921407		-1.5419881		-4.0982537		-2.077087		1.2968249		-0.6247916		-1.7494023		-1.3538642		-1.3741441		-0.59667397		-2.0350094		-1.0545616		0.3749838		Yes		No		No		U35_44k_v1_47742		LOC_Os11g07670.1		ref|NP_001065888.1| 4e-15  Os11g0178800 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g07670.1 6e-17 disease resistance response protein 206 putative expressed		TCCAAGGACGAGATTGGCCGCGCGCAAGGAACAAACAAGATCGCGGACCAGGCCACCTTC		49095		0

		24679		CUST_10018_PI390587928		8.550849		8.137768		5.295798		5.82769		8.910209		9.195541		8.1596155		6.9302063		9.165713		9.222894		8.2249365		5.774456		1.2828565		2.0817165		7.279391		2.1472888		1.531414		2.1215606		7.616555		-1.0375882		0.61486435		1.0577736		2.8638177		1.1025162		0.35935974		1.0851259		2.9291387		-0.0532341		Yes		Yes		Yes		U35_44k_v1_24679		LOC_Os06g19370.2		gb|EAZ36716.1| 6e-45  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.2 1e-46 embryogenesis transmembrane protein putative expressed		CAAGGCCATCATCCAGTATTATTTGGTGCATTCTTTGAATCTGAGCAAAAGATAATACAG		24322		0

		3539		CUST_34334_PI390587928		8.588229		9.2939005		8.05099		9.036732		9.185836		10.735194		11.617892		10.922185		9.745866		11.239472		11.262078		9.247462		1.5132042		2.7156427		11.850715		3.6946898		2.2309167		3.8519044		9.260488		1.157274		1.1576366		1.4412937		3.5669022		1.8854532		0.59760666		1.9455719		3.2110882		0.21073055		Yes		Yes		Yes		U35_44k_v1_3539		LOC_Os03g55800.1		ref|NP_001051386.1| e-136  Os03g0767000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55800.1 1e-137 cytochrome P450 74A1 chloroplast precursor putative expressed		GGCAAAGTGGGAGTACCATGTCATGTGCTATTATTAAATTAGATGGATGAAAGTGCAATT		11904		AT5G42650.1

		5387		CUST_16592_PI390587928		5.2339187		4.034943		3.8807335		4.8751416		5.591865		6.991529		9.949838		9.871194		5.701111		7.205095		9.200059		6.880144		1.2816004		7.762847		67.14017		31.912556		1.3824164		9.001414		39.927906		4.013894		0.46719217		2.956586		6.069104		4.9960523		0.3579464		3.1701517		5.3193254		2.0050025		Yes		Yes		Yes		U35_44k_v1_5387		LOC_Os04g54720.1		gb|EAZ08979.1| 5e-30  hypothetical protein OsI_030211 [Oryza sativa (indica cultivar-group)]		LOC_Os09g16540.1 7e-29 protein kinase putative expressed		ACAAACTTACCTTACTGGATCCTGTTATACGTGACAGTTTACCAGATTGATCCCTTATAC		45479		AT3G53380.1

		16372		CUST_33022_PI390587928		12.414464		12.593971		13.597922		13.325595		13.144807		13.376939		14.290557		13.233676		13.4353285		13.909541		14.107226		13.483659		1.6590333		1.7206665		1.6162323		-1.0657868		2.0291345		2.4890063		1.4233634		1.1157887		1.0208645		0.78296757		0.6926346		-0.091918945		0.73034286		1.3155699		0.50930405		0.15806389		No		Yes		Yes		U35_44k_v1_16372		LOC_Os08g04620.1		gb|EAZ41478.1| 7e-79  hypothetical protein OsJ_024961 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04620.1 1e-80 structural molecule putative expressed		AAATGTAATTCTATCTGAAAAGGCACTCGTCAAGGTGTTTAATGGAAGTTCTCTGATCAT		6321		AT5G54110.1

		9348		CUST_375_PI390587928		8.931836		9.496522		7.728497		9.467239		9.475999		11.073306		11.000713		10.671494		10.263769		11.001859		10.439485		8.292134		1.4581739		2.9830418		9.661293		2.304181		2.5173974		2.8389094		6.547697		-2.2580934		1.331933		1.5767841		3.2722163		1.2042542		0.54416275		1.5053368		2.7109876		-1.1751051		Yes		Yes		Yes		U35_44k_v1_9348		LOC_Os06g43810.1		ref|NP_001058197.1| 3e-11  Os06g0646100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43810.1 7e-13 expressed protein		TGTAGCAGTGGCAGTGTACCAGTAGCAACATGTATACATATACGAATCAATCAATCAATC		21196		0

		4162		CUST_3280_PI390587928		13.570981		13.37457		12.727649		13.953873		13.185866		13.961163		14.909695		14.43398		13.381839		13.770389		14.348813		14.043476		-1.3059636		1.5016959		4.5379663		1.3948474		-1.1400857		1.3156892		3.076232		1.0640776		-0.18914223		0.5865927		2.182046		0.4801073		-0.38511467		0.3958187		1.6211643		0.089603424		No		Yes		Yes		U35_44k_v1_4162		LOC_Os09g16510.1		gb|ABB90551.1| e-148  WRKY transcription factor [Triticum aestivum]		LOC_Os09g16510.1 5e-80 OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		CGACATTTCTGCCTTCTTAGCATCAGACGTTTGAAAAAAGAGAGAATGCAACCCAAAAAA		12005		AT4G11070.2

		12545		CUST_6935_PI390587928		3.9700928		2.608362		3.4590015		4.801574		4.611552		3.8583553		7.0682454		7.90817		3.9857666		4.2880173		7.1752925		6.6157794		1.5599059		2.3784032		12.203676		8.613479		1.0109235		3.203514		13.143621		3.5166583		0.015673876		1.2499933		3.6092439		3.106596		0.641459		1.6796553		3.716291		1.8142052		Yes		No		No		U35_44k_v1_12545		LOC_Os03g04570.1		gb|EAZ25515.1| 5e-32  hypothetical protein OsJ_008998 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04570.1 7e-34 peptide transporter PTR2 putative expressed		ACACCAAGAAACATAAATTCCGGATGGACTCCACCAACTCCATGAAGTTCCTCAACAAGG		38288		AT5G46040.1

		9098		CUST_30780_PI390587928		5.315512		5.6373763		4.7153487		5.0599437		4.5345225		4.901418		2.8409498		3.4150517		4.1880355		4.3502007		4.0106487		3.8195875		-1.7183092		-1.6655031		-3.6664884		-3.1272445		-2.184763		-2.440498		-1.6298057		-2.3625686		-1.1274767		-0.7359581		-1.874399		-1.644892		-0.78098965		-1.2871757		-0.7047		-1.2403562		Yes		No		No		U35_44k_v1_9098		LOC_Os03g15790.1		gb|EAZ26359.1| 9e-22  hypothetical protein OsJ_009842 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15790.1 2e-23 nucleic acid binding protein putative expressed		CACCAGCCTCCGGTGCTACATACACCGCATCTTTCTCTTCGCCGGGCCCAGGAATGCTGT		None		0

		27334		CUST_31374_PI390587928		8.409873		7.762186		6.6559978		5.7049146		10.762104		8.993997		11.576795		10.528523		10.253722		9.724594		11.962662		7.8700905		5.1061325		2.3486156		30.290571		28.317242		3.589665		3.8971193		39.57902		4.4852114		1.8438492		1.2318106		4.920797		4.823609		2.352231		1.9624081		5.306664		2.165176		Yes		Yes		Yes		U35_44k_v1_27334		LOC_Os12g43430.1		gb|AAK55323.2|AF355455_1 1e-71  thaumatin-like protein TLP4 [Hordeum vulgare]		LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor putative expressed		AAACTTGCAGCGGCAACAGAAGCTTTCAAGTCGTCTTCTGCCCATGATAACCTACATCTA		21532		AT4G11650.1

		46902		CUST_3164_PI390587928		3.7542465		3.4546318		5.857512		4.1172333		4.346539		3.8047392		5.806471		1.5123286		5.1665344		4.4592214		5.3648324		2.035578		1.5076406		1.2746556		-1.0360123		-6.083513		2.6615891		2.0063727		-1.4070559		-4.232926		1.412288		0.35010743		-0.051041126		-2.6049047		0.59229255		1.0045896		-0.4926796		-2.0816553		No		Yes		Yes		U35_44k_v1_46902		-		No hits found		No hits found		GCTGGCTGCAACTTCAACAGTAAGCTTCTTTGTAAATTGTTCTTACAAAAACTACTTTGT		47563		0

		8721		CUST_15308_PI390587928		6.12998		5.2143044		5.4038243		5.064889		3.995754		3.2697217		4.89955		4.7310557		5.2790656		4.616625		5.6887765		4.848367		-4.3900156		-3.8492641		-1.4184097		-1.2603577		-1.8036438		-1.5132807		1.2183698		-1.1619289		-0.8509145		-1.9445827		-0.50427437		-0.33383322		-2.134226		-0.5976796		0.28495216		-0.21652174		Yes		No		No		U35_44k_v1_8721		LOC_Os05g33130.1		gb|AAA56787.1| e-150  chitinase		LOC_Os05g33130.1 1e-114 basic endochitinase A precursor putative expressed		CGATCCATGCATGCCTGTACGTGTGCATGTCATTACTGATAAATAATCTCGAGGACTAGT		16814		AT3G12500.1

		13077		CUST_27985_PI390587928		10.292721		9.986863		11.211043		10.850743		9.982436		9.173943		10.252294		9.38965		9.687136		9.006982		10.148282		10.506718		-1.2399523		-1.7567642		-1.9436249		-2.7531686		-1.5215957		-1.9723032		-2.0889258		-1.2692934		-0.6055851		-0.8129206		-0.9587498		-1.461093		-0.3102846		-0.9798813		-1.0627613		-0.3440256		No		Yes		Yes		U35_44k_v1_13077		LOC_Os06g08640.1		gb|EAY99940.1| 6e-58  hypothetical protein OsI_021173 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08640.1 3e-58 anthranilate N-benzoyltransferase protein 1 putative expressed		CAAGCATGCAGGTATGCATGTTCGCATCGTAATTGATTGGTTTTTACATCTTAAGAAAAA		42419		AT5G48930.1

		22662		CUST_37777_PI390587928		4.9537563		5.7347927		4.964108		4.477076		3.9573152		5.1703525		2.893068		2.0814083		3.9213688		4.668691		4.2773776		4.054814		-1.9950725		-1.4788136		-4.2018943		-5.262206		-2.0454063		-2.093768		-1.6096314		-1.3400271		-1.0323875		-0.56444025		-2.07104		-2.3956678		-0.9964411		-1.0661016		-0.6867304		-0.4222622		Yes		No		No		U35_44k_v1_22662		-		gb|EAZ45220.1| 5e-21  hypothetical protein OsJ_028703 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32010.2 3e-22 ternary complex factor MIP1 putative expressed		GCACATTGTTTCAAATATGCCGAACCGCAAGGTTCCTGTATTTTGTTGAAGCTGAAAAAA		21233		0

		12514		CUST_6982_PI390587928		8.758531		8.693618		8.037019		7.1956897		8.500573		8.268772		6.117353		6.051003		8.56643		8.052135		6.738745		6.590277		-1.1957846		-1.3424289		-3.783354		-2.2109811		-1.1424259		-1.5599312		-2.4593441		-1.5214137		-0.19210052		-0.4248457		-1.9196658		-1.1446867		-0.25795746		-0.64148235		-1.2982736		-0.6054125		No		Yes		Yes		U35_44k_v1_12514		LOC_Os06g10560.1		gb|EAZ36212.1| e-173  hypothetical protein OsJ_019695 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10560.1 1e-174 expressed protein		GAAAATACGAATCACATGCTGCATAATGAAAAAGCTGTCTGACGTGGCGATACTGAAAAA		None		AT5G06700.1

		8607		CUST_4341_PI390587928		4.247866		6.069		2.7541008		1.9730487		6.929792		9.319278		7.932406		8.261631		6.6660123		8.959712		8.0181265		3.4430974		6.417119		9.515491		36.20972		78.17213		5.3448377		7.416365		38.426395		2.7703123		2.4181461		3.250278		5.178305		6.2885823		2.6819258		2.8907123		5.2640257		1.4700487		Yes		Yes		Yes		U35_44k_v1_8607		-		No hits found		No hits found		GTGTGTTGAGTAGCATGTTTGTTTAACAACCAGTGTATACTATTACATGTCCTCATTAAG		18400		0

		6127		CUST_12129_PI390587928		7.3616433		7.8104134		7.7979913		8.169119		7.048767		7.2516055		7.046992		7.610748		7.0094757		6.6341357		6.7697444		7.6641803		-1.2421817		-1.4730514		-1.6829584		-1.4726056		-1.2764771		-2.2599292		-2.0395443		-1.419063		-0.3521676		-0.55880785		-0.75099945		-0.55837107		-0.31287622		-1.1762776		-1.0282469		-0.5049386		No		Yes		Yes		U35_44k_v1_6127		-		ref|NP_001063653.1| 9e-08  Os09g0513700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g33870.1 2e-09 RNA binding protein putative expressed		AATCACAAAGGAAGATAAGGTCATCTAGAGAGGCAAGCACCTACAACAGGCAGAAGAAGC		12488		0

		25277		CUST_22856_PI390587928		7.2001033		8.305078		4.9741797		6.855679		6.3691516		9.71265		8.647998		8.483901		6.974323		9.549703		7.8067393		5.893301		-1.7788584		2.6529045		12.762315		3.091318		-1.1694098		2.3695698		7.1233683		-1.948519		-0.22578049		1.4075727		3.673818		1.628222		-0.8309517		1.2446251		2.8325596		-0.962378		No		Yes		Yes		U35_44k_v1_25277		LOC_Os01g50420.1		gb|EAZ13222.1| 7e-36  hypothetical protein OsJ_003047 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50420.1 1e-37 mitogen-activated protein kinase kinase kinase 2 putative expressed		GTCACAGACATGAAACTGTAAAATTTGGTTGTCGTTGCGACAGAGAAAGAAAATTACATT		30647		0

		50928		CUST_10085_PI390587928		7.8261127		6.32179		11.318891		10.7087755		7.1306024		5.4346128		9.721297		9.199324		6.310698		5.558619		9.950582		10.596137		-1.6194572		-1.8495541		-3.0263803		-2.8470185		-2.85881		-1.6972172		-2.581678		-1.0812038		-1.5154147		-0.88717747		-1.5975933		-1.5094519		-0.6955104		-0.7631712		-1.368309		-0.11263847		Yes		No		No		U35_44k_v1_50928		LOC_Os07g08150.1		sp|P14896|ELI6_HORVU 4e-60  Low molecular mass early light-inducible protein HV60, chloroplast precursor (ELIP)		LOC_Os07g08160.1 6e-38 early light-induced protein chloroplast precursor putative expressed		CCAGAATTGATCATTCTCGTATTCTTTGTAGTATTGCTGATAAAGACGGTTATCTTTCTC		53014		AT3G22840.1

		49029		CUST_14945_PI390587928		8.863814		7.507004		7.47681		7.788607		8.729087		6.915276		3.8233235		5.9684887		7.81317		6.5008316		5.7092137		7.1394463		-1.0978854		-1.5070505		-12.583719		-3.531102		-2.0714548		-2.0085747		-3.4048617		-1.5682558		-1.0506444		-0.59172773		-3.6534865		-1.8201184		-0.13472748		-1.0061722		-1.7675962		-0.64916086		Yes		No		No		U35_44k_v1_49029		LOC_Os09g37620.1		ref|NP_001063855.1| 1e-83  Os09g0548400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37620.1 3e-85 monooxygenase/ oxidoreductase putative expressed		TACAGTTGGCAATAGTCGGATATTCCGAGAGCCTTACCGACATATATGTCTCAGAGAGGA		50975		AT1G19250.1

		4718		CUST_29385_PI390587928		4.583346		5.3038425		1.91226		4.228995		3.635472		4.618124		4.427897		4.749559		4.2701745		4.6705017		4.572339		3.879812		-1.9290277		-1.6085029		5.7185006		1.4345161		-1.2424358		-1.5511528		6.320677		-1.2738389		-0.3131714		-0.68571854		2.515637		0.5205641		-0.94787383		-0.63334084		2.660079		-0.34918284		No		Yes		Yes		U35_44k_v1_4718		LOC_Os02g42210.1		ref|NP_001047508.1| e-117  Os02g0633200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42210.1 1e-118 membrane-associated salt-inducible protein like putative expressed		AATTATTATTAGCACAGAGTGTGCAGTGAGACCAGCACCAGTGCAAGTGAGTGAAGTGAC		11636		AT4G36680.1

		18960		CUST_26492_PI390587928		9.236358		9.543968		9.251446		7.3994145		8.882121		8.651816		6.9867454		6.61779		9.065751		9.156747		8.349956		7.2028136		-1.278309		-1.8559422		-4.8055463		-1.7190653		-1.1255317		-1.3078719		-1.8679945		-1.1459951		-0.17060661		-0.89215183		-2.2647004		-0.7816243		-0.3542366		-0.38722134		-0.9014902		-0.19660091		Yes		No		No		U35_44k_v1_18960		LOC_Os03g60100.1		ref|NP_001051684.1| 3e-60  Os03g0815400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60100.1 6e-62 50S ribosomal protein L17 putative expressed		TCGGTGCCTTATACTAGCACTTTGGAATTTCTTTGTTGGTACTGCAACCTGTTTCTTCAA		10356		AT3G54210.1

		45556		CUST_17946_PI390587928		6.193745		6.0633893		7.381279		6.9258313		5.6632676		5.9328218		6.135775		5.996549		5.590889		5.472162		6.1141777		6.9320493		-1.4444072		-1.0947243		-2.3710136		-1.9043282		-1.5187203		-1.506528		-2.406775		1.0043193		-0.60285616		-0.13056755		-1.2455039		-0.9292822		-0.5304775		-0.59122753		-1.2671013		0.0062179565		No		Yes		Yes		U35_44k_v1_45556		-		gb|EAY95340.1| 3e-09  hypothetical protein OsI_016573 [Oryza sativa (indica cultivar-group)]		LOC_Os07g45330.1 2e-09 expressed protein		GACTAATTATGTAGTTTATTTCAAAGTGTGTCGTTGAATTTTGGGTTTGTATCCATGGCC		44591		0

		39304		CUST_28702_PI390587928		5.8901157		6.9661756		6.535631		2.5873177		6.363892		5.9935207		3.0860405		2.650878		6.3008933		6.2725883		4.593016		2.677151		1.3887398		-1.9624485		-10.925222		1.0450416		1.3294021		-1.6173		-3.8440177		1.0642471		0.41077757		-0.9726548		-3.4495907		0.06356025		0.47377634		-0.6935873		-1.942615		0.08983326		No		Yes		Yes		U35_44k_v1_39304		LOC_Os10g06000.1		No hits found		No hits found		CAAGCGTACGGGCGATAAGTTGTTTGTAATATCTGTGTGATTTTGTAACCAAAGTTTTTA		444		0

		20372		CUST_29901_PI390587928		4.885748		4.8089504		4.5997663		6.221974		5.607161		7.3505893		9.2571		8.527188		5.8250394		7.762434		8.760124		8.277456		1.6487962		5.8225007		25.234644		4.942409		1.9175862		7.7461724		17.881031		4.156826		0.9392915		2.5416389		4.657334		2.3052144		0.72141314		2.9534836		4.160358		2.0554824		Yes		Yes		Yes		U35_44k_v1_20372		LOC_Os07g03900.1		ref|NP_001058830.1| e-121  Os07g0131100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03900.1 1e-123 lectin-like receptor kinase 7 putative		ATTCTCCTACAAGGATCTGTTTCGCGCCACCAAAGGGTTTAAGGACAAGAACTTTATCGG		12914		AT3G53810.1

		6365		CUST_909_PI390587928		6.447842		7.208527		6.2635903		7.016619		7.0218854		7.762736		8.015355		7.921991		6.870899		8.335288		7.750878		7.6104684		1.4886899		1.468363		3.3677027		1.873027		1.3407656		2.1836793		2.8036137		1.5092682		0.42305708		0.55420876		1.7517648		0.90537167		0.5740433		1.126761		1.4872875		0.5938492		No		Yes		Yes		U35_44k_v1_6365		LOC_Os05g49290.3		gb|EAY99068.1| 9e-29  hypothetical protein OsI_020301 [Oryza sativa (indica cultivar-group)]		LOC_Os05g49290.3 8e-30 acyltransferase putative expressed		GAGGAGGGGCCAATCTCTATTTTTGATTTACATGAGAAATTAAGAGATTCATTCATGGTG		17547		AT1G19440.1

		19506		CUST_12833_PI390587928		7.035066		6.475864		6.662886		7.414189		5.805832		5.7641044		4.56238		6.8072515		5.70983		6.045489		5.0611286		8.537491		-2.3444252		-1.6378005		-4.2885985		-1.5230227		-2.5057392		-1.3475839		-3.0351284		2.1784499		-1.3252363		-0.71175957		-2.1005063		-0.6069374		-1.2292342		-0.4303751		-1.6017575		1.123302		Yes		No		No		U35_44k_v1_19506		LOC_Os01g42530.1		dbj|BAD32834.1| e-100  putative small GTP-binding protein Ran [Oryza sativa Japonica Group]		LOC_Os01g42530.1 1e-99 GTP-binding nuclear protein Ran-2 putative expressed		TGACGATGGTTTGTGCTTGTTAAAACTGAATGAATGCGAAGGTTAATCGGTTTCAAAAAA		11318		AT5G55190.1

		30692		CUST_13479_PI390587928		5.196451		5.6225257		5.638073		5.4719424		4.899511		4.7665706		4.834678		4.5905595		4.730692		4.804262		4.487819		4.704535		-1.2285361		-1.8099567		-1.7452029		-1.8421403		-1.381044		-1.7632824		-2.2195294		-1.702208		-0.46575928		-0.8559551		-0.8033948		-0.88138294		-0.29694033		-0.81826353		-1.1502538		-0.7674074		No		Yes		Yes		U35_44k_v1_30692		LOC_Os06g39880.1		No hits found		No hits found		CCGTCACGGCGGCGTGCCTGCTCCTGCACGTGGCGGCGCGGGTGATGGACGCGCTGTGGT		30717		0

		27305		CUST_28765_PI390587928		9.073578		8.522449		9.509543		11.543448		9.565276		9.92646		12.584424		12.371554		9.474004		10.52657		12.679452		12.926028		1.4060991		2.6463645		8.426191		1.7753531		1.3198975		4.0114446		8.999897		2.607342		0.4004259		1.4040117		3.0748806		0.8281059		0.49169827		2.0041218		3.1699085		1.3825798		Yes		Yes		Yes		U35_44k_v1_27305		-		gb|EAY72405.1| 9e-47  hypothetical protein OsI_000252 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04070.1 2e-48 verticillium wilt disease resistance protein putative expressed		GAATTGCTTGTGAAATCTGCAAGAGCGTTGAGGACTTGATCTCGAACACTGGAAACTGCT		23814		AT2G33050.1

		17247		CUST_30522_PI390587928		8.566343		7.6257305		10.097713		8.726327		8.797417		7.630979		8.429017		7.4088874		8.83062		7.5189285		8.88103		7.990658		1.1737078		1.0036446		-3.179272		-2.492234		1.2010336		-1.0768386		-2.3241181		-1.6651696		0.2642765		0.0052485466		-1.6686964		-1.3174396		0.23107338		-0.10680199		-1.2166834		-0.73566914		No		Yes		Yes		U35_44k_v1_17247		LOC_Os07g18750.1		ref|NP_001059387.1| 2e-19  Os07g0287400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g18750.1 6e-21 PVR3-like protein putative expressed		GTGTGCACTATACTATTACTATACATGTGTGTGGTTTTTGTACTCCAACTGTTTTTGTGT		7047		AT5G48485.1

		4120		CUST_15991_PI390587928		7.40632		7.902551		5.846672		7.6475544		6.847996		8.73336		10.098202		6.9168224		6.864094		6.763924		9.671441		6.764383		-1.4725574		1.7786826		19.047499		-1.6594808		-1.456218		-2.201714		14.1700115		-1.8444256		-0.5422263		0.8308091		4.2515297		-0.73073196		-0.55832386		-1.138627		3.824769		-0.88317156		No		Yes		Yes		U35_44k_v1_4120		LOC_Os03g59580.1		ref|NP_001051663.1| 4e-86  Os03g0810300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59580.1 7e-88 nudix hydrolase 13 mitochondrial precursor putative expressed		TCTTTGTATTGGGGGCTGTGGTCCTCTTTGTCATAGCTGTACTGTTCCTAGTGTTATTGG		9301		AT3G12600.1

		23393		CUST_16821_PI390587928		4.9799724		4.9818387		4.3326735		5.3275075		4.377786		4.129139		2.9097607		3.202615		4.4681125		4.2450967		3.6645114		4.86846		-1.5180151		-1.8058772		-2.6812632		-4.361706		-1.4258872		-1.6664084		-1.5890473		-1.3746338		-0.5118599		-0.85269976		-1.4229128		-2.1248925		-0.6021862		-0.736742		-0.6681621		-0.45904732		Yes		Yes		Yes		U35_44k_v1_23393		LOC_Os02g07650.1		gb|EAY84665.1| 3e-60  hypothetical protein OsI_005898 [Oryza sativa (indica cultivar-group)]		LOC_Os02g07650.1 6e-62 zinc-binding protein putative expressed		ACTGCTCCTATGTCCAGCCCTACACGATCAACAGCGCCAAGGTGATCTTCCTGAAGCCGA		21019		AT1G31040.1

		43485		CUST_4197_PI390587928		3.1404946		3.3890028		4.2953362		4.471342		3.9927795		4.598572		3.7179775		3.6687148		4.064154		5.6532226		4.5400186		5.2092757		1.8053579		2.3126853		-1.492115		-1.7442747		1.8969209		4.8039455		1.1848319		1.6677854		0.92365956		1.209569		-0.5773587		-0.8026273		0.8522849		2.2642198		0.24468231		0.73793364		Yes		No		No		U35_44k_v1_43485		LOC_Os05g03590.1		ref|NP_001054530.1| 6e-06  Os05g0126800 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03590.1 8e-08 expressed protein		TGAAGATCAGCTCACGGATCCATCCATCCATGGAGCTCGACAAGCGCACGGACACGCCGC		40189		0

		628		CUST_12534_PI390587928		7.1446605		6.5084243		6.6852264		7.2334766		7.414768		7.381241		8.154069		7.497226		7.6276603		7.7748246		8.219865		7.7256646		1.2058979		1.8312346		2.7679973		1.200595		1.3976468		2.405606		2.8971581		1.4065765		0.4829998		0.87281656		1.4688425		0.2637496		0.27010775		1.2664003		1.5346384		0.49218798		No		Yes		Yes		U35_44k_v1_628		LOC_Os10g38710.1		ref|NP_001065137.1| 3e-67  Os10g0530500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38710.1 6e-69 glutathione S-transferase GSTU6 putative expressed		TGATCACCTAAGCACTTTATATTTCACACAGTTGATTGCCCTTTGGGATATTCAAGAAGC		21968		AT1G10370.1

		48098		CUST_33614_PI390587928		11.713906		11.291261		10.999433		11.247025		12.10397		12.0103445		12.330322		11.203721		12.319716		12.327641		12.256199		11.48228		1.3104509		1.6461363		2.5155776		-1.0304707		1.5218331		2.0510743		2.3895953		1.177115		0.60581017		0.7190838		1.3308897		-0.04330349		0.3900633		1.0363798		1.2567663		0.23525524		No		Yes		Yes		U35_44k_v1_48098		-		ref|NP_001066904.1| 1e-11  Os12g0525300 [Oryza sativa (japonica cultivar-group)]		No hits found		CCTTTTTTGTGCCTGTGCTGTAATAGTAATTAGACGAGCCACAGTAATACACTCAAAAAA		10066		0

		19985		CUST_26533_PI390587928		13.122448		12.213588		12.211445		11.016591		13.183967		12.809765		13.44355		12.424651		13.686775		13.210576		13.235105		11.024985		1.0435637		1.5117055		2.3490953		2.6538007		1.4786978		1.9958292		2.0330698		1.0058354		0.56432724		0.5961771		1.2321053		1.4080601		0.06151867		0.9969883		1.0236597		0.008394241		No		Yes		Yes		U35_44k_v1_19985		LOC_Os09g13920.1		ref|NP_001062833.1| 2e-28  Os09g0309500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g13920.1 4e-29 expressed protein		GCTGCTCCTTTTCGGTGGATTGTATCGATGTTAATAAAACTACGTTATCCCTTGAAAAAA		14554		0

		958		CUST_27664_PI390587928		11.300255		11.757718		10.23105		10.060201		10.884567		11.207878		11.533307		11.438046		11.053412		11.099668		11.212868		10.066121		-1.3339343		-1.4639233		2.4661448		2.5988002		-1.1866071		-1.5779489		1.9749528		1.0041121		-0.24684238		-0.54984		1.3022575		1.3778458		-0.41568756		-0.65805054		0.9818182		0.00592041		No		Yes		Yes		U35_44k_v1_958		LOC_Os09g26880.4		gb|EAZ09253.1| 8e-68  hypothetical protein OsI_030485 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26880.4 2e-69 aldehyde dehydrogenase family 7 member A1 putative expressed		AGAGCAACATTGTCCGCATTTTACCCTAGATCGGACCGGTCGAAATAAAACGAGATCGTA		2921		AT1G54100.2

		3501		CUST_17315_PI390587928		12.786743		12.612615		13.064892		13.052548		12.910675		12.506686		11.7274885		12.222161		12.8256445		12.208547		11.825534		12.656685		1.0897007		-1.0761868		-2.5269608		-1.7781625		1.0273312		-1.3232338		-2.3609345		-1.3157301		0.03890133		-0.10592842		-1.3374033		-0.8303871		0.123931885		-0.404068		-1.239358		-0.39586353		No		Yes		Yes		U35_44k_v1_3501		LOC_Os07g05570.1		gb|EAZ02783.1| 6e-40  hypothetical protein OsI_024015 [Oryza sativa (indica cultivar-group)]		LOC_Os07g05570.1 7e-41 ERD4 protein putative expressed		CCTGGTGTGTAAAAATCTCAAAAGTCTGACTGCTTGATGCCTTTTGACCCTGTTAACAAA		10654		AT1G30360.1

		36110		CUST_14253_PI390587928		7.197187		8.638083		8.585021		8.175044		6.61494		7.62579		5.016393		5.5864487		6.1917424		6.327539		5.269528		7.47835		-1.497179		-2.017115		-11.864899		-6.0151277		-2.007562		-4.960703		-9.955496		-1.6207863		-1.0054445		-1.0122933		-3.5686278		-2.5885954		-0.5822468		-2.3105445		-3.315493		-0.6966939		Yes		Yes		Yes		U35_44k_v1_36110		LOC_Os04g53770.1		gb|EAZ32085.1| 1e-61  hypothetical protein OsJ_015568 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53770.1 3e-63 mystery 45A CG8070-PA putative expressed		CTTGTCATTTGAGACTAATCTGTTGTTGTCTTCTCTGCTTCTGGATGTTGGGGTTATCTA		14968		AT1G13160.1

		32399		CUST_42079_PI390587928		3.524644		4.8451533		4.256388		3.5987718		2.9108818		4.1267414		2.755532		2.456652		3.023985		3.2222126		2.7168672		3.5342577		-1.5302445		-1.6453699		-2.8301063		-2.2070508		-1.4148597		-3.0800223		-2.9069796		-1.0457327		-0.500659		-0.7184119		-1.5008562		-1.1421199		-0.61376214		-1.6229408		-1.539521		-0.06451416		No		Yes		Yes		U35_44k_v1_32399		LOC_Os01g20940.2		ref|NP_001042862.1| 1e-49  Os01g0311500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g20940.2 3e-51 PHS1 putative expressed		GCTGTCATCTCTGCACCATACAGACACAGTAGTAGTTCAGACACTCTGAGATGAATGACT		None		AT5G23720.3

		47579		CUST_40954_PI390587928		5.7387767		5.9124126		6.16629		6.0466285		5.222074		5.5248795		4.1857667		4.1287484		4.5924225		4.6784425		4.4701996		5.18302		-1.4306816		-1.3081547		-3.9463615		-3.778674		-2.2135382		-2.3521338		-3.2402165		-1.8195837		-1.1463542		-0.3875332		-1.9805231		-1.91788		-0.51670265		-1.2339702		-1.6960902		-0.86360836		Yes		Yes		Yes		U35_44k_v1_47579		-		gb|EAY89710.1| 3e-14  hypothetical protein OsI_010943 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19470.1 6e-15 expressed protein		TTCCAAACAAGCAAGGTGCTAGTGTGATTCAGGAAGCGGTTGAGAGATAAACGGATTCGA		48747		0

		50700		CUST_12766_PI390587928		12.799843		13.525098		14.3288		13.322431		12.51142		12.937818		12.394223		12.346791		12.796504		13.170045		12.81701		12.966964		-1.2213042		-1.5024117		-3.8226602		-1.9665124		-1.002317		-1.2790325		-2.851637		-1.2793995		-0.0033388138		-0.5872803		-1.934577		-0.97563934		-0.28842258		-0.35505295		-1.5117903		-0.35546684		No		Yes		Yes		U35_44k_v1_50700		LOC_Os05g35710.2		gb|EAZ17080.1| 4e-17  hypothetical protein OsJ_031289 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42620.1 9e-19 dihydroflavonol-4-reductase putative expressed		ATGCTACTGCCTTGTACAGCAGTATATGGATGAATGTGATGAACAAATGTGAAAGCTTAA		11163		0

		32903		CUST_12223_PI390587928		3.7463462		3.3360481		4.746357		4.507356		2.4736323		3.046502		3.3927107		3.223013		3.1599176		2.5974371		3.596959		4.142176		-2.4161565		-1.2222556		-2.555572		-2.4357114		-1.5015252		-1.6685686		-2.2182128		-1.2880423		-0.58642864		-0.289546		-1.3536463		-1.2843432		-1.2727139		-0.738611		-1.1493979		-0.36518002		Yes		Yes		Yes		U35_44k_v1_32903		LOC_Os07g31450.1		ref|NP_001059706.1| 6e-25  Os07g0497100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g31450.1 2e-26 ATP binding protein putative expressed		AAAGCTCTAAGATTGAGAAAGTCACCAAACCGAATGCCTATACAATTCTGACAAGTTCTC		None		0

		16100		CUST_16532_PI390587928		9.353737		9.735715		10.484356		10.666959		9.134864		10.833229		11.781419		11.4418335		9.664591		10.80824		11.168793		10.652019		-1.1638241		2.1398566		2.457281		1.7110415		1.2404417		2.103111		1.6070745		-1.0104096		0.31085396		1.0975142		1.2970629		0.7748747		-0.21887302		1.072525		0.6844368		-0.014940262		No		Yes		Yes		U35_44k_v1_16100		-		No hits found		No hits found		GTGTGGAATTAGTTTGATCTCATTTTTGTCATAGTTCTCATTGCCTTAGAAATGGACAGA		13955		0

		5913		CUST_24869_PI390587928		5.438326		5.922846		5.764857		3.1735866		4.6827455		5.0112805		4.793631		2.5042412		3.4582653		4.4458857		4.507439		3.1079814		-1.6883107		-1.8810854		-1.9605056		-1.5903512		-3.9450965		-2.783616		-2.3906744		-1.0465238		-1.9800606		-0.9115653		-0.97122574		-0.6693454		-0.7555804		-1.4769602		-1.2574177		-0.06560516		Yes		No		No		U35_44k_v1_5913		LOC_Os03g63310.1		gb|ABU54407.1| 5e-57  P450 [Triticum aestivum]		LOC_Os12g32850.1 6e-54 cytochrome P450 71E1 putative expressed		GGGTTCGGCGACATGTACAACAGCGACAAGTTCCCACACCACAAGAACTTGGAGCACGTG		13260		AT3G26210.1

		24221		CUST_26683_PI390587928		2.6897552		1.5952888		1.5369896		2.2254272		2.7613027		2.7455947		3.5002415		4.953543		2.5156374		2.9116917		1.8167073		3.600095		1.0508432		2.2196097		3.8993995		6.6258984		-1.1282743		2.490444		1.2139573		2.5930822		-0.1741178		1.150306		1.963252		2.728116		0.07154751		1.3164029		0.27971768		1.3746679		Yes		Yes		Yes		U35_44k_v1_24221		LOC_Os09g24490.1		ref|NP_001063150.1| 3e-39  Os09g0410700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g24490.1 5e-41 helix-loop-helix DNA-binding domain containing protein expressed		CAAATGTGCTATCTCTTCTGGGTATAATGGAAGGTGGTATTGGCTTACATAGTTAAAAAA		25949		AT1G68810.1

		13044		CUST_28057_PI390587928		6.156843		7.1797657		6.9464774		6.7381225		5.910959		6.577095		5.7559433		5.3394017		5.9865727		6.464186		5.5231013		6.282185		-1.1858195		-1.518525		-2.2823722		-2.6366768		-1.1252694		-1.6421427		-2.6821244		-1.3716737		-0.17027044		-0.60267067		-1.1905341		-1.3987207		-0.24588442		-0.7155795		-1.4233761		-0.4559374		No		Yes		Yes		U35_44k_v1_13044		-		No hits found		No hits found		AGCATAGTCTCTGTCCCTGTTTGGATCATAAATATCAGCAATCTCCTTTTGATGCTCAAA		30944		0

		11261		CUST_40433_PI390587928		13.500572		14.17171		12.82426		13.34729		12.942875		13.057551		11.396912		12.553145		12.532224		12.85361		11.198129		12.685188		-1.471918		-2.1646874		-2.689519		-1.734049		-1.9565996		-2.493375		-3.0868409		-1.5823863		-0.9683485		-1.1141586		-1.4273481		-0.79414463		-0.5576973		-1.3181		-1.626131		-0.66210175		Yes		No		No		U35_44k_v1_11261		-		gb|AAW48295.1| 1e-12  pore-forming toxin-like protein Hfr-2 [Triticum aestivum]		No hits found		CTACCGTGGATGTCAAGGACTACTTCGCCATCAGCCCCTACGACATGTCAGGCACCTTAT		26475		0

		36534		CUST_25931_PI390587928		9.012717		9.229834		8.601759		9.061015		9.367814		9.918288		10.736413		9.574223		9.558605		10.456066		10.511984		8.926698		1.2790715		1.6115563		4.3913183		1.4272197		1.4599186		2.3395524		3.758677		-1.0975734		0.54588795		0.6884546		2.134654		0.51320744		0.35509682		1.2262325		1.9102249		-0.1343174		No		Yes		Yes		U35_44k_v1_36534		LOC_Os05g28290.1		ref|NP_001055275.1| 7e-47  Os05g0350600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g28290.1 2e-48 ran-binding protein 1 homolog c putative expressed		ACTCAAAGGCAGAAGGAAGAAACAAGTACCTTGAGCTGCTACTATCTGCCTTTGAGTCCA		31610		AT5G58590.1

		38631		CUST_25160_PI390587928		14.281753		14.710044		13.839564		14.9535675		15.035415		15.896545		16.998182		15.336998		15.316902		16.59065		16.533897		14.806572		1.6860673		2.2760015		8.929739		1.3044399		2.0493262		3.6822987		6.472545		-1.1072612		1.0351496		1.1865015		3.158618		0.38343048		0.7536621		1.8806067		2.694333		-0.14699554		Yes		Yes		Yes		U35_44k_v1_38631		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 7e-26  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.2 1e-26 endoplasmin homolog precursor putative expressed		TTGTCCGTGTAATGTACTACTGTACCTAGTTTCTTGTTTAATGACGATACCCTAGCTAGT		630		AT4G24190.2

		22997		CUST_33426_PI390587928		10.1326275		9.855683		10.078452		9.656708		9.916149		9.783223		8.019692		8.663029		9.369438		9.152516		8.668721		9.558183		-1.161894		-1.0515083		-4.16628		-1.9912565		-1.6972386		-1.6280748		-2.656876		-1.0706782		-0.7631893		-0.072460175		-2.0587597		-0.99367905		-0.21647835		-0.70316696		-1.4097309		-0.09852505		No		Yes		Yes		U35_44k_v1_22997		-		gb|EAZ26389.1| 5e-07  hypothetical protein OsJ_009872 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g16140.3 1e-08 digalactosyldiacylglycerol synthase 2 putative expressed		AAGTTGAAGTCACTTCCTCATGTGGCATGTATGCTCTGTAACATGCGTGACAAGTACTGC		17287		0

		414		CUST_35746_PI390587928		14.650951		14.477001		13.634552		14.374016		15.29099		16.18387		17.86074		17.080511		15.526333		16.509996		17.693348		15.675011		1.5583707		3.264516		18.71585		6.5273404		1.834493		4.0925364		16.665537		2.4639874		0.87538147		1.7068691		4.2261887		2.7064953		0.6400385		2.0329952		4.058796		1.3009949		Yes		Yes		Yes		U35_44k_v1_414		LOC_Os10g34930.1		emb|CAA74593.1| e-119  hypothetical protein [Hordeum vulgare]		LOC_Os10g34930.1 1e-80 secretory protein putative expressed		ACGGTTGATGTACTGCCTGGAATGGAATAAATCAACGTTCGCAAGGTTGAGCAGAAAAAA		634		AT2G15130.1

		46884		CUST_36471_PI390587928		3.262597		2.8514774		2.6901848		3.9638994		3.7193267		4.5617194		5.0580473		5.3480515		4.199739		5.1181664		5.160551		5.287981		1.3724272		3.2721572		5.161758		2.6101851		1.9147313		4.812175		5.5418444		2.5037346		0.9371419		1.710242		2.3678625		1.3841522		0.45672965		2.266689		2.4703662		1.3240817		Yes		No		No		U35_44k_v1_46884		LOC_Os03g38590.2		gb|EAZ27602.1| 5e-05  hypothetical protein OsJ_011085 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38590.2 1e-06 SC3 protein putative expressed		GTGTCATGCACAATTGTGTTGGAAAGACATTAGTCGTGTTTACTTTTTGGCACACATAAA		47529		0

		20837		CUST_10695_PI390587928		9.210808		9.540181		8.48055		8.763339		9.357022		9.491088		9.649035		9.381188		9.652619		9.936813		9.6983795		8.93658		1.1066619		-1.0346144		2.2477562		1.5345858		1.3583089		1.3164313		2.3259654		1.1275885		0.44181156		-0.049093246		1.1684856		0.61784935		0.14621449		0.3966322		1.2178297		0.17324066		No		Yes		Yes		U35_44k_v1_20837		LOC_Os05g13330.2		ref|NP_001054945.1| 7e-53  Os05g0220100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g13330.2 1e-54 CAB2 putative expressed		CGGTATCTTTGGTTCTTGACCTCCTGATTTCTGTTTTGATTGATATCAACAATGGTTCTG		26285		AT1G16560.4

		8775		CUST_14567_PI390587928		11.931595		11.891869		12.280345		12.694961		11.831787		11.433673		10.888133		11.598859		11.842473		11.074557		11.150346		12.371404		-1.0716306		-1.3738226		-2.624808		-2.1377628		-1.0637225		-1.7621189		-2.1885862		-1.251412		-0.08912182		-0.4581957		-1.3922119		-1.0961018		-0.09980774		-0.8173113		-1.1299992		-0.3235569		No		Yes		Yes		U35_44k_v1_8775		LOC_Os02g40840.1		gb|EAY86736.1| 2e-66  hypothetical protein OsI_007969 [Oryza sativa (indica cultivar-group)]		LOC_Os02g40840.1 6e-68 oxidoreductase putative expressed		CGGTTGCTGTACATACGGCAGGCATGTGTCAAAATTACGAAGTGTTGCTGACTCAAAAAA		25356		AT4G28570.1

		44420		CUST_27105_PI390587928		4.265808		4.861794		5.4900594		4.677189		3.7047698		4.1386166		3.8018715		3.7302558		3.615577		3.786136		4.155846		3.7819903		-1.4753306		-1.6508138		-3.2225168		-1.9277701		-1.5694196		-2.1076832		-2.5213795		-1.8598659		-0.6502311		-0.72317743		-1.6881878		-0.94693303		-0.56103826		-1.0756581		-1.3342133		-0.8951986		No		Yes		Yes		U35_44k_v1_44420		LOC_Os01g09700.1		gb|EAY72868.1| 4e-43  hypothetical protein OsI_000715 [Oryza sativa (indica cultivar-group)]		LOC_Os01g09700.1 1e-44 1-aminocyclopropane-1-carboxylate synthase 7 putative expressed		TCGGCACCACGGTGGAGCGGTCGGTGCTGGAGGACGTGCTCGACTTCGTGGTGCGCAAGA		42119		AT4G26200.1

		34447		CUST_15650_PI390587928		6.3132844		5.9346776		7.0609784		6.322581		5.810078		5.507694		5.983604		5.5118294		5.697802		5.6308937		6.2430234		6.148359		-1.4173601		-1.34442		-2.1101923		-1.7541249		-1.5320702		-1.2343777		-1.7629054		-1.1283557		-0.61548233		-0.42698383		-1.0773745		-0.81075144		-0.50320625		-0.3037839		-0.817955		-0.17422199		No		Yes		Yes		U35_44k_v1_34447		LOC_Os05g23600.1		emb|CAB56225.1| 9e-26  ribophorin I [Hordeum vulgare]		LOC_Os05g23600.1 2e-23 dolichyl-diphosphooligosaccharide--protein glycosyltransferase 67 kDasubunit precursor putative expressed		AATGTAGCAGCTGGAATATTTTTATTTTAACAACAGCGTCTACGAGCTGTAATCACTGAA		4749		AT1G76400.1

		37565		CUST_35817_PI390587928		4.651459		4.9502563		5.508749		4.8826404		4.0931773		3.6253684		4.398373		3.763797		4.031744		3.3367608		4.056189		4.121121		-1.4725145		-2.5051343		-2.159019		-2.171728		-1.5365719		-3.0599234		-2.7369328		-1.6952752		-0.6197152		-1.324888		-1.1103759		-1.1188433		-0.5582819		-1.6134956		-1.45256		-0.76151943		Yes		No		No		U35_44k_v1_37565		LOC_Os07g41750.2		emb|CAJ17197.1| 5e-90  ribosomal protein S3e [Scarabaeus laticollis]		LOC_Os03g38000.1 6e-88 40S ribosomal protein S3 putative expressed		ATCAAGGTCAAGATTATGCTCGCCCAGGACTCCACTGGCAAGACTGGTCCCAAGCACCCT		33265		AT2G31610.1

		3784		CUST_5299_PI390587928		11.543529		11.043241		11.236743		11.286312		11.860794		11.3708		12.3818655		11.403453		12.075668		11.79276		11.974556		11.224149		1.2459667		1.2548888		2.2116492		1.0845833		1.4460723		1.6812326		1.6676459		-1.0440302		0.5321398		0.32755947		1.1451225		0.11714077		0.3172655		0.74951935		0.737813		-0.062163353		No		Yes		Yes		U35_44k_v1_3784		LOC_Os05g39730.1		ref|NP_001055829.1| 0.0  Os05g0474900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g39730.1 0.0 SAG20 putative expressed		AGATTTCTGCAGTGCAAAGTCGCTTTTGGGATGGAACTGCGTGATTGGTCCTTGTATGTT		14201		AT3G10980.1

		11645		CUST_23444_PI390587928		10.218923		11.377708		11.536645		10.173848		9.82586		10.6113615		9.511762		8.74438		9.273446		9.754977		9.972634		9.706027		-1.3131781		-1.7009573		-4.0695896		-2.693474		-1.9258249		-3.0795748		-2.9567466		-1.3830191		-0.94547653		-0.76634693		-2.0248833		-1.4294682		-0.3930626		-1.6227312		-1.5640106		-0.46782112		Yes		Yes		Yes		U35_44k_v1_11645		LOC_Os02g03294.1		ref|NP_001045746.1| 2e-49  Os02g0125400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03294.1 3e-51 nuc-1 negative regulatory protein preg putative expressed		CTTTCATTTCTTGTAGCTTCTTGGTGAGGTGTCTACCATGTTCGTTGCCGATTGAAAAAA		25020		AT2G44740.1

		28710		CUST_31939_PI390587928		6.7559924		7.3416686		7.651423		6.882442		6.7516847		6.8399353		6.6976123		6.6627593		6.6151524		6.486902		6.5916443		6.756519		-1.0029904		-1.4159137		-1.9369822		-1.1644775		-1.1025469		-1.8084658		-2.0846117		-1.0912057		-0.14084005		-0.5017333		-0.9538107		-0.2196827		-0.004307747		-0.85476637		-1.0597787		-0.12592316		No		Yes		Yes		U35_44k_v1_28710		LOC_Os03g38970.1		ref|NP_001050571.1| 2e-92  Os03g0586700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38970.1 4e-94 expressed protein		GTGGGAGTCAGTGATATCCGATACAGTTAAGACTCCACTTGAGGTCTATGAGGAGTTACA		27727		AT3G62010.1

		11117		CUST_37315_PI390587928		3.8628788		3.4867604		3.6715062		3.7314012		3.3973458		2.8299897		3.0999177		3.1172123		3.091943		2.630955		2.5647159		2.0451581		-1.3808274		-1.5765498		-1.4861591		-1.5306972		-1.7063762		-1.8097688		-2.1536596		-3.2181756		-0.7709358		-0.6567707		-0.5715885		-0.6141889		-0.46553302		-0.8558054		-1.1067903		-1.686243		Yes		No		No		U35_44k_v1_11117		LOC_Os05g37470.3		dbj|BAF49451.1| 2e-57  putative AUX1-like permease [Oryza sativa Indica Group]		LOC_Os05g37470.3 4e-59 auxin transporter-like protein 2 putative expressed		CCATGCACTAGATCACCCTTTAATTTGTTGGTAGTTACTGCTCACCTCGCCGTATACTAC		22702		AT2G38120.1

		5985		CUST_18115_PI390587928		9.655923		9.2351265		8.872482		9.11079		9.893746		9.646155		10.72465		10.133852		10.131557		10.018382		10.183509		9.422135		1.1792123		1.3296337		3.6104236		2.0322273		1.3905298		1.7210101		2.4811802		1.240864		0.47563457		0.41102886		1.8521681		1.0230618		0.23782349		0.7832556		1.3110266		0.3113451		No		Yes		Yes		U35_44k_v1_5985		LOC_Os01g31980.2		ref|NP_001043143.1| 0.0  Os01g0504500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g31980.2 0.0 transparent testa 12 protein putative expressed		GTGGGATCAGATCTAAGCCAAACAACAGTTTTACCCTCAACACGAGCATAATTTGTTAAA		18251		AT1G15170.1

		1562		CUST_36040_PI390587928		9.861407		9.666543		10.948082		10.526386		9.531339		9.395097		9.61018		9.578258		9.481158		9.4283905		9.590854		10.491658		-1.2570732		-1.2070172		-2.5278347		-1.9293685		-1.3015665		-1.1794813		-2.5619252		-1.0243638		-0.38024902		-0.27144623		-1.3379021		-0.9481287		-0.3300686		-0.2381525		-1.3572283		-0.03472805		No		Yes		Yes		U35_44k_v1_1562		LOC_Os08g40790.3		gb|ABR25715.1| 1e-27  unknown [Oryza sativa (indica cultivar-group)]		LOC_Os08g40790.3 2e-29 expressed protein		ATCAGATAGTGTTCATAGTTGATGCACTGATGGGCATATGTTAATATTTTGATTCTTGCC		4287		AT4G31340.1

		14152		CUST_38253_PI390587928		9.1537		8.484668		10.08138		9.709038		8.930533		7.757837		8.456142		8.467918		8.681928		7.9835916		8.659186		9.265941		-1.1672928		-1.6549997		-3.0849295		-2.3638186		-1.386812		-1.4152689		-2.6799266		-1.3595197		-0.4717722		-0.72683096		-1.6252375		-1.2411194		-0.22316647		-0.5010762		-1.4221935		-0.4430971		No		Yes		Yes		U35_44k_v1_14152		LOC_Os08g36320.2		gb|AAP46640.1| e-103  GAD1 [Hordeum vulgare]		LOC_Os08g36320.2 3e-92 glutamate decarboxylase putative expressed		GTTTGCTGGGAGAAATTTGCTAGGTATTTTGAAGTGGAATTGAAAGAGGTCAAGTTGACT		1378		AT5G17330.1

		21899		CUST_188_PI390587928		4.002731		5.074242		4.940867		4.734907		3.5267327		3.9581308		4.7691593		4.5065484		3.7484791		3.5396187		4.277516		4.69292		-1.3908802		-2.1676192		-1.1263909		-1.1715014		-1.192717		-2.8971279		-1.583757		-1.0295308		-0.25425172		-1.1161113		-0.17170763		-0.22835875		-0.47599816		-1.5346234		-0.66335106		-0.041986942		No		Yes		Yes		U35_44k_v1_21899		LOC_Os12g36760.1		ref|NP_001066991.1| e-142  Os12g0554400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36760.1 1e-143 expressed protein		TGCTATTCAGAATCAGTAAATCTCCCAGGGAAACCTCGAGAATTGGAGGACTGGATACTG		38899		AT5G54440.1

		4941		CUST_38504_PI390587928		12.063548		11.516143		10.86159		10.932359		11.808328		11.626079		9.104024		10.394071		11.494786		11.069099		9.356456		10.257191		-1.193518		1.0791802		-3.3812728		-1.4522482		-1.48325		-1.3632436		-2.8385115		-1.5967828		-0.5687618		0.10993576		-1.7575665		-0.5382881		-0.2552204		-0.44704342		-1.5051346		-0.67516804		No		Yes		Yes		U35_44k_v1_4941		LOC_Os05g41390.1		ref|NP_001055919.1| e-115  Os05g0493500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41390.1 1e-117 cyclin-A1 putative expressed		GAGCTGGGTTTTATTTTACTTGCTCCGTATATTCACAGTATTTGTTGTCTTCATTGTAAC		15687		AT5G06150.1

		25883		CUST_9515_PI390587928		8.841819		8.8943405		9.188828		9.411703		8.449944		8.522456		7.0000877		7.764641		7.5704083		7.6497283		7.726621		9.145999		-1.3120978		-1.2940419		-4.559074		-3.1319525		-2.4139745		-2.3695486		-2.755296		-1.2022227		-1.2714105		-0.37188435		-2.1887407		-1.6470623		-0.39187527		-1.2446122		-1.4622073		-0.26570415		Yes		Yes		Yes		U35_44k_v1_25883		LOC_Os01g29150.1		gb|EAY74170.1| 2e-67  hypothetical protein OsI_002017 [Oryza sativa (indica cultivar-group)]		LOC_Os01g29150.1 4e-69 cytochrome P450 72A1 putative expressed		AACAACAACATTGTCAGTGCGAATTGTGACTGGCAGAATGACAGGCCGAAATGACCATGT		25742		AT2G26710.1

		15833		CUST_29114_PI390587928		13.114182		12.708735		12.31561		13.044144		13.328197		12.764045		13.654061		13.435584		13.353119		12.998601		13.424031		13.027043		1.1599109		1.0390818		2.5287974		1.3117024		1.1801224		1.2225263		2.156096		-1.0119236		0.23893642		0.055309296		1.3384514		0.3914404		0.21401405		0.2898655		1.1084213		-0.017100334		No		Yes		Yes		U35_44k_v1_15833		LOC_Os03g48180.1		ref|NP_001050937.1| 0.0  Os03g0687000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48180.1 0.0 peptide transporter PTR2 putative expressed		CAACAATGGCTGGTTAATTTCTTGTAAGTTGTTAAAATGAAGGAAACAACAATGAGGTGG		7388		AT5G62680.1

		6256		CUST_3043_PI390587928		6.521606		5.697523		4.131636		4.451365		6.6789093		5.88101		6.4926724		5.2480946		7.3925667		6.6938777		6.6084023		4.805207		1.1152006		1.1356254		5.1373925		1.7371587		1.8288804		1.9949528		5.566483		1.2779592		0.8709607		0.18348694		2.3610363		0.79672956		0.15730333		0.9963546		2.476766		0.35384178		Yes		Yes		Yes		U35_44k_v1_6256		LOC_Os01g55340.1		emb|CAI94418.1| 7e-71  dof zinc finger protein 17 [Hordeum vulgare subsp. vulgare]		LOC_Os01g55340.1 2e-38 expressed protein		AGCATCAAGTTGCAAAAACATGTCCCATTCCCACTGGTATACTTGTGAGTTGTTAAAAAA		15377		AT2G34140.1

		15406		CUST_9982_PI390587928		13.927978		13.584558		14.023618		13.536082		14.654094		14.380982		15.317006		13.88639		14.917865		14.992687		14.989182		13.925088		1.6541799		1.7367918		2.4510305		1.2748322		1.9860297		2.6539288		1.9528278		1.3094906		0.98988724		0.79642487		1.2933884		0.35030746		0.7261162		1.4081297		0.9655647		0.38900566		No		Yes		Yes		U35_44k_v1_15406		LOC_Os05g41480.2		ref|NP_001055925.1| e-151  Os05g0494500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41480.2 1e-153 plastidic phosphate translocator-like protein1 putative expressed		GTAAAAATGTACTGCACACTGTTATCATTTCGGTGGGTATCATCTGGTGGTTATCATCTA		None		AT2G25520.1

		19587		CUST_179_PI390587928		3.7300956		1.4202986		1.4655914		1.4015526		4.737103		1.7717963		1.6779641		1.3392404		5.543551		3.3532162		2.543249		1.5364537		2.009738		1.2758845		1.158592		-1.0441378		3.514831		3.818266		2.1106062		1.0980176		1.8134553		0.35149777		0.21237266		-0.062312126		1.0070074		1.9329176		1.0776575		0.13490117		Yes		No		No		U35_44k_v1_19587		LOC_Os06g09420.1		ref|NP_001057046.1| 1e-56  Os06g0194400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09420.1 2e-58 DNA binding protein putative expressed		GGTATATGTTTTGGCTATAAATAAGGTGAGACGAAGATGAGAGTATGCCCCCATTGTAAA		12252		AT3G19184.1

		39322		CUST_31333_PI390587928		7.776888		7.4970117		7.639395		6.7825446		8.035278		8.166701		8.098598		6.4840317		8.419221		8.747752		8.436616		6.9713473		1.1961435		1.5907308		1.3747815		-1.229876		1.5608512		2.3796353		1.7377502		1.1398174		0.64233303		0.66968966		0.4592023		-0.29851294		0.25839043		1.2507405		0.7972207		0.18880272		No		Yes		Yes		U35_44k_v1_39322		-		No hits found		No hits found		AAGAAGTGGTACCACCAAAAGTCCTTGAGAGAATATGACACATGGCCTTTGCTTTGCCTC		14737		0

		28006		CUST_38586_PI390587928		6.367794		6.6700654		6.6841526		6.0598063		6.2369237		6.0598607		4.5813384		4.673906		5.7225456		5.901146		5.4014173		5.8739934		-1.094954		-1.5264758		-4.2954645		-2.6133502		-1.5640086		-1.7039931		-2.4329984		-1.1374577		-0.6452484		-0.6102047		-2.1028142		-1.3859005		-0.13087034		-0.76891947		-1.2827353		-0.18581295		Yes		No		No		U35_44k_v1_28006		LOC_Os03g50270.1		ref|NP_001051049.1| 4e-18  Os03g0710600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50270.1 9e-20 expressed protein		CTCTGCAGTAGCCAGTAAACTTGTACAGTTGCCACAAAAAACACGTTTCCACCTTGTACC		5734		0

		23352		CUST_20702_PI390587928		6.747194		7.0679193		6.8389554		7.0802803		6.348099		6.641279		5.8045883		6.364544		6.2916923		6.3632636		6.0735226		6.7839837		-1.31868		-1.3440996		-2.048215		-1.6423212		-1.3712595		-1.6297556		-1.6998799		-1.2279881		-0.45550156		-0.42664003		-1.0343671		-0.7157364		-0.39909458		-0.70465565		-0.76543283		-0.2962966		No		Yes		Yes		U35_44k_v1_23352		LOC_Os10g10190.1		ref|NP_001064253.1| e-169  Os10g0181700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g10190.1 1e-170 MORC family CW-type zinc finger 3 putative expressed		GTTCCGGGCATGGGTATCAAAGATGATTGAATAATCAAAAACTAATCTAGTTAGTCGTAT		19394		AT4G36290.1

		9004		CUST_11454_PI390587928		4.1153874		4.253778		3.6180403		3.5138752		3.4576652		3.1125476		3.0664654		1.9967438		3.4546707		3.3358748		2.4593217		2.2390406		-1.5775899		-2.2056904		-1.4656849		-2.8622139		-1.5808679		-1.8893673		-2.2325904		-2.4197109		-0.6607168		-1.1412303		-0.55157495		-1.5171314		-0.65772223		-0.9179032		-1.1587186		-1.2748346		Yes		No		No		U35_44k_v1_9004		LOC_Os06g50960.1		ref|NP_001058621.1| 9e-13  Os06g0725300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g50960.1 2e-14 expansin-like 3 precursor putative expressed		TCCATCGGTGATCCGCAGGCCAGGCTATCCTTCCATCTACCTCCACCGTCGATCATGGCC		19109		0

		34157		CUST_6857_PI390587928		10.083908		9.871391		10.734383		10.898469		9.942787		9.395945		9.218522		9.646762		9.672692		8.825753		9.49421		10.477605		-1.1027616		-1.3903487		-2.8596935		-2.38123		-1.329806		-2.064279		-2.3622675		-1.3387291		-0.41121578		-0.4754467		-1.5158606		-1.2517071		-0.14112091		-1.0456381		-1.2401724		-0.4208641		No		Yes		Yes		U35_44k_v1_34157		LOC_Os02g56510.1		gb|EAZ25025.1| 5e-17  hypothetical protein OsJ_008508 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56510.1 1e-18 phosphate transporter 1 putative expressed		TTTAGCTTTGTTGATGACTAGGCTATGTGTGTATCTAGGGATTGATGCCATGATAATATT		None		AT1G68740.1

		48410		CUST_12688_PI390587928		6.0215507		5.5475864		5.816099		5.5859056		5.537674		5.0446706		3.575971		4.2943487		5.277639		5.143419		4.150985		5.222608		-1.3984965		-1.4170748		-4.7243905		-2.4479208		-1.6747105		-1.3233252		-3.171388		-1.2863626		-0.74391174		-0.50291586		-2.2401283		-1.2915568		-0.4838767		-0.40416765		-1.6651144		-0.36329746		Yes		No		No		U35_44k_v1_48410		LOC_Os06g01450.1		gb|EAZ35535.1| 9e-69  hypothetical protein OsJ_019018 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01450.1 2e-70 methyltransferase putative expressed		TCTGTATATAGTAGGTGGGAATTCGCTGTATCATCATCGATTTAATTTTGTGGTCTCTGA		50154		AT1G33170.1

		1524		CUST_36078_PI390587928		5.9592195		6.3194413		5.629566		5.4670634		4.62015		4.4083214		2.8863995		2.7633092		4.461762		5.384085		3.345929		5.085669		-2.5298808		-3.7610095		-6.6953835		-6.5149503		-2.823447		-1.9123627		-4.8690395		-1.3026003		-1.4974575		-1.9111199		-2.7431667		-2.7037542		-1.3390694		-0.93535614		-2.2836373		-0.3813944		Yes		No		No		U35_44k_v1_1524		LOC_Os03g60340.1		ref|NP_001051702.1| e-162  Os03g0817800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60340.1 1e-163 expressed protein		AAACGCTGAAATGTGAGCTCCAACGGTAGAAAATAATCTACAACCTGACTTCACAAAAAA		5252		AT3G11030.1

		704		CUST_41535_PI390587928		12.603137		10.929187		10.146306		10.024024		11.03795		10.820782		15.296184		15.561778		10.947822		9.990573		15.192752		12.71322		-2.9591594		-1.0780358		35.50321		46.454746		-3.1499205		-1.9166858		33.046963		6.4495373		-1.6553154		-0.10840511		5.1498775		5.537754		-1.5651875		-0.9386139		5.046446		2.6891956		No		Yes		Yes		U35_44k_v1_704		LOC_Os01g28500.1		sp|Q05968|PR1_HORVU 3e-78  Pathogenesis-related protein 1 precursor		LOC_Os01g28500.1 1e-60 pathogenesis-related protein PRMS precursor putative expressed		AATAAAAGGAATGCCGTACTAAGCCATGTATTCCATCCTGGACTATAATAAATAATGAGC		2210		AT4G25790.1

		11646		CUST_23443_PI390587928		4.469151		5.185491		5.948347		4.767536		3.9345944		4.1360655		4.7238207		3.9813156		3.948149		3.4762952		3.801155		4.455408		-1.4484969		-2.0697057		-2.3367872		-1.7245507		-1.4349515		-3.2697852		-4.429648		-1.2415377		-0.52100205		-1.0494256		-1.2245264		-0.78622055		-0.5345566		-1.7091959		-2.147192		-0.31212807		Yes		No		No		U35_44k_v1_11646		LOC_Os11g06010.1		gb|ABA91568.2| 2e-75  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os11g06010.1 4e-77 helix-loop-helix DNA-binding putative expressed		TGGAAGAATACACAGAGTGCTGCAATAAGCTCTGATTTGATCCCATCGAGCTTGGCATCA		21747		AT2G27230.2

		12100		CUST_41323_PI390587928		12.972554		13.140437		13.429493		12.831256		13.1636305		12.693166		10.471081		10.713688		13.056348		12.035255		10.953793		12.109403		1.141615		-1.363459		-7.7726803		-4.3396177		1.0598012		-2.1512597		-5.5623727		-1.6492994		0.08379364		-0.44727135		-2.9584122		-2.117568		0.19107628		-1.1051817		-2.4757004		-0.72185326		Yes		Yes		Yes		U35_44k_v1_12100		LOC_Os08g43120.1		gb|EAZ07860.1| 4e-68  hypothetical protein OsI_029092 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43120.1 1e-69 ABC transporter putative expressed		GCACAGAGACTGATTGAACAACGAACTGCAAATACACACTAATCAGTAAATTACTTGCTT		None		AT2G36380.1

		25938		CUST_35188_PI390587928		3.9555912		4.238845		4.746653		4.4959345		3.1840467		3.0172632		2.6475427		2.7621024		3.44217		3.392909		3.7135906		3.9871142		-1.7070963		-2.3320224		-4.284451		-3.3261013		-1.4274312		-1.7974303		-2.0463636		-1.4228863		-0.5134213		-1.2215817		-2.0991104		-1.7338321		-0.77154446		-0.8459358		-1.0330625		-0.5088203		Yes		Yes		Yes		U35_44k_v1_25938		LOC_Os01g34560.1		gb|EAZ12187.1| 2e-30  hypothetical protein OsJ_002012 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g34560.1 5e-32 3-ketoacyl-CoA synthase putative expressed		CCGTTCCAAAATATAAGGAGACTACATACGGAGCAAAATGAGTGATCTATATACTCTAAA		41736		AT1G68530.1

		4840		CUST_32497_PI390587928		11.377696		11.105418		10.656339		11.112962		11.766921		11.983319		12.24233		11.714801		11.963038		12.318233		12.150307		11.3813095		1.3096896		1.8376998		3.0021393		1.5176499		1.500395		2.3178935		2.816626		1.2044276		0.5853424		0.8779011		1.5859909		0.60183907		0.389225		1.2128143		1.493968		0.26834774		No		Yes		Yes		U35_44k_v1_4840		LOC_Os01g51920.1		ref|NP_001044073.1| e-157  Os01g0717000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51920.1 1e-159 choline/ethanolamine kinase putative expressed		ATCATATCGGATCGTGTCAACGACATCGACTTCGATTATCAGGAGTATGCAAGGCAGAGA		16256		AT1G74320.1

		583		CUST_37084_PI390587928		5.486428		5.243112		5.4766526		6.3691716		5.8278527		6.200728		8.481884		7.8693333		6.289947		6.4306617		7.6211567		6.7823453		1.2670074		1.9420978		8.029061		2.8287442		1.7453535		2.2776556		4.4214025		1.3316119		0.80351925		0.95761585		3.0052314		1.5001616		0.34142494		1.1875496		2.144504		0.41317368		Yes		Yes		Yes		U35_44k_v1_583		LOC_Os06g51220.4		emb|CAA90679.1| 1e-33  HMG1/2-like protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g51220.4 2e-31 DNA-binding protein MNB1B putative expressed		GATTCATTGTAGCTTATGCTGAGTGTTCAGTTCTACATGTTCGTCTGTCCTTTGCAATCA		29889		AT1G20693.3

		15608		CUST_16350_PI390587928		5.0133142		5.9342995		5.662167		4.2989764		4.490429		5.149439		3.9566288		2.1964908		4.314381		4.714828		4.209195		3.807965		-1.436826		-1.7229259		-3.261506		-4.2944865		-1.6233039		-2.328614		-2.7377143		-1.4054298		-0.6989331		-0.7848606		-1.7055383		-2.1024857		-0.5228853		-1.2194715		-1.4529719		-0.49101138		Yes		No		No		U35_44k_v1_15608		LOC_Os04g36070.1		emb|CAE02513.1| 2e-22  P0076O17.11 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36070.1 2e-24 OsRR1 - Rice type-A response regulator expressed		TGATAATTCTCTCTAGTATCTTTCTTACCATTACCGCTAGTAGGAGCCAAGGAGGAGGAC		3714		0

		22670		CUST_37748_PI390587928		10.284997		11.623032		12.520238		12.385947		9.897234		10.960637		10.710785		10.676587		9.806504		10.379344		11.074291		11.982585		-1.3083632		-1.5827074		-3.5050938		-3.2701576		-1.3932873		-2.3680305		-2.7244153		-1.3225867		-0.47849274		-0.6623945		-1.809453		-1.7093601		-0.38776302		-1.2436876		-1.4459467		-0.40336227		Yes		Yes		Yes		U35_44k_v1_22670		LOC_Os01g15770.1		gb|EAY73391.1| 2e-86  hypothetical protein OsI_001238 [Oryza sativa (indica cultivar-group)]		LOC_Os01g15770.1 2e-88 expressed protein		TTCATTCTTGTGCAGAAACAGTTCCGATCCTAAAGGGTGCCTCCTGACTTCTAAACCAAA		16313		AT1G35180.1

		11864		CUST_3402_PI390587928		10.647625		10.547828		9.765889		11.478386		11.994666		13.097176		13.911309		13.044934		12.754737		13.598155		13.361923		11.931809		2.5438986		5.8536963		17.696842		2.9619522		4.3082795		8.2839985		12.092444		1.3692857		2.107112		2.5493479		4.14542		1.5665483		1.3470411		3.0503273		3.596034		0.4534235		Yes		Yes		Yes		U35_44k_v1_11864		LOC_Os03g21380.2		gb|EAZ26801.1| 1e-10  hypothetical protein OsJ_010284 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21380.2 2e-12 calcium-binding protein CAST putative expressed		ACTATCAAAGACCTTGACCAAGGCTCCGCTAAAAATATTCTCCCTTCTCCATTCAAAAAA		21914		0

		23287		CUST_12892_PI390587928		7.6850076		7.7390494		8.340624		8.201903		6.6067557		7.2015357		6.724888		7.1372986		6.2798457		6.847395		7.674585		8.028065		-2.111476		-1.451469		-3.0646791		-2.0915968		-2.648475		-1.8553026		-1.5867106		-1.1280559		-1.4051619		-0.53751373		-1.615736		-1.0646048		-1.0782518		-0.8916545		-0.666039		-0.17383862		Yes		Yes		Yes		U35_44k_v1_23287		LOC_Os03g08100.1		gb|EAZ25796.1| 3e-82  hypothetical protein OsJ_009279 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08100.1 5e-84 catalytic/ hydrolase putative expressed		GGATGCAGGATTAGAGTGTCACATCATCTTCAATATTTGATTATGTACAAAGAAAGCATC		21232		AT4G33180.1

		1998		CUST_37877_PI390587928		10.449943		11.074936		10.348266		11.272823		10.596638		10.902008		11.698207		11.582669		10.69		10.977176		11.410129		11.527995		1.1070306		-1.127344		2.5490174		1.2395753		1.1810393		-1.0701108		2.0876255		1.1934779		0.24005699		-0.17292786		1.3499413		0.30984592		0.14669514		-0.0977602		1.061863		0.25517178		No		Yes		Yes		U35_44k_v1_1998		LOC_Os04g32550.1		sp|Q9SME8|DAD2_HORVU 6e-57  Defender against cell death 2 (DAD-2)		LOC_Os04g32550.1 5e-55 defender against cell death 1 putative expressed		AGAACTTATTTGAGGGAGTGAAGACTGGGAAAAGTGATCGCTAAAATCGTTGTTCACTCT		5289		AT1G32210.1

		21382		CUST_9244_PI390587928		10.204715		10.321385		9.238859		9.667016		11.096503		11.872353		12.017592		10.995971		11.573615		12.245575		11.50134		9.589477		1.855475		2.9301353		6.8624954		2.5122058		2.5827363		3.7952359		4.798158		-1.0552168		1.3689003		1.5509672		2.7787333		1.3289547		0.8917885		1.9241896		2.2624807		-0.077539444		Yes		Yes		Yes		U35_44k_v1_21382		LOC_Os06g14490.2		gb|EAZ36525.1| 1e-29  hypothetical protein OsJ_020008 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g14490.2 3e-31 calmodulin-binding heat-shock protein putative expressed		CTGAAATGTCATGTAAGTACGTGGGTTAATGCAAGTATTGTATATTGTCTCTGGGTTAAA		15493		AT5G37710.1

		7901		CUST_33275_PI390587928		7.362671		7.9598336		4.810156		3.3740232		9.192502		9.926727		12.497592		9.620014		9.884025		11.3270445		12.873367		6.7882485		3.5549545		3.909255		206.13364		75.89804		5.7412057		10.318854		267.46594		10.660664		2.5213537		1.9668937		7.687436		6.2459908		1.8298311		3.3672109		8.063211		3.4142253		Yes		Yes		Yes		U35_44k_v1_7901		LOC_Os04g14690.1		ref|NP_001052272.1| 1e-82  Os04g0223500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g14690.1 3e-84 monooxygenase/ oxidoreductase putative expressed		TGGTCTTCACCCTATGTAAGGGTAGATCTGAAGACATGATTCTCTTGTATGGGTCTTAAT		26446		AT1G19250.1

		17475		CUST_39646_PI390587928		8.602188		8.540835		8.522101		8.646209		8.289708		7.9886246		6.780266		7.5515976		8.500729		8.001676		6.776831		8.10577		-1.2418406		-1.466331		-3.3446045		-2.1355553		-1.0728582		-1.453126		-3.3525765		-1.4544146		-0.1014595		-0.5522108		-1.7418356		-1.0946112		-0.31247997		-0.5391598		-1.7452703		-0.54043865		No		Yes		Yes		U35_44k_v1_17475		-		No hits found		No hits found		GTAGCTCGCCATATAATGCAATGTAAAATCTACCTGTTCTGTTGCACATTTCTTATTCAA		7402		0

		13345		CUST_34232_PI390587928		6.401306		6.3953586		6.6755824		6.9260697		6.2069917		6.5082116		5.3379054		6.0948625		6.5007896		6.059625		5.301756		6.515039		-1.1441803		1.0813646		-2.5274403		-1.7791736		1.0713898		-1.2620188		-2.5915701		-1.3296355		0.09948349		0.11285305		-1.337677		-0.8312073		-0.19431448		-0.3357334		-1.3738265		-0.41103077		No		Yes		Yes		U35_44k_v1_13345		LOC_Os04g59000.1		gb|EAZ32487.1| 3e-80  hypothetical protein OsJ_015970 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59000.1 4e-91 ATP binding protein putative expressed		TAATGATTTTAAGGAGTGTTAACCATGAAAATGTCGTTCGCTTTTACGGGGCATGCACGA		24978		AT2G17700.1

		5513		CUST_13744_PI390587928		11.79856		11.348844		12.087872		12.655032		12.017997		11.17498		11.221184		11.709493		12.017274		11.073169		11.079594		12.513814		1.1642789		-1.1280754		-1.8234717		-1.9259089		1.1636956		-1.2105602		-2.0115085		-1.1028359		0.21871376		-0.17386341		-0.8666878		-0.9455395		0.21943665		-0.27567482		-1.0082779		-0.14121819		No		Yes		Yes		U35_44k_v1_5513		LOC_Os09g38550.4		gb|EAZ10059.1| e-156  hypothetical protein OsI_031291 [Oryza sativa (indica cultivar-group)]		LOC_Os09g38550.4 1e-158 protein phosphatase 2C isoform gamma putative expressed		TTCTATTCAACAATCTCTATAGGATTTGTTCTTGTAGCCTTTGTCCAATACATAGCAGCA		12379		AT4G31860.1

		28429		CUST_21948_PI390587928		10.804195		11.167811		10.434718		11.3222		10.964421		11.282509		11.579235		11.42601		11.077418		11.388328		11.295718		11.421094		1.117462		1.0827479		2.210721		1.0746078		1.2085046		1.1651504		1.8162969		1.0709522		0.27322292		0.11469746		1.144517		0.10381031		0.16022587		0.2205162		0.86100006		0.09889412		No		Yes		Yes		U35_44k_v1_28429		LOC_Os01g16240.1		gb|ACB32228.1| 1e-60  calmodulin [Beta vulgaris]		LOC_Os07g48780.1 3e-62 calmodulin putative expressed		TTTGCTGTACTTTATGCCTTCATGGTATCATTAAGGTGCATGGATATCTGATATTTTGTG		27297		AT3G43810.1

		12476		CUST_12717_PI390587928		5.0777035		5.912134		6.462961		5.702879		4.643411		4.8940654		5.3056493		5.1130924		4.771115		3.7662666		4.9452343		4.507023		-1.3512478		-2.025206		-2.2304146		-1.5050241		-1.2367798		-4.4255834		-2.8633955		-2.2908072		-0.30658865		-1.0180688		-1.1573119		-0.5897865		-0.43429232		-2.1458676		-1.5177269		-1.1958561		Yes		No		No		U35_44k_v1_12476		-		ref|XP_001792162.1| e-112  hypothetical protein SNOG_01524 [Phaeosphaeria nodorum SN15]		No hits found		CTTTCGCCACTTACCTTCACATTTGGATTCAATTTGCATGATTTCTGCTCTGTAGGGGGG		21533		0

		18978		CUST_26474_PI390587928		12.133067		11.905808		10.716399		11.864735		12.19535		14.20534		13.540139		13.531254		12.713088		13.661346		13.119206		11.576564		1.0441164		4.9229803		7.079954		3.1744776		1.4948709		3.376522		5.288312		-1.221091		0.5800209		2.299532		2.82374		1.6665192		0.062282562		1.755538		2.4028072		-0.2881708		Yes		Yes		Yes		U35_44k_v1_18978		LOC_Os09g24580.1		gb|EAZ09080.1| 2e-19  hypothetical protein OsI_030312 [Oryza sativa (indica cultivar-group)]		LOC_Os09g24580.1 3e-21 calmodulin-like protein putative expressed		GCGCACAATCTCGTGTGTATTCTATCCGATTCTTTATACAATATATATGCTTTTTAGCAC		10407		0

		38666		CUST_25065_PI390587928		7.1602497		7.993204		8.34086		7.813822		6.695793		6.8898506		7.5048566		6.9271073		6.8869834		6.551344		7.310388		7.175406		-1.3797975		-2.1485353		-1.7850987		-1.8489605		-1.2085409		-2.7167094		-2.042693		-1.5566189		-0.27326632		-1.1033535		-0.8360038		-0.88671446		-0.46445656		-1.4418602		-1.0304723		-0.6384158		No		Yes		Yes		U35_44k_v1_38666		LOC_Os01g13260.1		ref|NP_001066616.1| 2e-09  Os12g0298800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g20324.1 5e-11 cyclin-A1 putative expressed		AACGCAAATCGGGGCTCGGCTGTGAAATCGGCTTCCACCAAGCCAGCTTCTGTCACATCT		34547		0

		20056		CUST_293_PI390587928		7.6145806		8.486385		8.081876		7.9857087		7.8347435		8.314647		11.7813		10.385119		7.9271092		9.652356		11.587539		9.795053		1.1648651		-1.1264151		12.990849		5.275876		1.2418824		2.2438416		11.358205		3.5048285		0.3125286		-0.17173862		3.6994238		2.3994107		0.22016287		1.1659708		3.505663		1.8093438		Yes		Yes		Yes		U35_44k_v1_20056		-		No hits found		No hits found		CGTGTGTGTGCTGTGATGTGACAAAAATAAATAAACAGAAATGTTATCTTCTTTTCGCAG		15861		0

		27693		CUST_14188_PI390587928		7.7752323		7.586884		7.9235473		7.2412076		7.5774593		7.5391426		6.5733037		6.90505		7.05337		6.823194		6.6634526		6.93021		-1.1469265		-1.0336454		-2.5495517		-1.2623901		-1.6493096		-1.6978276		-2.3951144		-1.2405652		-0.7218623		-0.047741413		-1.3502436		-0.3361578		-0.19777298		-0.76369		-1.2600946		-0.3109975		No		Yes		Yes		U35_44k_v1_27693		LOC_Os12g29550.1		gb|EAZ20474.1| 6e-39  hypothetical protein OsJ_034683 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g29550.1 1e-40 expressed protein		GGCGTTGGGATCGACCGTACAACTGATTACTTTGTCATGGAGAAAGTGGATGTACTCATA		22389		AT3G19340.1

		10668		CUST_37846_PI390587928		1.5185686		2.1488593		1.3832601		2.356177		2.0879622		3.774625		4.3371835		4.827309		2.095617		3.1729414		3.3603275		2.7981634		1.4838996		3.0860593		7.7485332		5.544787		1.4917941		2.0336652		3.93692		1.3584734		0.5770484		1.6257658		2.9539232		2.471132		0.5693935		1.0240822		1.9770674		0.44198632		Yes		Yes		Yes		U35_44k_v1_10668		-		No hits found		No hits found		TTTGCATTCCATTTCACCCGGGAACTGTCAGTTATAGTACGTATCAAGGCACTGGTTGCT		26486		0

		1086		CUST_9458_PI390587928		13.93219		14.078916		13.715522		13.622681		13.30226		13.679788		12.726146		12.312007		13.169568		13.327339		13.113078		13.4327		-1.5474894		-1.3187106		-1.9853262		-2.4805734		-1.6965711		-1.6836315		-1.5182861		-1.1407483		-0.7626219		-0.39912796		-0.98937607		-1.3106737		-0.62992954		-0.7515764		-0.6024437		-0.1899805		No		Yes		Yes		U35_44k_v1_1086		LOC_Os03g17470.1		gb|ABF95327.1| 7e-88  IN2-1 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17470.1 1e-89 IN2-1 protein putative expressed		ACTTGATGAACTGGTGCTTCTCCCTTATCAATTTTAGTTGTTGACACGTGTGCTAAAAAA		3294		AT3G55040.1

		15664		CUST_31838_PI390587928		10.8686		11.188527		10.497299		10.9169235		10.939594		11.06454		11.512847		11.335682		10.648766		11.054359		11.333432		11.039912		1.0504404		-1.0897424		2.0216703		1.3367766		-1.1645999		-1.0974594		1.7852585		1.0889885		-0.21983433		-0.1239872		1.0155478		0.4187584		0.07099438		-0.13416767		0.836133		0.1229887		No		Yes		Yes		U35_44k_v1_15664		LOC_Os05g01470.2		sp|Q9MBC2|MMT1_HORVU 0.0  Methionine S-methyltransferase (AdoMet:Met S-methyltransferase) (Hv-MMT1)		LOC_Os05g01470.2 0.0 methionine S-methyltransferase putative expressed		CCTGTTTGAACAACTTTGTTTCGAATCAAAAAAGGAATAAAAGCGTTGAATCTCTTGGTG		4366		AT5G49810.1

		44697		CUST_21754_PI390587928		1.419108		1.4112529		1.4151663		1.388157		1.5357088		2.0699854		2.0030794		1.6759628		2.0766752		4.701672		2.8149474		2.170393		1.0841774		1.578695		1.503071		1.2207822		1.5774204		9.783964		2.6386154		1.7197943		0.65756714		0.65873253		0.58791316		0.2878058		0.11660075		3.290419		1.3997811		0.782236		Yes		Yes		Yes		U35_44k_v1_44697		LOC_Os01g18400.1		gb|AAF00131.1|AF147091_1 3e-38  class II chitinase [Fragaria x ananassa]		LOC_Os01g18400.1 6e-40 endochitinase 1 precursor putative expressed		TCTGCTTCAAGGAAGAGATCAACGCGTCCAGCAACTACTGCGACGCCGACAACAAGGAGT		42727		AT4G01700.1

		30425		CUST_3635_PI390587928		1.7946081		1.4226245		1.4319566		1.3975196		1.4114832		2.3700898		5.698515		1.6120924		2.1640375		1.3415747		3.2937286		1.4845921		-1.3041637		1.9284815		19.246954		1.1603602		1.2918417		-1.0577874		3.634538		1.0622126		0.36942935		0.9474653		4.266558		0.21457279		-0.38312495		-0.0810498		1.861772		0.08707249		No		Yes		Yes		U35_44k_v1_30425		LOC_Os09g25060.1		emb|CAH68819.1| 2e-25  putative WRKY3 protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g25060.1 1e-17 OsWRKY76 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		AGGTGAGCGAGGAGAACCGGAGGCTCACTGAAATGATCGCATACCTACACAGCAACCAGG		30339		0

		19884		CUST_1614_PI390587928		7.010116		6.818899		6.9739556		6.5705643		6.4035077		5.811402		5.2705956		5.1427217		6.1432624		5.959866		5.7778077		6.0963044		-1.5226754		-2.0104206		-3.2565854		-2.690441		-1.8236814		-1.8138223		-2.2912707		-1.3892053		-0.8668537		-1.0074973		-1.7033601		-1.4278426		-0.6066084		-0.8590331		-1.1961479		-0.47425985		Yes		No		No		U35_44k_v1_19884		LOC_Os03g43010.1		ref|NP_001050708.1| 6e-97  Os03g0628800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43010.1 1e-98 expressed protein		TTTCAAGGAGACGGACGTGATCTACCGCGCCATTAGCTCCATGGGCCACCACAACGACAT		13697		AT2G30630.1

		1617		CUST_13411_PI390587928		8.170371		7.612326		6.3953834		6.375698		7.3815084		7.1378803		4.5899644		5.3318434		6.979446		6.3625526		5.264473		5.5443807		-1.7277119		-1.3893844		-3.4953065		-2.061729		-2.282991		-2.3780408		-2.1899688		-1.7793094		-1.1909251		-0.47444582		-1.805419		-1.0438547		-0.7888627		-1.2497735		-1.1309104		-0.8313174		Yes		Yes		Yes		U35_44k_v1_1617		LOC_Os03g15020.4		sp|Q10NX8|BGAL6_ORYSJ 0.0  Beta-galactosidase 6 precursor (Lactase 6)		LOC_Os03g15020.4 0.0 beta-galactosidase precursor putative expressed		TGGCTCCAATCTTCATGATGGAGAACAGGACGAATGGCAATGATATTCTTGTTCAGGTTC		4930		AT2G28470.1

		11090		CUST_18498_PI390587928		6.654358		6.4296365		7.073213		6.600319		6.291782		6.242241		5.7122674		5.780069		6.144089		5.693581		5.9820504		6.263805		-1.2857195		-1.1387062		-2.5685349		-1.765712		-1.4243155		-1.6656154		-2.1304567		-1.2627019		-0.5102687		-0.18739557		-1.3609457		-0.82025003		-0.362576		-0.7360554		-1.0911627		-0.336514		No		Yes		Yes		U35_44k_v1_11090		LOC_Os02g27060.2		ref|NP_001046829.1| 1e-48  Os02g0469900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g27060.2 3e-50 HMG box family protein expressed		CTGCCACTGCAACAGATGCTTCTTTTATGTTGAAGAAATACTATATGTCGCTGTTATACC		26402		AT1G04880.1

		18213		CUST_15145_PI390587928		9.275081		11.335046		9.4444475		9.930894		8.437972		10.418782		8.2811365		8.1338415		8.082171		9.804534		8.071482		9.525977		-1.7864662		-1.8872212		-2.2397087		-3.475095		-2.2861328		-2.888883		-2.5900247		-1.3240125		-1.1929092		-0.9162636		-1.163311		-1.7970524		-0.8371086		-1.5305119		-1.3729658		-0.40491676		Yes		Yes		Yes		U35_44k_v1_18213		LOC_Os05g46610.1		emb|CAA50223.1| e-142  MybHv33 [Hordeum vulgare subsp. vulgare]		LOC_Os05g46610.1 3e-79 myb-related protein Hv33 putative expressed		GCTGCTTAGTCACGGAGACGACATATAGCAATCAAACACTTGTAAAAAATAAGCACAAAC		14337		AT5G26660.1

		22910		CUST_3252_PI390587928		6.4435024		5.8438706		4.508735		2.1036112		6.59452		5.194718		2.3666356		1.4665222		6.9947076		5.247083		3.7392266		3.6778867		1.1103524		-1.568247		-4.4140396		-1.5551881		1.4653093		-1.5123452		-1.704689		2.977859		0.55120516		-0.64915276		-2.1420996		-0.637089		0.15101767		-0.59678745		-0.7695086		1.5742755		No		Yes		Yes		U35_44k_v1_22910		LOC_Os05g36010.1		gb|EAY98174.1| 1e-37  hypothetical protein OsI_019407 [Oryza sativa (indica cultivar-group)]		LOC_Os05g36010.1 3e-39 subtilisin-like protease precursor putative expressed		AGATAATGAAATGTTTGGTTCAGTTATGGAACTGCGTTGAGACAACTTTCCCTCAAAAAA		18723		AT5G67090.1

		23540		CUST_6154_PI390587928		6.0224214		5.5692935		5.4178987		5.7892613		6.275045		5.720814		6.8461175		7.076538		6.027714		5.825159		6.4903665		5.8672338		1.1913717		1.1107397		2.6911426		2.440669		1.0036751		1.194052		2.1030276		1.0555335		0.0052924156		0.15152073		1.4282188		1.2872767		0.25262356		0.25586557		1.0724678		0.07797241		No		Yes		Yes		U35_44k_v1_23540		LOC_Os07g48550.1		emb|CAA09372.1| 4e-95  GRAB2 protein [Triticum sp.]		LOC_Os07g48550.1 2e-71 NAC domain-containing protein 21/22 putative expressed		TGTCGATGGCTTGTTCAACTATGACGAATTGCTCAACAACGCCGGCCTGCTCGACGACGC		19250		AT5G61430.1

		41258		CUST_9680_PI390587928		6.34667		6.3432145		6.479544		5.6269684		6.053087		6.2046046		4.340494		4.410274		5.285331		5.5552526		4.903049		5.300615		-1.2256805		-1.1008439		-4.404719		-2.3241358		-2.086868		-1.7266335		-2.9824443		-1.2538402		-1.0613394		-0.13860989		-2.13905		-1.2166944		-0.29358292		-0.78796196		-1.5764952		-0.32635355		No		Yes		Yes		U35_44k_v1_41258		LOC_Os01g64490.1		gb|EAY76596.1| 1e-60  hypothetical protein OsI_004443 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64490.1 2e-62 ATP binding protein putative expressed		TTATGATTCATCAACAAAAACCATTGCACTGGACAAAGGATCCAAATTCATCAATCAGTC		None		0

		12180		CUST_26097_PI390587928		4.2210574		3.9737031		1.9872245		2.989312		4.80624		4.0972934		5.270538		5.303532		4.3963814		4.456404		5.5640473		4.575932		1.5002289		1.0894426		9.735892		4.9733577		1.129218		1.3973573		11.932487		3.003449		0.17532396		0.12359023		3.2833133		2.3142202		0.58518267		0.48270106		3.5768228		1.5866201		Yes		Yes		Yes		U35_44k_v1_12180		LOC_Os06g29844.1		ref|NP_001057687.1| 5e-40  Os06g0494400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g29844.1 1e-41 transparent testa 12 protein putative expressed		TTGCATGGCAATGAGCAGGAGAACTAATAATTATGAAACATTCAGGGTAAGTTACCATCA		23029		AT5G52450.1

		9124		CUST_22586_PI390587928		5.610726		5.0342126		4.16244		6.616413		4.9010587		6.850637		10.327816		6.1208205		5.1329923		4.2563434		9.391175		6.7896233		-1.6354269		3.5220718		71.77334		-1.4098997		-1.3925543		-1.7145966		37.497837		1.1275647		-0.4777336		1.8164244		6.165376		-0.4955926		-0.7096672		-0.7778692		5.2287354		0.17321014		No		Yes		Yes		U35_44k_v1_9124		LOC_Os09g25060.1		tpg|DAA05141.1| e-101  TPA: TPA_inf: WRKY transcription factor 76 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25060.1 1e-102 OsWRKY76 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TCTTGCTATTTGAGGATTTGAATCGTACCACAGAAAAATAATGTTCAGGGGAAAAGAAGG		30422		AT1G80840.1

		30395		CUST_31546_PI390587928		4.2560067		4.11503		1.4888204		2.6218722		6.8393197		7.829632		8.778024		7.501817		7.465864		9.009719		8.6878605		6.8315544		5.9931436		13.128243		156.41154		29.444878		9.252591		29.747347		146.93558		18.502937		3.2098575		3.714602		7.289203		4.879945		2.583313		4.894689		7.19904		4.2096825		Yes		Yes		Yes		U35_44k_v1_30395		LOC_Os05g43640.1		No hits found		LOC_Os05g43640.1 9e-08 retrotransposon putative centromere-specific expressed		GTTGTTAATTAGTACAGTCGTATAGGAGTACATCTCAGGAGCATGTGACGTGCGGCATAT		30301		0

		40577		CUST_2461_PI390587928		10.008579		10.209808		10.701839		10.140708		9.898604		10.254925		9.83632		9.532868		9.758046		10.040381		9.678071		9.585175		-1.0792094		1.0317664		-1.8219956		-1.5239754		-1.1896466		-1.1246116		-2.033223		-1.4697119		-0.2505331		0.045116425		-0.8655195		-0.6078396		-0.10997486		-0.16942692		-1.0237684		-0.5555334		No		Yes		Yes		U35_44k_v1_40577		-		No hits found		No hits found		TGTACAGTATCCTGCTGTGTCCATGTATAATGTACTTGCTACCATCTTCTTTTGGGCAAA		None		0

		25262		CUST_22890_PI390587928		11.164668		10.706635		10.900147		10.951881		11.005406		10.57116		9.811335		10.124611		10.982776		10.419056		10.271179		10.721561		-1.1167156		-1.0984546		-2.1269894		-1.7743253		-1.1343709		-1.2205907		-1.5464586		-1.1730951		-0.1818924		-0.13547516		-1.0888128		-0.8272705		-0.1592617		-0.28757954		-0.62896824		-0.23031998		No		Yes		Yes		U35_44k_v1_25262		LOC_Os06g04010.2		gb|EAY99518.1| 2e-09  hypothetical protein OsI_020751 [Oryza sativa (indica cultivar-group)]		LOC_Os06g04010.2 2e-11 GAGA-binding transcriptional activator putative expressed		TTGCTGTATGGTTCAGACAACTGGATTTTAATTGGTAATAGGCGTTTCCTCCTTAAAAAA		39512		0

		5107		CUST_28625_PI390587928		6.950541		6.440596		6.6050467		6.696568		6.950966		7.3419204		7.820398		7.3634562		7.194109		7.674133		7.5954137		6.631866		1.0002946		1.8677796		2.3219728		1.5876448		1.183917		2.3514273		1.9866902		-1.0458689		0.24356794		0.9013243		1.2153511		0.66688824		4.25E-04		1.2335367		0.99036694		-0.064702034		No		Yes		Yes		U35_44k_v1_5107		LOC_Os06g50180.1		gb|EAZ02362.1| e-130  hypothetical protein OsI_023594 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50180.1 1e-131 non-imprinted in Prader-Willi/Angelman syndrome region protein 1 putative expressed		CTGATGATATTGATATGGTTACCATATGAGCAGAGGTCTCAAGAAGATTGTGGCAAAAAA		14080		AT2G21120.1

		1368		CUST_7672_PI390587928		12.600277		13.108373		13.972264		13.847816		12.282123		12.226318		13.13528		12.547147		12.303815		12.100007		13.176636		13.800499		-1.2467345		-1.8429978		-1.7863127		-2.463432		-1.2281289		-2.011631		-1.7358335		-1.0333418		-0.29646206		-0.8820543		-0.83698463		-1.3006697		-0.31815434		-1.0083656		-0.79562855		-0.047317505		No		Yes		Yes		U35_44k_v1_1368		LOC_Os04g49680.1		ref|NP_001053683.1| 2e-27  Os04g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49670.1 8e-26 conserved hypothetical protein		GGAAACAGAAAAGTAAACGCCATGGAATCAAACGATTCACAGTTTGTTGTTCTTCAAAAA		4063		AT4G17670.1

		50552		CUST_32267_PI390587928		15.059184		14.778338		14.412076		14.982617		15.234485		15.0918		15.484492		15.399785		15.5573		15.221573		15.112397		15.265358		1.1291996		1.2426856		2.1029525		1.3353034		1.4123675		1.3596492		1.6248665		1.2165036		0.49811554		0.3134613		1.0724163		0.41716766		0.1753006		0.44323444		0.7003212		0.2827406		No		Yes		Yes		U35_44k_v1_50552		LOC_Os05g02780.4		No hits found		No hits found		CCTTTCCTCTATATATAAATTTGGCACTATAGTCTGCGTTTGTGATGACAAGATATGACT		52755		0

		22076		CUST_39305_PI390587928		10.050338		10.080186		9.90764		9.649247		9.173226		9.021943		7.148754		7.2693276		8.750011		8.923141		7.794262		8.958511		-1.8366942		-2.0823936		-6.7687354		-5.205077		-2.4628458		-2.2300026		-4.327034		-1.6141065		-1.3003263		-1.0582428		-2.7588863		-2.3799195		-0.87711143		-1.1570454		-2.1133785		-0.6907358		Yes		No		No		U35_44k_v1_22076		LOC_Os08g38170.2		gb|EAZ07434.1| 3e-32  hypothetical protein OsI_028666 [Oryza sativa (indica cultivar-group)]		LOC_Os08g38170.1 7e-34 GMP synthase putative expressed		GTTATGTTTTCCTTCGACTTGTGGTAGTGTGACAGGCATGTAAATTGCTATAATTAAGTT		16335		AT1G13635.1

		9914		CUST_12345_PI390587928		6.280524		6.6740537		4.5987377		4.891283		7.7179527		8.626191		8.733632		6.8614173		8.060392		8.891744		8.327876		5.1843534		2.7083776		3.869474		17.5682		3.9180458		3.433949		4.6514807		13.26119		1.225245		1.7798686		1.9521375		4.1348944		1.9701343		1.437429		2.21769		3.7291384		0.29307032		Yes		Yes		Yes		U35_44k_v1_9914		-		No hits found		No hits found		TCCTCTGGCATTCTTCCTTCTGTGGATCTGGGTTGCTTTTCATTGATGTTGATTCAAGGG		19732		0

		10095		CUST_39319_PI390587928		5.5806727		5.415348		6.0421424		6.4946885		5.281073		4.9021726		4.893729		6.3206024		6.1205773		5.2612457		5.31058		5.77454		-1.2308028		-1.427188		-2.2166994		-1.1282494		1.4538764		-1.1127291		-1.6604366		-1.6473516		0.5399046		-0.5131755		-1.1484132		-0.1740861		-0.29959965		-0.15410233		-0.7315626		-0.72014856		No		Yes		Yes		U35_44k_v1_10095		LOC_Os07g40890.1		ref|NP_001060193.1| 1e-07  Os07g0599900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g40890.1 2e-09 igA FC receptor precursor putative expressed		GCGCTTACCTATGGCGTCTACCCCCTTCGTTCCTAAATATAATTTTTTCTTAAAGATTTT		20689		0

		49181		CUST_41562_PI390587928		5.559565		5.0448737		4.218388		5.409357		6.609968		6.495562		6.545407		6.497759		7.127789		7.094501		6.584027		6.1249924		2.0711086		2.7333844		5.017674		2.1263835		2.9653943		4.13999		5.1538076		1.6422062		1.568224		1.4506884		2.3270187		1.0884018		1.0504031		2.0496273		2.3656387		0.7156353		Yes		Yes		Yes		U35_44k_v1_49181		-		No hits found		No hits found		CATCAAAGACTTGAAATAACAACCCGTCCCTTTTTTCCTCCCCGGGGGCAGTGATTTTTT		None		0

		1276		CUST_13836_PI390587928		15.924809		15.706586		15.930064		16.3518		15.812976		15.82204		14.557721		15.671773		15.653033		15.409247		14.796069		16.18897		-1.0806007		1.0833157		-2.5889068		-1.6021708		-1.2072933		-1.2288753		-2.1946564		-1.1194812		-0.2717762		0.11545372		-1.3723431		-0.68002796		-0.11183357		-0.2973385		-1.133995		-0.16283035		No		Yes		Yes		U35_44k_v1_1276		LOC_Os04g45070.2		ref|NP_001053409.1| 2e-29  Os04g0533300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45070.1 3e-31 remorin putative expressed		CGGTTGTGTACATCTTTCATGCTTGACAAGCAACATTCTTATGTGTAGTTAAGAAGTCAC		4861		AT5G23750.2

		18714		CUST_6005_PI390587928		14.121578		13.858429		13.935708		13.949491		13.643386		13.612298		12.784477		13.251091		13.476169		13.334473		13.150777		13.772395		-1.3929971		-1.1860222		-2.2210329		-1.6227037		-1.5641834		-1.437893		-1.7230102		-1.1306053		-0.6454096		-0.24613094		-1.1512308		-0.69839954		-0.47819233		-0.5239563		-0.7849312		-0.17709541		No		Yes		Yes		U35_44k_v1_18714		LOC_Os06g43640.2		ref|NP_001058182.1| 0.0  Os06g0643900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43640.2 0.0 purple acid phosphatase precursor putative expressed		CTGTCATTTACTATAAAGGAGAACACGATACGAGAGGCCGTTAGAATTCCAGCCAAAAAA		None		AT5G34850.1

		22729		CUST_23154_PI390587928		8.912339		8.044827		8.894254		9.478149		9.068628		9.21065		10.843179		8.975024		9.545419		9.742377		10.015906		9.065151		1.114417		2.2436116		3.8608675		-1.4172804		1.5508718		3.2434964		2.1759608		-1.33145		0.6330795		1.165823		1.948925		-0.5031252		0.1562891		1.6975498		1.1216526		-0.4129982		No		Yes		Yes		U35_44k_v1_22729		-		emb|CAO21716.1| 1e-07  unnamed protein product [Vitis vinifera]		LOC_Os01g62200.1 1e-05 expressed protein		GTTATTTCATTTGTTCAAACTTCAAAAAAGGAGGCCGCATCCGTCCCCATCGCCAAAAAA		25850		0

		44722		CUST_24181_PI390587928		8.666789		8.712915		7.553083		8.80543		9.012391		9.974511		9.831311		9.776589		9.297559		9.927479		9.322595		8.68418		1.2706811		2.3976078		4.8508186		1.9604149		1.5483909		2.3207054		3.4093854		-1.087677		0.6307697		1.2615957		2.2782283		0.971159		0.34560204		1.2145634		1.7695117		-0.12125015		Yes		Yes		Yes		U35_44k_v1_44722		LOC_Os05g39410.3		gb|EAY98388.1| 2e-48  hypothetical protein OsI_019621 [Oryza sativa (indica cultivar-group)]		LOC_Os05g39410.3 2e-49 ATP binding protein putative expressed		ATAAGTTTGCCTTGCTTCTGCTTGAGACGATCTCTGGAAGGCGTCCATTTTCCAATGACA		18748		AT5G45840.1

		21987		CUST_30410_PI390587928		6.057611		5.7737794		4.9466953		6.4766946		6.8661838		7.83775		10.522825		10.415811		6.8596897		7.8946834		10.458421		9.308573		1.7514778		4.181355		47.707027		15.338824		1.7436116		4.349664		45.624138		7.1200047		0.8020787		2.0639706		5.57613		3.939116		0.80857277		2.120904		5.5117254		2.8318782		Yes		Yes		Yes		U35_44k_v1_21987		LOC_Os01g69140.1		gb|EAY77006.1| 1e-82  hypothetical protein OsI_004853 [Oryza sativa (indica cultivar-group)]		LOC_Os01g69140.1 6e-85 regulatory protein putative expressed		GGTCAAGTGTTTATGTTGCGACATGAGAATGCGAAATCAACAACTAATGTATGATGTAAA		19379		AT4G19970.1

		8825		CUST_19996_PI390587928		6.405351		5.026462		4.5665717		6.946756		5.557201		4.521158		5.6956353		6.3793187		5.227082		4.741009		5.387976		7.3821626		-1.8001913		-1.4194223		2.1871674		-1.4818888		-2.2630515		-1.2187928		1.7671255		1.352292		-1.1782694		-0.50530386		1.1290636		-0.5674372		-0.84815025		-0.28545284		0.82140446		0.43540668		No		Yes		Yes		U35_44k_v1_8825		-		gb|EAZ14660.1| 5e-24  hypothetical protein OsJ_004485 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69230.1 2e-22 protein binding protein putative expressed		GTGGTTGCTGCAGTGTGAACTATGTATAAATTTTGCAAGTAAACAACTAATGCATACACT		17152		AT5G50380.1

		14209		CUST_2718_PI390587928		13.485724		13.844781		13.317937		14.617412		13.146386		14.090099		14.485737		14.747823		12.777898		13.878957		14.615227		15.432762		-1.2651762		1.1853544		2.2466884		1.0946056		-1.6333417		1.0239717		2.4576676		1.7597257		-0.7078266		0.24531841		1.1678		0.13041115		-0.3393383		0.034175873		1.2972898		0.81535053		No		Yes		Yes		U35_44k_v1_14209		LOC_Os11g10510.1		gb|AAG42523.1|AF326712_1 e-110  alcohol dehydrogenase [Hordeum vulgare subsp. spontaneum]		LOC_Os11g10510.1 1e-104 alcohol dehydrogenase 2 putative expressed		TGGCTGTTCTTCATCCCTCGCTGCTATTGTACAACACACATGTATCAGCTCTTATGCAAC		903		AT1G77120.1

		35477		CUST_20868_PI390587928		13.2905245		13.124606		13.073814		13.343247		13.892293		13.913048		15.237216		14.959546		14.094916		14.510335		14.922382		14.392303		1.5175757		1.7272078		4.479698		3.0658746		1.7464094		2.6130393		3.6014252		2.0691755		0.80439186		0.78844166		2.1634016		1.6162987		0.6017685		1.3857288		1.848568		1.049056		Yes		Yes		Yes		U35_44k_v1_35477		LOC_Os03g59550.1		No hits found		No hits found		GTACGAATTAATAATTAAAGTTGATCGCAGGCTTGCAGCCTTGACATGTTGATCTTAAAA		4420		0

		27263		CUST_10442_PI390587928		6.2285695		6.005468		5.0680428		6.6533337		6.1514153		5.99605		7.262207		8.664693		5.9358916		5.747093		6.0996976		7.610391		-1.054935		-1.0065495		4.576245		4.0316186		-1.2249118		-1.1961304		2.0443678		1.9413463		-0.29267788		-0.009418011		2.1941643		2.0113592		-0.07715416		-0.2583747		1.0316548		0.9570575		No		Yes		Yes		U35_44k_v1_27263		-		gb|EAY82109.1| 4e-06  hypothetical protein OsI_036068 [Oryza sativa (indica cultivar-group)]		LOC_Os12g03050.1 3e-06 NAC domain-containing protein 77 putative expressed		AGAAGAAGCTACGACGTCAACCTCCATGAGCAGCAGGCGATCATGGTGAGAGCCCTAGGA		7424		0

		7970		CUST_33177_PI390587928		8.995544		9.22808		9.655752		9.600621		9.651965		9.8325815		10.96352		9.760085		9.783605		9.83636		10.71761		9.786919		1.5761673		1.5204536		2.4755821		1.1168721		1.7267512		1.5244409		2.0876186		1.1378398		0.7880602		0.6045017		1.3077679		0.15946388		0.6564207		0.6082802		1.0618582		0.18629742		No		Yes		Yes		U35_44k_v1_7970		-		No hits found		No hits found		TTTTAGGAGTATCATTTTCATGGCTACTTGGGTGCAACCTGTAAGACAATGTGGTTGTGC		21316		0

		428		CUST_35723_PI390587928		4.822533		4.59839		5.273687		6.3091683		4.6147356		4.6604257		3.3053458		9.263554		3.878294		3.2822688		2.6262777		5.910545		-1.1549237		1.0439377		-3.913179		7.751015		-1.9241738		-2.4899578		-6.2654114		-1.3182495		-0.94423914		0.06203556		-1.9683411		2.9543853		-0.20779753		-1.3161213		-2.6474092		-0.39862347		Yes		Yes		Yes		U35_44k_v1_428		LOC_Os11g20090.1		ref|NP_001067748.1| e-137  Os11g0306400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g20090.1 1e-138 O-methyltransferase ZRP4 putative expressed		ATGCTTAAGTAGACGAAGTGTTAAGAGGCAAGTCCCTTCAGAACTATATGCATGTAAGCA		5038		AT4G35160.1

		21049		CUST_10206_PI390587928		7.2036977		7.456148		7.5992312		6.8185515		6.9247155		7.019881		6.125773		6.1759048		6.800776		6.9390616		6.546108		6.669454		-1.2133386		-1.353099		-2.7768674		-1.5611907		-1.3221828		-1.4310623		-2.0750175		-1.1088755		-0.40292168		-0.43626738		-1.4734583		-0.6426468		-0.27898216		-0.5170865		-1.0531235		-0.14909744		No		Yes		Yes		U35_44k_v1_21049		LOC_Os06g50360.1		ref|NP_001058594.1| e-146  Os06g0717400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g50360.1 1e-147 RNA binding protein putative expressed		CAAGAAAGAAGCTTCAGACATTTTGACAAGACTTGGAGACATATTTTTAGTGCTCTTTTC		10834		AT1G76050.2

		30591		CUST_29297_PI390587928		6.658027		7.165438		6.834953		4.612852		6.1656013		6.7889724		7.966549		6.9905324		6.8072124		7.388006		6.804012		4.4906926		-1.4068085		-1.2981578		2.19101		5.1970043		1.108943		1.1668087		-1.0216783		-1.0883627		0.14918518		-0.3764658		1.1315961		2.3776803		-0.49242592		0.22256804		-0.03094101		-0.12215948		No		Yes		Yes		U35_44k_v1_30591		LOC_Os06g11720.1		gb|EAZ00187.1| 1e-05  hypothetical protein OsI_021419 [Oryza sativa (indica cultivar-group)]		LOC_Os06g11720.1 6e-07 cytokinin-O-glucosyltransferase 2 putative expressed		GTTGTCAGTTATCGTCAAGGTTTAGCTCAGCGACCGGCACGTCGATCGTTTCTTAAAAAA		30576		0

		40359		CUST_593_PI390587928		7.6700454		7.7674804		7.717707		8.693031		8.590731		10.323662		11.986541		10.46013		9.270329		10.947932		11.82194		9.877064		1.8930143		5.881489		19.277334		3.4036872		3.03203		9.06591		17.198767		2.2721095		1.6002841		2.5561814		4.2688336		1.7670984		0.9206853		3.1804519		4.1042333		1.1840324		Yes		Yes		Yes		U35_44k_v1_40359		-		No hits found		LOC_Os07g13800.1 7e-05 cytokinin-N-glucosyltransferase 1 putative expressed		CATTGGTCAAGCAAGAACTTGGCATAAATGGTAAATTTAATGCTAGAAGTTGTGATGTAC		None		0

		9561		CUST_33059_PI390587928		11.181491		12.088654		11.974476		11.09354		11.767548		11.85068		10.674382		9.707757		11.876254		11.053917		10.709362		9.728288		1.5011381		-1.1793346		-2.4624486		-2.6131377		1.6186187		-2.0487397		-2.4034617		-2.576214		0.6947632		-0.23797321		-1.3000937		-1.3857832		0.5860567		-1.0347366		-1.2651138		-1.3652525		No		Yes		Yes		U35_44k_v1_9561		LOC_Os09g33580.2		gb|EAZ09708.1| 1e-06  hypothetical protein OsI_030940 [Oryza sativa (indica cultivar-group)]		LOC_Os09g33580.2 3e-08 bHLH transcription factor GBOF-1 putative expressed		GCCCGAACTTGTACTCTACTAGCTTAGACAAAAGATGTTTATGATGAGATCATTTGTTTA		None		0

		14970		CUST_4497_PI390587928		6.8921547		6.4746857		6.0862393		7.043571		7.546226		6.716971		7.258875		9.627656		7.832691		7.947293		7.1302705		8.952247		1.5736027		1.1828649		2.2542312		5.9963517		1.9192418		2.7752297		2.0619812		3.7546427		0.9405365		0.24228525		1.1726356		2.584085		0.65407133		1.4726071		1.0440311		1.9086757		No		Yes		Yes		U35_44k_v1_14970		LOC_Os03g01310.1		gb|EAY88183.1| 1e-18  hypothetical protein OsI_009416 [Oryza sativa (indica cultivar-group)]		LOC_Os03g01300.1 2e-20 cortical cell-delineating protein precursor putative expressed		CATCGATCATTGTATCCCGTACGTTATGGTATCTAGATGATTCGCATATTTGTAAAAATG		3776		AT2G45180.1

		32852		CUST_13253_PI390587928		4.994552		5.0572		5.1336327		4.9628425		4.5253873		4.111248		3.9587753		3.8353207		4.4500885		4.216864		3.8714488		4.616859		-1.3843079		-1.9264596		-2.2577057		-2.1848311		-1.458478		-1.7904669		-2.3985856		-1.2710172		-0.54446363		-0.94595194		-1.1748574		-1.1275218		-0.46916485		-0.84033585		-1.2621839		-0.3459835		No		Yes		Yes		U35_44k_v1_32852		-		ref|NP_001063181.1| 1e-17  Os09g0416800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g24990.2 2e-19 CCR4-NOT transcription complex subunit 7 putative expressed		AAATATGCTGGTGTGTTGTATGTGTATTTTCAGAGGTGGTTTCCCCGCCATATGTGAGCG		4416		AT5G10960.1

		43836		CUST_32580_PI390587928		6.8037133		6.833178		6.4349046		5.830029		6.2397714		5.9810066		4.0568147		5.5911803		6.3289123		5.550415		4.1641536		5.5514836		-1.478303		-1.805216		-5.19848		-1.1800506		-1.3897265		-2.433045		-4.8257427		-1.2129712		-0.47480106		-0.8521714		-2.37809		-0.23884869		-0.56394196		-1.282763		-2.270751		-0.27854538		Yes		Yes		Yes		U35_44k_v1_43836		LOC_Os10g31850.5		gb|EAZ16311.1| 1e-16  hypothetical protein OsJ_030520 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g31850.5 4e-18 RING finger and CHY zinc finger domain-containing protein 1 putative expressed		TTGATATTTCTGTTTTATATTCCGATTCTCGCCATCAAGATGGGCGCAAGTGGCCGGCAT		41002		AT5G22920.1

		16207		CUST_9750_PI390587928		16.274702		16.290453		16.315882		15.59713		16.30961		16.450258		14.662065		13.891562		16.135454		16.252325		14.597928		15.101705		1.0244917		1.1171364		-3.146651		-3.2615716		-1.1013309		-1.0267806		-3.2896945		-1.4097362		-0.1392479		0.1598053		-1.6538172		-1.7055674		0.034908295		-0.0381279		-1.7179537		-0.49542522		No		Yes		Yes		U35_44k_v1_16207		LOC_Os03g17790.1		sp|P68178|ESI3_LOPEL 6e-18  Salt stress-induced hydrophobic peptide ESI3		LOC_Os03g17790.1 3e-15 expressed protein		GAGCATTCGTCGGCCACATTGTTTGTGATCTTAAATTTAAAGTATTGGACGTCGAAAAAA		6505		AT2G38905.1

		46833		CUST_812_PI390587928		12.950958		13.135173		13.867505		13.811584		12.724217		12.838313		12.819477		13.0392685		12.53521		12.264462		12.973016		13.670261		-1.1701884		-1.2284676		-2.0677016		-1.7080095		-1.3339907		-1.8285631		-1.8589517		-1.1029161		-0.4157486		-0.29685974		-1.048028		-0.772316		-0.22674084		-0.8707104		-0.8944893		-0.14132309		No		Yes		Yes		U35_44k_v1_46833		-		No hits found		No hits found		GGAACCTTGTATTGAGATTGAAACATAAGCTGCATGCTGTGTGATAATACTAATAGTTGA		47427		0

		40428		CUST_38233_PI390587928		3.2650578		3.6499221		6.093509		5.908956		3.0773928		4.784139		7.162765		5.7657394		3.397385		5.464194		7.1791434		7.280725		-1.1389189		2.194994		2.0983508		-1.1043646		1.0960603		3.5168204		2.1223083		2.5878768		0.13232708		1.134217		1.0692558		-0.14321661		-0.18766499		1.8142717		1.0856342		1.371769		Yes		Yes		Yes		U35_44k_v1_40428		LOC_Os01g66820.1		No hits found		LOC_Os01g66820.1 4e-06 receptor-like protein kinase putative expressed		GCCTGTAAATTGTAATGCATATATTATTTCTTTTAGAAAGATGCAAGGCATCACTGGTCG		27705		0

		41471		CUST_27016_PI390587928		9.694177		9.264442		10.539195		9.192466		9.829637		9.039808		9.000165		9.094287		9.204516		8.868202		9.579144		9.067897		1.0984429		-1.1684809		-2.9059906		-1.0704215		-1.4041141		-1.3160737		-1.9453794		-1.090182		-0.48966026		-0.22463417		-1.5390301		-0.09817886		0.1354599		-0.39624023		-0.96005154		-0.12456894		No		Yes		Yes		U35_44k_v1_41471		LOC_Os10g35840.1		gb|AAG02480.1|AF294753_1 2e-40  glutamyl-tRNA reductase [Hordeum vulgare subsp. vulgare]		LOC_Os10g35840.1 3e-39 glutamyl-tRNA reductase chloroplast precursor putative expressed		ACTGCAACAGAATGGAAATATATGTGGTGGCTTTATCATGGAACCGTGGTATTAGAGAAG		3148		AT1G09940.1

		9235		CUST_5890_PI390587928		7.450481		6.881292		6.1706376		6.9096036		8.35839		7.8870416		9.844296		9.897746		9.373881		9.021858		9.067752		8.232187		1.8763239		2.0079868		12.760906		7.9345174		3.7931604		4.409351		7.4493484		2.5011363		1.9234004		1.0057497		3.6736588		2.9881425		0.9079089		2.1405663		2.8971143		1.3225837		Yes		Yes		Yes		U35_44k_v1_9235		LOC_Os07g07440.1		ref|NP_001058988.1| 4e-93  Os07g0170000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07440.1 8e-95 versicolorin reductase putative expressed		GTTTCCGATTTCTTTTTAACCAGGACACAGATCTAGATGTAAAATAGTTATTGCACGTCT		40778		AT3G03980.1

		24016		CUST_41799_PI390587928		11.94694		11.716718		9.8672085		10.947722		11.592141		12.702878		13.160228		12.392242		12.105431		12.701039		12.415914		11.095319		-1.2788076		1.9809058		9.801614		2.7217226		1.1161184		1.9783828		5.8510885		1.1077224		0.15849018		0.9861603		3.2930193		1.44452		-0.35479927		0.9843216		2.548705		0.14759636		Yes		Yes		Yes		U35_44k_v1_24016		LOC_Os01g11520.1		ref|NP_001042382.1| 7e-38  Os01g0213400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11520.1 2e-39 RING-H2 finger protein ATL5I putative expressed		CCCATTTGTTTGTTTGTTTGTTGTATTTCGAGGAGGGCATAAGAAACTCATATGTTGTTA		20563		AT2G27940.1

		8313		CUST_20634_PI390587928		4.464184		4.6476254		4.5934734		5.647489		3.483431		3.7359734		1.4275376		3.9144185		3.0933716		2.4608955		1.5961102		5.697023		-1.9734948		-1.8811985		-8.97515		-3.324346		-2.5861611		-4.552724		-7.985391		1.0349305		-1.3708122		-0.9116521		-3.165936		-1.7330706		-0.9807527		-2.18673		-2.997363		0.049533844		Yes		Yes		Yes		U35_44k_v1_8313		LOC_Os05g32270.1		gb|EAZ34170.1| e-110  hypothetical protein OsJ_017653 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32270.1 1e-106 AP2 domain transcription factor putative expressed		CAAAAGCAGAAGAGGTTGCTGATGAAATCCGTGCTATTGAAGGTTCAGTGCAACTGACTG		22456		AT2G41710.1

		29429		CUST_39727_PI390587928		2.0190945		1.3681641		1.3554311		1.3557924		3.369667		1.8166934		1.3966298		1.3559183		4.439344		3.5937564		1.3477716		1.3419563		2.5501332		1.3646485		1.0289685		1.0000873		5.352636		4.677029		-1.0053233		-1.0096366		2.4202495		0.44852936		0.04119873		1.26E-04		1.3505726		2.2255924		-0.0076594353		-0.013836145		Yes		No		No		U35_44k_v1_29429		-		gb|EAY81820.1| 6e-27  hypothetical protein OsI_035779 [Oryza sativa (indica cultivar-group)]		LOC_Os11g45220.1 1e-28 IWS1-like protein A putative expressed		TTGACTTACTAACATCCTTCTTGCGTGCAAACCGCATGAGTTTGTATATGGTTCTTTTTT		28706		0

		3055		CUST_33561_PI390587928		4.2359123		3.3172557		3.0403202		5.235326		4.0934467		3.9083946		8.051156		6.2635674		4.8278418		6.46607		8.2130785		5.185121		-1.1037899		1.5064354		32.24125		2.039537		1.5072612		8.869265		36.070766		-1.0354118		0.59192944		0.59113884		5.0108356		1.0282416		-0.14246559		3.1488144		5.172758		-0.050204754		Yes		Yes		Yes		U35_44k_v1_3055		LOC_Os01g44960.1		ref|NP_001043665.1| e-132  Os01g0636400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g44960.1 1e-134 catalytic/ hydrolase putative expressed		GAGAATTGGGAGTCCCTTTTATTGGAGTTTGAATGATTGTTTGACCGTGTACAATAATAT		10121		AT2G18360.1

		24122		CUST_14287_PI390587928		10.044217		9.026666		8.863002		9.473056		10.41951		8.964761		10.6498995		8.91945		11.260451		10.4557085		9.493015		8.554915		1.2971028		-1.0438432		3.4507205		-1.4677497		2.3233945		2.6926801		1.5475794		-1.889678		1.2162342		-0.061904907		1.7868977		-0.55360603		0.37529278		1.4290428		0.63001347		-0.9181404		No		Yes		Yes		U35_44k_v1_24122		LOC_Os01g03740.1		ref|NP_001041909.1| e-113  Os01g0128100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03740.1 1e-114 nuclease PA3 putative expressed		GCGAGTGGGTGTTGTTCATTTTTCTATGGAAATAAAATGGATAGATCTTGGGACAAAAAA		28865		AT1G68290.1

		2043		CUST_2424_PI390587928		10.981885		11.092778		11.740028		11.659271		10.703641		10.853494		10.502798		10.987115		10.455092		10.333346		10.892853		11.575994		-1.2127179		-1.1804072		-2.357455		-1.5934528		-1.4407226		-1.6928238		-1.7989756		-1.0594223		-0.5267925		-0.23928452		-1.2372303		-0.67215633		-0.27824402		-0.75943184		-0.8471756		-0.0832777		No		Yes		Yes		U35_44k_v1_2043		LOC_Os11g39220.2		gb|EAZ33101.1| 6e-96  hypothetical protein OsJ_016584 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g39220.2 1e-97 acyl-coenzyme A oxidase 1 putative expressed		CTACGCTCAGTACACGCAGCATATCGGCTTCTAGACAATATATAAACAACCTTCTACTAT		None		AT5G65110.1

		44024		CUST_255_PI390587928		6.799253		7.7304745		5.782129		4.96263		8.150584		8.484063		8.478139		9.570187		7.50885		8.710911		8.417823		6.569158		2.5514746		1.6859815		6.480073		24.378828		1.6353474		1.973062		6.21474		3.0451818		0.7095971		0.7535887		2.69601		4.607557		1.3513312		0.9804363		2.635694		1.6065283		Yes		Yes		Yes		U35_44k_v1_44024		LOC_Os08g01490.1		gb|EAZ41245.1| 5e-30  hypothetical protein OsJ_024728 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01490.1 8e-32 cytochrome P450 71C4 putative expressed		GTATGTATGGTTTTCCAGCTTTATCGAAAAATACTTTCGCCCCGTTTTATAGATGAAACA		41434		AT2G45560.1

		22307		CUST_13952_PI390587928		10.795783		11.324467		11.192535		9.440883		10.216468		10.906822		8.784424		7.507032		9.371206		9.916213		9.822383		8.749124		-1.4941398		-1.3357449		-5.307791		-3.8207364		-2.6843574		-2.654157		-2.5849788		-1.6152518		-1.4245768		-0.4176445		-2.4081116		-1.9338508		-0.5793152		-1.4082537		-1.3701525		-0.6917591		Yes		Yes		Yes		U35_44k_v1_22307		LOC_Os09g25290.1		gb|EAZ09125.1| 2e-48  hypothetical protein OsI_030357 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25290.1 5e-50 DNA-3-methyladenine glycosylase I putative expressed		CCCGGATATTGTAAAGTTGAGAGATTGTTCTCTGATTGATTGATCTATATATACACACAG		16474		AT1G75090.1

		30361		CUST_18896_PI390587928		2.7119007		3.1569881		2.3590553		2.7202418		4.113499		5.2377744		5.8136992		4.1391964		4.069285		7.132501		6.1954436		2.768789		2.6419413		4.230377		10.963556		2.6739168		2.562202		15.730722		14.284596		1.034223		1.3573842		2.0807862		3.454644		1.4189546		1.4015985		3.975513		3.8363883		0.048547268		Yes		Yes		Yes		U35_44k_v1_30361		LOC_Os06g35700.1		gb|EAZ01292.1| 1e-81  hypothetical protein OsI_022524 [Oryza sativa (indica cultivar-group)]		LOC_Os06g35700.1 3e-83 reticuline oxidase precursor putative expressed		AACATTCAGTACATGAATTTCTGGTCGGCTGCCACGGACGGATCGGCGCAGACGAAGTGG		30257		AT4G20860.1

		47380		CUST_16780_PI390587928		1.7415041		2.637908		2.552073		2.0214856		2.315243		3.9733422		3.1804018		2.6923883		3.6124852		5.323564		3.3449821		1.8201666		1.4883759		2.5235143		1.5457734		1.5920689		3.6578124		6.433733		1.7325646		-1.149749		1.8709811		1.3354342		0.6283288		0.6709027		0.57373893		2.685656		0.79290915		-0.20131898		Yes		No		No		U35_44k_v1_47380		LOC_Os04g48850.1		gb|AAB18416.1| 1e-96  ACC synthase		LOC_Os04g48850.1 4e-91 1-aminocyclopropane-1-carboxylate synthase putative expressed		AAGCTCAAGAAGCTTCATCGTCAGCTAGGTTAGCGCATAACATTCTTGGCCTCTCTTCTT		48396		AT4G11280.1

		19383		CUST_15848_PI390587928		7.511013		7.7010703		6.8444138		8.2308235		7.086355		7.2088966		7.8482814		8.260032		7.171985		7.385615		7.6381183		8.258926		-1.3422542		-1.4065626		2.005369		1.0204519		-1.264904		-1.2444044		1.73352		1.0196704		-0.33902788		-0.49217367		1.0038676		0.029208183		-0.42465782		-0.31545544		0.7937045		0.028102875		No		Yes		Yes		U35_44k_v1_19383		LOC_Os09g01630.2		gb|AAY84870.1| e-115  pre-mRNA processing factor [Triticum aestivum]		LOC_Os09g01630.2 1e-110 pre-mRNA processing factor putative expressed		GTGAAGTCTGGTGAAGGAAAGCATTTGGTTTTACCTGTATTGTCTTGACTAAATTGACTA		13205		AT2G40650.1

		45299		CUST_31003_PI390587928		9.723199		8.816971		9.890976		11.24947		9.703713		8.863889		8.265508		10.1012335		8.793018		7.9748764		8.582589		11.055729		-1.013598		1.0330557		-3.085423		-2.2164276		-1.9055145		-1.7926507		-2.4766445		-1.1437255		-0.93018055		0.046917915		-1.6254683		-1.1482363		-0.019485474		-0.8420944		-1.3083868		-0.19374084		No		Yes		Yes		U35_44k_v1_45299		-		No hits found		LOC_Os08g09710.1 0.001 F-box domain containing protein expressed		CAGGTGCATCGGCATCGACTTATTAGTACTGGTAAATCAGTAGATACGTTTGTTTGTTTA		44019		0

		11320		CUST_2986_PI390587928		3.3597612		1.8983701		2.267799		1.900762		2.874794		1.8844374		4.4854655		5.1903076		3.6912515		1.484059		2.3809488		1.5994824		-1.3995541		-1.0097042		4.6514053		9.778042		1.2583125		-1.3326622		1.0815871		-1.2322369		0.33149028		-0.013932705		2.2176666		3.2895455		-0.48496723		-0.41431117		0.11314988		-0.30127954		No		Yes		Yes		U35_44k_v1_11320		-		No hits found		No hits found		GTCTACGTGCAAATGCACGTCTTGATTAATGCGTACAAACGTGTTGTTTTATGTTAATTT		None		0

		39319		CUST_31361_PI390587928		5.5216274		4.8896785		5.5231633		4.9095387		5.5945816		4.4698896		3.8512611		4.088733		5.8829246		4.5067153		4.2632146		4.616972		1.0518683		-1.3377317		-3.1863444		-1.766392		1.2845803		-1.3040174		-2.3948722		-1.2248175		0.36129713		-0.41978884		-1.6719022		-0.82080555		0.07295418		-0.38296318		-1.2599487		-0.29256678		No		Yes		Yes		U35_44k_v1_39319		LOC_Os07g42626.3		ref|NP_001060286.1| 6e-82  Os07g0618400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g42626.3 1e-83 leucine-rich repeat transmembrane protein kinase 1-like protein putative expressed		AAGAAAATAAGGAATTTACAGACAACTGGAAACTCATTTAGCAATGGCCCCGCACCACCA		35400		AT3G14350.3

		36816		CUST_27753_PI390587928		5.1305966		4.9727225		4.0422053		4.109965		4.6391277		4.7009053		2.8649976		3.5522518		4.295757		4.5704646		3.7767677		3.5067856		-1.4058756		-1.2073276		-2.2613866		-1.4719341		-1.783659		-1.3215747		-1.2020006		-1.5190604		-0.8348398		-0.2718172		-1.1772077		-0.55771303		-0.4914689		-0.40225792		-0.2654376		-0.6031792		No		Yes		Yes		U35_44k_v1_36816		LOC_Os01g53560.1		dbj|BAD87018.1| 1e-55  putative phosphoesterase [Oryza sativa Japonica Group]		LOC_Os01g53560.1 1e-55 phosphoesterase putative expressed		TATTTTCCGTGAGCAGGATGATGGTCTTCATGCTTCAGCTAAGATTGCTGCGTTTGATTT		32198		AT3G14890.2

		15620		CUST_16339_PI390587928		13.289101		13.097039		12.70329		13.998792		14.4743		15.36449		16.786018		15.53315		15.032689		15.731538		16.110744		14.030106		2.2739487		4.814715		16.944304		2.896595		3.3486705		6.2095923		10.610748		1.0219424		1.7435884		2.2674503		4.0827284		1.534358		1.1851997		2.6344986		3.4074545		0.031313896		Yes		Yes		Yes		U35_44k_v1_15620		LOC_Os04g41680.1		gb|AAD28733.1|AF112966_1 e-124  chitinase IV precursor [Triticum aestivum]		LOC_Os04g41680.1 9e-97 endochitinase A precursor putative expressed		CGGGGATCTCTATACATTCTCCGCATGTAATTTGGATTTCTGTATTAAGATATAGGTAAT		4326		AT3G54420.1

		4333		CUST_15262_PI390587928		7.5382066		7.08214		7.1589546		7.0271683		7.7082977		7.679249		8.288429		7.2709904		7.866258		8.036386		7.922014		7.005567		1.1251296		1.5126821		2.1877906		1.1841255		1.2553169		1.9375662		1.697086		-1.0150855		0.32805157		0.59710884		1.1294746		0.2438221		0.17009115		0.95424557		0.7630596		-0.0216012		No		Yes		Yes		U35_44k_v1_4333		LOC_Os05g46260.1		gb|EAZ35106.1| 0.0  hypothetical protein OsJ_018589 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46260.1 0.0 expressed protein		TCTGGATGTTCTACAATTTTGCTGAATAAATTGCATGCAAGCAATCAAAGCAATCCAACC		5968		AT5G04500.1

		9195		CUST_2732_PI390587928		7.603956		7.597969		7.3979897		8.191468		8.564897		8.915294		9.033299		8.445405		8.567067		9.020325		8.918554		8.263379		1.9465783		2.4920356		3.1065423		1.1924566		1.9495091		2.6802278		2.869033		1.051108		0.9631109		1.3173246		1.6353097		0.25393677		0.96094036		1.4223557		1.5205646		0.07191086		Yes		Yes		Yes		U35_44k_v1_9195		LOC_Os11g06780.1		ref|NP_001065847.1| 3e-52  Os11g0168600 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g06780.1 8e-54 serine/threonine-protein kinase BRI1-like 1 precursor putative expressed		ATCATAGGCGACGGCAGCTTCGGGTTCGTGTATCGTGCCGTGCTTCCGGATGGTGGACCT		18616		AT5G42440.1

		30564		CUST_28351_PI390587928		4.685645		4.599195		5.2559533		4.793663		4.459934		4.0047355		4.4742193		3.282256		4.571507		4.0372934		4.243794		3.7225578		-1.1693532		-1.5099069		-1.719196		-2.8508797		-1.0823283		-1.4762137		-2.0169277		-2.1010423		-0.11413813		-0.59445953		-0.781734		-1.5114071		-0.22571087		-0.56190157		-1.0121593		-1.0711052		No		Yes		Yes		U35_44k_v1_30564		LOC_Os03g61360.1		gb|EAZ29152.1| 7e-60  hypothetical protein OsJ_012635 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61360.1 1e-61 epoxide hydrolase 2 putative expressed		TTCTAAGAGTAATTTTGATATGATGGATGGATGAAGGTGTTCGTGGTGGGTCACGACTGG		5552		AT4G02340.1

		42643		CUST_33006_PI390587928		7.759584		7.6519256		7.9648976		8.149371		7.8320756		7.5839868		7.2589574		7.090945		7.7241464		7.290053		7.521353		8.202676		1.0515312		-1.048218		-1.6312075		-2.0826585		-1.0248677		-1.285093		-1.3599417		1.037639		-0.035437584		-0.067938805		-0.70594025		-1.0584264		0.072491646		-0.36187267		-0.44354486		0.053304672		No		Yes		Yes		U35_44k_v1_42643		-		No hits found		No hits found		TTCAGTTGTGAGATGTAAATAATAATTCAGCACTGCTAGAACTGTCCATGGTCATGCAAA		38433		0

		14661		CUST_7315_PI390587928		5.867096		6.085354		5.301387		6.535094		5.7932715		5.532101		6.6177063		6.8032384		6.360432		5.85199		5.8093114		6.3358502		-1.052503		-1.4673903		2.4903		1.2042581		1.4076964		-1.1755726		1.422003		-1.1480962		0.4933362		-0.5532527		1.3163195		0.2681446		-0.073824406		-0.23336363		0.50792456		-0.19924355		No		Yes		Yes		U35_44k_v1_14661		LOC_Os03g05980.1		ref|NP_001049004.1| 2e-89  Os03g0154700 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g38959.1 4e-91 40S ribosomal protein S9 putative expressed		TTAGTGCCAAATTCTAGTGTCTAGCGTTTTCGAATTTTATTATAGGGGCCACAAGTTTTT		1811		AT5G39850.1

		38779		CUST_19695_PI390587928		4.996494		5.454313		4.4074564		4.6819167		5.553906		6.260221		6.067842		4.8457375		5.355068		6.9201064		6.2467494		5.005689		1.4716271		1.748246		3.16101		1.12025		1.2821583		2.7621536		3.5783463		1.2515991		0.3585744		0.8059082		1.6603856		0.16382074		0.55741215		1.4657936		1.839293		0.32377243		No		Yes		Yes		U35_44k_v1_38779		LOC_Os01g70850.2		gb|EAZ14745.1| 5e-35  hypothetical protein OsJ_004570 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70840.1 1e-36 esterase PIR7B putative expressed		TGTCACATCTACTCTCTCAGATCATGGAGGAAACGGCGACGGACCCCGCCACGGACGGTG		22193		AT2G23590.1

		28357		CUST_32995_PI390587928		5.3998375		4.7497582		5.341694		5.680609		4.4469476		3.9536006		4.084868		4.489225		3.7838433		3.0023477		3.8385766		5.192793		-1.9357463		-1.7364701		-2.389694		-2.2837176		-3.0652277		-3.357554		-2.8345454		-1.4023207		-1.6159942		-0.7961576		-1.2568259		-1.1913843		-0.9528899		-1.7474105		-1.5031173		-0.48781633		Yes		No		No		U35_44k_v1_28357		LOC_Os01g72570.2		gb|EAY77278.1| 1e-38  hypothetical protein OsI_005125 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72570.2 2e-40 expressed protein		TAATGAGATAACTGGATGCTTTCTAGTGACAGTTGCTGTGGTAATAACTGTATCAAGTGG		27180		AT5G19380.1

		31492		CUST_4224_PI390587928		3.7327309		4.126967		4.807014		3.2465842		3.2320974		3.1907947		3.9161453		3.4684007		3.14816		2.8007376		3.0556657		2.6112616		-1.4148346		-1.9134448		-1.8542923		1.1662011		-1.4995929		-2.5074646		-3.3667305		-1.553285		-0.5845709		-0.93617225		-0.89086866		0.22181654		-0.5006335		-1.3262293		-1.7513483		-0.6353226		Yes		Yes		Yes		U35_44k_v1_31492		LOC_Os06g18010.1		gb|ABC94602.1| 8e-22  UDP-glycosyltransferase-like protein [Oryza sativa (indica cultivar-group)]		LOC_Os06g18010.1 6e-23 hydroquinone glucosyltransferase putative expressed		ATCACAAATCTCGCAGAAACCAATTGTTCGACGGACCATGGCCTCCAGCTCGAGAGACGA		None		0

		1405		CUST_7741_PI390587928		11.000172		10.878639		10.803619		10.273695		11.080554		11.107175		12.12088		10.98145		11.283257		11.356692		11.97121		10.273828		1.0572982		1.1716452		2.4919252		1.6332607		1.2167939		1.3928628		2.2463615		1.0000919		0.28308487		0.22853565		1.3172607		0.7077551		0.08038235		0.4780531		1.1675901		1.33E-04		No		Yes		Yes		U35_44k_v1_1405		LOC_Os12g13320.1		ref|NP_001066459.1| 0.0  Os12g0235800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13320.1 0.0 argininosuccinate synthase chloroplast precursor putative expressed		ATTTTTGGCTTCCTGGTAGTCTGTATGGGTTAATACCAAGTCTGTGCCAAGTTGTGTAAA		4121		AT4G24830.1

		12227		CUST_36978_PI390587928		4.2882314		3.5403125		4.5780807		4.2865834		3.5329416		3.1094913		3.0717733		4.190641		3.4020166		3.0780723		2.8253968		2.6122434		-1.6879706		-1.3480006		-2.8408198		-1.0687634		-1.8483202		-1.3776795		-3.3698487		-3.1917331		-0.88621473		-0.43082118		-1.5063074		-0.0959425		-0.7552898		-0.46224022		-1.7526839		-1.67434		Yes		No		No		U35_44k_v1_12227		LOC_Os01g72490.2		ref|NP_001045433.1| 4e-10  Os01g0954500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72490.2 6e-12 LRP1 putative expressed		CAGTACCATTCTTTGCTTTCTTCTCTTCATTGCTAGTAAGGACAAACCTGTCAACCCTCT		25318		0

		22743		CUST_23117_PI390587928		1.571545		1.3716186		1.362188		1.3537884		1.319673		2.8882167		4.107721		3.2885265		1.5919672		2.6709957		3.0586128		1.5032048		-1.1907512		2.861156		6.706374		3.8230875		1.0142562		2.461226		3.2409682		1.1091207		0.02042222		1.5165981		2.745533		1.9347382		-0.25187206		1.2993771		1.6964248		0.14941645		Yes		Yes		Yes		U35_44k_v1_22743		-		ref|NP_001054072.1| e-100  Os04g0647900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g55420.1 1e-101 protein binding protein putative expressed		TTTCGATGTTTCTCGTAATAATTTATCTGGAGTTGTGCCATCTTCATTGTGCAACATTGG		18368		AT1G58190.1

		12762		CUST_35038_PI390587928		1.3526236		1.4639379		1.3917894		1.3677677		3.4247262		4.874514		4.8206544		6.1602063		1.3308424		1.3223448		1.3545245		1.3364058		4.2049904		10.633734		10.769392		27.711992		-1.0152122		-1.1031226		-1.0261666		-1.0219765		-0.021781206		3.4105763		3.428865		4.7924385		2.0721025		-0.1415931		-0.037264943		-0.031361938		Yes		Yes		Yes		U35_44k_v1_12762		-		ref|XP_001550502.1| 2e-28  hypothetical protein BC1G_10461 [Botryotinia fuckeliana B05.10]		No hits found		ATTTTACTAGTGACGAATCTGATACTGAGTCCATCAAAGAAACAATCGATGCCATGGTTT		25219		0

		45047		CUST_10118_PI390587928		8.183675		9.259802		9.685653		8.69526		9.6363535		9.930299		10.746606		12.088482		10.305748		10.165822		10.105687		9.200234		2.7371578		1.5916212		2.0863094		10.506584		4.3531904		1.8738691		1.3379594		1.4190981		2.1220732		0.67049694		1.0609531		3.3932219		1.4526787		0.90602016		0.4200344		0.50497437		Yes		Yes		Yes		U35_44k_v1_45047		-		gb|EAZ43098.1| 3e-05  hypothetical protein OsJ_026581 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37444.6 4e-07 signal recognition particle receptor alpha subunit putative expressed		GGAGGGCCGGTCCGCCTTCGCCGGCTTCACCCACGGACCGTATGCGCTGCGGTGGGCCTA		43425		0

		3183		CUST_38437_PI390587928		10.3543005		10.758152		11.808064		11.110615		10.308449		10.509102		10.485698		9.648593		10.387737		10.184177		11.080036		10.9182205		-1.0322924		-1.1884243		-2.50076		-2.7549417		1.0234473		-1.4886191		-1.6563739		-1.1426585		0.033436775		-0.24905014		-1.3223667		-1.4620218		-0.045851707		-0.5739746		-0.7280283		-0.19239426		No		Yes		Yes		U35_44k_v1_3183		LOC_Os01g66350.1		dbj|BAD82242.1| 0.0  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g66350.1 0.0 expressed protein		GTACATACTAGTACCTGCTTGTTGTAATAATCGGAAGCGTTTCGCTGTTGAGTTAAAAAA		8046		AT5G49820.1

		16196		CUST_4850_PI390587928		12.792424		12.440906		11.922585		12.316852		13.56663		13.392724		13.955964		13.22274		14.173653		14.36675		13.563813		12.290962		1.7102487		1.9343092		4.0936265		1.8736981		2.6049008		3.799591		3.1193137		-1.0181072		1.3812284		0.95181847		2.0333796		0.90588856		0.77420616		1.9258442		1.6412287		-0.025889397		Yes		Yes		Yes		U35_44k_v1_16196		LOC_Os08g37370.1		gb|EAZ07364.1| e-130  hypothetical protein OsI_028596 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37370.1 1e-132 mitochondrial 2-oxoglutarate/malate carrier protein putative expressed		CTTCCGCTAAGAATTGTCAGCATTGACAATGTACCAGTTACTGAATTGAATAGACTATTA		5689		AT2G22500.1

		45365		CUST_11784_PI390587928		8.992681		8.921529		9.028527		8.571492		8.667693		8.436605		7.749601		7.8553376		8.491673		8.636415		8.271525		8.168777		-1.2526535		-1.3995116		-2.4265833		-1.6427974		-1.4152011		-1.2185068		-1.689975		-1.3219932		-0.5010071		-0.48492336		-1.2789264		-0.7161546		-0.3249874		-0.2851143		-0.7570019		-0.40271473		No		Yes		Yes		U35_44k_v1_45365		-		ref|NP_001105825.1| 1e-13  dual-specificity protein-like phosphatase 3 [Zea mays]		LOC_Os12g02120.2 1e-14 dual-specificity protein-like phosphatase 3 putative expressed		GACCGACCTTGTTGTTGGTTGGTACTGTAATAAGAAGAAAATAAAAAGCCATGAGAAGAT		18772		AT3G10940.1

		49286		CUST_27945_PI390587928		4.2383657		4.2257304		4.560172		4.3821774		3.3602045		3.0194309		3.8655207		3.3712034		3.5467587		2.4737997		2.2949698		3.509889		-1.8380312		-2.3074503		-1.6184933		-2.0152712		-1.6150815		-3.3680902		-4.807218		-1.8305643		-0.691607		-1.2062995		-0.69465137		-1.0109739		-0.8781612		-1.7519307		-2.2652023		-0.87228847		Yes		No		No		U35_44k_v1_49286		-		No hits found		No hits found		TCCGTCCTTGTTGGTTCGACATTATTTAATCTGCCCTGTGCGAGGATTCCGTCTAAAAAA		None		0

		17616		CUST_31668_PI390587928		9.099109		9.863144		8.817529		7.8806725		9.563514		9.509155		11.459533		14.412957		9.493682		8.777694		11.047923		6.9867587		1.3797482		-1.2780893		6.241981		92.55793		1.3145539		-2.1220376		4.692622		-1.8582102		0.3945732		-0.35398865		2.642004		6.5322847		0.46440506		-1.0854502		2.2303944		-0.89391375		Yes		Yes		Yes		U35_44k_v1_17616		LOC_Os08g02230.1		gb|EAZ41305.1| 0.0  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 0.0 FAD binding domain containing protein putative expressed		GTATCGATCTCTACTGGTAGTAAGTTTGTTTGATTGATCCGAGCTACTTTATGTTATCTT		9320		AT2G46750.1

		45844		CUST_202_PI390587928		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		-1.3458793		-1.3282049		1.7709411		7.954893		-1.3784182		-1.7494801		1.837217		1.5127563		-0.46301365		-0.4094777		0.8245163		2.9918425		-0.42854905		-0.80692625		0.877522		0.59717965		No		Yes		Yes		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		AAGGAAAGTGTTAACGCGAGTGTTTCTGTCACATACAAGTTGTTACGGTCCCGGTATGAA		45179		0

		39123		CUST_26195_PI390587928		4.8734775		5.091448		5.895624		5.458695		4.3546557		4.7637334		5.032908		5.203321		3.7734156		3.8106375		4.2981925		4.2359447		-1.4327846		-1.2550236		-1.8184588		-1.1936451		-2.1436388		-2.4297543		-3.0260413		-2.3339121		-1.1000619		-0.32771444		-0.8627162		-0.25537395		-0.5188217		-1.2808104		-1.5974317		-1.2227502		Yes		No		No		U35_44k_v1_39123		LOC_Os05g11710.1		No hits found		No hits found		TTATAATTAAGCAATAGGGCAGCAGCAGGTGTTCTTGTCGGTGCAGACGGTCAAGTATGA		35116		0

		14705		CUST_37290_PI390587928		12.469894		12.223544		12.083592		11.996394		12.726699		12.806071		13.696919		13.911697		11.793205		12.470853		13.81155		12.954598		1.1948292		1.49747		3.059566		3.771931		-1.5984672		1.1869907		3.3125856		1.94289		-0.67668915		0.58252716		1.613327		1.9153032		0.25680447		0.24730873		1.7279577		0.95820427		Yes		Yes		Yes		U35_44k_v1_14705		LOC_Os04g08350.2		gb|AAV48542.1| e-140  beta-cyanoalanine synthase [Oryza sativa (indica cultivar-group)]		LOC_Os04g08350.2 1e-141 cysteine synthase chloroplast precursor putative expressed		TTCATGTGGACATCGTGTAAGCAACAGTTGAAATGCTTGGGAAAAAAGGACCTTACCTCT		1295		AT3G61440.1

		26784		CUST_19722_PI390587928		4.267745		4.4801807		5.957892		5.53047		3.5833406		3.8604486		4.3251534		4.3237033		3.2811623		3.4792197		4.5437193		5.2157655		-1.6070384		-1.5365899		-3.1010108		-2.3081975		-1.981486		-2.0013328		-2.6650686		-1.2437568		-0.98658276		-0.61973214		-1.6327386		-1.2067666		-0.6844044		-1.0009611		-1.4141726		-0.31470442		Yes		Yes		Yes		U35_44k_v1_26784		LOC_Os09g34150.2		ref|NP_001052238.1| 4e-16  Os04g0205200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g12830.1 3e-17 conserved hypothetical protein		TAAATGTCATCTCCTGGTGCTACGTCCATCACTTGATTGCTACGAGCACACGAGAAAGAA		28118		0

		48101		CUST_26131_PI390587928		6.074899		5.384804		5.2014785		4.990867		6.959536		6.496916		8.816169		7.647322		6.994593		7.1533856		8.92068		5.646212		1.8462999		2.1616187		12.249834		6.3048196		1.891714		3.4071887		13.170165		1.5749925		0.91969395		1.112112		3.6146903		2.656455		0.8846369		1.7685819		3.7192016		0.65534496		Yes		Yes		Yes		U35_44k_v1_48101		-		No hits found		No hits found		TTGGCAAATCTCATATTATTATGATAACTCAAAGCGGTGCACAGGCTCGTCTACATTCGG		None		0

		11903		CUST_11393_PI390587928		5.235315		5.8859696		6.3826585		5.7509646		4.787901		4.7977195		4.985891		5.017525		4.656059		4.6124616		4.922176		4.745764		-1.3635938		-2.12616		-2.6331096		-1.6625981		-1.4940786		-2.417487		-2.7520041		-2.007223		-0.57925606		-1.0882502		-1.3967676		-0.73343945		-0.44741392		-1.2735081		-1.4604826		-1.0052009		Yes		Yes		Yes		U35_44k_v1_11903		-		gb|EAZ24119.1| 5e-35  hypothetical protein OsJ_007602 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05390.1 1e-09 tetracycline transporter protein putative expressed		AGATGAAGGACCTAGTGGGGCTGGGGCACTTGTTCGTGGTGGCATTCCTCTTCCACTTCT		22619		AT2G16990.2

		29899		CUST_24326_PI390587928		3.3493588		3.8546116		4.094046		4.225366		3.404849		6.0778832		5.867432		6.617204		3.6621463		6.2589417		6.7106786		6.1708903		1.0392122		4.6695113		3.4185536		5.2482557		1.2421054		5.2938967		6.1331677		3.851777		0.31278753		2.2232716		1.773386		2.391838		0.055490255		2.40433		2.6166325		1.9455242		Yes		No		No		U35_44k_v1_29899		-		No hits found		No hits found		AAACATAAGACCACGGAACGTGTAATCTTACGTTCTTGGTGACCAGGCTTGTTTGTTGGG		29471		0

		46877		CUST_36478_PI390587928		6.972836		7.090943		7.0396056		6.1095157		6.541967		6.4082236		4.2674994		3.8476238		6.463991		6.249935		5.088716		6.038054		-1.3480455		-1.6051624		-6.831044		-4.7962003		-1.4229105		-1.7913009		-3.8661284		-1.0507808		-0.50884485		-0.68271923		-2.7721062		-2.2618918		-0.4308691		-0.8410077		-1.9508896		-0.07146168		Yes		Yes		Yes		U35_44k_v1_46877		-		No hits found		No hits found		CATGGTGTGAGCAAAGACTTATTGCAAGTTGTCAAATGTTAATTGTATTGTGTGATGATG		47514		0

		27937		CUST_6449_PI390587928		4.697571		3.9264584		5.7559953		4.493053		4.2456923		3.160937		3.3989792		2.756162		3.959657		3.0414665		4.6487675		3.3880863		-1.3678201		-1.6999842		-5.1230965		-3.333161		-1.6677625		-1.8467542		-2.1543128		-2.150939		-0.73791385		-0.7655213		-2.357016		-1.736891		-0.45187855		-0.8849919		-1.1072278		-1.1049666		Yes		No		No		U35_44k_v1_27937		LOC_Os04g50700.1		ref|NP_001053720.1| 1e-52  Os04g0593400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50700.1 2e-54 major pollen allergen Car b 1 isoforms 1A and 1B putative expressed		CTTGCAACAGCTCAGAGCAAACTTCATCAATGCTTCGAGAGAAATAATGTCTGATTATTC		24705		0

		7491		CUST_7003_PI390587928		9.850265		9.140595		9.555753		10.508813		9.77144		10.139473		11.400806		11.192426		10.086898		10.718186		11.257298		10.753696		-1.0561575		1.9984446		3.592663		1.606157		1.17824		2.9847105		3.2524924		1.1849971		0.2366333		0.9988775		1.8450537		0.6836128		-0.078825		1.577591		1.7015457		0.24488354		No		Yes		Yes		U35_44k_v1_7491		-		gb|EAZ05954.1| 2e-24  hypothetical protein OsI_027186 [Oryza sativa (indica cultivar-group)]		LOC_Os08g10260.1 1e-25 NBS-LRR disease resistance protein putative expressed		ACTCCCTCTGTAACTAAATAATTGTAGTTGGAGAAAACCAGTACATTATATAACGTGGAG		18423		0

		46350		CUST_8281_PI390587928		5.773352		6.1989846		6.573793		5.8305473		5.278257		5.645084		6.1215		5.638045		5.443287		5.4039016		5.0978985		5.34042		-1.4094138		-1.4680496		-1.368213		-1.1427442		-1.2570702		-1.7351773		-2.7815604		-1.404569		-0.33006525		-0.5539007		-0.45229292		-0.1925025		-0.49509525		-0.79508305		-1.4758945		-0.49012756		No		Yes		Yes		U35_44k_v1_46350		LOC_Os01g54784.1		ref|NP_001044258.1| 1e-14  Os01g0751300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g54784.1 2e-16 expressed protein		AGTATTCCTTGCATATTGTGTATCTACCGGCATCGCTACTTGTGAGAGATGGGTTTGGTG		46340		0

		9530		CUST_33087_PI390587928		5.7901053		6.3204703		6.4565654		6.0957446		5.4244695		5.817165		5.5122323		5.784275		5.4011216		5.247208		4.924513		5.6355076		-1.2884494		-1.4174575		-1.9242991		-1.2409711		-1.3094707		-2.104186		-2.89197		-1.3757678		-0.38898373		-0.50330544		-0.9443331		-0.31146955		-0.36563587		-1.0732622		-1.5320525		-0.46023703		No		Yes		Yes		U35_44k_v1_9530		-		ref|NP_001067112.1| 6e-60  Os12g0577000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45930.3 2e-21 water-stress protein putative expressed		ATTTTCTTCTCATGGAGCTGCCGCACGTGTACTCCGCATTGGTTCCAGAACAGATTTTAT		20229		AT4G00830.2

		49243		CUST_22821_PI390587928		7.9802246		8.030414		6.35581		3.8411272		7.1452537		7.982399		7.552283		4.2614245		7.10617		7.4226947		7.310057		3.1309698		-1.7838211		-1.0338413		2.2917864		1.3382034		-1.8328065		-1.5238479		1.9375681		-1.6359826		-0.87405443		-0.04801464		1.1964726		0.42029738		-0.83497095		-0.60771894		0.954247		-0.7101574		No		Yes		Yes		U35_44k_v1_49243		-		ref|NP_001042643.1| 3e-10  Os01g0260100 [Oryza sativa (japonica cultivar-group)]		No hits found		ATGCCAGATGGATTCTTCTAGGTATATAATGGAAGTTGTAAACAAGTGTAAGAGTGATCA		None		0

		15889		CUST_31523_PI390587928		7.1606774		7.634148		11.954661		12.62109		5.91602		8.412835		10.239728		13.666878		3.6938198		6.9417458		10.578727		12.056153		-2.369623		1.7155688		-3.282815		2.0644934		-11.0567665		-1.6159722		-2.5953598		-1.4793226		-3.4668577		0.778687		-1.7149334		1.0457878		-1.2446575		-0.69240236		-1.3759346		-0.56493664		Yes		No		No		U35_44k_v1_15889		LOC_Os03g54130.1		emb|CAB09698.1| e-133  cysteine proteinase [Hordeum vulgare subsp. vulgare]		LOC_Os03g54130.1 1e-103 cysteine protease 1 precursor putative expressed		TGTATTGGGTTGCATATTTCACCGCAAAGGAAATATATATACAGAAGACGTATTGGATTG		3900		AT5G45890.1

		21542		CUST_40848_PI390587928		11.80148		13.251992		11.648701		10.300756		10.742573		11.035581		7.736853		7.4644547		9.702237		10.465652		8.456078		8.69061		-2.0833533		-4.647361		-15.051627		-7.1418695		-4.2848454		-6.8987727		-9.142718		-3.0528286		-2.0992432		-2.2164116		-3.9118476		-2.8363018		-1.0589075		-2.7863398		-3.1926231		-1.6101465		Yes		Yes		Yes		U35_44k_v1_21542		LOC_Os12g10140.1		gb|AAA87043.1| e-125  0-methyltransferase [Hordeum vulgare]		LOC_Os04g09604.1 3e-66 caffeic acid 3-O-methyltransferase putative expressed		TTGGATATCATCATGTTTGTGCTCTTCAAGGGAGCAAAGCAGAGGACGGAGAAGGAGTTT		2947		AT5G54160.1

		47213		CUST_12969_PI390587928		5.427784		5.237922		5.579628		5.814865		4.604691		4.7692556		4.119784		4.2331734		4.3620543		4.418777		4.4037547		5.6492896		-1.7691948		-1.3838298		-2.7507863		-2.9932063		-2.0932283		-1.7643603		-2.259296		-1.1216134		-1.0657296		-0.46866655		-1.4598441		-1.5816917		-0.82309294		-0.8191452		-1.1758733		-0.1655755		Yes		Yes		Yes		U35_44k_v1_47213		LOC_Os08g33076.1		gb|EAZ42800.1| 3e-08  hypothetical protein OsJ_026283 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33076.1 6e-10 myrosinase precursor putative expressed		GGTGTAGGATGCCTGACCTTCTAATTTCTAATACTAACTTATCATATACTGTATACACTC		34419		0

		2342		CUST_7223_PI390587928		13.375932		13.600777		13.365714		13.254216		12.956043		13.21165		11.652771		12.231984		12.578357		12.617343		12.11615		12.922432		-1.3378241		-1.3096005		-3.278289		-2.0310588		-1.738177		-1.9771656		-2.3776958		-1.258569		-0.797575		-0.38912678		-1.7129431		-1.022232		-0.4198885		-0.9834337		-1.2495642		-0.33178425		No		Yes		Yes		U35_44k_v1_2342		LOC_Os01g67190.1		dbj|BAD82342.1| e-105  putative ribonuclease NGR2 [Oryza sativa Japonica Group]		LOC_Os01g67190.1 1e-108 ribonuclease 2 precursor putative expressed		GAGGAATAATGTGTACAACAAAAAATGGGAGAGAGACGTCGCTTATCTTCCGCCAAAAAA		9742		AT2G39780.1

		50732		CUST_12660_PI390587928		9.534739		9.426201		8.725518		8.547505		8.895107		8.238236		6.015781		6.853006		8.725177		8.52164		6.918831		8.092537		-1.557931		-2.2783105		-6.542025		-3.2366457		-1.7526789		-1.8719748		-3.498381		-1.3707528		-0.8095617		-1.1879644		-2.7097373		-1.6944995		-0.6396313		-0.90456104		-1.8066874		-0.45496845		Yes		Yes		Yes		U35_44k_v1_50732		LOC_Os03g15920.2		ref|NP_001049653.1| 3e-38  Os03g0265900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15920.1 6e-40 expressed protein		TGTGGAACTGAATGAAGTGCAGGGCATATCCAGTAATAAATCCCAAGTTTGTTCCCTTTT		5410		AT4G37300.1

		23337		CUST_20758_PI390587928		5.193805		5.7239223		5.5543838		6.505998		4.023903		3.7805526		1.6525626		4.3034005		3.6274521		3.3530178		1.6325408		6.6294136		-2.2499647		-3.846029		-14.947384		-4.603074		-2.9615514		-5.172653		-15.156272		1.0893106		-1.5663531		-1.9433696		-3.9018211		-2.2025976		-1.1699023		-2.3709044		-3.921843		0.12341547		Yes		Yes		Yes		U35_44k_v1_23337		LOC_Os05g32270.2		gb|ABY55158.1| 1e-32  AP2/EREBP-like protein [Oryza sativa Indica Group]		LOC_Os05g32270.2 3e-34 AP2 domain transcription factor putative expressed		CTTAGTTGTTTATCTTGTGCAAATATTTGGACGAGTTAAAGAAGCGTTGTTTTGCCTCAA		22244		0

		24257		CUST_26578_PI390587928		10.29358		9.951501		12.129532		12.168541		9.52003		9.337765		9.784157		10.615842		8.704274		9.077979		10.754209		12.007304		-1.7094711		-1.5302169		-5.081925		-2.9336548		-3.0090454		-1.83213		-2.5942605		-1.1182454		-1.5893059		-0.61373615		-2.345375		-1.5526991		-0.77355003		-0.8735218		-1.3753233		-0.16123676		Yes		Yes		Yes		U35_44k_v1_24257		LOC_Os04g36720.1		gb|EAY94278.1| 1e-75  hypothetical protein OsI_015511 [Oryza sativa (indica cultivar-group)]		LOC_Os04g36720.1 2e-77 ferric reductase-like transmembrane component putative expressed		CATGTAAACAAAAAGGATCTTGGCCTATAGGCTATGAGGGATACAGATTTCAACTAAAAA		19438		AT5G49730.1

		1438		CUST_7708_PI390587928		10.88074		10.940986		10.684293		12.250798		13.42902		13.400982		15.100761		13.985065		13.316959		13.761182		14.645447		13.087014		5.849364		5.502153		21.354506		3.3271046		5.412215		7.062584		15.574932		1.7853612		2.4362192		2.4599962		4.4164686		1.7342672		2.5482798		2.8201962		3.961154		0.836216		Yes		Yes		Yes		U35_44k_v1_1438		LOC_Os02g40200.2		ref|NP_001047431.1| 0.0  Os02g0615500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40200.1 0.0 receptor-like protein kinase precursor putative expressed		CGGAGAGTTACGGTTTGTAATTTCGTGTAACTTCATCATTATTTACTTCTGGTCATTAGA		4666		AT3G47570.1

		16769		CUST_4131_PI390587928		10.454545		10.154938		9.4627075		10.942203		10.83612		10.850104		12.243514		12.87524		11.27003		11.4233885		11.071767		10.835576		1.302763		1.6190714		6.8723645		3.818584		1.7598897		2.4090273		3.0505288		-1.0767076		0.815485		0.6951666		2.7808065		1.9330378		0.38157463		1.2684507		1.6090593		-0.10662651		Yes		Yes		Yes		U35_44k_v1_16769		LOC_Os12g43640.1		gb|EAY84008.1| 6e-85  hypothetical protein OsI_037967 [Oryza sativa (indica cultivar-group)]		LOC_Os12g43640.1 1e-86 receptor-like protein kinase 5 precursor putative expressed		ACCCAACCAATCTTGTGTTTGTGTACGTACAGAAGTTAATTAGAGTGGAATTCCAAAAAA		16992		AT1G09970.1

		16554		CUST_19750_PI390587928		10.080518		10.371572		9.6086645		10.501174		10.334874		11.766002		13.146327		12.495126		11.216769		12.187528		12.090087		9.998329		1.1928035		2.628847		11.612949		3.9832659		2.1980915		3.5209289		5.584478		-1.417005		1.1362514		1.3944302		3.5376625		1.9939518		0.25435638		1.8159561		2.4814224		-0.5028448		Yes		Yes		Yes		U35_44k_v1_16554		LOC_Os01g72080.1		gb|EAY77223.1| 1e-29  hypothetical protein OsI_005070 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72080.1 4e-31 calmodulin-like protein 1 putative expressed		GATCCTACTCCGGCCAGCTACTGCTAATATAAGCACTATTGTTTTTATTTAATTAAGTCA		5761		0

		18131		CUST_15098_PI390587928		3.8666122		4.2176437		4.7000375		4.2183537		3.5218499		3.2249975		2.6755512		3.6381702		3.0740612		2.59103		2.9015427		3.6268318		-1.2699418		-1.9898314		-4.06847		-1.4950393		-1.7321346		-3.087874		-3.4785712		-1.5068356		-0.79255104		-0.9926462		-2.0244863		-0.5801835		-0.34476233		-1.6266139		-1.7984948		-0.591522		Yes		No		No		U35_44k_v1_18131		LOC_Os02g51400.1		gb|EAY87534.1| 2e-88  hypothetical protein OsI_008767 [Oryza sativa (indica cultivar-group)]		LOC_Os02g51400.1 6e-90 ATPase AAA family protein expressed		GTCTTGATTTAGCCATCGAGAGGCTGAAGGAACAGGTTACTAAATCTAAGAATCTTTCTC		8785		AT3G19740.1

		19372		CUST_15884_PI390587928		6.260916		6.1961102		7.113051		6.8595314		5.529427		5.840363		5.599797		5.4632125		5.2999187		5.3485146		6.3956585		6.521299		-1.6603521		-1.2796482		-2.8545318		-2.6322908		-1.9466555		-1.7994995		-1.6442076		-1.2642069		-0.9609976		-0.35574722		-1.5132542		-1.3963189		-0.7314892		-0.8475957		-0.71739244		-0.33823252		No		Yes		Yes		U35_44k_v1_19372		LOC_Os06g11980.1		gb|EAZ00205.1| 3e-34  hypothetical protein OsI_021437 [Oryza sativa (indica cultivar-group)]		LOC_Os06g11980.1 5e-36 expressed protein		CCCTTTGCTGAACTTTTAAAGTGTTGTTTGTGTTCTGTAGAATCTTGACAGAGTAGATAT		12525		AT1G78020.1

		3035		CUST_33581_PI390587928		7.642978		7.2179055		8.229084		7.930781		6.8825226		6.2434983		6.762423		6.6984153		6.9295526		5.557318		6.76817		7.2368627		-1.6940255		-1.9648337		-2.763815		-2.3495193		-1.6396929		-3.161452		-2.7528274		-1.617671		-0.71342564		-0.9744072		-1.466661		-1.2323656		-0.7604556		-1.6605873		-1.4609141		-0.6939182		Yes		Yes		Yes		U35_44k_v1_3035		LOC_Os03g43720.7		ref|NP_001106048.1| 0.0  major facilitator superfamily protein [Zea mays]		LOC_Os03g43720.4 0.0 synaptic vesicle 2-related protein putative expressed		TTAAACCTCGACTTTCGTTTTTGTGAACCTTAATGATTACACAATCTCGCTAGAAGTGCT		12006		AT3G13050.1

		21213		CUST_21407_PI390587928		8.418567		9.417771		10.573687		9.251835		8.362918		9.221202		9.726318		8.166679		8.118573		8.85793		9.781673		9.225255		-1.0393264		-1.1459701		-1.7992158		-2.1216042		-1.2311388		-1.4741069		-1.731489		-1.0185945		-0.29999352		-0.19656944		-0.84736824		-1.0851555		-0.055648804		-0.55984116		-0.79201317		-0.026579857		No		Yes		Yes		U35_44k_v1_21213		-		ref|NP_001046718.1| 1e-15  Os02g0329800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g22380.1 3e-17 glycosyltransferase putative expressed		GTTGCGCACGCATTATTTTGCAGTCTGTGCTAGAACTGTCCGGTGACATAAATTTTTTGG		12289		0

		41410		CUST_22715_PI390587928		8.104592		7.9176593		8.502219		8.405437		7.864203		7.911304		7.3463035		7.608463		7.5307198		7.5842304		7.582678		8.368625		-1.1813114		-1.0044149		-2.2282572		-1.7374538		-1.4885138		-1.2600045		-1.8915138		-1.025845		-0.57387257		-0.0063552856		-1.1559157		-0.79697466		-0.24038935		-0.33342886		-0.91954136		-0.036812782		No		Yes		Yes		U35_44k_v1_41410		-		No hits found		No hits found		TTCCAATGTGGAGAGCATTCGGATGTTGTATACTGTTTATGCCTAAAGACTAACAATTCT		None		0

		22613		CUST_23270_PI390587928		3.3610804		2.521166		4.3195753		3.65651		2.474106		3.0434387		2.597482		2.8620255		3.1157482		2.5386484		3.3864586		3.707635		-1.8492937		1.4362159		-3.2991476		-1.7344576		-1.1853657		1.0121915		-1.9093964		1.0360724		-0.24533224		0.5222726		-1.7220933		-0.7944846		-0.88697433		0.01748228		-0.9331167		0.05112481		No		Yes		Yes		U35_44k_v1_22613		LOC_Os02g05320.4		gb|EAZ22959.1| 9e-23  hypothetical protein OsJ_006442 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g26510.1 2e-24 retrotransposon protein putative unclassified		CGTTTCTCAATTGCTTCTGTTTGTTGCTTGCCCAATGTTCGACAGTAAACCCAAACTCGA		17787		0

		19962		CUST_3841_PI390587928		13.949226		13.946189		13.984054		13.6455145		13.499104		13.754768		12.851064		13.038238		13.211902		13.32809		13.4845705		13.679867		-1.3661566		-1.1418875		-2.1931279		-1.5233811		-1.6670816		-1.5348517		-1.413707		1.024097		-0.7373247		-0.19142056		-1.1329899		-0.6072769		-0.45012283		-0.6180992		-0.4994831		0.034352303		No		Yes		Yes		U35_44k_v1_19962		LOC_Os04g32590.1		gb|EAZ30585.1| 2e-39  hypothetical protein OsJ_014068 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32590.1 3e-41 expressed protein		GATGGCCTATTTTCCTCATGGGAGATACAAAAGCTTAATAACATTTGTTGTACATCGAAA		15038		AT2G33550.1

		41183		CUST_34766_PI390587928		5.1838365		5.493815		6.139053		4.4775286		4.337623		4.6713905		3.6033564		3.538924		3.5273168		3.9107513		4.2984776		3.6559973		-1.7977761		-1.7683752		-5.7985673		-1.9166735		-3.152551		-2.996054		-3.581528		-1.7672808		-1.6565197		-0.8224244		-2.5356965		-0.9386046		-0.84621334		-1.5830636		-1.8405752		-0.8215313		Yes		Yes		Yes		U35_44k_v1_41183		LOC_Os12g38850.2		gb|EAZ20987.1| 9e-82  hypothetical protein OsJ_035196 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g38850.2 2e-83 expressed protein		CTTAAAATTGTAAGCTCGGAAACATCTGATGTCTCTGGTGCAAAGGTGCAGGAAGCAAAG		None		AT1G13970.1

		37804		CUST_34678_PI390587928		6.2307544		6.0577583		6.438953		5.99908		6.1731014		6.1124425		5.08877		5.8670325		5.6187177		5.651316		5.754818		6.146452		-1.0407712		1.0386317		-2.5494447		-1.095848		-1.5284154		-1.3254132		-1.6067383		1.1075499		-0.6120367		0.054684162		-1.350183		-0.13204765		-0.05765295		-0.40644217		-0.68413496		0.14737177		No		Yes		Yes		U35_44k_v1_37804		-		ref|YP_398415.1| 4e-08  orf349 [Triticum aestivum]		No hits found		TGATGTGGTGCTGATACGCTAAGCTGTTGGATATTGATAAATCAAAAAAGACTTCTAATG		None		0

		776		CUST_6608_PI390587928		7.2989635		7.5394173		6.602238		7.2558846		8.07555		9.556455		12.151848		11.039136		9.086792		11.97169		11.922002		10.783577		1.7130729		4.047518		46.838066		13.76804		3.4529476		21.589724		39.940033		11.532971		1.7878284		2.0170374		5.5496097		3.7832513		0.77658653		4.432273		5.3197637		3.5276923		Yes		Yes		Yes		U35_44k_v1_776		LOC_Os06g36180.1		ref|NP_001057853.1| e-129  Os06g0556000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36180.1 1e-131 amino acid transporter putative expressed		GTGTGATTGATATTTTTAGATGAATGTGGAAAATCTGGTGGGAAACCTTTGGTTGGAAAA		14547		AT5G49630.1

		21332		CUST_4967_PI390587928		7.621713		7.5931726		7.086571		6.798762		7.425562		7.3819213		5.831328		6.2205243		7.081783		7.41023		6.4015574		6.385677		-1.145638		-1.1576918		-2.387074		-1.4930242		-1.4539024		-1.1351968		-1.6077173		-1.3315301		-0.53993034		-0.21125126		-1.2552433		-0.57823753		-0.19615126		-0.18294239		-0.6850138		-0.41308498		No		Yes		Yes		U35_44k_v1_21332		LOC_Os07g07310.2		ref|NP_001058982.1| 0.0  Os07g0168000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07310.2 0.0 polynucleotide phosphorylase putative expressed		TAAAGTTGGTGATCGCATTGATGTCAAGCTTATTGAGATAAATGACAAGGGTCAACTTCG		14306		AT3G03710.1

		41527		CUST_10544_PI390587928		5.526488		5.073456		5.318108		6.49418		5.1143394		4.8027787		5.053126		5.222553		4.6219788		4.6214447		4.8464756		6.012568		-1.330666		-1.2063739		-1.2016213		-2.4143376		-1.8719074		-1.3679458		-1.3866776		-1.3963032		-0.90450907		-0.2706771		-0.26498222		-1.2716274		-0.41214848		-0.4520111		-0.47163248		-0.4816122		No		Yes		Yes		U35_44k_v1_41527		LOC_Os02g08140.1		gb|EAZ21952.1| 2e-36  hypothetical protein OsJ_005435 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08140.1 3e-38 CIPK-like protein 1 putative expressed		CTTTCGCTTCATTACACCTTGCTGATGTGAGGTTTCAACTGACAACTATTGTCGCAAAGA		None		AT2G26980.4

		9964		CUST_39135_PI390587928		10.970897		11.796714		11.0732765		9.570233		10.208184		11.201736		8.360251		8.122818		9.304841		9.947517		9.3463		8.950704		-1.6966777		-1.5104489		-6.556951		-2.7271903		-3.1734579		-3.6029944		-3.310333		-1.5363743		-1.6660557		-0.5949774		-2.713025		-1.4474154		-0.7627125		-1.8491964		-1.7269764		-0.6195297		Yes		Yes		Yes		U35_44k_v1_9964		LOC_Os08g40420.1		gb|EAZ43330.1| 2e-77  hypothetical protein OsJ_026813 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40420.1 4e-79 ternary complex factor MIP1 putative expressed		GTAGCTGTGTCATTAGGTGACTGTGATGGTATTTAGGGGAGTAAAGTTATGCATTTGAAA		20698		AT1G76620.1

		3469		CUST_31018_PI390587928		11.821031		11.952927		11.328061		11.536096		12.417278		12.963647		12.905519		12.288644		12.718209		13.118362		12.431832		11.286122		1.5117794		2.014917		2.9844341		1.6847659		1.8624202		2.2430096		2.1491575		-1.1891851		0.89717865		1.0107203		1.5774574		0.7525482		0.5962477		1.1654358		1.1037712		-0.2499733		No		Yes		Yes		U35_44k_v1_3469		LOC_Os08g41470.2		ref|NP_001062298.1| 4e-56  Os08g0526400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g41470.2 6e-58 expressed protein		TTGTAGTTCAATACTGGGTGCCGCATTTTTGTTACTCGTGTAATGAGTTTTGGGCATTTT		9110		AT3G25070.1

		19343		CUST_37722_PI390587928		7.774572		7.1381125		7.320198		6.7332478		8.120156		7.813235		9.645886		8.908355		8.855842		8.62575		9.397671		7.008818		1.2706656		1.5967321		5.013049		4.5161924		2.1158974		2.804293		4.220672		1.2104726		1.0812697		0.67512226		2.3256884		2.175107		0.3455844		1.487637		2.0774727		0.2755704		Yes		Yes		Yes		U35_44k_v1_19343		LOC_Os05g09500.1		sp|Q1WM16|HXK7_ORYSJ 0.0  Hexokinase-7 (Hexokinase-6)		LOC_Os05g09500.1 0.0 hexokinase-1 putative expressed		GCCACCGGATAATATGACCTCGTCTTGTGTTATGTTTCTTGTGAATAAATGGAAAATATT		12296		AT4G29130.1

		18101		CUST_14363_PI390587928		12.755989		12.610679		11.855651		12.541186		12.722064		12.939682		13.325115		13.084114		13.214196		13.37801		12.764621		11.789142		-1.0237937		1.2561452		2.7691905		1.4569261		1.3738334		1.702118		1.8777043		-1.6841781		0.45820713		0.32900333		1.4694643		0.54292774		-0.033925056		0.7673311		0.9089699		-0.7520447		No		Yes		Yes		U35_44k_v1_18101		LOC_Os01g08380.1		emb|CAO77317.1| 1e-66  putative acyl transferase 6 [Triticum aestivum]		LOC_Os01g08380.1 2e-58 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		GCCACCAACTAACTAATCCTTCGTGGAATGTAAGAATCATTTGTGACATGTTATTATACT		11701		AT3G62160.1

		14900		CUST_35676_PI390587928		10.398763		10.386444		9.770847		5.6856103		9.794929		10.437428		7.7450233		4.5953617		10.164157		10.842198		9.735089		4.875437		-1.5197501		1.0359715		-4.072244		-2.1291072		-1.1765852		1.3714997		-1.0250953		-1.7534223		-0.23460579		0.050984383		-2.025824		-1.0902486		-0.60383415		0.45575428		-0.03575802		-0.8101735		No		Yes		Yes		U35_44k_v1_14900		LOC_Os10g05970.1		gb|EAY77717.1| 1e-38  hypothetical protein OsI_031676 [Oryza sativa (indica cultivar-group)]		LOC_Os10g05970.1 2e-40 proline-rich protein putative expressed		GGTGTGTTGCTTTATCAAGATTTTGTAACTTCGGTGTGTTTTCTCGTACAAGAGATATTT		704		0

		25698		CUST_4409_PI390587928		9.729092		10.020234		9.607716		9.329673		9.307989		9.546639		8.27266		8.869263		9.151508		9.324494		8.771012		9.249623		-1.3389504		-1.388565		-2.5228517		-1.3759329		-1.4923472		-1.6197147		-1.7859644		-1.0570543		-0.5775833		-0.47359467		-1.3350554		-0.46041012		-0.42110252		-0.69573975		-0.8367033		-0.080049515		No		Yes		Yes		U35_44k_v1_25698		LOC_Os09g31502.4		gb|EAZ45208.1| 5e-18  hypothetical protein OsJ_028691 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g31502.4 1e-19 dihydroflavonol-4-reductase putative expressed		TTCATTGCCCACCGTAGATAACTTTTCGGTTCAGGATTGTATCTCCCTATTTTCTGCTAT		24449		0

		18991		CUST_26462_PI390587928		9.202416		7.99433		7.229568		8.054428		8.792704		7.330654		4.160502		7.269745		8.141986		6.88275		5.681135		8.146968		-1.3284214		-1.5841136		-8.392299		-1.7227141		-2.085554		-2.1608214		-2.9249923		1.0662456		-1.0604305		-0.6636758		-3.069066		-0.7846832		-0.4097128		-1.1115799		-1.5484328		0.09253979		Yes		Yes		Yes		U35_44k_v1_18991		LOC_Os02g03670.2		gb|EAZ21606.1| 1e-31  hypothetical protein OsJ_005089 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03670.2 2e-33 expressed protein		TTGGTTTGTAGGAGTACATTCTTTTGTCCATACCAGCATCTGCATTTGGATAAAATGCAG		17968		AT5G48790.1

		46517		CUST_38093_PI390587928		1.7099257		1.4207133		1.4318737		1.3891968		3.7268512		1.9763218		4.140902		6.205992		1.3540643		1.3405129		1.374195		1.3584571		4.047204		1.4697884		6.5388107		28.183823		-1.2797494		-1.0571649		-1.0407897		-1.0215358		-0.3558613		0.5556085		2.7090282		4.8167953		2.0169256		-0.080200434		-0.0576787		-0.030739665		Yes		Yes		Yes		U35_44k_v1_46517		LOC_Os04g47250.1		gb|AAG17470.1|AF123610_9 1e-15  cytochrome P450 [Triticum aestivum]		LOC_Os04g47250.1 2e-16 cytochrome P450 86A2 putative expressed		TAGCCACCAGTGGAGTGCATACACGCACGTACACTTGCAGAGCCTGAGCTTGCTTGGGAA		46733		0

		24587		CUST_15529_PI390587928		6.0099545		6.492658		4.9570627		4.937055		5.022965		5.009804		2.7619696		2.460654		4.6861186		5.0785074		3.1555328		4.673866		-1.9820447		-2.7950118		-4.579192		-5.565075		-2.503308		-2.665028		-3.4858968		-1.2001289		-1.3238358		-1.4828544		-2.1950932		-2.476401		-0.9869895		-1.4141507		-1.8015299		-0.26318932		Yes		No		No		U35_44k_v1_24587		LOC_Os04g53580.1		gb|EAZ14325.1| 2e-21  hypothetical protein OsJ_004150 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53580.1 9e-26 RIC10 putative expressed		CATAGGTAGTTGAATGCAATGGATTGTTCCAAAAGCGTGTGATGATCTTCTTTTATATGA		18654		0

		14953		CUST_4543_PI390587928		12.238808		11.888691		12.318348		13.221927		14.328106		14.44464		17.292654		15.299642		14.716965		15.044514		16.445116		14.885568		4.25541		5.8805423		31.435137		4.2213807		5.571852		8.912455		17.46952		3.1681507		2.478157		2.5559492		4.974306		2.077715		2.0892982		3.1558228		4.126768		1.663641		Yes		Yes		Yes		U35_44k_v1_14953		LOC_Os08g09040.1		emb|CAA63659.1| e-115  oxalate oxidase-like protein or germin-like protein [Hordeum vulgare subsp. vulgare]		LOC_Os08g08990.1 1e-98 germin-like protein subfamily 1 member 11 precursor putative expressed		GACACGTGCGTAAATTAAGGGCATGATTGAGTTCCTAGATATGCATCCTAATTTATAAAA		3154		AT5G39110.1

		16786		CUST_4099_PI390587928		10.439556		10.417022		10.89117		10.5515375		10.287599		10.125064		9.771821		10.0147085		10.132528		9.980075		10.06728		10.477764		-1.111076		-1.2243006		-2.1724885		-1.4507803		-1.2371564		-1.3537364		-1.7701722		-1.0524658		-0.30702782		-0.29195786		-1.1193485		-0.536829		-0.15195751		-0.43694687		-0.82388973		-0.073773384		No		Yes		Yes		U35_44k_v1_16786		LOC_Os02g03740.1		ref|NP_001045782.1| e-120  Os02g0130100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03740.1 1e-122 glutamine amidotransferase subunit pdxT putative expressed		ACACACAAGTGTTATCAGAAAGGAAAACAGCAGGAGGTGTGGACAATCCTGGCTAAAAAA		6428		AT5G60540.1

		5850		CUST_39240_PI390587928		12.199901		12.158414		12.281296		12.918897		13.208588		13.92789		14.536279		13.722988		13.517169		13.780463		14.247398		12.676041		2.012079		3.4093008		4.7732863		1.7460458		2.4919384		3.0781198		3.907112		-1.1833329		1.3172684		1.7694759		2.254983		0.80409145		1.008687		1.6220493		1.9661026		-0.24285603		Yes		Yes		Yes		U35_44k_v1_5850		LOC_Os12g41540.1		ref|NP_001067239.1| 2e-73  Os12g0608900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41530.1 4e-75 protein kinase putative		CCTGATCTTGGCCTTTAGGATCGTTTCAGAAATTTCCAAGTATTAATGAATATCACTTTG		24190		AT5G10530.1

		16957		CUST_30030_PI390587928		8.743154		9.846537		9.959529		9.935685		8.233726		9.318204		8.647911		8.604077		7.7182927		8.781514		8.719897		9.870055		-1.4234858		-1.4422615		-2.4821973		-2.51683		-2.034763		-2.0922024		-2.3613822		-1.0465418		-1.0248609		-0.5283327		-1.3116179		-1.3316078		-0.509428		-1.0650225		-1.2396317		-0.06562996		No		Yes		Yes		U35_44k_v1_16957		LOC_Os04g33500.3		dbj|BAF79635.1| 0.0  protein kinase [Triticum aestivum]		LOC_Os04g33500.3 0.0 protein kinase KIPK putative expressed		TAAGGTCGGGTGTTGTGCCTGTAACTTTATTCCTTGTTAATACCATCAGATATCAGATGA		9773		AT2G36350.1

		4408		CUST_6540_PI390587928		4.709227		4.6938605		5.2829576		4.59761		4.368206		4.054055		2.0816524		3.08601		4.130801		3.7403061		2.913181		3.9217823		-1.2666527		-1.5581189		-9.197904		-2.851261		-1.4932191		-1.9366381		-5.1686106		-1.5975131		-0.5784259		-0.6398053		-3.2013052		-1.5116		-0.34102106		-0.9535544		-2.3697765		-0.67582774		Yes		Yes		Yes		U35_44k_v1_4408		LOC_Os10g25140.1		gb|ABB47495.2| 0.0  Alanine aminotransferase 2, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g25140.1 0.0 alanine aminotransferase 2 putative expressed		CTGTCAGTTATTACATGATTTATGTCTGGAACAATTGAGTTTGTCCTTTGTACCATTCTG		10669		AT1G17290.1

		48935		CUST_34828_PI390587928		8.44638		8.721473		8.366142		8.864594		8.231781		9.693506		10.89856		10.491718		8.887073		9.955964		9.988776		8.382496		-1.1603811		1.9616035		5.7854023		3.0889657		1.357256		2.3529837		3.0793672		-1.3967739		0.4406929		0.9720335		2.5324173		1.6271238		-0.21459866		1.2344913		1.6226339		-0.48209858		Yes		Yes		Yes		U35_44k_v1_48935		LOC_Os01g31370.1		ref|NP_001043125.1| 1e-14  Os01g0498300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g31370.1 2e-16 glycosyltransferase putative expressed		AGGTGAGCGAGATTGGTGATTGCCCCTAGTTATTAGCATGTGCAAGAAATTATTAAAAAA		None		0

		29100		CUST_36034_PI390587928		7.962223		6.8870273		7.12814		7.349863		8.05985		7.317202		8.506654		7.8838177		8.153623		7.50405		8.193685		7.2084236		1.0700117		1.3473969		2.600004		1.4478927		1.141871		1.5337065		2.09296		-1.103005		0.19139957		0.43017483		1.3785138		0.5339546		0.097626686		0.6170225		1.0655446		-0.14143944		No		Yes		Yes		U35_44k_v1_29100		LOC_Os02g55560.2		gb|EAY87884.1| 8e-42  hypothetical protein OsI_009117 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55560.2 7e-43 DNA-binding protein phosphatase 2C putative expressed		TATGGGGTCTTTGATGGCCATGGTGGAAAAGATGCTGCACAGTATGTTCGCGATAATTTG		28279		AT2G25620.1

		13550		CUST_36789_PI390587928		7.769975		8.0226965		8.507731		8.451262		7.3945756		7.634024		7.453996		7.950229		7.345924		7.0333095		7.305675		7.975599		-1.2971988		-1.309188		-2.0758975		-1.4152268		-1.34169		-1.9853413		-2.3006737		-1.3905578		-0.42405128		-0.38867235		-1.0537353		-0.5010333		-0.3753996		-0.98938704		-1.2020564		-0.47566366		No		Yes		Yes		U35_44k_v1_13550		LOC_Os09g03370.1		emb|CAD59413.1| 7e-92  SMC6 protein [Oryza sativa]		LOC_Os09g03370.1 1e-54 ATP binding protein putative expressed		GTTGTTCAAGAGTTGGAGAAGTCAATTAAGCCAGTGATGAGAGAACTTGATGAATTACGA		23451		AT5G61460.1

		45790		CUST_29410_PI390587928		10.836709		10.029338		10.068806		9.663716		11.035645		10.11644		11.458221		11.069557		11.740634		10.864532		11.189487		9.852246		1.1478511		1.0622343		2.6197257		2.6497219		1.8711497		1.7840977		2.1744971		1.139602		0.90392494		0.08710194		1.3894157		1.4058409		0.19893551		0.8351946		1.1206818		0.18852997		No		Yes		Yes		U35_44k_v1_45790		LOC_Os04g45970.1		gb|EAZ31510.1| 5e-37  hypothetical protein OsJ_014993 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45970.1 1e-38 glutamate dehydrogenase 2 putative expressed		TAAGTTGCCGGCATGGGAGGAGTCCAATTGAAATAATTTTCGGTGTACATGACAGATGAT		45086		AT5G07440.2

		7374		CUST_21330_PI390587928		5.955612		6.3691716		5.4000545		5.694237		10.532937		10.728114		11.830592		9.545146		11.182109		11.809455		11.274796		5.757624		23.87328		20.519768		86.25509		14.429093		37.439693		43.419865		58.677727		1.0449159		5.2264967		4.3589425		6.4305377		3.8509088		4.577325		5.4402833		5.874741		0.06338692		Yes		Yes		Yes		U35_44k_v1_7374		LOC_Os09g39940.1		ref|NP_001064000.1| 6e-37  Os09g0572700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39940.1 1e-38 blue copper protein precursor putative expressed		CGAGTATACGTGTGTATACTCGACTAATTGGATATGCGACCTTGATCTTTTTTATATACA		17759		AT2G31050.1

		30659		CUST_13511_PI390587928		1.3680438		1.4255219		1.4324908		1.3889271		1.337821		1.3337789		5.913887		2.3504677		1.3547001		1.3410363		1.4205784		1.3586584		-1.0211698		-1.0656569		22.337505		1.9473883		-1.009292		-1.0603095		-1.0082912		-1.0212023		-0.013343692		-0.09174299		4.481396		0.9615406		-0.030222774		-0.08448553		-0.011912465		-0.03026867		No		Yes		Yes		U35_44k_v1_30659		-		No hits found		LOC_Os05g40060.1 6e-06 OsWRKY48 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GTAAATTTGTGAGGGGTGTATTTCTTCTACAGGAGCGTGAAAGCAAGTGTGGTTAAAAAA		30673		0

		28100		CUST_3651_PI390587928		11.223607		11.55832		10.541599		11.847923		12.035645		12.6311		14.151982		12.1635475		12.377706		13.335635		13.43148		11.186517		1.7556891		2.1034822		12.213316		1.24455		2.2254522		3.4278765		7.4120936		-1.5816238		1.1540985		1.0727797		3.610383		0.31562424		0.81203747		1.7773151		2.8898811		-0.6614065		Yes		Yes		Yes		U35_44k_v1_28100		LOC_Os02g02410.1		gb|AAA62325.1| 4e-94  HSP70		LOC_Os02g02410.1 2e-95 luminal-binding protein 3 precursor putative expressed		ACGTACGTGTACAACATGAAGAACACGGTGGGCGACAAGGACAAGCTGGCGGACAAACTG		26731		AT5G28540.1

		6717		CUST_41972_PI390587928		8.851685		8.824665		9.0340185		9.021638		8.557836		8.400775		7.412909		7.858275		8.270442		7.9455223		7.9758873		8.534839		-1.2259065		-1.3415401		-3.0761151		-2.2397892		-1.4961373		-1.839282		-2.0822325		-1.4013324		-0.58124256		-0.4238901		-1.6211095		-1.163363		-0.293849		-0.87914276		-1.0581312		-0.48679924		No		Yes		Yes		U35_44k_v1_6717		LOC_Os06g40710.2		ref|NP_001058045.1| 9e-95  Os06g0609500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g40710.2 2e-96 MYB-CC type transfactor putative expressed		GCACCACTTGTGTTTACTCTGTCAGAGGTTCCATGCTATTTTAACAGATTGGTAATGTAA		14642		AT2G01060.1

		1150		CUST_7066_PI390587928		11.566441		11.773968		11.467015		11.90602		11.998282		11.669942		12.629405		12.075803		12.220393		12.082389		12.202083		11.933146		1.3489547		-1.0747684		2.2382789		1.124889		1.5734732		1.2383517		1.6644752		1.0189804		0.6539526		-0.10402584		1.1623898		0.16978264		0.43184185		0.30842113		0.73506737		0.027126312		No		Yes		Yes		U35_44k_v1_1150		LOC_Os01g01307.1		dbj|BAD45510.1| 1e-56  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g01307.1 9e-59 translocon-associated protein beta containing protein expressed		CATCGAAATCTTCCGGCTCAAAGTCTGGCAAGAAGAGGCGCTGATCTATCTATCTATCAT		3379		AT5G14030.4

		28654		CUST_1203_PI390587928		7.438595		7.483616		7.839154		8.055405		8.321834		9.010345		9.856606		9.111636		8.726184		8.9454		9.251205		7.685514		1.8445115		2.8813193		4.0486803		2.0794926		2.4411976		2.7544885		2.6611533		-1.2922549		1.2875891		1.5267296		2.0174518		1.0562315		0.8832388		1.4617844		1.4120517		-0.3698907		Yes		Yes		Yes		U35_44k_v1_28654		LOC_Os12g41530.1		ref|NP_001067236.1| 1e-14  Os12g0608500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41490.1 2e-16 receptor-like protein kinase homolog RK20-1 putative expressed		TACATGGAAAAACTGACGAAAGAGGTGGACTACTTCCACGGCAAAAGCATACGCCAAGAT		27645		0

		21907		CUST_39946_PI390587928		1.858457		2.0182285		1.9719054		1.4705983		3.8777077		4.74465		6.9757824		8.517773		5.113404		6.3529396		6.4428887		1.9005904		4.0537324		6.6181197		32.086113		132.25464		9.546333		20.177998		22.176865		1.3472261		3.2549467		2.7264214		5.003877		7.0471745		2.0192509		4.334711		4.4709835		0.42999208		Yes		Yes		Yes		U35_44k_v1_21907		LOC_Os06g15600.1		gb|EAZ00445.1| 1e-37  hypothetical protein OsI_021677 [Oryza sativa (indica cultivar-group)]		LOC_Os06g15600.1 3e-38 chemocyanin precursor putative		GTGAAAGCTAAGCGCTTGATCAATTTACCGGAATAATATGCGGACCGTATGGTTGATGTC		16272		AT2G02850.1

		25934		CUST_35192_PI390587928		7.7679677		7.4838996		7.767151		8.108859		7.592115		7.717989		7.3358116		7.097528		7.396375		7.5334034		7.602747		7.9375668		-1.1296319		1.1761642		-1.3484848		-2.01577		-1.2937802		1.0349089		-1.120703		-1.1260667		-0.37159252		0.23408937		-0.43133926		-1.0113311		-0.17585278		0.049503803		-0.16440392		-0.1712923		No		Yes		Yes		U35_44k_v1_25934		-		No hits found		No hits found		AGCACTGGTATGCTTTAAGAAGTACAACAATCCTTCGGCTAGCATAATTCCTCCAAAAAA		18751		0

		20905		CUST_12260_PI390587928		4.706562		4.3889527		5.6870537		6.254065		3.7669353		3.4517148		3.991882		4.4684715		3.7611446		3.4719229		4.3018146		6.1730113		-1.9180319		-1.9148587		-3.238154		-3.4476027		-1.925746		-1.8882239		-2.6121526		-1.0577904		-0.9454174		-0.937238		-1.6951716		-1.7855935		-0.9396267		-0.91702986		-1.3852391		-0.081053734		Yes		Yes		Yes		U35_44k_v1_20905		LOC_Os04g35500.1		gb|EAY94193.1| 2e-10  hypothetical protein OsI_015426 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35500.1 4e-12 ZF-HD homeobox protein putative expressed		GATTAATGCCGCATTAATTTGCTCCTGGCAGTAGAGTGCGTCGGGATTTGTGCCAAAAAA		19858		0

		12481		CUST_12689_PI390587928		7.6734486		7.6558037		8.140111		7.8249183		7.1086593		7.328476		6.924778		7.1657662		6.9190164		6.995125		7.1878567		7.7031727		-1.4791715		-1.2546872		-2.3219438		-1.5791541		-1.6869675		-1.5808263		-1.9348937		-1.0880506		-0.7544322		-0.32732773		-1.215333		-0.65915203		-0.5647893		-0.66067886		-0.9522543		-0.12174559		No		Yes		Yes		U35_44k_v1_12481		-		No hits found		No hits found		GTGGTGGTAGTAGTAGTATGCATGATAGAACAGTAGAAATCCCAATTCAAACTGAATAAG		26566		0

		32806		CUST_10710_PI390587928		14.1480665		14.3272085		13.685013		13.6040945		14.411636		15.004989		14.761218		14.27065		14.667159		15.422874		15.067185		14.05321		1.2004454		1.5996765		2.1084828		1.5872786		1.4330536		2.1371171		2.606606		1.3652033		0.51909256		0.67778015		1.0762053		0.6665554		0.26356983		1.0956659		1.3821726		0.44911575		No		Yes		Yes		U35_44k_v1_32806		LOC_Os06g24990.1		sp|Q8L5C6|XIP1_WHEAT 2e-22  Xylanase inhibitor protein 1 precursor (XIP-1) (XIP-I) (Class III chitinase homolog)		LOC_Os06g24990.1 2e-15 xylanase inhibitor protein 1 precursor putative expressed		CACGCTTGCATCACCGTCGATTTGATTCTGATGTATTGCTGCAAGCGAGAATAAAGTGAG		8905		0

		28374		CUST_13489_PI390587928		4.342318		5.3818974		5.5834517		4.629763		3.936351		3.8487244		4.8836102		4.6579895		3.7633493		3.5440845		3.404154		3.5873735		-1.3249767		-2.894217		-1.6243263		1.0197576		-1.4937811		-3.574677		-4.5293303		-2.0596364		-0.57896876		-1.5331731		-0.6998415		0.028226376		-0.405967		-1.8378129		-2.1792977		-1.0423896		Yes		Yes		Yes		U35_44k_v1_28374		LOC_Os03g11140.4		gb|ABF94583.1| 1e-60  RhoGAP domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11140.4 3e-62 rho GTPase activator putative expressed		ATGTGAAATTGATAAAGACTTCAGTATGGCTGGGGATGGTTCATTCCAGCTGCTTCAAGC		27205		AT4G24580.1

		5043		CUST_12608_PI390587928		5.452192		4.8839774		3.6702988		6.1192		6.5628495		7.2057815		8.919799		10.707051		7.053005		6.6990256		7.796877		8.939888		2.1594408		4.99957		38.041447		24.048101		3.0331428		3.518714		17.467222		7.064991		1.6008134		2.321804		5.2495003		4.587851		1.1106577		1.8150482		4.1265783		2.8206878		Yes		Yes		Yes		U35_44k_v1_5043		-		ref|NP_181316.1| 2e-05  DC1 domain-containing protein [Arabidopsis thaliana]		No hits found		CTTCGATTTGGTAAGCTGCAGTGTCTGTATTTTTGAAAATATGATTGTTTCCGTCATCTA		11656		0

		27724		CUST_21530_PI390587928		3.8949811		1.958674		2.608467		1.6163582		5.4250927		4.4202876		8.313283		7.4215064		5.9382424		6.567202		7.760633		3.2632406		2.8880818		5.508325		52.15797		55.914406		4.1217623		24.395247		35.559566		3.131562		2.0432613		2.4616137		5.704816		5.805148		1.5301116		4.608528		5.152166		1.6468824		Yes		Yes		Yes		U35_44k_v1_27724		-		No hits found		No hits found		GATCCTTTTATTCAGCCATCGTAACAAACGTGCAGAGAGACTTGCTCTGGCTCCAAAAAA		51277		0

		5419		CUST_21493_PI390587928		10.77982		10.7964525		9.94357		10.523749		10.352162		11.389583		11.672635		11.575641		10.858289		11.451251		10.888458		10.123786		-1.3450484		1.5085161		3.3151288		2.073246		1.0558964		1.574396		1.9250395		-1.3194745		0.07846832		0.5931301		1.729065		1.0518913		-0.42765808		0.6547985		0.9448881		-0.39996338		No		Yes		Yes		U35_44k_v1_5419		LOC_Os02g04130.1		gb|EAY84374.1| 7e-31  hypothetical protein OsI_005607 [Oryza sativa (indica cultivar-group)]		LOC_Os02g04130.1 1e-32 expressed protein		ATTGTAAATATAAAAGTGGATGGATCCCGCGCTCTTTCTTGACCCCGAACTCGTCAAACC		12783		0

		16574		CUST_32034_PI390587928		3.9155111		3.3081443		2.960865		1.3677039		4.3128166		4.5305786		5.6272774		1.9000162		4.170442		4.561723		5.939937		2.2543685		1.3170458		2.333401		6.348485		1.4462453		1.1932787		2.3843217		7.8847885		1.8488967		0.25493097		1.2224343		2.6664124		0.5323123		0.3973055		1.2535789		2.979072		0.8866646		Yes		No		No		U35_44k_v1_16574		LOC_Os01g12070.1		gb|EAY73052.1| 9e-81  hypothetical protein OsI_000899 [Oryza sativa (indica cultivar-group)]		LOC_Os01g12070.1 2e-82 endoglucanase 1 precursor putative expressed		AATGTAAGAGGAATGGTATTGTTGCGCTATAAAGTGTATAAATGCTCGTGCTTTGCACGG		None		AT1G64390.1

		43183		CUST_12445_PI390587928		7.2950273		6.267624		7.7965827		7.734328		8.339233		7.2979302		10.847295		10.287898		8.071148		8.476449		10.581605		9.420448		2.0622313		2.0424578		8.286208		5.8708534		1.7125198		4.6229863		6.8924756		3.2179022		0.77612066		1.0303063		3.050712		2.5535703		1.0442061		2.208825		2.7850223		1.6861205		Yes		Yes		Yes		U35_44k_v1_43183		LOC_Os01g70860.1		gb|EAY77124.1| 4e-28  hypothetical protein OsI_004971 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70860.1 1e-29 esterase PIR7A putative expressed		CTAGGGCTGTTTGGTTTGAAAATAAAGTTTCATCAGTAAAGGACAAGAGTGTTAGTTCAA		39560		AT4G37150.1

		7670		CUST_11076_PI390587928		10.195103		10.425121		11.1733675		10.884438		9.721505		10.05252		9.984308		9.881993		9.336346		9.628632		10.138915		10.778461		-1.3885677		-1.2946854		-2.2800403		-2.0033913		-1.8134753		-1.7368699		-2.048336		-1.0762223		-0.858757		-0.3726015		-1.1890593		-1.0024443		-0.47359753		-0.7964897		-1.0344524		-0.105976105		No		Yes		Yes		U35_44k_v1_7670		LOC_Os07g36590.1		gb|EAZ40230.1| 8e-96  hypothetical protein OsJ_023713 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36590.1 2e-97 serine/threonine-protein kinase receptor precursor putative expressed		GCAGTTTGAGGAAGCCCAAATTGTGTGAAAATATATATACATTTCTGTCGTCTGTAAAGA		18728		AT4G21390.1

		20474		CUST_27091_PI390587928		7.4376054		8.170861		8.243328		9.013488		7.2474265		7.369245		6.515391		7.643827		6.9244704		6.728893		6.4364657		8.280884		-1.1409051		-1.7430527		-3.3125384		-2.584098		-1.427148		-2.7169132		-3.4988053		-1.6616356		-0.51313496		-0.8016162		-1.7279372		-1.3696609		-0.19017887		-1.4419684		-1.8068624		-0.732604		Yes		Yes		Yes		U35_44k_v1_20474		LOC_Os05g46040.1		gb|AAT39223.1| e-136  putative protein phosphatase 2C [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46040.1 1e-137 protein phosphatase 2C ABI2 putative expressed		AGCCATGTAATGTAGTGGTATCTGCATAATAATTGAGCCTTCTCAAGGACTTATCAGCTA		13161		AT1G72770.1

		43867		CUST_26892_PI390587928		12.668042		12.491501		12.771145		12.569393		12.65498		12.1612425		14.363594		12.972667		12.696706		12.670863		13.976911		12.700012		-1.0090953		-1.2572385		3.0156085		1.3225054		1.0200669		1.1323832		2.3065965		1.0947634		0.028663635		-0.33025837		1.5924492		0.40327358		-0.013062477		0.1793623		1.2057657		0.13061905		No		Yes		Yes		U35_44k_v1_43867		LOC_Os03g02514.2		gb|EAZ25357.1| 3e-42  hypothetical protein OsJ_008840 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02514.2 6e-44 catalytic/ hydrolase putative expressed		TCTTGTGCTCTGTTTGCCGTCCACGCGAACAATTCCTACAAAGAAATATGATGGGGATGT		41075		AT2G36290.1

		4907		CUST_1325_PI390587928		6.2832394		5.8046336		6.0561333		6.34874		6.809253		6.864996		7.8832283		6.363669		7.0310364		7.292137		7.81835		6.6808915		1.4399451		2.0854552		3.548219		1.0104016		1.6792268		2.8040333		3.392189		1.2588893		0.747797		1.0603623		1.827095		0.014928818		0.52601385		1.4875035		1.7622166		0.3321514		Yes		Yes		Yes		U35_44k_v1_4907		LOC_Os11g07850.1		ref|NP_001066289.1| 4e-90  Os12g0174800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07590.2 7e-92 receptor-type tyrosine-protein phosphatase S precursor putative expressed		TCAAAACTTCAGGCCGGAATCAAAGCATGTGCGGCCCATATTTGTATGTCCCCGAAAAAA		12732		AT1G71860.3

		29225		CUST_30511_PI390587928		4.6473594		3.7595022		2.7555687		4.157733		4.792169		4.6449904		5.5211143		5.4095726		4.799951		5.3603063		5.4266663		4.8604608		1.1055849		1.8473897		6.800051		2.381449		1.1115645		3.0331233		6.3691354		1.6275792		0.1525917		0.8854883		2.7655456		1.2518396		0.14480972		1.6008041		2.6710975		0.7027278		Yes		No		No		U35_44k_v1_29225		LOC_Os05g36270.2		gb|ABI94363.1| 2e-31  fructose-1,6-bisphosphatase 2 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36270.2 5e-33 fructose-16-bisphosphatase cytosolic putative expressed		TCATCAGCGTTTCTCTGCTCTGCAGATCTTTGGGATCTACATGATCAAAGACAAGGACAA		7381		AT1G43670.1

		1341		CUST_36887_PI390587928		3.6194458		1.3480692		1.3387823		2.5110784		6.3133674		5.926382		3.2441366		2.879845		5.0403514		5.2062144		4.254645		1.4741803		6.470699		23.889635		3.7460086		1.2912484		2.6775353		14.501651		7.546787		-2.0518112		1.4209056		4.578313		1.9053543		0.36876655		2.6939216		3.8581452		2.9158626		-1.036898		Yes		No		No		U35_44k_v1_1341		LOC_Os07g01710.1		gb|AAX81542.1| 1e-93  ice recrystallization inhibition protein 1 precursor [Triticum aestivum]		LOC_Os07g01710.1 1e-18 phytosulfokine receptor precursor putative expressed		GCTTGCAGCTGATGTAAACCAAGCATGGTCTCTTATGAACAAGTTTGCATCGTCAAAAAA		3670		AT5G53890.1

		10425		CUST_16556_PI390587928		8.912758		8.896315		10.215043		9.572247		8.59464		8.63575		9.157905		8.759021		8.299901		8.268998		9.286183		9.480288		-1.2467033		-1.1979476		-2.0808003		-1.7571359		-1.5292846		-1.544689		-1.9037707		-1.0658164		-0.61285686		-0.2605648		-1.0571384		-0.81322575		-0.3181181		-0.6273165		-0.9288597		-0.091959		No		Yes		Yes		U35_44k_v1_10425		LOC_Os12g02550.1		gb|EAY82057.1| 2e-18  hypothetical protein OsI_036016 [Oryza sativa (indica cultivar-group)]		LOC_Os12g02550.1 1e-19 expressed protein		TTCCATTTTGGTGCCTTTTAGCTTCTCCTGTTTGGACACATGTTTAATACAATGTAAATG		20791		AT3G08600.1

		23586		CUST_16653_PI390587928		4.7875037		5.169148		6.1087546		4.754205		4.5948057		4.510912		3.83632		4.2618523		3.7439134		4.064058		4.742039		4.2460046		-1.142899		-1.5781518		-4.831378		-1.4067373		-2.061351		-2.1511233		-2.5788279		-1.4222752		-1.0435903		-0.658236		-2.2724347		-0.49235296		-0.192698		-1.1050901		-1.3667154		-0.50820065		Yes		Yes		Yes		U35_44k_v1_23586		-		No hits found		No hits found		AATTGGGCAGGATCAACTCATGTCATCTGCGTGCCTGAGCTTATCTGTTTACAGTTTTTT		20120		0

		15586		CUST_16205_PI390587928		6.847212		6.3629646		5.406727		5.493536		6.86957		6.5433726		6.8103166		6.774957		6.888471		6.3975234		6.8286557		6.00061		1.0156181		1.1332043		2.6455903		2.430783		1.0290116		1.0242435		2.679435		1.4211649		0.04125929		0.180408		1.4035897		1.2814212		0.02235794		0.034558773		1.4219289		0.5070739		No		Yes		Yes		U35_44k_v1_15586		LOC_Os11g08300.1		ref|NP_001065921.1| 0.0  Os11g0186200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g08300.1 0.0 aldehyde dehydrogenase dimeric NADP-preferring putative expressed		TGCAAGAATTGTCCGTTTTGTCAGTAACGATTCATCATTTCATTGCACTGTGAGACAACC		4830		AT4G34240.1

		439		CUST_7902_PI390587928		14.966531		14.186765		14.829066		15.143926		15.273048		14.619507		14.123112		14.1382		15.525558		14.981224		14.491402		14.997535		1.2367189		1.3497967		-1.6312236		-2.0079534		1.4732759		1.7344272		-1.2637093		-1.1067972		0.5590277		0.43274212		-0.70595455		-1.0057259		0.3065176		0.79445934		-0.3376646		-0.14639091		No		Yes		Yes		U35_44k_v1_439		LOC_Os01g05670.1		ref|NP_001042030.1| e-164  Os01g0150000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g05670.1 1e-165 synaptic glycoprotein SC2 putative expressed		CTGTCAAACCTCAATTATGTAGCCCAAATGTTCTTATCCGAAGGATGTATTTTCTTATCC		4618		AT3G55360.1

		1332		CUST_36896_PI390587928		9.846344		9.45238		9.390277		9.240374		10.744999		10.990207		11.290248		10.111672		11.060956		11.297665		11.21497		9.629524		1.864327		2.9035673		3.7320569		1.829309		2.3207836		3.5932379		3.5423155		1.3096222		1.214612		1.5378265		1.899971		0.8712988		0.89865494		1.8452845		1.8246927		0.38915062		Yes		Yes		Yes		U35_44k_v1_1332		LOC_Os12g06180.1		ref|NP_001066204.1| 3e-93  Os12g0158600 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g06180.1 6e-91 pathogenicity protein PATH531-like protein putative expressed		CCAGTGTGAAGAGATATGAATGTAGCATGTTGTAGACTTGTGATATAAGTTTATTGTCTC		14032		AT2G36020.1

		16822		CUST_30849_PI390587928		9.626861		9.86217		7.8849945		8.511147		9.2129755		9.46741		8.704316		8.943824		9.177922		9.524867		8.996282		8.527225		-1.3322687		-1.3147242		1.7645761		1.349736		-1.3650354		-1.2633927		2.160383		1.0112067		-0.44893837		-0.39476013		0.81932163		0.43267727		-0.41388512		-0.33730316		1.1112871		0.016077995		No		Yes		Yes		U35_44k_v1_16822		LOC_Os12g41200.1		gb|EAY83808.1| 5e-55  hypothetical protein OsI_037767 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41200.1 1e-56 expressed protein		GGACAGCGGTAAACTGTTAATCTTTCGTCATAATTTTATTCTGTACAATTCTGATGCTGT		13136		AT1G03080.1

		3901		CUST_26716_PI390587928		11.53131		11.76089		11.480469		12.781945		12.662392		13.946544		15.159085		13.860363		12.975223		14.632496		14.967042		13.524536		2.1902287		4.549329		12.804832		2.111719		2.7205768		7.318794		11.208903		1.673178		1.4439125		2.1856537		3.6786165		1.0784178		1.1310816		2.8716059		3.4865732		0.7425909		Yes		Yes		Yes		U35_44k_v1_3901		LOC_Os01g48620.1		ref|NP_001043855.1| e-100  Os01g0678000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48620.1 1e-102 expressed protein		GGTTCGAAAGAAGAATGTATTGCTTGAAAACAAAGTAAAGGTACCTTGTGTTTACAGGTT		13562		AT4G21700.1

		5941		CUST_24810_PI390587928		6.188364		6.6263733		5.9940934		6.393762		6.5015397		7.182301		8.062177		6.855736		6.395031		6.923825		7.9425616		7.2902226		1.2424395		1.4701138		4.193292		1.377425		1.154019		1.2289715		3.8596451		1.8614935		0.20666695		0.55592775		2.0680833		0.46197367		0.31317568		0.2974515		1.9484682		0.89646053		No		Yes		Yes		U35_44k_v1_5941		-		gb|EAY83482.1| 1e-25  hypothetical protein OsI_037441 [Oryza sativa (indica cultivar-group)]		LOC_Os12g36910.1 1e-26 calmodulin binding protein putative expressed		TGGTAGTCTGGCACAGGAATGAACCACAAAGATTGGATTTCCTAAACACAGAGATTTTTT		14875		0

		12509		CUST_6987_PI390587928		7.7347527		7.7895865		9.055442		8.416749		7.3713493		7.4955826		7.967541		7.4721465		7.1562233		7.2000217		8.111977		8.31811		-1.2864571		-1.2260382		-2.125645		-1.9246585		-1.4933262		-1.5047927		-1.923142		-1.0707625		-0.57852936		-0.29400396		-1.0879006		-0.9446025		-0.36340332		-0.5895648		-0.94346523		-0.098638535		No		Yes		Yes		U35_44k_v1_12509		LOC_Os08g17080.1		gb|EAZ06316.1| 1e-12  hypothetical protein OsI_027548 [Oryza sativa (indica cultivar-group)]		LOC_Os08g17080.1 2e-14 conserved hypothetical protein		AAGAAATCCTCTTAGAAGAAGGCCCGTGATTAATACCAGTGACCAACTAACTAAGTAAAA		50188		0

		14787		CUST_22046_PI390587928		7.3536034		7.9647136		7.362226		6.8534656		6.90379		7.478091		5.8092403		5.4924197		6.461489		7.4461994		6.1650023		6.2634273		-1.3658636		-1.4011611		-2.9342375		-2.5687132		-1.8558939		-1.4324791		-2.2929797		-1.5052867		-0.89211416		-0.4866228		-1.5529857		-1.3610458		-0.44981337		-0.51851416		-1.1972237		-0.5900383		No		Yes		Yes		U35_44k_v1_14787		LOC_Os10g40730.1		gb|AAF72985.1|AF261272_1 8e-60  beta-expansin [Oryza sativa]		LOC_Os10g40730.1 2e-61 beta-expansin 1a precursor putative expressed		ATGATCACGGACATGAACTACTACCCGGTGGCGCCCTACCACTTCGACCTCAGCGGCACC		2876		AT2G45110.1

		27283		CUST_31243_PI390587928		11.291		11.468595		10.480657		10.8291235		11.503863		12.249458		12.625333		12.009991		11.556668		12.945523		12.494296		11.4703245		1.1589859		1.7181592		4.42193		2.2671301		1.2021925		2.7835553		4.037996		1.5596269		0.26566792		0.78086376		2.1446762		1.1808672		0.21286297		1.4769287		2.0136395		0.641201		Yes		Yes		Yes		U35_44k_v1_27283		LOC_Os04g37970.1		emb|CAH66986.1| 4e-26  H0505F09.2 [Oryza sativa (indica cultivar-group)]		LOC_Os04g37970.1 1e-27 sugar transport protein 5 putative		CTTCTGTACTGTACTGACTTGCGGATGAATTTGCGATACTGAATGTTTATTCTTTTCTTT		24094		AT1G11260.1

		11912		CUST_11386_PI390587928		5.012467		4.344408		4.605182		5.1992364		4.9922805		5.8365784		6.6073203		5.549525		5.096267		5.652947		6.7459435		5.8636894		-1.0140905		2.8131185		4.005933		1.2748154		1.0598061		2.4769056		4.4099474		1.5849673		0.083800316		1.4921703		2.0021381		0.3502884		-0.020186424		1.3085389		2.1407614		0.664453		Yes		No		No		U35_44k_v1_11912		LOC_Os07g44960.3		ref|NP_001060447.1| e-138  Os07g0644200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44960.3 1e-139 expressed protein		ATCAGAAACAGAAATGCATTATTCCAGGTGCAGGAATTCATCGGCGTTCCGGTGAGGAAA		39334		AT2G15730.1

		48224		CUST_32321_PI390587928		10.149806		9.58157		8.670764		8.618449		10.356651		9.884823		9.920884		9.74147		10.365712		10.487943		9.686048		9.381244		1.1541617		1.2339237		2.3786123		2.178026		1.1614332		1.8743274		2.0213		1.6967741		0.21590614		0.30325317		1.2501202		1.1230211		0.20684528		0.906373		1.0152836		0.7627945		No		Yes		Yes		U35_44k_v1_48224		LOC_Os08g42570.1		gb|EAZ43492.1| 2e-16  hypothetical protein OsJ_026975 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g42570.1 3e-18 expressed protein		TAATCATCGATCCATCATCCTGGATTCATGCATGCACCGAGGAAATATCGAGTGATGCCA		None		0

		18919		CUST_9631_PI390587928		5.0242624		4.761102		5.3164687		5.2774124		4.845812		4.5199594		4.6587806		4.492947		4.450339		4.156772		3.9387436		4.6838903		-1.1316679		-1.1819285		-1.5775527		-1.7224538		-1.4885664		-1.5202726		-2.598583		-1.508926		-0.5739236		-0.24114275		-0.65768814		-0.7844653		-0.17845058		-0.60433006		-1.3777251		-0.5935221		No		Yes		Yes		U35_44k_v1_18919		LOC_Os01g72220.1		gb|ABA12455.1| 0.0  putative OsFY [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72220.1 1e-128 WD-repeat protein 33 putative expressed		TGGTGGAATATTCCATTGGTTGGTCGGTCATGAAGCCCCACAAATTGAAATAAATAATGC		10277		AT5G13480.1

		5757		CUST_11268_PI390587928		3.7634556		3.215438		1.4979135		3.4763365		2.6444242		3.8770525		9.010684		8.390584		2.9895372		3.5186386		8.35495		5.978369		-2.1720111		1.5818521		182.62881		30.153374		-1.7099077		1.2338789		115.92409		5.66483		-0.7739184		0.66161466		7.5127707		4.9142475		-1.1190314		0.30320072		6.8570366		2.5020328		Yes		Yes		Yes		U35_44k_v1_5757		LOC_Os09g20090.1		ref|NP_001063005.1| 9e-91  Os09g0365900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20090.1 2e-92 L-ascorbate oxidase precursor putative expressed		GGCCTAAGGCATATGCTCATATCCTTTTCATTATCTTTGATATTACAACACATTTTCCAG		14651		AT4G39830.1

		15641		CUST_31906_PI390587928		16.817081		16.313482		17.410143		17.018326		16.551443		16.32696		16.172655		15.414043		16.34556		16.082685		16.592148		16.565706		-1.2021679		1.0093856		-2.3578758		-3.0404449		-1.3865709		-1.1734829		-1.7629542		-1.3685229		-0.47152138		0.013477325		-1.2374878		-1.6042824		-0.26563835		-0.23079681		-0.8179951		-0.45261955		No		Yes		Yes		U35_44k_v1_15641		LOC_Os11g32650.1		gb|AAQ19319.1| 4e-82  chalcone synthase [Thinopyrum ponticum]		LOC_Os11g32650.1 2e-79 chalcone synthase putative expressed		CGAAAAGATTGGCTGTTCAATTTGAACCTTATGTGGTTGGAAAACAAATGGTGATTTTTC		7356		AT5G13930.1

		18459		CUST_24183_PI390587928		5.7533097		5.258056		3.7739496		3.1690023		7.015703		7.5696845		7.9324546		6.154898		6.9892197		7.558658		7.3455567		2.3234766		2.3989341		4.964431		17.858078		7.922171		2.3552985		4.926633		11.889425		-1.7969195		1.2359099		2.3116283		4.158505		2.9858959		1.2623935		2.300602		3.571607		-0.84552574		Yes		No		No		U35_44k_v1_18459		LOC_Os08g04560.1		dbj|BAD11769.1| 5e-36  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 1e-26 aromatic-L-amino-acid decarboxylase putative expressed		CCAAAGAAATTAAGTCTAGAGTGTAAAAGGGCTTATAGCCTTATACTGAATAAACACGAG		23667		AT4G28680.2

		48750		CUST_42213_PI390587928		1.3590597		1.398037		1.3687019		1.3787832		1.4276371		4.8283687		8.621639		7.1980996		2.2007966		5.2762637		7.703092		3.1073167		1.0486821		10.780347		152.52875		56.46623		1.7922065		14.704917		80.69404		3.3139079		0.8417369		3.4303317		7.2529373		5.8193164		0.06857741		3.8782268		6.33439		1.7285335		Yes		Yes		Yes		U35_44k_v1_48750		LOC_Os01g23580.1		gb|EAZ11737.1| 1e-43  hypothetical protein OsJ_001562 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23580.1 2e-45 pyrophosphate-energized vacuolar membrane proton pump putative expressed		CCCTTGTGACATTATCGCTTAATTAGTACGTATAATGCTGAGTTTACTGGTTTTCAAGAA		555		AT1G15690.1

		49130		CUST_41657_PI390587928		12.42348		12.338829		11.586371		11.855868		12.212462		13.16328		12.191033		12.971042		12.402114		13.025661		12.205605		11.504079		-1.1575043		1.7708604		1.5206224		2.1662104		-1.0149201		1.6097453		1.5360584		-1.2761425		-0.02136612		0.8244505		0.60466194		1.1151733		-0.21101761		0.6868324		0.61923313		-0.35178947		No		Yes		Yes		U35_44k_v1_49130		-		No hits found		No hits found		CCAGGGCGTTCTTTAATTAATCTGTCGTTACTACGATAAATTCATTCGTTCATTCGTTTT		None		0

		43084		CUST_24821_PI390587928		7.7671895		7.1769886		6.1128163		5.8286667		8.540889		7.633957		8.922543		7.279363		8.954067		8.259291		7.811703		5.705408		1.709648		1.3726543		7.011515		2.7333999		2.276595		2.117412		3.2465038		-1.0891923		1.1868777		0.4569683		2.8097262		1.4506965		0.7736993		1.0823021		1.6988869		-0.12325859		Yes		Yes		Yes		U35_44k_v1_43084		LOC_Os01g50160.1		gb|EAY75483.1| e-102  hypothetical protein OsI_003330 [Oryza sativa (indica cultivar-group)]		LOC_Os01g50160.1 1e-103 multidrug resistance protein 8 putative expressed		CTCTTCAATGATACAATCCGTGCCAACATAGCCTATGGTAAGGATGGGGAACTTACTGAG		39300		AT4G18050.1

		38571		CUST_33142_PI390587928		11.484009		10.07954		10.389375		9.532953		11.373136		9.339173		8.654081		9.211881		10.870575		9.310784		9.69899		9.50882		-1.0798817		-1.6706007		-3.329472		-1.249259		-1.5298963		-1.7037998		-1.613714		-1.016869		-0.61343384		-0.74036694		-1.7352934		-0.32107258		-0.11087322		-0.7687559		-0.69038486		-0.024133682		No		Yes		Yes		U35_44k_v1_38571		LOC_Os03g20370.1		ref|NP_850097.1| 3e-41  CAM2 (CALMODULIN-2); calcium ion binding [Arabidopsis thaliana]		LOC_Os01g17190.1 1e-40 calmodulin putative expressed		TATGATGGTGATCGAAAGGAATAACAGCGTGTCGCTGATGCTTTGCCTGCTGTCAAAAAA		1339		AT2G27030.3

		23547		CUST_6148_PI390587928		4.7592244		4.849831		5.600633		4.8572335		4.2031507		4.439447		3.6867502		4.2771745		3.7781086		4.1023884		3.4051638		4.080897		-1.4702624		-1.3290397		-3.7682195		-1.4949105		-1.9739915		-1.6788144		-4.5803866		-1.7127762		-0.9811158		-0.41038418		-1.913883		-0.58005905		-0.55607367		-0.7474427		-2.1954694		-0.77633667		Yes		Yes		Yes		U35_44k_v1_23547		LOC_Os09g04990.1		gb|EAZ43849.1| 9e-45  hypothetical protein OsJ_027332 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g04990.1 2e-46 cytoskeletal protein putative expressed		AATAATCTCCCCGTGTTGAGGCTACATATTGTTGAAGTAAATCCAGAGCAGGAGCCTCTG		19694		AT1G62390.1

		30754		CUST_27523_PI390587928		2.9686882		3.634816		3.0851688		3.7579806		3.2392645		4.42035		4.709949		4.1320167		2.7947485		3.8680305		4.405781		3.2460387		1.2062895		1.7237304		3.0839517		1.2959734		-1.128135		1.1754512		2.4977202		-1.4259683		-0.1739397		0.78553414		1.6247802		0.37403607		0.27057624		0.23321462		1.320612		-0.5119419		No		Yes		Yes		U35_44k_v1_30754		-		No hits found		No hits found		TAATGATTATGATCTCTCCGGCGCCGGCCGATTACTATAATGATGTGATTTAGCGCGTAC		30797		0

		21396		CUST_11821_PI390587928		7.2760677		7.14868		8.536172		8.083512		6.8112607		6.6611037		7.4020085		7.375337		6.5091615		6.1082616		7.1719933		7.861056		-1.3801328		-1.4020876		-2.1949124		-1.6337364		-1.7016169		-2.0568244		-2.5742972		-1.1667185		-0.76690626		-0.48757648		-1.1341634		-0.7081752		-0.46480703		-1.0404186		-1.3641787		-0.22245646		No		Yes		Yes		U35_44k_v1_21396		LOC_Os01g25990.1		ref|NP_001043027.1| 1e-68  Os01g0362100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g25990.1 3e-72 retrotransposon protein putative Ty1-copia subclass expressed		AAATCGATTTGGTTCTTACGCTAGTAAATCCAGCAACATCATCAGCAAAAACTTCGTTGC		38232		AT1G54570.1

		36859		CUST_11908_PI390587928		5.920009		5.662111		5.44529		5.168785		5.583525		5.1727004		3.5055287		3.6623833		5.3424993		5.1337943		4.3767214		4.8629303		-1.2626755		-1.403871		-3.836422		-2.8410058		-1.4922713		-1.4422452		-2.0973516		-1.2361509		-0.5775099		-0.4894104		-1.9397614		-1.5064018		-0.33648396		-0.5283165		-1.0685687		-0.3058548		Yes		Yes		Yes		U35_44k_v1_36859		LOC_Os11g06910.3		gb|EAY80101.1| 3e-81  hypothetical protein OsI_034060 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06910.3 2e-82 coiled-coil protein putative expressed		AACTTGAAGAAGCAAACCTGGAACTCGCGAAACTGACAAACAAGGTGAGCTTGCTACAAG		32286		0

		30762		CUST_27490_PI390587928		4.4090447		4.138757		4.4384284		7.1250095		4.8452106		6.3451457		8.059636		7.3867927		4.824098		5.9929237		7.7957587		7.6633606		1.3530037		4.615185		12.305298		1.1989597		1.333348		3.6154282		10.2484255		1.4523116		0.41505337		2.2063885		3.6212077		0.26178312		0.4361658		1.8541665		3.3573303		0.53835106		Yes		Yes		Yes		U35_44k_v1_30762		LOC_Os04g57200.2		No hits found		No hits found		GTGCATCAGCTTAATTTGTAATGTGCAGGTACATAGTTACAGTATGTTGTTCAGAAATGA		23651		0

		41361		CUST_2668_PI390587928		2.0602715		1.5021378		2.3434181		1.7928432		2.0748684		1.5964969		1.7168021		1.8386344		4.190136		5.531149		5.7392387		4.5589356		1.0101691		1.0675911		-1.5439392		1.0322491		4.3767633		16.325003		10.525527		6.8026285		2.1298645		0.09435916		-0.626616		0.04579115		0.014596939		4.0290112		3.3958206		2.7660923		Yes		Yes		Yes		U35_44k_v1_41361		-		No hits found		No hits found		TCACTGTTCCGAATGAAGGAATTGTTATAAAGGCACGCCCCCTAAATCCCGTACCAATAC		None		0

		12952		CUST_39777_PI390587928		5.2667866		5.682326		5.9213624		5.527331		4.617073		4.7814765		5.051292		5.0994105		4.4609313		4.5988364		4.635515		5.071731		-1.5688566		-1.8671649		-1.8277521		-1.3452929		-1.7481818		-2.1191554		-2.438252		-1.3713528		-0.8058553		-0.90084934		-0.87007046		-0.42792034		-0.6497135		-1.0834894		-1.2858472		-0.45559978		No		Yes		Yes		U35_44k_v1_12952		-		ref|NP_001062644.1| 3e-07  Os09g0240500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g06499.2 1e-07 sulfate transporter 4.1 chloroplast precursor putative expressed		TGATTGTCCTGACAGCGCAACTGATCAGTTGAAAGGAATCCTCGAATCCAATGGAGAAGT		24020		0

		7445		CUST_39401_PI390587928		6.763668		7.1641192		8.051464		6.9690113		7.3714976		8.733869		9.477383		9.706		6.6081643		8.394844		9.574274		8.979612		1.5239648		2.9685314		2.6868553		6.6667747		-1.1138104		2.3468487		2.8735018		4.0295005		-0.15550375		1.5697494		1.4259186		2.736989		0.6078296		1.2307248		1.52281		2.010601		Yes		Yes		Yes		U35_44k_v1_7445		LOC_Os02g43410.2		dbj|BAE71187.1| e-156  iron-phytosiderophore transporter [Hordeum vulgare subsp. vulgare]		LOC_Os02g43410.2 1e-127 transposon protein putative unclassified expressed		GGTGTCTAGGAATGATACGTTGGTATGTGCTTTTACGGGGTTATAACCTTGGAATTTTTT		16464		AT5G53550.1

		41945		CUST_23674_PI390587928		4.447812		4.20398		4.6165853		4.300936		4.0872355		3.8827507		3.5992467		3.2978868		3.9217403		3.6854353		4.071196		4.088004		-1.283939		-1.2493947		-2.0241814		-2.0042317		-1.4400029		-1.4325094		-1.459414		-1.1590414		-0.5260718		-0.32122922		-1.0173385		-1.0030494		-0.36057663		-0.5185447		-0.5453892		-0.21293211		No		Yes		Yes		U35_44k_v1_41945		-		gb|EAZ16991.1| 8e-46  hypothetical protein OsJ_031200 [Oryza sativa (japonica cultivar-group)]		No hits found		AGGGGCAAGCTCGTGCTCACCATCAACCGCACCGTCTCTAAATTCATCGCCGCCGATGCC		37273		AT2G44900.1

		978		CUST_30853_PI390587928		8.231911		7.991318		7.9207015		8.162017		8.765567		8.929788		9.611125		8.5095215		8.916018		9.454442		9.501723		8.644798		1.4475931		1.9164939		3.2275143		1.272358		1.606707		2.757047		2.9918168		1.3974352		0.6841068		0.9384694		1.6904235		0.34750462		0.5336561		1.4631238		1.5810218		0.4827814		Yes		Yes		Yes		U35_44k_v1_978		-		No hits found		No hits found		CGAAAAACATTCACTTGTCTCTCCTATTTAATATCAACACTGAAGGAGATCAGCTGTGCA		42432		0

		22190		CUST_6826_PI390587928		11.732545		10.887608		10.173137		10.813342		12.726939		12.504318		11.514865		11.781021		13.038138		12.595638		11.769849		10.92316		1.9922439		3.0667503		2.5345476		1.9556918		2.471854		3.2671454		3.0245323		1.0790917		1.3055935		1.6167107		1.3417282		0.967679		0.9943943		1.7080307		1.5967121		0.109817505		Yes		Yes		Yes		U35_44k_v1_22190		LOC_Os10g34170.1		ref|NP_001064882.1| e-145  Os10g0482900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g34170.1 1e-147 domain found in Dishevelled Egl-10 and Pleckstrin family protein expressed		TACGAAGATGTTGGATACAGTTAGTATGCAGTTTGACAGTGAAGGAAATTTAGCTTGTGA		24922		AT3G11920.1

		4502		CUST_17909_PI390587928		9.919648		10.185121		10.062982		9.7626705		9.679889		9.686139		8.958156		9.245048		9.596232		9.434566		9.142819		9.556117		-1.1807958		-1.4132155		-2.1507294		-1.4315945		-1.2512896		-1.6824399		-1.892328		-1.1539282		-0.32341576		-0.49898148		-1.104826		-0.51762295		-0.23975945		-0.75055504		-0.9201622		-0.20655346		No		Yes		Yes		U35_44k_v1_4502		LOC_Os10g34470.2		ref|NP_001064900.1| e-105  Os10g0486000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g34470.2 1e-107 metal-dependent phosphohydrolase HD subdomain putative expressed		TCCGCAAAACGCTAGAGCTCCGAATATAATGAATAAATGACAAGACTCTTTACCAGATAG		9574		AT1G17330.1

		15271		CUST_10494_PI390587928		11.2578535		10.825421		9.652912		9.85482		12.894643		12.723777		16.014273		14.161561		13.70679		14.211976		15.490323		11.166169		3.10973		3.7278802		82.21676		19.790564		5.4601345		10.458142		57.178898		2.4817348		2.4489365		1.8983555		6.3613605		4.3067408		1.6367893		3.3865547		5.837411		1.3113489		Yes		Yes		Yes		U35_44k_v1_15271		LOC_Os06g08023.1		gb|AAP95024.1| 4e-85  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 7e-84 flavonol synthase/flavanone 3-hydroxylase putative expressed		ATATAATGGAGATTTTGAGCAATGGGTTTTTCAAGAGCCTGGTGCATAGGGTTGTCACCA		4274		AT1G49390.1

		25551		CUST_35920_PI390587928		4.4818807		4.1734047		2.3373435		3.3073788		4.74272		5.0464664		4.946387		4.7858205		5.418737		6.2276006		4.57611		5.333443		1.1981757		1.8315456		6.10099		2.786476		1.9143522		4.153121		4.719933		4.0729227		0.93685627		0.87306166		2.6090434		1.4784417		0.26083946		2.054196		2.2387664		2.0260644		Yes		No		No		U35_44k_v1_25551		-		gb|EAZ16371.1| 9e-07  hypothetical protein OsJ_030580 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g32930.1 4e-08 hypothetical protein		ACACCGGCACGGACATACTATTGTCTTCTTCATCTTTTCAGTTTTATTACTACTCGCCGC		26401		0

		1404		CUST_7742_PI390587928		12.579253		12.609597		13.00986		12.759708		12.225825		12.376227		11.893411		12.000207		12.308904		12.181527		11.967807		12.454713		-1.2775927		-1.1755776		-2.168127		-1.6929055		-1.2061		-1.3454325		-2.0591562		-1.2354149		-0.2703495		-0.23336983		-1.1164494		-0.75950146		-0.3534279		-0.42807007		-1.0420532		-0.30499554		No		Yes		Yes		U35_44k_v1_1404		LOC_Os04g30420.1		gb|AAX81879.1| e-145  quinone reductase [Triticum monococcum]		LOC_Os04g30420.1 1e-136 chloroplastic quinone-oxidoreductase putative expressed		GAGTTGCAAAAAACTGACTAGTCATTTGTGCGTTTGTTTATTGTGGTGATGTCCCTTTAT		3892		AT4G13010.1

		4970		CUST_8956_PI390587928		9.549256		9.573712		10.20647		9.94584		9.241519		9.134234		9.098843		9.316682		9.317355		8.846088		9.039253		9.552826		-1.237765		-1.3561134		-2.154909		-1.5466621		-1.1743815		-1.6559097		-2.2457795		-1.3131338		-0.23190117		-0.43947792		-1.1076269		-0.629158		-0.30773735		-0.72762394		-1.1672163		-0.39301395		No		Yes		Yes		U35_44k_v1_4970		LOC_Os03g43800.2		gb|EAY91147.1| e-130  hypothetical protein OsI_012380 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43800.2 1e-130 always early protein 3 putative expressed		TTCAGAGATGGGAAGTTCAAAGATGCATGGATTTCAAGTAGAAGCTGATTATCCGGAAGG		16575		AT3G05380.2

		12140		CUST_14299_PI390587928		5.6508713		6.2897973		4.5008407		2.1762545		4.9522686		4.957872		1.871507		1.5214305		4.797569		4.656346		3.4916525		1.4814979		-1.6229322		-2.517384		-6.187401		-1.5744239		-1.8066318		-3.1025436		-2.012778		-1.6186113		-0.8533025		-1.3319254		-2.6293335		-0.654824		-0.6986027		-1.6334515		-1.0091882		-0.6947566		Yes		No		No		U35_44k_v1_12140		LOC_Os01g09860.1		gb|EAZ10886.1| 2e-24  hypothetical protein OsJ_000711 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g09860.1 4e-26 ATP binding protein putative expressed		ACACATTTGTCCATGTGCATTTGCTTCAAAGAAGATGATAGCTTCTCAGTGTTGTGATTA		None		0

		46817		CUST_867_PI390587928		6.247862		5.930041		4.2776113		4.7027516		6.1451077		6.1964974		6.090265		5.3784084		6.422178		7.29352		5.978454		4.907831		-1.0738214		1.2028499		3.5128782		1.5973238		1.1284292		2.5730493		3.2509084		1.1527499		0.17431593		0.2664566		1.8126535		0.6756568		-0.102754116		1.3634791		1.7008429		0.20507956		No		Yes		Yes		U35_44k_v1_46817		-		No hits found		No hits found		CAAGAAGTTTGTCCAGTAATCAGTTCGTCAAACAATAATTGAGTGAGCATTATTCTCTGT		47392		0

		3208		CUST_18313_PI390587928		12.691276		12.199338		11.483249		11.262444		12.722569		12.387208		13.072764		13.018289		13.118335		13.135146		12.565057		10.99458		1.0219282		1.1390808		3.009483		3.377241		1.3444902		1.912962		2.1166873		-1.2040232		0.42705917		0.18787003		1.5895157		1.7558451		0.03129387		0.9358082		1.0818081		-0.26786327		No		Yes		Yes		U35_44k_v1_3208		LOC_Os01g71090.1		emb|CAE46330.1| 4e-71  xylanase inhibitor [Hordeum vulgare]		LOC_Os01g71090.1 4e-33 xylanase inhibitor putative expressed		CGGGGGTGTATTCTTAGAGTACTGCATGTGATAAATAAGTTCTTTTGGACATTATAGATA		14679		AT1G03230.1

		21175		CUST_1093_PI390587928		7.7982593		7.5830784		7.948817		7.5033913		7.44157		7.3184924		6.670815		6.788052		7.1813927		6.9583974		7.0445175		7.360424		-1.2804842		-1.2012912		-2.4250286		-1.6418692		-1.5335408		-1.5418699		-1.8716352		-1.1041738		-0.6168666		-0.26458597		-1.2780018		-0.7153392		-0.35668945		-0.624681		-0.90429926		-0.14296722		No		Yes		Yes		U35_44k_v1_21175		LOC_Os03g63554.1		ref|NP_001051925.1| 1e-51  Os03g0852600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63554.1 2e-53 expressed protein		GCCATTGGCGACTTATGATTGAATGATATATTGATTGTATATATGCAAGCGGCTTATGAT		16032		AT3G56830.3

		19848		CUST_25483_PI390587928		3.986086		4.376455		2.830531		2.4072819		3.8874922		4.0939827		6.4625144		5.2832465		4.6407876		5.4270186		5.8294373		3.3412907		-1.0707293		-1.2162772		12.397553		7.340939		1.5742904		2.0713391		7.993938		1.9105775		0.6547017		-0.28247213		3.6319835		2.8759646		-0.09859371		1.0505638		2.9989064		0.93400884		Yes		No		No		U35_44k_v1_19848		LOC_Os03g58110.1		gb|EAY92168.1| 2e-81  hypothetical protein OsI_013401 [Oryza sativa (indica cultivar-group)]		LOC_Os03g58110.1 2e-82 systemin receptor SR160 precursor putative expressed		CCGTGAGAAAAGGGTAAAAATGCACACACTTGGTATATACTGTAATGTTTATTTTTCGGA		29664		AT4G13340.1

		15961		CUST_6440_PI390587928		10.838994		11.129993		11.032443		11.41685		10.9313545		11.350493		12.132739		11.598282		11.070686		11.580826		11.989232		11.718773		1.0661131		1.1651373		2.1439867		1.1340088		1.1742115		1.3668287		1.9409851		1.2327863		0.23169231		0.22049999		1.100296		0.18143177		0.0923605		0.45083237		0.956789		0.3019228		No		Yes		Yes		U35_44k_v1_15961		LOC_Os04g01300.3		ref|NP_001051999.1| e-126  Os04g0103300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g01300.3 1e-128 transmembrane protein 115 putative expressed		AGAAGGACAGGCAATAAACTGGATGTGTTTGGGATCCAGCCCAACATATTTGGTTCGAAA		4575		AT3G07950.1

		16412		CUST_37128_PI390587928		6.475548		5.587767		4.5175624		2.5546536		7.4991374		6.68286		2.243368		1.6806628		6.6808205		5.4295044		3.206672		2.0267518		2.032971		2.1362681		-4.8372746		-1.8327258		1.1529043		-1.1159425		-2.480946		-1.4418309		0.20527267		1.0950928		-2.2741945		-0.8739909		1.0235896		-0.15826273		-1.3108904		-0.5279019		No		Yes		Yes		U35_44k_v1_16412		LOC_Os01g58550.1		gb|EAY76151.1| e-119  hypothetical protein OsI_003998 [Oryza sativa (indica cultivar-group)]		LOC_Os01g58550.1 1e-121 DNA-3-methyladenine glycosylase I putative expressed		CAGCTAGCTTTGCAGTTGCTGCATGCATATGGTTCTCCTTTTCTTTCTTCTCCCAAAAAA		10894		AT5G44680.1

		10585		CUST_14588_PI390587928		10.071235		9.023542		7.5485687		9.489131		10.74677		11.045376		11.565053		11.572921		10.540885		10.978103		11.358037		10.074242		1.5971892		4.0609956		16.183865		4.2391934		1.3847737		3.8759778		14.020523		1.500154		0.46965027		2.0218334		4.0164843		2.0837898		0.6755352		1.9545603		3.8094683		0.58511066		Yes		Yes		Yes		U35_44k_v1_10585		LOC_Os10g04730.1		gb|EAY77642.1| 2e-94  hypothetical protein OsI_031601 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 1e-95 protein kinase putative expressed		TGATCGACCGACCATGTTGGATGTAATTGCAATGCTAAGCAACAAGACCATGATCCTACA		26828		AT4G21390.1

		22703		CUST_23197_PI390587928		5.107406		4.64416		4.62371		6.219078		4.0737		4.3487697		2.6951916		4.8995075		3.822533		3.6571095		2.732193		5.0028863		-2.0472767		-1.2272168		-3.806641		-2.495918		-2.4366064		-1.9821283		-3.710252		-2.3233263		-1.2848732		-0.29539013		-1.9285185		-1.3195705		-1.0337062		-0.9870503		-1.8915172		-1.2161918		Yes		No		No		U35_44k_v1_22703		-		gb|EAZ12525.1| 7e-05  hypothetical protein OsJ_002350 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g40750.1 2e-06 expressed protein		AATACTCAAAGCTGTGCGAGGAGATTATGGCTCTGGGAGATGACGATCATACTCTTTTCC		17448		0

		5243		CUST_3707_PI390587928		10.122425		10.54506		8.807168		10.162838		9.809096		10.985527		10.988449		11.377568		10.04309		10.779758		9.859807		8.644859		-1.2425714		1.3570434		4.535561		2.3209739		-1.0565311		1.1766607		2.0743208		-2.8638952		-0.07933521		0.44046688		2.181281		1.2147303		-0.31332874		0.2346983		1.052639		-1.5179787		No		Yes		Yes		U35_44k_v1_5243		LOC_Os08g33110.1		gb|EAZ44662.1| 4e-05  hypothetical protein OsJ_028145 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33110.1 5e-04 hypothetical protein		CAGTCGACTTTTCTTCTTCCGTTGTAAATATACGAAAATTTAGTTCGTGCATCTACTCAA		11610		0

		49365		CUST_3911_PI390587928		5.821097		6.10113		6.0108542		5.864521		5.5844693		5.915653		4.2787304		4.9603825		5.271052		5.2785687		4.8352685		5.4684396		-1.1782352		-1.1371927		-3.3221653		-1.8714267		-1.4641314		-1.768543		-2.2588458		-1.3159288		-0.550045		-0.18547678		-1.7321239		-0.90413857		-0.23662758		-0.82256126		-1.1755857		-0.39608145		No		Yes		Yes		U35_44k_v1_49365		LOC_Os09g13590.1		dbj|BAD36506.1| 3e-09  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g13590.1 4e-11 hypothetical protein		GCAAGGGTGACTGATGTTGTAAAGTTGGAGGGTGTTAATACGGACTAACGGTGCAAAAAA		51023		0

		25019		CUST_28062_PI390587928		4.915562		5.099508		4.715301		4.3414063		4.2013135		3.7605019		3.1542118		3.1716356		4.055603		3.8213298		2.7827199		3.23238		-1.6406286		-2.5297694		-2.9507656		-2.2497594		-1.814987		-2.425325		-3.8173757		-2.1570003		-0.8599591		-1.339006		-1.5610893		-1.1697707		-0.71424866		-1.278178		-1.9325812		-1.1090264		Yes		No		No		U35_44k_v1_25019		LOC_Os07g41320.1		gb|EAZ27328.1| 3e-35  hypothetical protein OsJ_010811 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g30250.1 4e-37 phytochelatin synthetase-like conserved region family protein expressed		TGACGATGAACAACTATCAGCAGTACCGCCAGATCATGTCGCCTGGATGGACGCTGGGGT		23301		AT5G15630.1

		10764		CUST_23123_PI390587928		1.3963047		1.3887029		1.4197744		1.4265608		1.4881935		2.0638714		3.9347198		1.9758269		1.543189		3.8811505		3.3764448		2.141819		1.0657645		1.5967833		5.7157607		1.4633411		1.1071758		5.6273184		3.881651		1.641777		0.14688432		0.6751685		2.5149455		0.5492661		0.091888785		2.4924476		1.9566704		0.71525824		Yes		Yes		Yes		U35_44k_v1_10764		-		No hits found		No hits found		TTTGTAACAAGCCGTGTGTACGTAACTTTTGGTGGCCGCAATAAAACATGAATCAAAACA		35174		0

		15186		CUST_26152_PI390587928		11.864064		12.171818		10.970637		11.513248		12.593759		12.824222		13.275424		13.054821		12.943721		13.052933		12.778554		11.608291		1.6582878		1.571785		4.9409437		2.9111166		2.113533		1.8417982		3.501363		1.0680966		1.0796566		0.65240383		2.3047867		1.5415726		0.72969437		0.88111496		1.8079166		0.09504223		Yes		Yes		Yes		U35_44k_v1_15186		LOC_Os06g39750.3		gb|EAZ01557.1| 0.0  hypothetical protein OsI_022789 [Oryza sativa (indica cultivar-group)]		LOC_Os06g39750.3 0.0 fatty acid elongase putative expressed		ATTTAGGTGGTACAGAGGGGTGTGATGTCGTGCTGTTCACTATTTATGCCATTGATCAGT		5663		AT2G26640.1

		35090		CUST_12334_PI390587928		3.7220566		3.2569492		3.6021414		4.0976872		2.2881691		2.994706		2.2141225		3.2402802		2.2643178		2.8010647		1.8941492		2.9538963		-2.7017374		-1.1993421		-2.6171904		-1.8117791		-2.7467752		-1.3716234		-3.2670584		-2.2096088		-1.4577389		-0.26224327		-1.3880188		-0.8574071		-1.4338875		-0.45588446		-1.7079922		-1.143791		Yes		No		No		U35_44k_v1_35090		-		ref|XP_382567.1| 1e-85  hypothetical protein FG02391.1 [Gibberella zeae PH-1]		No hits found		GGTCGATGAAATGGGTGCAATTATAGTTAAAATACCTATCAGCGGTAAGTGGTCACTGCT		None		0

		7260		CUST_12091_PI390587928		9.597264		9.7484865		8.660161		10.275914		10.795161		10.91772		11.444085		10.388742		10.915891		11.076278		11.185925		10.645417		2.2940502		2.2489216		6.8872313		1.081346		2.494285		2.5101807		5.7587814		1.2919077		1.3186264		1.1692333		2.783924		0.112828255		1.197897		1.3277912		2.5257635		0.36950302		Yes		Yes		Yes		U35_44k_v1_7260		LOC_Os01g23380.1		gb|EAZ11735.1| 8e-69  hypothetical protein OsJ_001560 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23380.1 2e-70 stripe rust resistance protein Yr10 putative expressed		GCAGAGTGACCCTATATTGAGTTCATGTGAATACCTTTGTTTTGTAAATGACTATTCTGA		17047		0

		11113		CUST_37318_PI390587928		7.941027		7.909781		7.926391		7.8314805		7.4925976		7.617307		6.9236565		7.249232		7.2437463		7.3935165		7.237655		7.7941833		-1.364554		-1.2247386		-2.0037947		-1.497181		-1.6214459		-1.4302471		-1.6118706		-1.0261896		-0.6972809		-0.2924738		-1.0027347		-0.5822487		-0.44842958		-0.51626444		-0.68873596		-0.03729725		No		Yes		Yes		U35_44k_v1_11113		LOC_Os08g01090.2		No hits found		No hits found		TTGATCTGATGTGTGTAATAAAGGAGTGAAGAGTTGTAGTAGTAGTTAGCAAGAGGAAGG		35378		0

		21327		CUST_4257_PI390587928		5.412018		5.8763294		5.9470196		5.5363603		5.007128		5.6745353		4.939133		4.4305844		4.7294827		5.2335563		4.855963		5.238916		-1.323988		-1.1501278		-2.0109627		-2.1521459		-1.6049576		-1.5613275		-2.1302996		-1.2289654		-0.6825352		-0.20179415		-1.0078864		-1.1057758		-0.40489006		-0.64277315		-1.0910563		-0.29744434		No		Yes		Yes		U35_44k_v1_21327		LOC_Os02g04680.2		sp|A2X0Q6|SPL3_ORYSI 7e-63  Squamosa promoter-binding-like protein 3		LOC_Os02g04680.2 1e-64 squamosa promoter-binding-like protein 10 putative expressed		AAAGCATAGAGTATGTGAACTTCACTCTAAGGCTCCCAAAGTTGTTGTCGCTGGTCTGGA		15212		AT5G43270.1

		5073		CUST_6135_PI390587928		6.988795		6.5686975		6.665952		6.781494		6.7090797		6.027554		5.8825073		5.6702156		6.7183456		6.418558		6.0370717		6.6935406		-1.213955		-1.4551253		-1.721236		-2.16037		-1.2061833		-1.1096766		-1.5463645		-1.0628614		-0.27044916		-0.5411434		-0.7834449		-1.1112785		-0.27971506		-0.15013933		-0.6288805		-0.08795357		No		Yes		Yes		U35_44k_v1_5073		LOC_Os01g05140.1		ref|NP_001042006.1| 1e-05  Os01g0144700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g05140.1 3e-07 expressed protein		AAATCTCTTATGGGGGATCTTTATTACTGGCAATTGTGGCATGTGCAGACCCTGCTCTTG		11239		0

		41157		CUST_34783_PI390587928		9.450875		8.474224		8.1146555		8.270443		10.445029		9.998379		10.744992		10.152179		11.081309		10.864373		10.872813		9.7108345		1.9919121		2.8761814		6.191705		3.6851819		3.0960612		5.2421155		6.765318		2.7139452		1.630434		1.5241547		2.6303368		1.8817358		0.994154		2.390149		2.7581577		1.4403915		Yes		Yes		Yes		U35_44k_v1_41157		-		gb|EAZ29457.1| 1e-21  hypothetical protein OsJ_012940 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g01860.1 2e-23 lectin-like protein kinase putative		CGACGAATTCAGTTCGTTTAGTCGAACAAGCAGATATTTGGATTTATGATGTATACTCAA		None		AT5G06740.1

		8977		CUST_7499_PI390587928		2.2848847		2.4050267		1.4454137		4.6031494		2.3262541		4.193628		4.9628015		4.2440248		1.8531332		3.9000986		5.047188		5.2360816		1.0290902		3.4547975		11.450891		-1.2826474		-1.3488702		2.8187819		12.140654		1.5507135		-0.4317515		1.7886012		3.5173879		-0.35912466		0.04136944		1.4950719		3.6017742		0.6329322		Yes		Yes		Yes		U35_44k_v1_8977		LOC_Os08g42670.1		gb|AAQ01786.1| e-111  resistance protein T10rga2-1A [Triticum aestivum]		LOC_Os08g42670.1 1e-73 resistance protein putative expressed		TTGTGATGCTACCGCAAACAATCATCAAGCTTCAGAAGCTACAACATCTCCATGCTGGAT		19481		AT1G59780.1

		1307		CUST_36918_PI390587928		14.5169115		14.587281		14.5649605		13.986012		14.354037		14.239335		13.418739		13.658253		14.28976		13.982076		13.647152		13.941112		-1.1195153		-1.2727474		-2.213334		-1.2550629		-1.1705219		-1.5211954		-1.8892434		-1.0316123		-0.22715187		-0.34794617		-1.1462212		-0.32775974		-0.16287422		-0.60520554		-0.91780853		-0.044900894		No		Yes		Yes		U35_44k_v1_1307		LOC_Os02g52314.1		ref|NP_001048190.1| 2e-78  Os02g0760500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52314.1 3e-80 ER6 protein putative expressed		ATGGTTTTGTATAAATAAAACATTGTTACATGGGGCAAGAGTCCCTGGTTTCCTTGTCAA		7997		AT1G09740.1

		50347		CUST_28442_PI390587928		4.799191		4.734211		4.968672		4.571428		4.4949965		4.5209846		4.5934577		4.6543713		4.2399898		4.318072		3.8132317		4.639955		-1.234729		-1.1592778		-1.297032		1.0591768		-1.4734532		-1.3343519		-2.2275226		1.0486456		-0.55920124		-0.21322632		-0.3752141		0.08294344		-0.30419445		-0.41613913		-1.1554401		0.06852722		No		Yes		Yes		U35_44k_v1_50347		LOC_Os10g04750.1		ref|NP_001046440.1| 9e-34  Os02g0249700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g15160.1 2e-35 F-box domain containing protein expressed		TTTAGCAGCACGCAACTACGGCATAGCATCGGCGGTCGCTTGTGTTTACTCGTCGGAGAC		52443		0

		2774		CUST_1892_PI390587928		6.009762		5.812084		6.5363617		5.67956		6.659636		6.669796		7.6988263		5.964189		6.7632766		7.1375766		7.5857825		5.575254		1.5690314		1.8121618		2.238395		1.2180969		1.6858951		2.506184		2.0696988		-1.0749773		0.75351477		0.8577118		1.1624646		0.28462887		0.6498742		1.3254924		1.0494208		-0.10430622		No		Yes		Yes		U35_44k_v1_2774		LOC_Os07g32380.1		ref|NP_001059736.1| e-141  Os07g0507000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g32380.1 1e-143 protein phosphatase 2C isoform epsilon putative expressed		TCCGGGACCAATTTGATTTGTGAAAATTCGGTGGAACTTCACCGAGCCCATAGCAAAAAA		7911		AT3G15260.2

		1469		CUST_13681_PI390587928		7.9763465		6.1545887		6.918452		5.4710803		7.948726		5.1812935		11.060969		7.36845		8.05458		6.365355		10.1322775		5.1257715		-1.0193294		-1.9633198		17.661274		3.7253342		1.0557244		1.1573027		9.278076		-1.2704228		0.07823324		-0.9732952		4.1425176		1.8973699		-0.027620316		0.21076632		3.2138257		-0.34530878		No		Yes		Yes		U35_44k_v1_1469		LOC_Os03g18130.3		gb|EAY89583.1| 2e-56  hypothetical protein OsI_010816 [Oryza sativa (indica cultivar-group)]		LOC_Os03g18130.3 4e-58 asparagine synthetase putative expressed		GTCCGAGCATGTGGCGGGGGTGATGGATCGCCTGTAGAACAAGAACGTGAATCAAGTGAA		5164		AT3G47340.1

		30095		CUST_38547_PI390587928		3.849871		4.5883384		5.3295035		4.5591645		3.1330242		3.373885		4.1982594		3.832138		3.6177986		3.046318		3.067128		2.6638052		-1.6435857		-2.3205285		-2.1904757		-1.655224		-1.1745209		-2.9120202		-4.7978086		-3.7201462		-0.23207235		-1.2144535		-1.1312442		-0.72702646		-0.7168467		-1.5420203		-2.2623756		-1.8953593		Yes		No		No		U35_44k_v1_30095		-		gb|AAO43263.1| 3e-14  NBS-type putative resistance protein [Triticum aestivum/Thinopyrum intermedium alien addition line]		No hits found		TTTTTTCTGTCTACAGGTAATGAATGGCAGCAGGCAATGGAGAAGTTCCCTCCAGATCAA		29806		0

		27060		CUST_20469_PI390587928		6.6304417		6.9086037		7.4060135		6.684818		6.1240067		6.4544272		5.8186836		6.298898		5.5325046		5.5226555		5.6764684		6.43129		-1.4205356		-1.3700005		-3.004927		-1.3066924		-2.140484		-2.6134367		-3.3162324		-1.1921185		-1.0979371		-0.45417643		-1.5873299		-0.38591957		-0.5064349		-1.3859482		-1.7295451		-0.25352764		Yes		Yes		Yes		U35_44k_v1_27060		LOC_Os04g54830.1		ref|NP_001054040.1| 4e-06  Os04g0640900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g54830.1 1e-07 expressed protein		TAGTTAAAGTTGGTTGCCTTGGGAGCTCAGAAGCAGTTGAGACTTCTAGAAAGTCATTCG		25057		0

		14468		CUST_5104_PI390587928		11.990528		11.486888		11.385213		9.37701		11.44923		10.994255		8.789909		8.164341		11.29892		10.8868475		10.0055895		8.699506		-1.4552811		-1.4070103		-6.043162		-2.3176608		-1.6150831		-1.515759		-2.6020045		-1.5993708		-0.6916084		-0.49263287		-2.5953035		-1.2126694		-0.5412979		-0.60004044		-1.3796234		-0.67750454		Yes		Yes		Yes		U35_44k_v1_14468		LOC_Os10g39840.1		gb|EAZ16868.1| e-120  hypothetical protein OsJ_031077 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39840.1 1e-120 xyloglucan endotransglucosylase/hydrolase protein 32 precursor putative expressed		TTGTGACACGTACTGTTATAAAGTACTTTTAGTAGATTGGCCGTGTGGACCTGTAAAAAA		1616		AT3G44990.1

		16762		CUST_4138_PI390587928		10.2362175		10.1188345		10.052047		10.673629		10.661262		10.857394		11.51583		10.647552		10.756954		11.0076065		11.154056		10.853253		1.3426135		1.6685092		2.7583075		-1.0182397		1.4346876		1.8515995		2.1465337		1.1325891		0.5207367		0.7385597		1.4637833		-0.02607727		0.42504406		0.888772		1.1020088		0.17962456		No		Yes		Yes		U35_44k_v1_16762		LOC_Os10g12620.1		gb|ABN45792.1| 7e-69  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11780.1 7e-36 serine/threonine protein kinase putative expressed		GAAACCTATTAATTTGTATTTCTCCTTGTAACTGCTAAGTACTCCGCATATCTCTTCATC		7062		AT4G23140.1

		50847		CUST_25856_PI390587928		12.9535475		13.182365		14.32565		14.89268		11.805545		12.350545		12.063663		12.658914		10.685104		11.731654		12.135295		14.699211		-2.2160687		-1.77993		-4.796519		-4.7036037		-4.818029		-2.7334278		-4.564179		-1.1435101		-2.268443		-0.8318205		-2.2619877		-2.2337666		-1.1480026		-1.4507113		-2.1903553		-0.19346905		Yes		Yes		Yes		U35_44k_v1_50847		-		No hits found		No hits found		TTAGTCTGCACATAGGGTTTGGTCAAAGTCAAGCTTTGTAAAGTTGGTCTAAAATGATAT		40016		0

		46518		CUST_38091_PI390587928		6.4779344		6.657593		7.39158		6.7105613		5.6690135		5.8488784		6.5537		6.150804		5.23492		5.298255		6.10267		6.3047957		-1.7519006		-1.7516499		-1.7874218		-1.4740212		-2.3669255		-2.5656738		-2.4434335		-1.3247917		-1.2430143		-0.8087144		-0.83788013		-0.55975723		-0.80892086		-1.3593378		-1.2889099		-0.40576553		Yes		No		No		U35_44k_v1_46518		LOC_Os06g49250.3		gb|EAZ02298.1| 4e-53  hypothetical protein OsI_023530 [Oryza sativa (indica cultivar-group)]		LOC_Os06g49250.3 7e-54 peptide transporter PTR2 putative expressed		ATATAATCACCATCATCGTCCTGGTCCCTCTCTACGACCGGGTCTTCGTTCCGGCGGCAA		46734		AT2G02040.1

		4181		CUST_3262_PI390587928		5.118677		4.9003115		4.2250876		5.0418034		4.8441677		4.712087		3.1021512		3.5425415		4.5700746		4.453276		3.733403		4.2643647		-1.2095827		-1.1393605		-2.1778982		-2.8269804		-1.4626683		-1.363236		-1.4060858		-1.714085		-0.5486026		-0.18822432		-1.1229365		-1.4992619		-0.27450943		-0.4470353		-0.49168468		-0.77743864		No		Yes		Yes		U35_44k_v1_4181		LOC_Os12g16650.2		gb|EAZ39774.1| e-100  hypothetical protein OsJ_023257 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g29220.1 1e-102 cyclopropane-fatty-acyl-phospholipid synthase/ oxidoreductase putative expressed		GAAATTTTGGCCCTGGGCTTTGATGACAAGTTCATGCGTATCTGGGAGTACTACCTCATA		15584		AT3G23510.1

		417		CUST_35739_PI390587928		15.23819		15.71949		15.161338		15.472159		14.921189		15.095577		13.978541		14.488445		14.895027		14.74604		14.193015		15.057757		-1.2457378		-1.5410491		-2.270164		-1.9775499		-1.2685343		-1.9635301		-1.9565647		-1.3327461		-0.34316254		-0.6239128		-1.1827965		-0.9837141		-0.3170004		-0.9734497		-0.96832275		-0.414402		No		Yes		Yes		U35_44k_v1_417		LOC_Os05g13940.1		No hits found		No hits found		CATGACTCGGTTGTTCTTTCGTGTATGTACACATGATCTTATTCATTTACATGAATGACA		3585		0

		35658		CUST_21884_PI390587928		7.2485766		8.033086		8.580628		7.9146447		6.7621403		6.854315		7.554199		7.2026234		6.989449		6.583536		7.26813		7.0958886		-1.40098		-2.2638385		-2.0369763		-1.6380976		-1.1967548		-2.7312279		-2.4837132		-1.7638845		-0.25912762		-1.178771		-1.0264292		-0.71202135		-0.48643637		-1.4495497		-1.3124986		-0.8187561		No		Yes		Yes		U35_44k_v1_35658		-		ref|XP_385089.1| e-105  hypothetical protein FG04913.1 [Gibberella zeae PH-1]		LOC_Os01g19220.1 3e-12 beta-D-xylosidase putative expressed		ACTTGGGTCCGCCGCGCGTGTTTGGCTTGGTAGAGATATTATTAGATATCATCCATTAAG		None		0

		45984		CUST_1444_PI390587928		2.4657094		2.185106		2.7588263		2.224848		1.4021019		1.5084876		6.233748		6.568543		1.4112602		1.5120754		1.4289795		1.7072936		-2.0901515		-1.5983889		11.118742		20.304037		-2.076925		-1.5944188		-2.5137596		-1.4315265		-1.0544492		-0.67661846		3.4749217		4.3436947		-1.0636076		-0.6730306		-1.3298467		-0.5175544		No		Yes		Yes		U35_44k_v1_45984		LOC_Os11g04020.1		ref|NP_001065681.1| 2e-32  Os11g0134900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04020.1 3e-34 major facilitator superfamily antiporter putative expressed		AAAGAACGAACAAGACATTGGTGTGTATGCCGGTCTTCTTGGTGCATCATACATGATCGG		45448		AT3G43790.2

		38733		CUST_22058_PI390587928		5.488687		7.134068		4.456494		6.4683785		5.0009027		8.011407		9.156306		8.23173		5.382567		8.40294		7.9170914		3.892725		-1.4022896		1.8369838		25.988697		3.3948596		-1.0763297		2.4097304		11.008893		-5.96141		-0.10612011		0.8773389		4.6998124		1.7633519		-0.4877844		1.2688718		3.4605975		-2.5756536		No		Yes		Yes		U35_44k_v1_38733		LOC_Os12g05440.1		ref|NP_001066166.1| 6e-59  Os12g0150200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05440.1 8e-61 cytochrome P450 94A1 putative expressed		CTGTACATAGGGAAATTATAAGAGCAGAAATTAATGAGAAGGGAAGTCGTTTGTGACGAC		34640		AT2G27690.1

		30160		CUST_23812_PI390587928		7.6081657		8.058162		5.2688756		4.871535		6.9098535		6.905962		3.478727		3.6824427		6.657964		6.6093345		3.909211		4.8494587		-1.6226054		-2.2225251		-3.458505		-2.2800922		-1.9321425		-2.7298605		-2.5662553		-1.0154197		-0.9502015		-1.1521997		-1.7901485		-1.1890922		-0.6983123		-1.4488273		-1.3596647		-0.02207613		Yes		Yes		Yes		U35_44k_v1_30160		LOC_Os03g16780.1		No hits found		LOC_Os03g16780.1 3e-05 protein binding protein putative expressed		CAATGATGGAGCTGGCTGCTGCTACTATTTTTGTAGATTATTTTTCTTATAATTTTGGGG		29920		0

		35053		CUST_18465_PI390587928		5.0806456		4.6444287		5.4348316		5.382198		4.855641		4.6273637		4.4750214		4.7858224		4.6990647		4.370731		4.128076		4.837155		-1.168781		-1.0118989		-1.945054		-1.5119133		-1.3027686		-1.2089025		-2.4738457		-1.4590638		-0.38158083		-0.017065048		-0.95981026		-0.59637547		-0.22500467		-0.27369785		-1.3067555		-0.545043		No		Yes		Yes		U35_44k_v1_35053		LOC_Os03g15010.1		gb|EAY89298.1| 1e-66  hypothetical protein OsI_010531 [Oryza sativa (indica cultivar-group)]		LOC_Os03g15010.1 2e-67 transposon protein putative unclassified expressed		GAGTGGGAGGCCATGGTTGAGCATTATAAGCTCAAAGATAATGAATGGTTCTCTGCACTG		None		AT4G38180.1

		48386		CUST_36163_PI390587928		7.3030376		7.357266		7.059152		7.640964		7.031368		7.230085		5.7785645		6.465956		6.6093307		6.655584		5.953501		7.1429863		-1.2072043		-1.0921576		-2.4293792		-2.257941		-1.6174341		-1.6264		-2.1519594		-1.4122326		-0.693707		-0.12718105		-1.2805877		-1.1750078		-0.27166986		-0.7016821		-1.1056509		-0.49797773		No		Yes		Yes		U35_44k_v1_48386		LOC_Os01g48270.1		ref|NP_001043833.1| 7e-62  Os01g0673500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48270.1 2e-63 katanin p60 ATPase-containing subunit putative expressed		TCAGTACCGCCTTAGATATCTCTAAAGCATATATCTCTAAAGCATGTCTAGAACGTCTTT		50107		AT2G34560.2

		24770		CUST_42275_PI390587928		4.6802588		4.592505		3.2968245		5.126053		4.3166413		3.3681622		2.5499358		2.960474		3.955024		3.6424158		2.3343303		3.7492142		-1.286648		-2.33649		-1.6781697		-4.486464		-1.6531696		-1.9319922		-1.9486759		-2.5969868		-0.72523475		-1.2243428		-0.74688864		-2.1655788		-0.36361742		-0.9500892		-0.96249413		-1.3768387		Yes		No		No		U35_44k_v1_24770		LOC_Os01g54990.1		sp|Q0DGS1|ARFN_ORYSJ 5e-55  Auxin response factor 14		LOC_Os05g43920.1 1e-56 auxin response factor 4 putative expressed		TCTTGCAAGGTCAAGAAATGTCTCAAGCACTTCGCTTCTACCAAGGAAGTGCTTTTGACG		19004		AT2G33860.1

		35173		CUST_18953_PI390587928		6.873014		7.23209		7.2902546		7.0834384		6.767391		6.627933		6.668012		6.271436		6.5895057		6.0216813		6.4827876		6.5583577		-1.0759587		-1.5200902		-1.5392659		-1.7556462		-1.2171512		-2.3140318		-1.7501359		-1.4390141		-0.2835083		-0.604157		-0.62224245		-0.8120022		-0.10562277		-1.2104087		-0.807467		-0.5250807		No		Yes		Yes		U35_44k_v1_35173		-		ref|XP_385321.1| 2e-51  hypothetical protein FG05145.1 [Gibberella zeae PH-1]		No hits found		TAAACACCAAATATGCCCCGTTCCGTCCGTCTCTTCGCTAAATATGCCAATCATAAAAAA		None		0

		36750		CUST_42265_PI390587928		7.9776845		7.773565		7.7888985		8.365781		7.9334435		8.689448		8.9490385		8.475862		8.039616		8.634551		8.508401		7.851402		-1.0311406		1.8867242		2.2347913		1.0792886		1.0438621		1.8162795		1.6466141		-1.4283792		0.061931133		0.91588354		1.16014		0.11008072		-0.04424095		0.86098623		0.71950245		-0.514379		No		Yes		Yes		U35_44k_v1_36750		LOC_Os06g51390.2		gb|EAZ02444.1| 3e-84  hypothetical protein OsI_023676 [Oryza sativa (indica cultivar-group)]		LOC_Os06g51390.2 4e-85 expressed protein		TTTCCATACTTTCAGTAACACCGGCTGGCTTTGCTATGGTGTGATACTGGAGAACTTGCA		32033		AT3G19970.1

		12492		CUST_8659_PI390587928		7.491106		7.656611		8.007609		7.613922		6.916229		7.3504357		6.868613		6.9350257		6.6410613		6.8839717		6.843498		7.3584495		-1.4895507		-1.2364254		-2.202278		-1.6009147		-1.8025568		-1.7083923		-2.240951		-1.1937268		-0.8500447		-0.30617523		-1.1389966		-0.6788964		-0.57487726		-0.7726393		-1.1641111		-0.25547266		No		Yes		Yes		U35_44k_v1_12492		LOC_Os03g08390.1		ref|NP_001049172.1| 6e-58  Os03g0181800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08390.1 1e-59 expressed protein		CTACTGCTGCTGCATCTCTTGTGAAAGGCCTTGGAATTTTTACCGAGATACTGAAATCCA		23815		0

		28511		CUST_19812_PI390587928		5.918682		6.903176		5.626166		4.941651		4.897553		5.663864		2.6548898		2.6870015		5.07292		5.0517235		3.2799742		3.5793352		-2.0295067		-2.3608587		-7.8422956		-4.772183		-1.797214		-3.6086328		-5.084802		-2.570975		-0.84576225		-1.2393117		-2.971276		-2.2546494		-1.0211291		-1.8514524		-2.3461916		-1.3623157		Yes		Yes		Yes		U35_44k_v1_28511		LOC_Os05g50910.2		gb|EAZ35440.1| 1e-40  hypothetical protein OsJ_018923 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50910.2 2e-42 expressed protein		TGGCTTAAATAGCAAAGGGAACTTTGATGTTAGAGGTGAGAGGATCGATGTGAAATGCGA		27446		0

		798		CUST_38135_PI390587928		8.061298		6.7993584		6.074316		5.7716756		8.199559		5.9069877		9.892127		8.209919		9.87253		8.457425		9.060564		5.7066865		1.1005776		-1.8562238		14.101835		5.419814		3.5094175		3.1559334		7.924105		-1.046077		1.8112316		-0.8923707		3.817811		2.4382434		0.13826084		1.6580667		2.986248		-0.06498909		Yes		No		No		U35_44k_v1_798		LOC_Os03g18130.3		gb|AAK49456.1|AF307145_1 0.0  glutamine-dependent asparagine synthetase 1 [Hordeum vulgare subsp. vulgare]		LOC_Os06g15420.1 0.0 asparagine synthetase putative expressed		TGGAAGAATTGAGAAGTGGGTTCTGAGGAAAGCATTTGATGACGAGGAGCAACCATTCCT		2563		AT3G47340.1

		49036		CUST_14925_PI390587928		9.204389		7.528273		8.110168		8.742213		8.315335		7.076613		6.075605		7.790916		8.117515		7.109577		6.615422		8.705835		-1.8519605		-1.3676131		-4.0969877		-1.9336106		-2.1241329		-1.3367187		-2.8181467		-1.0255358		-1.086874		-0.45166016		-2.0345635		-0.9512973		-0.88905334		-0.41869593		-1.4947467		-0.036377907		Yes		No		No		U35_44k_v1_49036		-		No hits found		No hits found		CTGTAAATTTTCCGCCATGATTAAAAGCCATGGAGAAAAATTCCTAGTCTGCTCAAAAAA		36791		0

		44258		CUST_18359_PI390587928		3.7559855		4.5829697		4.6294227		3.8322136		3.0752325		3.4405613		3.4030254		3.1501102		3.0741167		3.385595		2.972316		3.340224		-1.6029762		-2.2074924		-2.3398197		-1.6044773		-1.6042165		-2.2932198		-3.1538339		-1.406383		-0.6818688		-1.1424084		-1.2263973		-0.6821034		-0.680753		-1.1973746		-1.6571066		-0.4919896		Yes		No		No		U35_44k_v1_44258		LOC_Os01g10830.1		gb|EAZ10966.1| 9e-07  hypothetical protein OsJ_000791 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10830.1 1e-08 carnitine racemase like protein putative expressed		TTCGGTCACCTGCTGCTGATCCCCCCAAATGGACATTGCTAACATGTGCACCGTGGAGAG		41852		0

		37631		CUST_40135_PI390587928		7.5647736		7.567784		7.4113154		6.036409		9.011417		8.882744		9.02191		7.516701		9.665797		10.585789		9.1456375		6.4524093		2.725732		2.4879544		3.053776		2.7900527		4.290137		8.100466		3.3272312		1.3342235		2.1010237		1.31496		1.6105943		1.4802923		1.4466438		3.018005		1.7343221		0.41600037		Yes		Yes		Yes		U35_44k_v1_37631		LOC_Os01g10960.1		ref|NP_001042351.1| 7e-23  Os01g0207600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10960.1 2e-24 peptide-N4-asparagine amidase A putative		AGTTGGCGCTGTCACGGCCGCGCTACCGGCGGTCAATCTTCCATAGTTACTTTTAAAAAA		33571		0

		44771		CUST_33982_PI390587928		9.850617		9.865361		10.506318		10.746224		9.788521		9.674952		9.38849		9.871254		9.478871		9.190357		9.520131		10.519544		-1.0439818		-1.1410877		-2.1702006		-1.8339705		-1.2939179		-1.5966012		-1.9809425		-1.1701397		-0.37174606		-0.19040966		-1.1178284		-0.87497044		-0.062096596		-0.675004		-0.986187		-0.22668076		No		Yes		Yes		U35_44k_v1_44771		LOC_Os05g41910.1		gb|EAY98570.1| 3e-43  hypothetical protein OsI_019803 [Oryza sativa (indica cultivar-group)]		LOC_Os05g41910.1 8e-45 expressed protein		GAATAGAGAACTCACGACGCCCTTGTAATCAAATGTAGTATCAGTAGTATTTTTCAATCA		42896		AT1G50660.1

		12683		CUST_10074_PI390587928		6.2247376		6.4448476		6.8641953		7.0308194		6.548161		7.2960877		8.093742		7.0067086		7.0007787		7.6237206		7.7114778		6.4527383		1.2512963		1.804051		2.3449335		-1.0168527		1.7124252		2.2639985		1.7991087		-1.4928623		0.77604103		0.85124016		1.229547		-0.024110794		0.3234234		1.1788731		0.8472824		-0.57808113		No		Yes		Yes		U35_44k_v1_12683		-		gb|EAZ44316.1| 1e-16  hypothetical protein OsJ_027799 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16540.1 3e-18 protein kinase putative expressed		TCCTATCATCTGTACTAGTCCCATTCCTTTCTTTGCTGGTATGTGTGGCCGTGGTGTTAT		24060		0

		28229		CUST_28426_PI390587928		6.7270484		6.7632804		6.3261647		6.827619		7.4857306		7.430984		9.378641		6.8924117		7.1544976		6.126133		8.790749		6.6167808		1.6919445		1.5885425		8.296348		1.0459346		1.3448536		-1.555251		5.519677		-1.1573606		0.42744923		0.6677036		3.0524764		0.06479263		0.75868225		-0.6371474		2.4645839		-0.21083832		Yes		No		No		U35_44k_v1_28229		-		gb|EAZ40358.1| 2e-34  hypothetical protein OsJ_023841 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38250.1 6e-36 protein kinase putative expressed		TAAAAAGACCACACGGTGCCTCGACGGAAATTGTTTGCAAGTTGCGAGAAAATTCTCCTA		26972		AT5G65600.1

		1881		CUST_41534_PI390587928		9.570643		10.511177		10.092386		9.380507		9.210066		9.631935		8.574288		8.063036		8.856498		8.79359		8.821784		8.656865		-1.2839398		-1.8394085		-2.8641317		-2.4922893		-1.6405114		-3.2888596		-2.4126225		-1.6513458		-0.71414566		-0.87924194		-1.5180979		-1.3174715		-0.36057758		-1.7175875		-1.2706022		-0.72364235		Yes		No		No		U35_44k_v1_1881		-		No hits found		No hits found		GCCACCGAAGCAATCCAGATCGAGCACCCCGAGCTCCCGAGAAGAAGCGAGATCCAGATC		6212		0

		13049		CUST_28053_PI390587928		3.0800717		2.7516286		1.3153597		1.319403		1.3072863		1.3098421		3.6297524		5.9969754		1.2974682		1.2995123		2.1705987		1.3058287		-3.4171307		-2.7165706		4.973952		25.591135		-3.4404647		-2.7360914		1.8090584		-1.0094534		-1.7826035		-1.4417865		2.3143926		4.6775723		-1.7727854		-1.4521164		0.85523903		-0.013574362		No		Yes		Yes		U35_44k_v1_13049		LOC_Os11g16260.1		gb|EAZ19043.1| 2e-34  hypothetical protein OsJ_033252 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g42200.1 5e-36 laccase LAC2-1 putative expressed		GATTCTTCATTGTAGCGACGGATGATTCTTACTGCAAAGAGATCTCTATTGTAAAAGATT		40171		AT2G40370.1

		46995		CUST_34437_PI390587928		10.542224		10.437991		10.261082		10.180434		10.827249		10.929043		11.931061		12.070945		9.910239		10.592114		12.02668		11.21524		1.2184311		1.4054691		3.1820998		3.707664		-1.5496955		1.1127452		3.4001498		2.0488372		-0.6319847		0.49105167		1.6699791		1.8905106		0.28502464		0.1541233		1.7655983		1.0348053		Yes		Yes		Yes		U35_44k_v1_46995		-		No hits found		No hits found		AGCATCAGTTGAAATGCTTGGGAAAAAAGGACATTACCTCACCGGAGATGTATGAAAAAA		47744		0

		49170		CUST_41573_PI390587928		7.948156		8.085846		7.189619		8.21915		8.138198		8.757159		8.349178		8.800128		8.379888		8.709302		8.381049		8.437629		1.1407969		1.592522		2.2338917		1.4958633		1.3488517		1.5405612		2.28379		1.1635064		0.4317317		0.6713133		1.1595592		0.5809784		0.19004202		0.623456		1.1914301		0.21847916		No		Yes		Yes		U35_44k_v1_49170		LOC_Os01g54440.1		gb|EAY75812.1| 4e-08  hypothetical protein OsI_003659 [Oryza sativa (indica cultivar-group)]		LOC_Os01g54440.1 8e-10 expressed protein		GGAGGGGCAAGCTTATTAACATGGATAGTTTAGTCGGTTTTTCTCTGATCTATAAGCAAA		32175		0

		44944		CUST_26261_PI390587928		4.7911115		4.0253863		4.5131345		4.9124303		5.2156568		4.67421		5.332693		4.9533024		5.345604		4.6628776		5.8019905		5.719601		1.3421494		1.5678893		1.764866		1.0287355		1.4686519		1.5556216		2.4433424		1.7497767		0.5544925		0.64882374		0.8195586		0.040872097		0.4245453		0.6374912		1.288856		0.80717087		No		Yes		Yes		U35_44k_v1_44944		-		No hits found		No hits found		TTAACTTCATTGCCTAAGCTAAGAATTCAATGGGCCATTGTGCTGATTTTCGGCTGTAAA		43229		0

		15360		CUST_31360_PI390587928		8.048236		7.1199565		6.585743		7.0181565		8.133403		6.6606746		5.122118		6.0222645		8.472466		7.0025215		5.397659		7.3109984		1.0608104		-1.3748573		-2.7580047		-1.9943132		1.3418567		-1.0848044		-2.2784996		1.225051		0.42423058		-0.45928192		-1.463625		-0.99589205		0.08516693		-0.11743498		-1.1880841		0.2928419		No		Yes		Yes		U35_44k_v1_15360		LOC_Os04g35570.2		ref|NP_001052849.1| 3e-37  Os04g0435700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35570.1 6e-39 HECT domain and RCC1-like domain-containing protein 2 putative expressed		GACAGACAACTGATGGTGCTTCGTGATGTTTTCAGCTAAAATTTGGGTGTCACCCTCTGA		3080		AT5G63860.1

		28478		CUST_10295_PI390587928		6.608692		6.1427703		5.717983		4.858474		6.4674296		6.2784863		3.6203282		4.225216		5.8856487		5.920473		4.1139045		4.889524		-1.1028699		1.0986379		-4.28013		-1.5510637		-1.6506605		-1.1665896		-3.0400147		1.0217557		-0.72304344		0.13571596		-2.0976546		-0.63325787		-0.14126253		-0.22229719		-1.6040783		0.031050205		No		Yes		Yes		U35_44k_v1_28478		LOC_Os05g06470.1		ref|NP_001042939.1| 2e-57  Os01g0337600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23590.1 3e-59 expressed protein		TTTTTGGGATCAACTTTTGATGTTTGGACAACTGACAAGCATTCAGGCCTTCAAACTCAA		27360		AT3G06670.1

		23079		CUST_18469_PI390587928		10.191007		10.760451		9.712415		10.92966		9.678321		10.559332		8.431825		9.729755		9.03612		9.686678		8.798691		10.580742		-1.4267037		-1.14959		-2.4293833		-2.2972445		-2.2266676		-2.1049316		-1.8839021		-1.2736051		-1.1548862		-0.20111942		-1.28059		-1.1999044		-0.5126858		-1.0737734		-0.91372395		-0.34891796		No		Yes		Yes		U35_44k_v1_23079		-		dbj|BAD23070.1| 3e-19  transcription factor PCF3-like [Oryza sativa Japonica Group]		No hits found		TTGGGTCTCAATTTCTGTCGGTAGCAACAGCAATGAATTCTTGCTCCTTTTTTCAAAAAA		18216		0

		14243		CUST_10878_PI390587928		14.6536665		14.23705		14.25917		13.395774		14.215259		13.93541		15.781676		15.001823		14.102111		13.904883		15.536336		14.127296		-1.355108		-1.2325451		2.8728979		3.0441713		-1.4656652		-1.2589025		2.4236248		1.6603905		-0.55155563		-0.3016405		1.5225067		1.6060495		-0.4384079		-0.33216667		1.2771664		0.73152256		No		Yes		Yes		U35_44k_v1_14243		LOC_Os02g41630.2		ref|NP_001047481.1| 0.0  Os02g0626100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g41630.2 0.0 phenylalanine ammonia-lyase putative expressed		ATATTGTCGTTGTATTTTGGGGTGAATTATGCTAATACTACGTGGCTTCTTTTTTGCTTG		1803		AT2G37040.1

		18414		CUST_2080_PI390587928		7.332891		7.713587		6.721794		7.2777314		7.5780067		8.119208		8.309257		7.458893		7.6764092		8.213978		8.341807		7.6074452		1.1851878		1.3246595		3.005203		1.1337962		1.2688471		1.4145969		3.0737786		1.256764		0.34351826		0.40562153		1.5874624		0.1811614		0.24511576		0.500391		1.6200132		0.32971382		No		Yes		Yes		U35_44k_v1_18414		LOC_Os01g57073.1		gb|EAY76035.1| 6e-74  hypothetical protein OsI_003882 [Oryza sativa (indica cultivar-group)]		LOC_Os01g57073.1 3e-75 insulin-degrading enzyme putative expressed		CATGTATTTTCAGAACGAATGCACAAGCTTATAGGAATTAAACGACGCATAATACTTTGC		15748		AT2G41790.1

		44992		CUST_26763_PI390587928		1.3484467		1.8208574		1.3554939		1.3666921		1.407753		1.4081153		4.687863		2.4677465		1.3681971		1.4763409		4.8709397		1.3768739		1.0419647		-1.3312137		10.072632		2.1451142		1.013784		-1.2697254		11.435486		1.0070825		0.019750357		-0.41274214		3.3323689		1.1010544		0.059306264		-0.34451652		3.5154457		0.010181785		No		Yes		Yes		U35_44k_v1_44992		LOC_Os01g71670.1		sp|Q02438|E13E_HORVU 1e-37  Glucan endo-1,3-beta-glucosidase GV ((1->3)-beta-glucan endohydrolase GV) ((1->3)-beta-glucanase isoenzyme GV) (Beta-1,3-endoglucanase GV)		LOC_Os01g71810.1 6e-31 glucan endo-13-beta-glucosidase GV putative expressed		CCCAATTAAAAATCGGAGGGCTTGTGAATGCTTTAACTAATTATTTTAAAGAGTCAGGGT		43320		AT3G57270.1

		10417		CUST_16564_PI390587928		9.931386		9.944397		9.906768		10.859596		9.589242		9.766057		11.649818		12.621178		9.616287		10.007598		11.488635		11.878974		-1.267639		-1.1315811		3.3474224		3.390696		-1.2440969		1.0447813		2.9935703		2.0270445		-0.31509876		-0.17833996		1.7430506		1.7615814		-0.342144		0.06320095		1.5818672		1.0193777		No		Yes		Yes		U35_44k_v1_10417		LOC_Os01g51540.1		gb|EAY75583.1| 4e-31  hypothetical protein OsI_003430 [Oryza sativa (indica cultivar-group)]		LOC_Os01g51540.1 3e-32 CDA1 putative expressed		TTGGGACCTACTCCTACTTACCACTTCTTGTGTTCATGTGTGTATTATTACGAGAAAAAA		None		AT2G19570.1

		11317		CUST_2987_PI390587928		4.5434756		4.2272177		5.1755767		4.5015693		4.00309		3.6002064		3.9797885		3.250015		3.5473244		2.9819117		3.6463926		4.1464763		-1.4543613		-1.5443623		-2.2906995		-2.3809779		-1.9946716		-2.3706884		-2.8862257		-1.279068		-0.9961512		-0.6270113		-1.1957881		-1.2515543		-0.5403857		-1.245306		-1.5291841		-0.355093		Yes		Yes		Yes		U35_44k_v1_11317		LOC_Os10g38900.1		gb|EAY88351.1| 2e-92  hypothetical protein OsI_009584 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38900.1 6e-86 angustifolia putative expressed		GTGATCTTGTTTCACTGCATTGTACATTAACAAATGAGACATTGCATATACTTAATGGGG		26396		AT1G01510.1

		46946		CUST_33437_PI390587928		2.3466942		3.0130444		1.4182552		1.7258644		1.7296828		2.9097137		7.9179473		4.504186		1.6761541		2.6491187		6.4384265		2.2425184		-1.5336949		-1.0742506		90.49034		6.860538		-1.5916687		-1.2869229		32.450554		1.4306334		-0.6705401		-0.10333061		6.499692		2.7783217		-0.6170114		-0.3639257		5.020171		0.516654		No		Yes		Yes		U35_44k_v1_46946		-		gb|EAZ06573.1| 2e-10  hypothetical protein OsI_027805 [Oryza sativa (indica cultivar-group)]		LOC_Os06g38340.1 4e-09 receptor-like protein kinase precursor putative expressed		TGGGGTTCTTCAAAATTTTGTTCTACTGCTAATATTCCATCAAGAGGAATACCAATTCAG		47644		0

		36873		CUST_11865_PI390587928		6.3694572		6.2422433		6.3128114		6.822981		6.072365		6.145864		5.450714		5.7375755		5.948912		5.7460113		5.309942		6.5265384		-1.2286657		-1.069087		-1.8176788		-2.1219716		-1.3384331		-1.4105248		-2.003982		-1.2281123		-0.4205451		-0.09637928		-0.86209726		-1.0854053		-0.29709244		-0.49623203		-1.0028696		-0.2964425		No		Yes		Yes		U35_44k_v1_36873		-		No hits found		No hits found		CCTAGGTTGGTTTGTGGGAATTGACATGCATTGTTGTTCCATTTAACTGATTTATTTGAT		32310		0

		6665		CUST_29955_PI390587928		9.059949		8.70629		8.885634		9.080991		9.6040745		9.592177		9.916852		9.098329		9.719786		10.0784445		10.242875		9.174658		1.4581363		1.8479006		2.0437484		1.0120902		1.5799038		2.588568		2.561947		1.0670791		0.65983677		0.88588715		1.0312176		0.0173378		0.54412556		1.3721542		1.3572407		0.09366703		No		Yes		Yes		U35_44k_v1_6665		-		No hits found		No hits found		TGTAAATGACAAGTGATTAGAGTGGATAATCAGGGGCGAAGCCAGGATTTGAATATGGGG		14296		0

		15372		CUST_31326_PI390587928		3.9198825		4.0127153		2.6377316		4.3534408		4.39096		5.1273136		5.2618127		5.0599656		4.955835		5.2509084		5.372061		3.0676634		1.3861445		2.165347		6.1649156		1.6318686		2.0504668		2.3590288		6.6544952		-2.438134		1.0359523		1.1145983		2.6240811		0.70652485		0.47107768		1.238193		2.7343292		-1.2857773		Yes		No		No		U35_44k_v1_15372		LOC_Os10g35840.1		sp|O65796|HEM13_HORVU 0.0  Glutamyl-tRNA reductase 3, chloroplast precursor (GluTR)		LOC_Os10g35840.1 0.0 glutamyl-tRNA reductase chloroplast precursor putative expressed		TGATTCAAATGAATGACAAAGGAAAAAAGAAGGATGGATTTTCCCTTTGGTTTGAGTTCC		3147		AT1G58290.1

		3050		CUST_33566_PI390587928		12.01504		11.8880205		11.630908		11.435664		11.622665		11.68935		10.757927		10.358147		11.38281		11.458056		11.0056925		11.146886		-1.3125523		-1.1476402		-1.8314433		-2.1104016		-1.5499598		-1.3472		-1.5424412		-1.2216054		-0.63223076		-0.19867039		-0.8729811		-1.0775175		-0.392375		-0.42996407		-0.62521553		-0.2887783		No		Yes		Yes		U35_44k_v1_3050		LOC_Os12g15470.3		sp|P07519|CBP1_HORVU 0.0  Serine carboxypeptidase 1 precursor (Serine carboxypeptidase I) (Carboxypeptidase C) (CP-MI) [Contains: Serine carboxypeptidase 1 chain A (Serine carboxypeptidase I chain A); Serine carboxypeptidase 1 chain B (Serine carboxypeptidase I chain B)]		LOC_Os12g15470.2 0.0 serine carboxypeptidase 1 precursor putative expressed		TTGTCCACTATGCGATCATGACTTCTGAATTTCAGTTGATATGGAGAGTATTTCGTACCC		6897		AT4G12910.1

		9563		CUST_33057_PI390587928		5.5782566		6.0566278		6.6635566		5.759247		5.2106786		5.1014104		5.601631		5.0521464		4.792811		4.3012443		5.251227		5.0499516		-1.2901851		-1.9388717		-2.0877159		-1.6325197		-1.7236247		-3.3761606		-2.6616662		-1.6350052		-0.7854457		-0.95521736		-1.0619254		-0.7071004		-0.36757803		-1.7553835		-1.4123297		-0.7092953		Yes		No		No		U35_44k_v1_9563		LOC_Os01g47550.1		gb|EAY75284.1| 7e-79  hypothetical protein OsI_003131 [Oryza sativa (indica cultivar-group)]		LOC_Os01g47550.1 2e-80 ribokinase putative expressed		TCGAGCACTGTTGGCCTTGGGTAGACACCCCTGTTGACTCCGCCGTTTTCTCAACTCAAC		30210		AT1G17160.2

		22678		CUST_37742_PI390587928		9.082264		9.069554		9.392052		9.575509		9.007057		8.838479		8.341927		8.875651		8.927327		8.518471		8.614498		9.53859		-1.053512		-1.1737094		-2.0707095		-1.6243446		-1.1133728		-1.4651858		-1.7142215		-1.0259203		-0.15493679		-0.23107529		-1.0501251		-0.6998577		-0.07520676		-0.55108356		-0.77755356		-0.03691864		No		Yes		Yes		U35_44k_v1_22678		LOC_Os02g45070.2		gb|EAZ31663.1| 4e-97  hypothetical protein OsJ_015146 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g47870.2 8e-99 PINHEAD protein putative expressed		TGTCCAGATTTGCAGTGCCTGACGATTCCAATGTAATGCTACGACCCTGGTATATTTTCC		17701		AT1G48410.2

		20231		CUST_8365_PI390587928		8.485002		8.370542		8.707389		8.958837		7.951284		7.860331		7.536186		8.151204		7.8222594		7.680616		7.3559036		8.610597		-1.4476548		-1.424258		-2.2519934		-1.7503366		-1.5830888		-1.6132004		-2.5517468		-1.2730066		-0.66274214		-0.5102105		-1.1712027		-0.80763245		-0.53371763		-0.6899257		-1.3514853		-0.3482399		No		Yes		Yes		U35_44k_v1_20231		LOC_Os02g44704.2		ref|NP_001047678.1| 6e-35  Os02g0667000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g44704.2 1e-36 complex 1 protein containing protein expressed		ATTTAGTAGCCTAATGGGTGTTTTCTGTGTGTGGTGTATTTGTGTTCATTGGATTGAAGT		12647		AT1G76065.1

		38196		CUST_22612_PI390587928		9.905769		9.892555		10.484633		10.131257		9.885961		9.652207		9.843201		9.86062		9.706165		9.498612		9.455647		9.748223		-1.013825		-1.1812775		-1.5598775		-1.2063408		-1.1483831		-1.3139795		-2.0405896		-1.3040812		-0.19960403		-0.24034786		-0.64143276		-0.2706375		-0.01980877		-0.39394283		-1.028986		-0.38303375		No		Yes		Yes		U35_44k_v1_38196		LOC_Os08g03390.2		gb|EAZ05459.1| 1e-38  hypothetical protein OsI_026691 [Oryza sativa (indica cultivar-group)]		LOC_Os08g03390.2 2e-40 pre-mRNA-splicing factor SLU7 putative expressed		CAAAGTATCTTCTGAATCTTGATGTGAACTCTGCGTATTATGATCCGAAAACCCGCTCCA		34058		AT1G65660.1

		2894		CUST_31692_PI390587928		11.618905		10.741757		10.398696		11.175297		12.695156		12.420494		12.225163		11.927218		12.562367		12.921351		12.042933		10.994625		2.1085496		3.201475		3.546676		1.6840345		1.9231381		4.5302606		3.1258261		-1.1334114		0.9434624		1.6787367		1.8264675		0.75192165		1.076251		2.179594		1.6442375		-0.18067169		Yes		No		No		U35_44k_v1_2894		LOC_Os09g17630.1		gb|EAZ08713.1| 0.0  hypothetical protein OsI_029945 [Oryza sativa (indica cultivar-group)]		LOC_Os09g17630.1 0.0 receptor-like protein kinase 2 putative expressed		AAGGATTGTGCACCGAGATATCAAGGCTAGCAATATACTGCTTGACAAAGATTTGGATGC		10292		AT1G07650.1

		6736		CUST_41954_PI390587928		9.178527		9.716792		8.719108		9.006007		9.363208		9.9759245		9.824243		9.219838		9.514493		9.930755		9.719902		9.149329		1.1365656		1.1967587		2.15119		1.1597637		1.2622224		1.1598696		2.0011015		1.1044453		0.3359661		0.2591324		1.105135		0.21383095		0.18468094		0.21396255		1.0007944		0.14332199		No		Yes		Yes		U35_44k_v1_6736		LOC_Os12g43670.1		ref|NP_001067350.1| 2e-61  Os12g0633200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g43670.1 5e-63 erg28 like protein expressed		TCTCGTCATATAACCCAAGGGGGATGCGTGAATATATTGGAAACACTTCAATATGCCAAA		15794		AT1G10030.1

		14570		CUST_6665_PI390587928		12.274243		12.237647		12.325432		13.482601		13.248073		13.469764		15.374825		13.670918		13.598667		13.974163		14.950372		13.676375		1.9640467		2.349114		8.278634		1.139434		2.5043285		3.3322947		6.1685863		1.143752		1.3244238		1.2321167		3.0493927		0.1883173		0.97382927		1.736516		2.62494		0.19377422		Yes		Yes		Yes		U35_44k_v1_14570		LOC_Os06g04620.1		dbj|BAD68653.1| 0.0  putative root cap-specific protein [Oryza sativa Japonica Group]		LOC_Os06g04620.1 0.0 GDP-mannose 46 dehydratase 2 putative expressed		GCAGTTTGATCCTACAGTACCGTTGATTAAGTTACTATGTGACGTACTTTTATCATATGA		631		AT3G51160.1

		50935		CUST_10049_PI390587928		12.422668		11.838145		12.332786		13.211895		14.338315		14.426651		17.275898		15.216644		14.72459		15.068906		16.412367		14.89196		3.7728286		6.014754		30.762745		4.0131893		4.9311423		9.387628		16.907381		3.2044241		2.3019218		2.5885057		4.9431124		2.0047493		1.9156466		3.2307606		4.0795813		1.6800652		Yes		Yes		Yes		U35_44k_v1_50935		LOC_Os08g09040.1		emb|CAA63659.1| e-115  oxalate oxidase-like protein or germin-like protein [Hordeum vulgare subsp. vulgare]		LOC_Os08g08990.1 1e-98 germin-like protein subfamily 1 member 11 precursor putative expressed		GACACGTGCGTAAATTAAGGGCATGATTGAGTTCCTAGATATGCATCCTAATTTATAAAA		3154		AT5G39110.1

		43370		CUST_5448_PI390587928		13.5916605		12.812698		11.032369		11.058452		13.525517		13.658933		12.474763		11.674889		13.514867		14.013478		12.45995		11.637958		-1.0469141		1.7978022		2.7177153		1.5330843		-1.0546715		2.298639		2.6899545		1.4943374		-0.07679367		0.8462343		1.4423943		0.61643696		-0.066143036		1.2007799		1.4275818		0.5795059		No		Yes		Yes		U35_44k_v1_43370		LOC_Os05g39240.1		ref|NP_001055801.1| 1e-18  Os05g0468700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g39240.1 3e-20 ammonium transporter 2 putative expressed		GCACGCAGTATTGTTTTTCCATACAACCTGGCCCCCGATTGAATGGAGGTTGTTAAAAAA		39954		0

		3391		CUST_14393_PI390587928		11.122898		11.138904		10.969068		10.678058		10.72922		10.908707		9.944304		10.258197		10.424218		10.528737		10.09212		10.422933		-1.3137381		-1.1729951		-2.0346253		-1.3377985		-1.623019		-1.5264354		-1.8364854		-1.1934391		-0.6986799		-0.23019695		-1.0247631		-0.41986084		-0.3936777		-0.61016655		-0.8769474		-0.25512505		No		Yes		Yes		U35_44k_v1_3391		LOC_Os09g36190.2		ref|NP_001063757.1| 0.0  Os09g0531900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36190.2 0.0 transferase transferring glycosyl groups putative expressed		GGAGTGATGGTAATTGTAAGAATTACATTATCTTGCTGTTGATCGGATGATTAAGTGGTA		7832		AT3G61130.1

		23485		CUST_20906_PI390587928		6.426432		6.918843		7.203299		6.572025		6.3815007		6.5291934		5.9670053		6.146368		5.789739		5.9769254		5.832845		6.2152314		-1.0316341		-1.310075		-2.3559253		-1.3431839		-1.5547612		-1.9210798		-2.5855188		-1.2805765		-0.636693		-0.3896494		-1.2362938		-0.4256568		-0.04493141		-0.9419174		-1.3704538		-0.3567934		No		Yes		Yes		U35_44k_v1_23485		-		gb|EAZ04028.1| 6e-11  hypothetical protein OsI_025260 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37760.1 5e-06 DNA binding protein putative expressed		TACGTATAGAAATGCACATTCCTGACTACGCTGATGATGGGCTCTTGTGGTAGAGTTCTC		20365		0

		50833		CUST_25900_PI390587928		6.6459928		7.2413535		6.1829886		5.907534		5.8691845		6.148695		3.532077		3.232274		5.6096096		5.086967		3.8119755		3.8413622		-1.7133362		-2.1326668		-6.28064		-6.3875384		-2.051079		-4.451793		-5.173043		-4.18774		-1.0363832		-1.0926585		-2.6509116		-2.67526		-0.77680826		-2.1543865		-2.3710132		-2.066172		Yes		No		No		U35_44k_v1_50833		-		No hits found		No hits found		CGCGTAAGTCGAAAGTAGGGTTGCATTTAAAAGAGATTTATCTTTCAAACAGTTATCTCA		None		0

		7888		CUST_39863_PI390587928		8.335862		8.899647		9.124204		8.257458		7.6460767		8.262681		7.005396		6.517273		6.9069533		7.582009		7.7369905		7.9506717		-1.6130437		-1.5550551		-4.3433485		-3.3407795		-2.69243		-2.4925768		-2.6157293		-1.2369491		-1.4289088		-0.63696575		-2.1188078		-1.7401848		-0.6897855		-1.3176379		-1.3872132		-0.30678606		Yes		Yes		Yes		U35_44k_v1_7888		LOC_Os04g45580.1		gb|AAK91822.1|AF272759_1 1e-36  kinesin heavy chain [Zea mays]		LOC_Os04g45580.1 6e-38 kinesin heavy chain putative expressed		TTCGTCTGTTTCCAAAGACATAGTAGTACAGAACAAGTTTACATACGTGCAATTTCTGAA		17486		AT5G42490.1

		16654		CUST_1295_PI390587928		12.2872925		12.118607		12.047948		12.549537		12.447026		12.493744		13.22301		12.8937025		12.622101		12.610298		13.018268		12.779027		1.1170809		1.296963		2.2580261		1.2694168		1.2612098		1.4060925		1.9592748		1.1724206		0.33480835		0.37513733		1.1750622		0.3441658		0.15973377		0.4916916		0.97031975		0.22949028		No		Yes		Yes		U35_44k_v1_16654		LOC_Os04g44870.1		ref|NP_001053394.1| 9e-63  Os04g0531100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44870.1 2e-64 elicitor-responsive protein 3 putative expressed		CCCCACTTGTATGAAGTATTAGCCCTCTTTAATGTTCACTAAACTGATTTGCAACAAAAA		5942		AT1G63220.1

		33291		CUST_27159_PI390587928		5.1052966		5.712017		4.76495		4.442082		4.917623		5.4207864		2.5253193		2.3486383		3.8827553		3.7036207		2.6441286		2.547721		-1.1389257		-1.2236837		-4.7227607		-4.2676554		-2.3335743		-4.0233474		-4.349415		-3.717573		-1.2225413		-0.29123068		-2.2396305		-2.0934436		-0.18767357		-2.0083964		-2.1208212		-1.894361		Yes		No		No		U35_44k_v1_33291		LOC_Os01g58640.1		gb|EAZ13847.1| 9e-18  hypothetical protein OsJ_003672 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58640.1 1e-19 nucleotide pyrophosphatase/phosphodiesterase putative expressed		AGTGTATAGCTTTTTATAGCCGTGTATGGTTACTGTAAGATTTATATCGAAATGCGTTCC		None		0

		47686		CUST_21797_PI390587928		5.296363		5.0062203		5.520781		6.3147655		5.0333047		4.4820704		4.2139125		5.057751		4.402452		3.5394013		3.9944456		6.017306		-1.2000198		-1.4380859		-2.4740396		-2.390006		-1.8582065		-2.7641177		-2.8805325		-1.2289784		-0.8939109		-0.5241499		-1.3068686		-1.2570143		-0.2630582		-1.466819		-1.5263355		-0.2974596		Yes		Yes		Yes		U35_44k_v1_47686		LOC_Os04g58880.1		gb|EAZ32479.1| 5e-06  hypothetical protein OsJ_015962 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58880.1 1e-07 protein binding protein putative expressed		CAAACCAATTTTGATTCTGGCCTTCCATCAGCACCAGGCATAGCGGCACAGTGGGATTGT		48962		0

		21385		CUST_9241_PI390587928		10.37271		10.658147		9.568798		10.030519		9.854622		10.36969		8.549796		9.359219		9.588643		9.763756		8.921355		9.873376		-1.4320564		-1.2213333		-2.0265164		-1.5925072		-1.7219785		-1.8588251		-1.5663893		-1.1150764		-0.78406715		-0.28845692		-1.019002		-0.67129993		-0.51808834		-0.89439106		-0.6474428		-0.15714264		No		Yes		Yes		U35_44k_v1_21385		LOC_Os03g29960.1		ref|NP_001050357.1| 2e-19  Os03g0412900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29960.1 4e-21 expressed protein		TGTACTGTAAGGCTTGTTGTGTCGACCTTGTTTAGCTTGAAGAGTGTTGGGCTCAAAAAA		16661		0

		26156		CUST_35508_PI390587928		3.5237615		3.5588782		4.417734		3.5747902		3.1874564		3.28427		2.8712037		2.5892315		2.5811307		3.0248947		3.5788372		2.875763		-1.262519		-1.2096654		-2.921138		-1.98008		-1.9220299		-1.4479216		-1.7886821		-1.6234099		-0.94263077		-0.27460814		-1.5465305		-0.98555875		-0.33630514		-0.53398347		-0.838897		-0.6990273		No		Yes		Yes		U35_44k_v1_26156		LOC_Os05g39220.1		gb|EAY76379.1| 2e-32  hypothetical protein OsI_004226 [Oryza sativa (indica cultivar-group)]		LOC_Os01g61570.1 7e-34 anther-specific proline-rich protein APG precursor putative expressed		GTGGTCGGCCCCGTAACTTCTGCGTTCTCATTTGCCAAAAATGGGGCCTATGCCAACGCT		None		AT2G40250.1

		18776		CUST_15025_PI390587928		4.9412594		6.365799		3.9569519		4.3094115		4.6347632		5.3771133		4.764771		5.207327		5.5444875		7.2178383		5.794802		5.119183		-1.2367005		-1.9843763		1.7505631		1.8633715		1.5191119		1.8050507		3.5747697		1.7529339		0.6032281		-0.9886856		0.8078191		0.89791536		-0.30649614		0.85203934		1.8378503		0.80977154		Yes		No		No		U35_44k_v1_18776		LOC_Os07g48710.1		gb|EAZ41141.1| 3e-17  hypothetical protein OsJ_024624 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48710.1 5e-19 VQ motif family protein expressed		CAAAACATTGGCCTTTGTTTGGATGAAGCCATGAAGGTTTCTTTAGCAAAACGGCAAAAC		12288		0

		21435		CUST_6272_PI390587928		9.054545		8.875839		9.745028		9.421247		9.204812		8.835237		11.617874		9.92981		8.929924		9.601096		10.850125		9.7303095		1.1097746		-1.0285434		3.6625452		1.4226325		-1.0902216		1.653195		2.1511345		1.2389028		-0.12462139		-0.040602684		1.8728466		0.50856304		0.15026665		0.7252569		1.1050978		0.30906296		No		Yes		Yes		U35_44k_v1_21435		LOC_Os08g34280.1		gb|AAN71760.1| 5e-79  cinnamoyl CoA reductase [Hordeum vulgare]		LOC_Os08g34280.1 3e-78 dihydroflavonol-4-reductase putative expressed		TGCTGGAGCGACCTCGAGTTCTGCAAGAAGACCAAGAACTGGTACTGCTATGGGAAGGCG		15235		AT1G15950.2

		38836		CUST_21135_PI390587928		3.708332		2.7965505		4.1877804		4.20608		3.2555084		3.2184932		2.0000565		3.1497667		2.8563502		2.5564444		2.1576653		3.644389		-1.3687165		1.3397304		-4.5558615		-2.0796103		-1.8049787		-1.1810795		-4.0843744		-1.4759983		-0.8519819		0.4219427		-2.1877239		-1.0563133		-0.45282364		-0.2401061		-2.0301151		-0.56169105		No		Yes		Yes		U35_44k_v1_38836		LOC_Os08g39120.1		ref|NP_001062157.1| 9e-25  Os08g0500500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39120.1 2e-26 expressed protein		CTTTATGATCTGCCTGAGTTAAAGGACTTACTGTCTCTGGAGACGTGGAACTCATGTCTA		34779		AT1G02290.1

		46814		CUST_872_PI390587928		3.652682		3.9056218		2.6174557		2.965519		4.835954		6.0682297		7.0004106		5.3483634		5.954966		7.1865005		6.516094		4.0112424		2.2709124		4.4772344		20.864155		5.2156405		4.93238		9.719478		14.914446		2.0644014		2.302284		2.162608		4.3829546		2.3828444		1.1832721		3.2808788		3.8986385		1.0457234		Yes		Yes		Yes		U35_44k_v1_46814		LOC_Os10g33040.1		gb|EAZ16377.1| 1e-51  hypothetical protein OsJ_030586 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33040.1 4e-53 receptor-like protein kinase precursor putative expressed		TCAATACCACCAGGGTTTTCTAGCATGACAAGCCTTGATACAGTCGATTTCTCTTACAAT		47388		AT5G63930.1

		21203		CUST_21416_PI390587928		10.965439		10.771731		10.179115		11.140781		11.995191		12.462288		12.7872095		12.234115		12.651577		12.816035		12.538968		10.507819		2.041673		3.227812		6.096977		2.1336644		3.2179415		4.124742		5.1331797		-1.5507458		1.6861382		1.6905565		2.6080942		1.0933332		1.0297518		2.044304		2.3598528		-0.6329622		Yes		Yes		Yes		U35_44k_v1_21203		LOC_Os09g23570.1		gb|EAZ09034.1| 4e-64  hypothetical protein OsI_030266 [Oryza sativa (indica cultivar-group)]		LOC_Os09g23570.1 8e-66 receptor kinase putative expressed		CGACATGTTCATAGAATCTGTTTACTTCGTTGTTTTCCTGCGAATTCTTTGATGAATTCA		24185		AT3G17840.1

		46962		CUST_34506_PI390587928		5.038284		5.365392		5.747007		5.190655		4.7919097		4.797731		4.7913175		4.6965404		5.1275287		4.409088		4.6701493		5.1900115		-1.1862221		-1.482119		-1.9395063		-1.4084563		1.0638132		-1.9403328		-2.1094363		-1.0004463		0.08924484		-0.5676613		-0.95568943		-0.49411488		-0.24637413		-0.9563041		-1.0768576		-6.44E-04		No		Yes		Yes		U35_44k_v1_46962		LOC_Os03g11420.1		gb|EAZ26041.1| 2e-77  hypothetical protein OsJ_009524 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11420.1 3e-79 non-cyanogenic beta-glucosidase precursor putative expressed		AGCTCCAGCTGAGGTTGAGCTACTAGCTGTTGGTTTCTGCTTGTGTGCATGGGGGGACTC		47680		AT1G26560.1

		30709		CUST_37120_PI390587928		5.971536		5.023018		6.0842795		5.9208436		6.0591455		4.984903		5.3213344		4.841812		6.037246		6.026504		5.3326797		5.856247		1.0626079		-1.0267714		-1.6969513		-2.1126173		1.0466		2.0048387		-1.6836588		-1.0457925		0.06571007		-0.038115025		-0.7629452		-1.0790315		0.08760929		1.0034862		-0.7515998		-0.06459665		No		Yes		Yes		U35_44k_v1_30709		LOC_Os01g07750.1		dbj|BAD34222.1| 0.0  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g37580.1 0.0 retrotransposon protein putative unclassified		TAATCGTCGATATGTAAAAACTCCTTGCAAACAGAGCAGAGGCTGTTTGGGATGCTGTGA		30741		0

		14554		CUST_6727_PI390587928		11.797473		11.669709		8.958595		10.0051565		11.355298		11.539177		9.851143		10.604868		11.152268		11.256803		10.237083		10.325896		-1.358651		-1.0946975		1.8564515		1.5154134		-1.563961		-1.3313655		2.4258463		1.2489707		-0.64520454		-0.13053226		0.8925476		0.5997114		-0.4421749		-0.41290665		1.2784882		0.32073975		No		Yes		Yes		U35_44k_v1_14554		LOC_Os09g27030.3		sp|P05167|ALEU_HORVU 0.0  Thiol protease aleurain precursor		LOC_Os09g27030.3 1e-165 thiol protease aleurain precursor putative expressed		CATCCTGCTGTATACTTAGGCCTCATTCCGTTTACATGATTTCGAAATCAAAGAATAGAA		86		AT5G60360.1

		47919		CUST_33358_PI390587928		12.568158		12.629865		12.849784		13.103381		12.843598		13.082959		13.89585		13.399922		12.930196		13.092286		13.474347		13.271825		1.2103634		1.3689735		2.064892		1.2281964		1.2852399		1.3778524		1.541744		1.1238455		0.36203766		0.45309448		1.0460663		0.2965412		0.27544022		0.46242142		0.6245632		0.16844368		No		Yes		Yes		U35_44k_v1_47919		-		ref|NP_001055600.1| 2e-06  Os05g0426200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g35170.3 5e-08 NAC domain-containing protein 78 putative expressed		CCACCGTAGATCTTTCTGTAATAACTTGATGACAACTTCGTAGCTTAAGTCCATCTTTTA		49487		0

		7684		CUST_11062_PI390587928		5.706202		5.9696364		4.807112		6.8612456		5.551269		6.9294763		9.081761		9.691216		5.677936		6.6892166		9.019195		8.535023		-1.11337		1.9450939		19.355198		7.1105976		-1.0197856		1.6467028		18.533743		3.190488		-0.028265953		0.9598398		4.274649		2.8299708		-0.15493298		0.7195802		4.2120824		1.6737771		Yes		Yes		Yes		U35_44k_v1_7684		LOC_Os01g72250.1		gb|AAF61489.1|AF210322_1 4e-88  UMP synthase [Oryza sativa]		LOC_Os01g72240.1 8e-90 uridine 5-monophosphate synthase putative expressed		TACCAATGAACATTGTATGAAAAAAGAATCCAAGCATAATTGGAGGGACTTGAAGTTGCT		16393		AT3G54470.1

		19816		CUST_7050_PI390587928		10.720885		12.169205		11.913166		10.733644		10.113034		11.270301		10.58605		9.943278		9.789066		10.64326		10.841012		10.558891		-1.5239874		-1.8646487		-2.5090063		-1.7295122		-1.9076797		-2.8797522		-2.1025703		-1.1287706		-0.93181896		-0.89890385		-1.327116		-0.7903652		-0.607851		-1.5259447		-1.072154		-0.17475224		No		Yes		Yes		U35_44k_v1_19816		LOC_Os03g11330.1		gb|ABF94604.1| 2e-89  Glycosyl transferase family 8 protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11330.1 4e-91 transferase transferring glycosyl groups putative expressed		GATGACATTGCTGTGATTACCTACAGGATATTGTTACAACTGAGAAATGTGCAGATATTA		13208		AT5G15470.1

		11075		CUST_30221_PI390587928		6.6727486		6.768288		6.4123597		6.333158		5.9218497		5.7965074		4.546665		4.5928426		5.4393935		5.4766803		3.977094		6.3663716		-1.682841		-1.96126		-3.6444333		-3.341082		-2.3511312		-2.4480073		-5.4086394		1.023289		-1.233355		-0.9717808		-1.8656945		-1.7403154		-0.75089884		-1.2916079		-2.4352658		0.033213615		Yes		No		No		U35_44k_v1_11075		LOC_Os03g41110.1		ref|NP_001067138.1| 1e-11  Os12g0581900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39220.1 4e-13 zinc finger protein 7 putative expressed		TTTGCGTAATTGCATGCAGGATCGGGACATCGAGCAGATGGAAGAGGCGGTGAGCGTGAG		47091		0

		41390		CUST_2599_PI390587928		7.096905		6.948651		7.6160164		6.206919		6.590843		6.9263034		5.788733		5.207655		6.465791		6.7252707		6.1813216		5.8977227		-1.4201684		-1.0156107		-3.5486822		-1.9989803		-1.5487604		-1.1674657		-2.7032497		-1.2390174		-0.631114		-0.02234745		-1.8272834		-0.99926424		-0.50606203		-0.22338009		-1.4346948		-0.30919647		No		Yes		Yes		U35_44k_v1_41390		-		No hits found		No hits found		CCCATGTTATGTCAGCTTTGATTCAGTTGCAATTGAGTTTGTGTTGTTATCAAGGAAGAA		20547		0

		3480		CUST_15213_PI390587928		11.326675		11.040547		10.032483		9.316783		10.777634		10.48115		7.9621263		7.8976083		10.579594		10.159144		8.452919		8.925657		-1.4631135		-1.4736539		-4.1999054		-2.6743248		-1.6783944		-1.8421658		-2.9887953		-1.3114163		-0.74708176		-0.5593977		-2.0703568		-1.4191747		-0.54904175		-0.88140297		-1.5795641		-0.39112568		Yes		Yes		Yes		U35_44k_v1_3480		LOC_Os06g03970.1		dbj|BAD44800.1| 0.0  putative transmembrane protein kinase [Oryza sativa Japonica Group]		LOC_Os06g03970.1 0.0 receptor-like protein kinase 5 precursor putative expressed		GTAAATGCGTGTCCTGGTGCTGAATCAAATTTTTTGACGGTATTTATGAGTTTGCTTGCC		14733		AT5G62230.1

		8591		CUST_18733_PI390587928		9.730681		9.863356		11.13189		10.655463		9.949589		9.916438		9.7505		10.251066		9.258484		9.251029		10.418107		10.6497345		1.1638517		1.0374793		-2.6051936		-1.3235356		-1.3872209		-1.5287225		-1.6400994		-1.0039787		-0.47219753		0.053082466		-1.3813906		-0.404397		0.21890736		-0.6123266		-0.71378326		-0.0057287216		No		Yes		Yes		U35_44k_v1_8591		LOC_Os01g13480.1		gb|EAZ11179.1| 2e-23  hypothetical protein OsJ_001004 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g13480.1 5e-25 electron transporter/ thiol-disulfide exchange intermediate putative expressed		AGGCCCTTGAAGACATCAAGCCTACGCTCGACTCCAAGCAAACGGCGGACCCCAAGCCTG		23751		0

		14181		CUST_35496_PI390587928		6.945301		7.175016		6.741714		7.7727895		7.394545		8.863982		9.969196		8.468301		8.020545		8.653538		9.115073		6.685465		1.3653246		3.224256		9.36632		1.6194583		2.1070783		2.7866306		5.181462		-2.1247964		1.075244		1.6889663		3.2274823		0.69551134		0.44924402		1.4785218		2.3733592		-1.0873246		Yes		Yes		Yes		U35_44k_v1_14181		LOC_Os12g41110.1		ref|NP_001067215.1| 1e-56  Os12g0603800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41110.1 2e-58 calmodulin putative expressed		TCCGTTACTGTTGCTACTTGGAAAAGCTAGATTAAGCCAATAACTGAACGTGGTGCAGAG		None		AT3G22930.1

		18271		CUST_17406_PI390587928		3.8812597		3.354873		1.3072916		3.8540688		3.1208382		3.2105706		4.3094635		3.8166199		3.8720248		3.9851646		4.141578		3.2538853		-1.6939855		-1.1051961		8.0120535		-1.0262975		-1.0064217		1.5478779		7.1319013		-1.5159093		-0.009234905		-0.14430237		3.002172		-0.037448883		-0.7604215		0.6302917		2.8342867		-0.6001835		No		Yes		Yes		U35_44k_v1_18271		LOC_Os02g38290.2		gb|EAY86526.1| 4e-92  hypothetical protein OsI_007759 [Oryza sativa (indica cultivar-group)]		LOC_Os02g38290.2 7e-94 cytochrome P450 94A2 putative expressed		TGCACTTGAAGACGATACCCAAGATTTACTATGACGTGCAGTAGGCGAAAACCTATTACT		9178		AT1G24540.1

		38465		CUST_26345_PI390587928		5.3980536		5.7921853		6.668342		5.1995597		5.1827974		5.4109597		5.286055		5.0493894		4.776863		5.000951		5.511995		5.0971055		-1.16091		-1.3024478		-2.606813		-1.1097004		-1.538144		-1.7305546		-2.2289238		-1.0735983		-0.62119055		-0.3812256		-1.382287		-0.15017033		-0.21525621		-0.7912345		-1.1563473		-0.102454185		No		Yes		Yes		U35_44k_v1_38465		LOC_Os03g19760.2		ref|NP_001049921.1| 3e-59  Os03g0311300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19760.2 8e-54 NHL repeat protein putative expressed		TTACTCATCCAGTTGTAAATGACGGAGACATGTACTTGAGGAGAGAACTGGGGGAGAACT		34445		AT1G56500.1

		31467		CUST_19903_PI390587928		7.0369763		7.518083		7.1135354		6.7077584		6.6459923		6.928215		5.1094823		4.7445993		5.590519		6.233133		5.442286		5.2451053		-1.3112875		-1.5051091		-4.0112534		-3.8991485		-2.72538		-2.4367366		-3.184903		-2.7561476		-1.4464574		-0.58986807		-2.004053		-1.9631591		-0.39098406		-1.2849503		-1.6712494		-1.4626532		Yes		Yes		Yes		U35_44k_v1_31467		LOC_Os03g15790.1		gb|EAZ26359.1| 2e-30  hypothetical protein OsJ_009842 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15790.1 5e-32 nucleic acid binding protein putative expressed		AGCTCACCCACCTCGACTCCAGCATGAGCATCATCCGCATGATCTTCCTCGCCGGATGGG		None		0

		12915		CUST_39840_PI390587928		8.245102		9.654197		7.7482133		7.156879		7.418924		8.752128		6.5432663		6.196457		6.9848003		8.208757		7.4981365		7.202902		-1.7729822		-1.8687441		-2.305288		-1.9458791		-2.3954582		-2.7234576		-1.1892704		1.0324149		-1.2603016		-0.9020691		-1.204947		-0.96042204		-0.8261781		-1.4454393		-0.25007677		0.046022892		No		Yes		Yes		U35_44k_v1_12915		LOC_Os06g12280.1		gb|EAZ36348.1| 8e-38  hypothetical protein OsJ_019831 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12280.1 2e-39 glycosyl transferase family 8 protein expressed		ATCTGTGTACTATCTGTAGCAAACATATCTCCAACTGTATTTATGGAAAGGAGGAAAAAG		34191		AT3G25140.1

		49723		CUST_15726_PI390587928		10.471382		10.634937		11.603641		10.663143		10.094329		10.051241		9.774174		9.337499		9.966072		9.853642		10.390576		10.227894		-1.2986865		-1.4986842		-3.554057		-2.5064483		-1.4194283		-1.7186728		-2.318295		-1.3521445		-0.50531006		-0.58369637		-1.8294668		-1.3256445		-0.37705326		-0.7812948		-1.2130642		-0.43524933		Yes		Yes		Yes		U35_44k_v1_49723		LOC_Os01g53430.1		ref|NP_001044172.1| 5e-24  Os01g0736100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53430.1 1e-25 anthocyanidin 53-O-glucosyltransferase putative expressed		GCTTCTTTGGGATTCCATGGTGTGATGCCCTGTCCTTGCCCCTTTCGCAAGATTTGTACG		51595		0

		48154		CUST_19291_PI390587928		11.849651		12.276082		12.615298		11.068802		11.5182085		11.642734		11.11156		11.21194		11.458634		11.407931		11.7773695		11.265004		-1.2582711		-1.551161		-2.8357658		1.1043044		-1.3113174		-1.8253217		-1.787482		1.1456785		-0.39101696		-0.63334846		-1.5037384		0.14313793		-0.33144283		-0.8681507		-0.8379288		0.19620228		No		Yes		Yes		U35_44k_v1_48154		-		ref|YP_001312188.1| 4e-09  hypothetical protein CYtaCp021 [Cycas taitungensis]		No hits found		TCGGCCCAAAAATCTAGGGCTTCGTGAATATGAACTAAATCCTTTTGTTTTTCTCCCATA		3364		0

		16160		CUST_28177_PI390587928		7.965589		8.468752		7.715718		8.306084		7.773127		8.482552		8.8178625		8.493787		7.8936896		8.556671		8.689378		8.445054		-1.1427121		1.0096111		2.146736		1.138949		-1.0510997		1.0628362		1.9638163		1.101119		-0.071899414		0.013799667		1.1021447		0.18770313		-0.19246197		0.087919235		0.97366		0.13897038		No		Yes		Yes		U35_44k_v1_16160		LOC_Os12g07670.1		ref|NP_001066292.1| 0.0  Os12g0175700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07670.1 0.0 transmembrane 9 superfamily protein member 3 precursor putative expressed		CTTTCGATGTAGCGGTGCTTTTGTAACTGTGATGTCTATTTATTTGTAACTTTTGAGGTA		None		AT1G10950.1

		16613		CUST_6622_PI390587928		8.63081		7.363712		6.3819795		7.3093987		10.849164		10.633597		12.392448		12.974063		9.764334		10.959706		13.106083		10.239914		4.6536226		9.645698		64.46611		50.72638		2.1939397		12.0921135		105.719925		7.6238265		1.133524		3.2698855		6.010469		5.6646643		2.2183542		3.5959945		6.7241035		2.9305153		Yes		Yes		Yes		U35_44k_v1_16613		LOC_Os01g55340.1		No hits found		No hits found		TAACTTTGATCTGACTGTTGGTGAACCTACGTACATCAAGGTGCTTTGGGCAACGTGAAG		1179		0

		9924		CUST_12321_PI390587928		10.376834		10.225094		9.864459		9.810585		10.972766		10.886716		11.479695		10.700848		11.060463		11.348226		11.388242		10.067475		1.5114487		1.5818602		3.0636177		1.8535135		1.606175		2.1781929		2.87544		1.1949004		0.68362904		0.66162205		1.6152363		0.8902626		0.595932		1.1231318		1.5237827		0.2568903		No		Yes		Yes		U35_44k_v1_9924		LOC_Os01g43480.3		gb|EAZ35428.1| 1e-16  hypothetical protein OsJ_018911 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50750.3 2e-18 ATP binding protein putative expressed		CAGGAATAATGTTGTACCTTTGTTCTAGGAATGGATCGTTTAACTTGGAACTTGTTAGAA		29598		AT5G52882.1

		49040		CUST_14907_PI390587928		5.2608304		2.960928		1.4143615		1.4232149		6.9157205		5.255632		2.7519748		1.6632681		7.487058		6.311888		3.5218706		1.4128914		3.1489918		4.906533		2.5273287		1.1810362		4.679089		10.203274		4.309466		-1.0071814		2.2262278		2.294704		1.3376133		0.24005318		1.6548901		3.3509603		2.1075091		-0.0103235245		Yes		No		No		U35_44k_v1_49040		LOC_Os01g70970.1		gb|EAY77133.1| 8e-42  hypothetical protein OsI_004980 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70970.1 2e-43 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TGTTTCACGGTTCCTAAACTTTAGTTGCATGAAAATGAATTGTGCGTTGGTCCGAAAAAA		38615		AT3G26700.1

		7837		CUST_34_PI390587928		5.7908454		5.539986		4.2029543		3.5037165		4.7160563		4.8593736		1.643927		1.5034386		4.5106945		4.7053723		3.2551901		3.2475846		-2.106414		-1.6028202		-5.8931017		-4.000771		-2.4286437		-1.7833796		-1.928881		-1.1942724		-1.2801509		-0.68061256		-2.5590272		-2.000278		-1.074789		-0.8346138		-0.94776416		-0.2561319		Yes		Yes		Yes		U35_44k_v1_7837		LOC_Os02g43194.2		gb|AAR21278.1| 3e-77  fatty aldehyde dehydrogenase 1 [Zea mays]		LOC_Os02g43280.2 5e-76 aldehyde dehydrogenase 3B1 putative expressed		GGCAGAATCCTGGATTTTATTGTTTCAAAAAGCTAGTACATGACTAAGCATAAGCTTAGA		16828		AT4G36250.1

		7991		CUST_32435_PI390587928		5.45372		5.652521		5.604389		5.2741694		5.0063267		5.3630767		3.124202		3.9830282		4.689779		5.049625		3.9403925		5.118411		-1.3635744		-1.2221695		-5.5796986		-2.4472158		-1.6981233		-1.5187625		-3.168932		-1.1140071		-0.7639413		-0.28944445		-2.4801872		-1.2911413		-0.44739342		-0.6028962		-1.6639967		-0.15575838		Yes		Yes		Yes		U35_44k_v1_7991		-		No hits found		No hits found		TTTGGTCAGTTAGATTCAGTTGCAATTTCTTGAAGTGAATTAAGCGATTTGATCCCTCTA		18611		0

		9462		CUST_11110_PI390587928		4.3601723		2.570842		1.3507042		2.2936509		3.0412867		4.5408807		8.0328665		9.537574		3.0076616		5.814926		8.109752		7.9807343		-2.4947333		3.9177861		102.69074		151.57869		-2.5535612		9.474726		108.31187		51.520805		-1.3525107		1.9700387		6.6821623		7.243923		-1.3188856		3.2440841		6.7590475		5.6870832		Yes		Yes		Yes		U35_44k_v1_9462		LOC_Os04g09900.3		gb|EAZ29933.1| 7e-60  hypothetical protein OsJ_013416 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09900.3 2e-61 ent-kaurene synthase A chloroplast precursor putative expressed		ATGTACACGCCCCTTAATCTACCGTGGGAGAATACAAAGCAAATAACAGGGACATTTCCC		50910		0

		266		CUST_16516_PI390587928		12.543698		12.701196		12.212678		13.162212		12.602464		12.562607		13.341077		13.175929		12.625613		12.754948		13.017869		13.1928835		1.041574		-1.1008279		2.1861598		1.0095531		1.058422		1.0379608		1.7473772		1.0214872		0.0819149		-0.1385889		1.1283989		0.013716698		0.05876541		0.053751945		0.80519104		0.03067112		No		Yes		Yes		U35_44k_v1_266		LOC_Os03g50520.1		gb|AAL58207.1|AC090882_10 0.0  putative GTP-binding protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50520.1 0.0 dynamin-related protein 1C putative expressed		GGCCTCCTGTATGATCCGTATCGATTATATTGATGCAGATGATGTATTCTTTATTCAAAA		1484		AT1G14830.1

		8873		CUST_19953_PI390587928		9.580119		9.569419		9.993188		8.840823		8.412271		8.424907		7.2076225		8.413964		7.922016		9.282177		7.794304		9.521258		-2.246764		-2.2107136		-6.895071		-1.3443035		-3.1560125		-1.2203051		-4.5912404		1.6026231		-1.658103		-1.1445122		-2.7855654		-0.4268589		-1.1678486		-0.28724194		-2.198884		0.6804352		Yes		No		No		U35_44k_v1_8873		LOC_Os04g33660.2		ref|NP_001047030.1| 7e-94  Os02g0533300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33660.2 1e-95 carbonic anhydrase precursor putative expressed		GTTGATGTGATCGATCCTTCTTTTGTCTACAAAAAGTTTAGCTAATCAACAAAGTTTCCC		17756		AT3G52720.1

		23566		CUST_16716_PI390587928		3.4431279		3.345834		1.3211387		2.5269516		2.2660978		4.6846104		8.159166		5.7659416		3.210975		2.0954983		7.4682484		3.2220027		-2.2611084		2.529367		114.40668		9.44133		-1.1745865		-2.3789678		70.870316		1.6189419		-0.23215294		1.3387764		6.8380275		3.23899		-1.1770301		-1.2503357		6.1471095		0.6950512		No		Yes		Yes		U35_44k_v1_23566		LOC_Os07g48260.1		emb|CAH68820.1| 3e-56  putative WRKY4 protein [Hordeum vulgare subsp. vulgare]		LOC_Os07g48260.1 1e-39 OsWRKY47 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GCATGTGGATAGAAGGTACTAATATGTGTGTGTATTGGATGTCATGTGTAAACATATACT		20450		AT2G46400.1

		24355		CUST_38890_PI390587928		5.686481		4.828469		2.4214847		4.925367		4.819451		4.814274		5.998692		5.734856		4.7088194		4.6505313		6.729324		5.338761		-1.8239044		-1.0098878		11.935667		1.7525909		-1.969271		-1.1312654		19.80564		1.3318152		-0.9776616		-0.014194965		3.5772073		0.80948925		-0.86703014		-0.17793751		4.3078394		0.41339397		No		Yes		Yes		U35_44k_v1_24355		LOC_Os07g05190.1		gb|EAZ38682.1| 1e-49  hypothetical protein OsJ_022165 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g05190.1 3e-51 protein binding protein putative expressed		GCGCGTTGTACTTACATTGTTTATTATGGAATCTGCTTTTGCAACTAGATTAGCCAAAAA		50067		AT4G20940.1

		25210		CUST_17066_PI390587928		4.2770047		2.8612807		4.6711555		6.0477624		4.2229676		4.504064		6.3722916		6.4877295		4.170092		4.89918		6.1316648		6.9525414		-1.0381659		3.122677		3.2515693		1.3565735		-1.0769211		4.1064715		2.752055		1.8722576		-0.10691261		1.6427834		1.7011361		0.43996716		-0.054037094		2.0378993		1.4605093		0.90477896		Yes		Yes		Yes		U35_44k_v1_25210		LOC_Os07g02450.1		gb|AAS48164.1| 3e-15  LRR protein WM1.10 [Aegilops tauschii]		LOC_Os11g35890.1 9e-12 expressed protein		TGAGTTAATTAGTTTCTTTGTTGTTGCATGATGGGTTTGTATCTGGACCTAAATCAATCG		22906		0

		28427		CUST_21950_PI390587928		3.9957438		3.3449202		4.3141007		4.3820586		4.038673		4.139156		6.466189		5.794796		4.311365		4.478631		5.4704385		4.6956944		1.0302033		1.7341584		4.4447064		2.6624186		1.2445476		2.194224		2.228909		1.2428359		0.31562138		0.7942357		2.1520882		1.4127374		0.042929173		1.1337109		1.1563377		0.31363583		Yes		No		No		U35_44k_v1_28427		LOC_Os01g48200.1		gb|EAZ13049.1| e-124  hypothetical protein OsJ_002874 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55040.1 1e-115 ATGSL05 putative expressed		AATTGCAGTTTGCATCTGTTTTCTACACCTTCTCCATGGGAACCAAGACACATTATTATG		27293		AT4G04970.1

		42770		CUST_10283_PI390587928		7.070744		5.133886		5.9000897		5.519839		7.887012		5.536312		3.9502962		3.2455015		8.467287		6.2904205		3.2707996		4.6429734		1.7608451		1.3217288		-3.8631926		-4.837754		2.6326997		2.2292132		-6.187215		-1.836381		1.396543		0.40242624		-1.9497936		-2.2743373		0.81626797		1.1565347		-2.62929		-0.8768654		No		Yes		Yes		U35_44k_v1_42770		-		No hits found		No hits found		AAGAAGATGATACTAGTACTCCTGACTGTATTCCTAGACTGCGTTCCTGAGTGTAATCCC		38649		0

		48760		CUST_42197_PI390587928		1.769516		1.3809891		1.8367248		1.4004383		1.5156946		1.5935258		3.3612845		4.4063244		2.1721747		2.1192524		2.7999296		1.417007		-1.1923612		1.1587238		2.8769891		8.032706		1.3219419		1.6681666		1.9496361		1.0115507		0.4026587		0.2125367		1.5245597		3.005886		-0.25382137		0.73826337		0.96320486		0.01656866		Yes		Yes		Yes		U35_44k_v1_48760		-		No hits found		No hits found		TTGCTGATATAGAGAGATCCGTGATGTTAATGCCAAAGCAGCAATGTTGGGCCTTCCAAA		1527		0

		20757		CUST_24230_PI390587928		4.857485		5.0529313		5.531149		6.2777934		4.087543		3.659008		5.2834992		5.3023663		3.8680058		3.6685193		4.664018		5.482241		-1.705201		-2.6279235		-1.1872714		-1.9662232		-1.9854679		-2.6106553		-1.8240316		-1.7357417		-0.98947906		-1.3939233		-0.24764967		-0.97542715		-0.7699418		-1.384412		-0.86713076		-0.79555225		Yes		No		No		U35_44k_v1_20757		LOC_Os03g58180.1		gb|AAT76415.1| 4e-05  putative hydroxyproline-rich glycoprotein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58180.1 8e-07 WW domain-binding protein 11 putative		GACTAGAGTGGATTAGTTCTTCTTCATCATCTATTTATGTGGGCGAATTCTATCATGAAA		22873		0

		8848		CUST_19976_PI390587928		6.6065564		6.5748763		6.141556		6.9500427		6.572596		6.7204194		7.1916327		6.9246507		6.371048		6.480986		6.856709		6.999883		-1.0238187		1.1061469		2.0706403		-1.0177562		-1.1773216		-1.067244		1.6416576		1.0351504		-0.23550844		0.1455431		1.050077		-0.025392056		-0.033960342		-0.09389019		0.7151532		0.04984045		No		Yes		Yes		U35_44k_v1_8848		LOC_Os03g19300.1		gb|EAZ26650.1| 7e-88  hypothetical protein OsJ_010133 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19300.1 1e-89 peptide chain release factor 2 putative expressed		CACGCAATCACTCTCTGAAATAAGCTGGGGAAACCAAATAAGATCGTATGTGCTACAGCC		17141		AT1G56350.1

		17346		CUST_40543_PI390587928		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		-6.3395224		1.3579255		12.564177		27.20172		-12.974352		-2.2685974		18.022022		1.147527		-3.6975906		0.44140434		3.6512442		4.765626		-2.664374		-1.1818006		4.171689		0.19852805		No		Yes		Yes		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		CACAAGATGCGCATGTAGTCGATTAATAATGCAATATACGATATGTTCCTATCGCAAAAA		7001		AT3G12500.1

		26703		CUST_37263_PI390587928		1.3996559		1.374456		1.4188155		1.4295288		1.4902992		1.9789087		5.5740457		2.653194		1.4426494		1.9462634		5.0147824		2.0881777		1.0648448		1.5204017		17.817587		2.3353927		1.0302492		1.4863845		12.091882		1.5786035		0.042993426		0.6044526		4.15523		1.2236651		0.09064329		0.5718074		3.5959668		0.65864885		Yes		Yes		Yes		U35_44k_v1_26703		LOC_Os02g34750.2		gb|EAY86257.1| 3e-50  hypothetical protein OsI_007490 [Oryza sativa (indica cultivar-group)]		LOC_Os02g34790.1 4e-51 receptor-like protein kinase 5 precursor putative expressed		ATAGTCCACAGAGATATAACAAGCAACAACATTTTGCTTGATCCACACTTCAGAGCTTGT		36612		AT1G35710.1

		32164		CUST_41133_PI390587928		4.751605		4.0907965		5.040827		5.2641006		4.598175		2.968934		3.5388672		3.885768		3.5457363		2.7835157		3.9889345		5.034614		-1.1122106		-2.1762774		-2.8322716		-2.5996773		-2.3067613		-2.4747465		-2.0732474		-1.1724175		-1.2058687		-1.1218624		-1.5019596		-1.3783326		-0.15342999		-1.3072808		-1.0518923		-0.22948647		Yes		No		No		U35_44k_v1_32164		LOC_Os05g39800.1		dbj|BAD73446.1| 1e-63  nodulin-like protein [Oryza sativa Japonica Group]		LOC_Os01g61010.2 3e-65 nodulin-like protein putative expressed		GAACGGCATCTGCTGGATCAACACCGTTTGCTACCTCCTCTGCATCAAGAACTTCGCGTC		None		AT5G45275.1

		27772		CUST_29597_PI390587928		2.7567904		2.565056		1.3716658		3.4271545		2.407204		2.1427748		2.6514742		3.7058506		2.085043		2.3190558		3.7984664		4.377729		-1.2741953		-1.3400449		2.4280672		1.2130979		-1.5930012		-1.1859148		5.376997		1.932642		-0.67174745		-0.42228127		1.2798084		0.27869606		-0.3495865		-0.24600029		2.4268007		0.9505744		No		Yes		Yes		U35_44k_v1_27772		LOC_Os01g02390.1		gb|AAD43962.1|U78762_1 7e-94  receptor-like kinase ARK1AS [Triticum aestivum]		LOC_Os01g02390.1 4e-94 TAK14 putative expressed		TTCTAGGCCATTCTTCTGTGATGATGGGCATGCCCATACCAAGAATACTTACCACTTGTC		24349		AT1G66930.1

		14481		CUST_26431_PI390587928		4.093293		4.030411		2.742344		3.8708467		2.9665747		1.9760423		1.6184951		2.1535714		2.3011181		2.3419104		1.6712946		3.245746		-2.183615		-4.153618		-2.1792758		-3.2881484		-3.4633665		-3.2232149		-2.100961		-1.5423186		-1.792175		-2.0543685		-1.1238488		-1.7172754		-1.1267185		-1.6885004		-1.0710493		-0.62510085		Yes		No		No		U35_44k_v1_14481		LOC_Os07g42490.2		sp|P31923|SUS2_HORVU 2e-77  Sucrose synthase 2 (Sucrose-UDP glucosyltransferase 2)		LOC_Os03g28330.5 1e-76 sucrose synthase 2 putative expressed		GTTGAATAATAAAAACGGCCTTGGCGCCGTTTCTGGAATAATAACAGTAACATTCTGCCT		602		AT3G43190.1

		8790		CUST_14553_PI390587928		7.431925		7.447315		7.1443696		7.4512916		8.099051		8.010652		8.603733		7.498417		8.245236		8.761465		8.22888		7.2997546		1.5879073		1.4776826		2.74987		1.0332042		1.7572404		2.4865577		2.1206555		-1.1107521		0.8133116		0.5633364		1.4593635		0.04712534		0.66712666		1.3141499		1.0845103		-0.15153694		No		Yes		Yes		U35_44k_v1_8790		LOC_Os01g40700.1		gb|EAZ12520.1| 1e-46  hypothetical protein OsJ_002345 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g40700.1 7e-52 expressed protein		GTGTACCATATGTAACTACCCAATTTTTGTTCTCTCCCAATGGCTATGTTGGTCTTTTTC		23387		0

		10003		CUST_35091_PI390587928		4.2869706		4.6167736		6.3653274		5.0620103		3.5860593		3.691757		4.5580664		3.959093		3.9119081		3.8129666		4.336021		3.9862137		-1.6255312		-1.8987062		-3.499772		-2.1478856		-1.2968957		-1.7457017		-4.0820856		-2.1078856		-0.37506247		-0.92501664		-1.807261		-1.1029172		-0.7009113		-0.803807		-2.0293064		-1.0757966		Yes		No		No		U35_44k_v1_10003		LOC_Os09g29239.2		gb|EAZ09427.1| 2e-35  hypothetical protein OsI_030659 [Oryza sativa (indica cultivar-group)]		LOC_Os09g29239.1 1e-36 ATPUP3 putative expressed		GTGCGCACTAGCTTCCAAAAATGGAGTCCTAGACAAACGCCATCCATCCTTCCAGCTACC		33139		AT1G28220.1

		49657		CUST_4392_PI390587928		4.4613113		4.0741177		5.3493233		5.22792		4.5257955		3.8411512		5.2359586		5.3521996		3.2036123		2.558755		3.9439137		4.7807693		1.0457109		-1.175249		-1.0817481		1.0899632		-2.3911407		-2.858707		-2.6489298		-1.363345		-1.257699		-0.23296642		-0.1133647		0.1242795		0.06448412		-1.5153627		-1.4054096		-0.4471507		Yes		No		No		U35_44k_v1_49657		LOC_Os06g09350.2		gb|EAZ36118.1| 4e-06  hypothetical protein OsJ_019601 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09350.2 8e-08 expressed protein		TTCTTCTTCTTTTCGAGTAAACCCTCCCTGAATTGGTGATCTGATCGGTAGGTGTTCGAG		51504		0

		6690		CUST_20344_PI390587928		7.493777		7.512678		7.8749413		9.024718		7.680338		9.89467		10.343624		9.070114		7.770637		9.181449		10.245515		9.00977		1.1380478		5.2125573		5.535382		1.0319663		1.2115552		3.1794357		5.171467		-1.010415		0.27686024		2.3819914		2.4686828		0.04539585		0.18656111		1.6687708		2.3705735		-0.014947891		Yes		Yes		Yes		U35_44k_v1_6690		LOC_Os01g40260.1		emb|CAH68821.1| e-119  putative WRKY5 protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g40260.1 1e-30 OsWRKY77 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GGATATTATGTGAGACTTTTCATGCAGGTCTCGCCATTAGATCTTCATGTAACATTTTTT		18462		AT5G26170.1

		13437		CUST_38759_PI390587928		6.4294066		6.0124564		5.7139983		6.420157		7.0434594		7.40151		11.480845		10.910138		7.5886064		6.890644		10.757413		10.355502		1.5305527		2.6190677		54.44951		22.470825		2.233335		1.8380648		32.977604		15.298785		1.1591997		1.3890533		5.766847		4.489981		0.6140528		0.87818766		5.0434146		3.9353452		Yes		Yes		Yes		U35_44k_v1_13437		LOC_Os02g43360.1		ref|NP_001047585.1| 1e-18  Os02g0649800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43360.1 2e-20 cytochrome b5 putative expressed		CGGAAGTGGTCCTGTGCTGACGAAATTGTTGGTGAAATTCATATATTTATACCATTATAT		36660		AT5G53560.1

		24899		CUST_11868_PI390587928		9.484183		9.327359		9.724975		9.129338		9.236223		9.017647		8.215828		8.164472		9.0285635		8.813798		8.540422		9.081782		-1.1875268		-1.2394606		-2.8464162		-1.9518831		-1.3713719		-1.4275697		-2.2729282		-1.0335126		-0.4556198		-0.3097124		-1.5091467		-0.96486664		-0.24796009		-0.51356125		-1.1845522		-0.047555923		No		Yes		Yes		U35_44k_v1_24899		-		No hits found		No hits found		CACCTTTTAGCGAACTTTTATATGATTGCATAGTTTTTGCTCTTCGACAATGAACCTTGT		21616		0

		47875		CUST_29749_PI390587928		6.4608192		6.3411446		6.9674315		8.943405		7.123367		9.027116		12.3755		10.790835		7.0741997		7.865031		11.224307		10.201344		1.5828753		6.4351387		42.461052		3.5985863		1.5298396		2.875646		19.11821		2.3915374		0.61338043		2.6859713		5.408068		1.8474302		0.6625476		1.5238862		4.2568755		1.2579384		Yes		Yes		Yes		U35_44k_v1_47875		LOC_Os10g35950.1		ref|NP_001064997.1| 8e-85  Os10g0503300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35950.1 2e-86 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		TACGCCGTGAAGCTGGTGAAGGAGGCCAAGTCGGAGGTGAACGTGGAGTACATGCGGTCG		49384		AT5G17540.1

		17697		CUST_8824_PI390587928		9.4020605		9.691377		7.7484703		7.870752		9.504825		8.293431		8.220576		10.514312		9.757442		8.709844		7.264005		7.187639		1.0738289		-2.63526		1.3871329		6.248717		1.2793243		-1.9745625		-1.399067		-1.6056001		0.35538197		-1.3979454		0.47210598		2.64356		0.10276413		-0.98153305		-0.48446512		-0.6831126		No		Yes		Yes		U35_44k_v1_17697		-		No hits found		No hits found		GATCCATATCCATTGTACAATCCCCCAGTTAATTCCTCTCACCATATGTATCATCATTAT		14924		0

		24618		CUST_8011_PI390587928		7.361492		8.186465		6.769362		8.4498625		7.081291		7.647387		6.1123986		9.364414		5.6192336		6.1537004		5.697272		8.48478		-1.214364		-1.4530438		-1.5767603		1.8849833		-3.345585		-4.091883		-2.102477		1.0244985		-1.7422585		-0.53907824		-0.65696335		0.91455173		-0.28020096		-2.032765		-1.0720901		0.03491783		Yes		No		No		U35_44k_v1_24618		-		No hits found		No hits found		TGTCATGAACCTCATGGAGATGTCCAACTGAGGCTTGTTTAATTAATAACTATGTGTTCA		19813		0

		14764		CUST_22102_PI390587928		6.4682546		8.741894		9.527158		2.9060562		5.129834		6.279533		4.1060133		2.0432036		8.2666235		6.738691		5.683475		1.7793611		-2.528743		-5.5111785		-42.84766		-1.8186307		3.4782677		-4.00889		-14.357003		-2.1835794		1.7983689		-2.4623609		-5.4211445		-0.8628526		-1.3384204		-2.003203		-3.8436828		-1.126695		Yes		No		No		U35_44k_v1_14764		LOC_Os04g55159.1		gb|EAZ32185.1| 7e-14  hypothetical protein OsJ_015668 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43600.1 5e-05 36.4 kDa proline-rich protein putative expressed		CGTTTGAAATCTTGTAAGATTTGTATATCCAGTGGCTATGGAAGGTGTAATTGTATGTTG		5965		0

		29459		CUST_22524_PI390587928		4.112716		2.195699		3.068568		4.1763587		5.20697		3.1145437		4.0974336		5.4996448		5.7168446		3.9282157		3.4403296		5.7036705		2.1350265		1.8906007		2.040419		2.5023544		3.0401201		3.3230703		1.2939318		2.8824823		1.6041284		0.9188447		1.0288656		1.323286		1.094254		1.7325168		0.37176156		1.5273118		Yes		No		No		U35_44k_v1_29459		LOC_Os08g34900.1		gb|EAZ07184.1| 7e-53  hypothetical protein OsI_028416 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34900.1 9e-55 pectinesterase PPE8B precursor putative expressed		TCCAGTTCTGCAACGTCTCCGCGCATGACGACCTCCTTCGACAAGCCAACGGGGCCAACA		28748		AT4G33220.1

		23708		CUST_20303_PI390587928		5.1002526		3.7944496		4.7666707		5.4625115		7.0829062		6.0632815		7.2952175		7.4119973		7.831556		7.68506		6.764837		5.7840524		3.9521935		4.819328		5.7699018		3.8623683		6.640552		14.831683		3.9949186		1.2496645		2.7313032		2.268832		2.5285468		1.9494858		1.9826536		3.8906105		1.9981661		0.32154083		Yes		No		No		U35_44k_v1_23708		LOC_Os10g08319.1		gb|EAZ06048.1| 1e-59  hypothetical protein OsI_027280 [Oryza sativa (indica cultivar-group)]		LOC_Os10g08540.1 3e-55 cytochrome P450 76B1 putative expressed		TGTAGCAACACCAGTTTGAATTGATGGGAAAAAATATAATCTGTATGAGTGCTTTAGGTG		20828		AT1G33720.1

		4558		CUST_17853_PI390587928		8.523004		7.902144		6.05904		6.2175827		9.065544		8.372146		8.600001		8.290637		9.271045		8.982636		8.107542		6.2526927		1.4565352		1.3851111		5.8197665		4.2077656		1.679511		2.1147578		4.136762		1.024635		0.74804115		0.4700017		2.5409613		2.0730543		0.54254055		1.0804925		2.048502		0.035109997		Yes		Yes		Yes		U35_44k_v1_4558		LOC_Os02g13380.1		ref|NP_001046351.1| 3e-35  Os02g0227200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13380.1 7e-37 early nodulin 93 putative expressed		GCTAGCTCGATGAGTCAGGGTGGTCCAATAATAAAAATTTCATGTAATTTTATGCATTGT		10898		AT5G25940.1

		30000		CUST_30333_PI390587928		4.4154744		4.263496		4.412233		4.5625167		4.070582		3.4298375		3.7360246		3.83387		3.9763515		3.243311		2.755407		3.5178812		-1.2700564		-1.782199		-1.5979345		-1.657084		-1.3557799		-2.028179		-3.15322		-2.0628452		-0.43912292		-0.83365846		-0.67620826		-0.72864676		-0.3448925		-1.020185		-1.6568258		-1.0446355		Yes		Yes		Yes		U35_44k_v1_30000		-		No hits found		No hits found		ATATTTATTCCCTGCCTCGGCATCCATTTCAAGTTGGTAGATTTTTCCGGCTCGTCGTTG		29617		0

		7100		CUST_19220_PI390587928		5.9607635		5.5719733		5.8946147		6.4901085		5.865618		5.941316		7.2888417		6.4288926		5.5982547		5.578604		7.0464015		6.7896786		-1.0681729		1.2917643		2.6284769		-1.0433447		-1.2856597		1.0046067		2.221889		1.2307776		-0.36250877		0.3693428		1.394227		-0.061215878		-0.095145226		0.0066308975		1.1517868		0.29957008		No		Yes		Yes		U35_44k_v1_7100		LOC_Os12g19590.3		ref|NP_001066611.1| 7e-32  Os12g0294100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g19590.2 1e-33 nucleotide binding protein putative expressed		ATCAGTATGTTTCTCAGTTTGTGCACTTTAGATATTTGTATTCGCATAAAGATGTGAGGC		14852		AT2G47790.1

		2197		CUST_32804_PI390587928		4.335251		5.7875233		8.7108		6.934643		3.8679783		5.142347		6.8858724		3.640131		2.8276958		4.7153645		7.1289964		6.988157		-1.3824934		-1.5639305		-3.5428927		-9.811759		-2.8432777		-2.1025772		-2.993439		1.0377896		-1.507555		-0.6451764		-1.8249278		-3.2945118		-0.46727252		-1.0721588		-1.5818038		0.053514004		Yes		Yes		Yes		U35_44k_v1_2197		LOC_Os11g02440.2		ref|NP_001065990.1| 8e-11  Os12g0115700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02370.2 2e-12 chalcone--flavonone isomerase putative expressed		TGAATCTGTTTTTTGACGCAAGTGAGTTCTTCAACGTGCAGGCGTCACGGACATTGAGAT		47027		0

		19907		CUST_13884_PI390587928		8.904099		9.477027		8.79533		10.241122		7.674732		8.377151		9.287613		9.723473		6.997396		7.885882		8.452296		8.944917		-2.3446414		-2.1433632		1.406669		-1.4316211		-3.7495136		-3.012884		-1.268421		-2.4558213		-1.9067035		-1.0998764		0.49228287		-0.51764965		-1.2293673		-1.591145		-0.3430338		-1.2962055		Yes		No		No		U35_44k_v1_19907		LOC_Os05g50470.1		No hits found		No hits found		ATTACTCCGTCCATCAACTGATGATGCGACTTGATTAATTCGCCGCCGATGGATCAACAA		11438		0

		17512		CUST_1848_PI390587928		13.533223		13.598451		13.792229		13.887668		13.269361		13.421933		12.750694		13.36652		13.035237		12.83849		12.893166		13.833527		-1.2006891		-1.1301525		-2.058416		-1.4350965		-1.4122405		-1.693445		-1.8648546		-1.0382408		-0.49798584		-0.17651749		-1.0415344		-0.5211477		-0.2638626		-0.7599611		-0.8990631		-0.054141045		No		Yes		Yes		U35_44k_v1_17512		LOC_Os04g58160.2		ref|NP_001054271.1| 3e-34  Os04g0678200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58160.2 6e-36 fiber protein Fb34 putative expressed		TGTAGCTTGGACTCCATGATCTCCATCTTCCCTTGCGATTTTCGGGTTTATGTGAAAAAA		7876		AT3G15480.1

		20495		CUST_3537_PI390587928		4.047793		4.973673		5.1277733		3.9323876		3.7030308		3.863862		2.8189514		3.487851		2.6114743		3.7263315		3.211096		3.8170538		-1.2699416		-2.1581736		-4.954783		-1.360877		-2.706294		-2.3740354		-3.7755249		-1.0832256		-1.4363186		-1.1098108		-2.308822		-0.4445367		-0.3447621		-1.2473414		-1.9166772		-0.115333796		Yes		Yes		Yes		U35_44k_v1_20495		LOC_Os03g12260.1		gb|EAZ26110.1| 4e-88  hypothetical protein OsJ_009593 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12260.1 8e-90 cytochrome P450 86A2 putative expressed		ACGGGTCGTCATACAATGTCGGCATACTACAACAAGGTTTCGCTTTATAAAACATCATCA		12509		AT3G56630.1

		17745		CUST_25782_PI390587928		9.530192		10.300803		9.678979		10.323509		11.080108		11.740456		12.62492		12.012799		11.548988		12.242981		12.344792		10.52836		2.9279995		2.7125552		7.70578		3.2249796		4.0524545		3.842853		6.34585		1.1525674		2.018796		1.4396524		2.945941		1.68929		1.5499153		1.9421778		2.6658134		0.20485115		Yes		Yes		Yes		U35_44k_v1_17745		LOC_Os03g11590.5		gb|ABF94634.1| e-145  integral membrane family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11590.1 1e-146 expressed protein		GAGTCAAATCCTCTGTATACCAAATTCCAGAAATACAATGGATGTACTTATTCGCTTCAA		8660		AT1G76340.1

		6169		CUST_24459_PI390587928		9.877824		9.821481		9.536923		9.626546		9.449177		9.388687		8.4579315		9.177264		9.224259		9.034852		8.770962		9.460771		-1.3459707		-1.3498448		-2.1125593		-1.3653603		-1.5730499		-1.7250386		-1.7005031		-1.1217687		-0.65356445		-0.43279362		-1.0789919		-0.4492817		-0.42864704		-0.7866287		-0.76596165		-0.1657753		No		Yes		Yes		U35_44k_v1_6169		LOC_Os10g39760.1		ref|NP_001065201.1| 0.0  Os10g0544500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39760.1 0.0 nucleotide binding protein putative expressed		GTGTGCGTATGTAGCTTGTGATTCTCATCTATGTTATAGATATGTGTGTTTCCAGAAAAA		15205		AT4G35140.1

		12834		CUST_27818_PI390587928		9.800656		9.961995		8.983364		9.590924		9.835742		10.890607		10.676427		10.5454855		10.234669		10.790969		10.035307		9.29781		1.0246177		1.9034435		3.2334242		1.9379902		1.3509858		1.7764213		2.0733202		-1.2252827		0.4340124		0.92861176		1.6930628		0.95456123		0.035085678		0.82897377		1.0519428		-0.29311466		No		Yes		Yes		U35_44k_v1_12834		-		gb|EAY76293.1| 6e-10  hypothetical protein OsI_004140 [Oryza sativa (indica cultivar-group)]		LOC_Os01g60420.1 4e-10 expressed protein		GTGTACATACTACTTCCTCCTCATCAAAATATAAGACGCTTTTGGACTAGATTTAGAACA		34641		0

		5025		CUST_12626_PI390587928		9.164932		10.088117		9.319534		8.567392		8.595742		9.642193		7.5875525		6.8438363		8.128909		8.752209		8.209697		7.6823936		-1.4836904		-1.3621861		-3.3218381		-3.3024943		-2.0505674		-2.524343		-2.1582134		-1.8467631		-1.0360231		-0.4459238		-1.7319818		-1.723556		-0.56919		-1.3359079		-1.1098375		-0.8849988		Yes		No		No		U35_44k_v1_5025		LOC_Os03g17850.1		emb|CAM91965.1| 2e-34  putative xylan synthase [Triticum aestivum]		LOC_Os03g17850.1 8e-27 beta3-glucuronyltransferase putative expressed		CCCCTTGAACTGTCTCTCAAGGATGAAAAATGAATAGAAGGCGGGTACAAGCTGAAAAAA		10435		AT2G37090.1

		31732		CUST_11542_PI390587928		3.3451424		4.4204993		4.7444696		3.7315683		3.2739086		3.0903966		3.1548843		2.6016486		2.9400797		3.6302693		3.3821895		3.3593702		-1.0506147		-2.5142057		-3.0096283		-2.1884656		-1.3241464		-1.7293502		-2.570912		-1.2943233		-0.40506268		-1.3301027		-1.5895853		-1.1299198		-0.07123375		-0.79023004		-1.3622801		-0.3721981		Yes		Yes		Yes		U35_44k_v1_31732		LOC_Os06g44100.1		gb|EAZ21971.1| 1e-20  hypothetical protein OsJ_005454 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08400.1 2e-22 HLS1 putative expressed		TGGTTGCTGAGTGTGGCGAGGAGATGGTCGGCGTCATAAAGGCCTGCATCAAGATGGTCA		None		AT4G37580.1

		9130		CUST_22581_PI390587928		6.488699		6.7732773		6.200064		6.514335		6.1011887		6.246969		7.902351		6.822405		6.2299824		6.1704307		7.056629		5.9581065		-1.308134		-1.4402388		3.2541635		1.2380501		-1.1964139		-1.5187103		1.8107219		-1.4704204		-0.25871658		-0.52630806		1.7022867		0.3080697		-0.3875103		-0.6028466		0.856565		-0.55622864		No		Yes		Yes		U35_44k_v1_9130		LOC_Os08g16910.1		gb|AAL99536.1|AF472592_1 5e-75  cinnamyl alcohol dehydrogenase [Lolium perenne]		LOC_Os10g29470.1 1e-67 mannitol dehydrogenase putative expressed		TGATCAAGATTCTGTACTGTGGGATCTGCCACTCTGACCTACACTGCATCAAGAACGAAT		26154		AT4G37970.1

		19607		CUST_39929_PI390587928		7.513515		7.3221664		7.524864		7.3255944		7.171097		6.883864		5.7271323		6.2107034		6.8297906		6.501701		6.083222		6.813643		-1.26788		-1.3550091		-3.476732		-2.1657865		-1.6062812		-1.7659758		-2.716299		-1.4259777		-0.6837244		-0.43830252		-1.7977319		-1.114891		-0.3424182		-0.82046556		-1.4416423		-0.51195145		No		Yes		Yes		U35_44k_v1_19607		LOC_Os09g17680.1		ref|NP_001062937.1| e-141  Os09g0345700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g17680.1 1e-143 NADH kinase putative expressed		TCTGTTAAAGCAGGCATCTTTATAATGAAATAACAGTATCACTGTTGTGATGCTTGACTG		11889		AT1G78590.1

		26152		CUST_35514_PI390587928		6.3943		6.6879673		5.7333827		6.7795944		6.7602706		8.68933		11.265435		9.506345		7.48941		9.611733		10.78323		7.9999714		1.2887484		4.0037804		46.27152		6.619629		2.1362936		7.5882444		33.124966		2.330076		1.0951099		2.0013628		5.5320525		2.7267504		0.3659706		2.9237661		5.049847		1.220377		Yes		Yes		Yes		U35_44k_v1_26152		LOC_Os11g13970.1		gb|EAY99307.1| 4e-33  hypothetical protein OsI_020540 [Oryza sativa (indica cultivar-group)]		LOC_Os06g01350.1 4e-33 transferase putative expressed		CAACAAGTTTGCTCTGGTTTGACTGATTCTGATACCCAAAATAAAAAAGAATGATACTCC		51134		AT5G42830.1

		26395		CUST_452_PI390587928		7.7271876		6.832548		9.797162		9.705209		7.531161		6.2961965		8.994411		8.859843		6.805649		5.691986		8.507523		8.832028		-1.1455392		-1.4503003		-1.7444239		-1.7967199		-1.8941345		-2.204669		-2.4446695		-1.8316964		-0.92153883		-0.5363517		-0.8027506		-0.8453655		-0.1960268		-1.140562		-1.2896395		-0.8731804		Yes		Yes		Yes		U35_44k_v1_26395		LOC_Os04g53310.1		gb|ABY56823.1| 2e-90  starch synthase IIIb precursor [Triticum aestivum]		LOC_Os04g53310.1 3e-81 soluble starch synthase 3 chloroplast precursor putative expressed		ACAGGATGGTGACTGGTGGTATGCAAATGTTACTTTACCTGAAAGTACATTGGTGTTGGA		26208		AT1G11720.1

		30483		CUST_4862_PI390587928		4.6164217		5.9719467		5.1714573		5.2270536		3.8362606		4.8743167		4.072807		4.812448		3.5712912		4.195016		3.8708403		4.343053		-1.7173227		-2.1400285		-2.1415427		-1.3329343		-2.063553		-3.4269636		-2.463342		-1.8454859		-1.0451305		-1.09763		-1.0986505		-0.41460562		-0.78016114		-1.7769308		-1.300617		-0.8840008		Yes		No		No		U35_44k_v1_30483		LOC_Os03g08520.1		ref|NP_001049181.1| 1e-17  Os03g0183500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08520.1 3e-19 expressed protein		AGGATGAAGCCCTCATCCCCATAAAAATCAAGGGGGGAGAGGTTTGTTAGGAAGAAAAAA		30423		0

		7122		CUST_19198_PI390587928		8.633407		8.461779		11.001666		12.063085		9.7336		10.531989		12.154452		12.0831175		9.837259		9.892237		11.92834		12.045224		2.1438336		4.199479		2.223429		1.0139825		2.30354		2.6953228		1.9008884		-1.0124569		1.2038527		2.0702105		1.1527863		0.020032883		1.100193		1.4304581		0.9266739		-0.017860413		Yes		No		No		U35_44k_v1_7122		LOC_Os01g21250.1		ref|NP_001042873.1| 2e-09  Os01g0314800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g21250.1 4e-11 protein induced upon tuberization putative expressed		CGGAGGAGGTATTTACCTACCTGTTTGGGATGTTAGCTTGATACAAGAATATAATTTTGT		14507		0

		6585		CUST_3109_PI390587928		8.084292		7.767044		7.311462		8.276479		9.297139		9.986335		11.243054		10.4245615		9.75747		10.85038		10.942974		9.58464		2.3179457		4.6566443		15.259042		4.4323835		3.1891627		8.475719		12.393503		2.4762566		1.6731777		2.2192907		3.9315925		2.1480827		1.2128468		3.0833359		3.6315122		1.3081608		Yes		Yes		Yes		U35_44k_v1_6585		LOC_Os06g04900.1		ref|NP_001056756.1| 2e-78  Os06g0141000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04900.1 3e-80 hexose carrier protein HEX6 putative expressed		GGCATACAGTTTCAGAGATAAAAATCATCATGCACACAACACACTAGTAGAACACAAATA		17518		AT5G61520.2

		42937		CUST_1243_PI390587928		9.996345		8.908492		8.240418		8.235314		10.879191		10.133557		12.907643		13.255336		10.839558		10.324629		13.327067		10.51011		1.8440105		2.33766		25.408247		32.447186		1.7940413		2.6686993		33.980824		4.8392906		0.8432131		1.2250652		4.667225		5.0200214		0.88284683		1.4161367		5.086649		2.2747955		Yes		Yes		Yes		U35_44k_v1_42937		-		gb|AAK55326.1|AF355458_1 2e-09  thaumatin-like protein TLP8 [Hordeum vulgare]		LOC_Os03g46070.1 2e-08 protein P21 putative expressed		TATACTCGATCGACGTGAGCAATAAACTCGGGCATGAATAAAATGCTCTTGGGTAAAAAA		38957		0

		22015		CUST_12987_PI390587928		12.459493		11.587429		12.045337		11.60424		12.731385		11.672261		10.9159355		10.994874		12.809979		11.560593		11.183978		11.616688		1.2073907		1.0605644		-2.1876793		-1.5255891		1.2749907		-1.0187757		-1.8167484		1.0086652		0.35048676		0.08483219		-1.1294012		-0.6093664		0.27189255		-0.026836395		-0.86135864		0.012447357		No		Yes		Yes		U35_44k_v1_22015		LOC_Os07g42626.3		gb|AAV64203.1| 2e-64  leucine-rich repeat transmembrane protein kinase 1-like protein [Zea mays]		LOC_Os07g42626.1 3e-65 leucine-rich repeat transmembrane protein kinase 1-like protein putative expressed		TGTGATCGAGACAGCGACAGTAATTGTCCACTGGATTGCTGTGTTTTCTTACCCAAAAAA		15403		AT1G53730.1

		19091		CUST_11795_PI390587928		11.52868		11.80447		10.996826		10.717533		11.222656		11.6663885		9.137366		9.344205		10.457906		10.842616		10.011399		10.016721		-1.2362955		-1.1004409		-3.628718		-2.5906754		-2.1005602		-1.9478114		-1.979899		-1.6254197		-1.0707741		-0.13808155		-1.8594599		-1.3733282		-0.3060236		-0.961854		-0.9854269		-0.70081234		No		Yes		Yes		U35_44k_v1_19091		LOC_Os04g10350.1		emb|CAH66105.1| 4e-88  OSIGBa0101K10.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10350.1 7e-90 1-aminocyclopropane-1-carboxylate oxidase putative expressed		CCCATGTATACCTGGAACAGGAATAAATGTGCACTGTGTATTGCTATGAAATGGATAATA		19399		AT5G59530.1

		46834		CUST_811_PI390587928		9.927585		10.101155		9.289021		9.624177		11.041148		10.928958		12.315918		10.666764		11.375541		11.591301		11.980584		10.426291		2.1637945		1.7749798		8.15055		2.0599186		2.7282126		2.8091733		6.4601316		1.7436548		1.4479561		0.82780266		3.0268974		1.0425873		1.1135635		1.4901457		2.6915636		0.8021145		Yes		Yes		Yes		U35_44k_v1_46834		-		No hits found		No hits found		TGTGCTGACACATTGCTGGTCCCATAAGGCATAAGCCATGAAATGGTTGGTGGCAAAAAA		47428		0

		1747		CUST_4688_PI390587928		11.676898		13.391002		16.101507		14.297639		11.314321		13.129181		15.076836		12.86282		11.003436		13.335274		15.166702		14.313702		-1.2857208		-1.198991		-2.034496		-2.7034829		-1.5948955		-1.0393834		-1.9116322		1.011196		-0.6734619		-0.2618208		-1.0246716		-1.4348192		-0.36257744		-0.05572796		-0.9348049		0.016062737		No		Yes		Yes		U35_44k_v1_1747		LOC_Os02g46970.1		gb|AAF37732.1|AF052221_1 e-119  4-coumarate--CoA ligase 4CL1 [Lolium perenne]		LOC_Os02g46970.1 1e-116 4-coumarate--CoA ligase 2 putative expressed		TGAGGAGTACCATGTATTGGGTTCATGATGATGTTAATCAGGATTGGTTCATTTCAATCA		4677		AT1G65060.1

		14073		CUST_640_PI390587928		15.6400175		16.039394		15.372128		14.813549		15.154927		15.594367		14.0548525		13.318909		15.013562		15.497322		14.468282		14.521644		-1.3996735		-1.3613399		-2.4919498		-2.817939		-1.5437673		-1.4560626		-1.871047		-1.2242562		-0.6264553		-0.44502735		-1.317275		-1.4946404		-0.48509026		-0.5420723		-0.9038458		-0.2919054		No		Yes		Yes		U35_44k_v1_14073		LOC_Os03g51600.1		sp|Q9ZRR5|TBA3_HORVU 0.0  Tubulin alpha-3 chain		LOC_Os11g14220.2 0.0 tubulin alpha-3 chain putative expressed		TGTTTGAACCTGCTTCGCACCTTGGTTAATATGCATGTTATCTGGTTTGCCTACAAAAAA		89		AT4G14960.2

		14592		CUST_13142_PI390587928		11.292378		10.962425		11.420155		10.950531		11.268967		10.524312		10.246286		9.935016		11.460313		10.535907		10.477167		10.722562		-1.0163602		-1.3548313		-2.256158		-2.0216248		1.1234488		-1.3439863		-1.9225051		-1.1711851		0.16793442		-0.4381132		-1.1738682		-1.0155153		-0.02341175		-0.42651844		-0.94298744		-0.22796917		No		Yes		Yes		U35_44k_v1_14592		LOC_Os12g04500.1		gb|ABG33766.1| 1e-72  reponse regulator 6 [Musa acuminata]		LOC_Os12g04500.1 6e-67 OsRR10 - Rice type-A response regulator expressed		AAACCAGTACGGCTATCAGACATGAGCAAGCTCAAGCCCCATATAATGAAAAGCAGATGC		None		AT2G41310.1

		50716		CUST_12730_PI390587928		9.943473		10.231294		11.234535		10.148858		9.876636		9.691963		10.059474		9.597272		9.838439		8.818144		9.849326		9.856076		-1.047418		-1.453298		-2.2580247		-1.4656962		-1.0755197		-2.6631799		-2.6120982		-1.225		-0.105033875		-0.5393305		-1.1750612		-0.55158615		-0.06683731		-1.4131498		-1.3852091		-0.29278183		No		Yes		Yes		U35_44k_v1_50716		-		No hits found		No hits found		GCGTCGCCTGGGCGTTGCACTGCTGCCCTGGCAAGGGGCCCCCCAATGAAAAATAAAAAA		19377		0

		15132		CUST_22746_PI390587928		14.662162		14.799434		15.001822		15.346394		15.369716		15.439624		16.584589		16.04278		15.697637		15.784744		16.045002		15.46867		1.6330329		1.5585345		2.9954371		1.6204408		2.049788		1.9797394		2.0607643		1.0884509		1.0354748		0.6401901		1.5827665		0.69638634		0.70755386		0.98531055		1.0431795		0.122276306		No		Yes		Yes		U35_44k_v1_15132		LOC_Os05g29990.1		gb|AAT80327.1| 0.0  UDP-D-glucuronate decarboxylase [Hordeum vulgare]		LOC_Os05g29990.1 0.0 UDP-glucuronic acid decarboxylase 1 putative expressed		TCAGCTATACGGACATCCCAGTTGGATTGTTGGATATATAAATCTGGATCTTCTAATTCT		2917		AT3G62830.2

		36603		CUST_7990_PI390587928		6.9178696		7.2136874		6.9140754		6.686098		7.305371		6.6768622		8.702283		7.7060094		7.6340237		7.290108		8.109102		6.873469		1.3081257		-1.4507763		3.453855		2.0277944		1.6427969		1.0543989		2.289491		1.1386867		0.7161541		-0.5368252		1.7882075		1.0199113		0.38750124		0.076420784		1.1950269		0.18737078		No		Yes		Yes		U35_44k_v1_36603		LOC_Os03g04650.1		gb|EAY88476.1| 6e-19  hypothetical protein OsI_009709 [Oryza sativa (indica cultivar-group)]		LOC_Os03g04650.1 2e-20 cytochrome P450 86A2 putative expressed		TCTTCTACCTGCTCACGAGGAACCCGCGCGTGGTGTCCAAGATCCTGCCAGAGCTCGACA		31719		AT2G23180.1

		26926		CUST_4558_PI390587928		9.535718		9.497581		8.01477		9.306069		9.502909		10.193406		9.453034		8.970688		9.1601715		10.034026		9.805175		9.894386		-1.0230021		1.619811		2.7099473		-1.261711		-1.2973309		1.4503947		3.4591205		1.5034918		-0.37554646		0.6958256		1.4382648		-0.3353815		-0.032809258		0.5364456		1.7904053		0.5883169		No		Yes		Yes		U35_44k_v1_26926		LOC_Os02g50330.1		gb|AAR91036.1| 1e-62  RNA-directed RNA polymerase 1 [Hordeum vulgare subsp. vulgare]		LOC_Os02g50330.1 2e-41 RNA-directed RNA polymerase 2 putative expressed		GCATGTTCAGAAATGTATGGAAGACCCAACTATCAGCTTGCTTGTACGACGAGTATCAAA		50607		AT1G14790.1

		48249		CUST_32245_PI390587928		4.900707		4.9384303		5.602201		5.1250577		4.095068		4.0671067		4.4030185		3.9319937		4.287969		4.4056187		4.1605325		4.66197		-1.7479196		-1.8293405		-2.2960954		-2.2863781		-1.5291582		-1.446746		-2.7163484		-1.3784888		-0.61273766		-0.8713236		-1.1991825		-1.193064		-0.8056388		-0.53281164		-1.4416685		-0.46308756		Yes		No		No		U35_44k_v1_48249		-		No hits found		No hits found		AGGATGCATGCATGCACTATACTCCCTCCATTCTTAAATATAAGTCTTTTAAGCGATTTT		13413		0

		3829		CUST_6390_PI390587928		7.789634		7.787946		8.033958		7.2635026		7.317553		7.419155		6.8447914		6.865097		7.337318		7.4946885		7.312408		7.188853		-1.387109		-1.2912704		-2.2802105		-1.3180504		-1.3682352		-1.2254043		-1.6489532		-1.0531054		-0.45231628		-0.3687911		-1.189167		-0.39840555		-0.47208118		-0.2932577		-0.72155046		-0.07464981		No		Yes		Yes		U35_44k_v1_3829		LOC_Os12g34860.1		ref|NP_001066926.1| 0.0  Os12g0533700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g34860.1 0.0 ATP binding protein putative expressed		TTGAAGATGATCATCCATTGCTCAGTTCTGATTCAAACTGATATTTCCCAGACCAAAAAA		8405		AT3G58140.1

		8959		CUST_7516_PI390587928		7.8486505		7.861742		7.0603943		7.955799		7.736486		8.157612		8.65268		7.562781		7.6214046		8.247029		8.8585205		8.211352		-1.0808487		1.2276249		3.0152678		-1.3131378		-1.170598		1.3061198		3.4776826		1.1937934		-0.22724581		0.29586983		1.5922861		-0.39301825		-0.1121645		0.38528728		1.7981262		0.25555325		No		Yes		Yes		U35_44k_v1_8959		LOC_Os07g43460.1		ref|NP_001060346.1| 3e-96  Os07g0627700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g43460.1 6e-98 protein SUR2 putative expressed		GCGTATTTGGCTACCACTGTATAGTTTCTACCTGATTAATCACATATCAATCAGCTTTGA		21556		AT1G69640.1

		30041		CUST_1398_PI390587928		9.327641		9.142713		9.299905		9.079524		9.171294		8.9198265		8.019863		8.155537		9.073253		8.6768675		8.350726		8.848781		-1.1144612		-1.167066		-2.42846		-1.8973521		-1.1928295		-1.3811262		-1.9307731		-1.1734395		-0.25438786		-0.22288609		-1.2800417		-0.9239874		-0.15634632		-0.4658451		-0.9491787		-0.23074341		No		Yes		Yes		U35_44k_v1_30041		LOC_Os04g46730.1		emb|CAE01692.2| 1e-58  OSJNBa0010H02.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46730.1 3e-60 pollen thioesterase putative expressed		AGGTATAAGGATGATATTCGAGCACTGCATTGAGAAGCTGCCTAACCACGAGTTGATTGC		29699		AT1G68260.1

		41015		CUST_26746_PI390587928		9.563324		9.576665		8.673524		9.057595		10.039873		10.189477		10.719966		10.507848		10.444645		10.526286		10.320542		9.207612		1.3914115		1.529237		4.13086		2.7325587		1.8420612		1.9313655		3.1318572		1.1095824		0.88132095		0.61281204		2.046442		1.4502525		0.47654915		0.9496212		1.6470184		0.15001678		Yes		Yes		Yes		U35_44k_v1_41015		LOC_Os06g39750.3		gb|EAZ01557.1| 4e-84  hypothetical protein OsI_022789 [Oryza sativa (indica cultivar-group)]		LOC_Os06g39750.3 3e-85 fatty acid elongase putative expressed		ATGCCATTGATCAGTTCTAAACATCTTGTGTTCCATGTGCATCGACTGCCTTGCATTAAA		5663		AT2G26640.1

		29094		CUST_5423_PI390587928		6.8589134		7.5465455		7.7444763		6.579571		6.78295		7.87674		6.1472173		6.281091		6.5497537		7.4597754		6.647768		7.164654		-1.0540648		1.2571828		-3.025679		-1.2298476		-1.2389859		-1.0619899		-2.1386616		1.5001253		-0.30915976		0.33019447		-1.597259		-0.29847956		-0.0759635		-0.08677006		-1.0967083		0.585083		No		Yes		Yes		U35_44k_v1_29094		LOC_Os07g05820.3		gb|AAO17067.1| 1e-60  glycolate oxidase [Zantedeschia aethiopica]		LOC_Os07g05820.3 2e-42 hydroxyacid oxidase 1 putative expressed		CGTTGTAAGAATTTTGAAATGGTTCCTGCTTTGTCTGCTGCACATTGTTGACCTAAAAAA		28268		AT3G14420.2

		5554		CUST_13705_PI390587928		7.27879		7.154897		6.303751		6.9130573		7.0472865		6.9861245		4.6600375		5.697767		6.7357306		6.7387447		5.206323		6.9668827		-1.1740578		-1.1241018		-3.1246908		-2.3218753		-1.457059		-1.3343642		-2.1397285		1.0380136		-0.54305935		-0.1687727		-1.6437135		-1.2152905		-0.23150349		-0.41615248		-1.0974278		0.05382538		No		Yes		Yes		U35_44k_v1_5554		LOC_Os08g10440.1		dbj|BAD05298.1| 4e-31  putative disease resistance protein RPM1 [Oryza sativa Japonica Group]		LOC_Os08g28540.1 1e-32 resistance protein LR10 putative		TCTCAAGATGTCAGAGGATGAGGATCCTGATGTTCAGGATAAGGTGTGGATGAATGAGGT		None		0

		14985		CUST_4468_PI390587928		3.4314182		3.5762367		3.5164099		4.230507		2.9464633		2.6330383		2.5468976		2.136461		2.6675622		3.076459		2.5943959		4.1384816		-1.3995421		-1.9227864		-1.9581784		-4.2694373		-1.698023		-1.4139957		-1.8947586		-1.0658654		-0.76385593		-0.94319844		-0.9695122		-2.0940459		-0.48495483		-0.4997778		-0.922014		-0.09202528		Yes		No		No		U35_44k_v1_14985		LOC_Os01g53710.2		gb|EAY75760.1| 6e-31  hypothetical protein OsI_003607 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53710.2 1e-32 protein-tyrosine phosphatase mitochondrial 1 mitochondrial precursor putative expressed		CAAATATGGTGAGTACAATTTTACCTTATATATGTTTGTTGAGCGGCCGCTCGCGGAGGT		None		AT2G35680.1

		20048		CUST_318_PI390587928		9.862536		9.731796		9.926714		9.485961		9.799866		9.569714		8.775352		8.828625		9.565499		9.36023		9.112582		9.240401		-1.0443974		-1.1189013		-2.2212355		-1.5771679		-1.2286186		-1.2937562		-1.7582396		-1.1855526		-0.29703712		-0.16208267		-1.1513624		-0.65733624		-0.06267071		-0.37156582		-0.81413174		-0.24555969		No		Yes		Yes		U35_44k_v1_20048		LOC_Os12g07020.1		gb|EAY82393.1| e-118  hypothetical protein OsI_036352 [Oryza sativa (indica cultivar-group)]		LOC_Os12g07020.1 1e-120 5-formyltetrahydrofolate cyclo-ligase putative expressed		GCATTGCGCGGTTCAAATATCGTGTCTATGAAGACTTGTTTACATCATAAAAATGTCATA		52438		AT1G76730.1

		21230		CUST_21385_PI390587928		7.4163136		7.12274		7.3395667		6.9427		6.9292893		7.0168724		6.1574426		6.4374986		6.8755684		6.741688		6.581863		7.0225263		-1.401551		-1.0761412		-2.2691061		-1.4193214		-1.4547238		-1.3022912		-1.6907973		1.0568908		-0.54074526		-0.105867386		-1.1821241		-0.50520134		-0.4870243		-0.38105202		-0.7577038		0.079826355		No		Yes		Yes		U35_44k_v1_21230		-		dbj|BAD61490.1| e-177  actin -like [Oryza sativa Japonica Group]		LOC_Os12g06660.1 3e-14 actin-7 putative expressed		GTGATCATGCATCTTGTGAAGATGACATATTTTTAACTCTTAGAAACACTGATACCGATC		17569		AT3G12380.1

		48985		CUST_10219_PI390587928		6.842705		6.2384663		6.5835605		6.4984126		6.47323		6.092712		5.4872403		6.1235604		6.2544703		5.948139		5.986612		6.3952026		-1.2918825		-1.1063089		-2.1380863		-1.2967067		-1.5034057		-1.2229174		-1.5125141		-1.0741608		-0.5882344		-0.14575434		-1.0963202		-0.37485218		-0.3694749		-0.29032707		-0.5969486		-0.10320997		No		Yes		Yes		U35_44k_v1_48985		-		ref|NP_001050577.1| 5e-11  Os03g0588200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g39129.1 1e-12 expressed protein		TCAGACATAGGATTTGTAAAGAATTGCCTGCCATTTCCTTTTTTGTGTTATGCGTTTCCT		50870		0

		12927		CUST_39830_PI390587928		1.295664		1.3201454		1.315381		1.3031162		1.703588		1.705358		2.5543318		4.316036		1.2821327		1.4010963		1.2987776		1.2822242		1.3267753		1.3060523		2.360268		8.071965		-1.0094233		1.057715		-1.0115751		-1.0145866		-0.013531208		0.38521266		1.2389507		3.01292		0.40792406		0.080950975		-0.01660347		-0.020892024		Yes		Yes		Yes		U35_44k_v1_12927		LOC_Os01g09700.1		gb|EAY72868.1| 5e-78  hypothetical protein OsI_000715 [Oryza sativa (indica cultivar-group)]		LOC_Os01g09700.1 3e-79 1-aminocyclopropane-1-carboxylate synthase 7 putative expressed		CATTGTAATCAATTGAGGAAGTGCGTAATCGATCCTGGTGACACATCAATTTTGTAAAAA		21935		AT4G26200.1

		37707		CUST_5183_PI390587928		5.57452		4.922606		4.9925475		5.182946		5.0404167		4.561997		3.7401464		4.5450373		4.8140893		4.4405384		3.419178		4.620115		-1.4480419		-1.2839679		-2.382376		-1.5560721		-1.6939964		-1.396744		-2.9759896		-1.4771655		-0.7604308		-0.36060905		-1.2524011		-0.63790894		-0.5341034		-0.48206758		-1.5733695		-0.5628314		No		Yes		Yes		U35_44k_v1_37707		LOC_Os05g06500.1		gb|AAX13276.1| 3e-28  USP family protein [Triticum aestivum]		LOC_Os05g06500.1 3e-25 USP family protein putative expressed		AAAGTTGTTTTACAACTATGACCTTCCACTCAGTGCTCACTGCCCTTGTTTCTTTCCTCT		33377		AT3G17020.1

		30899		CUST_21651_PI390587928		4.5514545		4.9893036		5.607231		4.9238997		5.8112807		6.111975		6.8798485		8.284396		6.319082		6.1920953		6.1273155		5.5146103		2.3946688		2.1774983		2.415995		10.270942		3.404935		2.3018465		1.4340391		1.5059884		1.7676272		1.1226716		1.2726173		3.3604965		1.2598262		1.2027917		0.5200844		0.59071064		Yes		Yes		Yes		U35_44k_v1_30899		-		ref|XP_001246345.1| 8e-28  hypothetical protein CIMG_00116 [Coccidioides immitis RS]		No hits found		TTTGATGGCCGCCTCACCCGCGGTCATGGTGCATTAAACTAACCCTTTTTTGGCAAAAAA		31017		0

		2380		CUST_41468_PI390587928		8.247174		8.008433		8.402347		7.9090137		8.151514		7.892862		7.1988983		7.5397277		7.7171917		7.5144744		7.4442964		7.653893		-1.0685543		-1.0834042		-2.3028944		-1.2917135		-1.4439118		-1.4083042		-1.9426826		-1.1934357		-0.52998257		-0.1155715		-1.2034483		-0.36928606		-0.09566021		-0.49395895		-0.95805025		-0.25512075		No		Yes		Yes		U35_44k_v1_2380		LOC_Os01g49900.1		ref|NP_001043948.1| 1e-84  Os01g0693900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49900.1 3e-86 peptidyl-tRNA hydrolase putative expressed		ATGTACGATGATCTGGATTTACCCTTCGCGAAATTGCGTCTACTGCCAAAAGGTGGACAT		34014		AT1G18440.1

		11072		CUST_30225_PI390587928		4.088781		5.042803		4.3822656		4.1947007		3.2306013		3.8801887		3.6701946		3.913839		3.1037228		3.560458		3.306267		3.907299		-1.8127495		-2.238627		-1.6381539		-1.2149203		-1.979393		-2.794025		-2.1081808		-1.2204403		-0.98505807		-1.1626141		-0.71207094		-0.28086162		-0.85817957		-1.4823449		-1.0759985		-0.28740168		No		Yes		Yes		U35_44k_v1_11072		LOC_Os03g12450.1		ref|NP_001049433.1| 1e-58  Os03g0225500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12450.1 3e-60 nucleoporin putative expressed		TTTTTGTCTGGAGCTACTTGGCTGCTGTTGCAAAAGATTGTCTTGCACTTGAGATCCCGT		None		AT2G05120.1

		3346		CUST_18276_PI390587928		9.365424		8.690768		9.057486		9.143258		8.576455		8.289739		7.748732		8.009339		8.069336		8.086373		7.9367957		9.015912		-1.7278394		-1.32045		-2.4772742		-2.1945403		-2.4556215		-1.5203409		-2.1745093		-1.0922825		-1.2960882		-0.4010296		-1.3087535		-1.1339188		-0.78896904		-0.6043949		-1.1206899		-0.12734604		No		Yes		Yes		U35_44k_v1_3346		LOC_Os04g44530.5		ref|NP_001053367.1| 0.0  Os04g0527400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44530.5 0.0 expressed protein		CTGTTGATGTGGTAAATTTACCAAACATGATCATGATTTTCATTCAATGCTTGAGACGGA		7577		AT1G73390.3

		27978		CUST_18019_PI390587928		10.085651		8.138384		8.191464		9.885715		11.38532		9.564183		11.494415		12.127435		10.824477		9.886366		12.047709		12.732341		2.4617229		2.686633		9.869321		4.7296066		1.668817		3.358884		14.482563		7.193163		0.7388258		1.4257994		3.3029509		2.2417202		1.2996683		1.747982		3.856245		2.8466263		Yes		Yes		Yes		U35_44k_v1_27978		LOC_Os11g46970.1		gb|EAZ17778.1| 1e-54  hypothetical protein OsJ_031987 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g10310.1 3e-56 receptor-like protein kinase precursor putative expressed		CTGTTCCAATGGAAGCATAAATCTGATGCATGTTGGATATAAGTAACAGGCTCTCTGTTT		36061		AT3G47570.1

		4774		CUST_15941_PI390587928		2.877452		3.4689903		4.914637		3.6391556		2.259921		2.633361		4.0361876		3.4065278		2.099548		2.3057413		2.7588577		3.8631687		-1.534247		-1.7846352		-1.8383983		-1.1749732		-1.7146378		-2.2396123		-4.456093		1.167978		-0.7779038		-0.8356292		-0.87844944		-0.23262787		-0.6175308		-1.163249		-2.1557794		0.22401309		No		Yes		Yes		U35_44k_v1_4774		LOC_Os02g51500.2		ref|NP_001048133.1| 4e-55  Os02g0750600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g51500.3 2e-57 NTGP5 putative expressed		ACCTCCAAAGAATTATAAACAAGGAACTGGAACTGACACCTTGTTGTTTTCCTCAAAAAA		13084		AT1G22050.1

		49055		CUST_14878_PI390587928		6.7525535		7.4544163		7.1637874		7.385389		6.891584		7.828339		8.475299		6.3802257		7.302944		8.932901		8.841002		7.610647		1.1011648		1.2958716		2.4820144		-2.0071704		1.4644823		2.7865598		3.1981		1.1689866		0.5503907		0.37392282		1.3115115		-1.0051632		0.13903046		1.4784851		1.6772151		0.22525835		No		Yes		Yes		U35_44k_v1_49055		-		No hits found		No hits found		GACCTGTCGCAGCTCTTCGCGGTTGCGGTTTTTGGAAAATGGTCGGCTAGCTCCAAAAAA		None		0

		43197		CUST_12436_PI390587928		5.3385444		4.7474055		5.081421		6.5578303		7.454202		7.467566		8.816438		7.472524		7.746273		7.9792504		8.346829		6.8303776		4.3338757		6.5894613		13.315335		1.8851689		5.3063827		9.394686		9.61581		1.2079387		2.4077287		2.7201605		3.7350168		0.91469383		2.1156578		3.231845		3.2654085		0.27254725		Yes		Yes		Yes		U35_44k_v1_43197		LOC_Os08g09040.1		gb|ABG46235.1| 1e-55  germin-like protein 4c [Hordeum vulgare subsp. vulgare]		LOC_Os08g08990.1 3e-48 germin-like protein subfamily 1 member 11 precursor putative expressed		ATACCTAAGCTTACACCCTACATCTCCTCTATGCACCAGTGCGTGTCAATGGGTTTGTTT		39596		AT4G14630.1

		13346		CUST_34231_PI390587928		5.280689		4.9645247		5.685024		5.2222657		5.1741776		4.576281		4.881796		4.07296		4.6684966		4.916491		4.8485966		4.975288		-1.0766215		-1.3087991		-1.7450011		-2.2180715		-1.5285801		-1.0338548		-1.7856226		-1.1867186		-0.61219215		-0.38824368		-0.8032279		-1.1493058		-0.106511116		-0.048033714		-0.8364272		-0.2469778		No		Yes		Yes		U35_44k_v1_13346		LOC_Os01g45110.1		gb|EAY74811.1| 1e-32  hypothetical protein OsI_002658 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41430.1 2e-34 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		CGGTTCTTTTCCGGCGGATGCCGCCCCGACGCCGTCGTTGCCGACAGCCACTTCCAGTGG		21707		0

		44424		CUST_27100_PI390587928		5.41859		4.9745765		5.413021		5.0317216		6.954326		7.482225		8.612739		8.201268		7.4783053		6.945326		8.284749		6.6321864		2.8993633		5.686924		9.187788		8.99764		4.16904		3.9197166		7.319413		3.03241		2.0597153		2.5076485		3.1997175		3.1695466		1.5357361		1.9707494		2.871728		1.6004648		Yes		Yes		Yes		U35_44k_v1_44424		LOC_Os01g47900.1		dbj|BAD73674.1| 8e-22  S-receptor kinase-like [Oryza sativa Japonica Group]		LOC_Os01g47900.1 1e-23 S-locus-like receptor protein kinase putative expressed		GATTCCTTGCCATATTGATTCGTTTATTTGAGTGCTGAACATAAGAAAGCATGGTAAATG		42127		0

		17575		CUST_32556_PI390587928		14.845779		14.123973		13.474725		14.711402		14.623653		13.742203		11.674953		13.7957		14.35601		13.334868		12.333621		14.300609		-1.1664512		-1.3029395		-3.4816504		-1.8864866		-1.40422		-1.7280015		-2.205497		-1.3294166		-0.48976898		-0.38177013		-1.7997713		-0.91570187		-0.222126		-0.78910446		-1.1411037		-0.4107933		No		Yes		Yes		U35_44k_v1_17575		LOC_Os06g39370.1		ref|NP_001057979.1| e-149  Os06g0594400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39370.1 1e-151 protein kinase Kelch repeat:Kelch putative expressed		CAACAACCATGTACGAAAATGATGACGGTTAAACGAGTGCAGAAAGATTGTTGCAAAAAA		12407		AT1G80440.1

		23980		CUST_33303_PI390587928		8.058692		7.9023385		8.0665865		7.6591535		7.625913		7.422116		6.851258		7.0660224		7.580253		7.407969		7.3229938		7.6484466		-1.349831		-1.394959		-2.3219368		-1.5085171		-1.3932352		-1.408705		-1.6743402		-1.007449		-0.47843885		-0.4802227		-1.2153287		-0.59313107		-0.43277884		-0.4943695		-0.74359274		-0.010706902		No		Yes		Yes		U35_44k_v1_23980		-		No hits found		No hits found		GGGTTGTACCGAAGCAAAAGTGAAAAAACTATCAGTTTGTCTTGGTTGGATCTATATTTT		25028		0

		37549		CUST_35870_PI390587928		6.0053754		5.897569		6.7398524		6.1061974		5.661444		5.600261		5.5025806		5.4293647		5.4396625		5.0267143		5.349524		5.8857994		-1.2692103		-1.2288493		-2.357523		-1.5986263		-1.4801188		-1.8287462		-2.6213834		-1.1650549		-0.5657129		-0.29730797		-1.2372718		-0.6768327		-0.3439312		-0.87085485		-1.3903284		-0.22039795		No		Yes		Yes		U35_44k_v1_37549		-		gb|EAY91436.1| 5e-83  hypothetical protein OsI_012669 [Oryza sativa (indica cultivar-group)]		No hits found		AAGTTAGTTTAGCCCGATTTACTTGATAAAGCATGGCACATCCTTTATGATGACTGTCTG		None		AT4G32820.2

		24513		CUST_6945_PI390587928		9.23492		11.87099		9.991246		6.3701034		8.344721		10.049679		7.2217827		4.1104813		9.144272		10.267713		7.79818		6.185219		-1.8534313		-3.5340219		-6.8185434		-4.7886605		-1.0648482		-3.0383272		-4.572763		-1.136726		-0.0906477		-1.821311		-2.7694635		-2.259622		-0.8901987		-1.6032772		-2.1930661		-0.18488455		Yes		Yes		Yes		U35_44k_v1_24513		-		No hits found		No hits found		TCGGGAGGAAGATGTGTTCACTTCCGTTTATTTGTGAACGTAATCATGTTCGGGAGGAAA		19291		0

		45177		CUST_16026_PI390587928		2.638673		2.4524138		1.3410536		3.0091546		3.3752797		4.0731816		3.5419445		2.2772229		3.7838697		4.9009356		4.086986		4.1800942		1.666252		3.0753868		4.597632		-1.6608614		2.211763		5.458565		6.708232		2.251583		1.1451967		1.6207678		2.200891		-0.7319317		0.7366066		2.4485219		2.7459326		1.1709397		Yes		Yes		Yes		U35_44k_v1_45177		-		No hits found		No hits found		CTCTACCTGCATGCTTGATAAAGACATGGTAAAATCTAAAAGTTTCATCCTTTTTACTCC		43678		0

		28302		CUST_2911_PI390587928		5.6549363		6.298		7.2195206		6.7982163		5.169271		5.3513875		5.724386		6.2889037		4.849199		4.8012857		5.408631		6.594274		-1.4002315		-1.9273417		-2.818904		-1.4233719		-1.7480391		-2.8219924		-3.508586		-1.1518415		-0.8057375		-0.94661236		-1.4951344		-0.5093126		-0.48566532		-1.4967141		-1.8108897		-0.2039423		Yes		Yes		Yes		U35_44k_v1_28302		LOC_Os01g11040.1		sp|Q5QNA6|SCRL2_ORYSJ 5e-32  SCAR-like protein 2		LOC_Os01g11040.1 1e-33 SCAR-like protein 2 putative expressed		GGCAGAAGAGCCATATACATTTTGCTTATGTACCAGGTTCTGACTGGCACACACAACTTC		27095		AT4G18600.1

		4371		CUST_15224_PI390587928		8.316077		6.9228797		9.25021		10.43214		7.8487725		6.175286		7.9686923		9.34993		7.371729		6.1287327		8.163503		10.107553		-1.3825241		-1.6789902		-2.4309454		-2.1172779		-1.9243195		-1.7340518		-2.123887		-1.2523066		-0.94434834		-0.7475939		-1.2815175		-1.0822105		-0.4673047		-0.794147		-1.0867071		-0.32458782		No		Yes		Yes		U35_44k_v1_4371		LOC_Os11g37560.2		gb|ABA94451.1| 0.0  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37560.2 0.0 expressed protein		AGGTCTGTAATATTTCTACAGGTGATTGGACGAAACCGACAATCCAATCAGCCCCTTAGT		10009		AT3G55760.2

		1354		CUST_36874_PI390587928		15.51274		15.641294		15.534438		15.691315		15.210472		15.298337		14.480449		14.885568		15.139251		15.307673		14.720996		15.750712		-1.2330813		-1.2683532		-2.0762632		-1.7480507		-1.2954824		-1.2601715		-1.7573996		1.0420307		-0.37348938		-0.34295654		-1.0539894		-0.80574703		-0.30226803		-0.33362007		-0.81344223		0.059397697		No		Yes		Yes		U35_44k_v1_1354		LOC_Os01g01450.2		gb|EAZ10205.1| 2e-84  hypothetical protein OsJ_000030 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g01450.2 3e-86 stress responsive protein putative expressed		GCAAACCAGTGCTTGTTATTATGCATATATATATACATGCCATGTGACATGTTTGTGAAC		4185		AT2G39050.1

		25699		CUST_4408_PI390587928		2.3349233		1.7874227		1.3983933		1.4138867		1.7215611		3.892847		3.2450488		3.6866333		2.7393835		5.793443		2.9162405		2.4000807		-1.5298203		4.303243		3.5966542		4.8324223		1.3235936		16.06691		2.863634		1.9809521		0.4044602		2.1054244		1.8466555		2.2727466		-0.6133622		4.0060205		1.5178472		0.986194		Yes		Yes		Yes		U35_44k_v1_25699		LOC_Os04g51560.1		ref|NP_001053792.1| 4e-29  Os04g0605100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g13840.2 4e-31 OsWRKY25 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ATTGTCTGAAGATAGGCAAGCACCGGGTGAAGTACACGACGCTCGAGCCCACGGTAACCT		22593		AT4G31550.1

		2233		CUST_37174_PI390587928		5.767273		5.675198		4.896426		5.667625		5.947819		7.237741		8.428815		8.092585		7.002741		7.07157		7.514545		4.7154555		1.133313		2.9537401		11.570576		5.37014		2.354577		2.6323874		6.1394897		-1.9347799		1.2354679		1.5625429		3.5323887		2.4249597		0.18054628		1.3963718		2.6181188		-0.9521694		Yes		Yes		Yes		U35_44k_v1_2233		LOC_Os03g08940.1		No hits found		No hits found		CTTGGATGTGTATTTCCCTTTTGAGCTTAATTTCTGACATAAGTACTACCGGGATAAAAA		6014		0

		30316		CUST_38611_PI390587928		3.4999049		3.9433162		4.270456		4.5426593		3.622514		3.755009		3.9689236		3.1429758		3.021808		2.3763971		3.9027882		3.2331011		1.088702		-1.139426		-1.2324528		-2.6384368		-1.3929051		-2.9627135		-1.2902652		-2.478656		-0.47809696		-0.18830729		-0.30153227		-1.3996835		0.12260914		-1.5669191		-0.36766768		-1.3095582		No		Yes		Yes		U35_44k_v1_30316		LOC_Os09g38520.1		No hits found		No hits found		AGCCCGAAACCCTAGCCGAGTACTACCGACCTTGCTCCCAAACCGTGACCAAGGAGAGCG		30177		0

		3663		CUST_16967_PI390587928		9.4405155		9.289609		9.826905		11.293466		10.199284		11.623481		13.562423		13.211723		10.624893		12.228844		13.784943		13.680774		1.6920452		5.041566		13.319957		3.7796633		2.2726533		7.6700435		15.541323		5.2318025		1.1843777		2.3338718		3.7355175		1.9182577		0.7587681		2.9392347		3.9580374		2.3873081		Yes		Yes		Yes		U35_44k_v1_3663		LOC_Os03g60960.1		gb|EAY92400.1| 0.0  hypothetical protein OsI_013633 [Oryza sativa (indica cultivar-group)]		LOC_Os03g60960.1 0.0 cytokinin-N-glucosyltransferase 1 putative expressed		GTCAGTTCAGAATCTCTGTTAATTAAGCACGCACAACGGTATCCTATTTATAAGTCAAAA		18056		AT3G11340.1

		23902		CUST_11369_PI390587928		5.1598873		5.950751		4.577855		5.0897574		5.026998		6.5055833		5.745321		4.7105603		5.275995		7.042389		5.8966274		5.2400002		-1.0964874		1.4689981		2.2461677		-1.3006178		1.0838068		2.1311588		2.4945374		1.1097562		0.116107464		0.55483246		1.1674657		-0.37919712		-0.13288927		1.0916381		1.3187723		0.1502428		No		Yes		Yes		U35_44k_v1_23902		LOC_Os06g19630.1		ref|NP_001057450.1| 4e-96  Os06g0300500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19630.1 8e-98 steroid nuclear receptor ligand-binding putative expressed		CTACCTGCGGGTTCAGAGTAGAAATTGTAAGTTGAGAAGTCTGATTGCTCTGTTTTCTTT		19839		AT4G12680.1

		16267		CUST_28374_PI390587928		10.565284		11.620651		10.930005		10.99451		11.086868		10.587369		13.682518		12.928406		11.421997		11.247237		13.040734		10.653121		1.435531		-2.0466754		6.738899		3.8208566		1.8109081		-1.2954147		4.3190956		-1.2669755		0.8567133		-1.0332823		2.752513		1.9338961		0.5215845		-0.37341404		2.1107292		-0.3413887		No		Yes		Yes		U35_44k_v1_16267		LOC_Os04g55720.1		emb|CAH68268.1| 0.0  H0212B02.14 [Oryza sativa (indica cultivar-group)]		LOC_Os04g55720.1 0.0 D-3-phosphoglycerate dehydrogenase chloroplast precursor putative expressed		GGTGGTGCTCTAGTTTGGTTTGGTGTTTTGGTTAATCCATCTTATGTTTCAGCATAATGC		5495		AT4G34200.1

		38808		CUST_21211_PI390587928		8.518116		8.320743		9.302506		9.589871		8.618733		7.5635242		8.527565		8.217528		8.28125		7.451477		8.51715		9.134572		1.0722322		-1.6902286		-1.7111206		-2.5889068		-1.17843		-1.8267328		-1.7235181		-1.3710673		-0.236866		-0.75721836		-0.77494144		-1.3723431		0.10061741		-0.86926556		-0.7853565		-0.45529938		No		Yes		Yes		U35_44k_v1_38808		LOC_Os11g12530.1		gb|EAZ17908.1| 7e-72  hypothetical protein OsJ_032117 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g12530.1 3e-72 receptor-like protein kinase 5 precursor putative expressed		TCAAGCTACACGCCTGCCTGTCGCGCGGCGAGCTCAACTTCATAGTCTACGAGTATATGC		None		AT1G72180.1

		18965		CUST_26487_PI390587928		8.399357		8.168565		9.138331		8.624778		8.066644		7.797587		8.255099		7.556057		7.8957787		7.6002984		8.547469		8.311094		-1.2593795		-1.2932291		-1.8445029		-2.0975728		-1.4177254		-1.4827408		-1.5061467		-1.242877		-0.5035782		-0.37097788		-0.8832321		-1.0687208		-0.33271313		-0.5682664		-0.5908623		-0.3136835		No		Yes		Yes		U35_44k_v1_18965		LOC_Os04g53350.1		gb|EAZ32049.1| e-149  hypothetical protein OsJ_015532 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53350.1 1e-151 expressed protein		GATGTAATATAGACATAAACAGGCAGCAATGTTCAGACAAAGTTCACGCCCAGGAAAAAA		11358		AT3G20350.1

		37783		CUST_15359_PI390587928		3.8577573		3.5063164		3.331218		3.3342779		2.4563262		2.519123		2.0141358		1.829645		2.0846798		3.098591		2.453495		3.033207		-2.641635		-1.9823247		-2.4916167		-2.8375244		-3.4178226		-1.3265926		-1.8374729		-1.2320586		-1.7730775		-0.98719335		-1.3170822		-1.5046328		-1.4014311		-0.40772533		-0.877723		-0.30107093		Yes		No		No		U35_44k_v1_37783		LOC_Os06g39640.1		ref|NP_001051583.1| 2e-18  Os03g0800200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39640.1 5e-15 PINHEAD protein putative expressed		TTCAAATCTGAACCGTGGTGCCTTTGTGTTTGCTGCTTCAACAGTCCCACCTGCATATTA		33483		AT5G43810.1

		32434		CUST_15064_PI390587928		7.305035		7.9224243		8.36272		7.889309		7.379022		7.4116683		7.5712204		7.433042		7.426352		7.220842		7.252243		7.3869324		1.0526217		-1.4247966		-1.7308722		-1.3719871		1.0877273		-1.6262876		-2.1591694		-1.4165452		0.12131691		-0.510756		-0.79149914		-0.45626688		0.07398701		-0.70158243		-1.1104765		-0.50237656		No		Yes		Yes		U35_44k_v1_32434		LOC_Os02g07630.1		dbj|BAD25508.1| 1e-35  putative copper-exporting ATPase [Oryza sativa Japonica Group]		LOC_Os02g07630.1 3e-37 copper-transporting ATPase RAN1 putative expressed		TAGAAGCAATAGAAGATGCTGGATTTGAAGCAGAGATCCTCCCAGACTCTGCTGTTTCTC		None		AT5G44790.1

		8059		CUST_8461_PI390587928		4.092712		4.556214		4.7153244		4.625236		4.880312		5.3749795		6.233349		4.6913214		5.242495		5.8621964		6.1544666		5.450517		1.7262005		1.7638962		2.863986		1.0468723		2.2188053		2.4725206		2.711596		1.7718803		1.1497831		0.81876564		1.5180244		0.06608534		0.78760004		1.3059826		1.4391422		0.82528114		Yes		Yes		Yes		U35_44k_v1_8059		-		No hits found		No hits found		TCCGTGTGTCGGATTGCGACAAGTTATATATGTAACTTGGCTAGAATTTCACGTAAAAAA		25431		0

		14098		CUST_575_PI390587928		11.998386		12.427358		11.313588		12.4055395		12.71492		13.896301		14.633296		12.805962		12.973656		14.413161		14.263058		12.373511		1.6432291		2.768191		9.984622		1.3198941		1.9660082		3.9608324		7.72465		-1.0224485		0.9752693		1.4689436		3.3197079		0.4004221		0.71653366		1.9858036		2.9494696		-0.0320282		Yes		Yes		Yes		U35_44k_v1_14098		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		GTTTCTTGGCGGTGGTACGATCAGAGTTACAGGAATCAATAATGGGGTTACGAAGGTAAA		91		AT4G24190.1

		7026		CUST_41394_PI390587928		8.475709		8.864621		9.483264		9.724521		8.210475		8.347925		8.216408		8.501649		8.059605		7.9872627		8.90816		9.445095		-1.201831		-1.430675		-2.406366		-2.3341088		-1.3343196		-1.8370087		-1.4897846		-1.2137116		-0.41610432		-0.516696		-1.2668562		-1.2228718		-0.265234		-0.87735844		-0.57510376		-0.27942562		No		Yes		Yes		U35_44k_v1_7026		LOC_Os07g40150.1		gb|EAZ40499.1| 3e-77  hypothetical protein OsJ_023982 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g40150.1 6e-79 expressed protein		GCAGTCCAATTTGTTCATACTACTCCTAGAGATCGAGCTCGATTTTCCTCTGCCAAAAAA		18185		AT1G49840.1

		26837		CUST_21192_PI390587928		4.4324985		4.8601074		3.291241		3.902792		3.892853		6.5005565		11.7470255		10.679131		4.0336375		7.886317		11.179099		8.861646		-1.4536152		3.1176286		351.11136		109.61782		-1.3184665		8.146664		236.85469		31.100239		-0.39886093		1.640449		8.455785		6.7763386		-0.53964543		3.0262094		7.8878584		4.9588537		Yes		Yes		Yes		U35_44k_v1_26837		-		No hits found		No hits found		ATGTTTAGAAGTCCTCTCTTTAGCTTGTACAAAACTTAAACATGGAATCAGGAACGCAAT		15108		0

		37666		CUST_4428_PI390587928		8.422332		9.51886		8.751996		6.8570323		8.18		9.113327		6.9121842		4.7992377		8.136027		8.936379		7.7621574		7.2243443		-1.1829028		-1.324578		-3.5796332		-4.1634936		-1.2195125		-1.4974215		-1.9859627		1.2899472		-0.28630447		-0.40553284		-1.8398118		-2.0577946		-0.2423315		-0.58248043		-0.9898386		0.36731195		Yes		No		No		U35_44k_v1_37666		LOC_Os03g57240.1		gb|EAY83909.1| 8e-11  hypothetical protein OsI_037868 [Oryza sativa (indica cultivar-group)]		LOC_Os12g42250.1 3e-12 expressed protein		GCTGATTGTACCGATCGAGCGTGCAATTGATGGTAATAAACATCTAGTTGTTCGAAAAAA		26427		0

		17136		CUST_36011_PI390587928		11.407273		12.2031975		10.53184		9.978696		11.254239		11.979282		8.346824		8.639122		10.582643		11.049835		9.328792		9.604175		-1.1119056		-1.1678987		-4.5473204		-2.5307655		-1.7710817		-2.2243168		-2.3022568		-1.2964092		-0.82463074		-0.2239151		-2.1850166		-1.3395739		-0.15303421		-1.1533623		-1.2030487		-0.37452126		No		Yes		Yes		U35_44k_v1_17136		LOC_Os06g42800.1		gb|EAZ01785.1| 0.0  hypothetical protein OsI_023017 [Oryza sativa (indica cultivar-group)]		LOC_Os06g42800.1 0.0 ATP binding protein putative expressed		CGAATATGCTGGGGATTTTGTCAATGGCTTGTATAGATATAGATATAGGATTCTGTTATG		6842		AT4G22130.2

		7436		CUST_39410_PI390587928		5.121613		4.373675		5.5067954		6.3815846		5.3546815		6.386389		9.065071		8.852582		5.8728924		7.3976207		9.17278		8.500118		1.1753321		4.035406		11.780066		5.544269		1.6832849		8.133892		12.693206		4.3425236		0.75127935		2.012714		3.5582757		2.4709973		0.23306847		3.0239458		3.6659846		2.1185336		Yes		Yes		Yes		U35_44k_v1_7436		LOC_Os04g54180.1		emb|CAH67726.1| 7e-59  H0613A10.9 [Oryza sativa (indica cultivar-group)]		LOC_Os04g54140.1 5e-60 receptor-like kinase putative expressed		GAAGGGGACTTTCATGTTGTTGTGCTCTGAAAACGATAAACTCATATATGCAATAGCTTC		None		AT4G23140.1

		4354		CUST_15241_PI390587928		8.092107		8.13139		8.520789		8.008151		7.758196		7.800573		6.7759833		6.9181075		7.512461		7.4700427		7.209334		7.7885222		-1.2604256		-1.2577252		-3.3514974		-2.1288047		-1.4944822		-1.5815585		-2.4819176		-1.164434		-0.57964563		-0.33081675		-1.7448058		-1.0900435		-0.33391094		-0.6613469		-1.3114552		-0.21962881		No		Yes		Yes		U35_44k_v1_4354		LOC_Os01g13800.1		gb|EAY73225.1| 1e-88  hypothetical protein OsI_001072 [Oryza sativa (indica cultivar-group)]		LOC_Os01g13800.1 4e-89 receptor-like protein kinase 5 precursor putative expressed		CATCCATCCCAAATGATTGCGTTGCACATACGTACTCCCGATTTTTTGTTGCGTACTCTT		14472		AT1G28440.1

		48424		CUST_8655_PI390587928		4.157239		4.638537		3.7536423		4.80835		4.9278855		5.8547425		6.540603		5.4375973		5.2048616		5.7751937		6.2966695		5.499909		1.7060342		2.3233485		6.9017434		1.5467577		2.0671208		2.1987092		5.8281064		1.6150277		1.0476227		1.2162056		2.7869608		0.6292472		0.7706466		1.1366568		2.5430272		0.69155884		Yes		Yes		Yes		U35_44k_v1_48424		LOC_Os08g14940.1		gb|EAZ06191.1| 3e-51  hypothetical protein OsI_027423 [Oryza sativa (indica cultivar-group)]		LOC_Os08g14940.1 4e-52 receptor-like protein kinase precursor putative expressed		AGGTATGCACTTTTGCTTCGGTAGATCCCCTAAACACTTGGATAAGAAAGAACACAGTAA		50183		AT3G47570.1

		18907		CUST_9642_PI390587928		11.403552		10.946349		10.632806		11.47771		11.69023		11.317538		12.526871		11.941544		11.822267		11.756562		12.513027		11.912109		1.2198285		1.2934185		3.71681		1.379202		1.336736		1.7534704		3.6813154		1.3513483		0.41871452		0.37118912		1.8940649		0.4638338		0.2866783		0.8102131		1.8802214		0.4343996		No		Yes		Yes		U35_44k_v1_18907		LOC_Os01g02840.1		gb|ABB84340.1| 7e-53  resistance-related receptor-like kinase [Triticum aestivum]		LOC_Os01g02360.1 7e-49 LRK33 putative expressed		TGAATATTCACTGGTCAGCGGTCAATACCACTGTAATAAGGGATTTGTAGTTGGACTTGT		22848		AT1G70250.1

		13892		CUST_9558_PI390587928		10.9478655		10.592994		8.90493		9.256006		11.083332		10.826833		10.133267		9.749663		10.93275		10.789004		9.984332		9.624795		1.098448		1.1759601		2.342968		1.4080095		-1.0105325		1.1455263		2.11316		1.2912682		-0.015115738		0.23383904		1.2283373		0.4936571		0.13546658		0.19601059		1.079402		0.36878872		No		Yes		Yes		U35_44k_v1_13892		LOC_Os01g15490.1		gb|EAZ11308.1| e-102  hypothetical protein OsJ_001133 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g15490.1 1e-104 transferase putative expressed		AATTTTCTGATGTGTACATAGGGTCTTATCGGATTTCGAGAACGGGGCCGTTGGTTGTGA		8392		AT5G03430.1

		9214		CUST_5910_PI390587928		4.1776605		5.3123274		3.9141932		3.899706		3.580101		4.2414813		2.873393		1.7831888		3.6637485		4.3917546		2.75306		1.9115537		-1.5131546		-2.1006649		-2.0573683		-4.3364577		-1.4279169		-1.8928666		-2.23633		-3.9672854		-0.51391196		-1.0708461		-1.0408001		-2.116517		-0.59755945		-0.92057276		-1.161133		-1.9881521		Yes		No		No		U35_44k_v1_9214		LOC_Os05g46520.1		gb|EAZ35131.1| 4e-53  hypothetical protein OsJ_018614 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46520.1 1e-54 polygalacturonase precursor putative expressed		ATCATGATCTTGTACTGTGGTTTAGCAACGGAAAGAGGCATGAATTTGTATGCGAAAAAA		21718		AT1G80170.1

		17215		CUST_17274_PI390587928		8.782811		8.855945		8.335725		8.601121		8.838809		8.878714		9.496067		9.100876		8.98516		9.191029		9.34986		8.848414		1.0395778		1.0159074		2.2351043		1.4139733		1.1505699		1.2614508		2.0196922		1.1869782		0.20234871		0.022768974		1.1603422		0.4997549		0.05599785		0.33508396		1.0141354		0.24729347		No		Yes		Yes		U35_44k_v1_17215		LOC_Os03g26860.1		ref|NP_001050253.1| 3e-46  Os03g0385900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26860.1 6e-48 ribosomal protein S11 containing protein expressed		CTTCTGTGGGTTTCCTATATAATGACAGCACTGCGAGTGTATGTCTGTTGAGATGCTAAA		8312		AT1G31817.1

		21071		CUST_10154_PI390587928		5.51206		5.856934		4.6543164		4.821833		5.201596		5.1279325		3.0743034		3.032346		4.9902444		4.593423		2.3932598		4.163785		-1.2401068		-1.6574916		-2.9897256		-3.4569197		-1.4357612		-2.4007933		-4.793424		-1.5779463		-0.5218158		-0.7290015		-1.580013		-1.7894871		-0.31046438		-1.2635112		-2.2610567		-0.65804815		Yes		Yes		Yes		U35_44k_v1_21071		LOC_Os01g33420.1		gb|EAZ12127.1| e-171  hypothetical protein OsJ_001952 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g33420.1 1e-172 alpha-galactosidase/ hydrolase hydrolyzing O-glycosyl compounds putative expressed		TAGGCTGTGTAACCTTACATTTGAAGAACAGAAAGCACAGATGACACTATGGTCAATGGC		14864		AT3G26380.1

		2397		CUST_41451_PI390587928		13.499812		12.850085		12.1868925		12.26827		13.790408		13.9966345		17.374817		16.225859		13.909915		14.357089		17.191484		14.684845		1.2231455		2.2138374		36.451958		15.536495		1.3287805		2.8421915		32.102016		5.3390217		0.41010284		1.1465492		5.1879244		3.9575891		0.290596		1.5070038		5.004592		2.4165754		Yes		Yes		Yes		U35_44k_v1_2397		-		sp|Q01481|WIR1B_WHEAT 1e-06  Protein WIR1B		No hits found		GGCGGCCTATAGATGCTTACTCCCTCCGTATCTAAATATAAGTCTTTTAAAATATTTCAT		36617		0

		13362		CUST_34188_PI390587928		4.1017394		3.4755476		3.030568		4.611877		4.5157886		4.715783		6.0021706		5.858708		4.0765305		4.8631535		4.3557363		3.8136797		1.3324202		2.362371		7.8440714		2.3731954		-1.0176271		2.6164412		2.5056212		-1.7389269		-0.02520895		1.2402356		2.9716027		1.2468309		0.41404915		1.3876059		1.3251684		-0.79819727		Yes		No		No		U35_44k_v1_13362		LOC_Os09g39850.1		gb|EAZ45750.1| 2e-25  hypothetical protein OsJ_029233 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39850.1 3e-27 transcription factor TSRF1 putative expressed		ACCATCCTCGCTCCCACCAACACCAAGATGATCACGACGAACGACGTCGACCAGGCGGCA		21925		AT1G06160.1

		7574		CUST_36681_PI390587928		11.466901		10.685459		10.448379		11.233836		11.999104		12.0704		12.355987		11.673256		12.292127		12.444305		12.06034		11.1473875		1.4461355		2.611613		3.7518654		1.3560588		1.7718123		3.3842738		3.0566711		-1.0617534		0.82522583		1.3849411		1.907608		0.43941975		0.5322027		1.7588463		1.6119614		-0.08644867		Yes		Yes		Yes		U35_44k_v1_7574		LOC_Os12g42570.1		gb|EAZ21254.1| 3e-24  hypothetical protein OsJ_035463 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42570.1 6e-26 expressed protein		GTACCTGTCGTCCTGAATTGAGTTGTGATGGGACCTGTAATCATCCTTAGATCCTCAATG		19227		0

		1126		CUST_41861_PI390587928		14.491425		14.442105		14.36597		14.25042		14.10471		14.016595		12.99242		12.89167		14.001586		13.94436		13.319206		13.597304		-1.307413		-1.3430476		-2.5910726		-2.5646276		-1.4042878		-1.4120053		-2.06589		-1.5725602		-0.4898386		-0.4255104		-1.3735495		-1.3587494		-0.38671494		-0.4977455		-1.0467634		-0.6531153		No		Yes		Yes		U35_44k_v1_1126		LOC_Os04g38390.1		ref|NP_001052968.1| 9e-68  Os04g0456700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38390.1 2e-69 wound/stress protein putative expressed		GTACTCTCTGTGTCAGTTTCCGGTTAAGATCTTCTAATGTACTTTCTCCGTATTAAAATA		None		AT4G39730.1

		46557		CUST_37982_PI390587928		7.1656055		7.561783		8.811713		8.566944		6.797722		7.2799163		6.9324765		6.96312		6.245211		6.545059		7.231748		8.556297		-1.2904584		-1.2157668		-3.6788037		-3.0394793		-1.8926326		-2.0233188		-2.9896262		-1.0074071		-0.9203944		-0.28186655		-1.8792367		-1.6038241		-0.36788368		-1.0167236		-1.5799651		-0.01064682		Yes		Yes		Yes		U35_44k_v1_46557		LOC_Os01g45900.1		ref|NP_001043709.1| 2e-53  Os01g0647000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45900.1 4e-55 F-box domain containing protein expressed		ATCCTCATTTCTTTTCTCTCTAAAAACAGCACTAGCCTTGACGCTATTCTTATTGTACTG		22608		0

		30986		CUST_28290_PI390587928		5.7784686		6.1745734		5.585636		6.092331		8.510634		9.031513		10.861984		8.67369		9.069394		9.557673		10.232006		8.029988		6.6445236		7.2447696		38.75601		5.9850316		9.787399		10.433129		25.043598		3.830831		3.2909255		2.8569398		5.276348		2.581359		2.7321658		3.3831		4.64637		1.9376574		Yes		Yes		Yes		U35_44k_v1_30986		LOC_Os06g08350.1		gb|EAZ36046.1| 1e-11  hypothetical protein OsJ_019529 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08350.1 3e-13 expressed protein		TTGGCTCCGCCGCAGTTGCATTGGATTGCACGCACGAACTCATGTCTCGTGCATGCTGAA		31124		0

		22286		CUST_17482_PI390587928		5.6224227		5.9008064		6.6386094		5.0709357		5.0600834		5.277325		5.1838093		4.070311		4.4080367		4.9799223		5.2762527		5.40184		-1.4766617		-1.5405881		-2.741186		-2.0008662		-2.32042		-1.8932751		-2.5710483		1.2578017		-1.214386		-0.6234813		-1.4548001		-1.0006247		-0.5623393		-0.92088413		-1.3623567		0.33090448		No		Yes		Yes		U35_44k_v1_22286		LOC_Os01g07420.1		gb|EAZ10695.1| 2e-55  hypothetical protein OsJ_000520 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07420.1 4e-57 hydrolase putative expressed		GTGGCGGTAACTTGTAATTGAGCGTATTATCATGAAGATGTTGTTTTGTTTCATGCAAAA		19253		AT4G33180.1

		10309		CUST_13979_PI390587928		4.1528473		3.9608371		5.124883		4.0885735		3.6213372		3.8020604		4.297213		3.9138792		3.0097382		2.8263178		3.5210552		3.989747		-1.4454414		-1.1163402		-1.7748168		-1.1287252		-2.2085648		-2.1954541		-3.0394871		-1.070902		-1.1431091		-0.15877676		-0.8276701		-0.1746943		-0.5315101		-1.1345193		-1.603828		-0.09882641		No		Yes		Yes		U35_44k_v1_10309		LOC_Os05g31920.2		gb|EAZ34148.1| e-121  hypothetical protein OsJ_017631 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g31920.2 1e-123 ran GTPase binding protein putative expressed		GTGACAAAGAAACAAGACTTGTCCCAACTTGTGTAGCTTCTTTGGCTGAGCCTAACTTTT		19637		AT5G19420.1

		2512		CUST_30926_PI390587928		4.3199043		5.6619716		4.8311048		3.8214095		5.92432		7.220108		10.495473		6.1046166		6.753647		9.469967		9.573128		3.589543		3.0407262		2.9447322		50.71597		4.8675885		5.402932		14.006216		26.760311		-1.1743532		2.4337425		1.5581365		5.664368		2.2832072		1.6044159		3.8079953		4.742023		-0.23186636		Yes		Yes		Yes		U35_44k_v1_2512		LOC_Os07g01440.1		ref|NP_001058695.1| 2e-28  Os07g0105000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01440.1 4e-30 uclacyanin-2 precursor putative expressed		CCCTGCATGTTCCTTCCTTCCTACTACAGTGTTATCAGGGTTCAGTGTACTACTGTACAA		5927		AT2G32300.1

		9836		CUST_37458_PI390587928		8.03064		8.307264		8.111648		8.297359		8.222384		9.373484		9.560479		9.002662		8.127524		9.0231905		9.550417		8.858395		1.1421442		2.0939388		2.7298687		1.6304862		1.0694616		1.6425374		2.7108953		1.4753274		0.09688473		1.0662193		1.4488316		0.70530224		0.1917448		0.7159262		1.4387693		0.56103516		No		Yes		Yes		U35_44k_v1_9836		LOC_Os04g42310.1		gb|EAZ31250.1| 1e-74  hypothetical protein OsJ_014733 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42310.1 3e-76 K+ channel tetramerisation domain containing protein expressed		AACATCTGTTGTCGGTATCAAGCGCTGCCCTGTCAAAATCATCACAAGGTTGATTCTCAG		22343		AT2G24240.1

		15643		CUST_31904_PI390587928		14.58353		13.918273		16.480204		15.399533		13.540526		13.571423		14.422473		13.18246		13.407281		14.120568		15.00024		14.820404		-2.0605137		-1.2717811		-4.163309		-4.649493		-2.2598853		1.1505274		-2.7894163		-1.4939473		-1.1762495		-0.3468504		-2.0577307		-2.2170734		-1.043004		0.2022953		-1.4799633		-0.5791292		Yes		Yes		Yes		U35_44k_v1_15643		LOC_Os11g32650.1		sp|P53414|CHS1_SECCE 9e-91  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 2e-86 chalcone synthase putative expressed		CACACAAGTTTGCACTATATTCTACCGTATATGGTTTGTAATAGAAGGGACTATTTCTCT		7358		AT5G13930.1

		43329		CUST_28873_PI390587928		8.62029		8.167945		7.7652144		7.6304297		9.310034		8.395599		9.493302		8.753434		9.621366		8.957428		8.983026		7.6223774		1.6129973		1.1709297		3.3128846		2.1780007		2.0014918		1.7284551		2.3259356		-1.0055971		1.0010757		0.22765446		1.7280879		1.1230044		0.689744		0.7894831		1.2178111		-0.008052349		No		Yes		Yes		U35_44k_v1_43329		LOC_Os08g37874.2		gb|EAZ43131.1| 1e-05  hypothetical protein OsJ_026614 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37874.2 1e-07 oxidoreductase putative expressed		TGCGCATCCGCTGTGTAAGAAGAAGCTGGTTGAGATGAATTGCACGGACTATACAAATGT		39869		0

		14318		CUST_8711_PI390587928		2.2700558		1.42876		1.8229059		2.1700306		2.9421158		2.5708458		2.7977016		5.357392		1.3501636		2.059705		2.1139796		1.3478112		1.5933465		2.2069988		1.9653629		9.109433		-1.8919739		1.548579		1.2235506		-1.7681239		-0.9198922		1.1420858		0.9747957		3.1873612		0.67206		0.63094497		0.29107368		-0.8222194		Yes		No		No		U35_44k_v1_14318		-		sp|P32024|JI23_HORVU 6e-92  23 kDa jasmonate-induced protein		LOC_Os04g24478.1 1e-29 jasmonate-induced protein putative		GGCTATTTGTTTCCTTAATAAGTATCAGATATAAGGCACTCTTCTGAGAGTCTTTTCTCA		1680		0

		4653		CUST_33742_PI390587928		10.793368		10.6525		9.968438		10.42736		11.67915		12.28434		12.092438		11.817468		11.918598		12.180531		12.250679		11.089625		1.847765		3.0990794		4.3590074		2.6209831		2.1813629		2.8839185		4.8643293		1.5825661		1.1252298		1.6318398		2.1239996		1.3901081		0.8857813		1.5280304		2.2822409		0.6622658		Yes		Yes		Yes		U35_44k_v1_4653		LOC_Os06g40650.4		ref|NP_001058043.1| 7e-80  Os06g0608800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g40650.2 1e-81 copine-1 putative expressed		CTCGTACTGTCAATACAAGCCATTGAAGAATGTTCCCTGGAAAATAATGTACATATTTTG		11103		AT5G14420.2

		41156		CUST_34784_PI390587928		6.063994		5.609299		6.2958865		6.9371333		6.5151787		6.281357		7.420421		6.957851		6.8201985		6.848268		7.1386466		7.373348		1.3671625		1.5933439		2.180312		1.014464		1.6890413		2.3602977		1.793478		1.3530498		0.7562046		0.6720576		1.1245346		0.02071762		0.45118475		1.2389688		0.8427601		0.43621492		No		Yes		Yes		U35_44k_v1_41156		LOC_Os04g01874.1		emb|CAH67775.1| 1e-14  H0201G08.2 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01874.1 3e-16 protein kinase domain containing protein expressed		AATAAAGGAGAGCCGCTGCTTGTGTTCGAGTTCATGAAGAACGGCAGCTTAAACCAACAT		None		0

		40974		CUST_25082_PI390587928		4.8240867		4.6854053		4.527285		4.6851306		3.858647		3.7928646		3.8889568		2.948479		4.366524		4.3001494		4.2448673		4.496169		-1.9526584		-1.8564426		-1.5565245		-3.332608		-1.3732197		-1.3060913		-1.2162315		-1.1399429		-0.45756245		-0.8925407		-0.6383283		-1.7366517		-0.96543956		-0.3852558		-0.28241777		-0.1889615		Yes		No		No		U35_44k_v1_40974		-		No hits found		No hits found		ATAAGTTTTGCCAAGCCAAAATAGTGGGTAATACACCATGGGGCATTTTTGGTCAAAAAA		6822		0

		42679		CUST_13457_PI390587928		13.206748		13.272282		10.581185		11.70091		12.731034		12.494503		8.60705		10.5484085		12.541523		12.342549		9.380292		11.591485		-1.390606		-1.714489		-3.9289272		-2.2229896		-1.5858155		-1.9049225		-2.2988198		-1.0787979		-0.665225		-0.7777786		-1.9741354		-1.1525011		-0.47571373		-0.9297323		-1.2008934		-0.10942459		Yes		No		No		U35_44k_v1_42679		-		No hits found		No hits found		TGCAAACAAGTAATGGGGGTATGTGTGTCCTTTGTGTGCCCCCCATGTGTAAATTTTCTC		38492		0

		30525		CUST_13372_PI390587928		6.092077		5.5315337		4.931755		5.7922287		7.2318473		7.463302		8.327876		6.806734		7.6077275		8.26659		8.27871		6.85809		2.2034597		3.8152258		10.5277195		2.0202103		2.8592777		6.6578503		10.174989		2.093419		1.5156507		1.9317684		3.396121		1.0145054		1.1397705		2.7350564		3.3469553		1.0658612		Yes		Yes		Yes		U35_44k_v1_30525		-		No hits found		No hits found		CAAGATTTTGACACTTTGTTCCGTGGGCTTTCTGCACATGGAAGAAGCGCGATCGCTCGC		30476		0

		9281		CUST_8742_PI390587928		4.4819703		4.693171		6.1432786		6.9245048		5.839521		7.1248264		9.70931		8.605157		5.7029514		7.512785		9.2062845		8.320728		2.5624976		5.3951216		11.843561		3.2057283		2.3310518		7.0597343		8.3571205		2.6321168		1.2209811		2.4316554		3.566031		1.6806521		1.3575506		2.819614		3.063006		1.3962235		Yes		Yes		Yes		U35_44k_v1_9281		LOC_Os09g29510.1		dbj|BAD22228.1| 5e-33  putative wall-associated serine/threonine kinase [Oryza sativa Japonica Group]		LOC_Os09g29560.1 2e-34 OsWAK83 - OsWAK pseudogene expressed		TCTCGCTTATATGATGAGCTCTACTTATGTAATAGGTTGCGTCTCAAAGTGCGAGTCGGG		19574		AT1G16110.1

		30524		CUST_13375_PI390587928		6.613354		7.135797		7.742924		7.77373		6.0511436		6.5185914		6.8080764		7.4265904		5.75637		5.8667245		6.686623		7.2023797		-1.4765298		-1.5339012		-1.911689		-1.2720358		-1.8112481		-2.410066		-2.079593		-1.4859135		-0.85698414		-0.6172056		-0.93484783		-0.34713936		-0.56221056		-1.2690725		-1.0563011		-0.5713501		No		Yes		Yes		U35_44k_v1_30524		LOC_Os01g53810.1		gb|EAZ13486.1| 2e-80  hypothetical protein OsJ_003311 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53810.1 4e-82 transferrin receptor-like dimerisation domain containing protein expressed		GTTCAGGTGGGCACCCTGTACTACGGGAACGGCGACCCGACGACGCCGATGTGGCCGTCG		30474		AT5G19740.1

		20203		CUST_38417_PI390587928		10.751342		10.434102		9.320924		9.298512		10.987929		10.966129		10.995275		9.966281		11.220571		11.391678		10.871547		9.586799		1.1782025		1.4459596		3.1917567		1.5886139		1.3843693		1.9420439		2.929436		1.2211888		0.46922874		0.53202724		1.6743507		0.6677685		0.23658752		0.9575758		1.5506229		0.2882862		No		Yes		Yes		U35_44k_v1_20203		LOC_Os05g04660.1		gb|EAY96481.1| 3e-55  hypothetical protein OsI_017714 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04660.1 6e-57 expressed protein		CAGCCCAGCAAGAATTGAGTATACAGATTGATTTGTAAGTGTAGAAGAAAACATCTTTTG		16306		AT1G48320.1

		19274		CUST_18171_PI390587928		4.5381875		4.090427		5.1405425		4.1327705		4.1244597		4.165528		2.7424433		3.4696567		3.0301921		3.6674602		4.246227		4.3038726		-1.3321234		1.0534347		-5.2710824		-1.5834967		-2.8441458		-1.3406817		-1.858728		1.1259183		-1.5079954		0.0751009		-2.3980992		-0.66311383		-0.41372776		-0.42296672		-0.8943157		0.17110205		No		Yes		Yes		U35_44k_v1_19274		LOC_Os01g16170.4		ref|NP_001042681.1| 3e-56  Os01g0266800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16170.4 6e-58 PQ loop repeat family protein expressed		ATTCAAAAATAATATTCAGTCAGGCCCGACTATTCCTATCCCGAGCTCACCAATCCTGGT		10613		AT4G36850.1

		6230		CUST_1762_PI390587928		8.386733		7.8950706		8.425346		8.50615		8.876247		8.633922		9.839372		8.507132		9.156975		9.147433		9.526767		8.562942		1.4039721		1.6688462		2.6647964		1.0006804		1.7055556		2.3823125		2.1456585		1.0401498		0.77024174		0.7388511		1.4140253		9.81E-04		0.48951435		1.2523627		1.1014204		0.056791306		No		Yes		Yes		U35_44k_v1_6230		LOC_Os06g50030.1		ref|NP_001058572.1| 1e-77  Os06g0714200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g50030.1 3e-79 CDPK-related protein kinase putative expressed		TAGTGTTCAAATGTTTTCCCAAGCCCCCATAACTCGTCGCTTGGTATCAATGCAGAGCTA		17096		AT2G46700.2

		6404		CUST_20810_PI390587928		6.3712697		6.2682915		6.2793255		5.204611		5.447094		7.5587363		8.908246		7.5883694		5.6096215		6.9596696		7.9446874		5.0299516		-1.8975998		2.4460347		6.18563		5.2189465		-1.6954265		1.6148254		3.171932		-1.1286978		-0.7616482		1.2904449		2.6289206		2.3837585		-0.92417574		0.6913781		1.6653619		-0.17465925		Yes		Yes		Yes		U35_44k_v1_6404		LOC_Os02g09990.1		gb|EAY84841.1| 1e-50  hypothetical protein OsI_006074 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09990.1 6e-52 TMV response-related gene product putative expressed		GTGAATACGTGTCGTTCCTAAATACTTTCTCCGTCCGAAATTATTTGTCGCAAAAATTTA		13952		AT1G21010.1

		32586		CUST_17352_PI390587928		13.772624		13.731998		13.691527		13.65832		13.644732		13.727357		12.628016		12.971489		13.208789		13.178299		12.927798		13.71183		-1.0926956		-1.0032225		-2.0900116		-1.6097442		-1.4781935		-1.4678448		-1.6978736		1.0377865		-0.56383514		-0.004641533		-1.0635109		-0.6868315		-0.12789154		-0.5536995		-0.7637291		0.053509712		No		Yes		Yes		U35_44k_v1_32586		LOC_Os03g18454.2		gb|EAZ26583.1| 2e-06  hypothetical protein OsJ_010066 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18454.2 2e-08 gamma-interferon-inducible lysosomal thiol reductase precursor putative expressed		CGTACAACAGGTGGTGGTAGGTAGGTCAATCGGTGTCACTCTACAACTCTGGTCGATTTC		2617		0

		50730		CUST_12663_PI390587928		11.923911		12.007797		11.707576		12.455887		11.841561		12.1772995		13.558393		12.628743		11.957626		12.012226		13.013898		12.5135765		-1.0587411		1.1246704		3.6070433		1.1272881		1.0236448		1.0030745		2.4731026		1.0407977		0.033715248		0.16950226		1.8508167		0.17285633		-0.08234978		0.0044288635		1.3063221		0.057689667		No		Yes		Yes		U35_44k_v1_50730		-		No hits found		No hits found		GCCGGTGTATGATGAGGTGGAAATATATATTGGCCTCTATGAATAATACTCCTAGTTGGA		6943		0

		33695		CUST_33817_PI390587928		6.529045		6.611769		6.665071		5.913437		8.18464		7.7757974		8.622217		7.570069		8.266375		8.709443		8.732181		6.562359		3.1505306		2.240822		3.8829312		3.1527963		3.3341742		4.280187		4.1904626		1.5679961		1.7373295		1.1640282		1.9571462		1.656632		1.6555948		2.097674		2.0671096		0.64892197		Yes		No		No		U35_44k_v1_33695		LOC_Os04g01310.1		gb|EAY80314.1| 2e-36  hypothetical protein OsI_034273 [Oryza sativa (indica cultivar-group)]		LOC_Os11g10280.1 3e-38 receptor-like protein kinase putative		CAAGACTACTTGCAGCTCTAACGGTCTAACAGAACTGTCTGAAGCTGCAACTTCAATGTA		26510		AT2G19130.1

		18581		CUST_17179_PI390587928		5.4809384		4.841495		5.10199		4.847799		4.6326385		4.4995427		2.730655		3.89917		4.2568336		4.480395		3.4019547		4.13777		-1.8003782		-1.2674706		-5.174198		-1.9300375		-2.3361046		-1.284405		-3.2490897		-1.6358366		-1.2241049		-0.34195232		-2.3713353		-0.9486289		-0.8483		-0.3611002		-1.7000356		-0.71002865		Yes		No		No		U35_44k_v1_18581		LOC_Os11g47770.1		ref|NP_001068541.1| 2e-29  Os11g0704000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g47770.1 3e-31 selT/selW/selH selenoprotein domain containing protein expressed		TCCTATGTGGGCTAAGACATGCTGAAATTATCGCAGTGGCAATGGATATTACTCCTCAAA		10301		AT2G24440.1

		19944		CUST_3887_PI390587928		10.068922		9.918874		9.813617		10.050361		10.302717		10.638373		11.156787		10.648648		10.674214		10.615092		10.762902		9.886826		1.1759243		1.6466107		2.537082		1.5139185		1.521287		1.6202523		1.9309162		-1.1200283		0.6052923		0.7194996		1.3431702		0.5982876		0.23379517		0.6962185		0.9492855		-0.16353512		No		Yes		Yes		U35_44k_v1_19944		LOC_Os03g04500.2		gb|EAY88462.1| 0.0  hypothetical protein OsI_009695 [Oryza sativa (indica cultivar-group)]		LOC_Os03g04500.2 0.0 NPGR2 putative expressed		CTTCCCTGTCAGCTCTACTTTTTGCTATGTGATTAGGCTGCAATTTGAAAGAGCAAAAAA		12897		AT4G28600.1

		11893		CUST_3323_PI390587928		7.985885		7.235403		7.743904		6.6920085		8.597382		7.980387		9.826126		8.982156		9.136323		8.768135		9.053137		6.55668		1.5278431		1.6759559		4.234589		4.8910604		2.2198126		2.8933322		2.4780972		-1.0983428		1.1504378		0.74498415		2.082222		2.2901473		0.61149645		1.532732		1.3092327		-0.1353283		Yes		Yes		Yes		U35_44k_v1_11893		LOC_Os12g42200.1		gb|EAZ21231.1| 2e-31  hypothetical protein OsJ_035440 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42200.1 6e-33 ATCHX19 putative expressed		GAGCCTTAATTTGCTCGGTTTGTATCCATCTTTCTCAAAATTTGTTGAGAGTTTCTCAAA		35365		AT3G17630.1

		17063		CUST_28860_PI390587928		14.139491		13.865658		14.525458		14.643693		13.421361		13.177434		12.9292		13.408347		13.111556		13.114029		13.211638		14.376937		-1.6450485		-1.6112986		-3.0235808		-2.3543777		-2.0391035		-1.6836927		-2.4859889		-1.2030996		-1.027935		-0.68822384		-1.5962582		-1.2353458		-0.7181301		-0.7516289		-1.3138199		-0.26675606		Yes		Yes		Yes		U35_44k_v1_17063		LOC_Os01g07780.1		gb|EAY72726.1| 6e-54  hypothetical protein OsI_000573 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07780.1 2e-55 lipase/lipooxygenase PLAT/LH2 putative expressed		TAATCCCGATCGAGATGCTATATGGTACCACGAATAAAACCCCTCTGTTTTTTGAAAAAA		10963		AT2G41475.1

		43687		CUST_11685_PI390587928		8.194367		8.681972		7.565998		8.373226		8.679217		9.810962		9.226542		9.454131		8.75122		9.239256		8.956357		7.937446		1.3994403		2.187056		3.1613579		2.1153626		1.4710562		1.4714967		2.621439		-1.3526419		0.55685234		1.1289902		1.6605444		1.080905		0.48484993		0.55728436		1.3903589		-0.43578005		Yes		No		No		U35_44k_v1_43687		-		No hits found		No hits found		GGCTGTCGTCACACCATCTTCTTCCGCTGAGAAAATAAGAAAATGTACATTTCCAAAAAA		40634		0

		31753		CUST_39692_PI390587928		4.1557198		4.3028693		3.2748802		4.626118		3.7086976		3.2517786		3.3974764		3.8677711		3.0409286		3.301553		2.448826		2.6861658		-1.3632236		-2.0720959		1.0886923		-1.6915514		-2.1656365		-2.0018256		-1.7728299		-3.8369298		-1.1147912		-1.0510907		0.122596264		-0.75834703		-0.4470222		-1.0013163		-0.8260541		-1.9399524		Yes		No		No		U35_44k_v1_31753		LOC_Os02g43330.1		ref|NP_001047582.1| 1e-45  Os02g0649300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43330.1 3e-47 homeobox-leucine zipper protein ATHB-6 putative expressed		AGAGCTGAAGAAGAAGTTGAACGAGCGGCATGACCAGAGCGCCAGCTGCGGCGGCTCTTG		18962		AT2G46680.2

		9510		CUST_33103_PI390587928		6.9748955		6.186508		5.5717697		6.3008256		7.758681		8.360953		7.6669164		7.0783544		7.9676476		8.3422785		8.027629		6.498585		1.7216423		4.514121		4.272696		1.714192		1.9899775		4.456065		5.4863977		1.1469159		0.9927521		2.1744452		2.0951467		0.77752876		0.78378534		2.1557703		2.4558592		0.19775963		Yes		Yes		Yes		U35_44k_v1_9510		LOC_Os05g32370.1		gb|EAZ34175.1| 9e-42  hypothetical protein OsJ_017658 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32370.1 2e-43 pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 putative expressed		GCAAACCTGAACCCCGATAATTCGATTTATAAATCCTGGAATTCAAACTTGTGTATAAAG		18910		AT1G32490.1

		20755		CUST_24232_PI390587928		5.5084367		5.621132		8.186009		7.584327		4.750985		4.518933		5.5144057		6.12054		4.074105		4.137219		6.168101		7.1376395		-1.6905018		-2.1468167		-6.3713703		-2.7583146		-2.7025697		-2.7970634		-4.0499625		-1.3629075		-1.4343319		-1.1021991		-2.6716037		-1.4637871		-0.75745153		-1.483913		-2.0179086		-0.4466877		Yes		Yes		Yes		U35_44k_v1_20755		LOC_Os04g36720.1		gb|EAZ30863.1| 6e-06  hypothetical protein OsJ_014346 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36720.1 1e-07 ferric reductase-like transmembrane component putative expressed		TTTTCTTTTCTTCAGCGGGCCGATTCTGATCATTGCAGCCCTGGCATATGTGTACATCTT		13670		0

		50627		CUST_38878_PI390587928		6.229477		6.2283897		7.3299212		7.0438056		6.1171203		6.108254		5.909803		6.5741806		5.2456794		5.6544175		6.2177854		6.791159		-1.0809926		-1.0868372		-2.6760745		-1.3847495		-1.9776644		-1.4886166		-2.1616545		-1.1913905		-0.98379755		-0.120135784		-1.4201183		-0.469625		-0.11235666		-0.5739722		-1.1121359		-0.25264645		No		Yes		Yes		U35_44k_v1_50627		LOC_Os02g14110.1		gb|EAZ12956.1| 4e-15  hypothetical protein OsJ_002781 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46810.1 1e-16 viral A-type inclusion protein repeat containing protein expressed		TGATCTCCAGCAGAGCGTCAAAGATATTGGTAGCAACTTTCAGAGACTCCATCATGCATA		52879		0

		27532		CUST_23987_PI390587928		5.412625		4.974449		5.718368		5.2306495		5.0045333		4.5869665		4.5970716		4.597256		5.0811963		4.1721644		4.5904636		4.7805195		-1.3269293		-1.3081089		-2.1754236		-1.5512092		-1.2582587		-1.7438606		-2.1854107		-1.3661634		-0.33142853		-0.38748264		-1.1212964		-0.6333933		-0.40809155		-0.8022847		-1.1279044		-0.45013		No		Yes		Yes		U35_44k_v1_27532		LOC_Os02g37580.1		ref|NP_001047274.1| 2e-62  Os02g0588300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g37580.1 4e-64 fimbrin 1 putative expressed		CAACATCAAACGATTTATTCAATCTTATTGGGGGATGGTGTTCTACTTTGCAAGTTAATC		37946		AT5G35700.1

		1119		CUST_41868_PI390587928		11.758061		11.582709		10.955612		11.292409		12.238434		12.201118		12.17709		12.296283		12.617946		12.327262		11.89212		11.257397		1.3951038		1.5351814		2.331854		2.0053775		1.8148926		1.6754546		1.9138904		-1.0245656		0.85988426		0.61840916		1.2214775		1.0038738		0.48037243		0.7445526		0.9365082		-0.035012245		No		Yes		Yes		U35_44k_v1_1119		LOC_Os05g04700.1		gb|EAY96485.1| 4e-08  hypothetical protein OsI_017718 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04700.1 8e-10 hydrophobic protein LTI6B putative expressed		GGAATCGGCCGTGATATGTATGTATTTCTCATTTGATTTCTTCAGTTCTTCTTCAGTAAT		3315		0

		50848		CUST_25855_PI390587928		10.559413		10.47259		10.995926		10.40267		10.283693		9.975367		9.850683		9.665584		10.407539		10.186652		10.152843		10.414513		-1.2105978		-1.4114949		-2.2118332		-1.6668061		-1.1110114		-1.2192029		-1.7938788		1.0082425		-0.15187359		-0.49722385		-1.1452427		-0.7370863		-0.27571964		-0.28593826		-0.8430824		0.011842728		No		Yes		Yes		U35_44k_v1_50848		-		No hits found		No hits found		ACTGTATCGAGTATATGTATGAACGCACTCTTAAAGGAGCAAGACACCCCGTTGCATCTG		9812		0

		16546		CUST_19781_PI390587928		12.153763		10.336166		11.015995		9.463561		12.851047		10.096054		9.792928		6.989619		13.035762		10.589461		8.953128		8.225531		1.6214491		-1.1810846		-2.334425		-5.5555983		1.8429271		1.1919262		-4.1781583		-2.358763		0.881999		-0.2401123		-1.2230673		-2.4739423		0.69728374		0.25329494		-2.0628672		-1.2380304		No		Yes		Yes		U35_44k_v1_16546		LOC_Os09g28690.1		ref|NP_001063394.1| e-159  Os09g0461500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28690.1 1e-161 gibberellin receptor GID1L2 putative expressed		TGTCAGGCGTGTAACTTTTTGTACTGCTGCTATGGTGAAGTGGCTGTGTGCTATAAAAAA		5704		AT1G47480.1

		11120		CUST_37312_PI390587928		5.080697		5.5959954		6.140597		5.069245		5.917998		6.6484017		8.87724		5.904051		5.93984		6.517097		7.254387		4.634744		1.7867042		2.0739863		6.665178		1.7836171		1.8139602		1.8935605		2.1641343		-1.351443		0.8591428		1.0524063		2.7366433		0.83480597		0.8373008		0.92110157		1.11379		-0.4345007		Yes		Yes		Yes		U35_44k_v1_11120		LOC_Os02g47370.1		ref|NP_001047848.1| 6e-11  Os02g0702100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47370.1 1e-12 transcription factor GT-3b putative expressed		CACGTGGCTCGACGACGCGTGCCTGATAATCAACAAAATTCGTTACTTGTAGCATAGGAT		26586		0

		13455		CUST_38719_PI390587928		8.593827		8.432881		8.611054		8.850983		9.200566		9.552613		10.741466		9.02787		9.557566		10.385437		10.719216		9.302326		1.5228133		2.173066		4.3784223		1.1304424		1.9503573		3.8705957		4.3114166		1.367313		0.96373844		1.1197319		2.1304111		0.17688751		0.60673904		1.9525557		2.108162		0.45134354		Yes		Yes		Yes		U35_44k_v1_13455		-		No hits found		No hits found		ATCGGTTGGTTGCTTTGTAATACAAAGCGAGGGGGACCCTTTTTTGTGATATGTAAAAAA		41930		0

		26728		CUST_37222_PI390587928		11.8958025		11.622833		12.388123		12.074646		11.57719		11.264607		11.184739		11.088486		11.494083		11.21873		11.550393		12.0392065		-1.2471302		-1.2818485		-2.3027909		-1.9809058		-1.3210812		-1.3232661		-1.7872351		-1.024869		-0.4017191		-0.35822582		-1.2033834		-0.9861603		-0.3186121		-0.40410328		-0.83772945		-0.03543949		No		Yes		Yes		U35_44k_v1_26728		LOC_Os03g63370.1		ref|NP_001051908.1| 6e-43  Os03g0850700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63370.1 1e-44 polyphosphoinositide binding protein Ssh2p putative expressed		TTTTGAACACAGTACATACGCGAGCGCTCGTATGAACGCGCATACACTTCTAGTAAAAAA		46214		AT1G01630.1

		20206		CUST_38414_PI390587928		3.2430985		1.3023652		1.6213039		1.9766728		4.024319		2.9116876		2.464825		2.4846165		3.3458278		3.5729208		2.9294405		2.331104		1.7185844		3.0510852		1.7944242		1.422022		1.073803		4.825089		2.476215		1.2784815		0.10272932		1.6093224		0.843521		0.50794375		0.7812207		2.2705555		1.3081366		0.35443127		Yes		No		No		U35_44k_v1_20206		-		No hits found		No hits found		TATGATATGCATGATAGTCGCTATGCCGTGTTCATCAGCATCCACAGTACACCCATAGTT		12821		0

		38823		CUST_21163_PI390587928		9.418198		8.886996		8.0962		8.734939		9.496327		9.899091		10.160459		9.514354		10.010634		10.284756		9.811134		8.26879		1.0556487		2.0168371		4.18219		1.7164348		1.5077913		2.6349206		3.2828171		-1.3814166		0.5924368		1.0120945		2.0642586		0.77941513		0.07812977		1.3977594		1.7149343		-0.46614838		No		Yes		Yes		U35_44k_v1_38823		LOC_Os10g41420.1		gb|ABR26168.1| 1e-06  unknown [Oryza sativa (indica cultivar-group)]		LOC_Os10g41420.1 2e-08 expressed protein		CGAATCGAATCGGATAATACTCTTATAACAACTAGACGGTGAATGAGGATTATGGAAAAA		None		0

		45445		CUST_20391_PI390587928		11.843179		11.362847		10.396742		10.21784		10.806366		10.37011		8.966457		9.58355		10.83208		10.587802		9.360045		10.026603		-2.05169		-1.9899577		-2.6949985		-1.5521734		-2.0154457		-1.7112439		-2.0515246		-1.1417426		-1.0110989		-0.99273777		-1.4302845		-0.63428974		-1.0368128		-0.7750454		-1.0366964		-0.19123745		Yes		Yes		Yes		U35_44k_v1_45445		LOC_Os01g37910.2		ref|NP_001105613.1| 7e-36  C13 endopeptidase NP1 precursor [Zea mays]		LOC_Os01g37910.2 3e-36 vacuolar processing enzyme precursor putative expressed		GTGAGATTTGCTGTAAGCCTATACAAATGCATTGGGTTCACTAGTAATGATATGCAATTA		44343		AT4G32940.1

		1672		CUST_5634_PI390587928		6.7753196		6.5344825		6.701124		7.0209413		6.4504294		6.214262		5.501118		5.8119845		6.216992		5.9251513		5.6227107		6.6755204		-1.2525691		-1.2485213		-2.2974062		-2.3117042		-1.4725612		-1.5255518		-2.1117127		-1.2705215		-0.5583277		-0.32022047		-1.200006		-1.2089567		-0.32489014		-0.60933113		-1.0784135		-0.34542084		No		Yes		Yes		U35_44k_v1_1672		LOC_Os03g45180.1		ref|NP_001050797.1| 7e-69  Os03g0654500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g45180.1 2e-70 expressed protein		GCATTCATTGCCAGAAAAGTTCCATTGGAAAATACAGATTTGCTTTCATGGGAATGTTTC		9263		AT1G28760.1

		47538		CUST_16661_PI390587928		7.206978		6.650744		4.774834		6.2218685		6.174438		6.134655		2.9937174		4.6431484		5.822676		5.5270276		3.3161497		5.8992443		-2.0456223		-1.4300731		-3.4369211		-2.9870474		-2.6104558		-2.1790757		-2.7485762		-1.2506033		-1.3843017		-0.51608896		-1.7811167		-1.5787201		-1.0325398		-1.1237164		-1.4586844		-0.3226242		Yes		No		No		U35_44k_v1_47538		-		No hits found		No hits found		TACGAGTGAACATTGGCTTCTGCTCATGGCCTATATTCTTATCTGATATTTGATGTCTTC		48683		0

		20491		CUST_3541_PI390587928		1.835683		1.3790926		1.3864893		1.3434745		1.3619739		1.3208474		4.736463		3.57191		1.7075505		1.6948179		3.6053743		1.7701279		-1.3886751		-1.0411985		10.196299		4.686255		-1.0928781		1.2446373		4.655335		1.344112		-0.12813246		-0.058245182		3.3499737		2.2284355		-0.4737091		0.31572533		2.218885		0.4266534		No		Yes		Yes		U35_44k_v1_20491		-		No hits found		No hits found		ACATTAAGGTAGATAACAGGGTTATCGGCCATGAGTTACAGTTCAGGGAACGCATAGACA		17662		0

		21074		CUST_10151_PI390587928		1.3468018		1.3966552		1.4528981		1.5545765		2.1762264		2.3071206		3.6725187		2.952288		2.8739433		6.051455		4.4308457		1.3469537		1.7769765		1.8796517		4.6577096		2.6348329		2.8821423		25.190361		7.878646		-1.1547838		1.5271416		0.91046536		2.2196207		1.3977114		0.8294246		4.6548		2.9779477		-0.20762277		Yes		Yes		Yes		U35_44k_v1_21074		LOC_Os01g09260.1		gb|AAK51495.1|AF362472_1 7e-77  cytokinin dehydrogenase [Hordeum vulgare]		LOC_Os01g09260.1 1e-59 cytokinin dehydrogenase 1 precursor putative expressed		CTCTCTCGAGCTTAAATATCTACATGTACTCGTTAGTAATTACTAAGCAAAAGTGTGAAC		16024		AT1G75450.1

		17272		CUST_30429_PI390587928		12.38012		12.356044		12.656807		12.379978		12.128342		12.173779		11.533451		11.348827		11.901305		12.054692		11.868976		12.140617		-1.1906741		-1.134664		-2.1785314		-2.0436537		-1.3935986		-1.2322984		-1.7264773		-1.1804695		-0.47881508		-0.18226528		-1.1233559		-1.0311508		-0.2517786		-0.30135155		-0.7878313		-0.23936081		No		Yes		Yes		U35_44k_v1_17272		LOC_Os11g12810.1		gb|AAQ14552.1|AF310160_1 2e-70  sucrose-phosphate synthase [Triticum aestivum]		LOC_Os11g12810.1 1e-64 sucrose-phosphate synthase putative expressed		AGAGCGAAAAACGCAAGCAAGGAATTGCATGTGAAATTGATGGTTATGTTTTATAAGCGG		16475		AT4G10120.2

		19392		CUST_15832_PI390587928		9.735382		9.740913		9.671158		9.239091		9.406101		9.479791		8.353101		8.670414		9.133571		9.272793		8.63482		9.142133		-1.256387		-1.198411		-2.493301		-1.4831628		-1.5176208		-1.3833063		-2.0510147		-1.0695161		-0.6018114		-0.2611227		-1.3180571		-0.56867695		-0.32928085		-0.46812057		-1.0363379		-0.09695816		No		Yes		Yes		U35_44k_v1_19392		LOC_Os02g58620.1		gb|EAZ25211.1| e-124  hypothetical protein OsJ_008694 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37610.1 1e-127 antiporter/ drug transporter putative expressed		GGATCAACTTGATAAGCTAATAGGATTGTGATTGGTTTAGTCACTTTTGTGCATGTATGT		11580		AT4G38380.1

		867		CUST_13773_PI390587928		7.912287		7.6116824		8.199943		8.291366		11.123813		11.097577		13.0635605		11.495143		11.723424		12.291799		12.928349		11.133594		9.263295		11.203632		29.113531		9.213679		14.036747		25.636301		26.508919		7.1712666		3.8111367		3.4858947		4.863618		3.2037773		3.2115254		4.680116		4.728406		2.842228		Yes		Yes		Yes		U35_44k_v1_867		LOC_Os05g25640.1		gb|AAG17469.1|AF123610_8 e-156  cytochrome P450 [Triticum aestivum]		LOC_Os05g25640.1 1e-148 trans-cinnamate 4-monooxygenase putative expressed		GTTGGTTTGCAAACTTGGTAACGTTGATGTAAAGCTTTTTGGCTCCAAATTCAGATTATT		3440		AT2G30490.1

		15828		CUST_29128_PI390587928		10.734795		10.668843		10.431815		11.301219		11.613109		12.821635		16.44687		14.78929		12.367595		14.433038		16.112736		13.833855		1.8382258		4.4468756		64.67139		11.22055		3.1011431		13.587372		51.301197		5.7862782		1.6328001		2.152792		6.0150557		3.4880714		0.878314		3.7641945		5.6809206		2.5326357		Yes		Yes		Yes		U35_44k_v1_15828		LOC_Os12g36880.1		gb|AAP04429.1| 4e-72  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 3e-30 pathogenesis-related protein 10 putative expressed		GGGTGTGTATTGAGTTTTTCATCCCTGTTTTAAGTTTGTATTTCGTGTGTAAGTTACTTC		4404		0

		5024		CUST_12627_PI390587928		6.2141595		5.6272864		6.5606995		6.399601		6.093966		5.0833373		4.6711755		4.317519		5.502201		4.4984465		5.254017		5.745903		-1.0868806		-1.457958		-3.7051296		-4.2341776		-1.6380261		-2.1868284		-2.4737206		-1.5731955		-0.7119584		-0.5439491		-1.889524		-2.0820818		-0.12019348		-1.12884		-1.3066826		-0.65369797		Yes		Yes		Yes		U35_44k_v1_5024		LOC_Os02g50640.1		ref|NP_001048070.1| e-157  Os02g0739900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50640.1 1e-164 microtubule-associated protein TORTIFOLIA1 putative expressed		AATTCTGGAGAAGGCATGATGGTGTTAGAAACTCCTCCAGATTTTCTGCCTCCAGTGTTC		11745		AT5G62580.1

		30026		CUST_1435_PI390587928		4.857147		3.8345373		3.4710486		4.7793703		4.590258		3.8981838		3.7563345		3.3272865		4.087889		4.0817714		4.104477		4.527821		-1.2032105		1.045104		1.2186518		-2.7360296		-1.704393		1.1869293		1.5512469		-1.1904849		-0.769258		0.063646555		0.28528595		-1.4520838		-0.2668891		0.2472341		0.63342834		-0.25154924		No		Yes		Yes		U35_44k_v1_30026		LOC_Os03g64360.3		gb|EAY92689.1| 3e-47  hypothetical protein OsI_013922 [Oryza sativa (indica cultivar-group)]		LOC_Os03g64360.3 6e-49 F-box domain containing protein expressed		CTACTACATATGGTGAGTTGTCGTTTTCCCCATCGAACAGGTGTAGGTACTGATCATTCT		29670		AT4G00755.2

		5383		CUST_16596_PI390587928		12.1679945		12.499536		10.930263		12.434975		12.650342		13.791096		13.367771		13.856983		13.100863		13.42501		12.711282		11.692101		1.397015		2.4479263		5.4170547		2.679583		1.9090686		1.8993083		3.436689		-1.6735065		0.93286896		1.2915602		2.4375086		1.4220085		0.4823475		0.92547417		1.7810192		-0.74287415		Yes		Yes		Yes		U35_44k_v1_5383		LOC_Os03g55540.1		sp|Q42430|ZFP1_WHEAT 3e-33  Zinc finger protein 1 (WZF1)		LOC_Os03g55540.1 5e-32 zinc-finger protein 1 putative expressed		GTCATGAACTAGCAGTACTGTGTAACATGAACATCAATGGAATTGGAAATCATTGGAATT		18088		0

		13963		CUST_35179_PI390587928		18.285696		18.314589		16.715467		18.071852		18.30176		18.31649		17.989298		18.071657		18.286037		18.288076		17.75232		18.079653		1.0111967		1.0013189		2.4180272		-1.0001348		1.0002366		-1.0185467		2.0517457		1.0054219		3.41E-04		0.0019016266		1.2738304		-1.95E-04		0.01606369		-0.026512146		1.0368519		0.007801056		No		Yes		Yes		U35_44k_v1_13963		LOC_Os12g43600.3		emb|CAA88558.1| 6e-42  glycine rich protein, RNA binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os03g46770.2 1e-36 glycine-rich RNA-binding protein 2 putative expressed		GGTGATCCTATGTTTGAACTCGGTTTGAATCGATGAAGAAAAATGCAAGTCATAGCTGCG		31270		AT4G39260.3

		2957		CUST_2263_PI390587928		11.911644		11.630401		11.526248		11.413902		12.23393		12.767975		12.707874		12.555779		12.620685		12.859649		12.375694		10.149159		1.2503098		2.2001078		2.2683234		2.2066796		1.6347167		2.3444476		1.8018093		-2.4028437		0.70904064		1.1375742		1.1816263		1.1418772		0.32228565		1.229248		0.8494463		-1.2647429		No		Yes		Yes		U35_44k_v1_2957		LOC_Os01g02310.1		gb|EAY72268.1| e-119  hypothetical protein OsI_000115 [Oryza sativa (indica cultivar-group)]		LOC_Os04g23700.1 1e-102 ATP binding protein putative expressed		GACTTGTCTGTTGTATCTTATCGAATTAGTACAATCTCAAGGCGCTTATCTTGAGTTAAT		18914		AT4G32300.1

		8777		CUST_14565_PI390587928		4.303829		4.5016274		5.673758		4.4207773		4.0211406		4.355884		3.672921		3.3620956		3.3772469		3.7075357		3.9987361		4.270441		-1.2164598		-1.1063006		-4.0023217		-2.0830274		-1.9007678		-1.7339853		-3.193242		-1.1098281		-0.92658234		-0.14574337		-2.000837		-1.0586817		-0.28268862		-0.7940917		-1.6750219		-0.15033627		No		Yes		Yes		U35_44k_v1_8777		LOC_Os01g17240.1		gb|EAZ10152.1| 9e-38  hypothetical protein OsI_031384 [Oryza sativa (indica cultivar-group)]		LOC_Os09g39680.1 2e-39 sialin putative expressed		ATCAAACAGTTATCTGCACAGATTCAGCAGCCTTCCATGATGAGCCTCTGCAACAACAAC		17016		AT4G00370.1

		1946		CUST_36215_PI390587928		14.58838		14.593621		14.728992		15.096921		14.683084		14.619155		15.867737		15.378678		14.887708		14.958692		15.383255		15.256641		1.0678461		1.0178561		2.201893		1.2156748		1.2305709		1.2879444		1.5738113		1.1170707		0.29932785		0.025533676		1.1387444		0.28175735		0.094703674		0.36507034		0.65426254		0.15972042		No		Yes		Yes		U35_44k_v1_1946		LOC_Os03g58840.1		ref|NP_001051606.1| e-102  Os03g0803000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58840.1 1e-103 vesicle-associated membrane protein 721 putative expressed		GCTATGTATGTATAGCTTGGATCTTGACACCTTTGTTCTATTGTTACATGATGATGAGTA		4900		AT2G33120.1

		14802		CUST_5571_PI390587928		6.298225		7.9851875		7.9986043		8.313221		5.354939		6.327108		6.2144036		7.215399		4.6830688		5.553247		6.4120946		7.684486		-1.922903		-3.1559615		-3.4442759		-2.1403136		-3.0634477		-5.396188		-3.0032191		-1.5462087		-1.6151562		-1.6580796		-1.7842007		-1.0978222		-0.94328594		-2.4319406		-1.5865097		-0.62873507		Yes		Yes		Yes		U35_44k_v1_14802		LOC_Os05g47540.2		gb|AAL40895.1| 3e-12  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 2e-08 phosphoethanolamine N-methyltransferase putative expressed		CCTTCGACTCGAAAGAAAAGAAAGAAAGAAAGGAACAAGATGGAGACCATCACCGTCGTC		2190		0

		47279		CUST_1810_PI390587928		3.4602425		3.7518566		2.962187		3.4311106		2.6780937		3.0702312		1.8358334		1.7948384		2.4170084		2.5739386		2.8210862		2.5891368		-1.7196903		-1.6039457		-2.1830628		-3.1086156		-2.0608423		-2.2625003		-1.1027462		-1.7925009		-1.0432341		-0.68162537		-1.1263536		-1.6362722		-0.78214884		-1.177918		-0.14110088		-0.8419738		Yes		No		No		U35_44k_v1_47279		LOC_Os12g01800.1		gb|EAZ25320.1| 3e-45  hypothetical protein OsJ_008803 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02010.2 7e-47 DNA cytosine methyltransferase Zmet3 putative expressed		CTATCCTAAAGATGAAGCAAATATTGCTATTACAAGATGTGGTGTGGATGCTGATCTCGT		48172		0

		33		CUST_4601_PI390587928		8.071326		7.745851		7.4065766		7.571911		9.479309		9.453449		11.1763735		12.300624		10.060039		9.390854		10.747741		9.235313		2.6536586		3.2661662		13.640238		26.514563		3.968826		3.1274848		10.134227		3.167627		1.9887123		1.7075982		3.7697968		4.728713		1.4079828		1.6450028		3.341164		1.6634026		Yes		Yes		Yes		U35_44k_v1_33		LOC_Os01g03380.1		pdb|1TX6|I 1e-66  Chain I, Trypsin:bbi Complex		LOC_Os01g03380.1 2e-29 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		TTGCAGCAGCAGCGCTCTGCAGTGGTTGACAATATAATAAACATGTTTCTGAACAAAAAA		2086		0

		33241		CUST_27245_PI390587928		9.325276		10.193519		9.175491		9.816113		9.489247		10.46543		10.743523		10.270202		9.661778		10.439134		10.789525		10.418993		1.1203667		1.2074066		2.9649985		1.3699168		1.2626914		1.185598		3.061065		1.5187448		0.33650208		0.27191162		1.5680313		0.4540882		0.16397095		0.245615		1.6140337		0.6028795		No		Yes		Yes		U35_44k_v1_33241		LOC_Os01g69210.1		gb|EAZ14653.1| 3e-25  hypothetical protein OsJ_004478 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69210.1 4e-27 mannosyl-oligosaccharide glucosidase putative expressed		AACTAGAGACATTCAAGTCAGGGTGTTATACTGTCGCCTGCCAACGAGTGATGATATCAC		None		AT1G24320.1

		21976		CUST_17640_PI390587928		6.538139		6.145413		6.467487		6.6103806		6.2692323		5.763592		5.0204296		5.6553		6.429062		5.766581		5.138036		6.163935		-1.2048943		-1.3029857		-2.7265134		-1.9386878		-1.078538		-1.3002886		-2.5130703		-1.3626788		-0.10907698		-0.38182116		-1.4470572		-0.9550805		-0.2689066		-0.37883186		-1.3294511		-0.44644547		No		Yes		Yes		U35_44k_v1_21976		LOC_Os01g10430.1		gb|EAZ10924.1| e-145  hypothetical protein OsJ_000749 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10430.1 1e-147 transposon protein putative unclassified expressed		CTGGCAAGCCTATCATGCCCGGTAGAACAGAGGTTGAGCAGTTGCATAAAATATTTAAAC		17496		AT1G53050.1

		39212		CUST_10537_PI390587928		6.0197873		6.7312503		6.7715173		6.687738		5.3501015		5.7439823		4.309468		4.7679405		4.857985		4.894384		4.91865		6.125303		-1.5907265		-1.9824274		-5.5099893		-3.7836993		-2.2373676		-3.5723326		-3.6121733		-1.4767598		-1.1618023		-0.987268		-2.4620495		-1.9197974		-0.66968584		-1.8368664		-1.8528671		-0.56243515		Yes		Yes		Yes		U35_44k_v1_39212		-		No hits found		No hits found		AATTAGTGGCTCGATTATCATATGTACGGCTGATATGTGGTTCCCCTGAATATTAAAAAA		35242		0

		45692		CUST_33802_PI390587928		2.8832915		1.4300674		1.5428566		2.570432		1.9769182		4.043243		5.651135		5.520098		2.1091564		2.8794317		3.969102		2.445332		-1.8743278		6.118489		17.247057		7.7257032		-1.7101645		2.730877		5.374927		-1.0905832		-0.7741351		2.6131754		4.1082783		2.9496663		-0.90637326		1.4493643		2.4262452		-0.1250999		Yes		Yes		Yes		U35_44k_v1_45692		LOC_Os08g04540.1		dbj|BAD11769.1| 1e-57  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 5e-51 aromatic-L-amino-acid decarboxylase putative expressed		TTGGCCGAGGGTATATCTATAGTAGACCGGTCCCCACCAAAATGATTAGATTGTAAAAAA		44857		AT4G28680.2

		39131		CUST_26161_PI390587928		6.3268304		7.3753343		7.9268517		6.679033		5.649057		6.527382		5.561418		4.853619		4.905744		5.433214		5.596681		5.91939		-1.5996691		-1.7999444		-5.153075		-3.5440862		-2.6778708		-3.8426993		-5.0286484		-1.6930711		-1.4210863		-0.84795237		-2.3654337		-1.8254137		-0.6777735		-1.9421201		-2.3301706		-0.7596426		Yes		Yes		Yes		U35_44k_v1_39131		LOC_Os04g45580.1		ref|NP_001053433.1| e-103  Os04g0538800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45580.1 1e-105 kinesin heavy chain putative expressed		GAAATGGACACATACCATATCGGGATTCAAAGCTCACACGCATATTACAGCCTTCTCTGG		35125		AT2G21300.2

		10664		CUST_37850_PI390587928		12.962419		12.590485		11.635688		11.423327		12.551705		11.906097		10.048416		9.863017		12.184434		11.748318		10.397794		11.050433		-1.3293428		-1.6070193		-3.0048056		-2.9491727		-1.7147338		-1.7927408		-2.35854		-1.2949481		-0.7779846		-0.6843872		-1.5872717		-1.5603104		-0.4107132		-0.8421669		-1.237894		-0.3728943		Yes		Yes		Yes		U35_44k_v1_10664		-		No hits found		No hits found		AGTGTCCTGGTCACATATATCTTCTACTCCCTCCCTTTCTAAAATGGAACCTTTTAATTT		22635		0

		10325		CUST_13963_PI390587928		7.299463		7.3443775		7.24078		6.169966		6.870601		6.4042935		5.487185		4.0808926		6.5607796		6.3442206		5.7557964		5.685373		-1.3461709		-1.9186399		-3.3719773		-4.254748		-1.6686522		-2.0002174		-2.7991395		-1.3991915		-0.7386832		-0.940084		-1.7535949		-2.0890737		-0.42886162		-1.0001569		-1.4849834		-0.4845934		Yes		No		No		U35_44k_v1_10325		LOC_Os04g33450.3		ref|NP_001052720.1| 3e-64  Os04g0408600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33450.2 6e-66 expressed protein		CCTTGTTGAGTAAAACTGACGTATTTAAGCGAAAGGGACCGAGGAACAAGAATGACCAAG		19672		AT3G09980.1

		18359		CUST_24692_PI390587928		6.395185		5.7171326		7.3472934		6.673889		5.888472		5.3792014		6.202633		5.916819		5.4838395		5.3501887		6.4148507		6.5044365		-1.4208093		-1.2639428		-2.2109408		-1.6900549		-1.8807987		-1.289618		-1.9085046		-1.1246318		-0.9113455		-0.33793116		-1.1446605		-0.75707006		-0.5067129		-0.36694384		-0.93244267		-0.16945267		No		Yes		Yes		U35_44k_v1_18359		LOC_Os04g57310.1		ref|NP_001054198.1| 6e-80  Os04g0668800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57310.1 1e-81 PBng143 putative expressed		CACATATTTGTGGATGGAAATATTTATAGTTCTCACAGAGTTAGTTTGGCAGCCCAAAAA		8838		AT5G50100.1

		11792		CUST_30125_PI390587928		5.9256635		6.3701763		4.7193727		5.165605		4.8108788		5.4275603		3.3822372		4.2990046		5.2303033		5.396667		4.1844172		5.1117377		-2.165627		-1.9220102		-2.5264919		-1.8233614		-1.6192887		-1.9636112		-1.4488975		-1.0380439		-0.6953602		-0.942616		-1.3371356		-0.8666005		-1.1147847		-0.9735093		-0.5349555		-0.05386734		Yes		No		No		U35_44k_v1_11792		-		No hits found		LOC_Os05g01120.1 2e-05 CYP722A1 putative expressed		CCAAGATCAAGCCTAGCTAGCTGACAGTTTCAAAATAAAGTCAAATAAAAGAAAGGGACA		35832		0

		10743		CUST_23168_PI390587928		4.2011433		4.226897		3.9292078		3.2731228		3.9338818		3.7495658		2.4693809		3.1204596		3.0611513		2.5513794		2.6438775		3.1952808		-1.2035211		-1.3921657		-2.7507536		-1.1116196		-2.203798		-3.1943388		-2.4373784		-1.0554382		-1.139992		-0.47733092		-1.459827		-0.15266323		-0.2672615		-1.6755173		-1.2853303		-0.077842		Yes		Yes		Yes		U35_44k_v1_10743		LOC_Os06g31190.1		gb|EAZ37152.1| 3e-68  hypothetical protein OsJ_020635 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g31190.1 7e-70 expressed protein		TTCTGAGAATCTCCACAGGAAGCTAGGAAAAGAATTGTCTGCGATGAAACCAGCATTTCT		21636		AT5G41620.1

		44201		CUST_8336_PI390587928		3.265316		3.8880692		3.8047254		2.7693965		2.116566		4.016555		3.0932992		2.9669838		1.6909374		3.2506325		2.3405926		3.1292183		-2.2172172		1.0931457		-1.6374221		1.146779		-2.978072		-1.5555627		-2.7589757		1.2832674		-1.5743786		0.12848568		-0.71142626		0.19758725		-1.1487501		-0.6374366		-1.4641328		0.3598218		No		Yes		Yes		U35_44k_v1_44201		LOC_Os01g57420.1		gb|EAY76070.1| 5e-10  hypothetical protein OsI_003917 [Oryza sativa (indica cultivar-group)]		LOC_Os01g57420.1 2e-11 diacylglycerol kinase putative expressed		ACATTCCGACCTATATTTTCATGCCGGAGTCCTTAGTGGAGCAAGTTTCTCACATACCCA		41752		0

		16254		CUST_28413_PI390587928		15.5025625		14.890923		14.542201		11.598996		14.599205		14.386022		12.322277		11.722748		14.664798		14.753021		13.87411		9.846493		-1.8704138		-1.4190259		-4.658689		1.0895646		-1.7872789		-1.1003033		-1.5889689		-3.3694272		-0.83776474		-0.50490093		-2.219924		0.12375164		-0.9033575		-0.1379013		-0.6680908		-1.7525034		No		Yes		Yes		U35_44k_v1_16254		LOC_Os09g36680.1		gb|AAM80567.1| 5e-57  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 1e-45 ribonuclease 3 precursor putative expressed		CCTGAACTCTGGACCATTATATTGTGCTATGTTTTTCCTATATGCATGGTTACCTATAAT		5058		AT1G14220.1

		14328		CUST_8701_PI390587928		9.09492		8.421253		8.471665		8.855634		8.22325		6.8860183		6.5121746		7.557101		8.444374		7.4790783		6.681663		8.484957		-1.8297795		-2.8983562		-3.8892467		-2.4597862		-1.5697622		-1.9214227		-3.4581544		-1.2929595		-0.6505461		-1.5352349		-1.9594908		-1.298533		-0.87166977		-0.9421749		-1.7900023		-0.370677		Yes		No		No		U35_44k_v1_14328		LOC_Os02g01100.3		ref|NP_001045585.1| 1e-66  Os02g0101000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g01100.3 3e-68 amino acid permease putative expressed		TTTCTGGCCATCCTTAAGGCAAAAGCGACTTGGTATCAGACTGCAACATGCTCATTCATC		18853		AT2G39130.1

		42470		CUST_4818_PI390587928		11.71811		10.96188		9.419776		9.779704		12.778729		12.558701		9.590508		9.44877		13.023201		13.403665		10.535457		9.602138		2.0858269		3.0247602		1.1256299		-1.2578279		2.470993		5.433135		2.1669722		-1.1309747		1.3050909		1.5968208		0.1707325		-0.33093452		1.0606194		2.4417849		1.1156807		-0.17756653		Yes		Yes		Yes		U35_44k_v1_42470		-		No hits found		No hits found		GTCTGTCTGTAACAGCGATTTGGCTCATAAGAGGGGTTAATTGATCACTCCACCAAAAAA		38150		0

		31881		CUST_26915_PI390587928		6.600306		5.9816303		6.5536976		5.962834		6.755432		6.0302386		5.571489		6.065931		6.8378487		5.720892		5.4044533		5.6186905		1.113519		1.0342667		-1.9754875		1.0740767		1.1789827		-1.1980917		-2.2179768		-1.269397		0.23754263		0.048608303		-0.9822087		0.10309696		0.1551261		-0.26073837		-1.1492443		-0.3441434		No		Yes		Yes		U35_44k_v1_31881		LOC_Os01g71010.2		emb|CAD32695.1| 2e-12  triacylglycerol Lipase [Triticum aestivum]		LOC_Os01g71010.2 3e-08 lipase precursor putative expressed		TTCTCCTTTGTTTTTTCAGCCAGTATACGCAATACGGCAATAAAATTCCGGCGCGAGCTC		9211		0

		3088		CUST_39053_PI390587928		7.130605		5.580826		5.6161237		5.766886		7.6459503		5.8775234		7.0636096		8.266364		8.3678665		6.270272		6.331013		5.411595		1.429336		1.2283295		2.7273238		5.654807		2.3575058		1.6126641		1.6413575		-1.279244		1.2372613		0.29669762		1.4474859		2.4994779		0.5153451		0.689446		0.7148895		-0.35529137		Yes		No		No		U35_44k_v1_3088		LOC_Os03g12890.5		emb|CAE00460.2| 0.0  branched-chain amino acid aminotransferase [Hordeum vulgare subsp. vulgare]		LOC_Os03g12890.2 1e-161 branched-chain-amino-acid aminotransferase putative expressed		GCGGCTTCAAATTTGGGCACGGAAAGAAATCGATCTGCTTGACACTTATTTGCCAAAAAA		8247		AT3G49680.1

		30619		CUST_2924_PI390587928		5.953626		5.2299557		6.2812614		5.5716367		6.273229		6.0983334		8.338078		6.9508953		6.864132		7.2555504		8.354363		6.700026		1.247987		1.8256088		4.1606708		2.6013465		1.8797044		4.0715966		4.207905		2.1861453		0.9105058		0.8683777		2.056816		1.3792586		0.31960297		2.0255947		2.073102		1.1283894		Yes		Yes		Yes		U35_44k_v1_30619		LOC_Os10g22570.1		gb|EAZ33517.1| 3e-54  hypothetical protein OsJ_017000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g15510.2 4e-56 cellulase containing protein expressed		TGTTGTGTCCCTAGATAGCCTGAAAAGATACTACCAACAGGGCTACAACGCTGTTAGGAA		30616		0

		9913		CUST_12348_PI390587928		10.019088		9.44307		9.491819		9.319434		10.587352		10.304984		10.7818365		10.260502		10.993977		10.912468		10.652439		10.0767975		1.4827384		1.8174475		2.4453096		1.9199486		1.9654897		2.7690623		2.2355344		1.6903985		0.9748888		0.8619137		1.2900171		0.9410677		0.568264		1.4693975		1.1606197		0.7573633		Yes		Yes		Yes		U35_44k_v1_9913		LOC_Os01g38660.1		ref|NP_001043368.1| 3e-19  Os01g0567400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g38660.1 5e-21 expressed protein		TTGTATGCGTCCGAAAGAAGTTTTGTAGTTCAATTCTTCAACGAACCAATCGACAAAAAA		37762		AT5G11970.1

		41477		CUST_27008_PI390587928		6.9576306		7.4862323		7.093244		8.675646		7.487072		10.154723		13.107238		11.179503		7.3668046		8.68858		12.094621		9.9215975		1.4433702		6.357638		64.6238		5.6720004		1.3279253		2.3011377		32.03055		2.3717494		0.40917397		2.668491		6.0139937		2.5038576		0.52944136		1.2023473		5.0013766		1.2459517		Yes		Yes		Yes		U35_44k_v1_41477		LOC_Os04g15920.1		ref|NP_001052290.1| 3e-71  Os04g0229100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15920.1 6e-73 mannitol dehydrogenase putative expressed		GGTGTTCTTAATTTGTCTGCGATTAAATTGTACCATGTCAATATCTCATTGAGTCTCAGA		20411		AT4G39330.1

		2176		CUST_37596_PI390587928		4.334286		4.815017		5.049658		4.213511		4.057983		4.269318		4.001193		3.978054		3.4315698		3.8148985		4.094668		2.721473		-1.2110877		-1.4597275		-2.0683277		-1.1772796		-1.8695829		-2.0001645		-1.9385661		-2.8128605		-0.9027164		-0.5456991		-1.0484648		-0.23545694		-0.2763033		-1.0001187		-0.9549899		-1.492038		Yes		Yes		Yes		U35_44k_v1_2176		LOC_Os07g07990.1		ref|NP_001059020.1| 3e-59  Os07g0176500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07990.1 8e-61 receptor protein kinase CLAVATA1 precursor putative expressed		TGTTGGCCTACAGGCACAGACACCGTCACCCACACACGACACGCGCAAACATGCCGACCA		9427		AT3G22800.1

		36460		CUST_8606_PI390587928		5.953571		6.7246556		6.338112		7.474199		6.5873656		9.438015		12.73548		10.093734		7.254023		9.0146265		11.990731		9.172821		1.551641		6.5584702		84.29461		6.1455193		2.4630609		4.8904624		50.304634		3.2459083		1.3004522		2.7133594		6.3973684		2.619535		0.6337948		2.2899709		5.6526194		1.6986222		Yes		Yes		Yes		U35_44k_v1_36460		-		No hits found		No hits found		ATGCATGTTCTCAGTTTCTTTGTTCCTGTTGAGGGAACTATATATTCTTAGTTAAGCAAG		None		0

		19340		CUST_37725_PI390587928		4.6893554		4.501201		5.080192		5.3912053		5.161614		5.715916		6.626194		5.205577		5.560356		5.4198093		6.9481945		4.646561		1.3872796		2.3209493		2.9200678		-1.1373123		1.8289311		1.8902907		3.650268		-1.675561		0.87100077		1.214715		1.5460019		-0.18562841		0.47225857		0.9186082		1.8680024		-0.74464417		No		Yes		Yes		U35_44k_v1_19340		LOC_Os03g22360.1		ref|NP_001050080.1| 1e-08  Os03g0343800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22360.1 3e-10 expressed protein		TGGTAGGCGCTTCAGCAGGCAACAGTAAATAAAAGAGTGAGAAATTTGCGTTTTAAAAAA		11757		0

		26406		CUST_9021_PI390587928		5.8918595		5.8878345		3.9616673		4.0079207		6.2228966		6.7822075		5.929335		4.909743		6.463761		6.452526		5.7774158		3.5144444		1.2579173		1.8588018		3.911353		1.8684243		1.4864813		1.4790713		3.5204222		-1.4078332		0.5719013		0.89437294		1.9676678		0.9018221		0.33103704		0.56469154		1.8157485		-0.4934764		Yes		No		No		U35_44k_v1_26406		LOC_Os06g19370.2		gb|EAZ36716.1| 4e-55  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.2 8e-57 embryogenesis transmembrane protein putative expressed		GTGAAAGTTGGAAGGGAACTCTGCTGCACATTTTCACGTCATCAAAACCAGATGAGCAAA		26032		0

		20192		CUST_41122_PI390587928		11.736196		11.167552		10.479736		10.073517		12.251378		11.973751		11.954192		10.66175		12.502406		12.351596		11.779579		10.164547		1.4291749		1.7485985		2.778788		1.5034043		1.7007965		2.2721276		2.4620206		1.0651305		0.76621056		0.8061991		1.4744558		0.588233		0.5151825		1.1840439		1.2998428		0.09103012		No		Yes		Yes		U35_44k_v1_20192		LOC_Os05g05620.1		gb|EAY96557.1| 2e-68  hypothetical protein OsI_017790 [Oryza sativa (indica cultivar-group)]		LOC_Os05g05620.1 3e-62 glutathione S-transferase GSTF1 putative expressed		GGAAAGTAGTGCTGCACCCACCTTCGGTGTACCCATTAAGTAAACAGTAAATTCAAAAAA		51095		AT3G62760.1

		27747		CUST_10394_PI390587928		3.8195934		2.954367		2.112848		2.4874144		7.076336		7.2679043		8.393519		7.6316752		7.931474		8.889945		8.38527		6.343555		9.558224		19.88402		77.74463		35.365257		17.290178		61.205032		77.30135		14.481515		4.111881		4.3135376		6.280671		5.144261		3.2567425		5.9355783		6.272422		3.8561406		Yes		Yes		Yes		U35_44k_v1_27747		-		gb|EDO83230.1| 1e-21  ribosomal large subunit pseudouridine synthase C [Burkholderia pseudomallei 406e]		LOC_Os09g25690.1 1e-11 conserved hypothetical protein		TGGAAACAACCAAATTGTCCGTATCCATTCCAACTATGTAGTATGTATGAGAACACGTTT		26836		AT5G46730.1

		34384		CUST_8274_PI390587928		5.1499863		4.084984		6.094841		7.0536466		5.3344045		5.431673		8.965843		8.765536		4.8877625		5.1820006		8.330188		8.318326		1.1363586		2.5432782		7.315732		3.2758963		-1.1993259		2.1391191		4.708759		2.402738		-0.26222372		1.3466892		2.8710022		1.7118897		0.1844182		1.0970168		2.2353468		1.2646794		Yes		Yes		Yes		U35_44k_v1_34384		-		gb|AAM69850.1| 6e-06  NBS-LRR class RGA [Aegilops tauschii]		LOC_Os11g44580.1 8e-06 disease resistance RPP13-like protein 1 putative expressed		AGTGACGACGAGCGTTAATTAGTCTCAGCAGTTTGCCTCGAGTGAGCTTTGTAGTAACTA		50516		0

		40652		CUST_25402_PI390587928		2.6421082		1.2813892		4.805034		2.1135876		1.3676995		1.7101898		2.0001667		1.27583		1.3200713		1.3838329		1.7256953		1.5788116		-2.4189966		1.346114		-6.9879413		-1.78727		-2.5001886		1.0735904		-8.452271		-1.4487171		-1.3220369		0.42880058		-2.8048675		-0.8377576		-1.2744087		0.102443695		-3.079339		-0.534776		No		Yes		Yes		U35_44k_v1_40652		LOC_Os07g48770.1		gb|EAZ41147.1| 2e-61  hypothetical protein OsJ_024630 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48770.1 1e-61 expressed protein		AAGAAACAGCAGATCGGATCTGCAAATATTAATAAATCAATTGTGACATCCATCTACGGT		8346		AT4G24380.2

		44555		CUST_17361_PI390587928		9.183131		9.410016		8.911948		9.288543		8.821125		9.092814		7.850733		8.269775		8.694019		8.647983		8.074208		8.913781		-1.2852118		-1.2459115		-2.0866888		-2.026187		-1.4035805		-1.6958792		-1.7872481		-1.2966253		-0.4891119		-0.3172016		-1.0612154		-1.0187674		-0.3620062		-0.76203346		-0.83773994		-0.37476158		No		Yes		Yes		U35_44k_v1_44555		-		No hits found		No hits found		GGGAGCTCATTGTTTACTTAACATAATTCCCTTTCTGGTTGTTGAATTTGTTCATCAAGT		42436		0

		14649		CUST_10895_PI390587928		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		-1.6174443		1.030733		20.873026		28.419247		-1.695385		1.1893549		11.890663		-1.7023307		-0.7616129		0.043670654		4.383568		4.8287964		-0.69371605		0.2501793		3.5717573		-0.76751137		No		Yes		Yes		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		CCCCCGTGAATATTGTGCGTGTCTACTCAATAACATGAATATTACTTGTATTTATCCAAT		2245		0

		8832		CUST_19990_PI390587928		4.9695477		4.793711		4.9010715		4.4952493		4.208325		4.3743644		3.4130962		4.1230426		3.8336747		3.2535515		2.8895466		3.5540345		-1.6949266		-1.3373219		-2.8049505		-1.2943311		-2.197515		-2.908267		-4.0320816		-1.9201444		-1.1358731		-0.4193468		-1.4879754		-0.3722067		-0.76122284		-1.5401597		-2.011525		-0.9412148		Yes		No		No		U35_44k_v1_8832		LOC_Os01g48380.2		gb|EAY75344.1| 1e-72  hypothetical protein OsI_003191 [Oryza sativa (indica cultivar-group)]		LOC_Os01g48380.1 2e-73 expressed protein		CAAAAGCTGTCGTTGATGATAGGGCTGCTTTCAAGACTTTTGAGGCATTCACTGATGTCA		20213		0

		48870		CUST_99_PI390587928		1.3579472		1.4052277		1.4202164		1.3703651		1.4962949		1.781793		4.2337785		1.5862278		1.3612347		3.538231		4.4030237		1.7129749		1.1006438		1.2982475		7.0301814		1.1613982		1.0022813		4.3862963		7.9052286		1.2680484		0.0032874346		0.37656534		2.813562		0.21586263		0.13834763		2.1330032		2.9828072		0.34260976		Yes		Yes		Yes		U35_44k_v1_48870		LOC_Os08g07730.1		gb|EAZ41685.1| 2e-37  hypothetical protein OsJ_025168 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g07730.1 4e-39 transferase family protein expressed		CGTACTGAAGTTTATTCCCATTTATTAGACAACAAAAATATTTACCTAGGTGTGGATCCC		None		0

		45167		CUST_16042_PI390587928		2.2058895		3.5044098		2.8027277		1.3807303		2.477266		3.0172853		2.370904		2.8595924		1.6564732		3.1492774		2.3932972		1.4134926		1.206959		-1.4016484		-1.3489377		2.7872882		-1.4634935		-1.2791029		-1.3281615		1.0229689		-0.5494163		-0.48712444		-0.43182373		1.4788622		0.2713766		-0.35513234		-0.4094305		0.03276229		No		Yes		Yes		U35_44k_v1_45167		LOC_Os11g03130.1		ref|NP_001065618.1| 8e-41  Os11g0124500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02880.1 2e-42 expressed protein		TGAGAAGAGCGGTGCCACTGGCCCTCGAGGTAGAGGACGACCCAAGGAAAGAGGAGCTGA		43657		AT1G09575.1

		19316		CUST_4576_PI390587928		9.212537		8.591277		8.936015		8.929963		8.850766		8.011753		7.876236		8.22138		8.521313		7.791392		7.9316826		8.678014		-1.285002		-1.4943562		-2.0846124		-1.6341981		-1.614653		-1.7409626		-2.0060153		-1.190815		-0.6912241		-0.57952404		-1.0597792		-0.7085829		-0.36177063		-0.7998853		-1.0043325		-0.2519493		No		Yes		Yes		U35_44k_v1_19316		LOC_Os01g25440.1		ref|NP_001043004.1| e-126  Os01g0356500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g25440.1 1e-128 thiamin pyrophosphokinase 1 putative expressed		GAAACCTCTGTTGTCAGATAGATGGAGACCCACGAGATTATCATAAGGATGTCTAAAAAA		11298		AT1G02880.3

		38976		CUST_2111_PI390587928		9.680376		9.662019		8.23432		8.616137		11.135475		11.686279		15.476814		15.114301		10.046607		12.374787		16.088137		12.402616		2.741754		4.0678334		151.42867		90.39457		1.288981		6.555785		231.33134		13.798878		0.36623096		2.0242605		7.2424946		6.498164		1.4550991		2.7127686		7.853817		3.786479		Yes		Yes		Yes		U35_44k_v1_38976		LOC_Os12g43380.1		sp|P32937|PR1A_HORVU 3e-67  Pathogenesis-related protein 1A/1B precursor		LOC_Os12g43430.1 2e-41 thaumatin-like protein precursor putative expressed		CTTCTGCCCATGAAGCCTCTTTACGTTGCACCGCCAACCAATAATAGGCGTACGTGTGTG		34977		AT4G11650.1

		38667		CUST_25064_PI390587928		4.478858		4.6624618		1.3906399		3.052601		4.4807897		4.9459968		4.5647635		4.1769376		4.572661		5.040377		3.9198866		3.9001293		1.0013398		1.2171737		9.026232		2.1800127		1.0671796		1.2994628		5.772702		1.7994153		0.09380293		0.283535		3.1741238		1.1243365		0.0019316673		0.37791538		2.5292468		0.8475282		No		Yes		Yes		U35_44k_v1_38667		LOC_Os01g57630.3		ref|NP_001044469.1| 1e-08  Os01g0785700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57630.3 2e-10 membrane-associated salt-inducible protein like putative expressed		TTTCCTCGTTGCATCAATTTATCTGTATGGATCTAATATTTGTGTTTGGAAACATCCTCC		34548		0

		2813		CUST_26826_PI390587928		3.4491613		4.062802		4.0673122		4.30044		2.630761		2.6323397		3.2748842		2.5652554		2.321325		2.1243904		2.6443665		3.0030966		-1.7634497		-2.6953304		-1.7319869		-3.3292205		-2.1853075		-3.832834		-2.6813242		-2.4577587		-1.1278362		-1.4304621		-0.792428		-1.7351844		-0.8184004		-1.9384115		-1.4229457		-1.2973433		Yes		No		No		U35_44k_v1_2813		LOC_Os12g14440.1		gb|AAA87041.1| e-168  putative 32.6 kDa jasmonate-induced protein [Hordeum vulgare]		LOC_Os12g09700.1 1e-103 jasmonate-induced protein putative expressed		GGAAATCAAAACACGTTGTGCTCGGCGCTTCTGAGTTTGTGAAGGAAGTTTCTGGAACAT		7886		AT1G19715.1

		6645		CUST_29975_PI390587928		11.227986		10.754859		10.7057		10.142021		10.976117		10.759698		9.697727		9.475898		10.6566925		10.514529		10.223001		9.998497		-1.1907489		1.0033597		-2.0110831		-1.5868034		-1.4858555		-1.1812626		-1.3973558		-1.1046001		-0.57129383		0.0048389435		-1.0079727		-0.6661234		-0.2518692		-0.24032974		-0.4826994		-0.14352417		No		Yes		Yes		U35_44k_v1_6645		LOC_Os05g34820.1		ref|NP_001055582.1| 0.0  Os05g0421300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34820.1 0.0 expressed protein		GGGAATGTTGTCTTGCTCTTGATTGGTGTTGTAAATTGAACAGAACAGTACTTTGTTTTA		14411		AT5G10200.1

		14549		CUST_6757_PI390587928		7.7589593		6.3374443		4.7613974		5.7642455		6.6867886		7.2075477		10.698333		11.929863		6.3990912		7.045006		11.201881		9.53513		-2.1025946		1.8277938		61.26263		71.78535		-2.566617		1.6330415		86.851814		13.65052		-1.359868		0.87010336		5.9369354		6.1656175		-1.0721707		0.7075615		6.440484		3.770884		Yes		Yes		Yes		U35_44k_v1_14549		-		emb|CAA71773.1| 2e-08  pathogenesis-related protein [Hordeum vulgare]		No hits found		TTTTTGGCCAGGACCATGTACCTCGAATGGACAATCGAATGAGAAGAAAAATCGTGTAAA		639		0

		19693		CUST_30352_PI390587928		5.09434		4.738623		4.58067		5.4114323		4.5715384		4.621145		3.9703245		4.1056113		4.1248527		4.017705		4.2583447		4.598639		-1.4367424		-1.0848371		-1.5266247		-2.4722435		-1.9581444		-1.6482307		-1.2503442		-1.7566092		-0.9694872		-0.11747837		-0.61034536		-1.305821		-0.5228014		-0.7209182		-0.32232523		-0.81279325		No		Yes		Yes		U35_44k_v1_19693		LOC_Os11g16420.2		gb|AAX96077.1| e-115  ProFAR isomerase associated, putative [Oryza sativa (japonica cultivar-group)]		LOC_Os11g16420.1 1e-117 proFAR isomerase associated family protein expressed		CGAAGAAGGTGTCAAAGTTTATAGAAATTTCTACACAGAGGAAAAAGAGAACTCTTATGG		None		AT2G43465.1

		15669		CUST_31832_PI390587928		11.056781		10.846372		10.649572		10.877861		11.305633		11.167989		11.655476		11.096196		11.40689		11.500936		11.571426		11.112792		1.188261		1.2497306		2.0082004		1.1633903		1.274657		1.5741401		1.8945484		1.1768504		0.3501091		0.32161713		1.0059032		0.21833515		0.24885178		0.6545639		0.921854		0.23493099		No		Yes		Yes		U35_44k_v1_15669		LOC_Os07g31380.1		gb|ABC65855.1| 7e-68  ethylene-responsive factor-like transcription factor ERFL2a [Triticum aestivum]		LOC_Os05g41780.1 5e-52 ethylene-responsive transcription factor 4 putative expressed		AAGAAACAGTTGATTATGTCAAGAACAACATGTGGAATCCAGTTTATCCAACAGTAGTGT		6636		AT2G13560.1

		45018		CUST_10173_PI390587928		7.2915154		7.970934		7.5948653		7.0835166		7.2245064		7.043688		5.1708736		5.152147		7.018068		6.704393		5.5048814		5.905454		-1.0475427		-1.9016426		-5.366538		-3.8141718		-1.2086927		-2.4058404		-4.2574334		-2.2627268		-0.2734475		-0.9272461		-2.4239917		-1.9313698		-0.06700897		-1.266541		-2.089984		-1.1780624		Yes		Yes		Yes		U35_44k_v1_45018		LOC_Os08g41890.1		ref|NP_001062331.1| 4e-41  Os08g0531100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g41890.1 1e-42 microtubule-associated protein MAP65-1a putative expressed		TCTAAAGGAGCAGCTGAATTCCATCACACCAGCCCTGCAAGAGATGCAAATGAAGAAAGA		43382		AT1G27920.1

		16077		CUST_18880_PI390587928		7.849832		8.3387985		7.4454637		7.3062577		8.240476		8.627197		8.593641		7.5186524		8.271816		8.813568		8.804978		7.5003395		1.310978		1.221284		2.2163374		1.1586097		1.3397689		1.3896962		2.5659885		1.1439959		0.4219842		0.28839874		1.1481776		0.21239471		0.3906436		0.4747696		1.3595147		0.19408178		No		Yes		Yes		U35_44k_v1_16077		LOC_Os04g52830.1		gb|EAY95591.1| 0.0  hypothetical protein OsI_016824 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52830.1 0.0 kelch motif family protein expressed		TCGAGAGCATAGAGATCATTCAGTTCAGTTTACCTGGAACTGCCTTCCTTCTTAACACTC		4656		AT5G60570.1

		19522		CUST_12796_PI390587928		11.13908		10.576848		11.023646		12.068332		11.744522		12.087531		13.084071		12.819587		11.950686		12.568652		13.017388		12.460917		1.5214449		2.8494492		4.171091		1.6832565		1.7551647		3.9773407		3.9826868		1.3127441		0.8116064		1.5106831		2.0604248		0.75125504		0.60544205		1.9918041		1.993742		0.39258575		Yes		Yes		Yes		U35_44k_v1_19522		LOC_Os04g12580.1		ref|NP_001052227.1| e-153  Os04g0202500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g12560.1 1e-149 receptor-like protein kinase putative expressed		ACTTGTGCCTGCTTGTTAACAAATAAGTTGTAGCATGAAGCAAGATTATGCAATACTGTA		50605		AT5G60900.1

		6903		CUST_531_PI390587928		5.5486484		5.550139		6.6171937		5.907665		5.116176		5.2702537		5.276521		5.304358		5.0234284		5.0137167		5.2924094		5.6294637		-1.3495442		-1.2140983		-2.5326934		-1.5191947		-1.439153		-1.4503713		-2.5049543		-1.2126819		-0.5252199		-0.2798853		-1.3406725		-0.6033068		-0.43247223		-0.53642225		-1.3247843		-0.2782011		No		Yes		Yes		U35_44k_v1_6903		LOC_Os03g15040.2		gb|EAZ26305.1| 1e-18  hypothetical protein OsJ_009788 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15040.2 2e-20 FAR1 family protein expressed		GTTTTCGTATTCGGATCAGCAGCAGGTATTGCCGTTCAAGGCGTGATAATTCAATCATTT		15217		0

		11559		CUST_6180_PI390587928		7.524156		7.124184		7.5750923		8.24228		8.055663		7.5733876		9.56982		9.123794		8.003163		8.017859		9.183011		8.606184		1.4454383		1.3652862		3.9854097		1.8423071		1.3937843		1.8579032		3.0481179		1.2869036		0.47900724		0.4492035		1.9947281		0.8815136		0.531507		0.8936753		1.6079187		0.363904		No		Yes		Yes		U35_44k_v1_11559		LOC_Os12g41270.1		gb|EAZ21149.1| 2e-76  hypothetical protein OsJ_035358 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41270.1 4e-78 protein kinase domain containing protein		TCTTTTGCTTGTGTATGAATTGATGCCCAATGGTAGCCTGGACGCACACCTTTACAAGCT		35957		AT5G10530.1

		6679		CUST_29941_PI390587928		9.86126		10.137277		9.957184		10.687004		10.201716		10.204728		11.186574		10.728928		10.384585		10.433988		10.791945		10.765796		1.2661568		1.047864		2.3446786		1.0294855		1.4372638		1.2283409		1.7835623		1.056133		0.52332497		0.06745148		1.2293901		0.041923523		0.340456		0.29671097		0.8347616		0.07879162		No		Yes		Yes		U35_44k_v1_6679		LOC_Os03g05812.4		gb|EAY88583.1| e-127  hypothetical protein OsI_009816 [Oryza sativa (indica cultivar-group)]		LOC_Os03g05812.4 1e-127 expressed protein		GGCACTTGGCCTTGTGTTAGTTGGCGGGAGTATGTATCATGTGATGTACTATCGAAAAAA		13966		AT3G17900.1

		8339		CUST_20611_PI390587928		10.450866		10.465628		9.500034		9.926751		10.489654		11.30249		10.2703905		10.948337		10.618176		11.152997		10.287879		9.526713		1.0272504		1.7861615		1.7056909		2.0301487		1.1229633		1.6103445		1.7264932		-1.3195424		0.16731071		0.83686256		0.7703562		1.0215855		0.03878784		0.68736935		0.78784466		-0.40003777		No		Yes		Yes		U35_44k_v1_8339		LOC_Os10g41330.1		ref|NP_001065396.1| 2e-26  Os10g0562900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41330.1 5e-28 ethylene-responsive transcription factor 5 putative expressed		AAGGCCATCCTCAACTTCCCCAACGAGGTCAGCACCCAATCCATCCAGTGGGTCCCGGCT		19179		AT4G17490.1

		25493		CUST_33859_PI390587928		4.7647624		4.692143		4.4753566		5.6375847		4.833345		5.57482		6.6499906		6.112108		4.941965		5.8551555		6.495758		6.4038615		1.0486858		1.8437935		4.514712		1.3894593		1.1306894		2.2392452		4.056967		1.7008747		0.1772027		0.8826771		2.174634		0.47452354		0.068582535		1.1630125		2.0204015		0.76627684		Yes		Yes		Yes		U35_44k_v1_25493		LOC_Os11g35890.1		gb|EAZ18742.1| 1e-26  hypothetical protein OsJ_032951 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g35410.1 2e-28 expressed protein		TGTGTAAAGGATACTGATGATTCCGAATTGTCTATGCATGCGTGTATGATAATACTTTCG		35950		0

		26666		CUST_25133_PI390587928		5.0864635		5.361116		5.69824		5.0237603		4.66186		4.903463		4.9495044		4.906976		4.0993257		4.117991		4.4315515		4.484409		-1.3422035		-1.3733059		-1.6803193		-1.0843152		-1.9822484		-2.3671072		-2.4060862		-1.4533191		-0.9871378		-0.45765305		-0.7487354		-0.116784096		-0.42460346		-1.243125		-1.2666883		-0.53935146		Yes		No		No		U35_44k_v1_26666		-		No hits found		No hits found		ATCTCTCTAGCTAGCTAGTCGTTGGTTGTTGTTGTCGTGCGAGGAAGGAGGGAGGAGGAG		28772		0

		14646		CUST_10899_PI390587928		11.92187		11.929154		11.405324		10.985223		12.020396		11.795667		13.682739		15.807841		12.1191025		11.5050535		13.249893		10.771848		1.070679		-1.0969423		4.848086		28.29781		1.1464968		-1.3417361		3.591457		-1.1593974		0.19723225		-0.1334877		2.2774153		4.8226185		0.098526		-0.42410088		1.8445692		-0.21337509		Yes		Yes		Yes		U35_44k_v1_14646		LOC_Os01g04040.1		gb|AAS49905.2| 3e-41  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 1e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		GCTGGTGTTGCTTGTTGAATAAACACCTCTGATGGTTGTGCGTGTCTACTCATCAAAAAA		2243		0

		39767		CUST_29571_PI390587928		5.646612		6.2070985		5.039919		6.2791495		8.00459		9.1900215		9.370694		7.6968827		8.193515		8.906408		9.184169		7.214537		5.126513		7.9058633		20.123024		2.671654		5.8437834		6.494911		17.682495		1.9124044		2.5469027		2.982923		4.3307753		1.4177332		2.3579779		2.6993098		4.14425		0.9353876		Yes		Yes		Yes		U35_44k_v1_39767		LOC_Os01g49820.2		ref|NP_001043945.1| 1e-69  Os01g0693300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49820.2 3e-71 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		GTAGTAACAGAGAAATGGGTTGTTTAGCAGCCAATAGATAGCATTGTTATTTGTGTCCAA		None		AT1G15080.1

		18996		CUST_26453_PI390587928		9.854294		9.157938		10.128978		10.083783		9.251929		8.621714		8.386695		8.885591		9.095843		8.565819		8.482276		9.90628		-1.5182028		-1.4501723		-3.3456416		-2.2945204		-1.6916728		-1.5074595		-3.13117		-1.1309253		-0.7584505		-0.53622437		-1.7422829		-1.1981926		-0.60236454		-0.5921192		-1.6467018		-0.17750359		Yes		No		No		U35_44k_v1_18996		LOC_Os05g50110.1		ref|NP_001056403.1| 4e-27  Os05g0576700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50110.1 8e-29 oleosin Bn-V putative expressed		ACCCCAGCTGTTGGTAATCTCATCGTCTTCACGTGTATGAACTACTATTAGTTTAAAAAA		3040		AT3G18570.1

		18917		CUST_9633_PI390587928		8.53701		8.8505945		7.4430175		7.957292		9.595992		9.807397		9.795648		9.896069		9.573573		9.801182		9.44436		8.428964		2.0834608		1.9410031		5.1075454		3.8338037		2.0513346		1.9326593		4.003723		1.3867153		1.0365629		0.95680237		2.3526301		1.9387765		1.0589819		0.9505873		2.0013423		0.47167158		Yes		Yes		Yes		U35_44k_v1_18917		LOC_Os09g23370.2		ref|NP_001063106.1| 3e-62  Os09g0397700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g23370.2 7e-64 proline-rich polypeptide 6 isoform 1 putative expressed		GGTTGCTGGATGAATTCTGCGTTGTGCTTAATGGATGTCTAGACTCCGTGTTGCAAAAAA		9283		AT5G16940.2

		37165		CUST_41635_PI390587928		7.2846007		7.3249493		5.0847173		4.1258063		8.157546		8.472747		7.9237113		7.128761		7.994659		8.012165		7.7041297		5.6926455		1.8313979		2.2157538		7.1552095		8.0164		1.6358701		1.6101731		6.1449976		2.9625494		0.7100582		1.1477976		2.838994		3.0029545		0.8729453		0.6872158		2.6194124		1.5668392		Yes		Yes		Yes		U35_44k_v1_37165		LOC_Os04g48460.1		gb|EAZ31612.1| 2e-42  hypothetical protein OsJ_015095 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g48460.1 2e-43 cytochrome P450 86A1 putative expressed		CCTCTTTTTGTAATCCAAGCACTTCATAAGCTGTACATATAACAATGGCATACAGTTCAA		32846		AT2G45510.1

		22862		CUST_863_PI390587928		11.356632		10.741939		9.971572		10.11155		10.52708		11.480268		15.670676		15.911022		10.903079		14.169507		15.811412		14.996948		-1.7771342		1.6682425		51.95189		55.694843		-1.3694088		10.759719		57.27525		29.556385		-0.4535532		0.73832893		5.6991043		5.799472		-0.82955265		3.4275684		5.83984		4.885398		Yes		Yes		Yes		U35_44k_v1_22862		LOC_Os03g60840.1		gb|ABX84379.1| 4e-25  Bowman-Birk trypsin inhibitor-like protein [Triticum aestivum]		LOC_Os03g60840.1 4e-21 Bowman-Birk type trypsin inhibitor putative expressed		GTCCGGGTGGATCATTTGATGATTTCTCGTCGTTTCATACTACGTCTTATATAAATAAAT		17082		0

		19866		CUST_25455_PI390587928		10.722015		11.056999		11.229016		6.904181		10.061327		10.189246		8.009705		6.163446		10.052127		10.527204		9.365451		3.7648456		-1.5808368		-1.8248186		-9.313424		-1.6710271		-1.59095		-1.4437246		-3.639059		-8.811181		-0.6698885		-0.867753		-3.2193117		-0.74073505		-0.6606884		-0.52979565		-1.8635654		-3.1393354		Yes		Yes		Yes		U35_44k_v1_19866		-		gb|EAZ35361.1| 2e-20  hypothetical protein OsJ_018844 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49840.1 5e-22 triacylglycerol lipase putative expressed		GCCGTTGTGTCTCATTTCTCGTTAAACTCTCCCTATATATTTCTAGTTAAACTCTCAAAA		40960		AT2G31100.1

		1572		CUST_35779_PI390587928		15.443416		15.325787		15.591634		15.206265		15.606999		15.603972		16.752176		15.740191		15.904526		16.06943		16.380518		15.270851		1.120066		1.212669		2.2354147		1.4478639		1.3766006		1.6743984		1.7277377		1.0457846		0.46111012		0.27818584		1.1605425		0.533926		0.16358376		0.7436428		0.78888416		0.064585686		No		Yes		Yes		U35_44k_v1_1572		LOC_Os03g26800.1		ref|NP_001050252.1| 2e-17  Os03g0385400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26820.1 3e-19 xylogen protein 1 putative expressed		TGCGCGGTGTCGTTGTAATCTGAGTTTACTCTCTTCATCTGGATGTGCTCTGAATTACTG		4307		0

		14397		CUST_25375_PI390587928		3.4725425		4.0525665		1.3120002		3.6459987		3.7747843		3.4816933		3.4767888		4.062762		2.8654182		3.8312404		2.8925426		2.8624928		1.2330589		-1.4854224		4.484008		1.3349291		-1.52322		-1.1658047		2.9908228		-1.7213088		-0.6071243		-0.57087326		2.1647887		0.41676307		0.3022418		-0.22132611		1.5805424		-0.7835059		No		Yes		Yes		U35_44k_v1_14397		LOC_Os03g22730.3		ref|NP_001050112.1| 0.0  Os03g0350100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22740.1 0.0 nucleolar protein NOP5 putative expressed		TAGTTGTTGAGCTTAACTTTGACACTATTTTTTGTTATTGCATGCATCGGCTCTAGAGTT		3819		AT3G05060.1

		33260		CUST_27203_PI390587928		6.495623		5.9507446		3.4240854		6.198206		7.147576		6.641538		5.2518525		11.219935		6.897878		5.472687		5.00594		7.375525		1.5712936		1.6141711		3.5498724		32.485622		1.3215721		-1.3928673		2.993544		2.2615612		0.40225506		0.6907935		1.8277671		5.0217295		0.65195274		-0.47805786		1.5818546		1.177319		Yes		Yes		Yes		U35_44k_v1_33260		LOC_Os03g28990.1		ref|NP_001066680.1| 1e-08  Os12g0431700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g24390.1 2e-10 retrotransposon protein putative unclassified expressed		CTCAATTTACTACCGCATGAATTTACCTGGCGCTTAATTTACTTCTTTGTGAGTTGAAAT		4400		0

		1663		CUST_5643_PI390587928		10.575172		9.859878		8.390439		9.124888		11.244493		10.867713		10.885346		10.070239		11.288104		11.586044		10.675054		9.462261		1.5903233		2.0108917		5.636921		1.9256569		1.6391315		3.3084757		4.8723392		1.2634537		0.71293163		1.0078354		2.4949074		0.94535065		0.6693201		1.7261667		2.2846146		0.33737278		Yes		No		No		U35_44k_v1_1663		LOC_Os09g15330.2		gb|EAZ08597.1| 3e-66  hypothetical protein OsI_029829 [Oryza sativa (indica cultivar-group)]		LOC_Os09g15330.2 8e-68 sugar transport protein 14 putative expressed		TGTCGGGGATGAACTCCATCCTCTTCTACTCGCCGGTGATCTTCCAGAGCCTGGGGTTCG		None		AT1G77210.1

		17		CUST_4647_PI390587928		11.93708		12.204395		12.32878		10.277218		12.178379		12.062785		10.72577		10.000499		11.622078		11.996919		11.341023		10.082437		1.1820562		-1.1031356		-3.0377648		-1.2114367		-1.2440138		-1.1546668		-1.983099		-1.1445507		-0.31500244		-0.14161015		-1.6030102		-0.2767191		0.24129868		-0.20747662		-0.9877567		-0.1947813		No		Yes		Yes		U35_44k_v1_17		LOC_Os05g41640.2		sp|P12782|PGKH_WHEAT 1e-46  Phosphoglycerate kinase, chloroplast precursor		LOC_Os05g41640.2 4e-44 phosphoglycerate kinase chloroplast precursor putative expressed		CTTGGGTCGTCCTAAGGGTGTTACTCCTAAGTTTAGCTTGGCTCCCCTTGTGCCCAGATT		48		AT3G12780.1

		27820		CUST_29089_PI390587928		13.875026		13.783933		14.115792		13.926528		13.456185		13.640706		12.734662		13.171641		13.193222		13.256271		12.982408		13.647392		-1.3368526		-1.1043723		-2.6047235		-1.6874989		-1.6041441		-1.4415904		-2.193728		-1.2134677		-0.6818037		-0.14322662		-1.3811302		-0.7548866		-0.4188404		-0.5276613		-1.1333847		-0.2791357		No		Yes		Yes		U35_44k_v1_27820		LOC_Os04g45290.1		sp|P49175|INV1_MAIZE 3e-54  Beta-fructofuranosidase 1 precursor (Sucrose 1) (Invertase 1)		LOC_Os04g45290.1 3e-55 beta-fructofuranosidase 1 precursor putative expressed		TTTTTGTGAATATGTCATAACGGGCAGTCAGGCTATTGGTGGACAACGGATGTATTTTTT		23526		AT1G62660.1

		16863		CUST_41251_PI390587928		10.970402		11.025052		10.982121		10.811589		10.524434		10.698315		8.963527		10.211132		10.155893		10.147725		9.420355		10.490056		-1.3622276		-1.2541739		-4.0518894		-1.516197		-1.7586988		-1.8369685		-2.9521513		-1.2496579		-0.81450844		-0.3267374		-2.0185947		-0.6004572		-0.44596767		-0.87732697		-1.5617666		-0.3215332		No		Yes		Yes		U35_44k_v1_16863		LOC_Os07g41280.3		sp|A2YNH4|6PGL2_ORYSI e-132  Probable 6-phosphogluconolactonase 2 (6PGL 2)		LOC_Os07g41280.3 1e-133 6-phosphogluconolactonase putative expressed		TTGCGAGATGGAATTTGGTTCGATGTAATTTTGGTGAATTGCTGCCCAAAATATTCTGAA		6174		AT1G13700.1

		10297		CUST_17515_PI390587928		7.112333		5.800463		3.141331		4.004686		6.326097		5.728832		3.3004844		2.6788762		5.876793		5.072176		3.5179822		4.0178456		-1.724569		-1.0509044		1.1166317		-2.5067353		-2.3546946		-1.6566712		1.2983247		1.0091634		-1.2355399		-0.07163143		0.15915346		-1.3258097		-0.7862358		-0.7282872		0.3766513		0.013159752		No		Yes		Yes		U35_44k_v1_10297		LOC_Os04g57560.1		ref|NP_001054219.1| 3e-62  Os04g0671300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57560.1 6e-64 lysine-specific histone demethylase 1 putative expressed		GAAGGAGACGGTAAAAGTTAGAGATGAATATGCGAACGACATGCCTCTTGTTCAAGCCAT		18623		AT1G65840.1

		7926		CUST_33229_PI390587928		5.5784097		5.453445		6.12887		6.4272175		5.956961		6.2144027		7.6352		6.751905		5.8414273		6.330338		7.0294933		6.5347533		1.300036		1.6946152		2.8408644		1.2523931		1.1999861		1.8364161		1.8668724		1.0773865		0.26301765		0.7609577		1.50633		0.32468748		0.37855148		0.87689304		0.9006233		0.10753584		No		Yes		Yes		U35_44k_v1_7926		LOC_Os02g51430.1		gb|EAY87537.1| e-172  hypothetical protein OsI_008770 [Oryza sativa (indica cultivar-group)]		LOC_Os02g51430.1 1e-174 SEC6 putative expressed		TAAATATACTGAAGGTAACAGGTTGGGTTGTGCAATATCAAGATAATCTTATTGGCCTTG		21027		AT1G71820.1

		20003		CUST_7465_PI390587928		11.027161		11.133702		12.053393		12.341133		10.945244		10.783299		11.057635		11.304332		10.901325		10.739024		11.322716		12.505333		-1.0584234		-1.2749165		-1.9941281		-2.0516737		-1.0911394		-1.3146495		-1.6594183		1.1205444		-0.12583542		-0.35040283		-0.99575806		-1.0368013		-0.08191681		-0.39467812		-0.7306776		0.16419983		No		Yes		Yes		U35_44k_v1_20003		-		emb|CAE53909.1| 3e-85  putative SWIM protein; putative Zn-finger protein [Triticum aestivum]		LOC_Os07g32110.1 1e-67 transposon protein putative unclassified		GTTGTTGTAGTGTATCGTGTAGTTTTTCACAAACTTTGTAACTTCGTAACTGGGTTGTGT		12739		AT4G38180.1

		48865		CUST_11841_PI390587928		10.097735		12.555301		11.4325485		10.966217		9.302928		11.857758		9.105285		9.44796		8.311736		10.688889		9.37896		10.328342		-1.7348458		-1.6217407		-5.0185266		-2.864448		-3.4485724		-3.6462467		-4.151374		-1.556035		-1.7859993		-0.69754314		-2.3272638		-1.5182571		-0.79480743		-1.8664122		-2.0535889		-0.6378746		Yes		Yes		Yes		U35_44k_v1_48865		-		No hits found		No hits found		CTGCTACGTACCACTAATTGTTGATTGGTTGGTTGATGGAGGAAATTAATGAAATCTTTC		None		0

		24551		CUST_25945_PI390587928		10.099815		10.736636		12.116322		12.158235		9.005805		9.583318		9.713528		10.282622		7.99719		8.787587		9.606113		12.014175		-2.134666		-2.2242491		-5.288263		-3.669573		-4.2949023		-3.8611991		-5.6970224		-1.1050098		-2.1026254		-1.1533184		-2.402794		-1.8756123		-1.0940104		-1.949049		-2.5102081		-0.14405918		Yes		Yes		Yes		U35_44k_v1_24551		LOC_Os06g03500.1		emb|CAD45030.1| 1e-55  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os06g03500.1 2e-53 NBS-LRR disease resistance protein putative		TTTTGATGACTTGTGGACCATAGATATGTGGAGGTGGATCAAGGAATTTCTTGTCATAGC		25449		AT3G46730.1

		39591		CUST_16365_PI390587928		5.236077		5.156877		5.84647		7.488917		6.159823		8.523039		9.462646		8.465068		6.292851		8.899617		9.368418		8.0457115		1.8970348		10.311354		12.262452		1.96721		2.0802748		13.386808		11.487141		1.4709973		1.0567741		3.3661618		3.6161757		0.976151		0.9237461		3.7427402		3.5219479		0.55679464		Yes		Yes		Yes		U35_44k_v1_39591		LOC_Os09g29510.1		gb|EAZ45074.1| 1e-38  hypothetical protein OsJ_028557 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29560.1 3e-40 OsWAK83 - OsWAK pseudogene expressed		TTGTTTGGTTGGGTATCTTCAGGAAATATGCAAGATATGGGAGCTATTGTTTCAAAACAT		16619		AT1G21230.1

		9065		CUST_30810_PI390587928		7.658352		8.283905		7.3866105		8.803524		7.7036605		9.975694		9.355895		9.324931		7.9477673		9.91034		9.445557		9.179582		1.0319039		3.2305698		3.9157388		1.4353546		1.222145		3.0874918		4.166818		1.2977906		0.28941536		1.6917887		1.9692845		0.5214071		0.04530859		1.6264353		2.0589461		0.37605762		Yes		Yes		Yes		U35_44k_v1_9065		LOC_Os03g38800.1		ref|NP_001050566.1| e-106  Os03g0584400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38800.1 1e-108 mitochondrial protein putative expressed		GTATGTGTCACAAAGGTAATCATCTATGCGGGAATAATGAGGCATCAATTGAACAAAAAA		26328		AT5G17760.1

		22339		CUST_22408_PI390587928		11.633998		11.967734		10.649303		11.76817		12.452361		13.763852		14.583156		14.268474		13.235032		14.065951		13.913194		12.788981		1.7634041		3.4728444		15.282961		5.6580434		3.033607		4.281799		9.605697		2.0290594		1.6010342		1.7961178		3.9338522		2.5003033		0.8183632		2.098217		3.2638903		1.0208111		Yes		Yes		Yes		U35_44k_v1_22339		LOC_Os08g43670.1		gb|EAZ07917.1| 3e-26  hypothetical protein OsI_029149 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43670.1 7e-28 RING-H2 finger protein ATL2B putative expressed		CTTTCGTGACTTGGTTCGTTGCCTTCATAAGGCTGGTTGTGAACGTGTGTACAGAAAAAA		24933		AT2G17730.1

		449		CUST_7892_PI390587928		12.109787		12.013976		12.752645		13.142568		12.020299		12.71038		14.241382		12.685193		12.095879		12.61837		13.98524		12.829524		-1.0639925		1.6204602		2.806432		-1.3730409		-1.0096872		1.52034		2.3498936		-1.2423258		-0.013908386		0.6964035		1.4887371		-0.45737457		-0.08948803		0.60439396		1.2325954		-0.3130436		No		Yes		Yes		U35_44k_v1_449		LOC_Os06g03580.4		ref|NP_001056653.1| 5e-53  Os06g0125800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g03580.2 1e-54 protein binding protein putative expressed		CCCCACTGTAATTTTTGGCATGTGCAAGTGTCCTGATATATATACATCAACTTTTTCCTG		10709		AT3G63530.2

		20777		CUST_24168_PI390587928		8.856763		8.162715		9.948009		9.981938		8.005566		7.440245		7.652986		9.190196		7.938704		6.7761173		8.164025		9.368401		-1.8039974		-1.6500043		-4.9076166		-1.7311639		-1.8895712		-2.6146133		-3.4437568		-1.5300065		-0.9180589		-0.7224698		-2.2950225		-0.7917423		-0.85119724		-1.3865976		-1.7839832		-0.6135378		Yes		Yes		Yes		U35_44k_v1_20777		LOC_Os07g02460.1		ref|NP_001058757.1| 1e-08  Os07g0115500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02460.1 2e-10 expressed protein		GGACCATGTAAAATTACCATCATCACCACCAAAGGGCAGTTTTGTTTGTGTGCTAAAAAA		13385		0

		27149		CUST_26198_PI390587928		4.4352202		3.5898654		3.7984645		2.9022095		3.671008		3.9405568		2.3960993		2.8956988		2.5359385		2.852554		2.6670847		1.9832472		-1.6984422		1.2751715		-2.6433458		-1.004523		-3.7302744		-1.6670662		-2.1906817		-1.8907549		-1.8992817		0.35069132		-1.4023652		-0.0065107346		-0.76421213		-0.73731136		-1.1313798		-0.91896236		Yes		No		No		U35_44k_v1_27149		LOC_Os06g28000.1		gb|EAZ37004.1| 1e-24  hypothetical protein OsJ_020487 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g28000.1 2e-26 carboxyl-terminal proteinase putative expressed		GTACCTGCCAGGGTGTGCATTCGGTTTACTCAGTAAGGGCATTTCTAACACATCAAAAAA		43163		AT1G70550.1

		20234		CUST_8362_PI390587928		6.214449		5.839379		5.872454		5.811629		5.635859		5.7147155		4.5742245		5.3195853		5.514254		4.9266686		4.613728		5.5432544		-1.4933889		-1.0902534		-2.4592693		-1.4064356		-1.6247241		-1.8825787		-2.3928437		-1.2044499		-0.70019484		-0.12466335		-1.2982297		-0.4920435		-0.5785899		-0.9127102		-1.2587261		-0.26837444		No		Yes		Yes		U35_44k_v1_20234		LOC_Os02g34750.2		gb|EAZ23417.1| 8e-47  hypothetical protein OsJ_006900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g34750.2 2e-48 receptor-like protein kinase 5 precursor putative expressed		GGGGGAGATATCTCTGAATCTGATCAGATCGAGAGTTGATATTCAATTCATTTTTTGAAA		15480		AT1G21710.1

		27808		CUST_29118_PI390587928		10.663014		10.866867		11.878201		12.224224		10.551758		10.585969		10.679634		10.59707		10.059585		9.968788		11.010516		11.709506		-1.0801686		-1.2149509		-2.295115		-3.089031		-1.5193243		-1.8635828		-1.8247317		-1.4287149		-0.6034298		-0.2808981		-1.1985664		-1.6271544		-0.1112566		-0.8980789		-0.86768436		-0.51471806		No		Yes		Yes		U35_44k_v1_27808		LOC_Os09g38320.1		gb|AAW28997.1| 7e-05  chloroplast phytoene synthase 3 [Sorghum bicolor]		LOC_Os09g38320.1 9e-06 phytoene synthase chloroplast precursor putative expressed		ATGTGCTTGTTAGAAAATGATGCAGAGCAGAGTGAAATGGGACAGAGATGTGTTCAGTGG		None		0

		48059		CUST_33678_PI390587928		14.911011		14.9682665		14.523743		15.365707		15.3838		15.768456		16.319815		16.451487		15.534053		16.085712		16.29363		16.184135		1.3877896		1.7413304		3.4727342		2.1225216		1.5401193		2.1696253		3.4102747		1.7634834		0.6230421		0.80019		1.796072		1.0857792		0.4727888		1.117446		1.7698879		0.81842804		Yes		Yes		Yes		U35_44k_v1_48059		LOC_Os01g22352.1		gb|AAW52722.1| 7e-20  peroxidase 8 [Triticum monococcum]		LOC_Os01g22352.1 3e-17 peroxidase 2 precursor putative expressed		CGCCTATACTTATGAATAATAAACGTTGCCGTGCTCCAAGTTTGCTGAAATGCCCTTTCC		4337		0

		18221		CUST_22258_PI390587928		12.077797		11.956599		12.371129		11.903163		11.9769745		11.750691		11.226378		11.736199		11.661934		11.3145685		11.646755		11.52374		-1.0723846		-1.1534119		-2.2110791		-1.1226931		-1.3340966		-1.5605242		-1.6521834		-1.3008217		-0.41586304		-0.20590782		-1.1447506		-0.16696358		-0.10082245		-0.6420307		-0.7243738		-0.37942314		No		Yes		Yes		U35_44k_v1_18221		LOC_Os01g21630.1		gb|EAZ11650.1| 7e-39  hypothetical protein OsJ_001475 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g21630.1 1e-40 carboxylic ester hydrolase putative expressed		CAGATGAGCTCAAGCACATCCTGCAAAAACTTAATATCAAGATTGAGTAATTACAACCAA		9279		AT2G46930.1

		14345		CUST_3836_PI390587928		3.3223019		3.839451		3.0966928		1.8897676		8.243546		6.27465		10.64574		10.061976		7.055799		6.797689		11.061749		6.9010787		30.299953		5.4083896		187.27916		288.45627		13.301316		7.7717414		249.8739		32.251873		3.7334971		2.435199		7.5490465		8.172209		4.9212437		2.958238		7.9650564		5.011311		Yes		Yes		Yes		U35_44k_v1_14345		LOC_Os07g48050.1		emb|CAB99487.1| e-149  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os07g48050.1 1e-115 peroxidase precursor putative expressed		CGTTTGGTAAAGGTAAAAATATCTAGCTTTTGATGGCAATTAAGCATGTAACCGTTGTCA		2119		AT5G05340.1

		7095		CUST_41328_PI390587928		2.5996344		3.3695822		3.5829098		2.0074327		3.0092819		2.7633107		5.4121		5.3344536		3.5943		3.0989726		4.3426228		3.5446079		1.3283612		-1.5223198		3.5533752		10.035363		1.9926187		-1.2063174		1.6931537		2.9022567		0.9946656		-0.6062715		1.82919		3.327021		0.40964746		-0.27060962		0.75971293		1.5371752		No		Yes		Yes		U35_44k_v1_7095		LOC_Os02g26720.1		gb|EAY85788.1| 1e-47  hypothetical protein OsI_007021 [Oryza sativa (indica cultivar-group)]		LOC_Os02g26720.1 2e-49 inositol-tetrakisphosphate 1-kinase 1 putative expressed		GCAGGGCGTTGTTTCTGATTTCCATTTTATTGCTTCTCTGGGCCTTTTCTAACGTGAATC		39985		AT5G16760.1

		16121		CUST_16477_PI390587928		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		1.3077518		1.0655819		10.777807		7.753262		1.3922203		1.3528016		7.7536416		1.9057148		0.47738743		0.091641426		3.4299917		2.9548035		0.38708878		0.43595028		2.954874		0.9303322		Yes		Yes		Yes		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		CACGTCCAACAACAACTGTGTTGTCGTCGTGTTATTTCTTTGAGAAAAATCTATTATCTT		4750		0

		21674		CUST_37653_PI390587928		5.013166		3.7886963		5.589987		5.21888		4.5607834		2.6426766		4.2447944		3.5049057		4.7182803		3.7399857		4.4266124		4.7949767		-1.368298		-2.2130249		-2.5406408		-3.2806337		-1.2267877		-1.03434		-2.239807		-1.3415525		-0.29488564		-1.1460197		-1.3451924		-1.7139745		-0.45238256		-0.048710585		-1.1633744		-0.42390347		Yes		Yes		Yes		U35_44k_v1_21674		LOC_Os05g51630.2		gb|EAZ35493.1| 1e-29  hypothetical protein OsJ_018976 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51630.2 2e-31 HYP1 putative expressed		CCCTCTGTAAAGATCTTAATTTCTCAGATATTTCTTTTCGGAGGAAGATCTAGTTCATTC		18094		AT4G22120.5

		9669		CUST_35231_PI390587928		13.1532545		12.8894415		13.064288		13.473573		12.919533		13.419831		14.666097		14.306397		13.649025		13.795108		13.919068		13.4815		-1.1758645		1.4443194		3.0352356		1.7811694		1.4100736		1.8734096		1.8084832		1.0055096		0.49577045		0.5303898		1.6018085		0.8328247		-0.23372173		0.90566635		0.8547802		0.007926941		No		Yes		Yes		U35_44k_v1_9669		LOC_Os08g10500.2		No hits found		No hits found		CTAGTGTATCATGGTGATGTTGCTCCATCTCTTGTACATTGACTATGTATATGGTAATAT		24406		0

		39083		CUST_2589_PI390587928		4.8917956		4.998613		5.4668937		4.8903575		4.113104		4.314991		3.3703558		3.1131449		2.8534565		3.5972378		3.2476976		4.6407695		-1.7155745		-1.606167		-4.2768183		-3.427633		-4.1077237		-2.6415324		-4.656339		-1.1888676		-2.0383391		-0.6836219		-2.0965378		-1.7772126		-0.77869177		-1.401375		-2.219196		-0.24958801		Yes		No		No		U35_44k_v1_39083		LOC_Os12g39640.1		gb|EAY83694.1| 9e-08  hypothetical protein OsI_037653 [Oryza sativa (indica cultivar-group)]		LOC_Os12g39640.1 2e-09 DNA binding protein putative expressed		TTTGGATCGGAGTACAAAAAAGAAAGAATAGTAGCTCTTTCAGCTCATTTGCAGTTTTCA		None		0

		480		CUST_2925_PI390587928		7.2242355		7.040855		5.497322		5.627196		6.7729745		6.160709		7.157828		6.9614005		7.6474533		7.5139008		7.069917		5.3265667		-1.3672348		-1.8405616		3.1612732		2.5213645		1.340915		1.3880368		2.9743927		-1.2316815		0.42321777		-0.880146		1.6605058		1.3342047		-0.45126104		0.47304583		1.5725951		-0.30062914		No		Yes		Yes		U35_44k_v1_480		LOC_Os08g13920.2		ref|NP_001105166.1| e-113  xyloglucan endo-transglycosylase/hydrolase [Zea mays]		LOC_Os08g13920.1 3e-99 xyloglucan endotransglycosylase/hydrolase protein 8 precursor putative expressed		CCGCTTATTCTTACCTACTAGATGGATTAGACTGATGATAATAAAGTTCAATTCTTCGAG		2957		AT5G57550.1

		24269		CUST_32342_PI390587928		10.436496		10.344335		10.016419		10.726462		10.941215		10.963342		11.730148		11.375577		11.421102		11.357347		11.597675		11.338895		1.4188467		1.5358179		3.2800753		1.5682055		1.9787725		2.01812		2.9923022		1.5288347		0.9846058		0.6190071		1.7137289		0.6491146		0.5047188		1.0130119		1.5812559		0.6124325		Yes		Yes		Yes		U35_44k_v1_24269		LOC_Os04g08550.1		ref|NP_001052139.1| 2e-61  Os04g0167800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g08550.1 5e-63 NAD(P)H-dependent oxidoreductase putative expressed		GTACGTCTTGGGTGATGGAGATATATATATGTGACTTTGACCATGATATTTTTCTGTTCT		34573		AT1G59950.1

		5492		CUST_29709_PI390587928		8.895828		8.766594		8.14433		7.3352857		10.275237		9.435952		9.769295		8.044784		10.878918		10.083133		9.677865		7.7107882		2.6016173		1.5903654		3.0843463		1.635235		3.9533877		2.4906785		2.8949432		1.2972914		1.9830894		0.66935825		1.6249647		0.7094979		1.3794088		1.3165388		1.533535		0.3755026		Yes		Yes		Yes		U35_44k_v1_5492		LOC_Os04g57650.1		gb|EAY96006.1| 3e-62  hypothetical protein OsI_017239 [Oryza sativa (indica cultivar-group)]		LOC_Os04g57650.1 3e-63 expressed protein		TTATAAATTTTCCTCCGTTGTGTACGTATAAAGAGTGTGTGTGACTGACGCAGAGTGCCG		13625		0

		38525		CUST_6669_PI390587928		11.933845		11.850825		11.402069		11.787071		12.513661		12.805324		12.996806		12.325836		12.962208		13.24662		12.69685		11.62366		1.4946594		1.9379056		3.0203946		1.4527284		2.0397089		2.6313348		2.453397		-1.119932		1.0283632		0.9544983		1.594737		0.53876495		0.5798168		1.3957949		1.2947807		-0.16341114		No		Yes		Yes		U35_44k_v1_38525		LOC_Os05g04520.2		gb|AAO72595.1| e-110  putative protein kinase [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04520.1 1e-111 pto kinase interactor 1 putative expressed		AGACTGAGTGAAGATAAGGTTAGGCAATGTGTTGACTCAAGACTTGGAGGGGACTATCCT		5016		AT2G47060.3

		45826		CUST_27580_PI390587928		4.910028		5.0268383		5.493858		5.172189		3.8848798		4.2971635		4.3711486		4.1924615		3.7977822		3.6441631		4.037019		4.2523074		-2.0351684		-1.6582652		-2.177555		-1.9720932		-2.161819		-2.6075144		-2.7450626		-1.8919603		-1.1122458		-0.7296748		-1.1227093		-0.97972775		-1.0251482		-1.3826752		-1.4568391		-0.9198818		Yes		Yes		Yes		U35_44k_v1_45826		LOC_Os01g55540.2		gb|ABY58643.1| 3e-12  aspartate aminotransferase [Triticum aestivum]		LOC_Os01g55540.2 2e-13 aspartate aminotransferase cytoplasmic putative expressed		GCATCTCATATGTGTCATTGCATTGAGTTGCTTCACGAACTGAAAGAAAAATGCTACTTA		45145		AT5G19550.1

		16201		CUST_9758_PI390587928		8.85207		8.632577		7.8861604		7.9360447		9.295625		8.666469		6.8218236		6.736243		9.659748		8.365886		6.869077		7.339821		1.3599511		1.02377		-2.0912082		-2.2970812		1.7503922		-1.2030455		-2.023823		-1.5117545		0.8076782		0.033891678		-1.0643368		-1.1998019		0.44355488		-0.2666912		-1.0170832		-0.59622383		No		Yes		Yes		U35_44k_v1_16201		LOC_Os07g38590.1		ref|NP_001060067.1| 1e-90  Os07g0573400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38590.1 3e-92 carboxyl-terminal peptidase putative expressed		TGAAGAGAAACAGGCCTGTTTGGTTTGGGTTCTCTTGTGCCTCGGATTATTCTATTCCTC		5272		AT1G55360.1

		147		CUST_26541_PI390587928		10.52443		10.386275		9.468163		10.046935		12.265545		12.683396		14.545863		14.606082		13.123067		13.588093		14.141191		12.594039		3.3429334		4.91476		33.77071		23.574364		6.0571394		9.201171		25.510654		5.8445983		2.5986366		2.297121		5.0777006		4.559147		1.7411146		3.2018175		4.673028		2.547104		Yes		Yes		Yes		U35_44k_v1_147		LOC_Os08g08980.1		gb|AAF34811.1|AF005089_1 e-124  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 precursor putative expressed		AAGCCGCCAGAGTTTTCATTTCCTTATGAATCGTTACAATATATGTTGTTTGTTGGGATT		1518		AT5G39110.1

		18055		CUST_29910_PI390587928		9.161551		8.918492		9.429946		9.167979		8.897378		8.817315		8.3209		8.436868		8.643291		8.456379		8.583132		9.017127		-1.2009479		-1.0726484		-2.1570296		-1.6599175		-1.4322268		-1.3775584		-1.798525		-1.1102251		-0.51826		-0.101177216		-1.109046		-0.7311115		-0.2641735		-0.46211338		-0.84681416		-0.1508522		No		Yes		Yes		U35_44k_v1_18055		LOC_Os10g35670.1		gb|EAY79096.1| e-120  hypothetical protein OsI_033055 [Oryza sativa (indica cultivar-group)]		LOC_Os10g35670.1 1e-122 RNA-binding protein putative expressed		GTACTTGCTCCTTAAGATTATCCGCCCAATACAGCAATTTTTATCAGTTAGCAAGAAAAA		19		AT3G47160.1

		8023		CUST_8496_PI390587928		9.651716		9.749377		9.801949		9.685978		9.331889		9.358112		8.067775		8.241928		8.795705		8.632126		8.396718		9.192672		-1.248181		-1.3115429		-3.326889		-2.7208357		-1.8100272		-2.1693327		-2.648601		-1.407667		-0.8560114		-0.39126492		-1.7341738		-1.4440498		-0.31982708		-1.1172514		-1.4052305		-0.49330616		No		Yes		Yes		U35_44k_v1_8023		LOC_Os03g19470.1		gb|ABF95542.1| e-100  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19470.1 1e-102 expressed protein		TGGCTTGCCATCTTTACATGTCCTCTTCCCAGCTAATATTTTGTACAGCAAAATCATTAT		21127		AT3G62390.1

		12218		CUST_36983_PI390587928		2.4319828		2.3672621		2.0708184		2.8286934		5.3453975		5.5588493		8.68862		4.365071		6.0615554		6.748535		7.848877		2.919203		7.5339932		9.136155		98.21021		2.9006524		12.376853		20.839853		54.874294		1.0647463		3.6295726		3.1915872		6.617801		1.5363774		2.9134147		4.3812733		5.7780585		0.09050965		Yes		Yes		Yes		U35_44k_v1_12218		LOC_Os03g57980.1		ref|NP_001051535.1| 2e-46  Os03g0793900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57980.1 5e-48 lipid binding protein putative expressed		CACCGCAAAAATACATGTGTTTGTCTTGATGACTTTCAGCCTTACCTTGTAACAATTTTT		24102		AT2G48140.1

		7310		CUST_36146_PI390587928		9.927825		9.996601		9.921176		9.682103		9.622559		9.497205		8.601529		8.870908		9.541608		9.720501		9.081975		9.391267		-1.2356467		-1.4136219		-2.4960501		-1.7546647		-1.3069619		-1.2109171		-1.789059		-1.2233492		-0.38621712		-0.49939632		-1.3196468		-0.8111954		-0.30526638		-0.27610016		-0.839201		-0.29083633		No		Yes		Yes		U35_44k_v1_7310		LOC_Os05g38170.1		gb|EAZ34543.1| 5e-31  hypothetical protein OsJ_018026 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38170.1 1e-32 uracil phosphoribosyltransferase putative expressed		ATGCCGTATTGGAGTAACTGAGATTGTATTGCCTTATTCCAGAATTATGTTCTTCTTGGT		19273		AT3G53900.2

		38834		CUST_21137_PI390587928		8.157151		7.741381		7.942602		7.8075256		7.7485447		6.9462585		7.241694		7.32453		7.178987		6.6348357		7.3791137		7.7029076		-1.3274031		-1.7352248		-1.6255277		-1.3976426		-1.9699571		-2.153294		-1.4778384		-1.0752097		-0.9781642		-0.7951226		-0.7009082		-0.4829955		-0.40860653		-1.1065454		-0.5634885		-0.10461807		No		Yes		Yes		U35_44k_v1_38834		LOC_Os04g46280.2		ref|NP_001053476.1| 1e-45  Os04g0547900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46280.2 3e-47 nudix hydrolase 8 putative expressed		ATCTTGCTTTAGTGCTTTACTGAAGCGTGTGTGTGTGTTCCTTTAATTGGTGCAGTGGAT		34777		AT5G47240.1

		5295		CUST_13990_PI390587928		8.696185		8.554629		8.548256		8.331263		8.791772		9.022237		9.959731		8.888198		9.050195		9.246842		9.693385		8.569687		1.0684999		1.3828144		2.6600902		1.4711407		1.2781079		1.6157602		2.2116594		1.1797035		0.35400963		0.4676075		1.4114752		0.5569353		0.09558678		0.69221306		1.1451292		0.2384243		No		Yes		Yes		U35_44k_v1_5295		LOC_Os01g57220.2		ref|NP_001044437.1| 6e-61  Os01g0780500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57220.2 1e-62 SC3 protein putative expressed		GGTTAATGTATGTGAAGTGCTAAAACTAGTTTATTTCGCACCATACAGAGCTGAAGAATG		14345		AT2G20840.1

		4300		CUST_11755_PI390587928		9.047188		7.7255363		4.9192796		9.025073		8.343118		5.0826435		4.2509975		6.774874		8.192887		6.1018796		3.2235823		6.460522		-1.6290942		-6.245828		-1.5891794		-4.757484		-1.807882		-3.081551		-3.239334		-5.915708		-0.8543005		-2.6428928		-0.66828203		-2.2501988		-0.7040701		-1.6236567		-1.6956973		-2.5645509		Yes		No		No		U35_44k_v1_4300		LOC_Os02g33380.1		ref|NP_001047045.1| 1e-54  Os02g0537000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g33380.1 2e-56 pectinesterase inhibitor domain containing protein expressed		CGTTGTGTGTTGTAGTATCATTCGGAAGGGAATAAAGTGTTGCAGTATTTCATCTAAAAA		9382		0

		31042		CUST_34409_PI390587928		1.5296259		1.3482395		2.0827396		3.1111887		2.2010136		2.9384134		4.7500362		3.410494		3.1167374		3.3568108		4.410546		2.9786558		1.592604		3.0108564		6.3523774		1.2305518		3.004472		4.023835		5.020414		-1.0962166		1.5871115		1.5901738		2.6672966		0.29930544		0.6713877		2.0085711		2.3278062		-0.13253284		Yes		No		No		U35_44k_v1_31042		-		gb|EDP56428.1| 2e-22  50S ribosomal subunit protein L15 [Aspergillus fumigatus A1163]		No hits found		CTGCGCACCGGGGATACCTTGCACATCTGCTTAAGCCCCTTGAGGGACCTAGTTTGTTCT		31184		0

		19929		CUST_13843_PI390587928		11.35917		12.621404		15.032871		13.908444		11.19386		12.556024		14.17865		12.552562		10.921077		12.580611		14.076856		13.964707		-1.1214069		-1.0463606		-1.8077828		-2.5595367		-1.3548125		-1.0286788		-1.9399447		1.0397689		-0.4380932		-0.0653801		-0.85422134		-1.3558826		-0.1653099		-0.040792465		-0.9560156		0.05626297		No		Yes		Yes		U35_44k_v1_19929		LOC_Os01g45200.1		gb|EAY75114.1| 2e-62  hypothetical protein OsI_002961 [Oryza sativa (indica cultivar-group)]		LOC_Os01g45200.1 5e-64 dihydroflavonol-4-reductase putative expressed		TAGTCATAGTGTGATCTTGTAGGTTATTTCACGCAGATTTTCTTTGTGCTGTCCGCTGTC		18028		AT5G14700.1

		35750		CUST_30107_PI390587928		11.045886		10.18358		9.872374		10.5646715		11.57417		10.102305		11.716283		10.1033945		12.408898		11.478314		10.625352		9.621104		1.4422128		-1.0579526		3.5898144		-1.3767599		2.572217		2.4533176		1.6852683		-1.923278		1.3630123		-0.081274986		1.8439093		-0.461277		0.5282841		1.294734		0.7529783		-0.9435673		No		Yes		Yes		U35_44k_v1_35750		LOC_Os01g03740.1		gb|EAZ10390.1| 3e-32  hypothetical protein OsJ_000215 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03740.1 8e-34 nuclease PA3 putative expressed		ATGATGCCTGGCGAGTGGGTGTTGTTCATTTTTCTATGGAAATAAAATGGATAGATCTTG		28865		AT1G68290.1

		10691		CUST_37761_PI390587928		8.359088		8.343272		9.903701		8.756463		8.183881		8.823974		7.602337		8.317933		7.447164		7.6572547		8.834472		9.415176		-1.1291265		1.395422		-4.9292355		-1.3552227		-1.8815529		-1.6088363		-2.098312		1.5786741		-0.9119239		0.48070145		-2.301364		-0.43852997		-0.17520714		-0.6860175		-1.0692291		0.65871334		No		Yes		Yes		U35_44k_v1_10691		LOC_Os04g43710.1		No hits found		No hits found		CTGTGTCTGATGGGATGCTGCTCATGTACAAACTAACCCTGCCTGCTTGCTTGTAAAAAA		None		0

		27501		CUST_21096_PI390587928		2.9967766		2.7747715		1.9905993		1.9973836		4.1840267		5.253676		6.608396		5.1484523		4.497622		5.40826		5.74568		3.5261557		2.2771828		5.57474		24.55248		8.883134		2.830085		6.205246		13.501808		2.8854015		1.5008454		2.4789045		4.617797		3.1510687		1.1872501		2.6334884		3.7550807		1.5287721		Yes		Yes		Yes		U35_44k_v1_27501		LOC_Os01g27480.1		gb|EAY74084.1| 1e-36  hypothetical protein OsI_001931 [Oryza sativa (indica cultivar-group)]		LOC_Os01g27480.1 1e-37 glutathione S-transferase GSTF1 putative expressed		AATTACAGTATATTATGTATGCATCTCCGTACGTCTGCTCAGAGTCCCGTGCGATCTCAC		22063		0

		30552		CUST_28389_PI390587928		5.722448		5.6355305		5.937281		6.4083843		5.548146		5.9965363		8.413958		7.8321247		5.4258256		5.8095703		7.7457013		7.3003564		-1.1284184		1.284321		5.5661373		2.6828017		-1.2282654		1.1282133		3.5025852		1.855711		-0.29662228		0.36100578		2.4766765		1.4237404		-0.1743021		0.17403984		1.8084202		0.89197206		Yes		Yes		Yes		U35_44k_v1_30552		LOC_Os09g26960.1		ref|NP_001063285.1| 1e-91  Os09g0441400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26960.1 3e-93 flavonoid 3-monooxygenase putative expressed		TCAAGTGGATGATCGACGAGTGGTTCTTGCTCAACGGCGTGCTCACATCGGCGACTCCAT		30517		AT5G07990.1

		41878		CUST_16139_PI390587928		3.9072483		3.3660963		4.1953173		4.013696		3.3818538		2.2786634		2.8463528		2.918866		2.576554		2.4134495		1.9115015		3.4453137		-1.439327		-2.124956		-2.5472922		-2.1358795		-2.5152369		-1.93542		-4.8696423		-1.4828601		-1.3306942		-1.0874329		-1.3489645		-1.0948303		-0.52539444		-0.95264673		-2.2838159		-0.5683825		Yes		Yes		Yes		U35_44k_v1_41878		LOC_Os06g19480.1		emb|CAN76022.1| 4e-12  hypothetical protein [Vitis vinifera]		LOC_Os06g19480.1 7e-13 expressed protein		ACAGGATTTTGTTACTTGGCATGGCTCCTGTCCTTATTCACTGTAATTTGGAGCGAGGAA		37152		AT3G04950.1

		40511		CUST_10871_PI390587928		4.0134597		3.0694969		2.4328713		2.728299		2.628064		4.7368674		8.239753		8.259942		3.3814745		6.159722		8.020104		6.7805195		-2.612436		3.1763515		55.981625		46.25838		-1.549696		8.51629		48.075603		16.58975		-0.6319852		1.6673706		5.8068814		5.531643		-1.3853958		3.090225		5.587233		4.0522203		Yes		Yes		Yes		U35_44k_v1_40511		LOC_Os04g10060.1		gb|EAY93226.1| 2e-46  hypothetical protein OsI_014459 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10060.1 3e-46 ent-kaurene synthase B chloroplast precursor putative expressed		CAAGTGTTATTGCACTTAAGAAATGGAATGTTGGCCCTGAGGAAATAATGAGAGGACTAC		None		AT1G79460.1

		4938		CUST_38509_PI390587928		10.193101		11.066489		9.561031		9.578845		9.971728		11.439579		11.760762		11.245361		10.183193		11.317233		11.011967		9.223358		-1.1658423		1.2951236		4.5939364		3.1744711		-1.0068911		1.1898204		2.7338524		-1.2794173		-0.0099077225		0.3730898		2.1997309		1.6665163		-0.2213726		0.25074387		1.4509354		-0.35548687		Yes		Yes		Yes		U35_44k_v1_4938		-		No hits found		LOC_Os11g10470.1 2e-05 expressed protein		GTCGGCATTTTGTCAGATGGTAGTTTTATCTTAGTAGAACTGTACCGTATATATGTGTTA		12084		0

		8021		CUST_8498_PI390587928		8.782898		8.59983		8.6657095		8.784541		8.4782295		8.218678		7.5129666		8.143973		8.309394		7.9866505		7.952314		8.69229		-1.2351347		-1.3023807		-2.223362		-1.5589426		-1.3884778		-1.5296263		-1.6396588		-1.066032		-0.47350407		-0.3811512		-1.1527429		-0.6405678		-0.30466843		-0.6131792		-0.7133956		-0.092250824		No		Yes		Yes		U35_44k_v1_8021		LOC_Os04g54350.1		emb|CAH67657.1| 6e-33  H0410G08.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g54350.1 1e-33 heterogeneous nuclear ribonucleoprotein U-like protein 1 putative expressed		ATGAGAAGATGGCCTTCCTGGAAAGGATTATCAGCATTGTTTTCCTAATTGATCGAGAAA		17511		0

		2133		CUST_37636_PI390587928		15.0039625		14.850463		15.191754		15.584088		14.7653		14.917816		13.86734		14.878882		14.778663		14.5160265		14.302415		15.502875		-1.1798985		1.0477927		-2.5043118		-1.6303774		-1.1690202		-1.2608848		-1.8523278		-1.0579071		-0.22529984		0.06735325		-1.3244143		-0.7052059		-0.23866272		-0.33443642		-0.88933945		-0.081213		No		Yes		Yes		U35_44k_v1_2133		LOC_Os09g21340.1		ref|NP_001063058.1| 0.0  Os09g0381100 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g21340.1 0.0 permease I putative expressed		ATGCTGCTTTCCTAGCCCTGGAAGAAAGATCATCATTAGTATGGTGGTTTATAATGATAA		5847		AT5G62890.3

		30287		CUST_7835_PI390587928		6.9926796		7.6648517		8.303206		6.9965477		6.7407722		6.7972655		6.950558		6.7717776		6.5507026		6.3446426		7.0420575		6.7210298		-1.1907804		-1.8246075		-2.5538049		-1.168591		-1.3584646		-2.4970229		-2.3968654		-1.2104286		-0.44197702		-0.86758614		-1.3526483		-0.22477007		-0.25190735		-1.320209		-1.2611489		-0.27551794		No		Yes		Yes		U35_44k_v1_30287		-		No hits found		No hits found		TTTTGTAGGGGAAAGAGGCTGGCGCGGGCACTGACACTGCTTACTTTGCAGGACTTGCCT		30128		0

		14340		CUST_8667_PI390587928		8.416863		8.48088		7.7207847		8.861088		9.262898		9.226975		9.555652		9.886518		9.281486		9.564365		9.366014		9.282848		1.7975539		1.6772475		3.5673852		2.0355656		1.8208627		2.11915		3.1279747		1.3395612		0.8646221		0.74609566		1.834867		1.0254297		0.846035		1.0834856		1.6452289		0.42176056		Yes		No		No		U35_44k_v1_14340		LOC_Os01g22230.2		gb|AAW52722.1| 3e-71  peroxidase 8 [Triticum monococcum]		LOC_Os01g22352.1 7e-57 peroxidase 2 precursor putative expressed		TTGTGAGGGTGACAAGTACTTCAGCTAAGCTAAGCTAGCCACCATGGCGAGCAGCGGCAG		4337		AT5G64120.1

		31961		CUST_38299_PI390587928		6.8202977		5.393589		4.6597347		5.1018176		8.584172		6.4670634		7.2424965		7.05775		9.287244		8.180413		7.000461		5.4608917		3.3960896		2.1044955		5.9908543		3.8796663		5.5287223		6.9010897		5.065576		1.2826025		2.4669461		1.0734744		2.5827618		1.9559326		1.7638745		2.7868242		2.3407264		0.35907412		Yes		Yes		Yes		U35_44k_v1_31961		LOC_Os01g73170.1		emb|CAA05897.1| 1e-51  peroxidase [Hordeum vulgare]		LOC_Os04g59150.2 5e-28 peroxidase 12 precursor putative expressed		TGCAAGAAGAAGCTCAGCTTCAGCAATGGCGCCCTTCTTCGACGTGCCCACTCTCATCTC		1852		AT1G71695.1

		8994		CUST_7480_PI390587928		4.158968		3.4154527		3.3786023		4.581149		3.0621471		2.7265875		2.38359		3.3527443		3.0348072		3.2498045		2.3594396		3.8381712		-2.1388285		-1.612015		-1.9930975		-2.3430777		-2.179747		-1.1216699		-2.0267422		-1.6736268		-1.1241608		-0.6888652		-0.9950123		-1.2284048		-1.0968208		-0.16564822		-1.0191627		-0.74297786		Yes		No		No		U35_44k_v1_8994		LOC_Os01g51810.1		gb|EAY75608.1| 9e-59  hypothetical protein OsI_003455 [Oryza sativa (indica cultivar-group)]		LOC_Os01g51810.1 2e-60 CRR4 putative expressed		CTCCAGCAGACAAGTTCTTTTACATATCTTGGAAAGGGATCAAGACAAATCTGATTAAAA		37294		AT3G08820.1

		48172		CUST_19248_PI390587928		9.611007		8.976113		11.112578		10.8334875		9.367957		8.311706		9.554705		9.833932		8.875329		7.9466133		10.216496		10.658002		-1.1834917		-1.5849174		-2.944196		-1.999384		-1.6651795		-2.0413167		-1.861005		-1.1293445		-0.7356777		-0.66440773		-1.5578737		-0.9995556		-0.24304962		-1.0295		-0.8960819		-0.17548561		No		Yes		Yes		U35_44k_v1_48172		LOC_Os02g46980.1		gb|EAY87169.1| 7e-23  hypothetical protein OsI_008402 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46980.1 8e-24 pentatricopeptide repeat-containing protein putative expressed		GATTCAGATGGGATGGTGTAAATATGAGCAAACGAATTTTCATGCAAGCGTATGCGATTG		None		AT2G02980.1

		49260		CUST_22783_PI390587928		4.9690185		4.9429975		5.33646		4.60272		4.179259		3.8605185		2.142456		3.028745		4.0820932		3.6863225		2.789284		3.8568194		-1.7287865		-2.1176717		-9.151474		-2.9772387		-1.8492306		-2.389444		-5.844891		-1.6770205		-0.8869252		-1.082479		-3.194004		-1.5739748		-0.78975964		-1.256675		-2.5471761		-0.7459004		Yes		Yes		Yes		U35_44k_v1_49260		-		No hits found		No hits found		GATTGATTGCCTTTTTGTATAGAACATCAGCAGCTTATATATATCTATCTGAGTTTGGGC		None		0

		1702		CUST_10243_PI390587928		9.259148		7.5204864		8.410599		9.869982		10.2333765		9.928121		11.531093		11.4083395		9.999749		10.459974		11.308685		11.554929		1.9645908		5.306035		8.696856		2.9046366		1.6708723		7.6713896		7.4543705		3.2152858		0.74060154		2.4076343		3.120494		1.5383577		0.97422886		2.939488		2.8980865		1.684947		Yes		Yes		Yes		U35_44k_v1_1702		LOC_Os04g24290.1		emb|CAE02408.2| 0.0  OSJNBa0024J22.12 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 1e-168 OsWAK32 - OsWAK receptor-like protein kinase expressed		TTCATGCCAGTACCACTAGCAGCTCTATCTTCTCCCCGGGATGATTGTTTGAAAATTGCT		27093		AT1G21250.1

		45447		CUST_20389_PI390587928		8.626872		9.221072		9.2508		8.805409		8.359005		8.493787		7.4401054		7.69605		7.8458977		7.820694		8.087189		8.569742		-1.2040265		-1.655521		-3.5081117		-2.1574981		-1.718291		-2.6397078		-2.240175		-1.1774511		-0.7809744		-0.7272854		-1.8106947		-1.1093593		-0.2678671		-1.4003782		-1.1636114		-0.23566723		No		Yes		Yes		U35_44k_v1_45447		LOC_Os10g31820.1		gb|AAW21277.1| 2e-23  glutamine synthetase [Saccharum officinarum]		LOC_Os10g31820.1 6e-25 protein fluG putative expressed		ATGTTACATGTGTCTTGTGTCTCTTCCAGAATCAAATCCTGCAGATTATGCTACCAAGCT		44346		AT3G53180.1

		41665		CUST_24110_PI390587928		2.7233212		2.378333		1.4542867		2.4434276		3.2949715		4.8450317		7.1462455		6.1626782		4.5706286		7.5849833		7.49723		6.8119683		1.4862226		5.527774		51.695217		13.170614		3.59828		36.92818		65.93367		20.65674		1.8473074		2.4666986		5.691959		3.7192507		0.57165027		5.2066503		6.0429435		4.368541		Yes		Yes		Yes		U35_44k_v1_41665		LOC_Os02g36450.2		gb|EAY86385.1| 9e-13  hypothetical protein OsI_007618 [Oryza sativa (indica cultivar-group)]		LOC_Os02g36450.2 1e-14 sugar transport protein 5 putative expressed		ACAGTGTTGGTGTGATACAACACTTTGAAGAATGTATATACAAGTGTTTTTTCTAAAAAA		36735		0

		19950		CUST_3861_PI390587928		11.879834		11.650749		11.10728		10.707752		12.178832		12.202648		12.335376		11.180385		12.294368		12.66331		12.421242		10.9737215		1.2302896		1.466014		2.3425763		1.3876392		1.3328677		2.017489		2.4862337		1.2024436		0.41453362		0.55189896		1.228096		0.4726324		0.29899788		1.0125608		1.313962		0.26596928		No		Yes		Yes		U35_44k_v1_19950		LOC_Os01g12910.1		ref|NP_001042487.1| 2e-48  Os01g0229500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g12910.1 5e-50 thioesterase family protein expressed		ACAATGTTAAATGAGTGGAGATCACCTCCAGTCCAAAGGGATTTCAAGGAAGCTGCGTTG		14302		AT3G16175.1

		45293		CUST_27144_PI390587928		4.551986		4.9730287		4.0588346		5.0581956		4.4684124		5.5925126		5.4593616		5.4913735		4.3468337		5.584767		5.691462		5.969175		-1.0596397		1.5363256		2.63998		1.3502045		-1.1528082		1.5280992		3.1007721		1.8803214		-0.20515251		0.61948395		1.400527		0.43317795		-0.08357382		0.6117382		1.6326275		0.9109793		No		Yes		Yes		U35_44k_v1_45293		LOC_Os12g02520.1		sp|Q0IQJ7|MAN8_ORYSJ 1e-77  Mannan endo-1,4-beta-mannosidase 8 (Beta-mannanase 8) (Endo-beta-1,4-mannanase 8) (OsMAN8)		LOC_Os12g02520.1 3e-79 hydrolase hydrolyzing O-glycosyl compounds putative expressed		CTTTCATGCAGACAGTGTACAATAATTTCTTGGGCTCTTGGGAGAGTGGAATGATTGGAG		44007		AT5G01930.1

		21587		CUST_18179_PI390587928		10.4160595		10.238595		11.361415		11.054301		10.3989525		9.920449		10.040669		10.242874		9.841128		9.665922		10.2797985		11.0166855		-1.0119282		-1.2467271		-2.4979515		-1.7549466		-1.4896064		-1.4872764		-2.116406		-1.0264162		-0.57493114		-0.31814575		-1.3207455		-0.8114271		-0.01710701		-0.57267284		-1.0816164		-0.037615776		No		Yes		Yes		U35_44k_v1_21587		LOC_Os07g28790.1		ref|NP_001059603.1| 3e-30  Os07g0470700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g28790.1 5e-32 PAP fibrillin family protein expressed		GCTTATTCACCACCATGCAGATTTCGAGTTCATTGTTATTGGGAAACGTATAATGTAATA		16627		0

		41789		CUST_24953_PI390587928		4.628967		4.9760876		5.557093		4.6832366		4.0518236		4.4456363		4.547555		4.3061595		3.797693		3.8083942		4.0199003		4.199		-1.4918921		-1.444381		-2.0132666		-1.298708		-1.7792556		-2.2465222		-2.9022923		-1.3988456		-0.8312738		-0.5304513		-1.0095382		-0.3770771		-0.5771432		-1.1676934		-1.5371928		-0.48423672		Yes		No		No		U35_44k_v1_41789		LOC_Os01g15790.4		ref|NP_001042654.1| 5e-13  Os01g0262700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g15790.4 1e-14 expressed protein		TACATATCTGGCCGGGAAGAATTTTTGATACAATGAGGAGGGCTCGGGTACTTCTGACTT		36998		0

		5956		CUST_18143_PI390587928		9.546255		10.565912		10.2251425		9.716945		9.162177		10.443103		8.200759		8.394216		8.674983		9.225501		8.694558		8.98133		-1.3050256		-1.0888531		-4.06818		-2.5013885		-1.8292751		-2.532235		-2.8890283		-1.6651069		-0.8712721		-0.12280941		-2.0243835		-1.3227291		-0.38407803		-1.3404112		-1.5305843		-0.7356148		Yes		No		No		U35_44k_v1_5956		LOC_Os09g27700.3		dbj|BAD37971.1| 0.0  putative microtubule-associated protein MAP65-1a [Oryza sativa Japonica Group]		LOC_Os09g27700.3 0.0 microtubule-associated protein MAP65-1a putative expressed		GAAAAGATATTATGGACAGGATAAATAAATGGATTGCTGCCTGTGATGAAGAAGCTTGGC		19786		AT2G01910.1

		29501		CUST_35401_PI390587928		4.0942225		3.9287198		4.375935		4.4727383		3.6890213		4.0434203		3.1524665		3.0399096		3.7470834		2.8395674		2.676902		3.863631		-1.3242736		1.0827503		-2.3350744		-2.6997554		-1.2720357		-2.12749		-3.2468326		-1.525315		-0.34713912		0.114700556		-1.2234685		-1.4328287		-0.4052012		-1.0891523		-1.699033		-0.60910726		No		Yes		Yes		U35_44k_v1_29501		LOC_Os09g05030.2		ref|NP_001062641.1| 1e-97  Os09g0135800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g05030.2 2e-99 armadillo/beta-catenin-like repeat family protein expressed		ATGATTGCTGACCTTGCACCTGGCGTGAGTGATGACACCAAGCGGTGCATGGCACCATGT		28809		AT2G05810.2

		50482		CUST_19263_PI390587928		14.018921		14.063859		13.659366		14.224922		13.85385		14.005216		11.830705		12.345283		13.595786		13.21579		12.57058		13.634026		-1.121221		-1.0414859		-3.5520723		-3.6798313		-1.3408378		-1.8000902		-2.12695		-1.5061826		-0.4231348		-0.05864334		-1.828661		-1.8796396		-0.16507053		-0.8480692		-1.0887861		-0.5908966		No		Yes		Yes		U35_44k_v1_50482		LOC_Os02g48900.2		gb|EAZ24425.1| 3e-09  hypothetical protein OsJ_007908 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48900.2 4e-11 aspartic proteinase nepenthesin-1 precursor putative expressed		GGGGTTTTAATTTAATTTGTAACAACAGGCACGTTCACTTTTTCAACTCGCCGGTTCGAT		52643		0

		8370		CUST_20585_PI390587928		4.65779		4.8282304		5.553307		5.138611		3.9342172		4.399897		4.5810914		4.3250527		4.1320624		4.1831775		4.3626866		4.4810543		-1.6512665		-1.3456781		-1.9618512		-1.7575407		-1.4396596		-1.5637966		-2.2825089		-1.5774088		-0.52572775		-0.42833328		-0.97221565		-0.8135581		-0.72357297		-0.6450529		-1.1906204		-0.65755653		No		Yes		Yes		U35_44k_v1_8370		LOC_Os09g30280.1		emb|CAJ19325.1| 5e-87  glycosyl transferase-like protein [Triticum aestivum]		LOC_Os09g30280.1 5e-43 transferase transferring glycosyl groups putative expressed		CTGATACATTATCTGATCATGCTAGTATCAATGCTGATCTCGCCACATCAGCAAGTAGCA		35296		0

		11371		CUST_20719_PI390587928		7.984894		7.8549733		7.6539607		7.3481393		8.4807005		8.553091		9.107209		8.89941		8.907384		8.981359		8.476993		6.6678586		1.410109		1.6223867		2.7382393		2.930752		1.895384		2.1831105		1.76912		-1.6024514		0.9224901		0.69811773		1.4532485		1.551271		0.4958067		1.1263852		0.8230319		-0.6802807		Yes		No		No		U35_44k_v1_11371		LOC_Os03g57450.1		gb|EAZ28845.1| e-140  hypothetical protein OsJ_012328 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57450.1 1e-142 calcium-dependent protein kinase isoform AK1 putative expressed		AAGAGGTTCTACACGGGAAGCTCGACTTCGAGTCAGATCCATGGCCCAGCATCTCCGAAG		25101		AT5G04870.1

		31043		CUST_34408_PI390587928		1.3877858		2.0444496		1.4485493		1.5006886		1.9429201		4.376453		6.3568254		2.0300057		1.9664384		4.3308825		4.0968986		1.3780136		1.4693054		5.0350404		30.028824		1.4432459		1.4934539		4.8784842		6.269495		-1.0887517		0.5786526		2.3320034		4.908276		0.52931714		0.5551343		2.286433		2.6483493		-0.12267494		Yes		Yes		Yes		U35_44k_v1_31043		LOC_Os09g37120.1		gb|EAZ45539.1| 1e-34  hypothetical protein OsJ_029022 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37120.1 3e-36 ornithine decarboxylase putative expressed		CACGCCATTCGATTTGTTTTCGCAGTATACAAAATTGTTAGAGTAAAACGAGATTGAATG		31185		0

		38226		CUST_10789_PI390587928		6.647699		6.228323		7.0455246		6.435308		6.5665164		6.027771		6.109104		5.0757327		6.3728833		5.906629		6.029381		5.6564407		-1.0578848		-1.149138		-1.913774		-2.5660963		-1.2098395		-1.2497971		-2.0225058		-1.7157831		-0.27481556		-0.20055199		-0.93642044		-1.3595753		-0.08118248		-0.3216939		-1.0161438		-0.77886724		No		Yes		Yes		U35_44k_v1_38226		LOC_Os12g02630.1		ref|NP_001066010.1| 3e-52  Os12g0118900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02630.1 7e-54 cytochrome P450 72A1 putative expressed		TGATCCAAGAAACTCTCCGTCTGTACCCACCGGCGTCAGTGATGATGCGTGAAGCCCTGA		34097		AT5G24910.1

		43171		CUST_12449_PI390587928		8.608531		8.541259		7.8925033		8.2325735		9.652333		9.502976		13.627785		11.535104		10.2247305		11.034778		12.519877		9.325147		2.061654		1.9476273		53.27111		9.866445		3.0656638		5.6314983		24.716013		2.1325405		1.6161995		0.9617176		5.7352815		3.3025303		1.0438023		2.4935188		4.627374		1.0925732		Yes		Yes		Yes		U35_44k_v1_43171		-		No hits found		No hits found		GGGATCATACACACAAACCTCGATCTGAATAATCCCTCTATATATGTGGTGAAGAAAAAA		39530		0

		19110		CUST_6287_PI390587928		5.7438455		5.51157		5.5846343		5.6100655		6.0570107		6.224337		6.6449895		5.7256436		6.1979356		6.2300916		6.4612412		5.4737144		1.2424306		1.6389446		2.085445		1.0834092		1.3699186		1.6454949		1.8360521		-1.0991217		0.45409012		0.7127671		1.0603552		0.115578175		0.3131652		0.7185216		0.87660694		-0.13635111		No		Yes		Yes		U35_44k_v1_19110		LOC_Os03g16790.1		ref|NP_001049707.1| e-134  Os03g0275400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g16790.1 1e-160 DHHC zinc finger domain containing protein expressed		ATGCTTTGAGCGCTACACCTTGACCAGGGGATCCGTTTGTGGAATAGAGTAAGAATTACA		14517		0

		49405		CUST_38667_PI390587928		9.1069		9.854497		8.68402		8.904412		8.751515		9.318706		11.500491		10.98101		8.479066		8.943602		11.230315		10.294009		-1.2793268		-1.4497372		7.044372		4.2181144		-1.5452436		-1.8802121		5.841323		2.6200547		-0.6278343		-0.5357914		2.816471		2.0765982		-0.35538483		-0.91089535		2.5462952		1.3895969		No		Yes		Yes		U35_44k_v1_49405		LOC_Os05g42190.1		gb|ABN12321.1| 7e-25  benzoquinone reductase [Gossypium hirsutum]		LOC_Os08g04460.1 3e-26 minor allergen Alt a 7 putative expressed		CACATCATTTCCACTGGAGCAGATTTACACAATTATAGACAATTCAACTGTACTGCATTT		5217		AT4G27270.1

		14621		CUST_10946_PI390587928		8.786238		9.0215435		8.826642		9.166497		8.69583		9.16303		10.042928		9.282975		8.842013		9.432896		9.731582		9.31778		-1.0646708		1.1030408		2.3234775		1.0840851		1.0394177		1.3299317		1.8724662		1.1105561		0.055775642		0.14148617		1.2162857		0.11647797		-0.09040737		0.41135216		0.90493965		0.15128231		No		Yes		Yes		U35_44k_v1_14621		LOC_Os03g61930.3		ref|NP_001051819.1| e-146  Os03g0835600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61930.2 1e-148 acyl-CoA binding protein putative expressed		TCTACGTGTGTGTTTCCTCGTGAGGATTGAACATTAGTTATATGGTAAATACGCAAAAAA		12861		AT3G05420.2

		30805		CUST_19595_PI390587928		7.099809		7.193484		6.641518		7.2750554		7.4905877		9.0052185		9.206759		8.870479		7.7725105		7.975267		8.978732		7.027941		1.3111007		3.5106416		5.91854		3.0218315		1.5940549		1.7192545		5.0532584		-1.1868308		0.67270136		1.8117347		2.5652413		1.5954232		0.39077854		0.7817831		2.337214		-0.24711418		Yes		No		No		U35_44k_v1_30805		LOC_Os02g46340.1		gb|EAY87120.1| 2e-23  hypothetical protein OsI_008353 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46340.1 5e-25 RING-H2 finger protein ATL3J putative expressed		GGAGCCAGGGACACCATAGCCACCGGCAGGAGGATTCCTGGCGGTGGGACCCCGAAGCGG		30870		0

		27877		CUST_31489_PI390587928		6.335151		6.0282884		7.9781737		5.735668		5.4484444		5.0805297		5.8062434		4.5319977		4.5327487		4.4246507		6.134908		5.4782205		-1.8489507		-1.9288737		-4.5062594		-2.3032491		-3.4880059		-3.0390863		-3.588213		-1.1953621		-1.8024025		-0.9477587		-2.1719303		-1.2036705		-0.8867068		-1.6036377		-1.8432655		-0.25744772		Yes		No		No		U35_44k_v1_27877		LOC_Os02g48850.1		No hits found		LOC_Os02g48850.1 2e-04 plant-specific domain TIGR01615 family protein		CACATATCCGATCGAATTTATCTGAATAAAATGCAAGTACTCCCTTCGTTTCTTTTCAGT		None		0

		18774		CUST_15027_PI390587928		11.366341		11.580234		12.098481		11.9999075		10.890012		11.078612		10.762497		10.951606		10.379025		10.529902		11.004926		11.863113		-1.391199		-1.4158037		-2.5244765		-2.068094		-1.9824922		-2.071005		-2.133993		-1.0994592		-0.9873152		-0.50162125		-1.3359842		-1.0483017		-0.47632885		-1.0503311		-1.0935555		-0.13679409		No		Yes		Yes		U35_44k_v1_18774		LOC_Os04g51710.1		ref|NP_001061297.1| 0.0  Os08g0230200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g13350.1 0.0 cysteine-type endopeptidase/ ubiquitin thiolesterase putative expressed		ATACCAGTATAGCAAGCTGATGATTGCTGTGGTGTGGAATAGCTGCTGTTGAAGAGGGAA		6357		AT1G78880.1

		16820		CUST_30851_PI390587928		9.934571		9.319502		9.370048		9.4456625		9.908188		8.900871		8.156537		8.49614		9.87643		8.982339		8.075341		9.083551		-1.0184559		-1.3366582		-2.3190124		-1.931234		-1.0411239		-1.2632699		-2.4532704		-1.2853053		-0.05814171		-0.4186306		-1.2135105		-0.949523		-0.0263834		-0.33716297		-1.2947063		-0.3621111		No		Yes		Yes		U35_44k_v1_16820		LOC_Os04g51610.2		emb|CAC40035.1| 0.0  P-type ATPase [Hordeum vulgare]		LOC_Os04g51610.1 0.0 calcium-transporting ATPase 9 plasma membrane-type putative expressed		TTCTTTGTGGCAGTGCATGGAGCCATTTCGTTTTGTGAGAGCTGGATTCAAGCCAAAAAA		6173		AT5G57110.2

		32440		CUST_27118_PI390587928		4.641999		5.1700754		5.5265174		5.1132016		4.609648		4.528379		4.4368377		4.909139		4.359367		3.7776673		4.2047873		4.8497195		-1.022677		-1.5601627		-2.1282678		-1.1519375		-1.216412		-2.625165		-2.499657		-1.2003725		-0.28263187		-0.64169645		-1.0896797		-0.20406246		-0.03235054		-1.3924081		-1.3217301		-0.2634821		No		Yes		Yes		U35_44k_v1_32440		LOC_Os02g35080.5		gb|EAZ23444.1| 2e-22  hypothetical protein OsJ_006927 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g35080.5 4e-24 T-complex protein 11 containing protein expressed		AATTCCATGAAACATTATCATGCAAAGCAAGGCGTGCGGTCAGGAGTACTTCACAGCCAT		None		AT4G09150.1

		1044		CUST_30706_PI390587928		11.038152		10.2663965		9.775909		10.539277		11.320447		10.19778		13.833011		14.130294		11.472168		11.38967		13.5021515		12.237297		1.2161281		-1.0487108		16.645973		12.050464		1.3509892		2.1784074		13.234594		3.2445536		0.43401623		-0.06861687		4.0571012		3.5910168		0.28229523		1.1232738		3.726242		1.69802		Yes		Yes		Yes		U35_44k_v1_1044		LOC_Os02g17940.6		gb|AAP95024.1| 0.0  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-132 leucoanthocyanidin dioxygenase putative expressed		GACCAAAGTAAATACCCCTCCATCCGAAAATACTTGTATAAGAATGGATGTATGTAAATG		3568		AT5G20400.1

		5195		CUST_16444_PI390587928		10.65078		12.834109		12.712382		11.708394		9.529608		11.572244		11.366904		10.509042		8.754681		10.683006		11.325401		11.175199		-2.175236		-2.3980565		-2.541144		-2.2963655		-3.7220542		-4.4416723		-2.6153083		-1.4471309		-1.8960991		-1.2618656		-1.345478		-1.1993523		-1.121172		-2.151103		-1.386981		-0.5331955		Yes		No		No		U35_44k_v1_5195		LOC_Os02g48470.1		ref|NP_001047925.1| 6e-63  Os02g0715300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48470.1 1e-64 expressed protein		TTCCTTATGTTTTTGCCTCCCGCGGTAAATAAAAAGCTAATGCAGATTCGTGATCGTAAA		14566		AT4G35320.1

		7419		CUST_39426_PI390587928		9.275607		9.331318		8.937825		9.085458		9.423028		9.753982		9.989945		9.391873		9.523505		9.824317		9.962462		9.551425		1.1075877		1.3404001		2.073575		1.2366314		1.1874758		1.4073675		2.0344477		1.381243		0.2478981		0.4226637		1.0521202		0.30641556		0.14742088		0.49299908		1.0246372		0.46596718		No		Yes		Yes		U35_44k_v1_7419		LOC_Os11g31960.1		gb|ABA93965.1| e-125  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os11g31960.1 1e-127 expressed protein		CAACAGTGTTACAAAAGCGGCTTGAAAGGATGAAATCATTCATTAAACATAGTGATGTAC		15613		AT4G25070.2

		6710		CUST_41979_PI390587928		9.496723		9.552353		8.476085		8.107701		9.58622		9.489482		9.614585		9.0486145		9.754956		9.755102		9.57562		7.921346		1.0639988		-1.0445423		2.2015204		1.9197431		1.196013		1.1508894		2.1428561		-1.1378853		0.25823307		-0.06287098		1.1385002		0.9409132		0.08949661		0.20274925		1.099535		-0.18635511		No		Yes		Yes		U35_44k_v1_6710		LOC_Os12g09000.2		gb|EAY82519.1| 5e-75  hypothetical protein OsI_036478 [Oryza sativa (indica cultivar-group)]		LOC_Os12g09000.2 6e-76 phosphomethylpyrimidine kinase/thiamin-phosphate pyrophosphorylase putative expressed		AAAGAGGTGTAATACTCCTGAAAATCTACATTCACGACTACACTAGTGGTTGGGGCGCCA		15880		AT1G22940.1

		17188		CUST_19866_PI390587928		7.1739793		7.608427		6.647494		7.5034313		6.931832		8.877484		8.845532		9.029826		7.4044323		8.402995		8.35046		7.2827106		-1.1827519		2.4100404		4.5885506		2.880651		1.1732032		1.734558		3.2556965		-1.1653156		0.23045301		1.2690573		2.1980386		1.5263948		-0.24214745		0.79456806		1.7029662		-0.22072077		Yes		No		No		U35_44k_v1_17188		LOC_Os02g36530.1		ref|NP_001047210.1| 1e-08  Os02g0575000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36530.1 3e-10 expressed protein		GGAGGGTGTAAAGCAAGTTCTTTTGTTGATTGGTCAAACAAACTTGACAGAAATTAAATC		None		0

		18166		CUST_27073_PI390587928		7.517591		6.1851516		6.0026226		7.4978294		8.298713		7.378514		8.595889		8.396332		8.007259		7.4091086		7.29327		7.5866685		1.7184665		2.2868507		6.034635		1.8641298		1.4041221		2.3358653		2.4463782		1.063514		0.48966837		1.1933622		2.5932665		0.89850235		0.78112173		1.2239571		1.2906475		0.088839054		Yes		Yes		Yes		U35_44k_v1_18166		LOC_Os08g27720.1		ref|NP_001061644.1| e-115  Os08g0364900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g27720.1 1e-116 pirin-like protein putative expressed		CGAGATATAAGTGTTGTTTCCGGCAAAAGATAAATACAAGCATTGCATGATGATCACATT		13612		AT2G43120.1

		36462		CUST_8603_PI390587928		5.086798		4.6412225		4.17475		4.3025527		4.102278		3.6449363		3.0591347		3.233597		4.2817264		3.5872977		2.4757822		4.682545		-1.9786549		-1.9948581		-2.1668737		-2.0979142		-1.7472328		-2.0761702		-3.2466855		1.3013351		-0.80507183		-0.99628615		-1.1156151		-1.0689557		-0.98451996		-1.0539248		-1.6989677		0.37999249		Yes		No		No		U35_44k_v1_36462		-		gb|EAY77573.1| 3e-06  hypothetical protein OsI_031532 [Oryza sativa (indica cultivar-group)]		LOC_Os02g18510.1 1e-06 stripe rust resistance protein Yr10 putative		GTCCGGTTCAGTTTACCGTATTGTTTCATGATGAAATAAACATGCCTGTATTGAGTACAT		51071		0

		14593		CUST_13141_PI390587928		6.904768		4.8533645		1.5279955		5.522014		6.4700394		4.80826		4.3115754		5.23201		5.8458953		5.520258		3.8950112		6.1672096		-1.3516566		-1.031758		6.8855877		-1.2226439		-2.083303		1.5876507		5.1587296		1.5639511		-1.0588727		-0.045104504		2.7835798		-0.29000425		-0.43472862		0.6668935		2.3670158		0.6451955		No		Yes		Yes		U35_44k_v1_14593		LOC_Os11g39450.1		gb|ABC73058.1| 0.0  resistance protein [Hordeum vulgare subsp. vulgare]		LOC_Os11g39450.1 8e-87 stem rust resistance protein putative expressed		GGCCTACCACAAATGAAATCGTACAAGAACTTAATAAGATTGATATTGTTGAGTGGTCAT		22882		AT4G00970.1

		6458		CUST_36312_PI390587928		9.159564		8.362582		8.555329		9.312261		9.561616		9.214598		10.977468		11.051399		10.757121		10.514928		10.543424		9.231301		1.321386		1.8050208		5.3596478		3.338358		3.0263042		4.4455		3.9671264		-1.0577211		1.5975571		0.8520155		2.4221382		1.7391386		0.40205193		2.1523457		1.9880943		-0.08095932		Yes		Yes		Yes		U35_44k_v1_6458		-		ref|NP_001041877.1| 1e-25  Os01g0121600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03130.1 7e-10 expressed protein		CGTGTAATAAAGGTCAGTAGATTTCTGTAACACAGGTCTTGTTTCAAAAGATTTCTGCAA		21195		AT2G01300.1

		30644		CUST_13558_PI390587928		4.2871113		5.0765586		3.3703463		3.4878016		5.6153646		6.655832		6.8803997		6.426739		5.330099		6.213224		6.097145		3.819239		2.5109847		2.9881928		11.392823		7.668464		2.0604906		2.1987221		6.619851		1.2582663		1.0429878		1.5792732		3.5100534		2.9389377		1.3282533		1.1366653		2.7267988		0.33143735		Yes		Yes		Yes		U35_44k_v1_30644		LOC_Os02g36840.1		gb|EAZ23556.1| 7e-81  hypothetical protein OsJ_007039 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36840.1 2e-82 cytokinin-O-glucosyltransferase 2 putative expressed		TTGTGTACGTGAACTTCGGGAGCGTGACCGTGATGAGCAGCCACGACCTGGCGGAGTTCG		30649		AT1G22370.2

		15896		CUST_31499_PI390587928		6.2645917		6.4327016		6.937155		6.329926		6.1097503		6.2788715		5.7034183		5.4834037		5.886477		5.9405847		5.943207		6.2009654		-1.1132993		-1.112519		-2.351753		-1.7981611		-1.2996424		-1.4065071		-1.9916277		-1.0935056		-0.3781147		-0.15383005		-1.2337365		-0.84652233		-0.15484142		-0.49211693		-0.993948		-0.12896061		No		Yes		Yes		U35_44k_v1_15896		LOC_Os05g51480.2		gb|EAZ35480.1| 1e-11  hypothetical protein OsJ_018963 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51480.2 3e-13 DNA damage binding protein 1a putative expressed		GCATGTATGTAACTTTCATTAATGTGTATGCATAGCTTGAGATCTGTCCCGATTGCATGA		22602		AT4G21100.1

		39209		CUST_8058_PI390587928		11.401235		10.168911		9.69046		10.115216		11.726715		11.45898		11.569884		12.032533		12.206637		12.271243		11.764656		10.805089		1.2530817		2.445397		3.6792815		3.777198		1.7476336		4.2940297		4.2110963		1.6131412		0.80540276		1.2900686		1.8794241		1.9173164		0.32548046		2.102332		2.0741959		0.68987274		Yes		Yes		Yes		U35_44k_v1_39209		LOC_Os02g03020.1		ref|NP_001045728.1| 8e-27  Os02g0122600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03020.1 2e-28 EF-hand Ca2+-binding protein CCD1 putative expressed		GATGCTCTTTGAGCTTTTGCTTTATTGATTAATTTAGCTCGTGCATGGACTTTTTAGCTA		15981		AT2G46600.1

		9406		CUST_11161_PI390587928		6.1949043		6.191534		7.1753826		6.4347587		6.0895348		5.88975		6.0431113		4.942427		6.2371006		5.844196		6.001518		6.08036		-1.0757699		-1.2326678		-2.1920357		-2.8134327		1.0296801		-1.2722112		-2.2561529		-1.2784526		0.042196274		-0.30178404		-1.1322713		-1.4923315		-0.10536957		-0.3473382		-1.1738648		-0.35439873		No		Yes		Yes		U35_44k_v1_9406		-		No hits found		No hits found		ATGACAACCAGCTGAAGTGGGAATTCGATGAGGACAATGACAGGCTGTATGTGACTTATC		20823		0

		40211		CUST_24316_PI390587928		8.41247		8.824258		9.57998		8.82448		8.426996		8.701638		8.591354		8.826823		8.107898		8.301033		8.538365		8.7996645		1.0101198		-1.08871		-1.9842936		1.0016255		-1.2350522		-1.4371641		-2.05853		-1.0173496		-0.3045721		-0.12261963		-0.9886255		0.0023431778		0.014526367		-0.52322483		-1.0416145		-0.02481556		No		Yes		Yes		U35_44k_v1_40211		LOC_Os11g08670.1		ref|NP_001067415.1| 5e-76  Os11g0191400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g08670.1 1e-77 NAD kinase 2 chloroplast precursor putative expressed		AGATTTTAAACTAGAGACTAGTCCGCTTAAGGCACAGTTTCCTACTTTGCATGTTTTCTC		36555		AT1G21640.1

		22977		CUST_33474_PI390587928		12.384285		12.525826		10.620259		12.483772		12.3763275		14.227712		12.832085		14.207625		12.822299		13.806418		12.524266		11.8274355		-1.005531		3.253258		4.6326103		3.3031743		1.3547381		2.4293864		3.742512		-1.5760757		0.43801403		1.7018852		2.2118254		1.7238531		-0.0079574585		1.280592		1.904007		-0.6563368		Yes		Yes		Yes		U35_44k_v1_22977		LOC_Os05g30490.1		No hits found		No hits found		CGGCGTTCCTTCGTTTAATCCGTGATTTGGATGATGATAATTTATAAGAATAACAACATG		47328		0

		23218		CUST_24378_PI390587928		6.1917768		5.9492455		6.685234		6.8832717		6.805782		7.439777		8.324343		6.5516267		6.9149947		7.6962075		8.158978		7.321504		1.5305022		2.8099246		3.1147335		-1.2584475		1.6508602		3.3565104		2.7774181		1.3549433		0.72321796		1.4905314		1.6391087		-0.331645		0.6140051		1.7469621		1.4737444		0.43823242		Yes		Yes		Yes		U35_44k_v1_23218		LOC_Os06g36320.1		gb|EAZ01332.1| e-102  hypothetical protein OsI_022564 [Oryza sativa (indica cultivar-group)]		LOC_Os02g12910.1 6e-87 receptor-like protein kinase 5 precursor putative expressed		AATCTAGGCTTGCTTTTCGAAACATCAATATTACTTTCGGGGGAATTCACTCCGAAAAAA		35949		AT5G25930.1

		23401		CUST_2352_PI390587928		2.8639164		3.9266903		1.2772261		2.052554		3.652189		2.8053703		3.623643		5.302855		3.3768818		3.626256		2.515231		2.945073		1.7270055		-2.1754594		5.085596		9.515643		1.4269804		-1.2315152		2.358721		1.8564147		0.51296544		-1.12132		2.346417		3.2503011		0.7882726		-0.30043435		1.2380048		0.892519		No		Yes		Yes		U35_44k_v1_23401		-		gb|ABW81057.1| 3e-16  putative protein-kinase [Arabidopsis lyrata subsp. lyrata]		LOC_Os07g38820.1 3e-14 lectin-like receptor kinase 7 putative		AAAGCACATCCTACTCATAGTTTCCCTTGTCACTTTGGTTCCCATAGTCTTTGTCCTTGT		18812		AT2G29250.1

		41384		CUST_2619_PI390587928		6.0682735		5.4595923		5.2078137		5.6534066		6.937956		8.160207		7.0075417		5.9579434		6.7793946		8.334104		7.2435803		5.842774		1.8272605		6.5007873		3.4815457		1.2350221		1.6370758		7.3335476		4.1004057		1.1402636		0.7111211		2.7006145		1.7997279		0.30453682		0.8696823		2.8745112		2.0357666		0.1893673		Yes		Yes		Yes		U35_44k_v1_41384		LOC_Os04g32370.1		gb|EAY86037.1| 6e-18  hypothetical protein OsI_007270 [Oryza sativa (indica cultivar-group)]		LOC_Os02g31080.1 1e-19 expressed protein		CAAAAAACAACTACATACAGCACTCGGAGAAAAGGGTATGTGATAGATCAAGTCTTTCTA		None		0

		12202		CUST_36997_PI390587928		9.154565		8.576192		8.681808		9.936258		8.352684		7.5381413		8.189369		8.210361		7.5378633		7.5036144		8.326388		10.5074		-1.7433724		-2.0534513		-1.4068215		-3.3078592		-3.066731		-2.1031876		-1.279358		1.4856983		-1.6167016		-1.0380507		-0.49243927		-1.7258978		-0.80188084		-1.0725775		-0.3554201		0.57114124		Yes		No		No		U35_44k_v1_12202		LOC_Os06g11760.1		ref|NP_001057173.1| 3e-07  Os06g0220900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11760.1 8e-09 expressed protein		AACACTCTTAAGCTCTCTGTAAATCCGCAGCCGGTGCTCGCTTTCCGGTGATCGCAAGCG		26450		0

		16631		CUST_38163_PI390587928		4.5496583		4.8991966		4.0393114		3.957384		3.542578		2.6473126		2.4995406		1.9816197		3.902922		3.4699576		3.384889		3.4901028		-2.0098395		-4.7630444		-2.907483		-3.9333658		-1.5656224		-2.6930463		-1.5739858		-1.3825018		-0.6467364		-2.251884		-1.5397708		-1.9757644		-1.0070803		-1.429239		-0.6544225		-0.46728134		Yes		No		No		U35_44k_v1_16631		LOC_Os01g74152.1		gb|EAY77408.1| e-120  hypothetical protein OsI_005255 [Oryza sativa (indica cultivar-group)]		LOC_Os01g74152.1 1e-120 catalytic/ hydrolase putative expressed		CCACTTTCCTTATGTTTTCCCACTGTAATAAGATGAAATAAATGTTCTGGATGTTGGCGT		6491		AT5G02230.2

		14212		CUST_2715_PI390587928		9.24827		8.811604		8.740804		8.349002		8.817146		8.285686		7.797369		8.238761		8.571937		8.586964		7.6106057		8.231984		-1.3482834		-1.4398495		-1.9231012		-1.0794085		-1.5980731		-1.1684855		-2.1888878		-1.0844908		-0.6763334		-0.525918		-0.9434347		-0.11024094		-0.43112373		-0.2246399		-1.130198		-0.117017746		No		Yes		Yes		U35_44k_v1_14212		LOC_Os12g44150.2		gb|EAZ21357.1| 1e-52  hypothetical protein OsJ_035566 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g44150.2 2e-54 plasma membrane ATPase 1 putative expressed		GCTTGCTACCACATGTAGATAAATCTAGTATGGTCATGAAATGCTTCCTTCCTGGGGCCT		None		AT5G62670.1

		42459		CUST_4868_PI390587928		3.0466464		2.1768124		2.133032		1.3577522		3.7280028		3.7960968		4.1532216		4.5118804		3.8048935		4.0295677		3.5537274		1.3522996		1.6036468		3.072226		4.0563707		8.901991		1.6914343		3.6118934		2.677145		-1.0037867		0.75824714		1.6192844		2.0201895		3.154128		0.68135643		1.8527553		1.4206953		-0.005452633		Yes		Yes		Yes		U35_44k_v1_42459		LOC_Os06g43090.1		No hits found		No hits found		GCCGCTTTGCTTCTTTCTTTCTGTATATACAAACATATGAAATGGAAACGAAAACATGCA		38138		0

		6510		CUST_40928_PI390587928		8.508307		8.40109		8.454463		8.589173		8.708832		8.873086		9.253396		8.488248		8.94007		9.533071		9.171872		8.920539		1.1491159		1.3870274		1.7398139		-1.0724612		1.3488806		2.1915946		1.6442266		1.2582037		0.4317627		0.4719963		0.798933		-0.100925446		0.20052433		1.1319809		0.71740913		0.3313656		No		Yes		Yes		U35_44k_v1_6510		LOC_Os11g11990.1		emb|CAD45034.1| 3e-43  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os11g12050.2 1e-42 NBS-LRR type disease resistance protein putative expressed		GAGTTGTCTTCATACATGGGTACACTGTCTTTTGATCCCCAAATTTCAGATCAATAATAT		17435		0

		16386		CUST_32976_PI390587928		4.1562514		4.469889		4.8741975		4.009174		3.6646824		3.6484344		3.3095105		3.0290768		2.692095		3.2489107		3.8809335		2.9345233		-1.4059732		-1.7671871		-2.9581332		-1.9725981		-2.7590208		-2.3310478		-1.9906837		-2.106212		-1.4641564		-0.82145476		-1.564687		-0.98009706		-0.49156904		-1.2209785		-0.99326396		-1.0746505		Yes		No		No		U35_44k_v1_16386		LOC_Os08g44840.1		ref|NP_001062520.1| e-128  Os08g0562500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44840.1 1e-129 acyltransferase putative expressed		ACGAACCCAAAATTAAACAACAATGGCCGTGGACAACGGAGATGCGCGGGCTGCCGCCAT		13307		AT5G23940.1

		40368		CUST_11524_PI390587928		8.153387		7.68684		6.977943		7.77923		8.859975		9.581347		8.997369		9.580602		9.572387		10.012009		9.212466		8.241039		1.6319398		3.71795		4.054224		3.4855144		2.6740005		5.0112433		4.706072		1.3772678		1.4189997		1.8945074		2.0194259		1.8013716		0.7065878		2.3251686		2.2345233		0.46180916		Yes		No		No		U35_44k_v1_40368		-		No hits found		No hits found		CAGAAATAGTGGCTACAATGTTTCGTCAAGTATACACTATAGGTATCACACGGATAATGA		35631		0

		8358		CUST_20594_PI390587928		6.321816		6.586229		5.8268394		3.8221395		5.4562855		6.156015		3.242386		2.0344927		4.181653		4.8948197		4.1514306		3.3826504		-1.8220096		-1.3474333		-5.997883		-3.4525127		-4.4081182		-3.22972		-3.1940985		-1.356124		-2.140163		-0.43021393		-2.5844533		-1.7876468		-0.8655305		-1.6914091		-1.6754088		-0.43948913		Yes		No		No		U35_44k_v1_8358		LOC_Os08g40420.1		ref|NP_001062234.1| 6e-40  Os08g0515700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40420.1 1e-41 ternary complex factor MIP1 putative expressed		AGGATTGCATGCAAGCTTTCGGAGGACATTCTAAGATGCATTTCCGCGGTTTACTGCAAA		17808		0

		37221		CUST_16991_PI390587928		10.619485		9.446866		9.30939		9.102185		11.757182		10.261906		10.300427		9.088627		12.080955		11.709267		10.963265		9.062859		2.2002954		1.7593465		1.9876137		-1.0094422		2.7538877		4.7978916		3.1467779		-1.0276341		1.4614697		0.81503963		0.99103737		-0.013558388		1.1376972		2.2624006		1.6538754		-0.039326668		Yes		No		No		U35_44k_v1_37221		-		No hits found		No hits found		GTACTACTGCTCATGTTTGAATGGATCGACCGGTTTAGCCCCGAGTTTGTGAATAAAAAA		32944		0

		17613		CUST_31672_PI390587928		9.631639		9.659621		9.494378		9.954322		9.899444		10.126824		11.394829		10.104807		10.152473		10.830714		10.977702		9.904979		1.2039747		1.3824269		3.733298		1.1099426		1.4347854		2.2518222		2.7959218		-1.0347936		0.5208349		0.46720314		1.9004507		0.15048504		0.2678051		1.171093		1.483324		-0.04934311		No		Yes		Yes		U35_44k_v1_17613		LOC_Os05g06440.1		gb|EAY96619.1| e-163  hypothetical protein OsI_017852 [Oryza sativa (indica cultivar-group)]		LOC_Os05g06440.1 1e-165 dnaJ homolog subfamily B member 11 precursor putative expressed		GTACTCCTGGAATACAATGTCTATAGAATTGTAGCTTACACTCACCAACTTATTTGCTTA		7280		AT3G62600.1

		14255		CUST_10844_PI390587928		8.677775		8.859078		8.739506		9.079907		8.880079		9.004981		10.249021		9.840774		9.202039		9.422457		10.0493355		9.387454		1.1505343		1.1064227		2.8471427		1.6945077		1.438199		1.4777255		2.4791229		1.2376013		0.5242634		0.14590263		1.5095148		0.76086617		0.20230389		0.56337833		1.3098297		0.30754662		No		Yes		Yes		U35_44k_v1_14255		LOC_Os02g02890.1		gb|AAK49427.1|AF262983_1 7e-87  cyclophilin A-2 [Triticum aestivum]		LOC_Os02g02890.1 4e-75 peptidyl-prolyl cis-trans isomerase putative expressed		TCTTCCAAATGTACGAGCCGCTTTTCGTAGTGTTATCCACTCGATTCCCGTGCCAAAAAA		1360		AT2G21130.1

		23221		CUST_40476_PI390587928		3.36807		4.7875147		3.8895884		4.5775404		2.174949		2.4829898		4.679724		5.6900334		1.2531832		1.6344632		4.0620418		3.977588		-2.2864683		-4.9400473		1.7292373		2.1621895		-4.33156		-8.89535		1.1269734		-1.5156666		-2.1148868		-2.304525		0.79013586		1.112493		-1.193121		-3.1530514		0.1724534		-0.59995246		Yes		No		No		U35_44k_v1_23221		LOC_Os09g27260.1		gb|EAZ09284.1| 9e-21  hypothetical protein OsI_030516 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27260.1 2e-22 TMV response-related gene product putative expressed		GGATTCATTGGCTGGCTTGTGGATGGAGAGTGGACTTGCAACGTCTTTTGTGTTCTTAAA		39276		0

		1578		CUST_35773_PI390587928		12.852366		11.993009		12.640274		11.972401		13.439377		12.810601		13.991749		12.286259		13.923293		13.766781		14.127751		12.403367		1.5021307		1.7624626		2.5517282		1.2430273		2.1007824		3.4194689		2.8039825		1.3481363		1.0709267		0.8175926		1.3514748		0.31385803		0.5870104		1.7737722		1.4874773		0.43096638		Yes		Yes		Yes		U35_44k_v1_1578		-		gb|AAB23101.1| 1e-09  bifunctional subtilisin/alpha-amylase inhibitor, RASI [Oryza sativa=rice, seeds, bran, Peptide, 176 aa]		LOC_Os04g44470.1 3e-11 alpha-amylase/subtilisin inhibitor putative expressed		GTGTACTTGCTTAACCGTTTGATGCGATGAATAAATTTCTAGCGAGTTGAAGCATGAAAT		4060		0

		43288		CUST_32642_PI390587928		7.359751		7.2072587		6.6607876		7.7158027		9.27507		9.883135		10.632499		9.223646		9.519749		11.187972		10.567263		8.555324		3.771972		6.390267		15.689322		2.8438463		4.4691405		15.787528		14.99568		1.7894558		2.1599975		2.6758761		3.9717112		1.5078435		1.915319		3.9807134		3.906475		0.83952093		Yes		Yes		Yes		U35_44k_v1_43288		LOC_Os03g43970.1		ref|NP_001050746.1| 8e-33  Os03g0641200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43970.1 1e-34 AAT1 putative expressed		GACATCTTCCTACTGGGCTCCATCGACTCCTATTCGTTCGAGCGGTTCGGGATATGGAGC		39794		AT4G21120.1

		37824		CUST_34630_PI390587928		4.5676455		5.797598		6.096167		5.2243085		4.2790914		4.507129		4.572586		4.312482		3.6053994		3.256317		3.8528106		3.776146		-1.2214156		-2.4460752		-2.875038		-1.8814261		-1.948341		-5.8210564		-4.734974		-2.7286031		-0.9622462		-1.2904687		-1.523581		-0.9118266		-0.2885542		-2.541281		-2.2433565		-1.4481626		Yes		Yes		Yes		U35_44k_v1_37824		LOC_Os03g01222.4		gb|EAY88177.1| 6e-18  hypothetical protein OsI_009410 [Oryza sativa (indica cultivar-group)]		LOC_Os03g01222.1 1e-19 formyltetrahydrofolate deformylase putative expressed		AGATATTGGTGACACGGATCATTTTTTGTCGCAGGCCTTGAATGCTGGGGTGAAGTTGAA		33538		AT5G47435.1

		22575		CUST_38048_PI390587928		9.408271		9.23605		8.747967		8.943941		10.0951		9.901066		10.0302725		9.203557		9.944886		9.734959		9.707437		9.183778		1.609742		1.5855861		2.4322739		1.1971599		1.4505655		1.4131445		1.9445951		1.180859		0.5366154		0.6650162		1.2823057		0.2596159		0.68682957		0.498909		0.9594698		0.2398367		No		Yes		Yes		U35_44k_v1_22575		LOC_Os03g49940.1		ref|NP_001051030.1| e-122  Os03g0707200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49940.1 1e-124 integral membrane protein DUF6 containing protein expressed		GGTACTTGTTTAAACCATGTAGAACGAATCCTAGCTTTCGACAGTCAATGACAATCTTCC		20169		0

		14914		CUST_35663_PI390587928		13.360522		13.192333		13.991406		14.097015		13.649755		13.963403		16.164942		14.791225		13.663166		14.759616		15.886711		14.945109		1.2219898		1.7065344		4.5112753		1.6179982		1.2334026		2.9634602		3.7200053		1.8001211		0.30264378		0.7710695		2.1735353		0.69421005		0.28923225		1.5672827		1.8953047		0.848094		Yes		Yes		Yes		U35_44k_v1_14914		LOC_Os08g06100.1		gb|ABB03907.1| e-137  flavonoid O-methyltransferase [Triticum aestivum]		LOC_Os08g06100.1 1e-118 quercetin 3-O-methyltransferase 1 putative expressed		CTCTTAAAGGCTGCATGTGATGCAATGACATGATTTCTGTCCTCTGTTGATTATAAAAAA		2532		AT5G54160.1

		44298		CUST_18322_PI390587928		2.5136843		1.833108		1.2829366		2.4830792		1.7906908		3.0970547		3.5666		4.524279		2.7562714		2.9922264		3.5030918		1.8304111		-1.6506034		2.4015183		4.869128		4.115877		1.1831124		2.2332091		4.6594357		-1.5720729		0.24258709		1.2639468		2.2836635		2.0412		-0.7229935		1.1591184		2.2201552		-0.6526681		No		Yes		Yes		U35_44k_v1_44298		LOC_Os05g38350.1		gb|EAZ34557.1| 4e-07  hypothetical protein OsJ_018040 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38350.1 6e-09 glycerol-3-phosphate acyltransferase 8 putative expressed		AGATCAGCTCAGCTCAGTAAGATCGATCAACCGGTCGACAGACGCATGGTGACCATGCCG		41917		0

		17437		CUST_11562_PI390587928		9.884278		9.632077		9.979593		10.195461		9.6128025		9.44994		8.832794		9.724064		9.289025		9.086665		8.952615		10.092028		-1.207042		-1.1345636		-2.2142208		-1.3864517		-1.5107375		-1.4594371		-2.037752		-1.0743273		-0.595253		-0.18213749		-1.1467991		-0.4713974		-0.2714758		-0.54541206		-1.0269785		-0.10343361		No		Yes		Yes		U35_44k_v1_17437		LOC_Os02g47440.1		ref|NP_001047853.1| e-105  Os02g0702800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47440.1 1e-107 syntaxin 23 putative expressed		TGGCATATAAGCCGGTTGTTACCCAGAGTGCTCAGCCAAGCTATACTACAAATGATGGAA		8674		AT5G46860.1

		37575		CUST_35794_PI390587928		4.056957		4.4848895		4.90875		4.1266227		3.0338132		2.8016863		3.998705		3.5297544		2.646224		3.1763418		3.5108163		3.4479587		-2.0323424		-3.211402		-1.8791043		-1.51243		-2.6587217		-2.4769208		-2.635239		-1.6006567		-1.4107327		-1.6832032		-0.91004515		-0.5968683		-1.0231435		-1.3085477		-1.3979337		-0.67866397		Yes		No		No		U35_44k_v1_37575		-		ref|ZP_01506671.1| 1e-79  Catalase-like [Burkholderia phytofirmans PsJN]		LOC_Os06g51150.2 2e-38 catalase isozyme B putative expressed		CAAAATGACTCTCAACAAGAATGTTGATGAGTTTTTCCCCGAGACCGAACAGATCGCCCT		33278		AT1G20630.1

		8789		CUST_14554_PI390587928		5.1256914		5.68265		5.0399184		4.338179		4.240953		5.1643467		3.9022458		2.79122		4.453817		5.1986585		4.4718103		3.6580744		-1.8464298		-1.4322699		-2.200258		-2.9220061		-1.5931417		-1.398608		-1.482578		-1.6022561		-0.6718745		-0.5183034		-1.1376727		-1.5469592		-0.88473845		-0.48399162		-0.5681081		-0.68010473		Yes		No		No		U35_44k_v1_8789		LOC_Os01g70100.1		gb|EAY77045.1| 3e-74  hypothetical protein OsI_004892 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70100.1 2e-74 palmitoyltransferase ZDHHC9 putative expressed		AGCTTGAATGTCTCCCTATCTTTTTTAATGGCCAGATGTTGATTTTGCTGTTGCTGCAAA		15345		AT3G26935.1

		30402		CUST_16510_PI390587928		10.287005		9.134532		7.8421397		8.014122		10.437389		9.719074		7.987774		8.054798		11.011325		10.366902		8.461087		7.755188		1.1098648		1.4995631		1.1062168		1.0285958		1.6521211		2.3495271		1.5357544		-1.1965942		0.72431946		0.5845423		0.14563417		0.040676117		0.15038395		1.2323704		0.6189475		-0.25893402		No		Yes		Yes		U35_44k_v1_30402		-		No hits found		No hits found		TTGCTATGAAGCTTTTGGCGATGCTTGATAGTGTCATGGACAACACTTGCACCTTCGGAT		30308		0

		18699		CUST_26791_PI390587928		5.3575892		5.7139335		5.338806		5.692058		5.630997		5.9041677		6.644001		6.1095815		5.561312		6.077063		6.5103393		6.3095965		1.2086595		1.1409489		2.471171		1.3356328		1.1516664		1.286213		2.2525094		1.5342551		0.20372295		0.19023418		1.3051949		0.41752338		0.27340794		0.36312962		1.1715331		0.61753845		No		Yes		Yes		U35_44k_v1_18699		LOC_Os03g44900.1		gb|AAX95546.1| e-153  Putative Not1 N-terminal protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g44900.1 1e-154 CCR4-NOT transcription complex subunit 3 putative expressed		TCTCACAAGGTACATCACAAGATCAAGCAGAGGAAACAACTTCAATAGAAAGCAATCCTG		12049		AT5G18230.1

		2013		CUST_18087_PI390587928		10.150501		10.846772		9.546618		9.298856		9.475751		9.8169365		7.3797283		7.655269		8.255412		9.063735		8.31841		8.751035		-1.5963205		-2.0417917		-4.490544		-3.124416		-3.7194495		-3.4414992		-2.342759		-1.4618762		-1.8950891		-1.0298357		-2.1668901		-1.6435866		-0.6747503		-1.7830372		-1.2282085		-0.54782104		Yes		No		No		U35_44k_v1_2013		LOC_Os07g27810.1		ref|NP_001059580.1| 7e-66  Os07g0462200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g27810.1 1e-67 fiber protein Fb34 putative expressed		GTACTTCTGGGAGTATGTACTCTCAGATTCAGTTAAAGTAGTACCATATACACAAATGTA		5754		AT1G52910.1

		49732		CUST_15702_PI390587928		13.653054		14.101054		12.738995		12.304446		13.197583		13.520665		10.836517		10.470574		12.441907		12.839635		11.563771		11.580264		-1.3712305		-1.4952524		-3.738546		-3.5649252		-2.3152168		-2.3973148		-2.2582784		-1.6519638		-1.2111473		-0.580389		-1.9024773		-1.8338718		-0.45547104		-1.2614193		-1.1752234		-0.7241821		Yes		Yes		Yes		U35_44k_v1_49732		LOC_Os01g59150.2		sp|P93176|TBB_HORVU 2e-39  Tubulin beta chain (Beta-tubulin)		LOC_Os05g34170.2 3e-40 tubulin beta-6 chain putative expressed		GCTTTGTATTTTCCACTTTATGGCACCTTCTGGGTATTGTATCACTTGATGCCGTACGGT		51618		AT5G23860.1

		31650		CUST_36637_PI390587928		4.272532		4.7485156		4.9002156		4.3665576		4.4734654		4.0229955		3.7370186		3.5126317		4.1966157		4.2865586		3.9028842		3.9746315		1.1494418		-1.6534966		-2.2395315		-1.8074126		-1.0540303		-1.377409		-1.9963039		-1.312144		-0.07591629		-0.72552013		-1.163197		-0.85392594		0.20093346		-0.46195698		-0.9973314		-0.39192605		No		Yes		Yes		U35_44k_v1_31650		LOC_Os01g11010.1		ref|NP_001042351.1| 1e-44  Os01g0207600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10960.1 3e-46 peptide-N4-asparagine amidase A putative		TTTGATGATCCCAGCCACCGTCGCCTCAAGTCGGAGCCTACGCAAATCCCCAGCCAACGC		7849		AT3G14920.1

		2313		CUST_7252_PI390587928		10.866859		11.454787		10.143966		11.053281		10.791779		11.451753		12.871297		11.829623		10.502381		10.968436		12.254414		11.76339		-1.0534201		-1.0021056		6.6222944		1.712783		-1.2874159		-1.4008971		4.3182535		1.6359274		-0.3644781		-0.0030345917		2.7273312		0.7763424		-0.07508087		-0.486351		2.110448		0.71010876		No		Yes		Yes		U35_44k_v1_2313		LOC_Os10g31950.1		ref|NP_001064764.1| 0.0  Os10g0457600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g31950.1 0.0 3-ketoacyl-CoA thiolase 2 peroxisomal precursor putative expressed		GGCTAGGGAATAAGTTGATCCCGTATTTGTAATTCTTCTTGGGATATGAAAAATCTTATC		5922		AT2G33150.1

		12895		CUST_11930_PI390587928		12.036298		10.81902		11.4209795		12.083142		12.111393		10.920941		9.809552		11.363067		12.120589		10.822616		10.097289		11.782315		1.0534306		1.0732015		-3.0555398		-1.6472684		1.060167		1.0024952		-2.5030558		-1.2318504		0.08429146		0.10192108		-1.6114273		-0.7200756		0.07509518		0.0035953522		-1.3236904		-0.30082703		No		Yes		Yes		U35_44k_v1_12895		-		No hits found		No hits found		AACTGGTAACATGTCGTGGAATTTGTAAATCGCCGGTTTGCTTTGGTGGTTGTTTTCTTG		None		0

		13491		CUST_33920_PI390587928		5.449421		5.728313		6.7606316		5.8626		4.946859		5.285859		5.148232		4.9074073		4.888383		4.639735		4.7843957		5.3600917		-1.4167273		-1.3589138		-3.0575998		-1.9388384		-1.4753304		-2.1266427		-3.9346516		-1.4166744		-0.561038		-0.44245386		-1.6123996		-0.95519257		-0.50256205		-1.0885777		-1.9762359		-0.50250816		Yes		No		No		U35_44k_v1_13491		LOC_Os06g01400.1		gb|EAZ35532.1| e-112  hypothetical protein OsJ_019015 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01400.1 1e-114 glycyl-tRNA synthetase 2 chloroplast/mitochondrial precursor putative expressed		AGAAATCTCTAGTTCAAATACTAGGGAAGCGTATACTGAGCCATGTGAAGGCGCACACCT		21866		AT3G48110.1

		45703		CUST_14432_PI390587928		1.8299383		2.5103998		1.2568332		1.4965324		1.7209381		5.4227824		6.5037665		8.251977		2.2245095		4.4321194		5.1030545		1.2481898		-1.0784806		7.528605		37.973827		108.04171		1.314552		3.7887437		14.38229		-1.1878418		0.3945712		2.9123826		5.2469335		6.7554445		-0.109000206		1.9217196		3.8462214		-0.24834263		Yes		Yes		Yes		U35_44k_v1_45703		-		No hits found		No hits found		AATGACGGGCATATGTACATGTACTGCACAAAGTCAAATAAAGTATAGATCGATCACAAA		44886		0

		12936		CUST_39814_PI390587928		5.837322		5.86524		6.7866607		5.9709225		5.361191		5.306181		5.5394707		5.0352616		5.403045		5.2284594		5.585987		5.7402415		-1.3910087		-1.4733081		-2.3737862		-1.9127666		-1.3512336		-1.5548557		-2.2984695		-1.1733886		-0.43427706		-0.55905914		-1.24719		-0.93566084		-0.47613144		-0.63678074		-1.2006736		-0.23068094		No		Yes		Yes		U35_44k_v1_12936		LOC_Os04g50740.1		gb|EAY95377.1| 8e-35  hypothetical protein OsI_016610 [Oryza sativa (indica cultivar-group)]		LOC_Os04g50740.1 3e-36 RING finger protein 14 putative expressed		ACTGTAAAGTTTGCTGGATTCAGTATAACATAACTTTTCCCGGCAAGAAACTTGTACACT		30473		AT1G32340.1

		11546		CUST_6206_PI390587928		6.759333		5.9987617		8.53898		9.814145		6.9050775		5.7386684		7.1209407		7.642639		6.7128367		4.305265		6.9959416		9.148723		1.1063013		-1.197556		-2.67222		-4.504934		-1.0327538		-3.234397		-2.9140747		-1.5860326		-0.04649639		-0.2600932		-1.4180388		-2.171506		0.14574432		-1.6934967		-1.5430379		-0.66542244		No		Yes		Yes		U35_44k_v1_11546		-		gb|EAY72447.1| 4e-15  hypothetical protein OsI_000294 [Oryza sativa (indica cultivar-group)]		LOC_Os06g38700.1 3e-16 retrotransposon protein putative unclassified expressed		TATGCGATGTACTGGATTAATATGGATGTGTGGCCCTATAATATGTGAACTTTTAAGATG		24764		0

		9927		CUST_12315_PI390587928		6.3319697		6.497482		7.890365		7.1227727		6.503717		6.7219467		6.9323444		6.624738		6.492269		6.1097417		6.8528934		6.7892966		1.1264218		1.1683438		-1.9426428		-1.4122882		1.1175189		-1.3083423		-2.0526273		-1.2600456		0.1602993		0.2244649		-0.9580207		-0.49803448		0.17174721		-0.38774014		-1.0374718		-0.33347607		No		Yes		Yes		U35_44k_v1_9927		LOC_Os03g04990.1		gb|EAY88501.1| 7e-85  hypothetical protein OsI_009734 [Oryza sativa (indica cultivar-group)]		LOC_Os03g04990.1 2e-85 expressed protein		TAGCAATCCTTATTTTGGCTCATCCTTAAGCCATGCTTCTTGTTCTCCTGAGGCGCATGT		19590		AT5G43880.1

		24032		CUST_41746_PI390587928		6.556088		6.4587		7.006945		7.1989274		6.302521		6.430832		5.676828		6.247452		5.9955406		6.1241913		5.9905105		6.552007		-1.1921508		-1.0195045		-2.514231		-1.9338496		-1.4748286		-1.2609481		-2.0229135		-1.565822		-0.56054735		-0.02786827		-1.3301172		-0.9514756		-0.25356674		-0.3345089		-1.0164347		-0.6469202		No		Yes		Yes		U35_44k_v1_24032		-		No hits found		No hits found		CAACCGCATGGCAGCTCTCCTCTGCAGTAAATTACTTCACCTGAAACAGTAGCCAAAAAA		None		0

		24354		CUST_38891_PI390587928		2.7620795		3.202337		1.4004942		5.1515503		2.2219553		4.8346424		5.539393		4.8164935		1.8874496		4.9463716		5.778582		6.208767		-1.4540976		3.1000798		17.617031		-1.261427		-1.8335376		3.3497062		20.793894		2.080913		-0.87462986		1.6323054		4.138899		-0.33505678		-0.5401242		1.7440345		4.378088		1.0572166		Yes		Yes		Yes		U35_44k_v1_24354		-		gb|AAQ01786.1| e-158  resistance protein T10rga2-1A [Triticum aestivum]		LOC_Os12g37270.1 2e-47 retrotransposon protein putative unclassified		CCTCTTCAATTTTTTCCTGTTAAAAATAAAGACGGGTCATGGCCTGGATCTTTAATTACA		21882		0

		14470		CUST_5077_PI390587928		13.663058		13.989032		13.096497		14.313212		14.252988		14.93061		16.535173		14.724818		14.572087		15.594791		15.8387985		13.774657		1.5051733		1.9206277		10.842886		1.3301656		1.8777813		3.0435596		6.6913714		-1.4525172		0.909029		0.9415779		3.4386768		0.41160583		0.5899296		1.6057596		2.742302		-0.53855515		Yes		Yes		Yes		U35_44k_v1_14470		LOC_Os02g02410.1		ref|NP_001045675.1| 0.0  Os02g0115900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02410.1 0.0 luminal-binding protein 3 precursor putative expressed		TATATAGCCGGATGGATTCGCATCGGAATTTATGTGAAGAAAAGATGATGCAGTTTTATC		1610		AT5G28540.1

		21389		CUST_9237_PI390587928		4.813008		4.695042		5.7897067		5.6450295		4.5270267		4.5480733		3.8332233		4.015742		3.534033		3.4730785		4.447205		5.499991		-1.2192392		-1.1072407		-3.8811479		-3.0936022		-2.4266646		-2.33264		-2.5359066		-1.1057602		-1.2789748		-0.14696884		-1.9564834		-1.6292877		-0.28598118		-1.2219636		-1.3425016		-0.1450386		Yes		Yes		Yes		U35_44k_v1_21389		LOC_Os01g63810.2		gb|EAZ14199.1| 6e-64  hypothetical protein OsJ_004024 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63810.1 1e-65 starch binding domain containing protein expressed		TCACGATGAAACCCCAAATGAATGAGATTACTGGGAGTTGCAACACGGAACCATTAACAG		16209		AT5G01260.1

		27703		CUST_21566_PI390587928		7.1128197		6.7695193		6.1453357		7.012113		8.338422		7.515398		8.558715		8.232457		8.146285		8.033922		8.131371		7.6321206		2.3385303		1.6769954		5.3272066		2.3300228		2.046935		2.4022775		3.9614673		1.5368832		1.0334654		0.7458787		2.4133792		1.2203441		1.2256021		1.2644029		1.9860349		0.6200075		Yes		Yes		Yes		U35_44k_v1_27703		-		gb|EAZ38542.1| 2e-10  hypothetical protein OsJ_022025 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03060.1 4e-12 expressed protein		TTCCACCTGCTGGAGCGTGCTGACATCCTGGGCGTCGTCATGTCTTCCTTGCACCTGCTG		22847		0

		49536		CUST_35831_PI390587928		8.569364		9.02893		7.5997524		8.141273		9.543872		9.481103		11.339833		10.428039		9.532921		9.370878		10.583703		7.587811		1.9649713		1.3680996		13.362155		4.8796105		1.9501123		1.2674673		7.9114966		-1.4676027		0.96355724		0.45217323		3.7400808		2.286766		0.9745083		0.3419485		2.9839506		-0.55346155		Yes		Yes		Yes		U35_44k_v1_49536		LOC_Os11g15570.1		gb|EAZ36988.1| 3e-35  hypothetical protein OsJ_020471 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g15570.1 7e-37 expressed protein		TCCCCTTATTTACAAGGGTGTGCTAATCCGATTGCAGATTGCTGATGTATACAATTATTG		51305		0

		10409		CUST_16570_PI390587928		7.987717		9.335767		9.804687		9.172264		7.695212		8.602717		7.534338		7.7298856		7.4456363		7.7731586		7.9424453		8.418061		-1.2247653		-1.6621486		-4.8243966		-2.7176855		-1.4560711		-2.9538739		-3.6357205		-1.6866994		-0.5420809		-0.7330494		-2.2703485		-1.4423785		-0.29250526		-1.5626082		-1.8622413		-0.75420284		Yes		Yes		Yes		U35_44k_v1_10409		LOC_Os09g02650.1		gb|EAZ08128.1| 2e-75  hypothetical protein OsI_029360 [Oryza sativa (indica cultivar-group)]		LOC_Os09g02650.1 3e-77 chromosome-associated kinesin KLP1 putative expressed		GATCAGATGGAATGCCTATTGAGGAGATGAATGACGATTATCTATGTGCCAAGCTCCACT		22021		AT5G47820.2

		46676		CUST_25684_PI390587928		7.962902		8.248902		8.521447		7.825689		7.9647636		8.084724		7.005777		7.611345		7.0231643		7.0132346		7.5413575		7.4774876		1.0012912		-1.1205274		-2.8593163		-1.1601763		-1.9181796		-2.3549032		-1.9725881		-1.2729725		-0.9397378		-0.1641779		-1.5156703		-0.21434402		0.0018615723		-1.2356677		-0.98008966		-0.34820127		No		Yes		Yes		U35_44k_v1_46676		LOC_Os03g41330.1		gb|EAZ27759.1| 6e-58  hypothetical protein OsJ_011242 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g41330.1 2e-59 seed specific protein Bn15D17A putative expressed		GGACCTCTGCCAGGCCGCGGCCGACGCCGTGCTGCGCGGCGACTCCCTGCGCTCGCTCTC		47089		AT5G67420.1

		40282		CUST_24265_PI390587928		9.469308		9.756945		9.238929		9.408651		9.921836		10.755177		11.039139		9.8504715		10.445865		11.403703		10.813535		9.577336		1.368436		1.9975504		3.4827092		1.3583169		1.9677634		3.131292		2.9785414		1.1240335		0.9765568		0.9982319		1.80021		0.44182014		0.452528		1.6467581		1.574606		0.16868496		Yes		Yes		Yes		U35_44k_v1_40282		LOC_Os04g37790.2		gb|EAY94337.1| 7e-13  hypothetical protein OsI_015570 [Oryza sativa (indica cultivar-group)]		LOC_Os04g37790.2 9e-15 expressed protein		GATTTGTTCATCTAAATACTACTTACACGACTAATGAGATATTCTGCATCTAAGAAAAAA		None		0

		21609		CUST_4635_PI390587928		5.766276		6.0370994		5.801027		7.168905		5.243892		5.7491612		4.9384046		6.0826783		4.866129		5.22197		4.502643		7.220581		-1.4363265		-1.2208941		-1.8183403		-2.1231797		-1.8662561		-1.7594558		-2.4595318		1.0364685		-0.90014696		-0.28793812		-0.86262226		-1.0862265		-0.5223837		-0.8151293		-1.2983837		0.051676273		No		Yes		Yes		U35_44k_v1_21609		LOC_Os02g35000.1		ref|NP_001047124.1| e-171  Os02g0555700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g35000.1 1e-172 chaperone protein dnaJ 10 putative expressed		TGAAATAGACCATGTTTGATTGTGCCGTGCTTTCTGTAATTGTTCTATTTTGGTGTTTCT		17682		AT1G77020.1

		11079		CUST_30214_PI390587928		4.6673074		5.43762		4.405845		3.341121		3.6781204		4.5968657		2.5254023		1.8204441		3.4188302		3.850171		2.879687		3.217542		-1.985066		-1.7909865		-3.6818807		-2.8692563		-2.375905		-3.005175		-2.8801782		-1.0894341		-1.2484772		-0.8407545		-1.8804429		-1.5206769		-0.989187		-1.5874491		-1.5261581		-0.123579025		Yes		No		No		U35_44k_v1_11079		LOC_Os12g13340.2		gb|EAZ20068.1| 3e-62  hypothetical protein OsJ_034277 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13340.2 8e-64 expressed protein		GTGCTGCGAGCAATTGTTACTGAAACTTCTAAAGCATCAGACATTGGAAATGACATTAAT		26294		AT3G01810.2

		37177		CUST_41611_PI390587928		6.316507		5.7090774		6.491642		6.6122375		6.155901		5.577081		5.1143413		5.609709		5.6785755		4.412372		5.478234		6.7344556		-1.1177565		-1.0958089		-2.5978186		-2.0035086		-1.5560963		-2.456672		-2.0186744		1.088407		-0.63793135		-0.13199615		-1.3773007		-1.0025287		-0.1606059		-1.2967052		-1.0134082		0.12221813		No		Yes		Yes		U35_44k_v1_37177		LOC_Os09g26700.1		dbj|BAD36072.1| 3e-36  putative ethanolamine kinase 1 [Oryza sativa Japonica Group]		LOC_Os09g26700.1 3e-40 choline/ethanolamine kinase putative expressed		CCACTACTGTAACTTAGATGGTGCTCATTCTAAGAGTAGCTTTGTTTCTCATTTTGGAAT		32866		AT2G26830.1

		11357		CUST_20767_PI390587928		4.5433183		4.142796		5.032091		4.963282		4.409781		4.268239		4.001887		4.3156934		4.198395		3.800832		3.8370922		4.3322186		-1.0969801		1.0908426		-2.0423133		-1.5665478		-1.2700837		-1.2674809		-2.2894466		-1.5487062		-0.3449235		0.12544298		-1.0302043		-0.64758873		-0.13353729		-0.341964		-1.194999		-0.63106346		No		Yes		Yes		U35_44k_v1_11357		LOC_Os07g03100.3		gb|EAZ38524.1| 1e-27  hypothetical protein OsJ_022007 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02890.1 3e-29 F-box domain containing protein expressed		TTGGAGTGCTATTCGTCTTCTGCGTCGATGAAGACGATGGCGACGACCAGGGGTGTGTCA		25842		0

		10796		CUST_41041_PI390587928		9.632313		9.324352		10.255093		9.818217		9.209361		8.946938		7.800699		8.79714		8.88618		8.224775		8.360614		9.10025		-1.3406677		-1.299012		-5.4808264		-2.0294337		-1.6772908		-2.1429183		-3.7178764		-1.6448625		-0.74613285		-0.3774147		-2.4543934		-1.0210772		-0.4229517		-1.099577		-1.8944788		-0.71796703		Yes		Yes		Yes		U35_44k_v1_10796		LOC_Os01g61760.3		No hits found		LOC_Os09g29930.1 3e-04 transcription factor BIM2 putative expressed		ATGATGAATTGAATCAATTCATCCGGGCCTGAATGGTCAAAGATTGGAACATGCAAAAAA		21644		0

		24801		CUST_27831_PI390587928		11.077289		10.660041		9.966724		10.970824		11.428416		12.205437		12.0532875		12.098483		11.694461		12.333118		11.860181		11.435658		1.2755573		2.9188414		4.24735		2.1850388		1.5338658		3.1889415		3.7152426		1.3801588		0.61717224		1.5453959		2.086563		1.1276588		0.35112762		1.6730776		1.8934565		0.4648342		Yes		Yes		Yes		U35_44k_v1_24801		LOC_Os10g01100.1		ref|NP_001064013.1| 4e-60  Os10g0101000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g01100.1 1e-61 receptor-like protein kinase putative expressed		CACGCTACTAGTCGTAGTATTATACTGTTAAAACAAAGCCAAATTGTTAGTTACGTGCAT		37468		AT4G00340.1

		19303		CUST_4611_PI390587928		9.991906		9.658188		10.449927		10.49397		10.734879		10.712939		12.4875765		11.418296		11.393856		11.437495		11.828201		10.641498		1.6736205		2.0773602		4.1057596		1.8977973		2.642585		3.4326134		2.5995717		1.1076697		1.4019499		1.0547514		2.0376492		0.92432594		0.7429724		1.7793074		1.378274		0.1475277		Yes		Yes		Yes		U35_44k_v1_19303		LOC_Os03g60220.1		gb|EAY92342.1| 8e-86  hypothetical protein OsI_013575 [Oryza sativa (indica cultivar-group)]		LOC_Os03g60220.1 2e-84 expressed protein		TGCGTGTGAGTGTGACGATGTGAAACAGAGATTTTGATCCGATTCAGGAATGTTCAGACG		None		AT5G01750.2

		8638		CUST_14071_PI390587928		8.2248535		5.187763		3.3524208		6.3273845		9.432982		7.0686607		4.363422		7.608854		9.430196		6.836422		4.919951		5.5284		2.310378		3.683041		2.015309		2.4308643		2.3059196		3.13542		2.9639685		-1.739876		1.2053423		1.8808975		1.0110011		1.2814693		1.2081289		1.6486588		1.5675302		-0.7989845		Yes		No		No		U35_44k_v1_8638		LOC_Os10g21590.2		gb|EAZ15802.1| 7e-48  hypothetical protein OsJ_030011 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g21590.2 1e-49 carbohydrate transporter/ sugar porter putative expressed		CTGTGTTGTAGTAGCTGTCGTGAGCATTTACAAGAAATTTCCAAAACGATCTTTAGAAAA		18389		AT4G36670.1

		22928		CUST_3228_PI390587928		11.887263		11.7981615		12.704926		12.121063		11.7113695		11.066963		11.257465		11.0137415		11.593006		10.920822		11.468434		11.76467		-1.1296641		-1.6600174		-2.727275		-2.1544533		-1.2262534		-1.8369844		-2.3562477		-1.280221		-0.29425716		-0.7311983		-1.4474602		-1.1073217		-0.17589378		-0.87733936		-1.2364912		-0.35639286		No		Yes		Yes		U35_44k_v1_22928		LOC_Os03g19220.2		ref|NP_001049878.1| 2e-30  Os03g0304800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19220.2 4e-32 expressed protein		CTGTCACAAGTCATTAACCGTCGTTATCATGGTTATTAAGTCACACGGCATTTCGTGTTT		18123		AT4G16146.1

		43470		CUST_4216_PI390587928		4.2009654		4.4912		5.283099		4.781393		5.285738		5.565452		6.3440166		7.729674		5.9352074		5.6218376		5.588352		4.8775296		2.121041		2.1056302		2.0862577		7.7182875		3.3270464		2.189555		1.2356353		1.0689071		1.734242		1.0742521		1.0609174		2.9482808		1.0847726		1.1306376		0.30525303		0.09613657		Yes		No		No		U35_44k_v1_43470		LOC_Os10g03360.1		gb|AAL83353.1|AC074282_20 9e-31  Putative O-deacetylbaccatin III-10-0-acetyltransferase [Oryza sativa (japonica cultivar-group)]		LOC_Os10g03360.1 1e-32 taxadien-5-alpha-ol-O-acetyltransferase putative		CCCGGGTGCTGTCCGGCTGTGTCACGCCTCACCATGCCGAAGAATTTCTCCGTGAAATAG		40152		0

		10554		CUST_29620_PI390587928		1.4151672		1.2615482		1.2574396		1.3096373		3.732914		3.9915266		5.2490163		2.9634755		4.5653315		4.408147		4.781136		1.7580948		4.985529		6.6344576		15.906855		3.1466968		8.877565		8.855654		11.501072		1.3645805		3.1501641		2.7299786		3.9915767		1.6538382		2.3177466		3.1465988		3.5236964		0.44845748		Yes		Yes		Yes		U35_44k_v1_10554		LOC_Os09g32952.1		ref|NP_001063614.1| 1e-57  Os09g0507300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32952.1 3e-59 L-ascorbate oxidase precursor putative expressed		TGGTTATTAGCTTCTTCTTGCTTCAACCCACAGCCAGCTCAAGTGCAATTAATCACCCGT		23931		AT4G39830.1

		44191		CUST_5359_PI390587928		13.269773		13.306503		12.570987		12.70607		12.659058		12.128421		10.653317		11.50681		12.579147		12.25132		10.766785		12.255185		-1.5270157		-2.2627583		-3.778122		-2.2962182		-1.6139828		-2.0779824		-3.4923594		-1.3668783		-0.6906252		-1.1780825		-1.9176693		-1.1992598		-0.6107149		-1.0551834		-1.8042021		-0.45088482		Yes		Yes		Yes		U35_44k_v1_44191		LOC_Os03g21400.1		gb|EAY89875.1| 4e-59  hypothetical protein OsI_011108 [Oryza sativa (indica cultivar-group)]		LOC_Os03g21400.1 9e-61 cytochrome P450 putative expressed		GAGAGGCAATGTGGTCTGGATATAATAATGCAAAGAAATTTGTACGTGGTTTAATCAATG		41738		AT5G24910.1

		15751		CUST_21514_PI390587928		9.565431		9.554952		9.121569		10.108852		9.828137		9.945038		11.209766		10.387044		9.802109		9.720166		10.696662		10.120838		1.1997275		1.3104717		4.2521653		1.2126738		1.1782765		1.1213328		2.9795475		1.0083425		0.23667812		0.39008617		2.0881977		0.27819157		0.26270676		0.16521454		1.5750933		0.011985779		No		Yes		Yes		U35_44k_v1_15751		-		ref|NP_001055844.1| 1e-11  Os05g0477900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g40010.1 1e-13 nonspecific lipid-transfer protein precursor putative expressed		TTCACCTGAAGATCACATACTACTGCTTGTCAATCTTTGCTACAGGCAGTTGGCGTCGAT		12237		0

		14201		CUST_2726_PI390587928		13.18766		12.808133		11.901215		12.346478		13.588783		13.176445		13.333474		12.936886		13.654266		13.978112		13.192843		12.754804		1.3205354		1.2908415		2.6986907		1.5056719		1.3818549		2.2500844		2.4480429		1.3271443		0.46660614		0.36831188		1.4322596		0.5904074		0.40112305		1.1699791		1.2916288		0.4083252		No		Yes		Yes		U35_44k_v1_14201		LOC_Os04g56160.2		emb|CAC50884.1| 2e-51  plasma membrane H+-ATPase [Hordeum vulgare subsp. vulgare]		LOC_Os04g56160.2 7e-47 plasma membrane ATPase putative expressed		AAGATGTCTGCACTGTACCTCCAAGTCAGTATTGTGAGCCAGGCTCTTATCTTTGTGACT		2		AT3G42640.1

		36584		CUST_15461_PI390587928		6.7384014		7.8204136		7.4078803		5.732331		6.463572		7.602823		5.143005		4.648294		5.6955566		6.9730544		6.1605744		4.589863		-1.209851		-1.1627902		-4.806129		-2.1199596		-2.0602863		-1.7992045		-2.373977		-2.2075834		-1.0428448		-0.21759081		-2.2648754		-1.0840368		-0.2748294		-0.8473592		-1.2473059		-1.142468		Yes		No		No		U35_44k_v1_36584		LOC_Os01g05900.1		sp|A2WKP3|H2B3_ORYSI 1e-37  Histone H2B.3		LOC_Os01g05970.1 3e-39 core histone H2A/H2B/H3/H4 family protein expressed		CTTGGTTCGATCTGTTATGGAAGCTTGTGCTTCTCTGTAATTCTCTGCAGACAACGACTC		1164		AT5G22880.1

		32287		CUST_18352_PI390587928		5.076637		5.251041		6.387718		6.0186896		4.6927824		4.6432357		5.45702		5.7442126		4.405932		4.506578		4.9183564		5.745233		-1.3048233		-1.5239391		-1.9061985		-1.2095555		-1.5918505		-1.6753505		-2.7689936		-1.2087003		-0.67070484		-0.60780525		-0.9306984		-0.274477		-0.3838544		-0.74446297		-1.4693618		-0.27345657		No		Yes		Yes		U35_44k_v1_32287		LOC_Os02g54510.3		gb|EAZ24869.1| 3e-12  hypothetical protein OsJ_008352 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g54510.3 6e-14 protein kinase domain containing protein expressed		TTAGCTCTGTCGCCGATCCAACTCAAGCCAGCTTGATCACGCAGTCTCTGGCACACATGG		None		0

		41518		CUST_8068_PI390587928		7.213901		8.09928		8.146744		7.403917		7.393206		7.5114837		6.952742		6.8264146		7.0700016		7.019441		7.077641		6.888964		1.1323383		-1.5029497		-2.2878647		-1.4922634		-1.1048875		-2.1138005		-2.098128		-1.4289472		-0.14389944		-0.5877967		-1.1940017		-0.57750225		0.17930508		-1.0798392		-1.0691028		-0.51495266		No		Yes		Yes		U35_44k_v1_41518		LOC_Os06g28194.5		gb|EAZ37006.1| 3e-25  hypothetical protein OsJ_020489 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g28194.5 4e-27 phosphoglucomutase/phosphomannomutase family protein putative expressed		TGATCGGCGAGAGCTTCGGGGAGTGGCTGCGGGATCAGCGGCGGGAGCCGGAGGGCGAGG		None		AT1G70820.1

		22352		CUST_22364_PI390587928		2.2537615		1.9834146		1.4345497		2.9503176		2.5156558		4.40185		5.5079904		4.937851		3.870425		4.7911963		4.9648857		2.9678743		1.199052		5.34591		16.83557		3.965584		3.06665		7.002071		11.554123		1.0122437		1.6166635		2.4184356		4.0734406		1.9875333		0.26189423		2.8077817		3.530336		0.017556667		Yes		Yes		Yes		U35_44k_v1_22352		LOC_Os02g50460.1		gb|EAY87454.1| 7e-56  hypothetical protein OsI_008687 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50460.1 2e-57 immediate-early fungal elicitor protein CMPG1 putative expressed		TCGATCGCCGCTTAATTTCTTCTACGGTACGTGCCGACGGCCACCGATGGTCACGCCGCT		18235		AT1G66160.1

		28760		CUST_4095_PI390587928		4.820383		5.284559		5.1053596		5.4940896		4.7378488		3.832978		3.7014503		3.8590138		3.9515812		3.8628953		4.225803		4.854897		-1.0588765		-2.7350757		-2.6461763		-3.1060388		-1.8261456		-2.6789424		-1.8398099		-1.5574573		-0.86880183		-1.4515808		-1.4039092		-1.6350758		-0.08253431		-1.4216635		-0.87955666		-0.6391926		Yes		No		No		U35_44k_v1_28760		LOC_Os01g08460.1		ref|NP_001042203.1| 1e-56  Os01g0179800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08460.1 2e-58 TMS membrane protein/tumour differentially expressed protein containing protein expressed		GCTCAACGACTGCTGTCGATCGGAGCTAAACCTCAAGAGATGCCACATGCAGGTGCTGGT		27799		AT3G24460.1

		18315		CUST_16235_PI390587928		10.519409		10.943863		10.4815		11.389224		10.656643		11.018215		11.838916		11.536572		10.853114		11.278453		11.554478		11.60332		1.0997943		1.0528882		2.5622587		1.107532		1.2602457		1.261019		2.1037714		1.1599768		0.33370495		0.074352264		1.3574162		0.1473484		0.13723373		0.33458996		1.072978		0.21409607		No		Yes		Yes		U35_44k_v1_18315		LOC_Os09g06230.1		ref|NP_001062642.1| e-174  Os09g0237600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g06230.1 1e-177 serine/threonine-protein kinase 16 putative expressed		AGATGTATGTATTTTTTGTGCCAAAGTGAGATTCAGGGGTCAATAAAATGATATCCCCCC		11178		AT5G08160.1

		20801		CUST_5282_PI390587928		6.8200684		6.6311593		6.9769015		7.7154937		7.3429093		7.915321		8.679959		8.127973		7.4917502		8.099322		8.5794935		8.269984		1.4367818		2.4354048		3.255903		1.3309708		1.5929289		2.7666938		3.0368843		1.46865		0.6716819		1.2841616		1.7030578		0.41247892		0.522841		1.468163		1.602592		0.55449057		Yes		Yes		Yes		U35_44k_v1_20801		LOC_Os12g31620.1		gb|AAD46469.1|AF108008_1 0.0  HV1LRR1 [Hordeum vulgare]		LOC_Os01g36640.1 0.0 disease resistance protein RPM1 putative expressed		CAGAGGTAGTAGCTCGTACTAGTGTGAATTTATTACGACTGTGTCAAAGTAAATGCTAAC		14564		AT3G07040.1

		10160		CUST_19504_PI390587928		6.932598		7.4606996		6.9421234		7.873642		7.4579053		8.1667185		8.453972		7.6136928		7.3809495		8.510566		8.381745		8.303894		1.43924		1.6312964		2.8517518		-1.1974366		1.3644801		2.0703378		2.7124977		1.347469		0.44835138		0.7060189		1.5118484		-0.2599492		0.5253072		1.0498662		1.4396219		0.43025208		No		Yes		Yes		U35_44k_v1_10160		-		No hits found		No hits found		GTGTGCCTTTTATTTAGCAGCAGTTGTACTTGTTAGATGTGTATAGTTCCTTTACTATGT		21297		0

		12396		CUST_40770_PI390587928		5.6910806		6.1313133		6.517141		6.119261		5.4437103		5.5051875		5.577784		5.7277126		5.2568307		4.877494		5.380098		6.113575		-1.1870414		-1.5434147		-1.9176731		-1.3118004		-1.3512081		-2.3847194		-2.199298		-1.0039489		-0.43424988		-0.6261258		-0.9393568		-0.39154816		-0.24737024		-1.2538195		-1.137043		-0.0056858063		No		Yes		Yes		U35_44k_v1_12396		LOC_Os01g57210.2		ref|NP_001044436.1| e-124  Os01g0780400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57210.2 1e-125 katanin p80 WD40-containing subunit B1 homolog 1 putative expressed		CAGCTGATCGAACTGTGAAGTTTTGGGATCTTGAAACTTTTGAATTGATAGGTTCTGCTG		23636		AT1G61210.1

		21812		CUST_12847_PI390587928		4.8597956		4.8014827		5.4165864		5.525911		4.3218956		4.282038		5.069301		5.0383387		4.470474		4.3265452		4.3471336		4.7778935		-1.4518576		-1.4334031		-1.2721646		-1.4020834		-1.3097775		-1.389858		-2.098637		-1.6794832		-0.3893218		-0.51944447		-0.34728527		-0.4875722		-0.5379		-0.47493744		-1.0694528		-0.7480173		No		Yes		Yes		U35_44k_v1_21812		LOC_Os08g04170.1		gb|EAZ41439.1| 2e-63  hypothetical protein OsJ_024922 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04170.1 4e-65 zinc finger C-x8-C-x5-C-x3-H type family protein expressed		CAATTTGTAGCTTCTCAGGCAACTGCAAATAATTCGGCTCCTAGCATGCAGAATCAGCCA		16316		0

		27765		CUST_10344_PI390587928		8.551068		8.983205		8.774787		8.948116		8.4614105		8.7349825		7.232712		8.265334		8.217943		8.317721		7.652718		8.411677		-1.0641178		-1.1877427		-2.9121308		-1.6052324		-1.2597393		-1.5860997		-2.1765888		-1.4503881		-0.3331251		-0.24822235		-1.5420752		-0.6827822		-0.08965778		-0.6654835		-1.1220689		-0.53643894		No		Yes		Yes		U35_44k_v1_27765		LOC_Os05g03120.3		gb|EAZ32699.1| 4e-10  hypothetical protein OsJ_016182 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03120.3 1e-11 myosin heavy chain-like protein putative expressed		TGCCTGCATGCCTATGTTTGTTATGTTGAAAGAAACCACCTTGATGTTTAATTATCCTGT		26412		0

		23086		CUST_18446_PI390587928		4.7655816		6.2047906		5.4509416		5.1772676		3.4775803		5.9662094		3.7740257		3.5607026		3.8778026		5.265202		4.4197054		5.11176		-2.4418952		-1.1798317		-3.1974368		-3.0664406		-1.8503253		-1.9179811		-2.0437746		-1.0464529		-0.887779		-0.23858118		-1.6769159		-1.616565		-1.2880013		-0.93958855		-1.0312362		-0.06550741		Yes		No		No		U35_44k_v1_23086		-		No hits found		No hits found		GGAATGTGATCGTCTTTCTCTGTGGTATGAATGGAAATTGGTACTGTAGTTATATAGAAA		19130		0

		50461		CUST_19305_PI390587928		5.448378		5.784147		4.894512		4.53771		4.97355		5.619602		3.0931976		4.0559726		4.8353276		5.05965		4.201884		4.728678		-1.3897527		-1.1208122		-3.4853766		-1.3964245		-1.5294898		-1.6523243		-1.6162254		1.1415294		-0.61305046		-0.16454458		-1.8013146		-0.4817376		-0.47482824		-0.72449684		-0.6926284		0.19096804		No		Yes		Yes		U35_44k_v1_50461		-		No hits found		No hits found		CTGAGTCTGAGAAATTTTTGAACTACCTGTAGGAAATACTTTTGTGTGTCTTGCAACATT		52605		0

		30354		CUST_18932_PI390587928		12.729744		13.3346815		12.817272		12.348625		12.221684		12.866897		11.504804		11.431985		11.712105		12.1700735		11.93926		12.058667		-1.4221361		-1.3829844		-2.4836614		-1.8877141		-2.0246031		-2.241723		-1.8378419		-1.2226046		-1.0176392		-0.46778488		-1.3124685		-0.9166403		-0.5080595		-1.164608		-0.87801266		-0.289958		No		Yes		Yes		U35_44k_v1_30354		LOC_Os03g62090.1		gb|AAR29964.1| 4e-05  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os07g24190.2 6e-05 CESA3 - cellulose synthase expressed		TGCCCGAAGGATGTATTATTATTGTATGTACAAACTCGAAACAACTGGTATTTTCTCTCT		3274		0

		8565		CUST_24712_PI390587928		7.094788		7.3106313		7.128027		7.6321945		8.147989		8.511283		9.035249		8.205087		8.507546		8.46886		8.353257		7.399223		2.0751293		2.2984347		3.750861		1.4875026		2.6624572		2.231832		2.3379276		-1.1752533		1.4127584		1.2006516		1.9072218		0.5728922		1.0532012		1.1582284		1.2252302		-0.23297167		Yes		Yes		Yes		U35_44k_v1_8565		LOC_Os11g12320.1		ref|NP_001067547.1| e-134  Os11g0227700 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g12040.1 1e-136 disease resistance protein RPM1 putative expressed		AAAGAGGAGAGGTTTGGCTCTGCGAATGATCTGGGCGAAATGATGCTCATGGATAAAGAA		19397		AT3G07040.1

		15704		CUST_14087_PI390587928		8.074117		8.950745		7.6129107		7.3626513		8.442941		8.760766		10.392482		9.0064535		8.691112		9.68299		9.72543		7.3533607		1.2912998		-1.1407468		6.866482		3.124883		1.5336772		1.6612227		4.324456		-1.0064605		0.61699486		-0.1899786		2.779571		1.6438022		0.368824		0.73224545		2.1125188		-0.009290695		Yes		Yes		Yes		U35_44k_v1_15704		LOC_Os02g55440.2		gb|EAY87872.1| 0.0  hypothetical protein OsI_009105 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55440.2 0.0 transmembrane 9 superfamily protein member 2 precursor putative expressed		CAGCTTGCACGGTGTAATAGAATGGATTGGTTTATTCACATTTTACTGTCATTTTAGCTA		4328		AT5G35160.1

		10078		CUST_19073_PI390587928		7.5425014		8.230381		6.8747315		6.5951214		6.551459		7.040636		3.1823952		3.8887594		6.7897606		6.2729316		4.8520103		5.291819		-1.987621		-2.281124		-12.927186		-6.5267377		-1.684991		-3.8837476		-4.0634956		-2.4679315		-0.75274086		-1.189745		-3.6923363		-2.706362		-0.9910426		-1.9574494		-2.0227213		-1.3033023		Yes		No		No		U35_44k_v1_10078		LOC_Os03g53690.1		gb|EAZ28581.1| 2e-17  hypothetical protein OsJ_012064 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53690.1 3e-19 estradiol 17-beta-dehydrogenase 8 putative expressed		GCGTTATCCGTGCTGTACTGCTGTTGCGGTAGAGTTTGTTGTGGAATTATGGTTAAAAAA		19082		0

		7005		CUST_33607_PI390587928		11.5923		11.904182		11.666378		11.937447		11.363061		11.349113		10.599559		11.140359		11.3055725		11.282974		10.635166		11.899155		-1.1722169		-1.4692389		-2.0948098		-1.73759		-1.2198704		-1.5381628		-2.0437403		-1.0268973		-0.2867279		-0.55506897		-1.0668192		-0.79708767		-0.22923946		-0.6212082		-1.0312119		-0.03829193		No		Yes		Yes		U35_44k_v1_7005		LOC_Os05g48390.1		gb|EAY98982.1| e-103  hypothetical protein OsI_020215 [Oryza sativa (indica cultivar-group)]		LOC_Os05g48390.1 1e-105 ubiquitin conjugating enzyme putative expressed		TGGCAGAGGAGCTATCTGATGTGCCTGCAATAATAATAACACAGTGTGAAACACAAAAAA		14719		AT2G33770.1

		18180		CUST_3529_PI390587928		7.303351		7.5243783		7.219792		6.9694934		7.300015		7.56448		8.851002		8.368918		7.564556		7.941044		8.824768		7.4551826		-1.0023149		1.0281862		3.0977266		2.6379642		1.1984794		1.3348389		3.0419073		1.4002546		0.2612052		0.04010153		1.6312099		1.399425		-0.0033359528		0.41666555		1.6049762		0.48568916		No		Yes		Yes		U35_44k_v1_18180		LOC_Os06g19690.1		ref|NP_001057455.1| 2e-65  Os06g0301100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19690.1 3e-77 expressed protein		TTTGTTCGTGAACAGTATGCTTATACAGTACTGTAATAAAATGTAGCGTTGTTGATCCTG		8822		AT3G57280.1

		48065		CUST_33662_PI390587928		14.684181		14.483151		14.365703		14.040966		14.784429		14.722684		15.127437		14.330295		14.864642		14.829265		15.379433		14.10991		1.0719572		1.1806101		1.6955273		1.2220714		1.133246		1.2711314		2.0191247		1.0489486		0.18046093		0.23953247		0.761734		0.28932858		0.10024738		0.3461132		1.01373		0.06894398		No		Yes		Yes		U35_44k_v1_48065		LOC_Os05g18604.4		emb|CAA70815.1| 5e-70  serine carboxypeptidase II, CP-MII [Hordeum vulgare subsp. vulgare]		LOC_Os05g18604.1 5e-55 retrotransposon protein putative Ty1-copia subclass expressed		CAAAGGGATGGAAGTCAAATAGTAGTAATCTCGATGTGTTAAAAACGAAAGTGATCATCA		7697		AT3G07990.1

		8930		CUST_7558_PI390587928		6.9135766		6.437033		7.7726903		7.8538947		6.591465		5.7523894		5.9450955		6.6422696		6.0098643		5.851887		6.4460616		7.277346		-1.250159		-1.607305		-3.5494483		-2.3159838		-1.8708738		-1.5001907		-2.5081587		-1.4912773		-0.9037123		-0.68464375		-1.8275948		-1.2116251		-0.3221116		-0.58514595		-1.3266287		-0.5765486		Yes		Yes		Yes		U35_44k_v1_8930		LOC_Os07g42994.1		gb|EAZ04753.1| 7e-65  hypothetical protein OsI_025985 [Oryza sativa (indica cultivar-group)]		LOC_Os07g42994.1 1e-66 hydrolase putative expressed		CCAGCGAGATAATCATTGGTTGTGCTATCGTTGAGGTGAAATGTCGCATTGTTCCATAAA		16937		AT5G09430.1

		9720		CUST_19663_PI390587928		4.221989		4.9842505		5.735954		4.3347297		3.9319217		4.0693197		4.0823016		3.9246657		3.16868		3.7481728		4.0969152		4.1901407		-1.2226974		-1.8854786		-3.1462913		-1.3287448		-2.0752847		-2.3555725		-3.114582		-1.1054157		-1.0533092		-0.9149308		-1.6536522		-0.41006398		-0.29006743		-1.2360778		-1.6390386		-0.14458895		Yes		No		No		U35_44k_v1_9720		LOC_Os09g29390.1		gb|ABN13629.1| 2e-22  blue copper-like protein [Gossypium hirsutum]		LOC_Os09g29390.1 5e-24 blue copper protein precursor putative expressed		GAAAAGAACCCCGGATGCAAAGAAATGGTTTTTGCGACGTATTGGGTGCGGGCTTAAAAA		49389		AT3G60270.1

		47693		CUST_21791_PI390587928		10.387057		9.387269		8.61962		9.292167		10.7193575		9.054667		7.7352047		8.042386		11.095843		9.479243		7.4976106		8.829491		1.2590191		-1.2592821		-1.8460168		-2.3780527		1.6344283		1.0658277		-2.1764996		-1.3780956		0.708786		-0.33260155		-0.8844156		-1.2497807		0.3323002		0.09197426		-1.1220098		-0.46267605		No		Yes		Yes		U35_44k_v1_47693		LOC_Os01g59180.1		gb|EAY76196.1| 3e-93  hypothetical protein OsI_004043 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59180.1 7e-95 cyclin-like F-box putative expressed		AGCATCTCTGCCGCTGCCATGAAGACGATACGATCATGCTGGAGTTCAAGCACTACGCGG		48979		AT2G32560.1

		39444		CUST_25024_PI390587928		4.1043305		4.4015584		4.122652		4.191091		3.780969		3.866581		2.6558645		2.0362911		3.402135		4.155849		2.9555683		3.4347706		-1.2512426		-1.4489195		-2.7640574		-4.4530687		-1.626979		-1.1856756		-2.2455733		-1.6891769		-0.70219564		-0.53497744		-1.4667876		-2.1548		-0.32336164		-0.24570942		-1.1670837		-0.7563205		Yes		No		No		U35_44k_v1_39444		LOC_Os07g47270.1		ref|NP_001060583.1| 3e-38  Os07g0668900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g47270.1 7e-40 protein kinase APK1B chloroplast precursor putative expressed		ATACATTACACTCCATGGGTTCTAGTTGTTTCTACAGAAAACTTATCACATACCTAATCG		None		0

		26265		CUST_2515_PI390587928		8.323745		8.205462		8.895869		8.969737		8.781172		9.476544		10.282973		9.580804		8.880257		9.58631		9.899332		9.043054		1.3730907		2.413425		2.6155312		1.5273882		1.4707091		2.604214		2.0048063		1.0521326		0.5565119		1.2710819		1.387104		0.6110668		0.45742702		1.3808479		1.0034628		0.073316574		No		Yes		Yes		U35_44k_v1_26265		LOC_Os01g49614.1		gb|EAZ13157.1| 7e-90  hypothetical protein OsJ_002982 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49580.1 2e-91 protein kinase domain containing protein expressed		TATCAAGCCCCACAACATTCTATTGGATCAAAACTTCTGTCCAAAGATCTCTGATTTCGG		21786		AT5G39030.1

		46522		CUST_38065_PI390587928		6.6538467		7.47175		7.311399		7.7042236		6.126723		6.759111		5.422585		6.2889996		5.939118		6.6120486		5.7738395		7.4333515		-1.4410535		-1.638799		-3.7033064		-2.6670115		-1.6411747		-1.8146623		-2.9030302		-1.206537		-0.71472883		-0.71263885		-1.888814		-1.4152241		-0.5271239		-0.85970116		-1.5375595		-0.27087212		Yes		Yes		Yes		U35_44k_v1_46522		LOC_Os03g48600.9		No hits found		No hits found		TTGTCCTCGTTGTCAGTTGTAGTAAGTGCCTGTTAATGCCATTTTGTGCTTGTTAAAAAA		46739		0

		7610		CUST_19352_PI390587928		5.075739		5.500296		5.923235		5.3818564		4.517565		4.6217513		5.1119494		4.822812		4.79736		4.2585974		4.7439513		4.5004053		-1.4724046		-1.8385199		-1.7547743		-1.473293		-1.2128314		-2.364768		-2.264643		-1.8422273		-0.27837896		-0.8785448		-0.8112855		-0.55904436		-0.55817413		-1.2416987		-1.1792836		-0.88145113		No		Yes		Yes		U35_44k_v1_7610		LOC_Os10g35800.1		No hits found		No hits found		TAACGAACGCCGGTCTTGTTTGGGAGGGGCCTCGTTCCTAGTCTATCTCGTCTCGTCTGA		15486		0

		12402		CUST_21304_PI390587928		9.095553		9.615753		7.115383		5.1767945		8.210487		9.112446		4.9488688		5.198725		7.857103		7.8735595		6.572897		4.6082664		-1.8468492		-1.4174594		-4.489374		1.0153173		-2.3594499		-3.3454347		-1.4564803		-1.4830098		-1.2384505		-0.50330734		-2.1665144		0.021930695		-0.88506603		-1.7421937		-0.5424862		-0.5685282		Yes		No		No		U35_44k_v1_12402		-		No hits found		No hits found		GATTGTTACCTTAATTTGTCTGTGCTTCATCGTCATGTAAGTTGCCGGTCTGTTAAAAAA		42502		0

		22259		CUST_39974_PI390587928		9.506533		9.49636		9.311095		9.262592		10.065513		10.396695		11.43205		9.864806		10.430158		11.206637		11.239707		8.899853		1.4732273		1.8664998		4.3498163		1.5180442		1.8968755		3.2722378		3.806887		-1.2858653		0.923625		0.9003353		2.1209545		0.60221386		0.55898		1.7102776		1.9286118		-0.36273956		Yes		Yes		Yes		U35_44k_v1_22259		LOC_Os03g62180.3		gb|EAY92500.1| e-150  hypothetical protein OsI_013733 [Oryza sativa (indica cultivar-group)]		LOC_Os03g62180.3 1e-152 ATP binding protein putative expressed		GCAGAACACAGTGTTACGAATTCCCCAAAAAATAAAAATGTGCTAAGAATAACCATTGCA		24200		AT1G34300.1

		44334		CUST_29871_PI390587928		10.322824		10.174478		10.386476		10.382729		10.331712		10.216029		9.3305435		9.6530285		10.017402		9.754521		9.692628		10.204197		1.0061799		1.0292201		-2.079061		-1.6582943		-1.2357799		-1.3378869		-1.6175919		-1.1317314		-0.30542183		0.04155159		-1.055932		-0.7297001		0.008888245		-0.4199562		-0.69384766		-0.17853165		No		Yes		Yes		U35_44k_v1_44334		LOC_Os10g35670.1		gb|EAZ16580.1| 2e-36  hypothetical protein OsJ_030789 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35670.1 6e-38 RNA-binding protein putative expressed		TTTCCGAAGCTCTCAAGCCCTCTGATTTCCATGCTTGTACTCAAGCTCTTCGAAGTCATT		41968		AT3G47160.1

		10237		CUST_16396_PI390587928		6.965168		5.55954		7.2723904		7.1303344		6.9485397		5.5311093		4.304812		5.5854187		7.1888633		5.1192727		5.0563684		6.8620267		-1.0115925		-1.019902		-7.8222218		-2.91787		1.1677207		-1.3568555		-4.646106		-1.2043942		0.22369528		-0.028430462		-2.9675784		-1.5449157		-0.016628265		-0.4402671		-2.216022		-0.2683077		Yes		Yes		Yes		U35_44k_v1_10237		LOC_Os09g33460.2		No hits found		No hits found		GTTTAGACGGAGATGGACATATGAATGGATATAGCTCTGCTAGGGCTTCAGTAGAAAAAA		26529		0

		25812		CUST_34707_PI390587928		6.9031777		7.686339		6.7212014		7.687202		6.7340093		6.461315		5.2524037		6.873999		6.2705665		6.63263		4.853949		7.1182537		-1.1244103		-2.337593		-2.7679112		-1.757108		-1.5503687		-2.0758598		-3.6483707		-1.4834417		-0.6326113		-1.2250237		-1.4687977		-0.81320286		-0.16916847		-1.053709		-1.8672523		-0.56894827		Yes		No		No		U35_44k_v1_25812		LOC_Os01g63480.1		gb|EAZ14183.1| 2e-61  hypothetical protein OsJ_004008 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63480.1 5e-63 AER putative expressed		AACCGATCAGCTAGCACCCATGGCTCAGATGCTCTCCGCCATGACTATGATGGACACCGT		9863		AT5G01210.1

		47012		CUST_18528_PI390587928		5.9146705		6.3375993		5.9629188		6.9058595		5.690384		8.010903		7.2490845		7.317289		5.972175		8.072647		7.4516454		7.2070274		-1.1681994		3.1894422		2.4387903		1.3300029		1.0406642		3.3289053		2.8064115		1.2321415		0.057504654		1.6733041		1.2861657		0.4114294		-0.22428656		1.7350478		1.4887266		0.30116796		No		Yes		Yes		U35_44k_v1_47012		-		No hits found		LOC_Os03g38800.1 0.001 mitochondrial protein putative expressed		GCTGATGTATCGTGTTACAAGTAAAATTGGAAGTCATTTGCCAGGAGCTTCCCCAAAAAA		47779		0

		3562		CUST_34311_PI390587928		4.132503		4.5663915		1.8303787		1.3755169		5.700859		6.372764		8.683747		5.805488		6.312395		7.6953635		8.953896		2.4020002		2.9656658		3.4976177		115.629745		21.555307		4.5311966		8.748115		139.44159		2.0370526		2.179892		1.8063726		6.8533688		4.429971		1.568356		3.128972		7.123517		1.0264833		Yes		Yes		Yes		U35_44k_v1_3562		LOC_Os04g14690.1		ref|NP_001052272.1| e-119  Os04g0223500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g14690.1 1e-121 monooxygenase/ oxidoreductase putative expressed		TCCACTGAAGTTGATGTTTTTCGAGTTCGCTGAGAGCTACTACTCCATTACAATGAAGAA		7926		AT1G19250.1

		8046		CUST_8474_PI390587928		7.762638		8.505891		7.6369042		8.401382		9.229587		10.25967		10.472472		8.482404		9.253632		9.350162		10.093816		8.140559		2.7643657		3.3724089		7.138238		1.0577666		2.8108246		1.795357		5.4904013		-1.1981622		1.4909935		1.7537794		2.835568		0.08102131		1.4669485		0.8442707		2.4569116		-0.26082325		Yes		Yes		Yes		U35_44k_v1_8046		LOC_Os12g05420.1		ref|NP_001066163.1| 1e-44  Os12g0149900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05420.1 4e-46 calmodulin binding protein putative expressed		TAGATCTTCTAGAGTGTCCAAGGGCTCGGCTTAAGAAGCAATGCATAAGATATCTTGGTC		18490		AT3G52870.1

		510		CUST_5050_PI390587928		7.939289		8.559218		6.111239		7.2995095		7.2424603		7.851561		7.1604447		7.533999		7.24878		7.532065		7.262296		7.444409		-1.620938		-1.63315		2.0693903		1.1764903		-1.6138532		-2.0379992		2.2207658		1.1056535		-0.6905093		-0.70765734		1.0492058		0.23448944		-0.69682884		-1.0271535		1.1510572		0.14489937		No		Yes		Yes		U35_44k_v1_510		LOC_Os03g17020.2		gb|EAY89468.1| 2e-18  hypothetical protein OsI_010701 [Oryza sativa (indica cultivar-group)]		LOC_Os03g17020.2 4e-20 DNA binding protein putative expressed		ATTGTGTGGGAACAAAGGGGGTTGGTTCCTTGTATTAACTAGGAGAAAATAAACCAGAGC		4779		AT3G53710.2

		2685		CUST_8149_PI390587928		8.185424		7.550284		6.347557		6.494265		9.763581		9.48666		12.642453		10.914536		10.482272		10.980081		12.050323		7.8976097		2.9858825		3.8274302		78.514984		21.410868		4.913831		10.77635		52.083897		2.6451411		2.2968483		1.9363761		6.294896		4.4202714		1.5781574		3.4297967		5.7027655		1.4033446		Yes		Yes		Yes		U35_44k_v1_2685		LOC_Os06g08060.1		gb|AAP95024.1| 2e-43  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 3e-44 flavonol synthase/flavanone 3-hydroxylase putative expressed		GAACATATACACTGTGGCCAACACAACCCCCTTCTTTCAGGGACATTCTATCTGAGTACA		None		AT1G49390.1

		4763		CUST_15952_PI390587928		10.339377		10.637649		10.6661415		11.698567		10.661451		11.251119		13.340173		12.2882185		10.96405		10.876499		12.443845		12.3252945		1.2501264		1.5299346		6.3821		1.5048828		1.5418612		1.1800522		3.428799		1.5440582		0.6246729		0.6134701		2.6740313		0.5896511		0.32207394		0.2388506		1.7777033		0.6267271		Yes		Yes		Yes		U35_44k_v1_4763		LOC_Os05g33940.1		gb|EAY98033.1| e-118  hypothetical protein OsI_019266 [Oryza sativa (indica cultivar-group)]		LOC_Os05g33940.1 1e-119 hsr203J putative expressed		CGATCGACCTATGTGTGAGTTTTACGTCCATATATATGGGTGCTTCGAATAATTATTAAG		12649		AT5G06570.2

		19803		CUST_7073_PI390587928		8.186295		7.818007		6.612615		7.2778525		7.9135957		8.305642		8.401614		8.609708		8.264126		8.895625		8.334489		8.116424		-1.2080656		1.4021446		3.4557505		2.5172617		1.0554303		2.1105487		3.2986455		1.7882781		0.07783127		0.48763514		1.7889991		1.3318553		-0.27269888		1.0776181		1.7218738		0.8385711		No		Yes		Yes		U35_44k_v1_19803		LOC_Os02g46220.1		gb|EAY87115.1| 5e-85  hypothetical protein OsI_008348 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46220.1 1e-86 S-ribonuclease binding protein SBP1 putative expressed		CCTCTAGGAGAAATTCAATTGATATAAGTTGATTGTTAATGTTAATACCTTCCCGGCCAA		11797		AT4G17680.2

		15191		CUST_27046_PI390587928		4.4763827		4.2738814		3.289285		5.1126523		4.4451895		3.4587467		1.9072472		3.2833118		5.5178275		3.650273		1.9052728		3.9364767		-1.0218569		-1.7594625		-2.6063626		-3.5537457		2.0582879		-1.5407239		-2.6099317		-2.2597694		1.0414448		-0.81513476		-1.3820378		-1.8293405		-0.031193256		-0.62360835		-1.3840121		-1.1761756		Yes		No		No		U35_44k_v1_15191		LOC_Os09g33680.2		ref|NP_001063638.1| 0.0  Os09g0511600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g33680.1 0.0 cyanogenic beta-glucosidase precursor putative expressed		TTTGAAAGCGTGCCATTTTTTGACTTAAAGAACCAGTCGTCACCGTGGGTTCTGAGGGAA		2737		AT1G02850.2

		28720		CUST_31918_PI390587928		3.9819667		4.528372		3.8092191		4.64822		3.6369088		4.09671		3.6701024		4.602859		3.1377728		3.1821241		3.4786377		4.032642		-1.270202		-1.3487861		-1.1012307		-1.0319414		-1.7952614		-2.5424998		-1.2575201		-1.532172		-0.84419394		-0.4316616		-0.13911676		-0.045361042		-0.34505796		-1.3462477		-0.33058143		-0.6155782		No		Yes		Yes		U35_44k_v1_28720		LOC_Os09g12500.1		gb|EAZ44116.1| 4e-77  hypothetical protein OsJ_027599 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g12500.1 9e-79 EMB1381 putative expressed		AAAGTCGTTGATGAGCTTCTTGGACCAAACCCACGACAATTATGTGAGATATATATGCTG		27741		AT2G31340.1

		8411		CUST_31151_PI390587928		3.236987		4.400082		3.908137		5.389937		1.8553807		2.8597252		3.2266884		4.203445		1.4002231		1.7834172		2.2555125		5.4663296		-2.6055834		-2.9086645		-1.6037494		-2.2759864		-3.572079		-6.133306		-3.144051		1.0543784		-1.836764		-1.5403569		-0.6814487		-1.186492		-1.3816065		-2.616665		-1.6526246		0.07639265		Yes		No		No		U35_44k_v1_8411		LOC_Os12g17480.1		gb|EAZ18986.1| 1e-47  hypothetical protein OsJ_033195 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g16470.3 1e-46 MLA10 putative expressed		TGAAGAGAATTTTGCCACTGTTTTAAATGGTGTCCCCAATTCTTTGCCAAGCAAGATCCG		17428		AT5G43470.2

		21782		CUST_692_PI390587928		5.128627		5.282966		5.331059		5.8414483		5.180931		4.1922994		6.5219574		4.926801		5.248468		4.959698		5.490069		5.305578		1.0369197		-2.1297245		2.2829487		-1.8851079		1.0866152		-1.2511615		1.1165206		-1.4498162		0.1198411		-1.0906668		1.1908984		-0.9146471		0.052304268		-0.32326794		0.15900993		-0.5358701		No		Yes		Yes		U35_44k_v1_21782		LOC_Os01g19870.1		gb|EAY73681.1| e-109  hypothetical protein OsI_001528 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19870.1 1e-111 expressed protein		ACATTTTGGAATAAAAGGTGGGTTTAAGGGGCTGTTTGGTTCCCTATCTTAGGCAAAAAA		25577		AT1G28240.1

		26415		CUST_8997_PI390587928		9.461272		9.666085		10.586746		9.15908		9.301553		9.036751		9.767359		7.7991138		8.78327		9.224187		9.797172		8.659188		-1.11707		-1.5468513		-1.7646565		-2.566791		-1.5999229		-1.3583906		-1.7285647		-1.414107		-0.67800236		-0.62933445		-0.81938744		-1.3599658		-0.15971947		-0.44189835		-0.7895746		-0.49989128		No		Yes		Yes		U35_44k_v1_26415		LOC_Os05g36010.1		gb|EAY98174.1| 5e-50  hypothetical protein OsI_019407 [Oryza sativa (indica cultivar-group)]		LOC_Os05g36010.1 1e-51 subtilisin-like protease precursor putative expressed		ATCTCAACTACCCATCCTTCATCGCCTTCTTCGACACGACCGGAGAGAGGGCGTTCGTGA		22294		AT3G14240.1

		39762		CUST_29575_PI390587928		15.896295		15.279361		14.946949		12.06533		14.976449		14.795193		12.766965		12.232997		15.126323		15.138794		14.291938		10.278224		-1.8919128		-1.398779		-4.5314856		1.123241		-1.7052366		-1.1023381		-1.5746281		-3.451218		-0.76997185		-0.48416805		-2.179984		0.16766739		-0.9198456		-0.14056683		-0.6550112		-1.7871056		No		Yes		Yes		U35_44k_v1_39762		LOC_Os09g36680.1		gb|AAM80567.1| 2e-25  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 3e-22 ribonuclease 3 precursor putative expressed		GCCTGAACTCTGGACCATTATATTGTGCTATGTCTTTCCTATATGCTAATATAGAAGTAA		5057		0

		19600		CUST_39935_PI390587928		6.6851935		6.9617043		7.526146		6.8713646		6.4478745		6.2939224		6.3828907		5.6543617		6.532681		5.780288		6.367121		6.03368		-1.1788		-1.5886285		-2.2087884		-2.324633		-1.1115036		-2.2679927		-2.2330642		-1.7871796		-0.15251255		-0.66778183		-1.1432552		-1.2170029		-0.237319		-1.181416		-1.1590247		-0.83768463		No		Yes		Yes		U35_44k_v1_19600		LOC_Os04g45750.1		emb|CAE02791.2| 2e-72  OSJNBa0011L07.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45750.1 3e-74 expressed protein		GTGTCGCCCCCTTGTTTAGCGGTGATTAGTATAAGTGTTTTTTCTTGATAAATTTCGAAA		14030		AT1G76880.1

		20509		CUST_15184_PI390587928		12.586814		13.091031		13.089501		13.350262		12.184028		12.8074255		11.799316		12.460644		11.891204		12.029368		12.067978		12.883442		-1.3220587		-1.2172332		-2.445594		-1.8526855		-1.6195692		-2.0873358		-2.0300615		-1.3820596		-0.69561005		-0.28360558		-1.290185		-0.8896179		-0.40278625		-1.0616627		-1.0215235		-0.46681976		No		Yes		Yes		U35_44k_v1_20509		-		No hits found		No hits found		GCTAGCCGTGTTGGTTGTTTACGTATGTATAATTTCACTTGATGAATGAAGATAATGAAC		15338		0

		25264		CUST_22888_PI390587928		5.802258		5.538961		6.410452		5.596525		5.004864		4.7870646		4.8631372		4.4805255		4.635681		4.776563		5.057444		5.2955785		-1.7379587		-1.6840049		-2.9227262		-2.1674514		-2.2447844		-1.6963075		-2.5544412		-1.2319525		-1.1665769		-0.7518964		-1.5473146		-1.1159997		-0.7973938		-0.76239777		-1.3530078		-0.3009467		Yes		Yes		Yes		U35_44k_v1_25264		LOC_Os09g04440.2		gb|EAZ43826.1| 2e-91  hypothetical protein OsJ_027309 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g04440.2 5e-93 ATP binding protein putative expressed		TGATGCAGACCAAAATCGAAGACTTTGTCAAGAAAATGTCAGACCTTCTAAACATCGAGC		25566		AT5G35970.1

		10662		CUST_37852_PI390587928		9.371043		9.439515		9.912293		9.61659		9.019215		9.0854025		8.9789095		8.359735		8.893734		8.897273		9.262988		9.299277		-1.2761772		-1.2781992		-1.9097502		-2.3897421		-1.3921448		-1.4562339		-1.5684128		-1.2460071		-0.47730923		-0.35411263		-0.93338394		-1.256855		-0.35182858		-0.54224205		-0.64930534		-0.31731224		No		Yes		Yes		U35_44k_v1_10662		LOC_Os01g45360.1		gb|EAZ12859.1| 4e-14  hypothetical protein OsJ_002684 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45360.1 2e-29 vegetative cell wall protein gp1 precursor putative expressed		TGAGTTGTCACTGTACACTGAATTCATGTCGAGACAGAGGCTGTGTAGTACTCGGTAAGT		None		0

		19813		CUST_7053_PI390587928		5.921658		6.2392907		5.2645974		6.2142205		5.065763		5.716316		3.1456144		4.0276017		5.2482405		4.96528		3.6406353		4.866383		-1.8098812		-1.4369148		-4.3438764		-4.552373		-1.5948465		-2.4183292		-3.0822036		-2.545303		-0.67341757		-0.5229745		-2.118983		-2.1866188		-0.85589504		-1.2740107		-1.6239622		-1.3478374		Yes		Yes		Yes		U35_44k_v1_19813		LOC_Os09g04624.2		ref|NP_001062626.1| e-134  Os09g0132200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g04624.1 1e-136 anther-specific proline-rich protein APG precursor putative expressed		TACATACATACTCCTACAGAATTAAGGAAATCGGATACGTGTGAGCGGCCGCTGAACAAC		20806		AT2G04570.1

		24217		CUST_36950_PI390587928		4.0270343		3.9196708		4.0895066		3.250637		3.549287		3.308285		2.4799826		3.2090056		4.2626896		3.738495		2.1581776		2.6715238		-1.3925674		-1.527726		-3.0515115		-1.0292771		1.1774415		-1.1338075		-3.8140638		-1.4939307		0.23565531		-0.6113858		-1.609524		-0.04163146		-0.4777472		-0.18117571		-1.931329		-0.57911325		No		Yes		Yes		U35_44k_v1_24217		LOC_Os01g10800.1		gb|EAY72948.1| 2e-89  hypothetical protein OsI_000795 [Oryza sativa (indica cultivar-group)]		LOC_Os01g10800.1 3e-91 pentatricopeptide repeat protein PPR1106-17 putative expressed		CTGCGAAAATCAATAGGTGCATTCTCCTATCTGAAACGTTTTGGTTTGAGCAAGTTGTAA		50764		AT4G18750.1

		21892		CUST_195_PI390587928		6.556434		7.0148377		7.2605376		8.418462		7.964662		9.245823		10.429602		8.927016		8.513297		10.31527		10.3841715		10.13244		2.6541095		4.6945443		8.994631		1.422624		3.882169		9.85211		8.715805		3.280641		1.9568629		2.2309852		3.169064		0.50855446		1.4082279		3.3004327		3.1236339		1.7139778		Yes		Yes		Yes		U35_44k_v1_21892		-		No hits found		No hits found		TGAAGTTTAAAATCACTCCAGGGTGCATTCGATGGAATCTGCTTCTCCATTGTTAAAAAA		16356		0

		8093		CUST_8427_PI390587928		3.4665864		4.5645413		5.0637593		4.042957		3.047329		3.537503		4.0081654		3.6544225		2.7127457		2.8157027		3.191922		2.3780954		-1.337239		-2.0378366		-2.0785737		-1.3090628		-1.686276		-3.3608792		-3.659984		-3.170832		-0.7538407		-1.0270383		-1.055594		-0.3885343		-0.4192574		-1.7488387		-1.8718374		-1.6648614		Yes		No		No		U35_44k_v1_8093		LOC_Os06g35590.1		emb|CAH92633.1| 3e-74  pollen allergen Tri a 4 [Triticum aestivum]		LOC_Os06g35590.1 6e-55 reticuline oxidase precursor putative expressed		TTTCGCCGTCGTCGACCTCAACAACATGCGTACGGTGACGGTCGATGCCAAGGCCAGCAC		17708		AT4G20820.1

		46083		CUST_7553_PI390587928		7.718803		8.008723		8.066716		8.074278		8.09323		8.569771		8.956357		9.303005		7.993134		8.744615		9.049333		8.447228		1.2963248		1.4753401		1.8527148		2.3436017		1.2094332		1.6654261		1.9760458		1.2949986		0.2743311		0.56104755		0.8896408		1.2287273		0.37442732		0.73589134		0.9826164		0.37295055		No		Yes		Yes		U35_44k_v1_46083		LOC_Os04g47770.1		gb|AAT42161.1| 2e-61  putative cis-zeatin O-glucosyltransferase [Sorghum bicolor]		LOC_Os04g47770.1 4e-62 cis-zeatin O-glucosyltransferase putative expressed		GTGTGCCTTTTTCTCTTTGTGGAGGGAAGCACTTGGATCAGAAAAAAGATTTTTCAATCC		45672		AT2G15490.1

		27968		CUST_18053_PI390587928		4.7122855		4.5767193		5.7586255		5.1364326		4.302484		4.495759		3.9306002		4.353821		4.0395455		3.3641176		3.9815571		4.58336		-1.328503		-1.0577219		-3.5505078		-1.7202424		-1.5940976		-2.3175519		-3.4272902		-1.4672071		-0.67274		-0.080960274		-1.8280253		-0.78261185		-0.40980148		-1.2126017		-1.7770684		-0.55307245		Yes		Yes		Yes		U35_44k_v1_27968		LOC_Os01g55300.4		dbj|BAD87579.1| e-100  putative DNA polymerase [Oryza sativa Japonica Group]		LOC_Os01g55300.4 1e-101 DNA polymerase eta putative expressed		CTTTCTAGCATCACTGCCTGTGAAGAAGATGAAACAACTTTGGGGTAAGCTTGGGAGTTC		21389		AT5G44740.2

		41861		CUST_16172_PI390587928		4.1294093		4.310516		4.673982		4.654501		3.1963825		3.251022		3.7981899		3.4506881		3.2453187		3.4516964		3.3524177		3.8166864		-1.9092774		-2.0842001		-1.8350155		-2.3034763		-1.845601		-1.8135537		-2.4993699		-1.7873406		-0.88409066		-1.0594938		-0.87579226		-1.2038128		-0.9330268		-0.8588195		-1.3215644		-0.83781457		Yes		No		No		U35_44k_v1_41861		LOC_Os01g63220.2		ref|NP_001044818.1| 1e-16  Os01g0851000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63220.2 2e-18 protein kinase putative expressed		GAGGAGGAGCCGGCTGCGAAGCCCAAGACCCGCCGGACCAAGAAGTCCCCCGAGCAGGAG		37120		0

		9901		CUST_12378_PI390587928		5.089732		4.5722804		6.109693		6.5396504		4.9454217		4.5752387		4.8888297		4.921867		4.505549		3.3996274		5.1909356		5.9440613		-1.1052023		1.0020527		-2.3308616		-3.0690317		-1.49919		-2.2542584		-1.8904864		-1.5110896		-0.5841832		0.0029582977		-1.2208633		-1.6177835		-0.14431047		-1.172653		-0.91875744		-0.59558916		No		Yes		Yes		U35_44k_v1_9901		LOC_Os03g43930.2		gb|EAY91190.1| 1e-64  hypothetical protein OsI_012423 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43930.2 3e-66 class III HD-Zip protein 4 putative expressed		ACGCACCTCAGTAATCCTTCTGTGGCGACTACAGACACAAGCTGTGAGTCTGTTGTTACT		49230		AT2G34710.1

		6648		CUST_29972_PI390587928		10.543774		10.587445		10.605699		10.770762		11.140899		11.1544485		12.2939825		11.3129225		11.35909		11.521329		11.809944		10.944751		1.5126991		1.4814432		3.2227314		1.456151		1.7596837		1.9104118		2.3041675		1.128173		0.8153162		0.56700325		1.6882839		0.54216003		0.59712505		0.93388367		1.2042456		0.17398834		No		Yes		Yes		U35_44k_v1_6648		LOC_Os02g12870.1		gb|EAZ22274.1| 1e-64  hypothetical protein OsJ_005757 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12870.1 3e-66 expressed protein		GCGTTCATAGCTCATGTAGATTGGACATTTTTCTTACATTTGATATGCACAGCTGAATAT		22948		AT1G67060.1

		48135		CUST_26019_PI390587928		9.385518		9.750754		10.2485285		9.727215		8.844689		8.842392		7.3375344		7.5659957		8.516028		8.166013		8.153741		9.581071		-1.454808		-1.8769138		-7.521363		-4.4729266		-1.8270165		-2.9995406		-4.2716327		-1.1066077		-0.86948967		-0.9083624		-2.910994		-2.1612191		-0.5408287		-1.5847416		-2.0947876		-0.14614391		Yes		Yes		Yes		U35_44k_v1_48135		LOC_Os12g25470.1		No hits found		No hits found		GGAAAAGAACCAATGCGAGGTTTAGGTCCTGAAACCACAATAGATTATAATAATTTGGAT		None		0

		46917		CUST_33518_PI390587928		7.8114734		7.8996735		8.430625		8.2675905		8.477372		8.731221		9.300061		7.872917		8.574895		9.007942		9.251551		8.276721		1.5865564		1.7795935		1.8269489		-1.314645		1.6975117		2.1558678		1.7665391		1.0063488		0.76342154		0.83154774		0.86943626		-0.39467335		0.6658988		1.1082687		0.8209257		0.009130478		No		Yes		Yes		U35_44k_v1_46917		LOC_Os02g03950.3		gb|EAY84359.1| 1e-15  hypothetical protein OsI_005592 [Oryza sativa (indica cultivar-group)]		LOC_Os02g03950.3 3e-17 zinc finger C3HC4 type family protein expressed		CCTTTGTAAACCAGTTTGCATCTTACACACCATAAATACTAGGCTGCAATGCTGATCAAA		47592		AT1G50440.3

		2034		CUST_2433_PI390587928		6.7622657		6.3728905		6.1065574		5.401501		6.349132		6.9012146		11.369382		8.592952		6.8154035		7.9300904		10.881543		6.578367		-1.3315749		1.4422529		38.394413		9.13529		1.037519		2.9428213		27.37877		2.2608511		0.05313778		0.5283241		5.2628245		3.1914506		-0.41313362		1.5572		4.774986		1.176866		Yes		Yes		Yes		U35_44k_v1_2034		LOC_Os03g18850.1		ref|NP_001049857.1| 3e-67  Os03g0300400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18850.1 6e-69 pathogenesis-related protein 1 putative expressed		GTATTTGTAACCATCAAAGGGTGATGTTGTTTGATGATGTTGTTGCTTGCTTATGTATCT		5368		0

		7221		CUST_24499_PI390587928		11.884307		11.45312		11.915221		11.482615		12.352305		11.856339		12.603784		11.568494		12.685245		12.726285		12.216362		11.171193		1.3831892		1.3224555		1.6116767		1.0613338		1.742233		2.4169116		1.2321182		-1.2409306		0.80093765		0.40321922		0.6885624		0.08587837		0.4679985		1.2731647		0.3011408		-0.31142235		No		Yes		Yes		U35_44k_v1_7221		LOC_Os04g57850.1		gb|EAY96027.1| 1e-21  hypothetical protein OsI_017260 [Oryza sativa (indica cultivar-group)]		LOC_Os04g57850.1 3e-23 AMP-binding protein putative expressed		TATTATGTGGATGATGCATGTCGCCCTGCTGGTTATGTGAAGAAATGAGAGCACCCTTGT		19947		AT5G16370.1

		9767		CUST_5603_PI390587928		9.11781		9.257924		7.7048097		7.4968243		8.565589		8.340584		4.9125776		4.394871		8.333161		7.795685		5.3917975		5.862971		-1.4663416		-1.8886303		-6.9270067		-8.585803		-1.722673		-2.755357		-4.969195		-3.103408		-0.7846489		-0.9173403		-2.792232		-3.101953		-0.5522213		-1.4622393		-2.3130121		-1.6338534		Yes		Yes		Yes		U35_44k_v1_9767		LOC_Os10g33250.1		gb|ABF51011.1| 0.0  putative aldehyde decarbonylase enzyme CER1;1 [Hordeum vulgare]		LOC_Os10g33250.1 0.0 CER1 putative expressed		AGATACAGTTTCCATTATGGACTGAAAAAGGAGAAGGAAGCAATCAATGACCTGATTGAG		20956		AT1G02205.2

		28436		CUST_27533_PI390587928		7.8430266		8.307279		8.117026		7.734571		7.414545		7.694836		6.537722		7.3471246		7.4094615		7.011402		6.689518		7.506272		-1.3458164		-1.5288453		-2.988257		-1.308076		-1.350567		-2.4552612		-2.6898177		-1.171453		-0.43356514		-0.6124425		-1.5793042		-0.3874464		-0.42848158		-1.2958765		-1.4275084		-0.22829914		No		Yes		Yes		U35_44k_v1_28436		LOC_Os12g40279.1		gb|EAZ21079.1| 4e-67  hypothetical protein OsJ_035288 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40279.1 1e-68 protein kinase domain containing protein expressed		TCCTAAAAATACCTTTCAGATTGAAGCACTGATTGCTGGTCCCAGTATCAGGTTATCCTT		27305		0

		10838		CUST_2854_PI390587928		5.9936905		6.284372		6.829214		6.132927		5.7402897		5.517492		3.480058		4.3252425		5.0436435		4.8315773		4.4779916		5.9138923		-1.1920137		-1.701586		-10.190522		-3.5007994		-1.9319357		-2.737378		-5.1025643		-1.1639545		-0.950047		-0.76688004		-3.3491561		-1.8076844		-0.2534008		-1.4527946		-2.3512225		-0.21903467		Yes		Yes		Yes		U35_44k_v1_10838		LOC_Os04g46660.1		ref|NP_001053503.1| 5e-15  Os04g0552300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46660.1 1e-16 cyclin-dependent protein kinase putative expressed		ACCAGCAGAGAGTTCTTGGAGAAATGGCTTCCGATGAGCTTGGGTAGACGCGTGCGCCTT		37137		0

		17092		CUST_5483_PI390587928		10.021972		10.24051		10.316678		10.021624		10.463531		10.704601		11.782406		10.582679		10.86296		11.115245		11.264729		10.110524		1.358071		1.3794482		2.7620277		1.4753479		1.7912767		1.8336711		1.929264		1.0635594		0.84098816		0.4640913		1.4657278		0.5610552		0.44155884		0.8747349		0.9480505		0.088900566		No		Yes		Yes		U35_44k_v1_17092		LOC_Os07g48430.1		gb|EAZ05169.1| e-180  hypothetical protein OsI_026401 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48430.1 0.0 nucleoside-triphosphatase putative expressed		GAGATGGGCATAAACACATTCTTCACTTACCGTAAATGCATTGTTCGTTGCCTTAAAAAA		8504		AT5G18280.1

		39268		CUST_31229_PI390587928		12.526429		12.397555		13.406713		13.353043		12.5316515		12.262215		11.99738		12.405011		12.402206		12.005302		12.268548		12.89005		1.0036263		-1.0983522		-2.656142		-1.9292384		-1.0899204		-1.3124413		-2.201008		-1.3783982		-0.124222755		-0.13534069		-1.4093323		-0.9480314		0.0052223206		-0.39225292		-1.1381645		-0.46299267		No		Yes		Yes		U35_44k_v1_39268		LOC_Os08g02094.1		gb|EAZ41293.1| 2e-53  hypothetical protein OsJ_024776 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02094.1 3e-55 anther-specific proline-rich protein APG putative expressed		CCAGACGTGTGTCTGCCGCGTGCAAAATTAAATTGAATGGACTATATGCTTGACAAAAAA		None		AT1G71691.1

		20697		CUST_24621_PI390587928		8.855537		8.400303		7.654442		9.636551		10.680266		10.356374		12.104449		11.378732		10.964786		11.256276		11.805046		11.08903		3.5424044		3.8800383		21.856756		3.3454049		4.314664		7.2399173		17.76055		2.7367797		2.1092482		1.9560709		4.4500074		1.7421808		1.824729		2.8559732		4.1506042		1.4524794		Yes		Yes		Yes		U35_44k_v1_20697		LOC_Os07g03890.1		dbj|BAC24931.1| 0.0  putative receptor-type protein kinase LRK1 [Oryza sativa Japonica Group]		LOC_Os07g03930.1 0.0 lectin-like receptor kinase 7 putative expressed		AAACAGTTGTAGATTGAGCTTCTACTTGTTTGAAATTAAAAGGACTGCCAGTTACTAGTC		20331		AT2G37710.1

		46871		CUST_36484_PI390587928		13.459282		13.761589		13.839152		13.876203		13.009322		13.4817505		12.2671385		12.457433		12.511809		12.660908		12.593114		13.422881		-1.3660022		-1.214059		-2.9731946		-2.6735744		-1.9284912		-2.1445594		-2.3718922		-1.3691889		-0.9474726		-0.27983856		-1.5720139		-1.4187698		-0.44995975		-1.1006813		-1.2460384		-0.45332146		No		Yes		Yes		U35_44k_v1_46871		LOC_Os07g38730.1		gb|ABS72026.1| 3e-13  putative alpha-tubulin [Olea europaea]		LOC_Os07g38730.1 7e-15 tubulin alpha-1 chain putative expressed		GTACTGTGCCATGTTAGTACCACGGAGGTTTCTGTTTATTGACTATATGCTGAGTGCAAA		411		AT5G19780.1

		21573		CUST_18213_PI390587928		8.753062		9.0878935		8.445695		8.373263		9.401595		9.004447		9.968831		8.315249		9.526593		9.329327		9.631006		8.720506		1.5675733		-1.0595462		2.8741515		-1.0410316		1.7094485		1.1821665		2.2741246		1.2721267		0.77353096		-0.0834465		1.5231361		-0.058013916		0.64853287		0.24143314		1.1853113		0.34724236		No		Yes		Yes		U35_44k_v1_21573		LOC_Os08g15840.5		gb|EAZ06252.1| e-126  hypothetical protein OsI_027484 [Oryza sativa (indica cultivar-group)]		LOC_Os08g15840.5 1e-126 XBAT32 putative expressed		AGGGAGTTTGGTAATTCAAACTTGTGCAGCATCTGTTCATGTCTATCTGTTTGTTTGTAT		17859		AT5G57740.1

		30077		CUST_1340_PI390587928		4.3766937		4.667547		5.7738166		4.6618		3.4997702		3.4766216		3.9308226		3.3909914		3.3247502		3.08072		2.8580387		3.5432155		-1.836455		-2.2829916		-3.5875378		-2.4129674		-2.073321		-3.0038803		-7.5463443		-2.171338		-1.0519435		-1.1909256		-1.842994		-1.2708085		-0.87692356		-1.5868273		-2.915778		-1.1185844		Yes		Yes		Yes		U35_44k_v1_30077		LOC_Os08g40390.1		ref|NP_001062233.1| 1e-30  Os08g0515100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40390.1 2e-32 flavonol sulfotransferase-like putative		AGCTTTGTTCCAAAGGCGGAAGGGTTCTGGGTGCTGTATCAAGGCTGTTGGCTCAGAGCC		29781		AT2G03750.1

		5351		CUST_16628_PI390587928		12.707718		12.459572		13.630126		13.22319		12.639923		12.439582		12.373359		12.524243		12.623784		12.345956		12.717498		13.293499		-1.0481133		-1.0139524		-2.389597		-1.6233195		-1.0599042		-1.0819366		-1.8824717		1.0499413		-0.08393383		-0.019989967		-1.2567673		-0.69894695		-0.0677948		-0.11361599		-0.9126282		0.070308685		No		Yes		Yes		U35_44k_v1_5351		LOC_Os05g34670.1		ref|NP_001055572.1| e-114  Os05g0419500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34670.1 1e-116 nucleic acid binding protein putative expressed		TGTGGACAGCCATGGTTGGTGCAAGTCTAAATAAGATTTGTTTTCCCCAATGGTAAAAAA		15468		AT1G09660.1

		15753		CUST_21512_PI390587928		12.7408905		12.956876		12.587105		12.033795		12.483711		12.841329		11.385915		11.425827		12.364827		12.521343		11.647067		11.641388		-1.1951396		-1.0833858		-2.2992926		-1.5241114		-1.2977958		-1.35241		-1.9185784		-1.3125819		-0.37606335		-0.11554718		-1.20119		-0.60796833		-0.25717926		-0.43553257		-0.9400377		-0.39240742		No		Yes		Yes		U35_44k_v1_15753		LOC_Os04g02900.1		ref|NP_001052065.1| 0.0  Os04g0119400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g02900.1 0.0 pyruvate dehydrogenase E1 component alpha subunit putative expressed		ACTCTACATGTATCTGGGTTGTAGTAATTGGTACAGAATTTATATTGGAAGGCATGTGAA		4635		AT1G01090.1

		20940		CUST_31783_PI390587928		12.055106		11.955972		11.7817335		11.152435		11.9257965		11.954473		10.2093315		10.84605		11.77769		11.517281		10.644519		10.844653		-1.0937701		-1.0010397		-2.9739945		-1.2366053		-1.2120223		-1.3553741		-2.1995595		-1.2378033		-0.27741623		-0.001499176		-1.572402		-0.30638504		-0.12930965		-0.43869114		-1.1372147		-0.30778217		No		Yes		Yes		U35_44k_v1_20940		LOC_Os05g51540.1		gb|EAY99258.1| 5e-19  hypothetical protein OsI_020491 [Oryza sativa (indica cultivar-group)]		LOC_Os05g51540.1 2e-20 expressed protein		TCTTGTTGCTTGTGTTGCTCTATGCTTCTTCAACATAAGGATCTGGTTTGTCGCAAAAAA		14709		AT1G55160.2

		36655		CUST_10013_PI390587928		12.3133955		12.049217		12.312938		12.209561		11.940478		11.597084		11.219621		11.385905		11.872741		11.481659		11.370243		11.954555		-1.2949686		-1.3680615		-2.1336403		-1.7698855		-1.3572202		-1.4820132		-1.922115		-1.1933414		-0.44065475		-0.45213318		-1.093317		-0.8236561		-0.37291718		-0.5675583		-0.94269466		-0.2550068		No		Yes		Yes		U35_44k_v1_36655		-		No hits found		No hits found		CCAGATTTGTACAAAGTCTCAGTAATTTCTATCGTATCATAAATTTACCTTGAGGGTGAC		4586		0

		11057		CUST_30269_PI390587928		4.711588		4.5481524		4.4476724		4.6892657		5.911934		6.7410703		8.064311		7.0126967		6.6668015		7.5371118		7.4159036		5.291378		2.2979476		4.572293		12.266389		5.0052114		3.8777332		7.939011		7.825762		1.5179374		1.9552135		2.1929178		3.6166387		2.323431		1.200346		2.9889593		2.9682312		0.6021123		Yes		Yes		Yes		U35_44k_v1_11057		LOC_Os05g41370.1		ref|NP_001055917.1| 1e-87  Os05g0493100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41370.1 2e-89 receptor-like protein kinase homolog RK20-1 putative expressed		TCCCCAACAGAAGCCTCGACAAGATTCTATTCGATCCTGCGAGGCGCCAGGAGCTTACCT		30682		AT4G23180.1

		16940		CUST_30054_PI390587928		8.850573		9.071033		8.933789		9.442489		9.127906		9.193345		9.990125		9.507831		9.235679		9.538413		9.876996		9.598113		1.2119526		1.0884782		2.0796423		1.046333		1.3059558		1.3825969		1.9227974		1.1139036		0.3851061		0.122312546		1.0563354		0.06534195		0.27733326		0.46738052		0.9432068		0.15562439		No		Yes		Yes		U35_44k_v1_16940		LOC_Os02g02524.1		ref|NP_001045685.1| 1e-67  Os02g0117200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02524.1 4e-78 MIR-interacting saposin-like protein precursor putative expressed		GTTGAGAACATTCAAACTCTGAGAATTATTTTGCATACTGAATTACAGTTACCAGCATGG		6651		AT1G42480.1

		44542		CUST_17391_PI390587928		11.332936		11.269012		11.214954		11.496411		11.550408		11.631515		12.637498		11.356168		11.754647		12.453166		12.368955		11.411368		1.1626945		1.2856537		2.6805768		-1.1020912		1.3395152		2.2723005		2.2253008		-1.0607194		0.42171097		0.3625021		1.4225435		-0.14024353		0.21747208		1.1841536		1.1540003		-0.08504295		No		Yes		Yes		U35_44k_v1_44542		LOC_Os02g08180.1		ref|NP_001046076.1| 8e-08  Os02g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08180.1 1e-09 protein transport protein SEC61 gamma subunit putative expressed		GGCCCAAAGTTTGTTTTGAAGTTGTTGTTAAAAACCTGTTTTTTGAGAAATTGTCACCAG		42400		0

		44820		CUST_13275_PI390587928		6.8556366		5.3902917		6.2633476		5.5574875		5.1110654		5.414763		5.0077357		4.796878		5.25663		4.9810753		5.000029		5.532335		-3.3509524		1.0171069		-2.3876839		-1.6942064		-3.0293467		-1.3279643		-2.4004726		-1.0175874		-1.5990067		0.024471283		-1.2556119		-0.7606096		-1.7445712		-0.4092164		-1.2633185		-0.025152683		No		Yes		Yes		U35_44k_v1_44820		-		No hits found		No hits found		CCAAAGCAATGCACATACTCCTATACGAATATGTCTAGCAATAATTATGTCCACTTCATT		42986		0

		30615		CUST_2933_PI390587928		5.061972		5.6313224		5.10692		5.844435		4.645742		4.515855		3.443971		3.7370331		4.38104		4.783257		3.3250172		5.4951606		-1.334436		-2.1666522		-3.1666312		-4.3091464		-1.6031752		-1.8000854		-3.4387937		-1.2739199		-0.68093204		-1.1154675		-1.6629488		-2.107402		-0.4162302		-0.8480654		-1.7819026		-0.34927464		Yes		No		No		U35_44k_v1_30615		LOC_Os01g57710.1		gb|EAY76095.1| 4e-67  hypothetical protein OsI_003942 [Oryza sativa (indica cultivar-group)]		LOC_Os01g57710.1 1e-68 expressed protein		TTCACAGCCTATATCATATACGCAAAGAGGAAGAAGCAGGCTACGCATCACCACGAAGAT		30610		AT1G11540.1

		41523		CUST_8045_PI390587928		6.503038		5.9498467		5.9816375		6.7797446		7.367733		7.092907		7.681952		7.212826		7.225305		7.4658656		7.366434		7.1272826		1.8209548		2.20849		3.249718		1.3501139		1.6497725		2.8600073		2.6113515		1.2723874		0.72226715		1.1430602		1.7003145		0.43308115		0.8646951		1.5160189		1.3847966		0.347538		Yes		Yes		Yes		U35_44k_v1_41523		-		gb|EAZ07690.1| 2e-15  hypothetical protein OsI_028922 [Oryza sativa (indica cultivar-group)]		LOC_Os08g41190.1 6e-15 ATBPM1 putative		ACATACTGCAGAGGACATTTCAAACCTTTGAAACCAACGGAGATAAAGGCCGCCGTGATT		39788		AT3G06190.2

		50253		CUST_25245_PI390587928		2.1715353		2.5963619		1.796188		4.114772		2.5322492		5.748737		7.0178876		5.642973		3.5686274		6.2559714		6.685905		5.3507514		1.2840612		8.89118		37.31541		2.8842597		2.633702		12.63724		29.645004		2.3554122		1.3970921		3.152375		5.2216997		1.5282011		0.36071396		3.6596096		4.889717		1.2359796		Yes		Yes		Yes		U35_44k_v1_50253		LOC_Os11g35860.1		ref|NP_001063935.1| 4e-89  Os09g0562600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38910.1 9e-91 OsWAK92 - OsWAK receptor-like protein kinase expressed		CTTCACTCATCAGTTTCAATCCCAATCATCCATAGAGATATCAAGTCTAGTAACATACTT		52321		AT1G21270.1

		13223		CUST_17088_PI390587928		14.1826515		14.477318		14.64775		14.406082		13.793758		13.944247		13.267188		13.434158		12.8946		13.317113		13.46418		13.926094		-1.3093884		-1.4470056		-2.6036975		-1.9614544		-2.4419804		-2.2348917		-2.2713814		-1.3947321		-1.2880516		-0.53307056		-1.3805618		-0.9719238		-0.38889313		-1.1602049		-1.1835699		-0.4799881		Yes		No		No		U35_44k_v1_13223		LOC_Os12g39640.1		gb|EAY83694.1| 3e-17  hypothetical protein OsI_037653 [Oryza sativa (indica cultivar-group)]		LOC_Os12g39640.1 1e-17 DNA binding protein putative expressed		TAACTGAACTGACGTGAGTCCTTGGGTTACACTGTATTAAAGATATGAGCTATGTTATTA		23531		AT2G03500.1

		11358		CUST_20766_PI390587928		5.8031764		5.875502		4.957396		5.7437425		5.0586944		4.8598247		2.5717733		4.9024563		4.434047		4.5448303		3.2714827		3.0954049		-1.6753727		-2.021852		-5.225694		-1.7916467		-2.583146		-2.5151978		-3.2174401		-6.2694445		-1.3691292		-1.0156775		-2.3856227		-0.8412862		-0.74448204		-1.3306718		-1.6859133		-2.6483376		Yes		No		No		U35_44k_v1_11358		LOC_Os02g51110.1		ref|NP_001105637.1| 3e-48  NOD26-like membrane integral protein ZmNIP2-1 [Zea mays]		LOC_Os02g51110.1 5e-45 aquaporin NIP4.2 putative expressed		CAAGTGTATCTCTCCTGCAATTGCAGTACATAAAACACCCCGTGGCTTTGGTTGAAAAAA		30634		AT4G18910.1

		1468		CUST_13682_PI390587928		6.5048275		3.745664		5.0259414		3.479808		6.1108594		2.8195648		9.344377		5.194981		6.1698422		4.199605		8.441876		2.7409		-1.3140026		-1.9001312		19.951637		3.2833602		-1.2613645		1.3697771		10.673305		-1.6689122		-0.33498526		-0.92609906		4.318435		1.715173		-0.3939681		0.4539411		3.415935		-0.73890805		No		Yes		Yes		U35_44k_v1_1468		LOC_Os03g18130.1		gb|ABF95401.1| 0.0  Asparagine synthetase, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18130.1 0.0 asparagine synthetase putative expressed		GATGGATCGCCTGTAGAACAAGACCGTGAATCAAGTGAACTTGTGATGTATTGATCGATC		5164		AT5G65010.1

		30232		CUST_1558_PI390587928		4.742722		4.993544		5.2657385		4.910194		3.774318		4.362707		4.072586		4.1224785		3.8171463		3.6222649		3.7757146		4.417736		-1.9566749		-1.5484631		-2.2865183		-1.7263386		-1.8994421		-2.5869985		-2.808936		-1.4068396		-0.92557573		-0.63083696		-1.1931524		-0.78771544		-0.96840405		-1.3712792		-1.4900239		-0.49245787		Yes		No		No		U35_44k_v1_30232		LOC_Os05g09360.1		gb|EAY96808.1| 4e-34  hypothetical protein OsI_018041 [Oryza sativa (indica cultivar-group)]		LOC_Os05g09360.1 5e-36 expressed protein		CCGAATAGCTATGGGAGCAAAGGTGGGTCTACTAGCGTCGAGAAGGATTATGGTGGTGGG		30045		AT5G11700.2

		24391		CUST_40708_PI390587928		8.8207035		8.897823		10.040779		8.820352		8.694119		9.072704		8.6024065		7.6499934		9.037266		9.383777		9.15825		8.875932		-1.0917058		1.1288713		-2.7101498		-2.2506757		1.1619616		1.400511		-1.8436046		1.039277		0.21656227		0.17488098		-1.4383726		-1.1703582		-0.12658405		0.48595333		-0.88252926		0.05558014		No		Yes		Yes		U35_44k_v1_24391		LOC_Os09g26960.1		gb|EAZ09260.1| 5e-83  hypothetical protein OsI_030492 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26960.1 2e-84 flavonoid 3-monooxygenase putative expressed		TAAGAGCAGGTGTACTGGCTACTGCCGGTCCATTAGATGAAGAAAAGCAAGTTCAGGTTA		35829		AT2G40890.1

		782		CUST_6583_PI390587928		9.788272		10.012586		9.187882		9.830444		9.965244		10.313351		11.24025		10.78481		10.349784		11.041519		10.667824		9.930698		1.1305089		1.2317975		4.14786		1.9377276		1.475815		2.0405152		2.7893739		1.0719622		0.561512		0.30076504		2.0523672		0.95436573		0.17697239		1.0289335		1.4799414		0.10025406		No		Yes		Yes		U35_44k_v1_782		LOC_Os12g08130.1		gb|EAY82481.1| e-128  hypothetical protein OsI_036440 [Oryza sativa (indica cultivar-group)]		LOC_Os12g08130.1 1e-130 amino acid transporter putative expressed		GGATTCTAATTCTGTACCGGAGGAAAAAACATACAGTACATATGCGCTTAAACATGATTA		2999		AT5G09220.1

		28908		CUST_30070_PI390587928		6.5956726		6.9169807		7.872589		7.4965672		6.491937		6.466253		6.8089356		6.7244306		6.1191773		6.050143		6.431689		7.2458997		-1.074552		-1.3667297		-2.090218		-1.7077972		-1.3913596		-1.8236616		-2.7149024		-1.1897575		-0.47649527		-0.45072794		-1.0636535		-0.7721367		-0.10373545		-0.866838		-1.4409003		-0.25066757		No		Yes		Yes		U35_44k_v1_28908		LOC_Os08g30480.1		ref|NP_001061734.1| 2e-29  Os08g0395300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30480.1 3e-26 AP-4 complex subunit sigma-1 putative expressed		CCTGATGCAAGAGTAAAGTTGATTCCGGCACAAGACATCACTTATGTACGACATGGAAAG		28024		AT2G19790.1

		24861		CUST_11954_PI390587928		8.141307		8.286907		7.857254		7.628366		8.1265		8.038765		9.168903		8.774601		8.282478		8.211255		8.765886		7.7409472		-1.0103161		-1.1876768		2.4822516		2.2133553		1.1028003		-1.0538373		1.877265		1.0811609		0.14117146		-0.24814224		1.3116493		1.146235		-0.014806747		-0.07565212		0.9086323		0.11258125		No		Yes		Yes		U35_44k_v1_24861		LOC_Os08g34950.1		gb|EAZ42938.1| e-108  hypothetical protein OsJ_026421 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34950.1 1e-109 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein putative expressed		CATATGAGAGACGATGAATCGTTAGTTGGATGTTTCCTTTCTGTTGTTTTTGTTGAGAAA		7593		AT4G33240.1

		1807		CUST_21603_PI390587928		12.0144		11.925826		11.507168		11.799554		12.544793		12.925622		13.171627		12.442683		13.04546		13.368581		13.003254		11.767131		1.4443232		1.9997171		3.169948		1.561713		2.0435255		2.7183943		2.8207643		-1.0227283		1.0310602		0.9997959		1.6644592		0.64312935		0.5303936		1.4427547		1.4960861		-0.03242302		No		Yes		Yes		U35_44k_v1_1807		LOC_Os05g04520.1		ref|NP_001054576.1| 0.0  Os05g0135800 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04520.1 0.0 pto kinase interactor 1 putative expressed		GTTCATCAGACGAGAAAAGAAGGAAGAAAATAAACACTGCTGCGTGTGATCTTATGAAAA		5016		AT2G47060.2

		38374		CUST_444_PI390587928		6.4122186		6.5137386		7.010962		6.530796		6.1150565		5.875468		5.5059533		5.2034597		6.26934		6.121736		5.7414455		6.224083		-1.228725		-1.5564625		-2.8382638		-2.5093894		-1.1041058		-1.3122137		-2.4108076		-1.2368865		-0.14287853		-0.63827085		-1.5050087		-1.3273363		-0.29716206		-0.39200258		-1.2695165		-0.3067131		No		Yes		Yes		U35_44k_v1_38374		-		No hits found		No hits found		CCTTTTACGTACGAATTTGAAGATATGCTTTTATCTACTCCCTCCATCCATATATCTAGA		34322		0

		5055		CUST_12596_PI390587928		8.364923		7.8030114		8.033038		8.870273		7.7895055		7.632536		10.3355875		10.920777		7.291786		7.329529		10.27846		10.533154		-1.4901081		-1.1254294		4.9332876		4.1425085		-2.1040025		-1.3884571		4.741756		3.166482		-1.0731363		-0.17047548		2.3025494		2.0505047		-0.57541704		-0.4734826		2.2454214		1.6628809		No		Yes		Yes		U35_44k_v1_5055		LOC_Os11g41850.1		ref|NP_001068332.1| e-180  Os11g0637200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g41850.1 0.0 sugar transporter family protein putative expressed		AACAAAATGTGTAAACTCTTTTGTGTTTGCATCGTCGACAGGAATCAATAAAGAACGTCC		11005		AT3G18830.1

		5097		CUST_6111_PI390587928		3.106513		2.8990288		1.8259888		4.6329713		1.4275389		1.2425737		1.6616937		1.9674257		1.4321443		1.5038261		1.250636		3.1378639		-3.2020018		-3.1524098		-1.1206183		-6.3446712		-3.1917965		-2.630255		-1.4900417		-2.8188515		-1.6743687		-1.656455		-0.16429508		-2.6655455		-1.6789742		-1.3952026		-0.5753528		-1.4951074		Yes		Yes		Yes		U35_44k_v1_5097		LOC_Os02g01590.1		dbj|BAE19752.1| 5e-25  fructan:fructan 1-fructosyltransferase [Triticum aestivum]		LOC_Os02g01590.1 7e-22 beta-fructofuranosidase 1 precursor putative expressed		ATGATGATGTTCGTCACTTGTAAATCAATTATGGGTGAATTAAAAGGGCATGGATGCCAC		13653		0

		14571		CUST_6664_PI390587928		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		1.4440807		1.6306252		16.05158		2.147236		1.8420368		2.745766		9.559139		-1.2189515		0.8813019		0.70542526		4.0046434		1.1024809		0.53015137		1.4572086		3.2568808		-0.28564072		Yes		Yes		Yes		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		TGTGAAGGTAGTTGTGGCTGACAACGTTCATGACGTGGTCTTCAAATCTGGCAAAAATGT		725		AT1G21750.1

		43038		CUST_34375_PI390587928		5.20563		5.032131		5.1699715		5.6128597		5.9691796		6.7523284		8.408893		7.8536954		6.3304753		7.137287		8.067063		6.891037		1.6976627		3.2948143		9.440879		4.726708		2.1807818		4.3024426		7.449233		2.4253237		1.1248455		1.7201972		3.2389212		2.2408357		0.7635498		2.105156		2.8970919		1.2781773		Yes		Yes		Yes		U35_44k_v1_43038		LOC_Os09g36290.2		gb|EAZ09865.1| 2e-75  hypothetical protein OsI_031097 [Oryza sativa (indica cultivar-group)]		LOC_Os09g36290.2 5e-77 phosphatase DCR2 putative expressed		GTTGGTGGGGTTGAAGGAACACTGCTGGCTAACAAATCAGTGCTCAACATGTATTTTCTT		39184		AT5G63140.1

		13492		CUST_33919_PI390587928		6.162819		5.3954053		6.27438		7.1389694		6.211227		5.3158107		4.6796875		5.9820466		5.1146617		4.437263		4.857044		6.8480244		1.0341232		-1.0567211		-3.0203018		-2.229813		-2.0678868		-1.9428066		-2.6709185		-1.2234415		-1.0481572		-0.07959461		-1.5946927		-1.1569228		0.04840803		-0.9581423		-1.417336		-0.29094505		No		Yes		Yes		U35_44k_v1_13492		LOC_Os08g09920.2		ref|NP_001061190.1| 2e-36  Os08g0197200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g09730.1 5e-38 F-box domain containing protein expressed		AACAACGTGTCCATGGACAGCCGCACCTTCTCGGGGCTCTGTTCTAAGTGTACTTCTTTG		26485		0

		3498		CUST_15195_PI390587928		10.5575075		10.689216		9.135455		10.734596		10.594821		12.602776		11.943516		13.424439		10.7902155		12.12614		12.063374		10.200945		1.0262011		3.7673757		7.003425		6.4524326		1.1750385		2.70743		7.610116		-1.4475883		0.23270798		1.9135599		2.8080606		2.6898432		0.03731346		1.436924		2.9279184		-0.53365135		Yes		No		No		U35_44k_v1_3498		LOC_Os05g46020.1		gb|EAY98838.1| 3e-45  hypothetical protein OsI_020071 [Oryza sativa (indica cultivar-group)]		LOC_Os05g46020.1 6e-47 OsWRKY7 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		AGATCAGATGCTCCACTGTACTCAACAACGTAAAAAAGAAAAAAGATGTCAGCCAGATGG		10168		AT5G64810.1

		15768		CUST_10402_PI390587928		1.3601128		2.2436068		1.3790056		2.0611603		1.4036382		1.7375422		7.305502		6.115763		2.366916		1.7746524		6.9032464		2.7709382		1.0306293		-1.420171		60.820953		16.617168		2.0094535		-1.384106		46.021656		1.6355523		1.0068032		-0.50606465		5.9264965		4.0546026		0.043525457		-0.46895444		5.524241		0.70977783		Yes		Yes		Yes		U35_44k_v1_15768		LOC_Os05g42190.1		ref|NP_001055969.1| 4e-66  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 9e-68 flavoprotein wrbA putative expressed		CCGTACTGGTTTCTAGAGTATATCTTGTTTCGAATGAATAAATAAATAACGCGTGCACGT		5216		AT4G27270.1

		50768		CUST_8567_PI390587928		8.44171		9.099355		9.63531		8.878278		7.5598426		7.896127		7.53804		7.055828		7.1871758		7.241759		7.7110806		8.545891		-1.8427596		-2.302542		-4.2789893		-3.5368123		-2.385902		-3.6240325		-3.7953413		-1.2590948		-1.2545347		-1.2032275		-2.09727		-1.8224497		-0.8818679		-1.8575959		-1.9242296		-0.33238697		Yes		No		No		U35_44k_v1_50768		LOC_Os10g30410.1		No hits found		No hits found		GTACATACTGCTCCTAGTCCATACGGGAAGATGAAACTTTGGAGATTTTGTTTGAAAAAA		None		0

		5865		CUST_39225_PI390587928		11.421192		11.504781		11.718709		11.249503		11.388206		11.301938		10.4822645		10.699799		10.965455		11.170983		10.963693		11.257286		-1.023128		-1.150964		-2.3561714		-1.4637859		-1.3714833		-1.2603264		-1.6876507		1.0054092		-0.4557371		-0.20284271		-1.2364445		-0.54970455		-0.03298664		-0.33379745		-0.7550163		0.007782936		No		Yes		Yes		U35_44k_v1_5865		LOC_Os01g07090.1		gb|EAY72662.1| e-121  hypothetical protein OsI_000509 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07090.1 1e-122 protein phosphatase 2C homolog 7 putative expressed		GTACGGGCATATTTGCTAGTTGCCATGAATTTAATTTAAGAGATCTGGTTCATGAGAAAA		13371		AT2G30170.1

		29826		CUST_40331_PI390587928		4.3565383		4.421359		4.5031543		4.650326		3.5550823		3.761363		3.7149591		3.431091		3.4317188		3.2834275		3.0701888		3.6926181		-1.7428591		-1.5800782		-1.7269126		-2.3282318		-1.8984467		-2.2006528		-2.7000115		-1.9422214		-0.92481947		-0.65999603		-0.78819513		-1.2192347		-0.801456		-1.1379316		-1.4329655		-0.95770764		Yes		No		No		U35_44k_v1_29826		-		No hits found		LOC_Os04g13874.1 2e-04 ligA putative		TCTCCTTGCCACTTCGGGCCGCCACGAACGGCTCTGCCCTATTCTAAAATTCGCACGCCT		29321		0

		14991		CUST_2200_PI390587928		12.012341		11.93243		11.645392		12.103093		11.512146		11.60284		9.604713		10.666081		11.075274		11.018024		10.094403		11.93481		-1.4144043		-1.256656		-4.1143913		-2.7075946		-1.9146307		-1.8847927		-2.9301796		-1.1237206		-0.9370661		-0.32958984		-2.040679		-1.4370117		-0.50019455		-0.9144058		-1.5509892		-0.16828346		Yes		Yes		Yes		U35_44k_v1_14991		LOC_Os01g70270.4		ref|NP_001045270.1| 1e-14  Os01g0927600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70270.4 2e-16 auxin response factor 2 putative expressed		TGACAGTGGTAGTAGTACATGTATGTCTGATCGATCCTGTTTAATGTATGATTGATGGAA		1665		AT5G62000.3

		28673		CUST_28269_PI390587928		2.912696		3.2071884		5.724594		4.6884494		2.4343622		2.0869105		4.2813754		2.986391		2.773826		2.4429595		4.1120925		4.351088		-1.3931336		-2.1738884		-2.7192688		-3.2536483		-1.1010424		-1.6984619		-3.057816		-1.2634437		-0.13887		-1.1202779		-1.4432187		-1.7020583		-0.4783337		-0.7642288		-1.6125016		-0.33736134		Yes		Yes		Yes		U35_44k_v1_28673		LOC_Os11g04210.1		ref|NP_001065695.1| 1e-35  Os11g0137200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04210.1 3e-37 hydroxymethylglutaryl-CoA lyase mitochondrial precursor putative expressed		ATAAATAAGAATCATTACTATCCATATGTTTTCCCCTTTGCTCGGTCGATGAATGACTGA		27674		0

		5951		CUST_18148_PI390587928		10.723969		10.954822		10.31323		11.052193		11.08646		12.064411		11.623973		11.277209		11.324994		12.153197		11.491019		10.833489		1.2856435		2.1578424		2.480693		1.1687907		1.5167935		2.2948115		2.262299		-1.1636871		0.6010246		1.1095896		1.3107433		0.2250166		0.36249065		1.1983757		1.1777897		-0.21870327		No		Yes		Yes		U35_44k_v1_5951		LOC_Os07g46510.1		gb|EAZ05008.1| 1e-41  hypothetical protein OsI_026240 [Oryza sativa (indica cultivar-group)]		LOC_Os07g46510.1 3e-43 expressed protein		GGACAAAATTGTACAGACGTCAGTTCTCATTTTACAAAGTGAAATGTGCCATTATTTCAC		14096		AT5G12340.1

		39554		CUST_16153_PI390587928		10.649209		11.071431		10.54174		11.736451		12.62572		13.818348		13.165439		12.985566		13.224566		13.649289		13.1110735		10.818008		3.935402		6.71281		6.1632795		2.3769557		5.9601865		5.9705257		5.93535		-1.890074		2.5753574		2.7469168		2.6236982		1.249115		1.976511		2.577858		2.569333		-0.9184427		Yes		Yes		Yes		U35_44k_v1_39554		LOC_Os01g62430.3		gb|AAP47157.1| 1e-25  elicitor-responsive protein [Oryza sativa]		LOC_Os01g62430.1 2e-27 elicitor-responsive protein 1 putative expressed		GATGTATGGTCAGCACAGCTTAGCTTCGTCAAATTCGTTCAGGAGTAAGGTTCTTTGAAA		11789		AT3G55470.2

		21476		CUST_20440_PI390587928		6.501241		4.6594114		6.8348675		6.4655056		6.674291		4.3647633		5.311852		4.9179187		6.7630954		4.4028325		5.579792		6.1763034		1.1274394		-1.2265859		-2.8739111		-2.9232779		1.1990187		-1.1946424		-2.3867962		-1.2219644		0.26185417		-0.29464817		-1.5230155		-1.5475869		0.17304993		-0.25657892		-1.2550755		-0.2892022		No		Yes		Yes		U35_44k_v1_21476		LOC_Os03g09120.1		gb|EAZ25890.1| 2e-21  hypothetical protein OsJ_009373 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09120.1 3e-23 expressed protein		TGTATAAATGTAGTCTGCAGCTTCTGGTATGTGTCACTTCTCCGTGCATGTATGCGCATG		13377		0

		32695		CUST_21772_PI390587928		6.060286		7.1557293		7.4902267		6.725346		6.1174903		5.846685		6.576507		5.6622396		5.630768		5.5177054		5.8319817		5.920982		1.0404476		-2.4777737		-1.8838965		-2.0894258		-1.3467838		-3.1123922		-3.1563234		-1.746376		-0.42951822		-1.3090444		-0.91371965		-1.0631065		0.057204247		-1.6380239		-1.6582451		-0.8043642		Yes		Yes		Yes		U35_44k_v1_32695		-		gb|AAS90324.2| 6e-81  3-dehydroquinate dehydratase / shikimate dehydrogenase isoform 2 [Nicotiana tabacum]		LOC_Os12g34874.1 1e-23 shikimate dehydrogenase putative expressed		TTGTGGACAATGTGACCTCAAAAGAAGACCTCAGCCAAGTTGTTGCACACATGCAATCTA		None		AT3G06350.1

		26976		CUST_2178_PI390587928		11.056684		10.5278425		10.898482		11.565109		11.415753		11.38873		13.086594		12.815259		11.201611		11.701026		13.054504		12.489628		1.2825987		1.8161552		4.557085		2.3786612		1.1056747		2.2550876		4.456843		1.8980508		0.14492702		0.8608875		2.1881113		1.2501497		0.35906982		1.1731834		2.156022		0.9245186		Yes		Yes		Yes		U35_44k_v1_26976		LOC_Os10g33210.1		gb|EAY78886.1| 2e-89  hypothetical protein OsI_032845 [Oryza sativa (indica cultivar-group)]		LOC_Os10g33210.1 5e-91 peptide transporter PTR2 putative expressed		CAGTAGAAGTTCATCCTTGATATTCCCTCCAAAACCCTCATCAATCGAATTCAAAGTATT		50395		AT5G46050.1

		43589		CUST_25514_PI390587928		4.2940655		4.4882164		4.964724		4.670731		4.2490735		3.7695923		3.45416		3.060118		3.5674753		3.2163384		3.9004078		3.1559603		-1.0316775		-1.6456119		-2.8492143		-3.0538158		-1.6547235		-2.414757		-2.0911787		-2.8575342		-0.72659016		-0.7186241		-1.5105641		-1.6106131		-0.04499197		-1.271878		-1.0643163		-1.5147707		Yes		No		No		U35_44k_v1_43589		-		No hits found		No hits found		TGAAAACGAACCGAGCGAAACACAACGACTCGTGCCCCCTCGTAACAAACATTCAAAAAA		40450		0

		37035		CUST_27970_PI390587928		10.302905		10.251108		10.997715		11.080322		10.44257		10.02172		9.95238		10.065827		10.348275		9.588605		10.029279		10.351349		1.101649		-1.1723378		-2.0638452		-2.0201955		1.0319479		-1.5828266		-1.9567186		-1.6574593		0.045370102		-0.22938824		-1.0453348		-1.0144949		0.13966465		-0.66250324		-0.96843624		-0.7289734		No		Yes		Yes		U35_44k_v1_37035		LOC_Os02g39090.1		gb|EAZ23721.1| 1e-12  hypothetical protein OsJ_007204 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g39090.1 2e-14 protein kinase putative expressed		CGGCGGCGATAGCGATTTCTCTATATTCTTTTAGTTTGAAAAAAGAAAATACCAACTTGA		32627		0

		46573		CUST_37953_PI390587928		11.161397		11.134071		11.385041		11.14273		11.333898		10.751136		12.996976		11.471463		11.405506		11.286049		12.678412		11.300598		1.1270102		-1.3039925		3.0566146		1.2559103		1.1843612		1.1110914		2.4510012		1.1156375		0.24410915		-0.38293552		1.6119347		0.32873344		0.17250061		0.15197754		1.2933712		0.15786839		No		Yes		Yes		U35_44k_v1_46573		LOC_Os11g26860.1		emb|CAA03953.1| 4e-13  unnamed protein product [Hordeum vulgare subsp. vulgare]		LOC_Os11g26860.1 1e-14 serine hydroxymethyltransferase mitochondrial precursor putative expressed		GTTTTGTAAACGCTTCCCCCTTTTTGTGTTTTGTTTGCGGTCCACATCCCCATCATATTT		46843		0

		20018		CUST_7437_PI390587928		9.336501		10.304961		8.961389		8.401301		8.885599		9.8195715		7.389717		7.4140167		8.318263		9.14063		7.941008		7.960638		-1.3668946		-1.399964		-2.972489		-1.9824502		-2.0254438		-2.2412932		-2.0284538		-1.3572283		-1.0182381		-0.4853897		-1.5716715		-0.98728466		-0.450902		-1.1643314		-1.0203805		-0.44066334		No		Yes		Yes		U35_44k_v1_20018		LOC_Os11g26190.1		ref|NP_001067833.1| 5e-16  Os11g0448700 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g26190.1 1e-17 expressed protein		GGTTCCTTGTGTGTATAATAATGTGTGTTTGGATGAATCCAAGCATGCATACAATTCAAA		11939		0

		828		CUST_13821_PI390587928		16.621458		15.977185		14.066898		15.290261		16.57417		15.916096		15.311196		16.190916		16.81375		16.207819		15.231285		15.358879		-1.0333213		-1.0432533		2.3690324		1.8669131		1.1425769		1.1733502		2.2413793		1.0487115		0.19229126		-0.061089516		1.244298		0.9006548		-0.047288895		0.23063374		1.1643867		0.06861782		No		Yes		Yes		U35_44k_v1_828		-		emb|CAA55483.1| 1e-26  ES1A [Hordeum vulgare]		LOC_Os01g21250.1 5e-04 protein induced upon tuberization putative expressed		TCAAGCAGGGCTTGTACTCCTTTTTATCGATTTATATGCAGTAAAATTAATGGAGGAACC		2568		0

		482		CUST_2920_PI390587928		8.024563		8.714043		7.521566		7.4708786		9.167184		9.155438		10.482267		9.434991		9.875075		9.881105		9.861096		6.5246425		2.2078178		1.3579174		7.7850237		3.9017255		3.6062827		2.2455406		5.061379		-1.9268391		1.8505125		0.44139576		2.9607015		1.9641123		1.142621		1.1670628		2.3395305		-0.94623613		Yes		Yes		Yes		U35_44k_v1_482		LOC_Os01g03330.1		pdb|1TX6|I 2e-75  Chain I, Trypsin:bbi Complex		LOC_Os01g03340.1 3e-30 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		ATGGCCGGCCTCCTAATGCCAATTATGAGTAAGACATCATGGCAATGTTTAATCTTTATG		2084		0

		19741		CUST_9453_PI390587928		9.785384		9.937356		8.1132555		9.93615		10.106711		11.365448		11.606468		11.865781		10.741207		11.326003		10.59233		8.745235		1.2494795		2.690906		11.260607		3.8095782		1.9396857		2.6183302		5.5753965		-2.2829735		0.95582294		1.428092		3.4932127		1.9296312		0.3213272		1.3886471		2.4790745		-1.1909142		Yes		Yes		Yes		U35_44k_v1_19741		LOC_Os06g04220.1		ref|NP_001056707.1| 6e-07  Os06g0133300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04220.1 1e-09 expressed protein		TCCTCACGGTGCCTAAATTTCGTGCTTTTGAACTTTTTCTTTGGAAGTTGAACCAGATCT		14008		0

		39680		CUST_14168_PI390587928		4.146906		3.8919332		4.372929		5.284635		6.0851517		7.138822		7.9929833		7.341501		6.5410137		7.6147633		7.6334076		5.7004967		3.8323936		9.493163		12.295464		4.1608152		5.2565193		13.203331		9.583008		1.3340952		2.3941078		3.2468889		3.6200542		2.0568662		1.9382458		3.72283		3.2604785		0.4158616		Yes		Yes		Yes		U35_44k_v1_39680		-		gb|EAZ04945.1| 5e-15  hypothetical protein OsI_026177 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02780.1 2e-16 TAK33 putative expressed		TGGTCGACCTGAATTGTATTGGCCTATACTAGGCCTACTATCAGCAATAGAGATCGTGAA		35862		0

		2717		CUST_27315_PI390587928		4.4718733		4.0906434		4.525985		4.249844		3.3129015		3.696051		2.116582		2.8549473		2.5568674		3.4986408		2.8519247		3.6610715		-2.2329822		-1.3145714		-5.312544		-2.6296973		-3.7711537		-1.5073377		-3.191114		-1.5039666		-1.9150059		-0.39459252		-2.4094028		-1.3948967		-1.1589718		-0.59200263		-1.6740601		-0.58877254		Yes		No		No		U35_44k_v1_2717		LOC_Os07g48760.1		gb|ABF95649.1| 6e-15  CIPK-like protein 1, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.7 8e-17 CIPK-like protein 1 putative expressed		ATGACTTCATGGTCTAGAAGCAGATGAAACATATACCAGTACGTTCAAGTACCTCTCTTT		30249		AT1G01140.1

		21247		CUST_21363_PI390587928		6.0410914		4.6434493		5.120056		7.06288		5.3660583		6.559296		10.284255		9.674801		4.9386635		5.382339		10.078198		8.723051		-1.5966334		3.7733524		35.8574		6.1131706		-2.1471574		1.668891		31.084906		3.1605399		-1.102428		1.9158468		5.164199		2.6119208		-0.6750331		0.7388897		4.9581423		1.660171		Yes		Yes		Yes		U35_44k_v1_21247		LOC_Os10g34040.1		ref|NP_001064880.1| e-112  Os10g0481500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g34040.1 1e-114 nodulin putative expressed		CATGCCACTGTGATTGTGAATGCGTGTGAGACAAGTCAATATAAGTGTTTTATTTACTAA		17495		AT5G25250.1

		23951		CUST_33387_PI390587928		3.8578148		3.8618345		4.656159		3.44534		6.3042126		6.320452		8.183857		7.201323		5.9498305		6.5679574		7.9282055		3.1124141		5.450535		5.4968977		11.533017		13.510256		4.2634335		6.5256557		9.660156		-1.2595652		2.0920157		2.4586177		3.527698		3.755983		2.4463978		2.7061229		3.2720466		-0.3329258		Yes		Yes		Yes		U35_44k_v1_23951		LOC_Os03g32180.1		gb|EAZ27444.1| 1e-34  hypothetical protein OsJ_010927 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g32180.1 3e-36 polygalacturonase inhibitor 1 precursor putative		TTAATCACGAGCTGGCCACGTCGATCAGCTAATATAATATCGGGTTTTATAATGAAAAAA		None		AT5G06870.1

		1704		CUST_10241_PI390587928		6.1854806		6.4346957		6.121733		5.560745		4.6211743		4.406304		3.4500873		2.3837402		4.161005		3.5122833		3.4348843		6.4925113		-2.9573526		-4.079499		-6.3715568		-9.044273		-4.0684395		-7.581127		-6.4390545		1.9076103		-2.0244756		-2.0283918		-2.6716459		-3.1770046		-1.5643063		-2.9224124		-2.6868489		0.9317665		Yes		No		No		U35_44k_v1_1704		LOC_Os01g01660.1		ref|NP_001105699.1| e-136  isoflavone reductase-like1 [Zea mays]		LOC_Os01g01660.1 1e-124 isoflavone reductase homolog IRL putative expressed		GATATTCCGCAACGAATTGTTTCTCTTCGGACAACAACCCAATTTTCGTCCTTCCTGTCT		5306		AT1G75290.1

		49207		CUST_22928_PI390587928		2.1863778		1.8929914		1.3583956		1.3644711		4.1142554		3.3735578		2.0870075		1.3886476		5.140078		5.199494		2.6488793		1.3626846		3.8049505		2.7905827		1.657044		1.0168991		7.747336		9.893646		2.4461005		-1.0012391		2.9537003		1.4805664		0.72861195		0.024176478		1.9278777		3.3065023		1.2904837		-0.0017864704		Yes		No		No		U35_44k_v1_49207		LOC_Os06g21920.1		No hits found		LOC_Os06g21920.1 5e-04 inorganic phosphate transporter 1-9 putative expressed		GGTCGTATGTAACTAGCTATGCTATTATGTGTGAGTGGCGGTTAGTTTGATTGCAAAAAA		None		0

		2036		CUST_2431_PI390587928		12.510732		12.507474		12.243794		11.896781		13.271313		12.577255		10.737526		10.342707		13.223226		12.308469		10.559097		11.08377		1.6941727		1.0495576		-2.8407433		-2.9364524		1.6386343		-1.1479065		-3.214729		-1.7568746		0.7124939		0.0697813		-1.5062685		-1.5540743		0.760581		-0.19900513		-1.6846972		-0.81301117		No		Yes		Yes		U35_44k_v1_2036		LOC_Os06g47220.1		ref|NP_001058402.1| 2e-31  Os06g0686600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g47220.1 5e-33 expressed protein		AAGCCATGCTCTCTGTTTTTCCTCTATGAAAAATCTGTGTTCTCCTTTATCGAAGAATGA		5570		AT4G09890.1

		47531		CUST_16668_PI390587928		4.0277295		4.222297		4.081901		4.0720754		3.4309666		2.9118288		2.4621542		2.5305498		3.6299942		2.9183476		3.0478494		2.683225		-1.5123194		-2.4802206		-3.0732112		-2.9110217		-1.3174382		-2.469039		-2.0477672		-2.6186993		-0.39773536		-1.3104684		-1.6197469		-1.5415256		-0.5967629		-1.3039496		-1.0340517		-1.3888505		Yes		No		No		U35_44k_v1_47531		LOC_Os06g01640.1		ref|NP_001056556.1| 1e-63  Os06g0105500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01640.1 3e-65 protein arginine N-methyltransferase 7 putative expressed		TTATTTCGTGGTGGGTGCTTCAGTTAGATTCTGATGGGTCAATCTTCTACTCCACTGCTC		48668		AT4G16570.1

		43545		CUST_25621_PI390587928		6.2084994		6.3799667		7.66569		6.5933194		5.9971147		5.907947		6.451853		5.0016704		6.140608		6.098965		6.2681904		6.3984337		-1.157799		-1.3870499		-2.3195374		-3.0139365		-1.0481837		-1.2150381		-2.634446		-1.1446335		-0.0678916		-0.47201967		-1.2138371		-1.591649		-0.21138477		-0.28100157		-1.3974996		-0.19488573		No		Yes		Yes		U35_44k_v1_43545		LOC_Os09g34920.1		gb|ABG73453.1| 4e-08  glycosyl hydrolase family 29 [Oryza brachyantha]		LOC_Os09g34920.1 6e-09 alpha-L-fucosidase 1 precursor putative expressed		TCTTTCACATCAGTATGAACACGTTCACGGACTCCGAGCTGGGGACGGGAGCGGAGGACC		40342		0

		45779		CUST_29419_PI390587928		6.6615205		6.248963		6.983261		7.0036826		6.757887		6.7120857		8.29106		7.9846625		7.113579		7.0200973		8.045535		7.87293		1.0690775		1.3785225		2.4756362		1.9738057		1.3679906		1.7066112		2.0882204		1.8267097		0.45205832		0.46312284		1.3077993		0.9809799		0.096366405		0.7711344		1.062274		0.86924744		No		Yes		Yes		U35_44k_v1_45779		LOC_Os02g52560.1		gb|EAZ24717.1| 1e-21  hypothetical protein OsJ_008200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52560.1 2e-23 galactoside 2-alpha-L-fucosyltransferase putative expressed		GTAACACGTGCTCCTAGGCACTTTGTGAGAGAGAATGGTGGGCTTTGTATCAATAAAGTA		45066		AT2G03210.1

		10680		CUST_37791_PI390587928		7.20659		7.711222		7.161396		7.21159		7.698628		7.651638		8.0312605		9.085342		7.562292		7.5972595		6.939773		6.973272		1.40643		-1.0421653		1.8274912		3.664846		1.279608		-1.0821966		-1.1660446		-1.1796166		0.35570192		-0.05958414		0.86986446		1.8737526		0.49203777		-0.11396265		-0.22162294		-0.23831797		No		Yes		Yes		U35_44k_v1_10680		LOC_Os02g39490.1		gb|AAV64232.1| 2e-19  unknown [Zea mays]		LOC_Os02g39490.1 2e-16 carbonyl reductase 3 putative expressed		ACGCGGGCGTGGTGGTCGAGGGACACGGTGGCCGTGGTGACGGGCGCGAACCGGGGCATC		33159		0

		20548		CUST_22237_PI390587928		6.6839814		6.455276		6.0505714		7.0403385		6.620945		5.930452		8.364739		8.218276		7.0164285		6.9626904		7.887951		8.53453		-1.0446621		-1.4387581		4.973178		2.2625308		1.2591473		1.4215002		3.5736032		2.8170617		0.33244705		-0.52482414		2.314168		1.1779375		-0.06303644		0.50741434		1.8373795		1.4941912		Yes		Yes		Yes		U35_44k_v1_20548		LOC_Os01g74490.1		gb|EAY77435.1| 4e-26  hypothetical protein OsI_005282 [Oryza sativa (indica cultivar-group)]		LOC_Os01g74490.1 2e-27 metal ion binding protein putative expressed		CATGCATGTGCACATGGATTGATTTTCTATGCCTGTATTCCAGTTCCAAAAGATAAAAAT		17517		AT2G28660.1

		2975		CUST_2245_PI390587928		5.3411508		2.568423		2.012056		1.4651245		5.6104064		3.2608206		3.1462536		1.7492332		6.3822727		3.8003647		4.252337		2.587251		1.2051859		1.6159668		2.1949644		1.2176578		2.0578275		2.348829		4.72489		2.1766756		1.041122		0.6923976		1.1341975		0.28410876		0.26925564		1.2319417		2.2402809		1.1221265		Yes		No		No		U35_44k_v1_2975		LOC_Os01g74480.1		ref|NP_001045565.1| e-166  Os01g0976200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g74480.1 1e-168 legumin-like protein putative expressed		GATCACTTAATGTTCGATCAATGCAAGTGCTGTATCGATTCCTACTATAGTCAATTTGTT		17913		AT2G28680.1

		48040		CUST_33710_PI390587928		11.8546095		12.49241		12.84845		13.73648		11.192637		12.185567		11.174001		12.567272		10.246292		10.991214		11.556018		13.675448		-1.5822439		-1.2369977		-3.1919742		-2.2488813		-3.0489602		-2.8307726		-2.449406		-1.0432112		-1.6083174		-0.3068428		-1.674449		-1.1692076		-0.66197205		-1.5011959		-1.2924318		-0.06103134		Yes		Yes		Yes		U35_44k_v1_48040		LOC_Os08g39370.1		ref|NP_001062175.1| 8e-52  Os08g0503700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39370.1 2e-53 tonoplast dicarboxylate transporter putative expressed		GGGATATGGTTTGTATAGGATTAAGCAAGCGGTTTTGTACAAGAGTGTGTATGTATAAAT		49799		AT5G47560.1

		46353		CUST_8279_PI390587928		3.9251544		3.7202718		3.5027287		3.853679		3.1435945		3.151664		1.8446373		2.3693483		3.1444209		2.2959254		2.1326067		3.3380232		-1.7189885		-1.4830917		-3.1559873		-2.7978733		-1.7180042		-2.683929		-2.5849242		-1.4296439		-0.7807336		-0.5686078		-1.6580914		-1.4843307		-0.78155994		-1.4243464		-1.370122		-0.51565576		Yes		Yes		Yes		U35_44k_v1_46353		LOC_Os06g14670.1		gb|EAZ00411.1| 6e-46  hypothetical protein OsI_021643 [Oryza sativa (indica cultivar-group)]		LOC_Os06g14670.1 1e-47 odorant 1 protein putative expressed		TTCTATCCCAGCTATCTCACTCACTGGTGCTCGTCCGGTTCGATCGACAGAGATGGGCAG		46361		AT1G66230.1

		3627		CUST_21724_PI390587928		9.068118		8.850197		8.908043		8.961987		9.561176		9.877833		10.075245		9.477675		9.729796		10.017669		10.015064		9.077659		1.4074252		2.0386817		2.2457573		1.4296767		1.5819218		2.2461774		2.1540046		1.0834796		0.6616783		1.0276365		1.167202		0.5156889		0.4930582		1.1674719		1.1070213		0.11567211		No		Yes		Yes		U35_44k_v1_3627		LOC_Os02g52560.1		ref|NP_001048209.1| 0.0  Os02g0763200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52560.1 0.0 galactoside 2-alpha-L-fucosyltransferase putative expressed		TTGGATCTTGCGCGCGAATTCTAAGACCATGGTTAAGGGCATCTTCAACAGTTTGTTGGT		14683		AT2G03220.1

		4121		CUST_3320_PI390587928		9.212043		9.042827		9.002044		9.253944		10.16755		10.000852		11.04437		10.057065		10.411998		10.579432		10.67609		9.518834		1.9392614		1.9426486		4.119091		1.7448713		2.2973251		2.9011097		3.191084		1.2015442		1.199955		0.958025		2.042326		0.8031206		0.9555073		1.5366049		1.6740465		0.26488972		Yes		Yes		Yes		U35_44k_v1_4121		LOC_Os08g40530.2		dbj|BAD09972.1| 0.0  putative calcium-transporting ATPase 8, plasma membrane-type [Oryza sativa Japonica Group]		LOC_Os08g40530.2 0.0 calcium-transporting ATPase 9 plasma membrane-type putative expressed		CCGGATAACTATAGATTGTGTCATGTCATTGCATGCATGTATAACTGATGAAATTGATGA		9475		AT5G57110.2

		39237		CUST_10463_PI390587928		7.1633124		6.889915		7.822		7.54098		7.164211		6.535082		6.687721		7.195801		6.5126834		6.2768154		6.8220096		7.089461		1.0006229		-1.2788377		-2.1950886		-1.2703086		-1.5698526		-1.5295419		-1.9999868		-1.3674793		-0.65062904		-0.35483313		-1.1342793		-0.34517908		8.98E-04		-0.6130996		-0.99999046		-0.451519		No		Yes		Yes		U35_44k_v1_39237		LOC_Os06g06560.1		gb|AAF37876.1|AF234163_1 2e-88  starch synthase I [Hordeum vulgare]		LOC_Os06g06560.1 3e-88 soluble starch synthase 1 chloroplast precursor putative expressed		TTTGAAAGGTGCAGTTGTGACAGCAGATCGAATTGTGACCGTCAGTCAGGGTTATTCATG		1808		AT5G24300.1

		15715		CUST_21584_PI390587928		9.875712		10.357556		9.431384		9.400371		9.187405		9.884551		8.399728		8.732287		9.013701		9.571281		8.908204		9.283412		-1.6113923		-1.3879979		-2.04437		-1.5889604		-1.8175701		-1.7246157		-1.4371195		-1.0844463		-0.86201096		-0.4730053		-1.0316563		-0.6680832		-0.68830776		-0.7862749		-0.52318		-0.11695862		No		Yes		Yes		U35_44k_v1_15715		LOC_Os01g02930.1		gb|AAV65332.1| 0.0  HGA2 [Hordeum vulgare]		LOC_Os01g02930.1 1e-151 glycosyltransferase putative expressed		TGATACCACATCAAGTAAGAACCAGCGATGAATAACGAACCAACTTATGATTGGATGGTT		None		AT3G18170.1

		46351		CUST_8280_PI390587928		7.197848		7.76527		8.218907		7.4785895		7.0600166		7.213719		7.181185		6.5930634		6.9625664		7.024901		7.0837617		7.2130394		-1.1002499		-1.4656609		-2.0529842		-1.8474383		-1.1771364		-1.6706034		-2.1964073		-1.2020943		-0.23528147		-0.55155134		-1.0377226		-0.8855262		-0.13783121		-0.7403693		-1.1351457		-0.26555014		No		Yes		Yes		U35_44k_v1_46351		-		No hits found		No hits found		CCCTTGCCCTTCCCTTTACTTCCTTTCTTCACACGCACTCCCCACCACAAAGAAAAAAAA		46347		0

		5280		CUST_3670_PI390587928		11.954781		11.690959		11.621987		12.4280615		12.34581		12.153916		13.3546295		13.027709		12.529092		12.381848		13.241862		12.900101		1.3113286		1.3783644		3.323359		1.5153463		1.4889665		1.6142783		3.073484		1.3870686		0.57431126		0.46295738		1.7326422		0.5996475		0.39102936		0.69088936		1.619875		0.47203922		No		Yes		Yes		U35_44k_v1_5280		LOC_Os01g02680.1		gb|AAD44032.1|AF085167_1 0.0  receptor-like kinase ARK1AS [Hordeum vulgare]		LOC_Os01g02800.1 0.0 receptor-like kinase ARK1AS putative expressed		ACAAACTGCCTTGCTTGCTGTGTAGAGGGACTTCATCAAATAAGTTGAAATCTTAAAAAA		13692		AT1G66910.1

		7841		CUST_30_PI390587928		7.974097		8.200764		8.520512		7.815073		7.755778		7.7914886		6.950791		7.1521354		7.3448486		7.67123		7.2898307		7.7372575		-1.1633772		-1.3280183		-2.9684725		-1.5833033		-1.5467587		-1.4434627		-2.3467772		-1.0554187		-0.62924814		-0.40927505		-1.5697207		-0.66293764		-0.21831894		-0.52953386		-1.230681		-0.07781553		No		Yes		Yes		U35_44k_v1_7841		LOC_Os12g39370.3		ref|NP_001067146.1| 8e-52  Os12g0583400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39370.2 2e-53 expressed protein		CACCGCATCAGCTCCAAAACTTATATGAAAATTGATTGATTTAGAACCGGTGATCTAAAA		16879		AT5G16660.2

		18181		CUST_3527_PI390587928		3.869258		3.6034374		3.6502235		4.0824494		3.9763777		2.7766855		5.2648516		3.9683466		3.1553648		3.585001		3.8321579		2.9490128		1.0770758		-1.7736876		3.0623264		-1.0823017		-1.6402243		-1.0128611		1.1344038		-2.1938071		-0.7138932		-0.82675195		1.6146281		-0.11410284		0.1071198		-0.018436432		0.18193436		-1.1334367		No		Yes		Yes		U35_44k_v1_18181		LOC_Os01g39860.1		gb|EAZ12450.1| 2e-68  hypothetical protein OsJ_002275 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g39860.1 4e-70 1-aminocyclopropane-1-carboxylate oxidase 1 putative expressed		TATGCCCACTACGACGAGCATCTCAAGGATAGGTTCTACGCCTCGGACCTCGCCAAAGAC		13640		AT2G19590.1

		46786		CUST_1954_PI390587928		4.0116544		3.4515126		2.958044		4.040363		3.4614754		3.0710657		1.6824241		2.5566285		3.4115999		2.8267505		2.2837932		3.0442703		-1.4642674		-1.301745		-2.4210284		-2.7967172		-1.5157738		-1.5419565		-1.5957679		-1.9945905		-0.6000545		-0.3804469		-1.27562		-1.4837344		-0.550179		-0.62476206		-0.67425084		-0.99609256		No		Yes		Yes		U35_44k_v1_46786		LOC_Os03g61820.1		ref|NP_001051814.1| 1e-30  Os03g0834000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61820.1 3e-32 flap endonuclease 1b putative expressed		ATTCGCCATATCTTTTATTCTGCATGACTTCAACATTGGCGGCTGGGAAACAACAGCACT		47329		AT5G26680.2

		16210		CUST_9737_PI390587928		7.8722367		8.8676		6.696316		6.1534996		6.74218		7.8291206		3.7822392		4.141812		5.5577226		6.703051		5.314648		5.309172		-2.1886737		-2.0540621		-7.5374503		-4.032537		-4.974371		-4.4832635		-2.6056938		-1.7954276		-2.3145142		-1.0384798		-2.9140766		-2.0116878		-1.1300569		-2.1645494		-1.3816676		-0.84432745		Yes		No		No		U35_44k_v1_16210		LOC_Os03g64320.1		ref|NP_001051978.1| 0.0  Os03g0861100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g64320.1 0.0 expressed protein		TCTACACATTAACGCTTGCTTGCTCGTATATAGTCGTGGATCGGACGTGTTGATCTGAAA		5053		AT5G43310.1

		39463		CUST_24971_PI390587928		2.6279752		1.8668203		2.2550583		3.3595679		2.981412		2.6677597		4.7338758		4.528656		1.6174189		2.5170958		5.209828		4.957224		1.2776004		1.7422351		5.574404		2.2486951		-2.0146878		1.5694678		7.7530804		3.026512		-1.0105563		0.8009393		2.4788175		1.1690881		0.3534367		0.65027547		2.9547696		1.597656		Yes		No		No		U35_44k_v1_39463		-		emb|CAD45026.1| 1e-18  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os02g02660.1 8e-06 retrotransposon protein putative unclassified expressed		TGCAAACAGCTCACATCTCTAACACACCTACGGTTCATATGTCAGTGTGGTGAACAGAGA		35620		0

		12815		CUST_27841_PI390587928		6.4995418		6.2898655		6.27019		7.051727		6.8522325		7.3071976		9.647122		9.640299		6.9397817		7.6603637		8.9601145		8.508328		1.27694		2.0241723		10.388623		6.0150304		1.3568299		2.5855982		6.4527974		2.7446108		0.4402399		1.0173321		3.3769326		2.588572		0.3526907		1.3704982		2.6899247		1.4566016		Yes		Yes		Yes		U35_44k_v1_12815		LOC_Os01g41750.1		dbj|BAD53108.1| 4e-53  HcrVf1 protein-like [Oryza sativa Japonica Group]		LOC_Os01g41750.1 1e-54 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		GGTCATATTCCGAAGAATCTTACTCGCCTTGAAAGTCTTCACTATTTGGACATAGCCCGT		22569		AT2G34930.1

		64		CUST_10562_PI390587928		9.79593		9.959939		9.983909		9.333833		9.221586		9.280116		8.899582		8.77221		9.287482		9.102174		9.022872		9.132084		-1.489		-1.6019431		-2.1203856		-1.4759283		-1.4225187		-1.8122289		-1.9467082		-1.1500916		-0.50844765		-0.6798229		-1.0843267		-0.5616226		-0.5743437		-0.8577652		-0.9610367		-0.20174885		No		Yes		Yes		U35_44k_v1_64		LOC_Os07g36410.1		ref|NP_001059929.1| 3e-25  Os07g0548800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36410.1 5e-27 expressed protein		TGTCAGTGTTGTGTTGCAACTTGCAAGCAAGAAAAAGAACAAGGTAAAAGGCTGGCTGGG		1479		AT1G61667.1

		41140		CUST_34799_PI390587928		1.2687696		1.2930217		2.2019331		1.274912		6.3742414		7.12367		7.3442783		7.9969697		1.2804829		1.2701684		1.2788402		1.2778617		34.427074		56.911507		35.318336		105.57012		1.008152		-1.0159668		-1.8961761		1.0020467		0.011713266		5.8306484		5.1423454		6.722058		5.1054716		-0.022853255		-0.92309296		0.0029497147		Yes		Yes		Yes		U35_44k_v1_41140		-		No hits found		No hits found		CCCATGGATCTTGGAATAAGGGTGCCCAATAAGAGATTTTTACAGTAGCTCATAAGTTGC		None		0

		30412		CUST_16480_PI390587928		5.367582		5.7474747		4.347014		5.66935		6.5005813		8.066486		7.3939576		7.338551		7.2582593		7.9606643		7.055298		5.533161		2.1931424		4.9899025		8.264592		3.180384		3.7080932		4.6369934		6.535438		-1.0989982		1.8906775		2.3190117		3.0469437		1.6692009		1.1329994		2.2131896		2.708284		-0.13618898		Yes		Yes		Yes		U35_44k_v1_30412		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-42  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 7e-44 esterase PIR7B putative expressed		TAATTCTTCTGATACAAACAAGATTAGCAGTCTTTCAGAGTATGCTGAGCCACTTACATC		30324		AT3G29770.1

		5529		CUST_13728_PI390587928		7.807341		7.780332		8.583422		7.904157		7.6637864		7.3238664		7.4493804		7.011514		7.4801097		7.081721		7.580475		7.725531		-1.1046234		-1.3721762		-2.1947267		-1.8565742		-1.2546034		-1.6229419		-2.0040894		-1.1318055		-0.3272314		-0.45646572		-1.1340413		-0.892643		-0.14355469		-0.69861126		-1.0029469		-0.17862606		No		Yes		Yes		U35_44k_v1_5529		LOC_Os03g07160.1		ref|NP_001049085.1| 0.0  Os03g0167800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g07160.1 0.0 kelch motif family protein expressed		CTAGCAGCAAGTTTTGTTTGAATGAGTTGGGCACAAACCAATGCACGACCTAGATCAATC		12351		AT1G55270.1

		20277		CUST_18415_PI390587928		4.127609		3.3903039		4.806733		3.5154574		2.6000454		2.4703176		1.9339894		1.5588449		3.6250021		3.2162168		2.2279015		2.4575708		-2.882985		-1.8920972		-7.324568		-3.881495		-1.416771		-1.1282502		-5.974557		-2.0818796		-0.50260663		-0.91998625		-2.8727436		-1.9566125		-1.5275633		-0.17408705		-2.5788317		-1.0578866		Yes		Yes		Yes		U35_44k_v1_20277		LOC_Os09g37510.1		ref|NP_001063848.1| 9e-91  Os09g0547200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37510.1 2e-92 expressed protein		CCAGGTATATAAGTTATCTGAACTTGTGAAGTGAATGAGAGTGGAAACTTTTGCGTGATC		14654		AT4G35730.1

		33727		CUST_14442_PI390587928		2.6641433		2.5602906		2.0861237		2.4654334		4.151411		2.9740849		4.61557		3.7847512		2.3382618		3.4000804		4.3558707		2.9280994		2.803575		1.3321848		5.773501		2.4954808		-1.25343		1.7897894		4.822386		1.3780861		-0.32588148		0.41379428		2.5294464		1.3193178		1.4872677		0.83978987		2.269747		0.46266603		Yes		No		No		U35_44k_v1_33727		LOC_Os08g08230.1		gb|ABA94966.1| 9e-23  transposon protein, putative, unclassified, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g41380.1 1e-24 transposon protein putative unclassified		AGCATACAGTTTTCTGCTACGTCTCTGAATTGATCAACCTGGCTGCTGAATTCCTGGACT		16311		AT4G38180.1

		12659		CUST_7974_PI390587928		5.3098164		5.03836		4.9019547		4.9129944		4.856933		4.4990664		3.3149135		3.3151085		3.4678342		4.0617695		3.6262887		4.6742535		-1.368773		-1.4532609		-3.0043256		-3.026994		-3.5850224		-1.9678096		-2.4211056		-1.1799624		-1.8419821		-0.53929377		-1.5870411		-1.5978858		-0.45288324		-0.97659063		-1.275666		-0.23874092		Yes		No		No		U35_44k_v1_12659		-		No hits found		No hits found		AATAACTACGTAGTAGCTGTTCTCTTGTGTTGAGGAGATTGACTGACGAGAGCAGCTGCT		22949		0

		18727		CUST_5992_PI390587928		8.541909		7.4639144		7.7035136		8.316587		8.873273		9.534828		9.0784025		9.491294		9.274892		9.8010645		8.891259		8.051702		1.2582021		4.201527		2.5934794		2.2574694		1.6620717		5.053035		2.277965		-1.2015411		0.73298264		2.0709138		1.3748889		1.1747065		0.33136368		2.33715		1.1877456		-0.2648859		Yes		No		No		U35_44k_v1_18727		LOC_Os10g40640.1		gb|EAY79474.1| 0.0  hypothetical protein OsI_033433 [Oryza sativa (indica cultivar-group)]		LOC_Os10g40640.1 0.0 transferase transferring glycosyl groups putative expressed		CTGGGGAATGGGTCTGTTGTAAATTATCATTCAGTTCAAACTATGTTTGAGCAAGTTAAA		11572		AT4G16600.1

		9609		CUST_35285_PI390587928		5.2430334		4.445373		3.9842262		4.5691037		5.3846335		5.8145127		6.2685304		5.8174605		5.413049		6.083884		5.5119042		4.334565		1.103128		2.5831647		4.8712907		2.375707		1.1250708		3.1134427		2.8832142		-1.1765304		0.17001581		1.3691397		2.2843041		1.2483568		0.14160013		1.6385107		1.527678		-0.23453856		Yes		Yes		Yes		U35_44k_v1_9609		LOC_Os11g33120.2		gb|EAZ18615.1| e-109  hypothetical protein OsJ_032824 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g33120.2 1e-111 respiratory burst oxidase protein D putative expressed		GTGTCAGCTACTTCCTGGAGGACAACTGGCGCCGTTGCTGGGTGTTGTTACTCTGGTTCT		20332		AT5G51060.1

		24707		CUST_11014_PI390587928		8.770128		10.216746		9.182922		9.891621		9.633247		11.868893		11.353225		11.027291		10.056138		11.387265		10.933881		9.71177		1.8189667		3.143009		4.5011773		2.1972067		2.4385266		2.2509265		3.365821		-1.1327666		1.2860098		1.6521463		2.1703024		1.1356707		0.8631191		1.1705189		1.7509584		-0.17985058		Yes		No		No		U35_44k_v1_24707		LOC_Os02g18870.1		No hits found		No hits found		GTCGTAAGATGAGAAAAAGAACGATGATGGAAGCCTGGGCTCAGTTTGCTTCGTAAAAAA		23882		0

		19313		CUST_4581_PI390587928		4.4276967		4.571376		4.2587185		3.832758		4.005083		3.6872826		2.7422092		3.18208		3.902298		3.4227169		2.7634904		2.7726946		-1.3403536		-1.8456043		-2.8609798		-1.5699058		-1.4393313		-2.2170773		-2.819087		-2.0850232		-0.52539873		-0.8840933		-1.5165093		-0.6506779		-0.42261362		-1.148659		-1.495228		-1.0600634		Yes		Yes		Yes		U35_44k_v1_19313		LOC_Os12g01140.3		gb|AAC05083.1| 4e-17  NPH1-1 [Avena sativa]		LOC_Os12g01140.3 4e-09 phototropin-1 putative expressed		AATAAAATATGAGGAGATGAAGAGCTGAGGACGTAGCACGTCTTGGTTTCTCGGATCACG		None		0

		1793		CUST_12552_PI390587928		12.783008		12.478683		13.199387		12.951964		12.598281		12.212596		12.150132		12.40015		12.447682		12.055092		12.393451		12.884099		-1.1366017		-1.2025422		-2.0694602		-1.4659278		-1.2616618		-1.3412625		-1.7482796		-1.0481646		-0.33532524		-0.26608753		-1.0492544		-0.5518141		-0.18472672		-0.4235916		-0.80593586		-0.06786537		No		Yes		Yes		U35_44k_v1_1793		LOC_Os01g61500.1		emb|CAI39214.1| e-143  BCL-2 binding anthanogene-1 [Hordeum vulgare subsp. vulgare]		LOC_Os01g61500.1 1e-117 BCL-2 binding anthanogene-1 putative expressed		CTCCACTGCCTCTGAGATTGTTACCTGATGATGCTGGTGAATGTTATGCTATTCAAGTTT		4630		AT3G51780.1

		7604		CUST_19358_PI390587928		4.977865		5.3257923		5.9797273		5.6964836		5.0526814		4.984112		5.3438416		5.3686843		4.917271		4.6146836		4.8883276		5.4331894		1.0532268		-1.2672318		-1.5538914		-1.2550974		-1.0428951		-1.6370617		-2.1308067		-1.2002162		-0.060594082		-0.34168053		-0.6358857		-0.32779932		0.07481623		-0.7111087		-1.0913997		-0.26329422		No		Yes		Yes		U35_44k_v1_7604		LOC_Os10g35380.1		gb|AAL58277.1|AC068923_19 4e-84  putative dentin phosphoryn protein [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35380.1 8e-86 expressed protein		CAAAATGGCTTGCTTTGTTGACAATGGAAAAGGCATGCTTGTCAACTGTCGCATTAGAGG		18614		AT1G11060.1

		30612		CUST_2938_PI390587928		6.600497		7.4062767		7.939537		7.248467		6.1337667		6.282932		6.89848		6.314606		6.190264		5.8258176		6.6320224		6.3229117		-1.3819736		-2.1785147		-2.057735		-1.9103816		-1.3289		-2.9906502		-2.4751477		-1.8994151		-0.41023254		-1.1233449		-1.0410571		-0.9338608		-0.46673012		-1.5804591		-1.3075147		-0.9255552		Yes		No		No		U35_44k_v1_30612		LOC_Os01g06640.2		ref|NP_001042087.1| 1e-16  Os01g0159800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06640.2 3e-18 DNA binding protein putative expressed		AAAGCTCGGCTGCACATAATTATTGTCGATAGCTGATCGATCAGCTTTTCTGGCAGAAAG		30607		0

		28988		CUST_23689_PI390587928		4.288876		4.269997		5.138988		4.539739		4.096684		4.100122		4.1699967		4.014915		3.9499862		3.6158276		3.8772495		4.2946644		-1.1424984		-1.1249611		-1.9574715		-1.4387581		-1.2647829		-1.5737098		-2.3978453		-1.1851542		-0.33888984		-0.16987514		-0.9689913		-0.52482414		-0.19219208		-0.65416956		-1.2617385		-0.24507475		No		Yes		Yes		U35_44k_v1_28988		LOC_Os07g44030.1		ref|NP_001042218.1| 7e-24  Os01g0182400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08680.2 2e-24 expressed protein		AACGTGTCTGCTCAACCACCAAATTATTCTGGAAAAATGAAGCTTCAGTTTTTTCCAATA		28134		0

		11751		CUST_20262_PI390587928		4.9524164		5.3786283		5.416455		5.0554404		4.705364		5.3377595		3.9764454		4.5184197		4.7738595		4.3883843		4.2347474		4.667007		-1.1867797		-1.0287331		-2.7132263		-1.450973		-1.1317513		-1.9865208		-2.2684507		-1.3089713		-0.17855692		-0.04086876		-1.4400094		-0.5370207		-0.2470522		-0.9902439		-1.1817074		-0.38843346		No		Yes		Yes		U35_44k_v1_11751		-		gb|EAY72501.1| 8e-74  hypothetical protein OsI_000348 [Oryza sativa (indica cultivar-group)]		LOC_Os10g36650.1 4e-15 actin-2 putative expressed		GCTATTTCGTGTGAATTTGGAACATGCCACGTTGTTCCATTCTTAAAAGGGCAGCCTGTG		24617		AT2G42100.1

		20698		CUST_24620_PI390587928		7.9251857		6.664623		5.8035617		7.3618846		7.1806884		6.070152		8.284059		8.983905		7.963679		6.398042		6.6771297		6.2801995		-1.6753904		-1.5099188		5.5808964		3.0780575		1.0270406		-1.2029532		1.8321886		-2.1165068		0.038493156		-0.594471		2.480497		1.6220202		-0.7444973		-0.26658058		0.87356806		-1.0816851		No		Yes		Yes		U35_44k_v1_20698		LOC_Os03g60570.1		gb|ABZ80834.1| 3e-59  C2H2 zinc finger protein [Triticum aestivum]		LOC_Os03g60560.1 4e-37 ZFP16-2 putative expressed		GGTTATTGGTTGGACATTGTAATTACGAATTTACAGTACGATAGACTACGTTTTGCTTTC		14114		AT5G59820.1

		1518		CUST_36084_PI390587928		10.265011		9.388432		9.030356		10.092499		10.754397		10.685502		11.171795		11.193383		10.760086		10.923085		10.990855		10.473739		1.4038478		2.457294		4.4120173		2.1448615		1.4093943		2.8971887		3.8919652		1.3024608		0.49507523		1.2970705		2.1414385		1.1008844		0.48938656		1.5346537		1.9604988		0.3812399		Yes		Yes		Yes		U35_44k_v1_1518		LOC_Os03g59550.1		gb|ABA98006.2| 1e-17  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g25090.2 3e-19 expressed protein		TTAGCTGGCTATTTTGCTTTCTATACCCTATAAGCTTCGCAGTACGAGAATGAGCTCCTC		36625		0

		22505		CUST_29672_PI390587928		3.9414499		3.0336301		4.218241		3.3851843		3.374716		2.8938684		2.764444		2.8033721		2.7734377		2.1557763		2.2201736		2.9649498		-1.4811665		-1.1017231		-2.7392807		-1.4967281		-2.2470188		-1.8376396		-3.9946458		-1.338145		-1.1680121		-0.13976169		-1.4537971		-0.58181214		-0.56673384		-0.8778539		-1.9980676		-0.42023444		Yes		No		No		U35_44k_v1_22505		LOC_Os10g35200.1		ref|NP_001064946.1| e-167  Os10g0494800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35200.1 1e-169 katanin p80 WD40-containing subunit B1 homolog 1 putative expressed		CTGTCCGTAATGCGGAAGCATTTTTGAATGGAAGTGGTAATGGGCCATTTACAGCTGATA		17668		AT5G23430.2

		41376		CUST_2640_PI390587928		6.1345024		6.0997944		6.836916		6.1971993		6.0122046		5.5089245		5.127875		5.6419787		6.0362716		5.3464484		5.104668		5.6764407		-1.0884671		-1.5061547		-3.2694345		-1.4693933		-1.07046		-1.6856978		-3.3224509		-1.4347094		-0.09823084		-0.5908699		-1.7090411		-0.5552206		-0.122297764		-0.75334597		-1.7322478		-0.5207586		No		Yes		Yes		U35_44k_v1_41376		LOC_Os01g11414.1		ref|NP_001042378.1| 3e-57  Os01g0212400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11414.1 6e-59 calcium ion binding protein putative expressed		TGATATGAAACCTTGTCTATGCTCACCCGCAGGTTGTTCCACAAGATCGACAATGATGAC		4515		AT1G53210.1

		6338		CUST_936_PI390587928		8.832701		9.391671		9.553403		8.552627		7.885287		8.234111		6.0638957		5.7352166		7.2825723		7.97517		6.9527016		7.9572945		-1.9284128		-2.2307987		-11.231722		-7.048958		-2.9284322		-2.6693733		-6.0658145		-1.5108204		-1.5501285		-1.1575603		-3.4895072		-2.81741		-0.9474139		-1.416501		-2.6007013		-0.59533215		Yes		Yes		Yes		U35_44k_v1_6338		LOC_Os11g01570.1		gb|EAY79665.1| e-115  hypothetical protein OsI_033624 [Oryza sativa (indica cultivar-group)]		LOC_Os11g01570.1 1e-117 expressed protein		GTTTCTCTGCACTTCTTGTAAAGAGCCAAGGAAGTGTATATAAGATTATGAGTACTAGTA		14278		AT2G38320.1

		6042		CUST_37383_PI390587928		7.6978736		8.966283		7.7195964		7.436333		6.5434394		6.8378105		5.429196		5.396811		6.7026258		7.5150437		5.429339		7.1977596		-2.22597		-4.3725424		-4.891919		-4.1110935		-1.993423		-2.7344282		-4.8914337		-1.1798255		-0.99524784		-2.1284723		-2.2904005		-2.0395222		-1.1544342		-1.4512391		-2.2902575		-0.23857355		Yes		No		No		U35_44k_v1_6042		LOC_Os01g02010.1		No hits found		No hits found		CGCTTTGCTTGTTATGATAGAGATCCATCATTTGTTCGAGGCTTGTAATAAACAGTTTTT		13239		0

		4929		CUST_38525_PI390587928		7.3456826		7.8024063		4.0182586		5.462747		10.468591		11.0954895		10.28062		10.982293		10.056201		11.881804		11.267068		9.47334		8.711421		9.802048		76.76416		45.87213		6.545568		16.905235		152.09294		16.117912		2.7105184		3.2930832		6.262361		5.519546		3.122908		4.079398		7.2488093		4.010593		Yes		Yes		Yes		U35_44k_v1_4929		-		No hits found		No hits found		CTCTTTGTATGTGTCTTTGCGTTGTATCTCGCAAGAATTAATTTGTGCTTAAAGTGTCAA		11773		0

		25021		CUST_28051_PI390587928		8.790322		7.376983		5.9989395		6.4377155		9.216		8.416587		8.152495		7.422899		9.172509		8.7844305		8.060365		7.352328		1.343203		2.0556629		4.4492307		1.9795647		1.303316		2.652674		4.1739845		1.8850625		0.3821869		1.0396037		2.1535559		0.98518324		0.4256773		1.4074473		2.0614252		0.9146123		Yes		Yes		Yes		U35_44k_v1_25021		LOC_Os04g58870.3		emb|CAO62393.1| 1e-33  unnamed protein product [Vitis vinifera]		LOC_Os04g58870.3 4e-35 protein binding protein putative expressed		AAGGTATTGCAGGAAGTGTTGGAAGTATTGGATCTCACAGCGGTACAACTTCCACATCTG		23715		AT5G03540.2

		8672		CUST_14038_PI390587928		2.7177484		2.7327583		2.6040328		2.2538662		3.3436358		4.509068		4.93772		4.6555076		3.5984974		4.3404293		4.2557054		2.3305886		1.5431597		3.4254885		5.0409203		5.28404		1.841331		3.0475945		3.141977		1.0546193		0.880749		1.7763097		2.333687		2.4016414		0.6258874		1.607671		1.6516726		0.07672238		Yes		No		No		U35_44k_v1_8672		LOC_Os07g39270.2		gb|EAZ04473.1| 5e-50  hypothetical protein OsI_025705 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39270.2 2e-50 geranylgeranyl pyrophosphate synthetase 1 chloroplast precursor putative expressed		ACTCTACTTACAGATAAGAGAAGAAGGCCTCGCAGCCCACGGGGGCCATCTCCATCCTCT		39414		AT4G36810.1

		35423		CUST_32197_PI390587928		8.454208		8.5969925		7.053861		8.395202		8.871041		8.740189		8.513015		8.103164		8.630875		8.635037		8.442668		8.68704		1.3349937		1.1043489		2.7494702		-1.2243686		1.130269		1.0267215		2.6186202		1.2241994		0.17666626		0.1431961		1.4591537		-0.29203796		0.41683292		0.03804493		1.3888068		0.29183865		No		Yes		Yes		U35_44k_v1_35423		LOC_Os01g54880.1		gb|EAZ13561.1| 7e-25  hypothetical protein OsJ_003386 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g54880.1 2e-26 glucosidase 2 beta subunit precursor putative expressed		AGAAACAAGGCCAGGACAGTCGCAATTTGTCTATGAGCTCGAGTCCATGCAATATTTTCT		None		AT2G42390.1

		7087		CUST_41335_PI390587928		4.586304		4.708582		5.022127		4.683324		3.7241745		3.5894978		4.1716633		3.2189386		4.089306		4.436977		4.407931		4.5659585		-1.8177196		-2.1720903		-1.8030806		-2.7594585		-1.4112742		-1.2071501		-1.530705		-1.0847521		-0.4969983		-1.1190841		-0.85046387		-1.4643853		-0.8621297		-0.271605		-0.6141963		-0.11736536		Yes		No		No		U35_44k_v1_7087		LOC_Os05g25180.1		ref|NP_001055172.1| e-113  Os05g0316000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25180.1 1e-115 zinc finger C3HC4 type family protein expressed		CATTGTACTATTTACAAACAGTAAATATTACGGGGGCCCCAATGTTAACCCATGTTTAAA		20462		AT5G01960.1

		487		CUST_2912_PI390587928		14.88914		14.786052		11.788487		14.178781		16.15489		16.303812		16.214338		16.871832		16.472483		16.589079		16.281197		16.30805		2.4045217		2.8634617		21.493834		6.466797		2.9966333		3.4895165		22.513355		4.3749595		1.5833426		1.5177603		4.425851		2.6930513		1.2657499		1.8030272		4.492709		2.1292696		Yes		Yes		Yes		U35_44k_v1_487		-		sp|Q01482|WIR1A_WHEAT 1e-08  Protein WIR1A		LOC_Os06g29730.1 4e-05 expressed protein		TGTGCGCACTGATATGAATGATGGTTCGGTTCAGAAATAAAGATGAACGGTGTTCCCATC		939		0

		27826		CUST_23032_PI390587928		1.3524355		1.3397516		1.3719524		2.7508857		1.3872367		1.6998024		6.2391376		3.701431		1.3846916		3.2890282		6.363762		5.6451945		1.0244157		1.2834711		29.185606		1.932603		1.0226101		3.8618083		31.81884		7.4348764		0.032256126		0.3600508		4.867185		0.9505453		0.034801245		1.9492766		4.9918094		2.8943088		Yes		Yes		Yes		U35_44k_v1_27826		LOC_Os01g07640.1		gb|EAY72713.1| 3e-67  hypothetical protein OsI_000560 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07640.1 1e-68 ankyrin-like protein putative		AGAGAAAAGTACCGTTTTCCTCCGAAATCACTAATTAGGAAGTATTCCTTCCAAAGATCA		47942		AT3G04710.1

		33558		CUST_18198_PI390587928		3.8997118		3.8947585		4.922402		4.5181694		2.8151042		3.3383138		3.1012032		2.7057698		3.0103638		2.6672294		2.503044		3.6479092		-2.1207986		-1.4706405		-3.533747		-3.51226		-1.8523388		-2.3416557		-5.3493295		-1.8279926		-0.88934803		-0.55644464		-1.8211987		-1.8123996		-1.0846076		-1.227529		-2.419358		-0.87026024		Yes		No		No		U35_44k_v1_33558		LOC_Os04g51390.2		gb|EAZ31887.1| 2e-13  hypothetical protein OsJ_015370 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g51390.2 2e-15 apospory-associated protein C putative expressed		GACACATCCTTGTCATCCTTGTCCCACTAATTAATTTTGTTGTTTGTCCCCATATGACCA		4120		AT4G25900.1

		6196		CUST_24433_PI390587928		7.0016923		6.6666884		7.1826553		6.8431125		6.8885665		6.970299		8.438997		7.08985		7.160034		6.8186936		8.366445		6.986119		-1.0815691		1.2342292		2.3888924		1.1865208		1.1160038		1.1111127		2.2717266		1.1042037		0.15834188		0.30361032		1.2563419		0.24673748		-0.1131258		0.1520052		1.1837893		0.14300632		No		Yes		Yes		U35_44k_v1_6196		LOC_Os10g41510.1		gb|AAP55048.2| 2e-96  Calcineurin B-like protein 9, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41510.1 4e-98 calcineurin B-like protein 9 putative expressed		CAGGATCAAATTGTATCGACTGGAAATCAATCTTTTTCGCTGTTGTTGTTTGTTGTCAAA		13587		AT4G17615.1

		1487		CUST_13655_PI390587928		11.989651		12.471608		12.102391		13.093585		12.1794		12.508061		13.654416		13.339138		12.2348795		12.609459		13.241376		13.206656		1.1405659		1.0255893		2.932284		1.1855471		1.1852807		1.1002648		2.2022598		1.0815283		0.24522877		0.036453247		1.5520248		0.24555302		0.18974972		0.13785076		1.1389847		0.11307144		No		Yes		Yes		U35_44k_v1_1487		LOC_Os11g01380.1		gb|EAZ19365.1| 0.0  hypothetical protein OsJ_033574 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01380.1 0.0 clathrin heavy chain putative expressed		TGCCGCCAGCCATAAACACAAATACTGTCTGTATGTTAATTACCGGTTTCGATCTCTTTC		None		AT3G08530.1

		11763		CUST_30201_PI390587928		9.295572		9.233613		9.30678		9.68262		8.813568		9.006161		7.839579		8.773		8.539855		8.448675		8.188209		9.700936		-1.3966826		-1.1707656		-2.7648492		-1.878551		-1.6884708		-1.723018		-2.1713183		1.0127769		-0.7557173		-0.22745228		-1.4672008		-0.9096203		-0.48200417		-0.78493786		-1.1185713		0.018316269		No		Yes		Yes		U35_44k_v1_11763		LOC_Os02g38430.1		gb|EAZ23680.1| 9e-61  hypothetical protein OsJ_007163 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g38430.1 2e-62 steroid nuclear receptor ligand-binding putative expressed		ACTGAGTTACATTATCCATCAAAATGGTGTTACAGTGAAACTATGAGGAGTCTCCAACTT		26179		AT5G40640.1

		28565		CUST_21698_PI390587928		4.9706054		4.779615		3.660323		3.6992886		3.7008407		3.8441079		2.6377773		2.9956248		3.5474615		3.8357737		2.1651204		2.8572009		-2.4112222		-1.9125627		-2.0315003		-1.6286355		-2.6816926		-1.9236432		-2.8190372		-1.7926425		-1.4231439		-0.93550706		-1.0225456		-0.7036638		-1.2697647		-0.9438412		-1.4952025		-0.84208775		Yes		No		No		U35_44k_v1_28565		LOC_Os04g35114.1		emb|CAH66397.1| 2e-86  B0222C05.5 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35114.1 6e-43 receptor protein kinase CRINKLY4 precursor putative expressed		ACAACTGAGCAATGGTTCTGTGGTTGCCATTAAGCGCATAGAGAGCTCACCAAAACAAGA		27524		AT3G19300.1

		5843		CUST_36414_PI390587928		8.4131		9.442639		7.6170654		7.3727684		7.37047		8.10854		3.6768153		4.9444904		6.8455014		7.8954396		4.87439		5.8967037		-2.05998		-2.521181		-15.350887		-5.382506		-2.9641097		-2.9224932		-6.6931033		-2.7818887		-1.5675988		-1.3340998		-3.9402502		-2.428278		-1.0426302		-1.5471997		-2.7426753		-1.4760647		Yes		Yes		Yes		U35_44k_v1_5843		LOC_Os08g31760.1		gb|EAZ06978.1| 1e-73  hypothetical protein OsI_028210 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31760.1 3e-75 expressed protein		GGGGTGTAATGTCACTGTGGACCAAATTAGTCAAACTATTTAGAGTGATGATTATTGAAA		17743		AT4G39840.1

		23308		CUST_2973_PI390587928		4.2038393		4.763654		2.7325852		3.7145605		5.0861697		6.330027		8.099781		7.08256		5.3719077		6.424656		7.011118		3.476923		1.8433505		2.961592		41.274994		10.324496		2.2471063		3.1623602		19.407373		-1.1790603		1.1680684		1.5663729		5.367196		3.3679996		0.8823304		1.6610017		4.278533		-0.23763752		Yes		Yes		Yes		U35_44k_v1_23308		LOC_Os01g50100.1		dbj|BAB85651.1| e-118  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-107 multidrug resistance protein 4 putative expressed		ATCACGCCCTGATGTCCAAATATTCAGTGACTTTACCTTGCATATTCCTTCCAGAAAGAC		17912		AT4G18050.1

		30190		CUST_41921_PI390587928		8.737702		9.224334		7.3108		8.75657		8.863525		9.310409		9.479253		8.896987		8.8096		9.23775		9.330083		9.1352		1.09113		1.0614783		4.49541		1.1022238		1.0510982		1.0093428		4.053822		1.3001064		0.07189751		0.08607483		2.1684527		0.1404171		0.12582302		0.01341629		2.0192828		0.37862968		No		Yes		Yes		U35_44k_v1_30190		-		No hits found		No hits found		CTCAATTGATCGGAAACTTGGGCACATGTTGCATGATACCTACTGTTTAAGATCAAAAAA		29967		0

		13331		CUST_34252_PI390587928		8.1550865		7.7619095		7.899468		8.422017		8.553211		8.364475		9.999461		9.286611		8.601123		8.431544		9.413082		8.528786		1.3177938		1.5184146		4.2870736		1.8208265		1.3622923		1.5906702		2.8552442		1.0768137		0.44603634		0.60256577		2.0999932		0.8645935		0.3981247		0.6696348		1.5136142		0.10676861		No		Yes		Yes		U35_44k_v1_13331		LOC_Os01g02810.1		gb|AAD44030.1| 2e-64  receptor-like kinase LRK10 [Hordeum vulgare]		LOC_Os01g02840.1 2e-27 LRK14 putative expressed		GTATTGGATTTGCGGCCCATTATACTTCCCACAGCACTTCAAGAAACATGCAGAAACATT		26658		0

		18790		CUST_15011_PI390587928		12.033337		12.701491		11.947146		11.852704		11.248249		12.052297		10.016978		11.402207		11.14438		11.680495		10.592543		10.957545		-1.723197		-1.5682926		-3.810996		-1.3665106		-1.8518369		-2.0293195		-2.5572686		-1.8598145		-0.888957		-0.6491947		-1.9301682		-0.45049667		-0.7850876		-1.0209961		-1.3546038		-0.89515877		Yes		No		No		U35_44k_v1_18790		-		No hits found		No hits found		CTATTGATACGGTTATTAAGAGTTCATGCCAGCATAATATTCATCCTCATCTTTGCTCAA		11148		0

		13141		CUST_32914_PI390587928		9.851256		10.6487		9.352083		10.551122		9.088202		9.305284		8.053342		9.822308		8.960744		9.402325		7.4071884		10.013686		-1.6970792		-2.5375147		-2.4601417		-1.6572763		-1.8538345		-2.3724458		-3.850097		-1.4513903		-0.89051247		-1.3434162		-1.2987413		-0.7288141		-0.7630539		-1.2463751		-1.9448948		-0.53743553		Yes		No		No		U35_44k_v1_13141		LOC_Os01g63480.1		dbj|BAD81949.1| 4e-49  putative hydroxycinnamoyl transferase [Oryza sativa Japonica Group]		LOC_Os01g63480.1 6e-51 AER putative expressed		AGCGCGCACCGAGATCTCGTCCTTCCAGTCACTGTGCGCGCAGATATGGATCTCGACGAC		21672		AT2G39980.1

		15615		CUST_16344_PI390587928		13.4003935		13.185024		13.161565		13.503475		13.688109		13.80938		14.830078		13.523727		13.778474		14.444098		14.494854		13.471303		1.2207061		1.5415218		3.1788683		1.0141368		1.2996114		2.393421		2.519765		-1.0225506		0.37808037		0.6243553		1.6685133		0.020252228		0.2877159		1.2590742		1.3332891		-0.032172203		No		Yes		Yes		U35_44k_v1_15615		LOC_Os02g08180.1		ref|NP_001046076.1| 7e-23  Os02g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08180.1 2e-24 protein transport protein SEC61 gamma subunit putative expressed		GTTAAAGACCTGTTTTCTGAGAAATTGTCACCAGCTTAATCATCGTAATGAGTATAGATC		3679		AT5G50460.1

		9091		CUST_30787_PI390587928		7.587419		6.9215813		3.7980583		5.1020236		8.905757		5.4923835		6.7333074		9.397264		8.517915		6.986683		5.928114		6.23308		2.4937863		-2.6929693		7.648883		19.633425		1.9059308		1.0461587		4.3773437		2.1901903		0.93049574		-1.4291978		2.935249		4.29524		1.3183379		0.06510162		2.1300557		1.1310563		Yes		Yes		Yes		U35_44k_v1_9091		LOC_Os06g29180.1		gb|EAZ00986.1| 7e-39  hypothetical protein OsI_022218 [Oryza sativa (indica cultivar-group)]		LOC_Os06g29220.1 2e-40 formate dehydrogenase 2 mitochondrial precursor putative expressed		GCCACCAGCTTCCTTCACTGTATTTGGTTTGAATTATAATAAAGTCAAATTGTTGTGCAA		40763		AT5G14780.1

		25098		CUST_14892_PI390587928		3.6743581		3.7303562		4.0455675		3.6436527		3.05382		3.0006504		2.9949734		3.0150387		2.499438		2.2738478		2.5807803		3.2414367		-1.5374486		-1.6583009		-2.0713828		-1.5460789		-2.2578037		-2.7444336		-2.7602277		-1.3215362		-1.1749201		-0.7297058		-1.0505941		-0.62861395		-0.62053823		-1.4565084		-1.4647872		-0.40221596		Yes		No		No		U35_44k_v1_25098		-		gb|EAZ39341.1| 2e-18  hypothetical protein OsJ_022824 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g15880.1 8e-20 mitochondrial prohibitin complex protein 2 putative expressed		ATTATATTTTTGATTCGGCCCTGGCTGCCTAGAGCTTATGACCGTCTGATATTGGCTGCA		33433		AT1G03860.3

		23792		CUST_42040_PI390587928		1.3215337		1.3584175		1.3735842		1.8592997		2.302398		3.507738		4.1033945		4.6253557		1.6157598		2.1315966		4.300694		5.2063966		1.9736475		4.436188		6.6336837		6.802458		1.226227		1.7090316		7.605851		10.175987		0.29422617		2.1493206		2.7298102		2.766056		0.9808643		0.77317905		2.9271097		3.347097		Yes		Yes		Yes		U35_44k_v1_23792		LOC_Os10g34700.1		gb|EAY79000.1| 4e-05  hypothetical protein OsI_032959 [Oryza sativa (indica cultivar-group)]		LOC_Os10g34700.1 9e-07 expressed protein		TGCCGCCGCGACCGAGGCCGTTGGCGTCGACGACATGTCGATGGACTCGGCGTGGCAGTC		20116		0

		37843		CUST_9565_PI390587928		6.0263963		6.4133644		5.7844825		4.6369305		6.539782		6.1874633		8.110593		6.5417123		7.458153		6.735498		6.7246265		4.3964972		1.4273962		-1.1695075		5.014516		3.7445226		2.6977496		1.250178		1.9187198		-1.1813474		1.4317565		-0.22590113		2.3261104		1.9047818		0.5133858		0.32213354		0.94014406		-0.24043322		Yes		No		No		U35_44k_v1_37843		LOC_Os01g50160.1		gb|EAZ13201.1| 4e-85  hypothetical protein OsJ_003026 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50160.1 5e-87 multidrug resistance protein 8 putative expressed		TCTATGATCCGCAGGCTGGTGAAGTTTTGATTGACGGGATCAATATCAAGAGTTTACAGC		33563		AT1G02520.1

		20622		CUST_16248_PI390587928		9.095048		9.261307		8.716443		9.193778		9.220674		9.798562		9.994462		9.511438		8.957049		9.477921		9.292103		9.193616		1.0909808		1.451209		2.4250574		1.2463077		-1.1003776		1.162003		1.4903588		-1.0001124		-0.13799858		0.5372553		1.278019		0.31766033		0.12562561		0.21661377		0.57565975		-1.62E-04		No		Yes		Yes		U35_44k_v1_20622		LOC_Os01g10504.3		gb|EAY94266.1| 4e-89  hypothetical protein OsI_015499 [Oryza sativa (indica cultivar-group)]		LOC_Os08g02070.1 2e-61 MADS-box transcription factor 26 putative expressed		GGCTTGTGTGATGTAATTTGCCACTTCATGATGTAAAAAAGTATAAATGAAATCAGCGTC		14348		AT1G71692.1

		39439		CUST_20948_PI390587928		8.560436		7.9577465		7.823191		8.126788		8.854224		8.861688		9.13403		8.50152		9.13013		9.409194		9.086163		8.696755		1.2258546		1.8711706		2.480858		1.2965987		1.4842082		2.734823		2.3998952		1.4844899		0.56969357		0.90394115		1.3108392		0.37473202		0.29378796		1.4514475		1.2629714		0.56996727		No		Yes		Yes		U35_44k_v1_39439		LOC_Os04g56160.2		gb|AAN15220.1| 6e-43  plasma membrane P-type proton pump ATPase [Hordeum vulgare subsp. vulgare]		LOC_Os04g56160.2 3e-27 plasma membrane ATPase putative expressed		TAAAAGATGAGATGCTAGTCGTTGATCGCTAACGCACTTTCCTGATGGCTATCTGCAGGT		680		AT1G80660.1

		19688		CUST_30365_PI390587928		7.0328393		7.21868		6.6167808		5.7260184		6.3824105		6.790275		5.7135215		3.308035		6.124729		6.3667397		6.4977016		4.6381454		-1.5696347		-1.3457447		-1.8702865		-5.3442354		-1.8765856		-1.8049266		-1.0860415		-2.1256042		-0.90811014		-0.4284048		-0.9032593		-2.4179835		-0.6504288		-0.85194016		-0.11907911		-1.087873		Yes		Yes		Yes		U35_44k_v1_19688		LOC_Os10g42770.1		ref|NP_001065501.1| e-151  Os10g0578600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42770.1 1e-153 expressed protein		ATTTTTAAGAGATCTTTCATCGAGCCGACGATTTCCGATGAAGCCGGCTAGAACCAGAAG		16022		AT1G29790.2

		9025		CUST_11435_PI390587928		3.2651644		3.5075195		1.2509096		1.8472162		4.278048		5.316957		3.9634933		2.6890647		4.2250886		5.4890513		4.2271156		1.8341058		2.0179405		3.5050561		6.5549455		1.7923452		1.9452077		3.9491217		7.8691406		-1.0091288		0.9599242		1.8094375		2.7125838		0.8418485		1.0128837		1.9815319		2.976206		-0.013110399		Yes		Yes		Yes		U35_44k_v1_9025		-		gb|EAZ02199.1| 7e-05  hypothetical protein OsI_023431 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47880.1 2e-06 cell division control protein 2 homolog 3 putative		ATTCGGATTTGATTGCTGGAACTAGTACAGCTGAAATGTATTCATCTCTCAACCTGAATC		None		0

		9316		CUST_400_PI390587928		8.594044		8.23042		8.471116		8.344654		9.064683		8.7032385		9.477191		8.114825		9.425077		8.976486		9.2848015		8.153071		1.3857234		1.387818		2.0084393		-1.1726958		1.7789595		1.6772132		1.7576958		-1.1420158		0.8310337		0.47281837		1.0060749		-0.22982883		0.47063923		0.7460661		0.8136854		-0.19158268		No		Yes		Yes		U35_44k_v1_9316		LOC_Os02g08010.1		emb|CAC40036.1| 0.0  P-type ATPase [Hordeum vulgare]		LOC_Os02g08010.1 0.0 calcium-transporting ATPase 10 plasma membrane-type putative expressed		CGAATCATGGACTTGCATAATATGCATTAAATTGGTACTGACTTAAGTAAAGCTACCTTC		25293		AT5G57110.2

		9397		CUST_9058_PI390587928		5.5155444		5.2455683		4.901879		5.4699287		6.7144523		7.385231		7.9212213		6.5391083		7.0733185		8.213511		8.299519		7.1366134		2.295658		4.40659		8.10798		2.0982397		2.9439926		7.8241997		10.538808		3.1748416		1.5577741		2.1396627		3.0193424		1.0691795		1.1989079		2.9679432		3.3976398		1.6666846		Yes		Yes		Yes		U35_44k_v1_9397		LOC_Os04g12190.1		emb|CAH65987.1| e-115  H1005F08.16 [Oryza sativa (indica cultivar-group)]		LOC_Os06g11830.1 1e-109 protein dimerization putative expressed		GCCTTGAACCTTCATATTTTCTTTGCTGTTGAGTAGTCTGTGAACCTTTTATGTTACTGT		20893		AT1G19260.1

		14803		CUST_5570_PI390587928		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		-2.4108832		-2.88627		-2.8920166		-2.1739798		-4.083637		-5.8293033		-2.4134104		-1.1925118		-2.0298548		-1.5292063		-1.5320759		-1.1203384		-1.2695618		-2.5433235		-1.2710733		-0.25400352		Yes		Yes		Yes		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		CTTCCTTGCGTAATAATCCCTCAAAAGGTTAACACGAGGAAGTGATCTCAACGCAAAAAA		2191		AT1G48600.1

		33333		CUST_4904_PI390587928		2.7816865		2.1586778		1.254889		2.0515175		2.6450026		4.801286		7.6681366		3.3224144		3.1485224		3.0094078		6.0564046		2.493226		-1.0993752		6.2445965		85.22753		2.4131155		1.2895215		1.8034132		27.886898		1.3582119		0.36683583		2.6426084		6.4132476		1.2708969		-0.13668394		0.85072994		4.8015156		0.44170856		Yes		Yes		Yes		U35_44k_v1_33333		-		tpg|DAA05127.1| 3e-12  TPA: TPA_inf: WRKY transcription factor 62 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25070.2 3e-14 OsWRKY62 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GGCTAAGTTAATGTGCCAAGTAGTATTTAGGTGTGGATAGAAATATCGACACAATTTCTA		None		0

		17898		CUST_24354_PI390587928		8.770115		9.022115		9.417041		8.905437		8.860946		9.644006		10.377835		10.009362		9.00581		9.759574		10.086623		9.3144045		1.0649832		1.538891		1.9463814		2.1493862		1.1774738		1.6672369		1.5906124		1.3277348		0.23569489		0.621891		0.96079445		1.1039248		0.0908308		0.7374592		0.66958237		0.40896702		No		Yes		Yes		U35_44k_v1_17898		LOC_Os05g02940.1		emb|CAC40034.1| 0.0  P-type ATPase [Hordeum vulgare]		LOC_Os03g17310.1 0.0 calcium-transporting ATPase 2 endoplasmic reticulum-type putative expressed		TGCCTAACTGGAGTGCAAATAATTATACATCACATTGGAACAGCCATTTCTGCCTATGTT		8949		AT1G07670.1

		16949		CUST_30046_PI390587928		10.919602		10.863721		10.520383		9.878269		13.244759		13.491057		15.524091		13.639812		14.0871935		14.906464		14.994671		12.007033		5.0112004		6.178842		32.082348		13.562426		8.985452		16.481125		22.227718		4.373427		3.167591		2.6273365		5.003708		3.7615433		2.3251562		4.0427427		4.474288		2.1287642		Yes		Yes		Yes		U35_44k_v1_16949		LOC_Os06g19070.1		gb|EAZ00595.1| 0.0  hypothetical protein OsI_021827 [Oryza sativa (indica cultivar-group)]		LOC_Os06g19070.1 0.0 cytochrome P450 76C2 putative expressed		CGGCTCATTTCATCCTCTAGTTTGATAATTCTGTCTTTCATGAGATCTGTAAGGAAAAAT		1522		AT2G45570.1

		14773		CUST_22077_PI390587928		6.9191246		5.886236		5.2081103		7.470833		10.1931505		8.736434		9.991447		12.9264555		9.137757		8.715972		9.987049		10.885316		9.673419		7.2109923		27.537718		43.883987		4.654521		7.1094394		27.453892		10.662568		2.2186327		2.8501978		4.783337		5.4556227		3.274026		2.8297358		4.778939		3.414483		Yes		Yes		Yes		U35_44k_v1_14773		LOC_Os02g02400.2		gb|AAC17730.1| 0.0  catalase 2 [Hordeum vulgare]		LOC_Os02g02400.1 0.0 catalase isozyme A putative expressed		ACAGTAAACTGCATGTACTCTAGCTTAAACTAAAGTGGGTGCTTCGAGCTTATGAAAAAA		1845		AT1G20630.1

		32140		CUST_41180_PI390587928		5.884607		6.3468575		6.4044375		5.601647		5.6383843		6.059053		5.3723354		4.3684773		5.2270794		5.741757		5.6886325		5.1143703		-1.1860974		-1.2207812		-2.0450017		-2.350829		-1.577377		-1.5210849		-1.6423994		-1.4017961		-0.65752745		-0.2878046		-1.0321021		-1.2331696		-0.2462225		-0.60510063		-0.71580505		-0.48727655		No		Yes		Yes		U35_44k_v1_32140		LOC_Os05g33500.1		ref|NP_001055500.1| 1e-11  Os05g0404000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g33500.1 2e-13 mTERF family protein expressed		TCGCCGGCCTCGAGCTCCCCGTCACCGTCGACGTCATGCGGGAGCGCGTCGAGTTCCTCC		None		0

		37719		CUST_5157_PI390587928		5.0088844		4.8906198		4.6485553		5.192665		6.3435407		6.9846225		8.0917635		9.580306		7.2612805		6.656279		7.2513537		6.6586556		2.5221539		4.2693095		10.876996		20.93204		4.764735		3.4002936		6.074638		2.7625308		2.252396		2.0940027		3.4432082		4.387641		1.3346562		1.7656593		2.6027985		1.4659905		Yes		Yes		Yes		U35_44k_v1_37719		LOC_Os08g06360.2		ref|NP_001061046.1| 3e-44  Os08g0160000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g06360.1 7e-46 ngg1 interacting factor 3 like 1 binding protein 1 isoform 1 putative expressed		ATATTACAACTAATTCCACGGCCTTGGCAGCTCAAAGGCGTGCTTGCAGAATGAGATATA		33392		AT5G16790.1

		20703		CUST_16930_PI390587928		4.3441744		6.3733444		6.2690277		4.502712		3.6804392		4.4939647		4.1543174		3.4387133		3.9728005		4.6449623		5.0358815		3.1673777		-1.5841788		-3.6791685		-4.3310304		-2.090718		-1.2935841		-3.3135602		-2.3507907		-2.523339		-0.3713739		-1.8793797		-2.1147103		-1.0639985		-0.66373515		-1.7283821		-1.2331462		-1.3353341		Yes		Yes		Yes		U35_44k_v1_20703		-		No hits found		No hits found		CTGCTGTTCCTGTCTGTGTTTCGGTTCGGAGTAATACAGTGAATAATTGATTAAACCAAA		13436		0

		18476		CUST_34047_PI390587928		13.368909		13.438553		13.582172		14.104054		12.994298		12.949454		12.8851385		13.091025		12.683338		12.675694		13.02366		13.636601		-1.2964898		-1.4035676		-1.6211683		-2.018144		-1.6083381		-1.6968492		-1.4727502		-1.3826663		-0.6855707		-0.48909855		-0.6970339		-1.0130291		-0.3746109		-0.7628584		-0.5585127		-0.467453		No		Yes		Yes		U35_44k_v1_18476		LOC_Os04g53740.1		ref|NP_001053968.1| 4e-41  Os04g0629500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53740.1 1e-42 thioredoxin-like 4 putative expressed		TGTGACTCTGAATCTGATCTTGTCTGATGTGTGTGTGTGTTCCTACTAGAGGAGAGTAGG		None		AT1G11530.1

		22624		CUST_23250_PI390587928		6.7923675		5.46253		5.2400208		4.6240773		5.2697215		4.8154807		3.0859587		3.219752		5.2439175		4.104885		2.9326012		3.198981		-2.8731751		-1.5659622		-4.450792		-2.6469395		-2.9250271		-2.5626652		-4.9499693		-2.6853242		-1.54845		-0.6470494		-2.154062		-1.4043252		-1.522646		-1.357645		-2.3074195		-1.4250963		Yes		No		No		U35_44k_v1_22624		LOC_Os11g37920.1		gb|EAY81557.1| 5e-69  hypothetical protein OsI_035516 [Oryza sativa (indica cultivar-group)]		LOC_Os11g37920.1 1e-70 YLS5 putative expressed		CTCTAGCTCGGCTTTTATGATATCCCTTATTTAAGCCATTTATTCCGTCCATCGTCTTCA		23089		AT2G38860.2

		21980		CUST_30417_PI390587928		6.5512605		6.991627		6.179359		6.338557		6.1307187		6.345951		5.5368786		6.2277565		6.192198		6.4429545		5.1667304		6.279576		-1.33843		-1.5644723		-1.5610106		-1.0798271		-1.2825923		-1.4627393		-2.0175838		-1.0417297		-0.35906267		-0.64567614		-0.6424804		-0.110800266		-0.42054176		-0.5486727		-1.0126286		-0.05898094		No		Yes		Yes		U35_44k_v1_21980		LOC_Os06g22030.1		gb|EAZ00746.1| 3e-44  hypothetical protein OsI_021978 [Oryza sativa (indica cultivar-group)]		LOC_Os06g22030.1 7e-46 DNA-binding protein putative expressed		CCCTGGATATGGTCAGGTTAATTATGTGTTTTGTAACTGTTTCATGATGCTTCGTGATGT		18155		AT5G51590.1

		39144		CUST_27052_PI390587928		4.0034757		4.3578515		4.5975356		3.992442		3.3648841		3.1974404		3.7792835		3.487622		3.512243		3.1231728		3.0004456		2.6618624		-1.5568086		-2.2352111		-1.7632684		-1.4189461		-1.4056454		-2.3532894		-3.0253248		-2.5150368		-0.49123263		-1.1604111		-0.8182521		-0.50481987		-0.6385915		-1.2346787		-1.59709		-1.3305795		Yes		No		No		U35_44k_v1_39144		LOC_Os07g17010.1		ref|NP_001059345.1| 6e-48  Os07g0271500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g17010.1 1e-49 chalcone synthase 8 putative expressed		ACGGAGGAGTTGCTGCAATATCACCCGGAGTTCATCGACCGCACGTTGCCATCCCTAGAT		35144		AT5G13930.1

		6810		CUST_18627_PI390587928		8.461982		8.675039		8.777833		8.97682		8.2210455		8.031188		7.5968156		7.946846		8.327309		8.060893		7.650257		8.711751		-1.1817594		-1.5624946		-2.2673662		-2.0419874		-1.097844		-1.5306519		-2.1849132		-1.2016935		-0.13467312		-0.6438513		-1.1810174		-1.029974		-0.24093628		-0.61414623		-1.1275759		-0.265069		No		Yes		Yes		U35_44k_v1_6810		LOC_Os01g22640.1		gb|EAZ11710.1| 1e-22  hypothetical protein OsJ_001535 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g22640.1 4e-24 alpha-L-fucosidase 2 precursor putative expressed		TTCTCTTCTTGTATATGTTTGATCGGTTGCCACTAGTATCTTAACCCCCGATGTTTACGG		16821		0

		11241		CUST_40485_PI390587928		2.8404171		1.4016224		1.8532629		2.2213094		3.0654595		3.1345587		5.390077		4.3903995		2.9326246		4.2799015		5.4796677		5.097753		1.1688116		3.3240366		11.606123		4.4973965		1.066		7.352726		12.349706		7.3433766		0.09220743		1.7329363		3.5368142		2.16909		0.22504234		2.8782792		3.6264048		2.8764436		Yes		Yes		Yes		U35_44k_v1_11241		-		gb|EAZ05441.1| 1e-10  hypothetical protein OsI_026673 [Oryza sativa (indica cultivar-group)]		LOC_Os08g03170.1 2e-12 protein kinase putative expressed		ATGTTTACCTCACTTGAGACAGCGTATTTCGCTTAATATAGGCACATATTTTGTTCACTA		26099		AT5G55830.1

		41128		CUST_34809_PI390587928		7.0823503		6.9671097		7.2795205		7.063254		6.596274		6.3762765		5.5090656		5.862494		6.2844167		6.5865397		6.412129		7.1754436		-1.4006305		-1.5061163		-3.4116151		-2.298607		-1.7386091		-1.301856		-1.8243614		1.0808675		-0.7979336		-0.5908332		-1.7704549		-1.2007599		-0.48607635		-0.38056993		-0.8673916		0.11218977		Yes		Yes		Yes		U35_44k_v1_41128		-		No hits found		No hits found		CAAAGAAAAATGGGGAGCTAGGAGGATGATCCATGGTAATGATAAGCATTTTGTTCAAAA		None		0

		10368		CUST_22397_PI390587928		8.408548		8.178403		7.8213387		8.018872		7.831775		7.679629		6.9852643		7.334624		7.701016		7.124073		6.976197		7.739828		-1.4915096		-1.4130124		-1.7851859		-1.6068647		-1.6330086		-2.0767534		-1.7964414		-1.2133907		-0.7075324		-0.49877405		-0.83607435		-0.68424845		-0.57677317		-1.0543299		-0.8451419		-0.27904415		No		Yes		Yes		U35_44k_v1_10368		LOC_Os01g51320.1		gb|EAY75564.1| 5e-64  hypothetical protein OsI_003411 [Oryza sativa (indica cultivar-group)]		LOC_Os01g51320.1 1e-65 peroxisomal N1-acetyl-spermine/spermidine oxidase putative expressed		TGTAGTTCATTTTGCTTGTTTTGATTTCCCGTCCGTAGCTCATTTCCGGGGAAGTGGCTA		21015		AT4G29720.1

		4619		CUST_33776_PI390587928		11.615669		11.662816		11.415479		11.691403		11.5470705		11.506679		12.416881		11.926995		11.651393		11.707961		12.378013		11.992625		-1.0486976		-1.1142998		2.0019443		1.1773896		1.0250709		1.0317869		1.9487296		1.2321875		0.035723686		-0.15613747		1.0014019		0.23559189		-0.06859875		0.045145035		0.96253395		0.30122185		No		Yes		Yes		U35_44k_v1_4619		LOC_Os04g59550.4		gb|EAY96167.1| 1e-69  hypothetical protein OsI_017400 [Oryza sativa (indica cultivar-group)]		LOC_Os04g59550.4 5e-71 organic anion transporter putative expressed		TGCTGCCATATGTTTAGACCCTGAACTGCTGGTATGAAAATTAATGGCATTATGATACGA		9892		AT1G21870.1

		3974		CUST_6043_PI390587928		9.327388		10.211331		9.772858		9.7814455		8.809731		9.495624		8.940547		8.774314		8.49438		9.013212		9.068448		9.450018		-1.4316286		-1.6422887		-1.7805349		-2.0099108		-1.7813954		-2.2944036		-1.6294777		-1.2582579		-0.8330078		-0.7157078		-0.8323107		-1.0071316		-0.5176573		-1.1981192		-0.7044096		-0.33142757		No		Yes		Yes		U35_44k_v1_3974		LOC_Os05g32500.1		ref|NP_001060503.1| 0.0  Os07g0656400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46300.1 0.0 expressed protein		GTGTTTGGATGAACATGCTTTTTGGGGACAACTACAGGCTATTGAGAATACATTAAAAAA		10364		AT3G57420.1

		22173		CUST_6864_PI390587928		4.5423856		5.9976425		6.456077		5.5495033		3.6039343		5.1564255		3.9603357		4.01057		3.1424007		3.885289		4.257686		4.698557		-1.9164698		-1.7915609		-5.6401806		-2.9057958		-2.638988		-4.3239613		-4.5896716		-1.8036838		-1.3999848		-0.84121704		-2.4957414		-1.5389333		-0.9384513		-2.1123536		-2.198391		-0.8509464		Yes		Yes		Yes		U35_44k_v1_22173		LOC_Os05g34760.2		gb|EAZ34341.1| 6e-07  hypothetical protein OsJ_017824 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34760.2 1e-08 expressed protein		CACAAGTGTTTGACCATGGTTCCATATCTTTTGGAAGATTTGATTTGGAATCGCTAGCAT		39318		0

		25928		CUST_39461_PI390587928		7.5057416		8.014852		7.191412		7.4123745		6.700601		7.1591907		5.894752		6.3287835		6.7501807		6.823789		6.120836		7.103058		-1.747316		-1.8095876		-2.456595		-2.1193047		-1.6882879		-2.2832081		-2.100272		-1.2391206		-0.7555609		-0.8556609		-1.29666		-1.083591		-0.8051405		-1.1910625		-1.0705762		-0.30931664		Yes		No		No		U35_44k_v1_25928		LOC_Os10g37160.1		gb|EAY79199.1| 1e-55  hypothetical protein OsI_033158 [Oryza sativa (indica cultivar-group)]		LOC_Os10g37110.1 8e-57 transposon protein putative unclassified expressed		ATTCTGGTTGGGGCTAGAAAAGATAAGGAAAGGCAAGTATGTTATTCAAGTCCCAAAAAA		40919		AT1G64900.1

		49112		CUST_41718_PI390587928		10.612816		11.688466		10.506207		11.200534		10.73647		11.560018		12.111516		11.541688		10.827645		11.782203		11.984868		11.621936		1.089491		-1.0931175		3.042608		1.2667695		1.1605667		1.0671306		2.7868989		1.3392284		0.21482944		-0.12844849		1.6053085		0.3411541		0.123654366		0.09373665		1.4786606		0.42140198		No		Yes		Yes		U35_44k_v1_49112		-		No hits found		No hits found		GCCATTTGTTCATGTGAACCTGCTCCGATGCCAAATTGCTTTCATTTGAAAATTCCTCCC		4131		0

		48192		CUST_19226_PI390587928		6.551251		6.805693		7.45143		7.9026227		6.1355133		6.7409854		6.3639183		6.3086514		5.61669		5.7839036		6.457563		6.7039847		-1.3339806		-1.045873		-2.1250718		-3.0187917		-1.9113086		-2.030436		-1.9915158		-2.2952287		-0.9345608		-0.064707756		-1.0875115		-1.5939713		-0.41573763		-1.0217896		-0.9938669		-1.198638		Yes		No		No		U35_44k_v1_48192		-		No hits found		No hits found		GTCAATTATGGATGAAGGTAATAACCTGCATGTTGTCAAGGTACCAAAAGCCTACCCCCC		None		0

		46140		CUST_6832_PI390587928		4.300072		5.0695243		5.77359		4.6691437		5.4503193		7.3545003		7.22844		11.517436		4.828666		3.7339957		4.9189143		4.431174		2.2195191		4.87356		2.74128		115.223595		1.4425226		-2.5236793		-1.8083524		-1.179332		0.528594		2.284976		1.4548497		6.8482924		1.1502471		-1.3355286		-0.85467577		-0.23796988		Yes		Yes		Yes		U35_44k_v1_46140		-		No hits found		No hits found		ATGGATTTGGTGGGGGGAATATATGTAGTTGGGAAATAAATCTGATACTCCCCCAAAAAA		45787		0

		30290		CUST_7826_PI390587928		6.5661144		7.205692		6.699659		7.1332564		7.7758346		8.027656		9.117917		7.9104495		8.118184		8.053589		8.926952		7.5568867		2.3129277		1.7678107		5.345253		1.7137933		2.9323752		1.7998754		4.682547		1.3412985		1.5520697		0.8219638		2.4182582		0.77719307		1.2097201		0.84789705		2.2272935		0.42363024		Yes		Yes		Yes		U35_44k_v1_30290		LOC_Os04g49500.1		gb|EAZ31770.1| 2e-43  hypothetical protein OsJ_015253 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49500.1 4e-45 U-box domain containing protein expressed		GGCGGCTGCAGGAGCTACGTGGCTATCAGGGTTCATGGAGAGAGCGTCGTCCGGCTTCTG		30132		0

		50159		CUST_29500_PI390587928		4.0800257		4.3080716		5.3383865		4.9433002		3.6558483		3.3118575		4.514799		4.6112275		3.6950595		3.1532853		3.785239		4.821852		-1.3418072		-1.9947586		-1.7698014		-1.2588207		-1.3058292		-2.2265134		-2.9345667		-1.0878261		-0.38496614		-0.99621415		-0.8235874		-0.33207273		-0.4241774		-1.1547863		-1.5531476		-0.12144804		No		Yes		Yes		U35_44k_v1_50159		LOC_Os03g52310.1		ref|NP_001051173.1| 2e-51  Os03g0733400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52310.1 3e-53 transposon protein putative unclassified expressed		AACTAGTCAGACTCTTGGCTATGTGTCACTTGTAGGGCAGTTTATTGACACGGATTGTAG		52196		AT3G42170.1

		31124		CUST_20129_PI390587928		3.7544258		3.9078162		4.007828		3.6121862		3.515311		2.699157		3.2227323		2.9398785		3.1019783		2.7682679		2.6378167		2.4471078		-1.1802682		-2.3112273		-1.7232069		-1.5936201		-1.5718324		-2.2031202		-2.5847263		-2.242454		-0.65244746		-1.2086592		-0.78509593		-0.6723077		-0.23911476		-1.1395483		-1.3700116		-1.1650784		Yes		No		No		U35_44k_v1_31124		LOC_Os03g15570.1		gb|EAY89333.1| 4e-07  hypothetical protein OsI_010566 [Oryza sativa (indica cultivar-group)]		LOC_Os03g15570.1 1e-08 mitogen-activated protein kinase 1 putative expressed		TCCAAGAACATCGACTACGAGTACGACCCGGCCAAGCTCTTCTGCAGCTACCCGCCGTCC		31268		0

		41622		CUST_31383_PI390587928		5.7020335		5.8581576		7.8570504		6.526731		4.931231		4.7539797		4.1049495		3.115144		3.9199219		3.6507165		5.446342		5.7060075		-1.7062186		-2.1497636		-13.47395		-10.641186		-3.4392922		-4.6185536		-5.3173537		-1.7662916		-1.7821116		-1.104178		-3.752101		-3.411587		-0.7708025		-2.207441		-2.4107084		-0.82072353		Yes		Yes		Yes		U35_44k_v1_41622		LOC_Os03g57080.1		ref|NP_001051471.1| 9e-66  Os03g0784100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57080.1 2e-67 patatin-like protein 3 putative expressed		ATCAAGCAGTGGCCATGGCGTTCGGGCATAACAGGACGAGCAACTACACACGCATACAGG		36658		AT3G54950.1

		9129		CUST_22582_PI390587928		8.429135		8.861352		9.304988		8.929822		7.8607736		8.23054		7.308346		7.432537		7.1788163		7.3846035		7.4834366		8.283891		-1.4828387		-1.5484359		-3.9907007		-2.8231091		-2.37894		-2.7832074		-3.5346107		-1.564749		-1.250319		-0.6308117		-1.9966421		-1.4972849		-0.56836176		-1.4767485		-1.8215513		-0.64593124		Yes		Yes		Yes		U35_44k_v1_9129		LOC_Os03g43684.1		ref|NP_001050727.1| 3e-66  Os03g0637900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43684.1 9e-68 expressed protein		GGAGATCTTGGATGATGACTTGGTCGAAATGAACTACGAGCAAATGCTGAAAGACATACA		19998		0

		35745		CUST_30132_PI390587928		3.6034641		4.416601		5.048664		4.070681		2.683417		3.373595		3.875252		3.6024666		3.0486488		2.4774468		2.5238006		2.8248415		-1.892177		-2.0605168		-2.255445		-1.3833963		-1.4689806		-3.834808		-5.75519		-2.3715653		-0.5548153		-1.0430062		-1.1734121		-0.4682145		-0.92004704		-1.9391544		-2.5248635		-1.2458396		Yes		No		No		U35_44k_v1_35745		-		ref|XP_381378.1| 1e-45  hypothetical protein FG01202.1 [Gibberella zeae PH-1]		No hits found		AATCAAGATGAGTGGTGCTAAATGGTATGGCGCTGATGGGGAGGTAGTTCTGGAAATTCT		None		0

		8014		CUST_8505_PI390587928		9.199849		9.098327		8.652767		9.557465		9.962034		10.195827		10.449555		9.478259		10.173477		11.02712		10.094991		9.887508		1.6960576		2.1398354		3.4744587		-1.0564361		1.9637728		3.8073652		2.7173936		1.2570516		0.97362804		1.0974998		1.7967882		-0.07920551		0.7621851		1.928793		1.4422235		0.3300438		Yes		Yes		Yes		U35_44k_v1_8014		LOC_Os01g70130.1		dbj|BAD88189.1| e-155  putative cell cycle dependent kinase C [Oryza sativa Japonica Group]		LOC_Os01g70130.1 1e-153 transposon protein putative unclassified expressed		GTAGGCTATACTTGTATAGTTAGAGAGCATAATAAAGTAGAGTTGTGAACAGCGATTCTA		19871		AT5G50860.1

		17510		CUST_1852_PI390587928		12.3979		11.314072		11.192607		11.657112		12.526694		11.579871		9.335187		10.885245		12.345288		10.783582		10.097928		10.758336		1.0933799		1.2023022		-3.6235907		-1.7074778		-1.0371405		-1.4444196		-2.1356554		-1.8644835		-0.05261135		0.26579952		-1.85742		-0.7718668		0.12879467		-0.5304899		-1.0946789		-0.89877605		No		Yes		Yes		U35_44k_v1_17510		LOC_Os11g32100.1		gb|AAF65457.1|AF245482_1 5e-05  OSE3 [Oryza sativa]		LOC_Os03g07590.1 3e-05 expressed protein		TGCTGATTTGCAACAAGGAAGAAGTGTGCTTTTTGTACCGCTCTTGGTACCTTCAAAAAA		8002		0

		39066		CUST_2626_PI390587928		7.6827583		7.8999276		8.65904		7.5633316		8.069147		7.562181		7.1163993		6.7020645		7.4206967		7.354957		7.845386		7.5534844		1.3071175		-1.2637811		-2.9132736		-1.8166331		-1.1991911		-1.4589906		-1.757658		-1.0068489		-0.2620616		-0.33774662		-1.5426412		-0.8612671		0.38638878		-0.5449705		-0.8136544		-0.009847164		No		Yes		Yes		U35_44k_v1_39066		LOC_Os04g49110.1		ref|NP_001053646.1| 2e-27  Os04g0580300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49110.1 4e-29 chitin-inducible gibberellin-responsive protein 2 putative expressed		ATAGCATTAGCGTTTGGAGCTAGGAGCTAGTATTCCCCTGCCTGCCTACTCCCAGCGCCT		None		0

		5713		CUST_1929_PI390587928		6.183474		6.931347		7.008059		6.2438626		6.19243		6.437857		4.86976		6.784142		4.667863		5.8984528		5.333822		6.1729503		1.0062271		-1.4078462		-4.4024267		1.4542542		-2.8591993		-2.0461247		-3.1915057		-1.0503807		-1.5156112		-0.49348974		-2.138299		0.5402794		0.0089559555		-1.0328941		-1.6742373		-0.07091236		Yes		No		No		U35_44k_v1_5713		LOC_Os09g12290.1		gb|EAZ44105.1| 2e-38  hypothetical protein OsJ_027588 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g12290.1 5e-40 bifunctional aspartokinase/homoserine dehydrogenase 2 chloroplast precursor putative expressed		TGCATGGGAACACCTCAGAGAATTCAGAATGTTGCTGATGTAGTTCTTGGTGACTCTTCC		22957		0

		41880		CUST_16125_PI390587928		2.8355033		3.437933		3.1822987		3.7433357		3.8695476		4.5967584		4.6478953		4.340872		3.055833		4.0253263		4.3306828		1.8474029		2.0477567		2.2327557		2.7617767		1.5131302		1.1649998		1.5025295		2.2166548		-3.7216253		0.22032976		1.1588254		1.4655967		0.5975361		1.0340443		0.5873933		1.1483841		-1.8959328		Yes		No		No		U35_44k_v1_41880		LOC_Os02g36840.1		gb|EAZ23556.1| 1e-51  hypothetical protein OsJ_007039 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36840.1 1e-53 cytokinin-O-glucosyltransferase 2 putative expressed		TCATTCCCCTCAAAGACGAAGAGCAGCTGACGAACGGGTTCATGGACATGGCGGAGGACT		37154		AT1G22360.2

		6537		CUST_40902_PI390587928		9.7973585		9.729939		10.196486		10.591083		9.473629		8.937996		9.689035		9.433463		9.49099		9.150363		9.659711		10.852943		-1.2515618		-1.7314054		-1.4215364		-2.23089		-1.2365913		-1.4944105		-1.4507265		1.1990242		-0.30636883		-0.79194355		-0.50745106		-1.1576195		-0.32372952		-0.5795765		-0.5367756		0.26186085		No		Yes		Yes		U35_44k_v1_6537		LOC_Os04g55560.4		gb|EAY95817.1| 6e-07  hypothetical protein OsI_017050 [Oryza sativa (indica cultivar-group)]		LOC_Os04g55560.4 1e-08 AP2 domain containing protein expressed		TTCAACTCAAGTGTGTGTTTGTGGTGGAGCATCTTTTGGTTCTTGCTACCATGGCCACAA		13918		0

		23291		CUST_12877_PI390587928		11.36807		12.058437		11.187167		11.133134		10.873023		11.309329		9.48191		10.026735		10.462192		10.713342		9.522817		10.874065		-1.4093663		-1.6807537		-3.2608712		-2.153075		-1.8736845		-2.5404704		-3.1697092		-1.1967058		-0.90587807		-0.7491083		-1.7052574		-1.1063986		-0.49504662		-1.3450956		-1.6643505		-0.2590685		Yes		Yes		Yes		U35_44k_v1_23291		LOC_Os11g38650.1		dbj|BAB86931.1| 7e-43  glucosyltransferase-13 [Vigna angularis]		LOC_Os11g38650.1 7e-42 hydroquinone glucosyltransferase putative expressed		CATAAAGCGTTTCGTCTGAAAAGGATGCGAAGCAAGCAACGATGATTAGTTATTTTCAAA		47182		AT4G01070.1

		46580		CUST_37950_PI390587928		4.098609		4.063086		4.8005757		4.6078844		2.8431408		4.1342535		3.8634408		4.386318		3.056033		2.955267		3.427927		3.963117		-2.3874462		1.0505664		-1.9147221		-1.1659987		-2.0599024		-2.155196		-2.5894554		-1.5634873		-1.0425761		0.07116747		-0.937135		-0.2215662		-1.2554681		-1.1078191		-1.3726487		-0.6447675		Yes		No		No		U35_44k_v1_46580		LOC_Os06g40790.1		ref|NP_001105661.1| 1e-59  barley mlo defense gene homolog7 [Zea mays]		LOC_Os06g40790.1 1e-47 mlo family protein		ATATTGTAGGAAACGCTACACCAATGCATGTTTTGCTACGCCGTAATCAGGGTGAATTGG		46856		AT4G24250.1

		4535		CUST_17876_PI390587928		9.985643		11.18641		11.667119		11.155482		9.594016		10.830818		10.536865		10.787186		9.786091		10.690669		10.390168		10.988584		-1.3118724		-1.2795103		-2.1889725		-1.2908279		-1.1483421		-1.4100447		-2.4232628		-1.1226426		-0.19955254		-0.35559177		-1.1302538		-0.36829662		-0.3916273		-0.4957409		-1.2769508		-0.16689873		No		Yes		Yes		U35_44k_v1_4535		LOC_Os03g21030.1		gb|EAY89847.1| 4e-24  hypothetical protein OsI_011080 [Oryza sativa (indica cultivar-group)]		LOC_Os03g21030.1 1e-25 GRAB2 protein putative expressed		GTATGTACATGTACCGCCATTAATTGCTGTTGCTTGAGTTTGACATGTCACTATGTGAAA		11098		0

		5579		CUST_23330_PI390587928		6.801851		6.4068913		3.0445478		3.6928823		5.9210186		5.5551147		1.595426		2.2327502		5.70586		5.8516297		1.2659451		3.607931		-1.8414372		-1.804722		-2.730418		-2.7513356		-2.137598		-1.4694351		-3.4309373		-1.060652		-1.0959907		-0.8517766		-1.4491218		-1.4601321		-0.8808322		-0.5552616		-1.7786027		-0.0849514		Yes		No		No		U35_44k_v1_5579		LOC_Os07g47480.1		gb|EAZ41043.1| 1e-10  hypothetical protein OsJ_024526 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g47480.1 2e-12 copper chaperone putative expressed		CACACTTTTTCTCTTCAAATTTTCGACTTGATTAGCTCGTCATGTAGTGACATGAGTATT		13380		0

		18246		CUST_22192_PI390587928		9.059376		8.555706		9.687755		9.506557		8.80039		8.060372		8.391755		8.059316		8.595426		7.939236		8.630546		9.033135		-1.1966369		-1.4096467		-2.4554706		-2.7268622		-1.3793132		-1.5331192		-2.080902		-1.3883988		-0.46395016		-0.49533367		-1.2959995		-1.4472418		-0.25898552		-0.61646986		-1.057209		-0.47342205		No		Yes		Yes		U35_44k_v1_18246		LOC_Os03g63280.1		ref|NP_001051901.1| e-134  Os03g0849900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63280.1 1e-135 regulatory protein putative expressed		GGAGAGAGAGACGATAAGTATTTGTTGCTATACCTGTAAAATGCTCTATTATGAAAGCAT		9057		AT4G19970.1

		7587		CUST_36669_PI390587928		6.604653		6.078432		6.3963876		6.399341		6.4069805		6.0637784		5.238602		5.675619		6.057612		5.6976438		5.8101883		6.2385883		-1.1468465		-1.010209		-2.2311468		-1.651437		-1.4610858		-1.3020531		-1.5012865		-1.1178703		-0.54704094		-0.014653683		-1.1577854		-0.723722		-0.19767237		-0.38078833		-0.5861993		-0.16075277		No		Yes		Yes		U35_44k_v1_7587		-		gb|EAZ40257.1| 2e-22  hypothetical protein OsJ_023740 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36920.1 3e-24 F-box domain containing protein expressed		CGCGATGTACGACGCATCTTCACAGGAGAAGATGAAGTTTGGATTCTTTTCGGTGAACTT		16400		0

		49430		CUST_33888_PI390587928		8.8616495		9.230663		10.475701		9.326038		8.186508		8.171525		8.080547		7.247988		7.905786		7.745434		8.328155		8.530631		-1.5967532		-2.0836866		-5.2603326		-4.2223616		-1.9397403		-2.799617		-4.430737		-1.7355673		-0.9558635		-1.0591383		-2.395154		-2.0780501		-0.67514133		-1.4852295		-2.1475468		-0.7954073		Yes		Yes		Yes		U35_44k_v1_49430		LOC_Os06g07100.2		gb|EAZ35957.1| 1e-25  hypothetical protein OsJ_019440 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		TTGTTTTCTTTGTACGGTGTATATGCCGTACGTGCATGTTGGCTTGGTTGGTTGGTTGCA		51140		0

		18485		CUST_34017_PI390587928		6.3210335		5.8110733		7.1981397		7.2096343		6.856116		6.737705		8.532811		8.079118		5.660173		6.9332585		8.556825		8.1428995		1.4490248		1.9008331		2.5221806		1.8270086		-1.5810254		2.1767642		2.5645132		1.909593		-0.66086054		0.9266319		1.3346715		0.8694835		0.53508234		1.1221852		1.358685		0.9332652		No		Yes		Yes		U35_44k_v1_18485		LOC_Os04g57200.2		emb|CAE02799.1| 1e-22  OSJNBa0043A12.4 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57200.1 3e-24 metal ion binding protein putative expressed		GAATGGAATCAGAGTGTGGAGAAAAGATCAAATAGAACTGCTTGCTTGGTTTTTCAAAAA		9576		AT1G01490.2

		30731		CUST_21980_PI390587928		3.9453123		4.463408		4.600101		3.9731064		3.1342814		3.3810377		3.9038324		3.318374		2.924432		2.1029398		3.268114		2.9333956		-1.7544646		-2.1175122		-1.6203085		-1.574324		-2.0291567		-5.13537		-2.5174916		-2.0558155		-1.0208802		-1.0823703		-0.69626856		-0.65473247		-0.81103086		-2.3604681		-1.3319869		-1.0397108		Yes		No		No		U35_44k_v1_30731		-		No hits found		LOC_Os12g26960.1 3e-04 expressed protein		CAATAATGGTATCAGTGAACATTTAATATATTTGGATTTTCGGCTGGTTCGGCTTGTTCA		30769		0

		4523		CUST_17888_PI390587928		3.7941437		3.9566863		1.2447628		3.8703108		3.878454		4.1443424		2.654772		2.5540798		2.8709862		3.3563526		2.2684972		4.2246346		1.0601808		1.138912		2.6573887		-2.490147		-1.8962609		-1.5160671		2.033175		1.2783864		-0.92315745		0.18765616		1.4100093		-1.316231		0.08431029		-0.6003337		1.0237345		0.35432386		No		Yes		Yes		U35_44k_v1_4523		LOC_Os03g62500.1		ref|NP_001105536.1| e-117  hypothetical protein LOC542518 [Zea mays]		LOC_Os03g62500.1 1e-118 shaggy-related protein kinase kappa putative expressed		GCAAAGATATTGGTCAAGGGAGAACCAAATATCTCCTACATATGCTCAAGATACTACCGA		9572		AT1G57870.2

		14887		CUST_21126_PI390587928		14.87901		15.07064		15.09974		14.8028145		14.605667		14.850881		13.925426		14.120603		14.485509		14.300092		13.922412		14.632805		-1.2086052		-1.164539		-2.2568562		-1.6045979		-1.3135774		-1.7059175		-2.2615755		-1.1250659		-0.39350128		-0.21975899		-1.1743145		-0.6822119		-0.2733431		-0.77054787		-1.1773281		-0.17000961		No		Yes		Yes		U35_44k_v1_14887		LOC_Os06g13680.1		emb|CAA54065.1| 9e-44  HvB12D [Hordeum vulgare subsp. vulgare]		LOC_Os06g13680.1 3e-38 B12D protein expressed		TGGGTGTTGCTGCTTGTATTTTGAAGCATGTTCCTGTCTTAACAGTATCTTGGACATAAA		1656		AT3G48140.1

		3776		CUST_5307_PI390587928		5.333076		5.7342796		4.111339		3.8767395		7.246142		7.0436416		6.634165		6.0416417		7.0161767		6.9396653		5.903635		3.8689594		3.7660859		2.4783192		5.7470665		4.48436		3.2111738		2.305989		3.4636567		-1.0054073		1.6831007		1.3093619		2.5228257		2.1649022		1.9130659		1.2053857		1.7922959		-0.007780075		Yes		Yes		Yes		U35_44k_v1_3776		LOC_Os03g05920.1		gb|EAY88590.1| 3e-82  hypothetical protein OsI_009823 [Oryza sativa (indica cultivar-group)]		LOC_Os03g05920.1 7e-84 monooxygenase putative expressed		AGGTACTCCTCAAAGATCGTCGCCATCGAGGAAGAAGGCAGCGTCAAGCTCCTGCACATG		15065		AT4G38540.1

		27091		CUST_2618_PI390587928		5.7939987		5.205367		6.8353424		6.5925307		5.1802783		3.9924774		5.693934		5.2294083		4.967726		4.3288856		5.4796834		6.1907716		-1.5302002		-2.3180146		-2.2059627		-2.5724132		-1.7730982		-1.8358924		-2.55914		-1.3211179		-0.8262725		-1.2128897		-1.1414084		-1.3631225		-0.6137204		-0.87648153		-1.355659		-0.40175915		Yes		Yes		Yes		U35_44k_v1_27091		-		No hits found		No hits found		GAATCTAAGAACACATGCTCGTAAGTTTGGTTGATAAGCCATTTAATATGCCCATGCAAA		24512		0

		15192		CUST_27045_PI390587928		8.087373		8.038772		8.3321295		8.849023		7.879259		7.470558		7.2339673		8.164341		7.6747823		7.1813693		7.42029		8.64121		-1.1551768		-1.4826864		-2.140818		-1.6073475		-1.3310738		-1.8117732		-1.8814429		-1.1549363		-0.4125905		-0.56821346		-1.0981622		-0.6846819		-0.20811367		-0.8574023		-0.9118395		-0.20781326		No		Yes		Yes		U35_44k_v1_15192		LOC_Os09g33680.2		ref|NP_001063638.1| 0.0  Os09g0511600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g33680.1 0.0 cyanogenic beta-glucosidase precursor putative expressed		TTTAAACAGTATCTGTGAAGTCCTAATTTTGGTTTCAATGGCATATACATCACATGGGCT		2738		AT1G02850.2

		16939		CUST_30060_PI390587928		10.305016		10.718318		10.466304		11.147565		10.743459		10.77016		11.670624		11.155731		10.843572		11.060599		11.501965		11.2697525		1.3551412		1.0365874		2.3042862		1.0056765		1.4525181		1.2677597		2.0500524		1.0883839		0.5385561		0.051841736		1.20432		0.008166313		0.43844318		0.34228134		1.0356607		0.122187614		No		Yes		Yes		U35_44k_v1_16939		LOC_Os02g02524.1		ref|NP_001045685.1| 3e-17  Os02g0117200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02524.1 6e-19 MIR-interacting saposin-like protein precursor putative expressed		TCATGTTGTTGTCTTAAAGAGGGACTTGCAATTTTCCCCATAATGACTGCTCTGTTGAGC		6651		0

		18470		CUST_34056_PI390587928		3.1413155		4.3303604		4.2904434		4.36888		2.8003685		4.5405993		5.1618323		5.9137235		2.904667		4.174807		4.4549594		4.957863		-1.2665876		1.1568798		1.8294233		2.9177246		-1.1782523		-1.1138488		1.12079		1.504186		-0.23664856		0.21023893		0.8713889		1.5448437		-0.3409469		-0.15555334		0.16451597		0.58898306		No		Yes		Yes		U35_44k_v1_18470		LOC_Os01g43520.2		gb|ABX76295.1| 0.0  neutral ceramidase [Triticum aestivum]		LOC_Os01g43520.2 1e-174 ceramidase putative expressed		TACCGGAACCTGATGAGATAACTGACGACTTAATGCAATTGGCATCATCCTACGAGGCAT		8800		AT1G07380.1

		2330		CUST_7235_PI390587928		8.938306		9.073753		9.496087		8.586491		8.679155		8.838592		8.173673		7.986132		8.238834		8.646495		8.664336		8.623482		-1.1967738		-1.1770387		-2.5008428		-1.5160933		-1.6239097		-1.3446759		-1.779844		1.0259718		-0.6994715		-0.23516178		-1.3224144		-0.6003585		-0.2591505		-0.4272585		-0.83175087		0.03699112		No		Yes		Yes		U35_44k_v1_2330		LOC_Os07g46410.1		gb|ABY61747.1| 0.0  NADP-thioredoxin reductase C precursor [Hordeum vulgare]		LOC_Os07g46410.1 0.0 bifunctional thioredoxin reductase/thioredoxin putative expressed		CATGTTTAATTGAGAAACCAGCTGAAATGGAACGCCATCTACCAAAGGGTTGTTCTATTC		5618		AT2G41680.1

		15464		CUST_21008_PI390587928		8.569488		8.312015		8.682738		9.991405		10.257178		11.404363		11.2902975		11.143006		10.290509		11.045876		11.69577		11.268463		3.2214065		8.5288315		6.094717		2.221604		3.2966979		6.6523356		8.072592		2.4234438		1.7210217		3.092348		2.6075592		1.1516018		1.6876907		2.733861		3.013032		1.2770586		Yes		Yes		Yes		U35_44k_v1_15464		LOC_Os08g28410.1		dbj|BAD03492.1| 4e-58  putative Lignostilbene-alpha,beta-dioxygenase and related enzymes [Oryza sativa Japonica Group]		LOC_Os08g28240.1 1e-54 crocetin dialdehyde putative expressed		GCCTTGCTTGATTAACAGAAGTGCAGCAATGTCAATAAATTATTAAGCCATTCCTGATAA		17916		AT3G63520.1

		37749		CUST_15734_PI390587928		6.493931		7.039444		7.152222		6.0853486		5.624567		6.0834823		5.6583652		4.2933483		5.1109433		5.8154693		5.9711914		5.869099		-1.8268571		-1.9398724		-2.816409		-3.462947		-2.608079		-2.3358939		-2.2673872		-1.1617095		-1.3829875		-0.9559617		-1.4938569		-1.7920003		-0.8693638		-1.2239747		-1.1810308		-0.21624947		Yes		Yes		Yes		U35_44k_v1_37749		LOC_Os05g08560.1		gb|EAZ33076.1| 9e-31  hypothetical protein OsJ_016559 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g08560.1 2e-32 transposon protein putative unclassified expressed		CAATTGAAAATCTCTTGCATTCTTGTGGGCCGTCTTTGTATTTCGAACCAGCATCACATT		33437		AT5G25510.1

		22523		CUST_29638_PI390587928		6.9175887		7.7531924		7.992426		7.8558135		6.5946536		7.171576		6.3900847		6.428615		6.005535		6.554521		6.595705		6.945089		-1.2508729		-1.496525		-3.0363564		-2.6892397		-1.8817221		-2.295282		-2.6330245		-1.8799895		-0.9120536		-0.5816164		-1.6023412		-1.4271984		-0.3229351		-1.1986713		-1.3967209		-0.91072464		Yes		Yes		Yes		U35_44k_v1_22523		LOC_Os10g37190.1		ref|NP_001065061.1| e-125  Os10g0516200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37190.1 1e-127 protein kinase domain containing protein expressed		CGGCTGCTGACCGCCGTCCTCGCGCCGCGGCTCAAGGCCGCCGGCGACGCGCGGATGCTG		17728		AT1G33260.2

		28697		CUST_36270_PI390587928		4.227627		4.964148		4.965299		3.9949818		3.8571708		3.9372823		2.8793707		2.8246753		3.4739096		4.11093		2.807258		2.9075756		-1.2927613		-2.0375926		-4.2454824		-2.2505949		-1.6861316		-1.8065261		-4.4630847		-2.1249166		-0.7537172		-1.0268657		-2.0859284		-1.1703064		-0.37045598		-0.8532181		-2.1580412		-1.0874062		Yes		No		No		U35_44k_v1_28697		LOC_Os12g17910.1		ref|NP_001066567.1| 7e-77  Os12g0277500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g17910.1 1e-78 ruBisCO large subunit-binding protein subunit alpha chloroplast precursor putative expressed		CAAACCCTGTATCACTAAAGAAAGGAATCGACAAAACTGTCCAGGGTCTGATTGAAGAGC		27703		AT2G28000.1

		17975		CUST_29057_PI390587928		9.772506		10.432972		9.778794		9.861969		9.854207		9.991742		8.496564		9.7726755		9.662799		9.728118		8.807565		9.398298		1.0582652		-1.3577613		-2.432147		-1.0638491		-1.0790089		-1.6299797		-1.9605107		-1.3790462		-0.10970688		-0.44122982		-1.2822304		-0.08929348		0.08170128		-0.704854		-0.97122955		-0.46367073		No		Yes		Yes		U35_44k_v1_17975		LOC_Os02g38240.1		ref|NP_001047318.1| e-111  Os02g0596000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g38240.1 1e-112 rhodanese family protein putative expressed		CACACAGAGACTAAATGCTGTCTTGTAGAAGTATCTAGTTATGACCTCTTATCGAAAAAA		9660		AT4G24750.1

		18202		CUST_15171_PI390587928		7.5798774		6.9600925		6.607778		6.5987754		8.166091		7.760549		9.385982		7.8308525		8.569279		8.233506		9.826188		6.8391266		1.5013013		1.7416521		6.859976		2.3490496		1.985361		2.4173286		9.307605		1.1812801		0.98940134		0.8004565		2.7782035		1.2320771		0.5862136		1.2734137		3.21841		0.2403512		Yes		Yes		Yes		U35_44k_v1_18202		LOC_Os05g33130.1		gb|AAA56787.1| e-127  chitinase		LOC_Os05g33130.1 1e-123 basic endochitinase A precursor putative expressed		CACTTGAACATAAAAGCATCAAAAGGCAGATCCATCTTCAGATCTTGACCGTCTAAAAAA		25195		AT3G12500.1

		9815		CUST_37479_PI390587928		6.644663		6.6308303		6.5222783		6.5146008		6.575033		6.42696		5.110073		6.1391015		6.233373		6.080009		5.194194		6.3904653		-1.0494473		-1.1517841		-2.6614366		-1.2972884		-1.3298742		-1.4649194		-2.510691		-1.0898545		-0.4112897		-0.2038703		-1.4122052		-0.37549925		-0.06962967		-0.5508213		-1.3280845		-0.124135494		No		Yes		Yes		U35_44k_v1_9815		LOC_Os03g62110.3		gb|AAP69615.1| e-136  nicotinate phosphoribosyltransferase-like protein [Oryza sativa]		LOC_Os03g62110.3 1e-138 nicotinate phosphoribosyltransferase putative expressed		ATGTGAAGATTTTGTCTCTCTAGTGCAGAATTGGCTGGTTAAGATTCAGGATGCTAGTTC		20661		AT4G36940.1

		38124		CUST_38194_PI390587928		3.7622		3.1754045		3.7245731		2.7968674		4.1113076		4.5814157		6.117731		6.0323563		3.392525		4.993631		5.6016965		4.47187		1.2737724		2.6500344		5.2530594		9.418445		-1.2920619		3.5264738		3.6734188		3.1931992		-0.36967516		1.4060111		2.393158		3.235489		0.3491075		1.8182263		1.8771234		1.6750026		Yes		Yes		Yes		U35_44k_v1_38124		LOC_Os09g26160.1		gb|EAZ09194.1| 7e-21  hypothetical protein OsI_030426 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26160.1 1e-22 glutamate receptor 2.9 precursor putative expressed		GCTGTTTTCCAGATCTGTCACATATCACATATGGAATGCAATGTGCACTTAGACAGTAAA		33963		0

		32681		CUST_24604_PI390587928		2.6803923		2.0711656		1.3438257		2.3244002		3.3556602		4.394104		3.7760665		3.0738573		3.3832693		4.0652294		2.9841404		2.2113886		1.5968933		5.003503		5.3973117		1.6811601		1.6277477		3.9835753		3.1173382		-1.0814835		0.70287704		2.3229384		2.432241		0.7494571		0.67526793		1.9940639		1.6403147		-0.1130116		Yes		Yes		Yes		U35_44k_v1_32681		LOC_Os02g17240.1		gb|EAY79443.1| 2e-08  hypothetical protein OsI_033402 [Oryza sativa (indica cultivar-group)]		LOC_Os10g40270.1 3e-10 pollen-specific kinase partner protein putative expressed		TCTTGCAAAGGAAATATGCAGAGTTTGTCTGACCAACAGTGAGTCCTGTAAGATAATTTA		None		0

		18645		CUST_31735_PI390587928		12.903229		12.8652115		12.595886		12.919379		13.50981		13.676796		14.03773		13.274213		13.598603		13.636605		13.811917		13.266534		1.5226471		1.755138		2.7166789		1.278838		1.6193047		1.706918		2.3230674		1.2720493		0.6953745		0.8115845		1.441844		0.3548336		0.6065817		0.7713938		1.2160311		0.34715462		No		Yes		Yes		U35_44k_v1_18645		LOC_Os06g07200.1		ref|NP_001056925.1| e-109  Os06g0168500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07200.1 1e-110 syntaxin 132 putative expressed		GTTGTGTATACGCCAATGCCATATGGTGCTGGAGCCGTCATGTATATTCTCTCGTTATTT		13985		AT5G08080.1

		11708		CUST_20328_PI390587928		7.577357		6.7215652		6.074411		6.099781		7.7151756		7.351332		6.942812		5.999417		7.7026887		7.6354084		7.22578		6.5087733		1.1002405		1.547315		1.8256384		-1.072044		1.0907587		1.8840578		2.2212458		1.3277581		0.12533188		0.62976694		0.86840105		-0.10036421		0.13781881		0.91384315		1.1513691		0.4089923		No		Yes		Yes		U35_44k_v1_11708		LOC_Os03g20850.1		gb|EAZ26762.1| 2e-13  hypothetical protein OsJ_010245 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20850.1 4e-15 secondary cell wall-related glycosyltransferase family 47 putative expressed		AACATTTTGTATCAGAATCTGTATATTCTAGGCAGTAGCGTGATTACTAGCGGCCGCTGC		19636		0

		14327		CUST_8702_PI390587928		10.370756		9.805589		9.984944		10.174228		9.416265		8.225872		7.969377		8.929462		9.727044		8.60067		7.9982643		9.870494		-1.9378966		-2.9891114		-4.0433955		-2.3697999		-1.5623438		-2.305243		-3.9632392		-1.2343348		-0.64371204		-1.5797167		-2.0155673		-1.2447653		-0.9544916		-1.2049189		-1.98668		-0.30373383		Yes		No		No		U35_44k_v1_14327		LOC_Os01g59150.2		No hits found		LOC_Os05g34170.3 2e-04 tubulin beta-6 chain putative expressed		GAGTGGATGATTCAAATTTTGCCGAACAATGGATTGCATCCATCCATATATAAATGTTGT		18853		0

		23968		CUST_33350_PI390587928		5.1111546		5.034795		4.9567456		4.6963277		5.339564		6.1279564		7.125509		5.4401717		5.561916		6.3184037		6.4110928		4.39176		1.1715425		2.1334105		4.4963775		1.674632		1.3667613		2.434472		2.7403252		-1.2350487		0.45076132		1.0931616		2.1687632		0.74384403		0.22840929		1.2836089		1.4543471		-0.3045678		Yes		Yes		Yes		U35_44k_v1_23968		LOC_Os10g37710.1		gb|ABF93650.1| 5e-62  hydrolase, alpha/beta fold family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02514.1 1e-63 catalytic/ hydrolase putative expressed		CGCAACGATTTGATTCCAGGAGGTGGCCGAGGAGCTTGGCGTGTACATGGTGGGCTTCGA		19381		AT1G74300.1

		17464		CUST_39683_PI390587928		10.673283		10.714722		9.953662		9.782407		10.683952		11.212619		11.209664		10.478692		10.959216		11.298036		10.904515		9.9063425		1.007423		1.4121537		2.3883305		1.6203272		1.219199		1.498287		1.9330157		1.0897036		0.2859335		0.49789715		1.2560024		0.69628525		0.010669708		0.58331394		0.95085335		0.1239357		No		Yes		Yes		U35_44k_v1_17464		LOC_Os06g09370.3		gb|ABI95371.1| 0.0  PTF1 [Triticum aestivum]		LOC_Os06g09370.2 1e-156 helix-loop-helix DNA-binding domain containing protein expressed		GTTTATTACCGACTGTTCATGCAGGTTACAGCTTTACTAAATCTGTTTTTCCTCTTCAAA		6159		AT2G24260.1

		37769		CUST_15388_PI390587928		5.1536613		4.707859		5.3641396		5.283666		4.9891458		4.893248		4.560905		4.1373754		4.4610667		4.4618363		4.5631146		5.5766683		-1.1207896		1.1371236		-1.7450091		-2.213441		-1.6161875		-1.1859331		-1.7423384		1.2251872		-0.6925945		0.18538904		-0.8032346		-1.1462908		-0.1645155		-0.2460227		-0.8010249		0.29300213		No		Yes		Yes		U35_44k_v1_37769		LOC_Os02g02570.1		gb|EAZ21507.1| 4e-19  hypothetical protein OsJ_004990 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02570.1 4e-20 autophagy protein 5 putative expressed		AGATTTCCTCTTTAACGAGAAACAAGTGTGACTGCAATCAGAGTTCACCCCTGAGACCGT		33461		0

		9308		CUST_408_PI390587928		5.0295606		5.4538727		5.8678956		5.4573894		4.6705728		4.8937325		4.9694138		5.125728		4.6185207		4.344826		4.3171754		5.0024457		-1.2825258		-1.4744124		-1.8641033		-1.2584616		-1.3296438		-2.1570303		-2.9296336		-1.3707293		-0.41103983		-0.56014013		-0.89848185		-0.33166122		-0.3589878		-1.1090465		-1.5507202		-0.45494366		No		Yes		Yes		U35_44k_v1_9308		LOC_Os04g52200.1		gb|EAY95508.1| 2e-56  hypothetical protein OsI_016741 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52200.1 5e-58 multiple RNA-binding domain-containing protein 1 putative expressed		TAATGCTAAAGACAAGACTAACAGTGGCGATGTTAATGCACCGCTGAAGAGTTCCAGAGC		None		AT4G19610.1

		22962		CUST_33512_PI390587928		5.8890834		6.0409684		6.8319397		6.5619965		5.693381		5.6795387		6.081187		5.917258		5.6119514		5.2056017		5.8170915		6.269192		-1.1452818		-1.2846984		-1.6826707		-1.563456		-1.2117835		-1.7843106		-2.0206902		-1.2250191		-0.27713203		-0.3614297		-0.7507529		-0.6447387		-0.19570255		-0.8353667		-1.0148482		-0.29280424		No		Yes		Yes		U35_44k_v1_22962		LOC_Os02g52960.1		gb|EAZ24750.1| 0.0  hypothetical protein OsJ_008233 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52960.1 0.0 PHD-finger family protein expressed		ACTCAAGCAACTCAAAATATGGAAATTGATACTGATCATCTCTCAGCTGGTGAGAATCTT		17835		AT1G77800.1

		5994		CUST_18104_PI390587928		12.232539		12.170804		11.720039		11.319877		12.107747		12.380612		10.520419		10.560638		11.92865		11.9953		11.117562		11.327572		-1.0903506		1.1565346		-2.296792		-1.6925967		-1.2344679		-1.1293586		-1.5183213		1.0053482		-0.30388927		0.20980835		-1.1996202		-0.75923824		-0.1247921		-0.17550373		-0.6024771		0.007695198		No		Yes		Yes		U35_44k_v1_5994		-		gb|AAD15341.1| 5e-28  hypothetical protein [Arabidopsis thaliana]		LOC_Os10g16440.1 5e-28 CUE domain containing protein expressed		GGAGATGGACATATATCAGTATCAAACTTGGTTGGTCTATCTGTCATGTAAATAAACATG		13569		AT4G02880.1

		21619		CUST_4615_PI390587928		5.1809115		6.0966263		7.276718		5.6851845		4.450798		4.9788375		5.507324		4.602793		4.085917		4.4801807		5.468773		5.091156		-1.6587696		-2.170141		-3.4091072		-2.117543		-2.1361227		-3.0661867		-3.5014324		-1.5094558		-1.0949945		-1.1177888		-1.7693939		-1.0823913		-0.7301135		-1.6164455		-1.8079453		-0.5940285		Yes		Yes		Yes		U35_44k_v1_21619		LOC_Os06g39470.1		gb|EAZ37532.1| 3e-42  hypothetical protein OsJ_021015 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39470.1 8e-44 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		CAGCTACTACCCCATCGCCGGCCGGCTCGCGCTGTCCGACGGCGGCGAGCTGGTCGTGGA		23227		AT3G62160.1

		14730		CUST_37259_PI390587928		4.9269586		5.649858		6.7577443		1.8392605		4.1150084		3.6177928		1.9638723		2.0933886		6.0615177		3.480139		2.7451038		1.7366253		-1.755583		-4.0898986		-27.739538		1.1926148		2.1955147		-4.499357		-16.140802		-1.0737329		1.1345592		-2.0320652		-4.793872		0.2541281		-0.8119502		-2.169719		-4.0126405		-0.102635145		No		Yes		Yes		U35_44k_v1_14730		LOC_Os02g40260.1		dbj|BAD21636.1| e-136  leucine-rich repeat-like protein [Oryza sativa Japonica Group]		LOC_Os02g40260.1 1e-138 protein binding protein putative expressed		GTACGTGTTGTGATGCTACTACAGTTTTGTGGTAGTAGTAATTTAATTTCGACTGTATCT		4320		AT4G06744.1

		8043		CUST_8477_PI390587928		4.3775477		3.0341709		4.2770724		3.673351		3.044463		3.1264675		2.512248		2.6241353		3.349637		2.7473667		2.1787643		3.4138622		-2.519408		1.0660659		-3.3983264		-2.0694046		-2.0390692		-1.2199349		-4.282069		-1.1970545		-1.0279107		0.0922966		-1.7648244		-1.0492158		-1.3330848		-0.2868042		-2.098308		-0.25948882		Yes		Yes		Yes		U35_44k_v1_8043		LOC_Os02g29890.1		gb|EAY85954.1| 1e-06  hypothetical protein OsI_007187 [Oryza sativa (indica cultivar-group)]		LOC_Os02g29890.1 3e-08 expressed protein		GACTGGTTCTCCGGGACAGCGAAACTGCGGTTTCAGAAGCCGGCTTCGATGTTCTTTTGA		26589		0

		5389		CUST_16590_PI390587928		7.472651		6.694838		6.750927		6.511852		9.35865		8.781009		11.672603		11.304982		8.650219		8.697168		11.449994		8.4613695		3.6960883		4.2461953		30.309029		27.725285		2.2619514		4.0064664		25.975275		3.862454		1.177568		2.0861707		4.9216757		4.7931304		1.8859992		2.0023303		4.699067		1.9495177		Yes		Yes		Yes		U35_44k_v1_5389		LOC_Os04g22120.1		gb|EAZ08979.1| 4e-45  hypothetical protein OsI_030211 [Oryza sativa (indica cultivar-group)]		LOC_Os09g16540.1 7e-41 protein kinase putative expressed		CCAGATTGAAGACCACGACCCCATATATTGTTGTTTAGTTCTCTCTATTCTGTATTTAAA		13253		AT5G10530.1

		17046		CUST_35548_PI390587928		11.063025		12.3692665		11.510915		10.932231		11.619003		12.236358		13.312022		12.031367		11.9605		12.702611		12.84977		11.689159		1.4701648		-1.0965023		3.4848762		2.1422641		1.8628019		1.2599307		2.5295045		1.689889		0.8974743		-0.13290882		1.8011074		1.0991364		0.5559778		0.33334446		1.3388548		0.75692844		No		Yes		Yes		U35_44k_v1_17046		LOC_Os02g42220.1		dbj|BAE44205.1| 0.0  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os02g42220.1 0.0 transposon protein putative unclassified expressed		CATTTTTGTCTGTCTTGTGTAACTATGGCATGTTGTTCTGCCCGGTAGGCTGCAAGTTGT		None		AT1G65730.1

		28560		CUST_31989_PI390587928		3.4162111		3.1185522		4.602543		3.8561804		2.6994247		3.0933216		3.933308		3.9136617		2.616007		2.231654		2.698527		3.3415692		-1.643517		-1.0176424		-1.5902295		1.0406474		-1.7413474		-1.8491962		-3.7425349		-1.4286091		-0.80020404		-0.025230646		-0.669235		0.05748129		-0.7167864		-0.8868983		-1.9040158		-0.51461124		Yes		No		No		U35_44k_v1_28560		LOC_Os03g08430.2		gb|EAZ25827.1| e-107  hypothetical protein OsJ_009310 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08430.2 1e-109 SAC domain-containing protein 3 putative expressed		GAATTTGCAGATCTGTAGACTTCTCTGATAATCCTTGCTACCTGCAGTAAAATCAGATGT		27512		AT3G14205.1

		17633		CUST_31627_PI390587928		5.6158776		6.457308		6.9268837		6.2928085		5.445038		5.7212005		6.1577287		5.846258		5.5750937		5.452614		5.579838		5.8939357		-1.1257136		-1.6656755		-1.7042713		-1.3627778		-1.0286726		-2.006518		-2.543907		-1.3184774		-0.040783882		-0.73610735		-0.769155		-0.44655037		-0.17083979		-1.004694		-1.3470459		-0.39887285		No		Yes		Yes		U35_44k_v1_17633		LOC_Os07g38360.4		gb|EAZ40363.1| 1e-73  hypothetical protein OsJ_023846 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38360.4 2e-75 expressed protein		TTGTTACATTGCACAGCAGATCCAATACCACCAGCGACTTACAAAGATGAACTTCTGGCC		9666		0

		14144		CUST_38285_PI390587928		10.186942		8.82569		6.901878		7.194465		10.74886		9.516637		12.569683		13.420318		10.49676		9.571363		12.661732		9.65013		1.4762307		1.6143423		50.836937		74.845955		1.2395515		1.6767565		54.18621		5.4856596		0.30981827		0.6909466		5.667805		6.2258525		0.56191826		0.7456732		5.759854		2.455665		Yes		Yes		Yes		U35_44k_v1_14144		LOC_Os12g43450.1		gb|AAK55325.1|AF355457_1 3e-73  thaumatin-like protein TLP7 [Hordeum vulgare]		LOC_Os12g43490.1 4e-54 alpha-amylase/trypsin inhibitor putative expressed		ATGCACGACTAGTGCGTGTATGTCGAGTTGTCGACCAATAATAAATAAATGGTTAGTAAT		2790		AT4G11650.1

		15954		CUST_6461_PI390587928		5.5103927		4.912164		3.5399714		3.35378		4.956558		4.29785		8.829978		8.966205		5.408316		4.5915813		8.424632		2.3635032		-1.4679822		-1.53083		39.12467		48.922455		-1.0733172		-1.248835		29.541286		-1.9865661		-0.10207653		-0.6143141		5.2900066		5.612425		-0.55383444		-0.32058287		4.8846607		-0.9902768		No		Yes		Yes		U35_44k_v1_15954		LOC_Os02g42450.1		sp|Q6H5X0|RIP2_ORYSJ 1e-72  Putative ripening-related protein 2 precursor		LOC_Os02g42450.1 2e-74 ripening-related protein 2 precursor putative expressed		CCTCAAAATAAAAATAAAGATGTAAGGTGTACGGACGAATAAAAGTGCACATCCGAACCC		4213		0

		30930		CUST_38125_PI390587928		14.404353		14.513973		14.244739		13.476959		13.855769		14.124626		12.606262		12.296508		13.229199		13.431824		13.435603		13.140076		-1.4626493		-1.3098005		-3.1133685		-2.2664769		-2.2581694		-2.1171882		-1.7521611		-1.2630253		-1.1751537		-0.38934708		-1.6384764		-1.1804514		-0.548584		-1.0821495		-0.80913544		-0.33688354		No		Yes		Yes		U35_44k_v1_30930		LOC_Os03g57460.1		gb|ABI95416.1| 1e-44  fasciclin-like protein FLA26 [Triticum aestivum]		LOC_Os03g57460.1 7e-36 fasciclin domain putative expressed		TTATTACTATTATACTACTGTGGAATAATGGCGGGGAATGTAAAACTGGTGGTTGTTGGT		31054		AT2G35860.1

		27506		CUST_21091_PI390587928		8.253165		8.21699		8.402156		8.204688		8.00805		8.052625		7.2438254		7.4801316		7.718079		7.592525		7.5185122		8.059615		-1.1851875		-1.1206733		-2.2319899		-1.6523925		-1.4490287		-1.5416396		-1.8450291		-1.1057866		-0.53508615		-0.16436577		-1.1583304		-0.72455645		-0.24511528		-0.62446547		-0.8836436		-0.14507294		No		Yes		Yes		U35_44k_v1_27506		LOC_Os01g63840.2		gb|EAY76549.1| 1e-60  hypothetical protein OsI_004396 [Oryza sativa (indica cultivar-group)]		LOC_Os01g63840.2 1e-79 3-deoxy-D-manno-octulosonic-acid transferase putative expressed		TGGAAATTTCTTCTGCGCCTCCTATTATTCTTATCCCATGACTCGTGGCTGTAATTATTG		22462		AT5G03770.1

		49153		CUST_41607_PI390587928		7.9147897		8.084329		9.444682		8.877032		7.6940055		7.5225425		8.354609		8.12062		7.620251		7.463461		8.317501		8.800384		-1.1653669		-1.4760956		-2.128849		-1.6892847		-1.2264925		-1.5377998		-2.1843152		-1.0545655		-0.2945385		-0.5617862		-1.0900736		-0.7564125		-0.22078419		-0.6208677		-1.127181		-0.07664871		No		Yes		Yes		U35_44k_v1_49153		-		No hits found		No hits found		CATCTTGTAAAAACATAAAAACTGTGATGTACACTAGCCTTGAGTGTGTCTTCATTTCGA		None		0

		10250		CUST_40044_PI390587928		3.4545403		3.1114388		1.4115572		1.9134485		3.7694416		4.8911433		3.7819128		4.59762		3.1510525		4.837877		5.4887757		4.1766295		1.2439266		3.4335585		5.170686		6.427117		-1.2341243		3.309098		16.879713		4.8004885		-0.30348778		1.7797046		2.3703556		2.6841717		0.31490135		1.726438		4.0772185		2.2631812		Yes		No		No		U35_44k_v1_10250		LOC_Os01g67630.2		ref|NP_001045118.1| e-118  Os01g0902700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g67630.2 1e-119 peptide transporter PTR2 putative expressed		TTCCGGTATATATACCGGCGAACTATCGTCCATCAACTCTGTAATCTACCACCTTCTGTG		19439		AT5G01180.1

		38136		CUST_35500_PI390587928		9.555672		9.764545		11.079225		10.969258		9.148519		9.256505		9.17574		9.81296		8.446601		8.874274		9.753799		10.6539		-1.3260665		-1.4221172		-3.7411566		-2.2288487		-2.1570666		-1.8535244		-2.5060673		-1.2443205		-1.1090708		-0.5080404		-1.9034843		-1.1562986		-0.40715313		-0.8902712		-1.3254251		-0.31535816		No		Yes		Yes		U35_44k_v1_38136		LOC_Os01g44970.1		gb|EAY75104.1| 8e-92  hypothetical protein OsI_002951 [Oryza sativa (indica cultivar-group)]		LOC_Os01g45060.1 2e-93 polygalacturonase precursor putative		ATCAAGACCTGGCAGGGTGGTATAGGGCTGGTTCAAGACATAAGGTTCTCAAACATACAA		33976		AT1G60590.1

		869		CUST_13771_PI390587928		16.91632		17.025198		17.003092		17.102829		16.615892		16.589159		15.400437		15.696842		16.638346		16.434809		15.770144		16.661982		-1.23151		-1.3528848		-3.037016		-2.6499898		-1.2124919		-1.5056529		-2.350467		-1.3574014		-0.27797508		-0.43603897		-1.6026545		-1.4059868		-0.3004284		-0.59038925		-1.2329473		-0.4408474		No		Yes		Yes		U35_44k_v1_869		LOC_Os08g06550.1		dbj|BAB85987.1| 5e-26  Acyl-CoA-binding protein [Panax ginseng]		LOC_Os06g02490.1 2e-26 acyl-CoA-binding protein putative expressed		CCTGTGATACATGAAAGTGCAATCTCAGTTTACGCCATGATTGATTAATACATGCAAAAA		2871		AT1G31812.1

		31367		CUST_28824_PI390587928		9.18922		9.484119		8.752591		9.150805		10.862668		11.57264		13.271098		11.291631		11.759217		13.5833845		13.146764		10.954521		3.1897595		4.2531185		22.919554		4.4101424		5.9380813		17.139643		21.027023		3.4911823		2.5699968		2.088521		4.518507		2.1408253		1.6734476		4.099265		4.3941727		1.8037157		Yes		Yes		Yes		U35_44k_v1_31367		-		No hits found		No hits found		AAAGAGGCTGCTTCTGTGTAGAAATCTCATGGTAATAACTCTATGTCTAATTCATGTCTC		31540		0

		40929		CUST_7330_PI390587928		4.5234213		5.8797727		7.1959095		6.4253182		3.8735707		4.990873		5.5592823		5.5979004		3.4576066		3.6041815		5.590444		6.0742736		-1.5690057		-1.8517635		-3.1093805		-1.7745064		-2.0933518		-4.84196		-3.042939		-1.2754838		-1.0658147		-0.8888998		-1.6366272		-0.82741785		-0.6498506		-2.2755911		-1.6054654		-0.35104465		Yes		Yes		Yes		U35_44k_v1_40929		LOC_Os03g20380.3		gb|EAZ26732.1| 3e-26  hypothetical protein OsJ_010215 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 1e-27 CIPK-like protein 1 putative expressed		AAAGCACTGCTAATTAAACGAACAACTTTGGACAAAGTCTAACACTAATAAAATAGGCCC		7534		AT2G26980.4

		30334		CUST_34576_PI390587928		3.3332336		3.372263		4.588143		4.3369727		2.758527		3.4431927		3.6249087		3.8430026		2.9576538		2.7384567		3.1192226		3.8857033		-1.4893745		1.0503935		-1.9496757		-1.4083151		-1.2973609		-1.5516533		-2.7681463		-1.3672427		-0.37557983		0.070929766		-0.9632342		-0.49397016		-0.57470655		-0.6338062		-1.4689202		-0.4512694		No		Yes		Yes		U35_44k_v1_30334		LOC_Os04g10380.1		No hits found		LOC_Os04g10380.1 4e-05 expressed protein		AGAGTTAAGATTGGTGAGAGTGAAGTCACGTATCGGGCGTCAAGTGCAATCCACAATGAT		30211		0

		717		CUST_41508_PI390587928		17.679756		17.064705		17.421919		17.691292		17.978952		17.891405		18.823591		18.42114		18.36052		18.340628		18.759556		17.337828		1.2304587		1.7736241		2.6420767		1.6584654		1.6029875		2.4215364		2.5273702		-1.2776247		0.68076324		0.8267002		1.4016724		0.72984886		0.29919624		1.2759228		1.337637		-0.35346413		No		Yes		Yes		U35_44k_v1_717		LOC_Os06g06290.3		gb|ABL11233.1| 0.0  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 0.0 alpha-L-fucosidase 2 precursor putative expressed		CTGCTGTTGTTGTTGTGAACCTGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATGG		3023		AT5G45910.1

		36883		CUST_11850_PI390587928		3.9405868		3.7963297		5.2103467		4.5127125		3.419613		3.3488028		3.7964199		3.928177		2.9306285		2.8891685		3.168883		4.139169		-1.4349236		-1.3637006		-2.6646144		-1.499556		-2.0138528		-1.8753518		-4.1166296		-1.2955308		-1.0099583		-0.44752693		-1.4139268		-0.58453536		-0.5209739		-0.90716124		-2.0414636		-0.37354326		Yes		No		No		U35_44k_v1_36883		-		No hits found		No hits found		TATTCCATTTGGACTCCATTTAATATTCTTCTCTGAAAAAGGTCAAAAACACGGAAAAAA		32332		0

		8985		CUST_7491_PI390587928		3.8425324		4.3810043		4.4690843		4.074222		3.61824		3.5610702		3.2165368		3.5562613		3.2053435		3.0277116		2.4078276		3.2268488		-1.1682041		-1.7653254		-2.3826177		-1.4319298		-1.5552957		-2.554946		-4.1734967		-1.799222		-0.6371889		-0.8199341		-1.2525475		-0.5179608		-0.22429228		-1.3532927		-2.0612566		-0.84737325		Yes		Yes		Yes		U35_44k_v1_8985		LOC_Os07g32590.1		ref|NP_001059751.1| 2e-38  Os07g0510100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g32590.1 4e-40 methionine aminopeptidase 1B chloroplast precursor putative expressed		AACATTGGTTAAGCCATCAGTTACTACAAATGAAATCGACAGGGCGGTGCATCATATGAT		20104		AT1G13270.1

		1587		CUST_35754_PI390587928		8.910205		9.09399		9.207171		7.9889793		7.969543		7.9532485		5.2036834		5.330708		6.921599		6.9699845		6.749953		7.0389767		-1.9194087		-2.2049437		-16.03873		-6.312762		-3.9685335		-4.359026		-5.49157		-1.9318762		-1.988606		-1.1407418		-4.003488		-2.6582713		-0.9406619		-2.1240058		-2.4572186		-0.9500027		Yes		Yes		Yes		U35_44k_v1_1587		LOC_Os01g11810.2		dbj|BAD73018.1| e-100  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g11810.2 1e-102 expressed protein		GGCACCTCATGTGCATTTGGAATGTTAGCCGTAAGCTCATCCGTGATTCGGGATAAAAAA		4904		AT1G29050.1

		12022		CUST_17980_PI390587928		4.148537		3.7951996		2.0099165		2.9930847		4.4257264		4.452926		5.8345428		5.3285036		4.5442467		5.45538		5.0529346		4.222526		1.2118316		1.5775946		14.168609		5.046975		1.3155895		3.1605604		8.242135		2.3447618		0.3957095		0.6577265		3.8246262		2.335419		0.27718925		1.6601803		3.043018		1.2294414		Yes		Yes		Yes		U35_44k_v1_12022		LOC_Os01g06210.1		gb|EAY72593.1| 2e-56  hypothetical protein OsI_000440 [Oryza sativa (indica cultivar-group)]		LOC_Os01g06210.1 9e-58 gibberellin receptor GID1L2 putative		TGGACGGCAACCATCGGCCGCATTCGTATCACTATCACGCTCACACCATGCCCGGCGACA		49145		AT5G06570.2

		2346		CUST_7219_PI390587928		11.1289015		11.162839		11.39389		12.797173		12.400203		13.120572		13.6984415		13.125609		12.513301		13.388889		13.599621		13.323392		2.413792		3.8845115		4.9401374		1.2556522		2.6106327		4.678514		4.6130805		1.4401503		1.3843994		1.9577332		2.3045511		0.32843685		1.2713013		2.2260504		2.2057304		0.52621937		Yes		Yes		Yes		U35_44k_v1_2346		LOC_Os10g38950.1		ref|NP_001065156.1| 0.0  Os10g0533600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38950.1 0.0 OsMPK4 - putative MAPK based on amino acid sequence homology expressed		GAAGCATTCTATTTGTTCATGCTCATTCTGAAACACACGCACATGTATAAGATGATAGTA		6993		AT4G01370.1

		9642		CUST_35256_PI390587928		1.2682648		2.1534846		1.2657343		1.2753544		3.3832378		10.952457		9.777909		9.509588		1.9605613		1.9114424		1.5689074		1.2695831		4.3318195		445.40472		365.10678		301.12817		1.6158537		-1.1826656		1.2338551		-1.0040084		0.6922965		8.798973		8.512175		8.234234		2.114973		-0.24204218		0.30317307		-0.0057712793		Yes		Yes		Yes		U35_44k_v1_9642		-		No hits found		No hits found		GTTTTTACATGACGCCGTGTCAGCTTACAATAAACTCCATGAAGGGTAGCATTTTTATCT		20437		0

		24375		CUST_40760_PI390587928		7.036634		8.20304		7.070563		7.6648636		7.2549376		9.936279		11.280744		10.380038		7.8370852		9.624198		9.630118		6.6090865		1.1633649		3.3247347		18.50933		6.566728		1.7416458		2.6780035		5.8952603		-2.0788376		0.8004513		1.7332392		4.2101808		2.7151747		0.21830368		1.4211578		2.5595555		-1.0557771		Yes		Yes		Yes		U35_44k_v1_24375		LOC_Os04g32480.1		gb|EAY93936.1| 3e-29  hypothetical protein OsI_015169 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32480.1 6e-31 ZIM motif family protein expressed		GCCCCGCTTGGTTCACGTGTATTTATATACACTTGTATTTATTTTACAGGTGTATAATAC		25131		AT5G13220.1

		2843		CUST_37424_PI390587928		11.616288		11.329785		11.510518		11.406314		10.519101		10.2737875		9.537116		9.201913		9.896392		9.81028		10.1096525		10.400613		-2.1393716		-2.0791557		-3.9269304		-4.6088314		-3.2941272		-2.8669276		-2.6405995		-2.007919		-1.7198963		-1.0559978		-1.973402		-2.204401		-1.097187		-1.5195055		-1.4008656		-1.0057011		Yes		Yes		Yes		U35_44k_v1_2843		LOC_Os09g26180.1		gb|EAZ44824.1| 4e-26  hypothetical protein OsJ_028307 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26180.1 8e-28 transcription initiation factor TFIID subunit 10 putative expressed		ATTAAGTTCTCCCCGTTACCCCTATCTTGGATTAATTGCATCTTGAAACTGTCGATCAAA		None		AT4G31720.1

		35434		CUST_32164_PI390587928		4.639612		4.6540217		4.2609425		5.253732		4.578898		3.7622223		6.2096825		4.534515		4.834501		3.9045699		5.0818334		4.645159		-1.042982		-1.855489		3.8603723		-1.6462886		1.1446358		-1.681154		1.7664965		-1.5247507		0.19488859		-0.89179945		1.94874		-0.7192173		-0.060714245		-0.7494519		0.8208909		-0.60857344		No		Yes		Yes		U35_44k_v1_35434		-		gb|EAY73681.1| 6e-11  hypothetical protein OsI_001528 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19870.1 1e-12 expressed protein		CCCAAAGGCTCGAAAATTTTGTCAGGACTTGTTGATAGAGAGGATTACCACAAATTTTTT		25577		0

		8390		CUST_20566_PI390587928		6.215969		6.857973		8.426743		7.8111954		6.423247		6.5747604		7.3519425		7.2076488		5.778106		6.152214		7.232448		7.8935924		1.1545076		-1.2169018		-2.10643		-1.5194473		-1.3545963		-1.6310025		-2.288329		1.0587757		-0.43786287		-0.28321266		-1.0748		-0.6035466		0.20727777		-0.70575905		-1.1942945		0.082396984		No		Yes		Yes		U35_44k_v1_8390		LOC_Os08g10440.1		gb|EAY81588.1| 1e-37  hypothetical protein OsI_035547 [Oryza sativa (indica cultivar-group)]		LOC_Os11g15500.1 1e-29 stripe rust resistance protein Yr10 putative		ACGGGATATCTGGTCAGCTTAAGCAACTCAAGATCGAAATCATCCAGACAAGTGAGCGAT		18456		0

		2553		CUST_30887_PI390587928		8.019244		7.7184396		7.573751		7.866696		8.6071615		9.1311865		8.978207		8.5667305		9.141421		9.293933		8.83696		7.5737815		1.5030754		2.662436		2.647179		1.6245438		2.176752		2.9803739		2.4002903		-1.2251127		1.1221771		1.4127469		1.4044557		0.7000346		0.5879173		1.5754933		1.2632089		-0.2929144		Yes		Yes		Yes		U35_44k_v1_2553		LOC_Os03g04110.1		dbj|BAE95828.1| 9e-24  chitin elicitor binding protein [Oryza sativa Japonica Group]		LOC_Os03g04110.1 2e-25 receptor-like GPI-anchored protein 2 putative expressed		ATGAAACGTGTCTCTAACATCTTTTTGGTATTGCAGAAGGAGGATCTTCGAGGTCGGTGT		7934		0

		6181		CUST_24448_PI390587928		8.980321		9.086118		8.381858		8.429322		8.40212		8.639453		6.3737526		7.6766353		8.067316		7.9317536		6.4761605		7.987326		-1.4929867		-1.362886		-4.022536		-1.684928		-1.8829633		-2.225862		-3.7468996		-1.3584826		-0.9130049		-0.4466648		-2.0081053		-0.752687		-0.5782013		-1.1543641		-1.9056973		-0.4419961		Yes		Yes		Yes		U35_44k_v1_6181		LOC_Os06g10420.1		ref|NP_001057093.1| 2e-26  Os06g0206000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10420.1 3e-28 expressed protein		TGAGACTTTCATATTTTGTTGTGTGGATTGTGTGTATCTTGGTAGGTGTGAACTTGTTGT		20566		AT5G12040.1

		21465		CUST_39573_PI390587928		5.248571		4.8553023		4.4610248		5.274518		4.9373174		4.7766094		7.9962792		7.320175		5.9135857		5.0817657		6.6938148		5.4024463		-1.2407854		-1.0560608		11.593582		4.128613		1.5855845		1.1699634		4.700421		1.0927234		0.66501474		-0.07869291		3.5352545		2.0456572		-0.31125355		0.22646332		2.23279		0.12792826		No		Yes		Yes		U35_44k_v1_21465		LOC_Os03g08940.1		No hits found		No hits found		GTATTTTCCTTTTCAGCTTAGTTTCTGATATACTACGGGCTGCAAATTCAGTTTCAGTTA		14685		0

		18432		CUST_2032_PI390587928		3.3141544		3.6888733		1.3965316		2.1811898		4.406071		3.9174366		3.5063264		3.5360842		3.1940525		3.3824742		3.2171347		2.3688242		2.1315706		1.1716676		4.316299		2.5577838		-1.0868117		-1.2366173		3.5322883		1.1388948		-0.12010193		0.22856331		2.1097949		1.3548944		1.0919168		-0.3063991		1.8206031		0.18763447		Yes		Yes		Yes		U35_44k_v1_18432		LOC_Os11g11060.2		ref|NP_001067512.1| e-140  Os11g0217300 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g11060.1 1e-142 ATP binding protein putative expressed		CTTGTTCCTTGATCAGAAAGTTCCGCACACAACAAACTTAGTATTGTTTGCTTTCCCAAA		None		AT3G01640.1

		19702		CUST_30698_PI390587928		6.996923		6.4699006		7.321583		6.3392158		6.8840823		6.2251983		7.9109883		7.896658		7.128445		6.648163		7.5623794		6.1709366		-1.0813553		-1.1848483		1.5046266		2.9433155		1.0954489		1.1315202		1.1816449		-1.1237173		0.13152218		-0.24470234		0.58940554		1.5574422		-0.11284065		0.17826223		0.24079657		-0.16827917		No		Yes		Yes		U35_44k_v1_19702		LOC_Os03g64280.1		ref|NP_001061727.1| 2e-42  Os08g0392100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30210.1 4e-44 1-aminocyclopropane-1-carboxylate oxidase putative expressed		GTGTTTTGTTTGCATGGGTAAAAATAAAAGTGGGAAATTGCAGATGCAGATTCATTGCTA		13422		AT2G30830.1

		43426		CUST_35937_PI390587928		9.789397		9.97609		9.086132		9.51307		13.482694		13.58474		15.252387		12.999509		14.197961		14.329038		14.914905		10.383533		12.935792		12.1986475		71.81708		11.207859		21.237818		20.434673		56.837555		1.8282489		4.4085636		3.6086493		6.166255		3.4864388		3.6932964		4.352947		5.8287725		0.8704624		Yes		Yes		Yes		U35_44k_v1_43426		LOC_Os09g32952.1		gb|AAY47050.1| 2e-43  ascorbate oxidase [Lycopersicon esculentum]		LOC_Os09g20090.1 1e-43 L-ascorbate oxidase precursor putative expressed		ATGGGTGTGGTTTTCGAGGAGGGCATCGAGAGGGTTGGCAAGTTACCGCCATCCATCATG		40048		AT4G39830.1

		6617		CUST_30003_PI390587928		8.834289		8.582854		8.865261		8.766376		8.8259		8.248441		7.256373		7.4808097		8.570563		7.992808		7.7630653		8.047538		-1.0058314		-1.2608647		-3.0501668		-2.4377766		-1.2005748		-1.5052952		-2.1468117		-1.6458555		-0.26372528		-0.33441353		-1.6088881		-1.2855659		-0.008388519		-0.5900464		-1.1021957		-0.71883774		No		Yes		Yes		U35_44k_v1_6617		LOC_Os03g17500.1		gb|EAZ26498.1| 3e-12  hypothetical protein OsJ_009981 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17500.1 7e-14 expressed protein		GGCTGTTTACTACTCCTGTTTATTACTCCCTCTATTCACAAATATAAGATGTTCCAACTT		10748		0

		10066		CUST_19108_PI390587928		8.377712		8.968605		11.282496		9.487998		8.445407		8.509867		9.218558		8.120635		8.0910635		8.154568		9.602581		9.03091		1.0480406		-1.3743393		-4.181261		-2.5799856		-1.2198035		-1.7581246		-3.2040918		-1.3727686		-0.28664875		-0.45873833		-2.0639381		-1.367363		0.067694664		-0.8140373		-1.6799154		-0.45708847		No		Yes		Yes		U35_44k_v1_10066		-		No hits found		No hits found		ATCGCGTCCCGCTGTGTAAGGTGCGACGTGGTTTAATGACAAGTATCGTTTTCTAAAAAA		24196		0

		10956		CUST_3214_PI390587928		11.930123		12.166896		12.216847		11.994031		11.719558		11.7308855		11.051608		10.968709		11.583081		11.647687		11.323345		11.7686205		-1.1571417		-1.352858		-2.2427042		-2.0354135		-1.2719501		-1.4331691		-1.8576803		-1.1691098		-0.34704208		-0.43601036		-1.1652393		-1.025322		-0.21056557		-0.5192089		-0.89350224		-0.22541046		No		Yes		Yes		U35_44k_v1_10956		LOC_Os07g37350.1		gb|EAZ40286.1| 6e-14  hypothetical protein OsJ_023769 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37350.1 9e-16 armadillo/beta-catenin-like repeat family protein expressed		CTCCTCTGTAAATTGCTCATCTCTGTGAAATAAAAGTATAATCATTCAAAGCCGTTCCAT		None		0

		30638		CUST_13589_PI390587928		3.822934		3.747543		2.7597513		2.7229931		4.0019555		3.8834598		6.539305		4.4723926		3.3569357		4.415161		5.492714		2.481827		1.1321158		1.0987908		13.7328		3.3621857		-1.3812727		1.5884482		6.648195		-1.1819476		-0.46599817		0.13591671		3.779554		1.7493994		0.1790216		0.66761804		2.7329626		-0.24116611		Yes		Yes		Yes		U35_44k_v1_30638		LOC_Os02g17760.1		gb|AAX89134.1| 1e-76  cytochrome P450 monooxygenase CYP71U4v2 [Hordeum vulgare subsp. vulgare]		LOC_Os02g17760.1 9e-66 cytochrome P450 71D8 putative expressed		TAAGGTTTGCGTCGTGGAGGTGCTCAGCGCAAGGCAGGTGCGGCGTATCGAGTCCATCCA		30642		AT5G24960.1

		38744		CUST_22030_PI390587928		5.9544797		6.274854		6.779098		5.610901		6.0808525		6.227426		5.355868		5.0527573		5.577247		5.842816		5.834591		5.4289136		1.0915459		-1.033421		-2.681853		-1.4723734		-1.2988479		-1.3491384		-1.9245313		-1.1344454		-0.37723255		-0.04742813		-1.4232302		-0.5581436		0.12637281		-0.4320383		-0.9445071		-0.18198729		No		Yes		Yes		U35_44k_v1_38744		LOC_Os04g56320.1		gb|EAY95884.1| 2e-40  hypothetical protein OsI_017117 [Oryza sativa (indica cultivar-group)]		LOC_Os04g56320.1 5e-42 ribulose bisphosphate carboxylase/oxygenase activase chloroplast precursor putative expressed		ATTACCGTCAGAAGGCGACGAGGAAATTTGAGTACCTGCAGGGAGATTACTACATAGCGC		34656		AT1G73110.1

		4343		CUST_15252_PI390587928		10.59043		10.538015		10.567736		10.755428		10.201976		10.257263		9.357063		10.049619		9.846604		9.69012		9.804027		10.766294		-1.3089904		-1.2148281		-2.3144548		-1.6310596		-1.6746109		-1.7998736		-1.6978501		1.0075597		-0.7438259		-0.28075218		-1.2106724		-0.7058096		-0.38845444		-0.8478956		-0.76370907		0.0108652115		No		Yes		Yes		U35_44k_v1_4343		LOC_Os10g35670.1		emb|CAJ86260.1| 8e-82  H0801D08.18 [Oryza sativa (indica cultivar-group)]		LOC_Os07g46700.3 2e-73 RNA-binding protein putative expressed		TTGCAAGGAAATGTTCAGGGGAAGTCAGAATAACAATATGTTATGCCGTGGAGTAAAAAA		10404		AT3G47160.1

		14744		CUST_37236_PI390587928		13.079919		12.715912		12.516976		13.330612		14.330666		13.80557		14.903572		14.053933		14.7937		14.512932		14.630161		14.0254135		2.3796456		2.1282356		5.22922		1.6509781		3.2801945		3.4750168		4.3264537		1.6186615		1.7137814		1.0896578		2.3865957		0.72332096		1.2507467		1.79702		2.113185		0.69480133		Yes		Yes		Yes		U35_44k_v1_14744		LOC_Os06g11210.1		ref|NP_001105831.1| 7e-34  12-oxo-phytodienoic acid reductase [Zea mays]		LOC_Os06g11210.1 2e-34 12-oxophytodienoate reductase 2 putative expressed		CTCATCAGTCATAAGCATACATACATTCTTGTTTTATGTTACCTACCTGCATACATACAC		2335		AT1G09400.1

		47945		CUST_7478_PI390587928		3.6909091		3.607571		3.8880875		3.5997553		3.4473245		2.9684856		3.0287275		3.1675184		2.7668688		3.217207		2.4874525		2.2104318		-1.1839308		-1.5573415		-1.8142333		-1.3493241		-1.8974216		-1.310724		-2.6401777		-2.619558		-0.9240403		-0.6390853		-0.85936		-0.4322369		-0.24358463		-0.39036393		-1.400635		-1.3893235		Yes		No		No		U35_44k_v1_47945		-		ref|NP_001045361.1| 4e-13  Os01g0941800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g71420.1 5e-15 hydrolase/ protein serine/threonine phosphatase putative expressed		AAAGGCCACGACCGAGATCAGCAAGCCATGCGTCGGCTCCCTCAACGAGTAAGATTTAGG		49544		0

		18331		CUST_9380_PI390587928		9.535081		9.893811		9.420442		9.339774		10.085067		10.658211		10.963149		10.329675		10.35237		10.688632		10.580848		9.566442		1.4640714		1.6986629		2.9134073		1.9860481		1.7620921		1.7348619		2.2352035		1.1701288		0.81728935		0.7643995		1.5427074		0.9899006		0.5499859		0.7948208		1.1604061		0.2266674		No		Yes		Yes		U35_44k_v1_18331		LOC_Os02g07750.1		ref|NP_001046043.1| e-147  Os02g0173800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07750.1 1e-148 cell division control protein 50 putative expressed		CAAGTACGTTTAGTAGACTTGTGTGTATGAGCAACACAAAAGGATGTACATTATATACTG		10673		AT3G12740.1

		49215		CUST_22899_PI390587928		7.415739		7.7655263		7.426932		7.575313		7.2598767		7.0772343		5.856377		6.6927714		7.069113		6.9698224		6.081255		7.3288817		-1.1140873		-1.6113747		-2.970189		-1.8436204		-1.2715836		-1.7359241		-2.5414941		-1.1862692		-0.34662628		-0.688292		-1.5705547		-0.88254166		-0.15586233		-0.7957039		-1.3456769		-0.24643135		No		Yes		Yes		U35_44k_v1_49215		-		No hits found		No hits found		AACGGCCTTCGCTTTACCCTGTTTAATATTAAGTACTACTGAGTTGGTCTATCAGTGAAA		34075		0

		27341		CUST_31345_PI390587928		3.9411879		4.3092837		5.2439046		4.6598725		3.1003847		3.982282		3.9879913		3.2850351		3.0543349		3.1917818		3.510746		3.922386		-1.791047		-1.2544038		-2.3881829		-2.593387		-1.8491381		-2.1697097		-3.324549		-1.6672686		-0.886853		-0.3270018		-1.2559133		-1.3748374		-0.84080315		-1.117502		-1.7331586		-0.7374866		Yes		Yes		Yes		U35_44k_v1_27341		LOC_Os06g43840.1		ref|NP_001058198.1| 1e-76  Os06g0646400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43840.1 2e-78 protein kinase domain containing protein expressed		AGACTAATCCCAATAATCCGCTTGAAGGCGAAGGCAGTTTAAGTGGCAATTCTAGGCATC		25575		0

		8133		CUST_5746_PI390587928		6.792193		6.4023037		6.9643655		6.7800736		6.7595296		6.425298		5.725431		5.7615013		6.189628		5.881985		5.967303		6.408382		-1.0228988		1.0160663		-2.3602417		-2.0259132		-1.5184135		-1.4342718		-1.9959321		-1.2938691		-0.6025648		0.022994518		-1.2389345		-1.0185723		-0.032663345		-0.5203185		-0.9970627		-0.3716917		No		Yes		Yes		U35_44k_v1_8133		-		gb|EAZ09622.1| 1e-11  hypothetical protein OsI_030854 [Oryza sativa (indica cultivar-group)]		LOC_Os09g32310.1 9e-13 expressed protein		CTCAATTGCTATGGACCTCATACTGTAGCTAGATTATGTGTGTACTGCCAATTATGGATA		17993		0

		30789		CUST_10315_PI390587928		8.835107		9.940537		8.371591		9.399755		8.388007		11.12608		10.72306		10.455364		8.947319		10.718652		10.143528		8.107462		-1.3632967		2.2744884		5.1034365		2.0785964		1.0808843		1.714888		3.4151225		-2.4491694		0.11221218		1.1855421		2.351469		1.0556097		-0.4470997		0.7781143		1.7719374		-1.2922926		No		Yes		Yes		U35_44k_v1_30789		LOC_Os10g29620.1		gb|EAZ44891.1| 6e-74  hypothetical protein OsJ_028374 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27010.1 1e-75 protein kinase APK1B chloroplast precursor putative expressed		AAGATAGGCATCGGCAGAAGTTCCCGAACTCGACGATACACGCCGACGTTTTGCTGCAGC		30841		AT2G05940.1

		1953		CUST_36208_PI390587928		7.513851		8.066025		7.0323887		8.2988615		7.984511		8.421452		8.93264		8.680717		7.9731026		8.573583		8.7726965		8.431119		1.385743		1.279364		3.7327824		1.303017		1.3748282		1.4216417		3.3410645		1.0960073		0.4592514		0.3554268		1.9002514		0.38185596		0.47065973		0.50755787		1.7403078		0.13225746		No		Yes		Yes		U35_44k_v1_1953		LOC_Os06g47320.1		dbj|BAD45605.1| 0.0  putative t-complex protein 1 theta chain [Oryza sativa Japonica Group]		LOC_Os06g47320.1 0.0 T-complex protein 1 subunit eta putative expressed		TCTTTTTCCGATTGGTTGATGTGATGTGCTGGCTCTAAATGTGCTCGTGAGGCCTTGATT		5157		AT3G11830.1

		16200		CUST_9759_PI390587928		11.553478		11.756115		10.973804		11.786237		11.603429		11.611092		12.033951		12.051666		11.708633		11.743198		12.000153		12.042104		1.0352294		-1.1057485		2.085143		1.2019938		1.1135414		-1.0089933		2.036862		1.194053		0.15515518		-0.14502335		1.0601463		0.2654295		0.0499506		-0.012916565		1.0263481		0.255867		No		Yes		Yes		U35_44k_v1_16200		LOC_Os11g32240.1		sp|P93596|CP51_WHEAT 0.0  Cytochrome P450 51 (CYPLI) (P450-LIA1) (Obtusifoliol 14-alpha demethylase)		LOC_Os11g32240.1 0.0 cytochrome P450 51 putative expressed		TAAGGAACACAACAACTGTGACCGAGTTCGTTCAAAATGCACTTCTTTCTTTTGCTCAAA		5223		AT1G11680.1

		48260		CUST_24567_PI390587928		7.4282036		6.599722		6.5572186		6.9271216		8.193509		8.354301		9.0876875		7.917642		8.51403		8.930163		8.608224		6.5621905		1.6997299		3.3742797		5.7775946		1.9869016		2.1225917		5.0295925		4.1439466		-1.2878201		1.0858269		1.7545795		2.530469		0.9905205		0.7653055		2.3304415		2.0510054		-0.3649311		Yes		Yes		Yes		U35_44k_v1_48260		-		gb|EAY91999.1| 2e-35  hypothetical protein OsI_013232 [Oryza sativa (indica cultivar-group)]		LOC_Os03g56160.1 3e-37 lectin-like receptor kinase 7 putative expressed		AAGGTTTCCCATGGATCCAAGCAAAGGGTGAAGGAGTTTGTCCCGGAGATTGTAAGTATT		15249		AT3G53810.1

		45386		CUST_11763_PI390587928		4.4321914		3.8576622		3.2247658		4.625098		3.705238		3.0809228		6.350437		8.412616		3.5668373		3.2251923		4.851008		2.1998768		-1.65514		-1.7132543		8.728123		13.808814		-1.8217868		-1.5502167		3.0870786		-5.3711143		-0.86535406		-0.77673936		3.1256714		3.7875175		-0.72695327		-0.6324699		1.6262422		-2.4252214		No		Yes		Yes		U35_44k_v1_45386		LOC_Os04g43200.2		ref|NP_001053291.1| 3e-23  Os04g0511200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43200.2 4e-25 caleosin 2 putative expressed		TCCACTTACGACACGGACGGAAGGTTCATGCCGGTAAATTTCGAGAGCATCTTCAGCAAG		44214		AT4G26740.1

		3688		CUST_16945_PI390587928		9.9771185		9.651113		10.295445		10.030379		9.963103		9.369826		9.041321		9.558402		9.56118		9.063638		9.38828		9.744172		-1.0097619		-1.2152779		-2.3852239		-1.387009		-1.3341662		-1.5026144		-1.8753574		-1.2194302		-0.41593838		-0.28128624		-1.2541246		-0.47197723		-0.014015198		-0.5874748		-0.9071655		-0.2862072		No		Yes		Yes		U35_44k_v1_3688		LOC_Os09g31490.1		gb|EAZ09585.1| e-135  hypothetical protein OsI_030817 [Oryza sativa (indica cultivar-group)]		LOC_Os09g31490.1 1e-137 dihydroflavonol-4-reductase putative expressed		GTCTGGTCAAAATGCTGATATGAAAGTTTGGTAATGAGGAATAATAGAGAGATATTGTGG		8979		AT2G33590.1

		14239		CUST_2677_PI390587928		12.878899		14.354529		17.035456		15.790086		13.9255905		15.184129		16.655874		14.639777		14.166199		15.688377		16.433512		15.7481165		2.0657876		1.7771918		-1.3009644		-2.2196138		2.4407086		2.5207412		-1.5177603		-1.0295181		1.2873001		0.8295994		-0.37958145		-1.1503086		1.0466919		1.333848		-0.60194397		-0.0419693		No		Yes		Yes		U35_44k_v1_14239		LOC_Os04g43800.1		sp|Q43210|PALY_WHEAT 0.0  Phenylalanine ammonia-lyase		LOC_Os04g43800.1 0.0 phenylalanine ammonia-lyase putative expressed		GTAGAATCTCTACGATGTAGGGTAAAAGGGGTACAATGTGTGATAAATATTCATGAGAAA		1799		AT2G37040.1

		9175		CUST_2750_PI390587928		4.6646037		5.255005		5.6976542		5.146907		4.793414		4.3151507		4.5519247		3.9889793		3.9977455		3.5556629		4.6684976		4.2502155		1.0933918		-1.9183342		-2.21258		-2.2313666		-1.5876118		-3.247528		-2.0408309		-1.8617913		-0.6668582		-0.93985415		-1.1457295		-1.1579275		0.1288104		-1.699342		-1.0291567		-0.8966913		Yes		Yes		Yes		U35_44k_v1_9175		LOC_Os03g43650.1		gb|EAY91133.1| 4e-47  hypothetical protein OsI_012366 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43650.1 1e-48 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		ATAATTAAGCACCCAAAATCTAGACGAAGATGTCGCCCCTCTCAAAGCCAAGATCAGCCA		19115		AT3G22800.1

		49080		CUST_14842_PI390587928		9.603706		10.90058		11.930209		11.032197		8.95919		9.733174		10.378949		9.234603		8.579986		9.493844		10.44325		10.756607		-1.5632148		-2.246075		-2.9307299		-3.4764		-2.0331557		-2.651367		-2.8029761		-1.210489		-1.0237207		-1.1674061		-1.55126		-1.7975941		-0.644516		-1.4067364		-1.4869595		-0.27558994		Yes		Yes		Yes		U35_44k_v1_49080		LOC_Os12g03594.1		No hits found		LOC_Os01g46400.1 1e-05 expressed protein		GGTCGTTCAGGCTTGAAGGCAATTTTGATAACGAAGAAATGTTTCTTTTCAAAAACAGAA		7034		0

		16426		CUST_37091_PI390587928		5.1273227		5.6286626		3.149593		2.7902071		9.8010645		9.817818		12.555157		8.937187		10.562697		10.441676		11.44188		3.7690322		25.52328		18.241533		678.1983		70.86397		43.272385		28.110039		313.49243		1.9708598		5.4353747		4.189155		9.405563		6.1469803		4.673742		4.8130136		8.292287		0.9788251		Yes		Yes		Yes		U35_44k_v1_16426		LOC_Os09g39940.1		ref|NP_001060957.1| 4e-39  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 8e-41 blue copper protein precursor putative expressed		GCCAGATTTCTCCAACATTGACTTGAAACACGGAAAAATGCATATACACATAGATTATAC		5013		AT2G32300.1

		32864		CUST_13220_PI390587928		4.4924946		4.6013165		5.082058		4.8997645		3.8052018		3.5232894		4.2813187		3.9393036		3.3310912		3.6151435		3.2254121		4.359053		-1.610259		-2.111147		-1.7419935		-1.9459314		-2.2367492		-1.9809232		-3.6216466		-1.4546896		-1.1614034		-1.078027		-0.8007393		-0.9604609		-0.6872928		-0.9861729		-1.8566458		-0.5407114		Yes		Yes		Yes		U35_44k_v1_32864		LOC_Os08g06070.1		gb|EAZ41570.1| 1e-15  hypothetical protein OsJ_025053 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g06070.1 2e-17 ELF7 putative expressed		TCAATTGAAATGGCTGCCTCTGAATAATGACAAGGACCGTTAGGGCTTGATCACATGGAC		19865		AT1G79730.1

		29873		CUST_24349_PI390587928		13.051637		12.007126		11.398288		12.216254		12.9107065		12.022639		9.2313		11.37968		12.553752		11.397736		9.881852		11.862157		-1.1026158		1.0108111		-4.4908466		-1.785805		-1.4121416		-1.5256143		-2.8608336		-1.2781856		-0.49788475		0.01551342		-2.1669874		-0.83657455		-0.14093018		-0.60939026		-1.5164356		-0.35409737		No		Yes		Yes		U35_44k_v1_29873		LOC_Os05g10670.1		gb|EAZ33181.1| 8e-09  hypothetical protein OsJ_016664 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g10670.1 1e-10 zinc finger C-x8-C-x5-C-x3-H type family protein expressed		CCCCCAATGTATTTGTGTAATCCTTCGCTATTATCAAGTAAATGATGTTTATCTAAAAAA		5687		0

		606		CUST_12571_PI390587928		10.272984		10.634631		9.589196		10.185346		12.560168		12.97094		14.516448		14.851756		12.125359		13.234077		14.998932		13.041054		4.8810267		5.050088		30.426401		25.393906		3.6109414		6.0605397		42.51016		7.238587		1.852375		2.3363085		4.927252		4.6664104		2.2871847		2.5994463		5.4097357		2.8557081		Yes		Yes		Yes		U35_44k_v1_606		LOC_Os12g22030.2		gb|EAZ18268.1| 4e-10  hypothetical protein OsJ_032477 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g22030.2 1e-09 serine hydroxymethyltransferase mitochondrial precursor putative expressed		CCACCGGCTGGCCAACCCTAACGCCCGCTCCCGAACAATGGAAGGATTATTATCAAAAAA		2167		0

		4649		CUST_33746_PI390587928		4.512773		4.891125		5.1999345		4.9665265		4.0045223		3.6458254		4.2518253		3.467144		3.6683514		3.7559712		4.100254		4.4616966		-1.4223245		-2.3706782		-1.9293424		-2.8272169		-1.7955447		-2.1964202		-2.1430721		-1.418956		-0.8444216		-1.2452998		-0.94810915		-1.4993825		-0.5082507		-1.135154		-1.0996804		-0.5048299		Yes		Yes		Yes		U35_44k_v1_4649		LOC_Os01g11760.1		ref|NP_001042400.1| e-154  Os01g0216500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11760.1 1e-150 GDSL-like Lipase/Acylhydrolase family protein expressed		TGAATTCGTGGCCGCTGTTTCCCTTCCTTTGCCACACTATTTTACCGTAGATATAGCTCA		9949		AT1G28600.1

		14164		CUST_38217_PI390587928		11.750314		12.179065		11.670684		12.125262		11.822281		11.891559		12.693787		12.359955		11.930444		12.232614		12.465656		12.14886		1.051149		-1.2205286		2.032285		1.176656		1.132986		1.0378146		1.7350442		1.0164912		0.18013		-0.2875061		1.0231028		0.23469257		0.071967125		0.053548813		0.7949724		0.023597717		No		Yes		Yes		U35_44k_v1_14164		LOC_Os03g50890.1		gb|ABY66084.1| 1e-08  actin [Dimocarpus longan]		LOC_Os03g50890.1 3e-10 actin-1 putative expressed		TTCGGCTGGCCTACCGGTTACCGTTTTCTCCTATTCAAAGACTGTAATATCTATTGCTAC		4013		0

		17436		CUST_11563_PI390587928		11.041942		11.060809		11.310097		11.502686		10.659618		10.641576		10.174546		10.948829		10.590278		10.454265		10.361114		11.562123		-1.3034391		-1.3372167		-2.1970239		-1.468005		-1.3676168		-1.5226079		-1.9305116		1.0420595		-0.45166397		-0.41923332		-1.1355505		-0.55385685		-0.38232327		-0.6065445		-0.9489832		0.05943775		No		Yes		Yes		U35_44k_v1_17436		LOC_Os02g47440.1		ref|NP_001047853.1| 6e-40  Os02g0702800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47440.1 1e-41 syntaxin 23 putative expressed		CTCGAGTCAGAAACTTGACATTCTGTAAGTATTTCCATTGAATAAAACGAACAGAGGTTA		8674		AT5G46860.1

		2829		CUST_37438_PI390587928		11.173341		11.789139		12.255452		11.706046		10.704647		11.1771555		10.627827		10.879784		10.491418		10.642101		10.842288		11.2497635		-1.3838559		-1.5283588		-3.09004		-1.773086		-1.6042767		-2.2145867		-2.663206		-1.372002		-0.6819229		-0.6119833		-1.6276255		-0.8262625		-0.46869373		-1.1470375		-1.4131641		-0.45628262		No		Yes		Yes		U35_44k_v1_2829		LOC_Os04g21710.1		ref|NP_001052375.1| 2e-89  Os04g0284900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g21710.1 4e-91 expressed protein		TTTTTTCTTTATTTCGGACTGATCGCCGCGTCCATTGTTGATGCGCTGCTTGTTGCTGTT		8045		0

		17424		CUST_11596_PI390587928		10.211427		9.405299		10.41458		10.483132		10.339755		9.484264		11.5562315		10.813873		10.737454		10.354951		11.067546		10.150134		1.0930264		1.0562601		2.2063339		1.2576591		1.4399589		1.9314064		1.572397		-1.2596284		0.5260277		0.07896519		1.1416512		0.33074093		0.12832832		0.9496517		0.65296555		-0.33299828		No		Yes		Yes		U35_44k_v1_17424		LOC_Os11g47820.1		sp|P52409|E13B_WHEAT 0.0  Glucan endo-1,3-beta-glucosidase precursor ((1->3)-beta-glucan endohydrolase) ((1->3)-beta-glucanase) (Beta-1,3-endoglucanase)		LOC_Os11g47820.1 0.0 glucan endo-13-beta-glucosidase precursor putative expressed		GGTTGTCATTGCATTTCATGTAGAAAATACAATAAACGAATAGAGGTAGCCTTGGTATGT		6967		AT3G55430.1

		44271		CUST_18336_PI390587928		4.021883		4.5204043		4.8051515		4.3094983		4.2332697		4.210999		4.1397243		4.849037		3.6757832		3.8428764		3.7449067		3.3248522		1.1578006		-1.2391968		-1.5860379		1.4535079		-1.2711197		-1.5993968		-2.0852854		-1.9788278		-0.34609985		-0.30940533		-0.6654272		0.53953886		0.21138668		-0.6775279		-1.0602448		-0.9846461		No		Yes		Yes		U35_44k_v1_44271		LOC_Os05g38360.3		gb|EAZ34558.1| 4e-06  hypothetical protein OsJ_018041 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38360.3 6e-08 palmitoyltransferase PFA4 putative expressed		TTCCCGCGGGATAATAAAAGTAGAGCCTCCCATAAAACTGGCCGGCCGCCTCCCTCGGCG		41876		0

		2024		CUST_2443_PI390587928		2.6759384		3.65985		3.1657495		3.5828578		2.6926506		3.668596		7.110449		5.5679417		3.3066652		3.8766735		5.8763275		3.66696		1.0116514		1.0060807		15.398301		3.9588566		1.5483449		1.162172		6.5458384		1.0600278		0.6307268		0.008746147		3.9446993		1.9850838		0.016712189		0.21682358		2.710578		0.084102154		No		Yes		Yes		U35_44k_v1_2024		LOC_Os03g61470.1		ref|NP_001051784.1| 8e-56  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 2e-57 PGPS/D12 putative expressed		AACACACAAAACATTTTTCTAGTTCACCGGCCGTTGCCGAGATGAAGCCCGCCGCGCAGC		5467		AT1G14870.1

		49124		CUST_41680_PI390587928		4.873549		4.954572		6.1100955		4.9893403		4.2628217		4.3957067		5.047419		4.001944		4.0711026		4.0995426		4.9441476		4.479187		-1.5270288		-1.4731104		-2.088803		-1.9826035		-1.744056		-1.8087958		-2.243806		-1.4242015		-0.80244637		-0.55886555		-1.0626764		-0.98739624		-0.6107273		-0.8550296		-1.1659479		-0.5101533		No		Yes		Yes		U35_44k_v1_49124		LOC_Os01g16020.1		gb|EAZ11342.1| 1e-19  hypothetical protein OsJ_001167 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16020.1 1e-21 geranylgeranyl hydrogenase putative expressed		CTCCGTCGGCTCGTCCTGTTGCAGGCCTAGAGTTTCTTTTCTCTTTTTGCAATCAATGGG		None		AT1G74470.1

		4553		CUST_17858_PI390587928		11.065273		11.482928		10.945229		11.331318		11.191551		11.599494		12.237889		11.555352		11.313286		11.863621		12.090958		11.646838		1.0914742		1.084151		2.4497945		1.1679952		1.18757		1.3019667		2.2125793		1.2444603		0.24801254		0.116565704		1.2926607		0.22403431		0.12627792		0.38069248		1.1457291		0.3155203		No		Yes		Yes		U35_44k_v1_4553		LOC_Os02g49090.1		ref|NP_001047969.1| e-114  Os02g0722800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g49090.1 1e-116 nucleotide binding protein putative expressed		AAGTCTCTTTGTTCCTGAGCACACAGTCGTCCTCTGTAGCTCCAAGTTTTGATAGTGGTA		12241		AT3G13300.1

		5606		CUST_25655_PI390587928		10.622504		10.685109		10.8303175		10.601785		10.533122		10.383719		9.708572		10.175461		10.0814905		10.232761		10.039703		10.520188		-1.0639144		-1.2323309		-2.1761005		-1.3438051		-1.4549946		-1.368265		-1.7298106		-1.0581883		-0.5410137		-0.3013897		-1.1217451		-0.4263239		-0.08938217		-0.45234776		-0.7906141		-0.081596375		No		Yes		Yes		U35_44k_v1_5606		LOC_Os12g17830.2		ref|NP_001066563.1| 6e-40  Os12g0276100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g17830.2 1e-41 expressed protein		CCACATATTGGGGTTTGATCTTTTCAGCAAAAAAGATGAGTTGTTGTACAACACTGTTAT		12171		AT4G13220.1

		26459		CUST_5053_PI390587928		2.3410997		1.2320641		1.2309798		1.7386357		1.9087809		2.3889167		4.905346		9.820176		1.668389		1.2364751		2.4268231		1.2296759		-1.3494006		2.2297046		12.767162		270.88565		-1.5940653		1.0030621		2.290787		-1.4230238		-0.6727108		1.1568526		3.674366		8.08154		-0.4323188		0.004410982		1.1958433		-0.5089598		Yes		Yes		Yes		U35_44k_v1_26459		LOC_Os04g09604.1		gb|EAZ29945.1| 1e-63  hypothetical protein OsJ_013428 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09654.2 3e-65 caffeic acid 3-O-methyltransferase putative expressed		AGCAAGCTGCTCGAGCGTTTCCATGGATTCGACGACATCAGTGTGCTCGTCGACGTTGGT		26524		AT5G53810.1

		13547		CUST_36810_PI390587928		9.002339		9.194117		9.421829		9.666541		8.503427		8.5899515		9.043995		8.599757		8.387795		8.616319		9.08387		9.585137		-1.4131483		-1.5200988		-1.2993898		-2.0947585		-1.5310739		-1.4925693		-1.2639674		-1.058047		-0.6145439		-0.6041651		-0.37783432		-1.0667839		-0.4989128		-0.5777979		-0.3379593		-0.08140373		No		Yes		Yes		U35_44k_v1_13547		LOC_Os03g14950.1		gb|EAZ26304.1| 9e-23  hypothetical protein OsJ_009787 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14950.1 2e-24 patatin-like protein 3 putative expressed		CTCCGAACATAAATAAATTCTCCAGAGTTCATCTAAGCCCTGCGAATTCTCATTAAAAAA		36619		AT3G54950.1

		36712		CUST_35046_PI390587928		4.7670937		6.284023		6.390449		5.0574164		4.051686		5.0020585		4.587216		4.4485583		4.1199913		4.2229133		4.208855		3.8059013		-1.6419473		-2.4316983		-3.4900148		-1.5250517		-1.5660197		-4.1730714		-4.536545		-2.3809135		-0.64710236		-1.2819643		-1.8032331		-0.6088581		-0.71540785		-2.0611095		-2.181594		-1.2515152		Yes		Yes		Yes		U35_44k_v1_36712		LOC_Os01g64640.1		ref|XP_001620157.1| 7e-15  hypothetical protein NEMVEDRAFT_v1g148952 [Nematostella vectensis]		LOC_Os11g05730.1 3e-16 histone H3 putative expressed		AAATCTCATCAATTTGGCGGTACAGGGAGGGGGGCAAGAAAGAAAGAATCCGAGGCGAAC		179		AT5G65360.1

		33390		CUST_11781_PI390587928		3.5475178		3.733535		3.848834		4.3780084		3.3571837		2.319888		2.6005185		2.666265		4.486312		4.430296		3.8701212		4.0030723		-1.1410279		-2.6640975		-2.375639		-3.275564		1.9169253		1.6208615		1.0148646		-1.2967821		0.93879414		-1.4136469		-1.2483156		-1.7117434		-0.19033408		0.6967609		0.021287203		-0.3749361		Yes		No		No		U35_44k_v1_33390		LOC_Os01g01689.3		emb|CAO64334.1| 3e-36  unnamed protein product [Vitis vinifera]		LOC_Os01g01689.1 1e-37 phosphatidylinositol 3- and 4-kinase family protein expressed		GAAAATAAAGAGGCATTGCTCACCATTATTGAAGTATGTCTGTCTGTTGCCAAAAGTTTT		None		AT3G48190.1

		39523		CUST_23947_PI390587928		5.4783254		5.19671		5.3950996		6.270887		5.670338		6.394132		8.097634		8.172412		6.321274		7.5793643		8.060579		7.6098256		1.1423564		2.2932951		6.5094457		3.7360792		1.7937123		5.214953		6.3443823		2.5296516		0.84294844		1.197422		2.7025347		1.901525		0.19201279		2.3826542		2.6654797		1.3389387		Yes		Yes		Yes		U35_44k_v1_39523		LOC_Os01g23970.1		gb|EAZ11773.1| 3e-22  hypothetical protein OsJ_001598 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23970.1 7e-24 serine/threonine kinase-like protein putative		TTTGTATATCCAAGATGGGAAGAGCGCGGTGTTTATGATTGTCATACTTGGAGTTCCTCT		35679		0

		13689		CUST_40111_PI390587928		1.52633		1.6837119		1.3954536		2.390589		2.3412619		1.7960471		3.745428		2.2546628		1.9319515		1.7622706		6.1644588		2.4330833		1.7592151		1.0809765		5.0981526		-1.098798		1.3246595		1.0559626		27.26551		1.0298929		0.40562153		0.112335205		2.3499746		-0.13592625		0.81493187		0.07855868		4.7690053		0.042494297		No		Yes		Yes		U35_44k_v1_13689		LOC_Os03g08060.3		gb|EAY84217.1| 1e-11  hypothetical protein OsI_005450 [Oryza sativa (indica cultivar-group)]		LOC_Os02g02630.1 3e-13 hypothetical protein		GTTGAACTGCTGTCACTGTGGCAGCAACCAATAAAATGAGTTTCTGTCTCGGTCAAAAAA		4731		0

		45286		CUST_27148_PI390587928		8.1232195		8.729938		8.309157		8.284728		7.8745747		8.43425		7.081262		7.3066335		7.8468685		8.16696		7.7562275		7.912253		-1.1880906		-1.2274699		-2.3422503		-1.969862		-1.2111276		-1.4773153		-1.467062		-1.294572		-0.27635098		-0.29568768		-1.2278953		-0.9780946		-0.24864483		-0.5629778		-0.5529299		-0.37247515		No		Yes		Yes		U35_44k_v1_45286		LOC_Os01g04880.1		ref|NP_001041987.1| 9e-42  Os01g0141900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04880.1 3e-43 transposon protein putative CACTA En/Spm sub-class expressed		CATCCATTTATGCTATGTGGGTTGCTCCATATCCAATGTTAATCCATTTATGTTATCGAT		43981		AT2G40070.2

		20060		CUST_275_PI390587928		3.8839943		3.8579588		2.7364388		4.0132403		4.506101		4.74711		5.0937753		5.2985044		4.294878		4.207152		4.954254		3.8708127		1.5391212		1.852086		5.1242347		2.4372666		1.3294998		1.2738479		4.651885		-1.103761		0.41088367		0.8891511		2.3573365		1.285264		0.6221068		0.3491931		2.2178154		-0.14242768		Yes		No		No		U35_44k_v1_20060		LOC_Os02g52780.2		No hits found		No hits found		ACTTTTCACTGGGTATGGAAGAGTGCTTGCCAGGTCAACTACAAAAATTTCCTCCTGGCT		13507		0

		2718		CUST_27314_PI390587928		8.489632		8.1317425		10.790135		9.0233965		7.631935		7.640551		8.409925		6.946115		7.5571685		7.6078186		8.887549		8.513179		-1.8121426		-1.4056052		-5.206125		-4.2201123		-1.9085318		-1.4378606		-3.7388277		-1.424265		-0.93246317		-0.4911914		-2.38021		-2.0772815		-0.85769653		-0.5239239		-1.902586		-0.51021767		Yes		Yes		Yes		U35_44k_v1_2718		LOC_Os07g48770.1		gb|EAZ05198.1| e-118  hypothetical protein OsI_026430 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48770.1 1e-119 expressed protein		AACCTTTCCTTCTTCATGGGAAAAAAGAGAGGTACTTGAACCTACTGGTATATGTTTCAA		8346		AT4G24380.1

		9620		CUST_35275_PI390587928		7.7577806		7.6894207		7.3228316		7.3294716		8.287496		8.798043		10.536918		9.803543		8.466561		8.787275		9.537871		8.027558		1.443644		2.1563966		9.279751		5.556096		1.6344223		2.1403618		4.6429434		1.6223519		0.70878077		1.1086226		3.214086		2.4740715		0.52971506		1.0978546		2.2150397		0.69808674		Yes		Yes		Yes		U35_44k_v1_9620		LOC_Os05g45410.1		gb|EAY98789.1| 2e-25  hypothetical protein OsI_020022 [Oryza sativa (indica cultivar-group)]		LOC_Os05g45410.1 4e-27 heat shock factor putative expressed		TTTTCGTTCTAGATGCATTTGTATATATAGTTCTTCGTCACTGTACAGCTAGTCGCGATG		18961		0

		14739		CUST_37250_PI390587928		2.1049623		2.6707003		1.2643286		2.2196777		1.2562286		1.2551359		3.4643834		5.8580513		1.8947753		1.3995667		2.6133475		3.8728762		-1.8009197		-2.6676407		4.5949674		12.452587		-1.1568382		-2.4135115		2.5473883		3.1453018		-0.21018708		-1.4155644		2.2000546		3.6383736		-0.8487338		-1.2711337		1.3490189		1.6531985		No		Yes		Yes		U35_44k_v1_14739		LOC_Os06g11290.1		gb|ABD59450.1| 7e-82  12-oxophytodienoic acid reductase 1 [Setaria italica]		LOC_Os06g11210.1 6e-82 12-oxophytodienoate reductase 2 putative expressed		CAGGGGTGTCCTACGGTTCATTAAAAAGAAAAGAGGTTGTCCAGTTTATAAGAAAAAATA		2337		AT1G76680.1

		25675		CUST_4463_PI390587928		6.003193		6.3689485		5.7486367		6.159327		5.1997695		4.9934764		1.3204974		3.238179		4.892139		4.4892893		2.2641666		5.6877275		-1.7452376		-2.594528		-21.527952		-7.5744863		-2.160034		-3.679881		-11.192575		-1.386646		-1.111054		-1.3754721		-4.428139		-2.921148		-0.8034234		-1.8796592		-3.4844701		-0.47159958		Yes		Yes		Yes		U35_44k_v1_25675		LOC_Os04g43150.2		emb|CAE03370.1| 9e-37  OSJNBb0065L13.13 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43150.2 2e-38 RNA-binding protein-like putative expressed		TTGTAAAAGTATTCCGATTGTCAGCCCTCAGGTTTAATATCTTCCCAAGATTGTTTCCAA		22164		AT5G43960.1

		42763		CUST_10307_PI390587928		7.6255164		7.5414963		7.9461193		7.4610305		7.101167		7.135385		6.3631577		6.5314846		6.894634		6.8868766		6.9738154		7.4167876		-1.4382846		-1.3251092		-2.995842		-1.9046763		-1.6596541		-1.5742009		-1.9619712		-1.0311419		-0.73088264		-0.40611124		-1.5829616		-0.9295459		-0.5243492		-0.6546197		-0.97230387		-0.04424286		No		Yes		Yes		U35_44k_v1_42763		LOC_Os04g46370.3		No hits found		No hits found		TCCCATCCATTGTTTTTGTAATGGTACCTGAAGGCAAAATTCACTCTTTTGACCAAAAAA		38640		0

		26312		CUST_8675_PI390587928		2.7487087		2.805991		1.2749271		2.0466192		2.7108705		2.9792223		5.9099517		2.5010605		3.241978		2.40292		5.529142		2.6273355		-1.0265744		1.1275812		24.847427		1.370252		1.407631		-1.3223196		19.082983		1.4955918		0.4932692		0.17323136		4.6350245		0.4544413		-0.03783822		-0.40307093		4.254215		0.5807164		No		Yes		Yes		U35_44k_v1_26312		LOC_Os05g23350.1		emb|CAH60863.1| 0.0  endo-1,4-beta-xylanase [Hordeum vulgare subsp. vulgare]		LOC_Os01g04300.1 1e-172 endo-14-beta-xylanase putative expressed		GGACGACACGTCAAGGAATAAGGTTGTATAATTTTCACATTTCTAAGGTAAAGGTATTGT		22400		AT1G58370.1

		29033		CUST_28877_PI390587928		4.4100957		4.490456		5.110212		5.1523623		4.1399302		3.9383457		3.9429705		4.1544166		3.7532914		3.7248566		3.6889687		3.947113		-1.2059461		-1.466229		-2.2458184		-1.9971542		-1.5765865		-1.7000763		-2.6781619		-2.305771		-0.6568043		-0.55211043		-1.1672413		-0.9979458		-0.27016544		-0.7655995		-1.4212432		-1.2052493		Yes		Yes		Yes		U35_44k_v1_29033		LOC_Os08g39150.1		gb|EAZ07513.1| 2e-46  hypothetical protein OsI_028745 [Oryza sativa (indica cultivar-group)]		LOC_Os08g39150.1 5e-48 expressed protein		AGCAGGTTCTTTATTTAGCTGCCCCTGTTACCTTTGTTTGCCATCTGCTTACTTTGACTT		28190		AT5G35690.1

		20641		CUST_9391_PI390587928		8.498456		8.920113		7.943231		8.02398		8.161868		8.649423		6.812453		7.107719		7.8745475		8.219799		7.0927987		7.520645		-1.2627665		-1.2063847		-2.1897683		-1.8872181		-1.5410445		-1.6248579		-1.8030412		-1.4174865		-0.6239085		-0.27068996		-1.1307783		-0.9162612		-0.3365879		-0.70031357		-0.8504324		-0.503335		No		Yes		Yes		U35_44k_v1_20641		LOC_Os01g25010.1		gb|EAY73950.1| e-123  hypothetical protein OsI_001797 [Oryza sativa (indica cultivar-group)]		LOC_Os01g24980.1 1e-125 naringenin2-oxoglutarate 3-dioxygenase putative expressed		ATCATATCAGTTTGTATCCGGTGTGAAAATAAAAGGAGAATGGAAGTTGATCCCCGGAAA		14385		AT4G25310.1

		18486		CUST_34016_PI390587928		10.528293		9.700871		9.9850645		10.348935		10.281064		9.615131		8.851679		9.562327		9.945619		9.528015		9.424259		10.115503		-1.1869248		-1.061232		-2.1937296		-1.7250136		-1.4976225		-1.1272881		-1.4750924		-1.1756282		-0.582674		-0.08574009		-1.1333857		-0.78660774		-0.24722862		-0.17285633		-0.5608053		-0.23343182		No		Yes		Yes		U35_44k_v1_18486		LOC_Os10g22460.1		ref|NP_001064455.1| e-113  Os10g0370000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g22460.1 1e-115 protein phosphatase 2C putative expressed		AAATATGATTCATGAAAATGTAATGATGTGCTCTTAATCGTAAGCCATCCAGGCAAGTTG		9674		AT4G33500.1

		16347		CUST_13585_PI390587928		16.852846		17.009645		16.328049		15.498946		16.49788		17.087606		14.363124		14.045624		16.395346		16.653044		15.175221		14.970639		-1.2789547		1.0555252		-3.9039235		-2.7383795		-1.3731607		-1.2804064		-2.2234921		-1.4422357		-0.45750046		0.07796097		-1.9649248		-1.4533224		-0.3549652		-0.35660172		-1.1528273		-0.52830696		No		Yes		Yes		U35_44k_v1_16347		LOC_Os04g34600.1		gb|EAY94130.1| 4e-32  hypothetical protein OsI_015363 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06720.1 4e-15 abscisic stress ripening protein 2 putative expressed		CTACGTATGTCGATTATTGTACGTACTGTTTCTGCATGGATATGTTGAGAATTCAATCAA		8961		0

		32704		CUST_2086_PI390587928		10.9670725		11.947517		12.427213		10.846466		11.51739		11.735875		10.554284		10.159656		11.314565		11.048116		11.321552		10.858432		1.4644082		-1.1580056		-3.6627536		-1.6097208		1.272347		-1.8652922		-2.1519737		1.0083286		0.34749222		-0.21164227		-1.8729286		-0.6868105		0.55031776		-0.89940166		-1.1056604		0.011965752		No		Yes		Yes		U35_44k_v1_32704		LOC_Os04g16771.1		ref|YP_588159.1| 1e-49  ribosomal protein L2 [Helianthus annuus]		LOC_Os04g16771.1 3e-45 chloroplast 50S ribosomal protein L2 putative expressed		CCTTGGGGTTATCCTGCACTTGGAAGAAGAAGTAGAAAAAGGAATAAATATAGTGATAAT		53038		ATCG01310.1

		5436		CUST_21476_PI390587928		11.017497		9.956525		7.006327		5.3952127		9.917261		8.334912		3.3615074		4.184363		9.730109		8.355635		4.062905		4.576217		-2.1438975		-3.077188		-12.508351		-2.3147395		-2.4408572		-3.0333042		-7.692339		-1.7641772		-1.2873878		-1.6216125		-3.6448197		-1.2108498		-1.1002359		-1.6008902		-2.9434223		-0.8189955		Yes		Yes		Yes		U35_44k_v1_5436		LOC_Os02g01220.2		dbj|BAD07813.1| 8e-34  putative senescence-associated protein [Oryza sativa Japonica Group]		LOC_Os02g01220.1 2e-35 senescence-associated protein DIN1 putative expressed		GAGTCCAAGGGAATGATTGGATGGATGGCTGTAATTAATAATACTCCCTTTGTTTTTTAA		None		AT2G21045.1

		3546		CUST_34327_PI390587928		12.571794		12.620154		11.015923		11.090302		12.692876		13.025338		12.764735		12.299539		12.642891		12.969668		12.88966		11.473147		1.0875504		1.3242576		3.3608186		2.312152		1.0505154		1.2741313		3.6648073		1.3039106		0.071097374		0.4051838		1.7488127		1.2092361		0.121082306		0.349514		1.8737373		0.38284492		No		Yes		Yes		U35_44k_v1_3546		LOC_Os09g39440.2		gb|EAZ45717.1| e-120  hypothetical protein OsJ_029200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39440.2 1e-122 pyrimidine-specific ribonucleoside hydrolase rihB putative expressed		CAGACACATTGTCTGGTGGCATTATTGAACTGCTGGTAATGAATTGTGATGCTCAAAAAA		8464		AT2G36310.1

		14149		CUST_38278_PI390587928		14.209526		13.688678		15.425518		15.117116		13.817292		12.856269		13.756424		13.692028		13.847931		13.150055		14.0490885		14.840092		-1.312424		-1.7806561		-3.1801484		-2.6853087		-1.2848457		-1.4525852		-2.5962505		-1.211693		-0.36159515		-0.8324089		-1.6690941		-1.4250879		-0.39223385		-0.53862286		-1.3764296		-0.27702427		Yes		Yes		Yes		U35_44k_v1_14149		LOC_Os08g36320.2		gb|AAP46640.1| 0.0  GAD1 [Hordeum vulgare]		LOC_Os08g36320.3 0.0 glutamate decarboxylase putative expressed		CATGTGGTTATGTATCTGTTTCTTTTTAATAAAAAGGGGTTTGCCCCGGCTCCATTTTTC		1376		AT5G17330.1

		2316		CUST_7249_PI390587928		4.2678256		4.712326		4.832201		4.8031764		4.5488625		3.5680153		3.4297073		4.2547264		3.4268315		3.5576363		3.797858		4.3677387		1.2150679		-2.2104049		-2.6435814		-1.4625136		-1.7912841		-2.2263644		-2.0481808		-1.352321		-0.8409941		-1.1443107		-1.4024937		-0.54845		0.28103685		-1.1546898		-1.034343		-0.43543768		No		Yes		Yes		U35_44k_v1_2316		LOC_Os10g34030.1		ref|NP_001064879.1| 1e-23  Os10g0481400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g34030.1 2e-23 zinc finger C3HC4 type family protein expressed		CATAGTACTCCGTATTTGACAGGGACAGCAAAATTTTGCTGGAAGAACCTTATTCCGCTC		6908		0

		23934		CUST_11309_PI390587928		8.073079		7.9108005		8.106643		6.7600083		7.453016		7.3077602		7.183871		5.374712		7.132919		6.706801		7.683272		6.7951736		-1.5369426		-1.518914		-1.8957542		-2.612256		-1.9187413		-2.3037746		-1.3410573		1.0246742		-0.9401603		-0.6030402		-0.92277193		-1.3852963		-0.6200633		-1.2039995		-0.42337084		0.03516531		No		Yes		Yes		U35_44k_v1_23934		LOC_Os09g20880.1		gb|EAZ44536.1| 1e-48  hypothetical protein OsJ_028019 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20880.1 3e-50 ATP binding protein putative expressed		TGTCGTCAACGATCGATGGAGGGAGCAACTTGTTACTAATATCATATTCTTTTGGATTTG		20099		AT1G24030.2

		28573		CUST_21667_PI390587928		7.23925		7.0488267		7.3472557		7.802815		7.6720643		8.341618		9.022119		8.575676		7.9732475		8.492786		8.74059		8.217777		1.349864		2.4500155		3.19289		1.7086549		1.6632411		2.7206657		2.626851		1.3332639		0.73399734		1.2927909		1.6748629		0.772861		0.43281412		1.4439597		1.3933344		0.4149623		Yes		Yes		Yes		U35_44k_v1_28573		LOC_Os08g01580.1		dbj|BAD05330.1| 2e-27  putative MLA1 [Oryza sativa Japonica Group]		LOC_Os08g10440.1 4e-29 NBS-LRR disease resistance protein putative expressed		AATGAACGACGCATGAGGTACAAGATTGACGATTGTACCAATTCTACCGCTCGTGTCGTT		27534		0

		2023		CUST_2444_PI390587928		1.5323887		1.7940577		1.3060204		2.3009193		1.3736378		1.6875769		3.9122868		3.4235957		1.2456341		1.8574079		3.9045403		1.9569		-1.1163201		-1.0765989		6.089258		2.1775055		-1.219893		1.0448893		6.056649		-1.2692878		-0.2867546		-0.10648084		2.6062665		1.1226764		-0.15875089		0.0633502		2.5985198		-0.3440193		No		Yes		Yes		U35_44k_v1_2023		LOC_Os12g43363.1		ref|NP_001067329.1| e-110  Os12g0628400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g43363.1 1e-112 inositolphosphorylceramide-B C-26 hydroxylase putative expressed		CTAGGGTTAGTTTGTTTTGTTACCTTGAATTCAACCGGATCAAGTGACTCGGTTAAAAAA		6315		AT2G34770.1

		29492		CUST_22423_PI390587928		4.195864		3.812193		3.9754305		4.54108		3.7648716		3.7389507		2.0799317		3.7045205		3.2872574		3.283898		2.5898542		4.098074		-1.3481609		-1.0520784		-3.7205057		-1.7857864		-1.8772317		-1.4422235		-2.612763		-1.3594339		-0.90860677		-0.07324219		-1.8954988		-0.83655953		-0.4309926		-0.5282948		-1.3855762		-0.44300604		No		Yes		Yes		U35_44k_v1_29492		-		No hits found		No hits found		TCTATCCATCTTGCTTTCTCTGTTTTAAGGAGACCACCATGGCGCCGAGGACCTCACCTG		28796		0

		1818		CUST_21592_PI390587928		9.561043		10.226015		9.6944475		9.665848		9.964464		10.34735		12.0225725		10.850789		10.070409		10.486375		11.247547		9.797795		1.3226409		1.087741		5.021523		2.2735415		1.4234246		1.1977774		2.9344692		1.0957719		0.50936604		0.12133503		2.328125		1.1849413		0.4034214		0.26035976		1.5530996		0.13194752		Yes		Yes		Yes		U35_44k_v1_1818		-		ref|NP_001105909.1| 0.0  12-oxo-phytodienoic acid reductase5 [Zea mays]		LOC_Os06g11240.1 1e-149 12-oxophytodienoate reductase 2 putative expressed		GCTCATGTAGTCATATGTGTATTGGCATGGTATGGATAAAATGTGTAATCATCATTGCAA		5146		AT1G76690.1

		48285		CUST_24529_PI390587928		5.3877425		5.6194005		6.1830096		5.894448		5.2143903		5.2210727		4.8313313		4.8763924		4.6376514		4.779611		5.085649		5.3229513		-1.1276757		-1.3179795		-2.5520885		-2.0251875		-1.681899		-1.7897888		-2.139629		-1.4860642		-0.7500911		-0.39832783		-1.3516784		-1.0180554		-0.17335224		-0.8397894		-1.0973606		-0.5714965		No		Yes		Yes		U35_44k_v1_48285		LOC_Os12g13460.1		gb|EAZ20075.1| 4e-26  hypothetical protein OsJ_034284 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13460.1 6e-28 SET domain containing protein expressed		CTGCACTATATGCTCCTGAATTGAAATAAGGTATCATTCACAATGCTCAGTATGCTTTTA		49860		AT5G14260.2

		23802		CUST_27363_PI390587928		5.8926873		6.445099		6.1435122		7.833664		6.5903606		8.997502		10.036866		9.277236		7.153374		8.723743		9.465183		9.244469		1.621887		5.8661075		14.859915		2.7199347		2.396098		4.8522186		9.998219		2.6588542		1.2606869		2.5524035		3.893354		1.443572		0.6976733		2.2786446		3.321671		1.4108047		Yes		Yes		Yes		U35_44k_v1_23802		LOC_Os05g45070.1		gb|EAY98766.1| 1e-61  hypothetical protein OsI_019999 [Oryza sativa (indica cultivar-group)]		LOC_Os05g45070.1 2e-63 harpin-induced protein putative expressed		CTGCGTCGCACAAGTGAGCTCATTATATAGATAGGTGCCTTGCTATTTACACGATGGTTT		20575		AT2G46150.1

		19184		CUST_20373_PI390587928		5.166076		4.965788		5.7007365		5.239404		4.862872		4.819919		4.6304994		5.0740623		4.887917		4.5006466		4.1427083		4.7943444		-1.2338817		-1.1063967		-2.0997784		-1.1214318		-1.2126466		-1.3804525		-2.9445114		-1.3613706		-0.27815914		-0.14586878		-1.0702372		-0.16534185		-0.30320406		-0.4651413		-1.5580282		-0.44505978		No		Yes		Yes		U35_44k_v1_19184		LOC_Os01g59850.1		gb|EAY76254.1| e-147  hypothetical protein OsI_004101 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59850.1 1e-148 ZIGA4 putative expressed		ACCATCTAATAAGTCAGTTGATTCAGGTGTCCTACCTGATGCACCTACAGAAAGGCCAGT		11011		AT1G08680.2

		3408		CUST_3458_PI390587928		10.792069		10.37571		10.734067		10.806708		10.533364		10.242211		9.680825		10.346819		10.258544		9.933694		9.595748		10.495411		-1.1964045		-1.0969503		-2.0751874		-1.3754364		-1.447462		-1.3585011		-2.2012439		-1.240823		-0.53352547		-0.13349819		-1.0532417		-0.4598894		-0.25870514		-0.44201565		-1.138319		-0.31129742		No		Yes		Yes		U35_44k_v1_3408		LOC_Os09g27210.1		ref|NP_001063298.1| 0.0  Os09g0444200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27210.1 0.0 lecithine cholesterol acyltransferase-like protein putative expressed		AGCAGATAGAATTCCGTGATGCTGTCAAAGGTAATAATCTTGCCCATTCAAATACATCAT		7685		AT5G13640.1

		12303		CUST_12051_PI390587928		2.0684364		2.9975946		2.9591186		3.269182		2.839383		5.4397507		9.027336		6.371801		2.3432097		4.1524177		8.106199		5.5129833		1.706389		5.434533		67.0989		8.5897665		1.209804		2.2265701		35.43444		4.7364345		0.27477336		2.442156		6.0682173		3.102619		0.7709465		1.1548231		5.1470804		2.2438014		Yes		Yes		Yes		U35_44k_v1_12303		-		No hits found		No hits found		AAGTCACTAAGTGTTGTCACCACCTCTTTTCCGCGATTCAGCAGCTACATATGATTTCCG		23894		0

		21736		CUST_14473_PI390587928		5.5501537		5.6983542		4.9787335		5.718973		6.453617		6.928406		7.9980454		7.152475		6.4850955		7.324629		6.974955		5.7757225		1.8705511		2.3457537		8.107808		2.7010152		1.9118135		3.087148		3.9895377		1.0401195		0.93494177		1.2300515		3.019312		1.4335017		0.90346336		1.6262746		1.9962215		0.056749344		Yes		Yes		Yes		U35_44k_v1_21736		LOC_Os03g10950.1		gb|EAY88976.1| 2e-62  hypothetical protein OsI_010209 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10950.1 4e-64 catalytic/ protein phosphatase type 2C putative expressed		TGATCAAGAGGGCCTTCGGCGCCACGGAGGAGGAGTTCATGGGCATGGTGGAGAAGTCGT		15908		AT4G33920.1

		16817		CUST_30863_PI390587928		8.060197		8.025959		6.9204154		8.202621		9.301011		10.068624		11.415799		10.447337		9.909566		10.933087		11.219867		9.338725		2.3633187		4.1200576		22.55513		4.739437		3.6034255		7.501236		19.69082		2.1978662		1.849369		2.0426645		4.4953837		2.2447157		1.2408142		2.9071283		4.2994514		1.1361036		Yes		Yes		Yes		U35_44k_v1_16817		LOC_Os03g02670.2		ref|NP_001048771.1| e-167  Os03g0118200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02670.2 1e-169 solute carrier family 35 member B3 putative expressed		TTAGGTCTCCGTGACAATATATCATGGACAACTAAGATAACTCATCAAGTGGAAAATCAT		5783		AT4G23010.1

		34056		CUST_39299_PI390587928		6.8796577		6.5340257		5.0781226		5.348101		8.06311		8.184638		7.312971		7.17956		6.70163		7.8736167		8.159735		6.724605		2.2711966		3.1396687		4.707133		3.5589683		-1.1313361		2.5307956		8.465599		2.5963843		-0.17802763		1.6506124		2.2348485		1.831459		1.1834526		1.339591		3.081612		1.376504		Yes		No		No		U35_44k_v1_34056		LOC_Os08g37210.1		gb|EAZ07350.1| 4e-14  hypothetical protein OsI_028582 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37210.1 4e-15 patatin T5 precursor putative expressed		GCTCATCAAAGCCCTAATGCTCTTTTTGTTAGTATATGTGTAGATATTGTTCTTGTGTAG		None		0

		30124		CUST_23881_PI390587928		2.8711846		3.814037		2.2966964		4.168429		3.2611513		4.508704		5.9259515		5.244765		3.4799051		4.5248804		5.730957		5.0020347		1.3103632		1.618511		12.374129		2.1086738		1.5249063		1.6367606		10.809745		1.7821339		0.60872054		0.6946671		3.629255		1.0763359		0.38996673		0.7108433		3.4342606		0.83360577		Yes		No		No		U35_44k_v1_30124		-		No hits found		No hits found		GAACCTACCTATTTGTTATTGTAAAATAATGTGCGACTCATAACATGACTGTTGAACGGA		29853		0

		21985		CUST_30412_PI390587928		6.2275147		6.4447174		6.2061276		7.4195046		7.164509		8.995793		10.348951		10.427108		7.3628826		8.864783		10.459965		9.394795		1.914535		5.860712		17.665022		8.042273		2.1967456		5.3519545		19.077988		3.9320748		1.1353679		2.551076		4.1428237		3.0076032		0.9369941		2.4200659		4.253837		1.9752908		Yes		Yes		Yes		U35_44k_v1_21985		LOC_Os09g36290.2		gb|EAZ45468.1| 4e-27  hypothetical protein OsJ_028951 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36290.2 1e-28 phosphatase DCR2 putative expressed		CACGAGGATAATTAACCTCTGTACTGCCTATCTGTTGTTGATGCTCAGCTTATCTCAAAG		17038		AT5G63140.1

		7372		CUST_21332_PI390587928		7.5315213		7.555492		8.315243		7.874493		7.108557		6.927429		6.910012		6.7626		6.55467		6.676977		7.2762904		7.7362213		-1.3406792		-1.5454882		-2.6486018		-2.161291		-1.9681654		-1.8384817		-2.054735		-1.1005859		-0.97685146		-0.6280627		-1.405231		-1.1118932		-0.4229641		-0.87851477		-1.0389524		-0.13827181		No		Yes		Yes		U35_44k_v1_7372		LOC_Os10g33650.3		ref|NP_001064847.1| 4e-28  Os10g0476300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33650.3 8e-30 casein kinase I isoform delta-like putative expressed		CAGCATAGGACTTTGAATCATAGGGAAGAGGATGCCAAAGTTATATATATATCGATCTTC		25618		AT4G28540.1

		14437		CUST_9011_PI390587928		7.841928		7.9607587		8.341554		8.440832		8.245244		8.209144		10.065206		9.09698		8.735101		9.048352		9.200316		8.571845		1.3225442		1.1878766		3.3027136		1.5758693		1.857256		2.1251926		1.8134824		1.0950623		0.89317274		0.24838495		1.7236519		0.65614796		0.40331602		1.0875936		0.85876274		0.13101292		No		Yes		Yes		U35_44k_v1_14437		LOC_Os02g48720.2		ref|NP_001047941.1| 0.0  Os02g0718900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48720.2 0.0 ADPATP carrier protein mitochondrial precursor putative expressed		TGATGATTCTTGCTGGTTTGCCTGTGCGAAATCTTGAAGATGATTGTTAAAATGTTGGTA		1536		AT3G08580.2

		12291		CUST_32329_PI390587928		10.949307		10.335195		9.379097		10.380477		11.057632		10.418216		10.178453		10.681168		11.111793		11.137746		10.473657		10.679713		1.077976		1.0592339		1.7403246		1.2317339		1.1192133		1.7441828		2.135479		1.2304928		0.16248512		0.083021164		0.79935646		0.30069065		0.108325005		0.80255127		1.0945597		0.2992363		No		Yes		Yes		U35_44k_v1_12291		LOC_Os08g37010.1		gb|EAZ09396.1| 4e-49  hypothetical protein OsI_030628 [Oryza sativa (indica cultivar-group)]		LOC_Os09g28740.1 9e-51 gibberellin receptor GID1L2 putative expressed		CGGCACGTCTACTTCCTGGACCAGCCCGCCAGCCCCAAGTCCGCCAGGGAGCTCGCGTTC		24246		AT1G47480.1

		21351		CUST_4913_PI390587928		12.325474		12.633914		13.165752		13.420795		12.211353		12.277508		12.102303		12.541588		12.01279		11.966148		12.360011		13.338707		-1.0823151		-1.2802328		-2.0899231		-1.8393648		-1.2420163		-1.5886106		-1.7480438		-1.0585493		-0.31268406		-0.3564062		-1.0634499		-0.8792076		-0.11412048		-0.6677656		-0.8057413		-0.08208847		No		Yes		Yes		U35_44k_v1_21351		LOC_Os07g10780.1		ref|NP_001059163.1| 4e-47  Os07g0208600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g10780.1 8e-49 remorin putative expressed		GATGTAACTGTACAGTGTTTAAAACATTTGCTGGCTTGTAGCCTTGTATGACTGTATATT		15161		AT3G57540.1

		33564		CUST_18174_PI390587928		10.176577		9.622449		10.089321		11.169038		13.370414		13.046201		15.998634		13.5508995		13.869634		13.434155		15.412697		12.708252		9.150414		10.731292		60.100838		5.212089		12.933645		14.042293		40.040157		2.9063613		3.693057		3.4237518		5.909313		2.3818617		3.1938372		3.8117065		5.3233757		1.5392141		Yes		Yes		Yes		U35_44k_v1_33564		LOC_Os08g08990.1		gb|ABG46236.1| 2e-13  germin-like protein 4d [Hordeum vulgare subsp. vulgare]		LOC_Os12g05870.1 4e-15 germin-like protein subfamily 1 member 8 precursor putative		TTTATCGGAAGATGAGTGCATAAACCAAGGACTTGGTTGAGCTTCTAGCCATGCTTCCTG		3157		0

		6000		CUST_39108_PI390587928		6.015412		5.6750145		4.81715		5.440972		7.4267464		7.030988		8.532717		6.877008		7.9963303		7.8730865		8.087857		5.6546283		2.6598308		2.559698		13.137025		2.7057643		3.947443		4.588657		9.651192		1.1596235		1.9809184		1.3559737		3.7155666		1.4360361		1.4113345		2.198072		3.2707071		0.21365643		Yes		Yes		Yes		U35_44k_v1_6000		LOC_Os11g05880.1		ref|NP_001065801.1| 0.0  Os11g0157400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05880.1 0.0 protein binding protein putative expressed		ACTGAGCACTTGAATCCAATAAAATTGCATGTCTCGCGGTTGGGGACACCCATCAAAAAA		13144		AT5G03540.1

		39471		CUST_24947_PI390587928		7.889745		7.6946454		8.286267		8.805572		7.3345184		7.590122		7.0911117		8.01555		6.6657977		6.828564		7.0915885		8.672207		-1.4693996		-1.075139		-2.2896953		-1.7291007		-2.3358498		-1.8227051		-2.2889385		-1.0968488		-1.2239475		-0.10452318		-1.1951556		-0.7900219		-0.5552268		-0.86608124		-1.1946788		-0.13336468		No		Yes		Yes		U35_44k_v1_39471		LOC_Os11g39370.2		gb|EAZ11432.1| 8e-12  hypothetical protein OsJ_001257 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g39370.2 2e-13 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		ACTAATAAAACAGGTGGATCAAGCAACACCACTGTCAAGGTGATTCTTGGAAGCATTGGC		35632		0

		22764		CUST_41062_PI390587928		8.932647		8.95085		8.398351		8.737036		9.195734		9.236989		9.599724		8.87252		9.293159		9.476447		9.403743		9.06751		1.2000439		1.219373		2.2995844		1.0984617		1.2838813		1.4395298		2.007489		1.2574264		0.36051178		0.2861395		1.2013731		0.1354847		0.26308727		0.5255976		1.0053921		0.3304739		No		Yes		Yes		U35_44k_v1_22764		LOC_Os01g01780.1		gb|EAZ10234.1| e-126  hypothetical protein OsJ_000059 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g01780.1 1e-127 limonene cyclase like protein putative expressed		AGTCATCTTCCACCTTGAGGTAAGCTCTTTAGTCTGAAGGAAGGAAGGATGTAACCTGAC		17298		AT4G16745.1

		26010		CUST_1689_PI390587928		11.8069		11.668289		12.234838		11.855332		12.029449		12.048945		13.2499275		12.130405		11.981403		12.384087		13.043412		12.05938		1.1667937		1.3019339		2.021029		1.2100554		1.1285758		1.6423907		1.7514802		1.1519253		0.17450333		0.38065624		1.01509		0.27507305		0.22254944		0.7157974		0.8085747		0.2040472		No		Yes		Yes		U35_44k_v1_26010		LOC_Os01g12890.1		emb|CAO49966.1| 6e-19  unnamed protein product [Vitis vinifera]		LOC_Os02g40200.1 1e-19 receptor-like protein kinase precursor putative expressed		ACCACATTTGTATTTGTATCCCCTGGAGGAATCGACTAAAAAACGGAGTTCAACTCCAAA		None		AT5G20480.1

		6374		CUST_900_PI390587928		7.2274528		7.334812		5.6647186		6.2010856		7.214361		7.3025494		10.121165		9.432507		7.576851		7.8556075		7.7868867		5.6725087		-1.0091157		-1.0226148		21.954529		9.391926		1.274029		1.434746		4.353477		-1.4425055		0.34939814		-0.032262802		4.4564466		3.231421		-0.013091564		0.52079535		2.122168		-0.52857685		Yes		Yes		Yes		U35_44k_v1_6374		LOC_Os07g02460.1		ref|NP_001051361.1| 1e-24  Os03g0762500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02460.1 2e-16 expressed protein		GACATCTGGAGGATCATCTTTCACACAGCAGTACCACTTGTGAATTGTGATGATGTCGTC		13932		0

		21941		CUST_39884_PI390587928		5.995581		6.8810463		6.254051		6.098721		5.4659653		6.1667438		5.601099		5.711037		4.9517264		5.4118176		5.5012684		5.596752		-1.4435447		-1.6406898		-1.5723825		-1.3082913		-2.061729		-2.7687385		-1.68504		-1.4161448		-1.0438547		-0.71430254		-0.6529522		-0.38768387		-0.5296159		-1.4692287		-0.7527828		-0.50196886		No		Yes		Yes		U35_44k_v1_21941		LOC_Os06g11990.1		ref|NP_001057185.1| 0.0  Os06g0223800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11990.1 0.0 armadillo/beta-catenin-like repeat family protein expressed		TGTATGGGAATCTGCAGCAGCTGTCCTGTCTAGCATTTTGCAGTACAGTACTGAGTTTTT		16771		AT2G22125.1

		15274		CUST_10491_PI390587928		6.2034106		4.234872		2.0825815		2.372864		2.70983		2.1364892		6.618254		7.5926247		2.1957204		3.0251815		5.9078712		4.5525107		-11.263479		-4.2822905		23.193886		37.265297		-16.085518		-2.3128798		14.175127		4.530426		-4.0076904		-2.0983827		4.5356727		5.219761		-3.4935806		-1.2096903		3.8252897		2.1796467		No		Yes		Yes		U35_44k_v1_15274		LOC_Os03g48780.1		emb|CAA74595.1| e-125  oxalate oxidase [Hordeum vulgare]		LOC_Os03g48780.1 5e-96 oxalate oxidase 2 precursor putative expressed		CAGCCTTCAGAACCAATGCGAGGAGTTAAAATGTATTGCTTCTTATTATTGTCATATTTG		3017		AT1G18980.1

		6100		CUST_12153_PI390587928		5.545841		6.0091386		4.7364807		5.388842		6.7997303		7.0872836		8.344845		7.810965		6.8092227		7.0924506		8.208974		6.5669017		2.3848343		2.1113198		12.196237		5.359591		2.4005775		2.1188948		11.100041		2.2627223		1.2633815		1.078145		3.608364		2.422123		1.2538891		1.083312		3.4724932		1.1780596		Yes		Yes		Yes		U35_44k_v1_6100		LOC_Os07g35680.1		ref|NP_001059894.1| 5e-55  Os07g0541000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35660.1 1e-56 receptor-like serine-threonine protein kinase putative expressed		TTCAGGGTAAGCAAGACCACTTTCATAGCAAAACGAAGTTCAGTTTGATCTTTGTGTAAA		13644		AT4G11530.1

		19521		CUST_12798_PI390587928		7.8176274		7.2078204		7.6997447		8.6101		8.4600935		8.677997		10.066472		9.652878		8.579949		9.052944		9.558837		8.978714		1.5609952		2.7705574		5.157698		2.060191		1.6962184		3.5928378		3.6277933		1.2911121		0.76232195		1.4701762		2.3667274		1.042778		0.64246607		1.8451238		1.8590922		0.3686142		Yes		Yes		Yes		U35_44k_v1_19521		LOC_Os04g12560.1		emb|CAH67716.1| 2e-55  H0512B01.11 [Oryza sativa (indica cultivar-group)]		LOC_Os04g12560.1 6e-56 receptor-like protein kinase putative expressed		CACTGGCTCTAGCAAATGGAAGAAGGACAAGAAGTATTGGATTCTTGGGAGTTCCTTGTT		None		AT5G60900.1

		5007		CUST_12645_PI390587928		9.520565		9.627639		10.579858		10.217771		9.229503		9.0505705		8.517386		9.054126		8.293786		8.787088		9.361499		9.890404		-1.2235409		-1.4918147		-4.1770124		-2.2402267		-2.3404386		-1.7907332		-2.326819		-1.2547212		-1.226779		-0.5770683		-2.0624714		-1.1636448		-0.29106236		-0.8405504		-1.218359		-0.32736683		Yes		Yes		Yes		U35_44k_v1_5007		LOC_Os01g46810.1		gb|EAZ12956.1| 9e-79  hypothetical protein OsJ_002781 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46810.1 2e-80 viral A-type inclusion protein repeat containing protein expressed		CCCCGCCTTCCATTTTGTCTGTAAATTTGATTACCAAAAAGTTCATTGTCAGTCAATATA		10872		0

		21019		CUST_23516_PI390587928		7.1104035		6.5702043		6.912725		6.691026		7.745964		7.2103963		8.73902		8.111395		7.512688		7.2938523		8.402596		6.8574834		1.5535412		1.5585366		3.5462527		2.676539		1.3215991		1.6513524		2.8086395		1.1222991		0.40228462		0.64019203		1.8262954		1.4203687		0.6355605		0.7236481		1.4898715		0.16645718		Yes		Yes		Yes		U35_44k_v1_21019		LOC_Os10g38470.1		ref|NP_001065119.1| 1e-42  Os10g0527800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38360.1 3e-44 glutathione S-transferase GSTU6 putative expressed		TACCTACCTGCTAGACACTACACCAGCAATGGCCGGAGCAGCAGACGACGTGAAACTGCT		14303		AT1G10360.1

		46696		CUST_25665_PI390587928		10.223701		10.159827		10.289952		10.163185		10.676902		10.622872		11.673001		10.534809		11.01817		11.016749		11.279411		10.3763895		1.3690748		1.3784482		2.60819		1.2938085		1.7344398		1.8111702		1.9854404		1.1592602		0.79446983		0.46304512		1.383049		0.371624		0.4532013		0.85692215		0.98945904		0.21320438		No		Yes		Yes		U35_44k_v1_46696		-		No hits found		No hits found		CCATTTTTAAATAGATTCCCGTCCCCTTGTGTTGGGTCAGGGATTTTGTTCATGAAAAAA		47141		0

		13166		CUST_32861_PI390587928		4.388482		5.1252046		5.56663		5.2619443		4.3861775		4.612797		4.7118964		4.7304893		3.8210266		3.7011967		4.313393		4.3910527		-1.0015987		-1.4264288		-1.8084246		-1.4453862		-1.4819076		-2.683299		-2.3837564		-1.8287927		-0.56745553		-0.5124078		-0.85473347		-0.53145504		-0.002304554		-1.4240079		-1.2532368		-0.8708916		Yes		No		No		U35_44k_v1_13166		LOC_Os04g32540.1		gb|EAY93940.1| 1e-34  hypothetical protein OsI_015173 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32540.1 1e-36 serine carboxypeptidase K10B2.2 precursor putative expressed		TGTGGGGGTGGGAGCATTTTCAGATAATGGGCCATTCAGGCCCAATGGCAATGCCCTTGT		21503		AT1G28110.2

		18760		CUST_15040_PI390587928		10.159427		10.751831		11.535793		11.625023		9.853451		10.282861		10.443307		10.69574		9.631419		9.980491		10.411771		11.482263		-1.2362546		-1.3841212		-2.1324122		-1.9043295		-1.4419364		-1.7068548		-2.1795382		-1.1040154		-0.5280075		-0.4689703		-1.0924864		-0.92928314		-0.3059759		-0.77134037		-1.1240225		-0.14276028		No		Yes		Yes		U35_44k_v1_18760		LOC_Os04g20920.1		ref|NP_001052356.1| e-162  Os04g0278000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g20920.1 1e-164 transcription regulator putative expressed		GTATGCACTTCTTGACAGTCCGAGTCAGCAATAGAATTGTTGTAGCATTGCTTCAAAAAA		None		AT2G13690.1

		14749		CUST_37231_PI390587928		14.048526		13.8108		13.596184		14.428871		15.153961		14.737903		15.955909		15.163957		15.617859		15.411828		15.592895		15.0961075		2.151638		1.901454		5.1327252		1.6644961		2.967675		3.0335948		3.9908907		1.588028		1.5693331		0.92710304		2.359725		0.7350855		1.1054354		1.6010284		1.9967108		0.6672363		Yes		Yes		Yes		U35_44k_v1_14749		LOC_Os05g36260.1		ref|NP_001054459.1| e-103  Os05g0114000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g74350.1 1e-105 soluble inorganic pyrophosphatase putative expressed		CTTTCCCCAACTACCTTATGTAATACGATTTACCTGGCTGAATGAATATGAGATGTTGGC		2333		AT3G53620.1

		4088		CUST_4736_PI390587928		6.1467776		5.7977843		6.807215		6.818407		6.1244025		6.640539		8.922294		7.8393836		6.184382		7.2341704		8.21944		7.535146		-1.0156301		1.7934716		4.3321357		2.029292		1.026408		2.7064207		2.6614735		1.6434633		0.037604332		0.84275484		2.1150784		1.0209765		-0.022375107		1.4363861		1.4122252		0.7167392		No		Yes		Yes		U35_44k_v1_4088		LOC_Os02g05700.2		gb|EAY84493.1| 0.0  hypothetical protein OsI_005726 [Oryza sativa (indica cultivar-group)]		LOC_Os02g05700.2 0.0 adagio protein 1 putative expressed		CTTCAGAAGTTTCGGTGGTGCTCCCATTTATTCTGTACATCGTTACATGAAACTTCAGCT		10430		AT5G57360.1

		15510		CUST_21117_PI390587928		2.9419754		2.7626715		2.4281337		1.2462839		3.5453627		4.914787		6.6690674		6.5585685		3.3496878		6.732513		6.9201713		4.5408115		1.5192796		4.4447904		18.908112		39.733513		1.3265808		15.669003		22.50288		9.811866		0.40771246		2.1521153		4.2409334		5.3122845		0.60338736		3.9698415		4.492038		3.2945275		Yes		Yes		Yes		U35_44k_v1_15510		LOC_Os11g31530.1		gb|EAY81075.1| 4e-65  hypothetical protein OsI_035034 [Oryza sativa (indica cultivar-group)]		LOC_Os11g31540.1 2e-66 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		AATGATTGTAGATGTAGTTGCAACCTGAGCTTTTGTAGACCTCTATTCAGGCGGAAGGCG		3638		AT1G34210.1

		26163		CUST_35479_PI390587928		7.0538926		7.35222		7.27611		7.3560424		7.962999		7.99624		9.008686		8.100587		8.180055		8.312649		8.032253		7.2574677		1.8778818		1.5626775		3.3232064		1.6754452		2.1827729		1.945888		1.6889693		-1.0707151		1.126162		0.6440201		1.7325759		0.7445445		0.90910625		0.9604287		0.7561431		-0.09857464		Yes		Yes		Yes		U35_44k_v1_26163		LOC_Os04g50940.2		gb|EAY95394.1| 1e-66  hypothetical protein OsI_016627 [Oryza sativa (indica cultivar-group)]		LOC_Os04g50940.1 3e-68 peptide transporter PTR2 putative expressed		TTCTGGGGCAACTACAACACCATCCTCGTCTCCCTCGTCGTCTACCTTCTCGGTATGATG		25765		AT1G62200.1

		21215		CUST_21405_PI390587928		6.8420806		7.378718		7.077696		6.6744957		6.4498277		6.928496		5.941937		6.4063087		6.2048683		6.300003		6.1871357		6.428144		-1.3124413		-1.3662505		-2.1973412		-1.2042935		-1.5553209		-2.1121538		-1.8538958		-1.1862036		-0.6372123		-0.45022202		-1.1357589		-0.26818705		-0.39225292		-1.0787148		-0.89056015		-0.24635172		No		Yes		Yes		U35_44k_v1_21215		-		No hits found		No hits found		TACTCTCTGCGACTTCATTAAAAAATTGCAAATTGGCGCGGTGGGGGTTCGTATGTGAAA		14934		0

		30558		CUST_28378_PI390587928		6.25462		6.740772		6.897642		5.9693465		7.4984517		7.732638		8.8089285		7.6981273		7.592747		8.296135		8.508128		6.412892		2.3682668		1.9887558		3.7614434		3.3144758		2.528229		2.9390771		3.053547		1.3599422		1.3381271		0.9918661		1.9112864		1.7287807		1.2438316		1.5553632		1.610486		0.44354534		Yes		Yes		Yes		U35_44k_v1_30558		LOC_Os08g10150.1		gb|EAZ41843.1| 6e-36  hypothetical protein OsJ_025326 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g10150.1 2e-36 SHR5-receptor-like kinase putative		AACTCATTGAATTCAACGAGGAAGAGGCTGTGCGACTCATCAGTGTTGCTCTTTTGTGCA		30528		AT1G56130.1

		24088		CUST_33721_PI390587928		9.067885		8.724971		8.878201		8.97832		9.484615		9.216956		9.939071		9.107808		9.6496935		9.701691		9.720071		9.129378		1.3348984		1.4063789		2.0861895		1.0939054		1.4967239		1.9679859		1.7923722		1.1103836		0.5818081		0.49198532		1.0608702		0.12948799		0.41672993		0.97671986		0.8418703		0.1510582		No		Yes		Yes		U35_44k_v1_24088		LOC_Os04g45280.2		ref|NP_001053421.1| 2e-67  Os04g0535400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45280.2 4e-69 aprataxin putative expressed		AACCAGAAACAGAAGTTTGCAGTCAATAAAAGTATTTAGAACTGGTACTGGCTATTCTTG		30496		AT4G16566.1

		49531		CUST_35836_PI390587928		8.068631		8.196698		10.140281		9.662442		7.933161		8.015405		9.110677		8.625313		7.6665635		7.7679048		9.28331		9.579757		-1.0984509		-1.1339		-2.0414639		-2.0521402		-1.3214004		-1.3461074		-1.8112313		-1.0589874		-0.40206766		-0.18129349		-1.029604		-1.0371294		-0.13547039		-0.42879343		-0.8569708		-0.08268547		No		Yes		Yes		U35_44k_v1_49531		LOC_Os02g54580.1		gb|EAZ24875.1| 1e-22  hypothetical protein OsJ_008358 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g54580.1 2e-33 serine esterase family protein putative expressed		GATCACAACATGTGACCTCCTGAATATTGTAGACTTGGGTCACAATACTGTAAATATTAG		51297		AT4G25770.1

		48638		CUST_10003_PI390587928		2.108957		4.864855		6.101612		5.6677184		1.8685411		2.5251746		3.9521482		3.3145788		1.6908332		1.479726		3.458416		5.800673		-1.1813332		-5.061904		-4.436629		-5.1093497		-1.3361888		-10.447812		-6.247141		1.0965371		-0.41812384		-2.3396802		-2.149464		-2.3531396		-0.24041593		-3.385129		-2.643196		0.1329546		Yes		Yes		Yes		U35_44k_v1_48638		LOC_Os05g47540.2		gb|AAL40895.1| 3e-20  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 9e-16 phosphoethanolamine N-methyltransferase putative expressed		GTCACCGCAGATTGTTTTAAGGGATGCAATAGTAAGTTTGAGTGGGAGGAAGGATCAAGA		50597		AT3G18000.1

		22947		CUST_3179_PI390587928		4.8370647		4.6830807		6.0355687		5.3397		4.9211135		4.531266		5.148959		4.692148		4.738952		4.406593		4.771802		5.027857		1.0599886		-1.1109658		-1.8488262		-1.5665078		-1.0703722		-1.2112426		-2.4012187		-1.2412927		-0.09811258		-0.15181446		-0.88660955		-0.647552		0.08404875		-0.27648783		-1.2637668		-0.3118434		No		Yes		Yes		U35_44k_v1_22947		LOC_Os02g29340.1		gb|EAY85930.1| 2e-65  hypothetical protein OsI_007163 [Oryza sativa (indica cultivar-group)]		LOC_Os02g29340.1 5e-67 heat shock transcription factor like protein putative expressed		AATTCGGTAACGAGTACTTTGTCAAGGGACAGAAGCACCTGCTGAAGAATATCTACAGGC		16792		AT4G13980.1

		5402		CUST_15536_PI390587928		7.112616		5.999241		5.4504375		5.745585		7.391449		6.4443526		7.6475487		7.7240868		7.929962		6.9527		6.472605		6.188849		1.2132131		1.3614196		4.585602		3.9408362		1.7621614		1.9365104		2.0309682		1.3596771		0.8173461		0.44511175		2.1971111		1.9785018		0.2788329		0.95345926		1.0221677		0.443264		Yes		Yes		Yes		U35_44k_v1_5402		LOC_Os03g12820.2		ref|NP_001049456.1| 1e-90  Os03g0230300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12820.2 2e-92 ATP8 putative expressed		CTTGGTTTCTGCTATATTTTACTTGGTATTTTGTTACCTGCAATCTGTACAGACTGAAAG		12445		AT1G23550.1

		18350		CUST_9329_PI390587928		11.203483		10.825164		9.966599		11.020175		11.120049		12.459218		12.094966		12.434898		11.577057		11.901732		11.532745		10.463012		-1.0595365		3.1038399		4.3722215		2.6660862		1.2955586		2.1090138		2.961126		-1.4713732		0.37357426		1.6340542		2.1283665		1.4147234		-0.08343315		1.0765686		1.5661459		-0.55716324		Yes		Yes		Yes		U35_44k_v1_18350		LOC_Os05g04060.1		ref|NP_001065216.1| 1e-06  Os10g0546400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39920.1 3e-08 expressed protein		CTTTACAAACCCACCGCCCTCTGTAATCATCCCTCATAATAAGATTATATTATTGTTATC		None		0

		6525		CUST_40914_PI390587928		6.784262		6.9597583		6.3973155		5.5244656		6.750761		6.9476438		9.962026		10.53606		5.9130325		6.917666		9.455289		5.3921375		-1.0234929		-1.0084325		11.832723		32.258217		-1.8292214		-1.029606		8.328019		-1.096061		-0.87122965		-0.012114525		3.5647101		5.011595		-0.03350115		-0.042092323		3.0579734		-0.13232803		Yes		Yes		Yes		U35_44k_v1_6525		LOC_Os02g53130.1		ref|NP_001062009.1| 0.0  Os08g0468700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g36500.1 0.0 nitrate reductase 1 putative expressed		GCAGCCTATTGTCCTTTTTTGTGTCTATCTATGTATGAATTGATGACACTATTAGAGCAA		13776		AT1G77760.1

		13748		CUST_5196_PI390587928		10.013339		10.2712145		9.414004		9.213355		10.773946		10.476632		11.441098		10.481661		10.762333		10.782517		11.023647		9.148284		1.694203		1.15302		4.07583		2.4087853		1.6806203		1.4253368		3.051763		-1.0461365		0.7489939		0.20541763		2.027094		1.2683058		0.76060677		0.51130295		1.609643		-0.065071106		Yes		Yes		Yes		U35_44k_v1_13748		LOC_Os03g42110.1		ref|NP_001050668.1| 0.0  Os03g0617900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42110.1 0.0 N-acetyl-gamma-glutamyl-phosphate reductase chloroplast precursor putative expressed		CGATTCAGAGACATCAACCATTGCTGTCAGAATTGGATATAGTTAGAAGTGTGTTATTTT		4833		AT2G19940.2

		44064		CUST_504_PI390587928		6.732019		6.9553742		5.8491855		6.8450484		7.1496387		8.049033		7.828324		7.6825385		7.318344		7.9175324		7.410116		6.7894845		1.335722		2.134146		3.9425755		1.7869387		1.5014175		1.9482222		2.9504414		-1.0392653		0.58632517		1.0936589		1.9791384		0.8374901		0.4176197		0.9621582		1.5609307		-0.055563927		Yes		Yes		Yes		U35_44k_v1_44064		LOC_Os05g39410.3		ref|NP_001055812.1| 2e-55  Os05g0471000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g39410.3 6e-57 ATP binding protein putative expressed		GTGAAGATGAAGAACCATTTACCCGGATGATGGTGTTTGAGTATGTCTCAAATGGATCAC		41506		AT5G45840.1

		29438		CUST_39695_PI390587928		8.644464		8.413577		8.314376		9.006136		9.783049		9.155009		10.136823		9.382775		9.917042		9.71259		9.6403475		8.910152		2.20165		1.6718347		3.5368054		1.298314		2.4159293		2.4606051		2.5070167		-1.0687938		1.2725782		0.7414322		1.8224468		0.37663937		1.1385851		1.2990131		1.3259716		-0.095983505		Yes		No		No		U35_44k_v1_29438		LOC_Os01g09010.1		emb|CAO77314.1| 2e-46  putative acyl transferase 3 [Triticum aestivum]		LOC_Os01g09010.1 7e-47 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase putative expressed		ATGATGCAGATCACGAAATTCACATGCGGCGGGTTCGTGATGGGCCTCCGGTTCAACCAC		5885		AT3G62160.1

		31390		CUST_5458_PI390587928		9.445966		9.533584		9.607193		9.010545		10.682492		10.537951		11.682129		10.557431		10.812335		11.559844		11.2504835		9.662133		2.3563054		2.0060642		4.213257		2.9218588		2.5782092		4.073476		3.123775		1.5708969		1.3663692		1.0043678		2.074936		1.5468864		1.2365265		2.0262604		1.6432905		0.65158844		Yes		Yes		Yes		U35_44k_v1_31390		LOC_Os07g37320.1		ref|NP_001059981.1| 2e-95  Os07g0559700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37320.1 4e-97 sugar carrier protein C putative expressed		TCATGTCCGCCGTCATCACCGGCCTCGTCAACGTCTTCGCCACCTTCGTGTCCATCGTGA		31571		AT1G11260.1

		43238		CUST_32714_PI390587928		7.0499797		7.221145		6.248911		7.643069		8.5922		9.160998		9.902764		9.144416		8.723026		10.086553		9.760386		8.502906		2.9124243		3.836666		12.58692		2.8310692		3.1888728		7.2874165		11.404059		1.8148333		1.6730466		1.9398532		3.6538534		1.5013471		1.5422206		2.8654075		3.5114756		0.85983706		Yes		Yes		Yes		U35_44k_v1_43238		LOC_Os04g57200.1		gb|AAO63778.1| 2e-11  unknown [Populus tremuloides]		LOC_Os04g57200.1 2e-06 metal ion binding protein putative expressed		TTCCTCAGGCATCGACCAGATCACCGTGGACATGAAGGACCAGAAGATGACGGTGATCGG		9575		0

		47935		CUST_33306_PI390587928		7.7175956		8.105342		10.31553		9.231785		7.0502357		7.7399387		8.981587		7.842982		6.503946		7.617047		9.276071		9.068055		-1.588164		-1.2882416		-2.5209062		-2.6186132		-2.3192363		-1.4027861		-2.055457		-1.1201793		-1.2136497		-0.36540318		-1.3339424		-1.388803		-0.6673598		-0.48829508		-1.0394592		-0.16372967		No		Yes		Yes		U35_44k_v1_47935		LOC_Os10g02210.1		gb|EAY77491.1| 1e-38  hypothetical protein OsI_031450 [Oryza sativa (indica cultivar-group)]		LOC_Os10g02220.5 3e-40 peptide transporter PTR2 putative expressed		ATTATATCTACAAATTCTGCCAACATGTATACATTAATAGAGGAGTTGCGGCATCGAACG		49522		AT3G54140.1

		35095		CUST_12329_PI390587928		3.8142138		3.250243		2.9901		4.049214		3.4368212		2.95216		3.0247023		4.1909866		1.925067		3.6278946		2.0386677		2.0959814		-1.298992		-1.2295097		1.0242745		1.1032599		-3.704161		1.2992253		-1.9337915		-3.8724122		-1.8891468		-0.29808307		0.034602404		0.14177275		-0.37739253		0.3776517		-0.9514322		-1.9532325		Yes		No		No		U35_44k_v1_35095		LOC_Os08g44000.1		emb|CAO47468.1| 3e-45  unnamed protein product [Vitis vinifera]		LOC_Os08g44000.1 1e-46 expressed protein		CTTTGCCGTGGCTCCTAGCTTCTACTTCTTCTAAATATGGATATCCATTGCGGCTTCTAC		None		AT4G35250.1

		15065		CUST_20543_PI390587928		6.5102005		6.311854		6.366014		5.469109		6.0823097		5.8023796		5.3013134		4.9438434		6.2255073		5.724987		5.706039		5.492447		-1.3452654		-1.4235314		-2.0917358		-1.4391986		-1.2181512		-1.5019813		-1.5800554		1.0163081		-0.28469324		-0.5094743		-1.0647006		-0.5252657		-0.42789078		-0.58686686		-0.65997505		0.023337841		No		Yes		Yes		U35_44k_v1_15065		LOC_Os05g24550.6		emb|CAC83720.1| e-180  cathepsin B [Hordeum vulgare subsp. vulgare]		LOC_Os05g24550.6 1e-154 cathepsin B-like cysteine proteinase 3 precursor putative expressed		CTGCATCAATAGATGCATGCAGCCATCTTATTAATTATTCCACAAATGTCTAACAAGAGT		2680		AT1G02305.1

		27057		CUST_20491_PI390587928		5.013918		6.1652985		4.188701		3.3182476		5.290684		8.863154		10.528893		10.87913		5.87022		9.541474		9.771949		5.324389		1.2114764		6.4883695		81.01922		188.82193		1.8103921		10.383176		47.942978		4.017064		0.85630226		2.697856		6.3401923		7.5608826		0.2767663		3.3761759		5.5832477		2.0061414		Yes		Yes		Yes		U35_44k_v1_27057		LOC_Os03g18740.1		gb|EAZ26609.1| 2e-36  hypothetical protein OsJ_010092 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18740.1 7e-38 sex determination protein tasselseed-2 putative expressed		CTCTACTCTACTCAAGTTCTTTGGTTCGTTCGATGGGTTAATTGATTGATGGAATACGTA		None		AT3G51680.1

		25295		CUST_22810_PI390587928		1.8483415		2.0743775		1.7019295		2.1809685		2.560813		2.52506		4.277801		3.8817651		1.5632044		2.6789703		4.0616074		3.2166865		1.6386088		1.3666866		5.9623103		3.2508042		-1.218526		1.5205495		5.1325574		2.0501337		-0.28513706		0.4506824		2.5758715		1.7007966		0.7124715		0.6045928		2.3596778		1.035718		Yes		No		No		U35_44k_v1_25295		LOC_Os11g10510.1		gb|ABL74266.1| 3e-83  alcohol dehydrogenase ADH2A [Triticum turgidum subsp. dicoccon]		LOC_Os11g10510.1 2e-81 alcohol dehydrogenase 2 putative expressed		AAGGCATTGCCCATATAAATATATTGCGGCCCGAGACAAAGGGTTTTACTATTCATCAAA		25612		AT1G77120.1

		18100		CUST_14364_PI390587928		10.4925165		10.642193		10.066337		10.7226715		11.707677		11.808723		12.562306		12.027866		12.315097		12.432526		12.510272		10.627633		2.321666		2.2447124		5.6410737		2.471171		3.5371327		3.4589467		5.44124		-1.0680939		1.8225803		1.1665306		2.4959698		1.3051949		1.2151604		1.7903328		2.4439354		-0.095038414		Yes		No		No		U35_44k_v1_18100		LOC_Os01g08380.1		emb|CAO77317.1| e-152  putative acyl transferase 6 [Triticum aestivum]		LOC_Os01g08380.1 1e-131 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		GGTTGATTCATGGTGAGTCTAATTGAAAATGAGCAATTGATCCTGAATTTGAAGAGTGAT		11700		AT3G62160.1

		15769		CUST_10401_PI390587928		3.822235		4.732576		3.4969332		4.375897		3.3114052		4.086939		6.6186256		5.920175		3.3229446		3.3070762		6.13602		5.1374574		-1.4248697		-1.5644299		8.704083		2.916581		-1.4135182		-2.6860752		6.229373		1.6953233		-0.49929047		-0.64563704		3.1216924		1.5442781		-0.5108299		-1.4254997		2.639087		0.76156044		No		Yes		Yes		U35_44k_v1_15769		LOC_Os05g42190.1		ref|NP_001055969.1| 1e-70  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 2e-72 flavoprotein wrbA putative expressed		AAATAGAAGAGAGCTCTTCGGCTAATCAGCAATGGCGACCAAGATCTACATAGTGTACTA		5217		AT4G27270.1

		22982		CUST_33454_PI390587928		2.4391527		2.182133		2.7371228		3.8884313		3.7119312		4.86054		4.640476		4.3073354		3.6524928		3.9529197		4.7747808		4.444002		2.4162648		6.4014864		3.740817		1.3369116		2.3187385		3.4124		4.105785		1.46975		1.21334		2.678407		1.9033535		0.41890407		1.2727785		1.7707868		2.037658		0.55557084		Yes		No		No		U35_44k_v1_22982		-		No hits found		No hits found		TTGCAAGAAGGTTCACCCGGGAGCTATCACACCTTTCTCATACATAGAGTGGATTTTCAG		22545		0

		42768		CUST_10299_PI390587928		4.7046714		4.7012506		5.463148		5.550471		5.3191566		5.0921774		6.88917		5.9010005		5.6689377		5.3486176		6.037111		5.3732524		1.5310117		1.3112355		2.687048		1.2750287		1.951071		1.566307		1.4886068		-1.1307018		0.9642663		0.39092684		1.426022		0.35052967		0.61448526		0.647367		0.5739627		-0.17721844		No		Yes		Yes		U35_44k_v1_42768		LOC_Os03g14800.5		gb|ABF95004.1| 2e-64  aminotransferase, classes I and II family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14800.5 4e-66 serine palmitoyltransferase 1 putative expressed		GCAGATTTGAAAGGCTGAAGTTTCCCTTTGTTGGAAAAGGCTCGACATAGAGTTAGGACA		38646		AT4G36480.2

		48004		CUST_28533_PI390587928		8.540231		8.183321		8.52637		8.55314		8.177961		8.140726		7.185758		7.6023536		8.01538		7.8184514		7.4609475		8.278108		-1.2854464		-1.0299647		-2.5325873		-1.9329256		-1.4387848		-1.2877653		-2.0927827		-1.210021		-0.52485085		-0.04259491		-1.3406119		-0.9507861		-0.3622694		-0.3648696		-1.0654225		-0.27503204		No		Yes		Yes		U35_44k_v1_48004		-		gb|ABF95674.1| 3e-15  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20580.1 7e-17 expressed protein		GTAATCTCTGGTATCCTATTTCTTCCTGTTATTTGTGTTATTTCCTTCACACAGAAAGTG		49690		0

		21295		CUST_27186_PI390587928		5.9168153		6.3924828		4.7414665		5.2169857		7.6816363		8.754302		10.129453		10.312801		8.5652895		10.383674		9.8577795		8.745257		3.3983185		5.1401815		41.874096		34.197422		6.270038		15.902602		34.686756		11.537603		2.6484742		2.3618193		5.387986		5.0958157		1.764821		3.991191		5.116313		3.5282717		Yes		Yes		Yes		U35_44k_v1_21295		LOC_Os04g10160.1		ref|NP_001052172.1| 1e-59  Os04g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09920.1 3e-61 cytochrome P450 CYP99A1 putative expressed		AAGCTGCTCATTTCCTGCACCAACACTATCACCGGCAAAGCGACGTTCGGCCAGGTGTGT		21188		AT5G24950.1

		4475		CUST_40247_PI390587928		4.552381		4.516169		4.2106667		4.828424		4.553744		4.286448		5.5138035		4.699709		4.6258464		4.8739467		5.273638		4.721045		1.0009451		-1.1726083		2.4676483		-1.0933195		1.0522411		1.2814504		2.0892296		-1.0772693		0.07346535		-0.22972107		1.3031368		-0.12871504		0.0013628006		0.3577776		1.0629711		-0.10737896		No		Yes		Yes		U35_44k_v1_4475		LOC_Os05g05760.1		ref|NP_001054663.1| 6e-92  Os05g0150100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37600.1 7e-83 expressed protein		CGGTTTTTACCCCATGTTTCGAGACTCTTTGACTGTAATAACTTTATTTAGTAGGATTTC		9970		0

		3503		CUST_17313_PI390587928		11.8524885		11.286185		10.245289		10.798687		12.673018		12.721053		12.289931		12.044655		12.957316		13.290298		11.831162		10.29269		1.7660546		2.703574		4.12571		2.371776		2.1507323		4.0114202		3.0018952		-1.4201041		1.1048279		1.4348679		2.0446424		1.2459679		0.82052994		2.0041132		1.5858736		-0.5059967		Yes		No		No		U35_44k_v1_3503		LOC_Os03g09900.1		gb|EAY88890.1| 2e-32  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 3e-32 membrane protein putative expressed		AAGTACCGGGTGTACTGGAACGCCTACCACCACTCCGTCGGCTACTCCGTCATCGTCCTC		10153		AT5G47530.1

		30733		CUST_21977_PI390587928		10.650865		10.185765		9.56541		10.2198		9.768967		10.71522		16.00391		16.180773		9.640392		11.794098		15.571804		14.94908		-1.842798		1.443384		86.732475		62.291904		-2.0145705		3.0489926		64.284294		26.524994		-1.0104723		0.5294552		6.4385004		5.960973		-0.8818979		1.6083326		6.0063944		4.7292805		Yes		Yes		Yes		U35_44k_v1_30733		-		No hits found		No hits found		ACTGCATGTGTGTGCGTGTGTTTGTGTGGTAATAAAGTGTCAACGGATCCATTCGTTTGG		30772		0

		19945		CUST_3886_PI390587928		7.0842423		6.7017574		8.219344		7.947712		6.9387794		6.723606		7.0395813		6.91658		6.6210046		6.1758637		7.204268		7.9574127		-1.1060855		1.0152596		-2.2653954		-2.0436268		-1.3786323		-1.4398252		-2.0210097		1.0067468		-0.46323776		0.021848679		-1.1797628		-1.0311317		-0.14546299		-0.5258937		-1.0150762		0.009700775		No		Yes		Yes		U35_44k_v1_19945		-		No hits found		No hits found		TGCAGACACAATTGTATTTTCCAGAATTTCCCCGAGGATTTTGCAATTTGATTTTTGACC		12314		0

		4385		CUST_6341_PI390587928		12.485337		12.262712		12.44863		11.929939		12.515961		12.284799		11.144593		11.795461		12.077694		11.874001		11.653066		12.005478		1.0214534		1.0154274		-2.4691887		-1.097696		-1.3265171		-1.309223		-1.7357566		1.0537543		-0.40764332		0.022087097		-1.3040371		-0.13447857		0.030623436		-0.38871098		-0.79556465		0.075538635		No		Yes		Yes		U35_44k_v1_4385		LOC_Os03g04440.1		gb|ABF93866.1| 1e-93  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04440.1 2e-95 expressed protein		ATCTACGTCCCTCGTGCTTCTTCAATCATCACTTGTATCTAGCATTTTCTCTTGCTCAAA		10095		AT2G20920.1

		45159		CUST_16052_PI390587928		5.943952		6.287168		5.6237583		4.8380566		6.0205975		6.2598		2.7264595		2.7146027		5.0534043		5.2639985		3.6526372		3.8193533		1.054563		-1.0191512		-7.4503016		-4.3573585		-1.8538798		-2.0323792		-3.9207268		-2.026097		-0.89054775		-0.027368069		-2.8972988		-2.1234539		0.076645374		-1.0231695		-1.9711211		-1.0187032		Yes		Yes		Yes		U35_44k_v1_45159		LOC_Os01g55370.1		dbj|BAB90229.1| 3e-27  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g55370.1 4e-29 expressed protein		TCCTGCCGCCCAATGCCGAGCTGCAGAAGGGCAAGATCTACTTCCTCATGCCGGTCATGG		43645		AT1G29195.1

		15437		CUST_9942_PI390587928		9.379287		6.7062073		4.77676		7.160953		9.343907		7.4329934		6.8938727		9.652946		8.689911		7.3075805		5.1418805		5.918181		-1.0248263		1.6549482		4.3382483		5.625547		-1.6125858		1.5171599		1.2879891		-2.3665283		-0.6893759		0.72678614		2.1171126		2.4919934		-0.03537941		0.6013732		0.3651204		-1.2427721		Yes		Yes		Yes		U35_44k_v1_15437		LOC_Os12g01530.2		gb|ABR26678.1| e-116  ferritin 1 [Hordeum vulgare]		LOC_Os12g01530.2 7e-99 ferritin-1 chloroplast precursor putative expressed		ATCAGCTAGATAATGTACAAAGGGTCCGGTTGCAACGAAATATACGGTGTTAGTCATAAA		2714		AT3G56090.1

		21909		CUST_39944_PI390587928		10.34161		10.96207		12.999595		11.527043		9.702844		10.491439		11.517921		9.697882		9.421783		10.926877		11.812302		11.131866		-1.5569972		-1.385716		-2.7927244		-3.5533054		-1.8918878		-1.0246942		-2.2772505		-1.315104		-0.9198265		-0.4706316		-1.4816732		-1.8291616		-0.6387663		-0.035193443		-1.187293		-0.3951769		Yes		Yes		Yes		U35_44k_v1_21909		LOC_Os06g18010.1		gb|ABC94602.1| 1e-94  UDP-glycosyltransferase-like protein [Oryza sativa (indica cultivar-group)]		LOC_Os06g18010.1 2e-95 hydroquinone glucosyltransferase putative expressed		CTGTAATTTTTAAGAAAAATAATCCGCATCAGCAAAATAATAATTGCGTGGACGCTCGGA		33143		AT3G16520.3

		14902		CUST_35674_PI390587928		10.094969		10.386368		9.539224		5.7899995		9.885296		10.120936		7.2642264		4.4736104		9.770823		10.282163		8.812588		5.204312		-1.156426		-1.2019954		-4.8399673		-2.49042		-1.2519233		-1.074902		-1.654776		-1.5007541		-0.32414627		-0.2654314		-2.2749972		-1.3163891		-0.20967293		-0.10420513		-0.72663593		-0.58568764		No		Yes		Yes		U35_44k_v1_14902		LOC_Os10g05910.1		ref|NP_001105118.1| 4e-44  proline-rich protein [Zea mays]		LOC_Os10g05980.1 3e-45 proline-rich protein putative expressed		GATCAGTGTGCTTGTATTGCTTTTCAAAGATTTGTAATTTCGGTGTGTGTTTTGTATACG		975		0

		18765		CUST_15036_PI390587928		4.6410956		3.3508873		6.2575994		4.544802		5.136828		1.9959646		6.6549926		4.8835196		3.950177		2.6925404		5.4196587		2.193143		1.4100363		-2.557834		1.3171259		1.2646319		-1.6143111		-1.5782732		-1.7874968		-5.10411		-0.6909187		-1.3549227		0.39739323		0.33871746		0.4957323		-0.6583469		-0.8379407		-2.3516593		Yes		No		No		U35_44k_v1_18765		LOC_Os06g44610.2		ref|NP_001058251.1| 1e-28  Os06g0656300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g44610.2 2e-30 membrane protein putative expressed		TGCTACGAGCGGCGATATGAGCAAAGTGTCTTCAAAGACCGAAATATATTGGTTTTCCTG		12471		0

		24206		CUST_36969_PI390587928		6.086848		6.490628		5.0790524		4.7975125		7.6034217		9.042369		8.680932		7.6329575		8.000102		9.077979		8.035043		5.1533103		2.8611078		5.863415		12.141541		7.137629		3.7665777		6.009943		7.759643		1.279693		1.9132543		2.5517411		3.6018796		2.835445		1.5165739		2.5873513		2.9559903		0.35579777		Yes		Yes		Yes		U35_44k_v1_24206		LOC_Os05g44770.1		gb|EAY98740.1| 7e-85  hypothetical protein OsI_019973 [Oryza sativa (indica cultivar-group)]		LOC_Os05g44770.1 3e-86 receptor-like protein kinase 5 precursor putative expressed		GTTAAGACACTTATTTTGGAACGAAGGGAGTACAATTTGTATACTAGGTCAACGACATTT		13821		AT5G25930.1

		44589		CUST_17325_PI390587928		6.9559875		6.8560367		7.20511		7.8003764		6.7517533		6.5243936		6.4280505		6.669117		6.5458665		5.946163		6.594509		7.2980556		-1.1520746		-1.2584459		-1.7136346		-2.1904988		-1.3287972		-1.8788807		-1.526895		-1.4164903		-0.41012096		-0.3316431		-0.77705956		-1.1312594		-0.20423412		-0.9098735		-0.61060095		-0.50232077		No		Yes		Yes		U35_44k_v1_44589		-		No hits found		No hits found		AATGTACAAATAGCGTGCCCGTGCGCATGATTTCAAATGTTTTCATGACGACTTAAAAAA		42507		0

		155		CUST_26524_PI390587928		5.1373496		4.8056254		6.063622		5.7665086		4.7991633		4.6751847		5.2026706		5.034496		3.9965477		4.2704444		4.8695817		5.12327		-1.2641664		-1.094628		-1.8162357		-1.6609547		-2.2050354		-1.449124		-2.287926		-1.5618312		-1.1408019		-0.13044071		-0.8609514		-0.73201275		-0.33818626		-0.53518105		-1.1940403		-0.64323854		No		Yes		Yes		U35_44k_v1_155		LOC_Os08g03290.3		sp|P26517|G3PX_HORVU 8e-19  Glyceraldehyde-3-phosphate dehydrogenase, cytosolic		LOC_Os08g03290.4 6e-18 glyceraldehyde-3-phosphate dehydrogenase cytosolic putative expressed		ACGATTCTACGAATATCGTTCCCGGATGTCACTAATAGAGTACGCAAATTATTTTCAGGG		351		AT1G13440.2

		1322		CUST_36905_PI390587928		6.6768775		7.0350204		5.9991302		6.005979		6.9247437		6.8167977		6.78482		7.8916297		6.658287		6.7042184		6.6529775		6.896343		1.1874495		-1.1632996		1.7239164		3.6951954		-1.0129693		-1.2577124		1.5733583		1.853644		-0.01859045		-0.21822262		0.78568983		1.8856506		0.24786615		-0.33080196		0.6538472		0.89036417		No		Yes		Yes		U35_44k_v1_1322		LOC_Os06g05120.2		gb|ABL85054.1| 2e-09  hypothetical protein 57h21.29 [Brachypodium sylvaticum]		LOC_Os06g05120.2 2e-10 expressed protein		TATTTTAAATAAATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTAGAGATGAGTTTCC		4031		0

		24235		CUST_26653_PI390587928		3.383517		3.6817405		5.2958336		5.324966		2.8946667		3.4201581		3.3611968		3.5228527		2.1784556		3.1358004		3.194933		5.3115993		-1.4033262		-1.1987928		-3.8228188		-3.4873068		-2.305471		-1.4599714		-4.289771		-1.0093081		-1.2050614		-0.26158237		-1.9346368		-1.8021133		-0.48885036		-0.54594016		-2.1009007		-0.013366699		Yes		No		No		U35_44k_v1_24235		LOC_Os11g39590.1		ref|NP_001061356.1| 8e-62  Os08g0246300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14850.1 2e-63 resistance protein putative expressed		AATACATTTGGTGTGAAGGACGTCGATCTCGAGAAGATGGTGAAACTCCTGCATTGCCTA		18982		AT3G07040.1

		42906		CUST_38137_PI390587928		6.32472		5.5805507		7.3697743		7.768618		6.1383214		4.7123795		6.368098		6.432682		5.2800326		4.506562		6.2675376		7.3090568		-1.1379195		-1.8253475		-2.0023255		-2.5243921		-2.0629191		-2.1052454		-2.1468728		-1.3751236		-1.0446873		-0.8681712		-1.0016766		-1.3359361		-0.1863985		-1.0739884		-1.1022367		-0.45956135		No		Yes		Yes		U35_44k_v1_42906		LOC_Os03g42710.1		ref|NP_001050695.1| 1e-58  Os03g0625300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42710.1 3e-60 nucleotide binding protein putative		AGCGGCTCGGCCGACCGGACCCTCTGCGCGTGGCGCCGCGACGGGGCAGAGCACGCATGT		38889		AT2G26490.1

		48860		CUST_11845_PI390587928		5.5478573		5.547886		5.819668		6.3752513		5.566211		6.9913993		6.3835564		5.2288127		5.0452423		7.4242206		6.878033		6.1394253		1.0128032		2.719824		1.4782482		-2.2136676		-1.4167793		3.671411		2.0825706		-1.1775807		-0.502615		1.4435134		0.56388855		-1.1464386		0.018353939		1.8763347		1.0583653		-0.23582602		No		Yes		Yes		U35_44k_v1_48860		LOC_Os08g42030.1		gb|EAZ07772.1| 9e-38  hypothetical protein OsI_029004 [Oryza sativa (indica cultivar-group)]		LOC_Os08g42030.1 2e-39 peroxidase 73 precursor putative expressed		GTAAGCAATCCGGTGTTCGAGGGTTGTTGTTTTTCATTTTTCTAAGTTTCTTACTTATTG		None		AT2G18980.1

		28925		CUST_30040_PI390587928		3.7711723		3.5871704		4.0031037		3.9635866		3.431016		3.5743647		3.8627176		3.8768928		2.5538714		2.5634315		2.7557106		2.7751389		-1.2658937		-1.0089158		-1.1022		-1.0619338		-2.325113		-2.0331812		-2.3741205		-2.279074		-1.2173009		-0.0128057		-0.1403861		-0.086693764		-0.34015632		-1.0237389		-1.2473931		-1.1884477		Yes		No		No		U35_44k_v1_28925		LOC_Os07g18510.1		ref|NP_001059382.1| 2e-23  Os07g0285200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g18510.1 5e-25 ribosomal RNA apurinic site specific lyase putative expressed		ATCTGCAGGAAATCGATCTGATTAGCTCTCTCCCCGGTGAGATCCTCAGCATAATCATAT		28048		0

		17144		CUST_35981_PI390587928		3.666356		4.1575723		2.0302286		2.8260334		3.0392296		3.3052495		1.6864091		2.5871763		2.0268755		2.4405775		1.7281923		1.8427057		-1.5444857		-1.8054054		-1.2691121		-1.1800574		-3.1155365		-3.2875087		-1.2328833		-1.9770203		-1.6394806		-0.8523228		-0.3438195		-0.23885703		-0.62712646		-1.7169948		-0.3020363		-0.9833276		Yes		No		No		U35_44k_v1_17144		LOC_Os01g66110.2		ref|NP_001045015.1| 7e-56  Os01g0883900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66110.2 1e-57 ankyrin-like protein putative expressed		GTATTTCCTGATGGAGCTCAATCTGAACTTCTCAAGGAGTCGAATACCGAGAATGGGTCA		14647		AT5G64030.1

		12687		CUST_10069_PI390587928		2.4276943		1.355032		1.3768057		3.5128555		2.6045105		2.2091248		3.115815		4.822823		3.36652		3.4630375		1.8685476		2.982126		1.1303866		1.8076217		3.3380585		2.4793596		1.9169672		4.310949		1.4061416		-1.4446596		0.9388256		0.85409284		1.7390093		1.3099675		0.17681623		2.1080055		0.4917419		-0.53072953		Yes		Yes		Yes		U35_44k_v1_12687		LOC_Os06g12410.1		ref|NP_001057215.1| 3e-49  Os06g0229400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12410.1 6e-51 anther-specific proline-rich protein APG putative expressed		TACTGTCCACATAACGGCATGGAGAATAGATGCATGTAGGGGCCCTGGATATGATTTTTT		50947		AT1G74460.1

		23081		CUST_18450_PI390587928		9.525008		8.914981		9.188825		8.061843		9.425964		8.751293		6.9288754		6.51819		9.626395		8.169755		7.4573693		7.462078		-1.0710634		-1.1201468		-4.7897463		-2.9153175		1.0728043		-1.6762367		-3.3206263		-1.5154696		0.101387024		-0.1636877		-2.2599492		-1.543653		-0.099043846		-0.7452259		-1.7314553		-0.5997648		Yes		Yes		Yes		U35_44k_v1_23081		LOC_Os01g12390.1		gb|EAY73080.1| 2e-55  hypothetical protein OsI_000927 [Oryza sativa (indica cultivar-group)]		LOC_Os01g12390.1 4e-57 ATP binding protein putative expressed		TTTATTATGCGAAAAGTACCTCTGCTCACTGCTTATCTGCAAGCAATTGACCCTAAAAAA		18208		AT4G23740.1

		16696		CUST_28283_PI390587928		13.575652		13.349686		12.915939		13.180158		14.014796		13.7456665		16.470093		16.591642		14.486836		14.312633		15.525905		14.536237		1.3557998		1.315837		11.746454		10.640431		1.8805887		1.9492875		6.10489		2.5598853		0.9111843		0.39598083		3.5541534		3.4114847		0.43914413		0.9629469		2.6099653		1.3560791		Yes		Yes		Yes		U35_44k_v1_16696		-		emb|CAA69915.1| 7e-27  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 1e-15 subtilisin-chymotrypsin inhibitor 2 putative expressed		GGGGAAGTATGGATGTGTTATGTAATGTTGTTTTGTTCAAGTTGTAATAAGCATCGGTAA		3384		0

		42785		CUST_10263_PI390587928		5.3258595		5.6112247		5.867321		5.4942737		4.893692		5.6067605		4.5532217		5.1611867		5.158018		4.8675857		4.5726743		5.0849433		-1.3492593		-1.0030991		-2.4864705		-1.2597059		-1.1233764		-1.6743939		-2.453169		-1.3280692		-0.16784143		-0.0044641495		-1.3140993		-0.33308697		-0.43216753		-0.743639		-1.2946467		-0.40933037		No		Yes		Yes		U35_44k_v1_42785		LOC_Os02g10190.1		gb|EAY84862.1| 3e-33  hypothetical protein OsI_006095 [Oryza sativa (indica cultivar-group)]		LOC_Os02g10190.1 5e-35 secreted protein putative expressed		ACTACACAATCCACAAGGTTATGCAAGGGCTTCTTGATCAGTATACGGTGGCTGGAAACT		38673		AT5G12950.1

		44977		CUST_26774_PI390587928		6.98618		7.3086934		6.9178987		6.9427657		6.661904		6.2953696		6.022906		6.274006		6.385929		6.0509796		6.201838		6.349548		-1.252036		-2.0185564		-1.8596007		-1.5897058		-1.51598		-2.3911653		-1.6426904		-1.5086079		-0.6002507		-1.0133238		-0.8949928		-0.6687598		-0.32427597		-1.2577138		-0.71606064		-0.59321785		No		Yes		Yes		U35_44k_v1_44977		LOC_Os03g04340.1		gb|AAC34989.1| 4e-42  24-methylene lophenol C24(1)methyltransferase [Oryza sativa]		LOC_Os03g04340.1 9e-44 24-methylenesterol C-methyltransferase 2 putative expressed		TCCCTGGACAAGCAATGCGAGGTGGTGTGCGGCAACTTCATGGCCATGCCGTTCCCAGAC		43297		AT1G20330.1

		27829		CUST_23030_PI390587928		5.782458		6.721222		6.912335		6.240106		5.3240447		6.108372		4.992984		5.3326344		4.999462		5.1167502		5.1365895		6.1210155		-1.3740296		-1.529277		-3.7825289		-1.8757553		-1.7207001		-3.0408437		-3.4241488		-1.08605		-0.7829957		-0.6128497		-1.9193511		-0.90747166		-0.45841312		-1.6044717		-1.7757454		-0.11909056		Yes		Yes		Yes		U35_44k_v1_27829		LOC_Os03g26870.1		emb|CAO61740.1| 3e-27  unnamed protein product [Vitis vinifera]		LOC_Os06g07540.2 9e-23 expressed protein		CTTGTCAAGCCAACGATAGTGCATTTTCAGGTACATTTATCTTCCATCTTTCTAAGAAAT		24901		AT1G78070.1

		46463		CUST_15561_PI390587928		4.0063415		4.226729		2.1413188		3.3543131		5.7166753		7.5483584		9.269474		8.132733		5.693249		8.351241		8.971498		7.114437		3.2723653		9.997931		139.8906		27.44403		3.2196586		17.442225		113.78596		13.549089		1.6869078		3.3216295		7.128155		4.7784204		1.7103338		4.124512		6.8301787		3.760124		Yes		Yes		Yes		U35_44k_v1_46463		LOC_Os01g47560.1		gb|AAU10654.1| 2e-08  WRKY transcription factor [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49100.1 5e-10 OsWRKY49 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TCCATCGATCGATTTGGCGTTCCTTTGCTTGTTAATTGACTCTTTTTGCACGGTAAAAAA		46634		0

		21192		CUST_16066_PI390587928		6.596144		6.933969		4.614142		6.3324723		5.047264		6.217668		2.7453525		5.0477614		3.1198502		4.621409		3.2422342		7.121468		-2.9258993		-1.6429641		-3.6522598		-2.4363322		-11.129324		-4.967638		-2.5881257		1.7278713		-3.476294		-0.71630096		-1.8687894		-1.2847109		-1.5488801		-2.31256		-1.3719077		0.78899574		Yes		No		No		U35_44k_v1_21192		LOC_Os09g35940.1		gb|EAZ45439.1| e-103  hypothetical protein OsJ_028922 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g35940.1 1e-105 cytochrome P450 78A3 putative expressed		GACGACCGTGATGTTTTTGCCTTCTTTTTGTTCGTTCCCAGTTTATTATTTCGTAGCCTT		15786		AT3G61880.1

		3973		CUST_6044_PI390587928		13.746601		14.021695		13.65878		13.578209		13.535481		13.60937		12.650978		13.13663		13.424201		13.306786		12.774791		13.576882		-1.1575862		-1.3308287		-2.0108452		-1.3580898		-1.250409		-1.6413803		-1.8454714		-1.0009199		-0.3224001		-0.4123249		-1.007802		-0.44157887		-0.21111965		-0.71490955		-0.88398933		-0.001326561		No		Yes		Yes		U35_44k_v1_3973		LOC_Os07g10610.1		gb|EAZ39074.1| 1e-54  hypothetical protein OsJ_022557 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g10610.1 2e-68 expressed protein		TTGTAAATAGTCTGTAATGTTTATTGTACCACCAAAGACCACCGGGTATATATATCCAAC		9231		AT4G13270.1

		23103		CUST_37301_PI390587928		12.722339		12.503814		11.578273		12.469447		12.900624		13.001972		12.987319		13.448307		13.143719		13.36707		12.693469		12.410678		1.1315384		1.4124095		2.6556153		1.9709073		1.339208		1.8191398		2.1662447		-1.0415769		0.42138004		0.49815845		1.4090462		0.9788599		0.1782856		0.86325645		1.1151962		-0.058769226		No		Yes		Yes		U35_44k_v1_23103		LOC_Os04g45370.1		ref|NP_001053425.1| 2e-37  Os04g0537100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42990.1 2e-30 OsSAUR11 - Auxin-responsive SAUR gene family member expressed		TTGTTCCATTGATTCGTCTTCCTGCCGTTTAACCAGTGGATGGATGCGGTTCTTCTTTTA		21476		AT2G45210.1

		17559		CUST_32621_PI390587928		5.6204896		4.9701996		6.039724		6.5786424		6.8809834		5.602474		6.8881264		8.113628		6.84644		5.664425		6.2320952		6.237076		2.3957772		1.5500069		1.8005061		2.8978562		2.3390946		1.6180154		1.1426404		-1.2671318		1.2259502		0.6322746		0.8484025		1.534986		1.2604938		0.6942253		0.19237137		-0.34156656		Yes		Yes		Yes		U35_44k_v1_17559		LOC_Os01g07850.1		ref|NP_001054776.1| 1e-74  Os05g0171900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g07940.1 2e-76 lactoylglutathione lyase putative expressed		TTGTACATCGTCCGGATCGCTCATATATATACTAGCAAAAAGACGTTGCAACCGAAAAAA		7736		AT1G80160.1

		47614		CUST_23345_PI390587928		8.385579		8.460426		9.547942		9.251756		7.828714		8.043122		8.241344		7.9515443		7.229323		7.539284		8.449773		9.05121		-1.4710693		-1.3354297		-2.473575		-2.4626498		-2.2287831		-1.8936138		-2.1408286		-1.1491326		-1.1562562		-0.41730404		-1.3065977		-1.3002114		-0.5568652		-0.9211421		-1.0981693		-0.20054531		No		Yes		Yes		U35_44k_v1_47614		LOC_Os02g14120.1		emb|CAH56436.1| e-100  somatic embryogenesis receptor-like kinase 2 [Poa pratensis]		LOC_Os02g14120.1 1e-100 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TTGGTATTCTACTGTTGGAACTAATAACTGGACCTAAAACCTTGAGCAACGGACATGGTC		48820		AT5G45780.1

		16763		CUST_4137_PI390587928		10.786382		10.750642		10.712705		11.240548		11.355797		11.470355		12.045276		11.228538		11.392819		11.484372		11.697083		11.4644165		1.4839219		1.6468546		2.518511		-1.0083598		1.5224952		1.6629333		1.9784613		1.1678609		0.6064377		0.7197132		1.332571		-0.012010574		0.5694151		0.7337303		0.9843788		0.22386837		No		Yes		Yes		U35_44k_v1_16763		LOC_Os11g11780.1		gb|ABN45792.1| e-175  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11890.1 1e-88 protein kinase domain containing protein expressed		GCATCCATAAGAAACTAAAATGTCGTACCAGGTCTCCAATCTCCATCGAACATGAAATTT		7062		AT4G21410.1

		12991		CUST_34865_PI390587928		7.314598		7.233232		8.150725		7.3042665		7.590812		7.613436		10.053189		8.40516		8.450799		8.716177		10.206676		8.533459		1.2110128		1.3015261		3.7385113		2.1448748		2.1980145		2.7951872		4.158174		2.344357		1.1362009		0.3802042		1.9024639		1.1008935		0.27621412		1.482945		2.0559502		1.2291923		Yes		Yes		Yes		U35_44k_v1_12991		LOC_Os10g22570.1		gb|EAY78226.1| 3e-24  hypothetical protein OsI_032185 [Oryza sativa (indica cultivar-group)]		LOC_Os10g22570.1 5e-25 cellulase containing protein expressed		GTATGAGAGGGAAATGATGAGCACTTGGCCCCTCAAGATATTATTAATGTAATATATATG		42446		0

		41352		CUST_20471_PI390587928		9.111958		9.03675		9.5148535		9.359894		9.107186		8.8780575		8.489329		8.653008		8.745921		8.461523		8.632029		9.373549		-1.0033126		-1.116275		-2.035699		-1.6322764		-1.2888072		-1.4899117		-1.8439825		1.0095103		-0.36603642		-0.15869236		-1.0255241		-0.70688534		-0.0047712326		-0.5752268		-0.8828249		0.013655663		No		Yes		Yes		U35_44k_v1_41352		-		No hits found		No hits found		CATTTTTGCAGATTTGATTCATTTCATGGAAGCTGGTATTGATGGATTGCTAGTGTTTAG		49996		0

		14783		CUST_22050_PI390587928		7.2784867		9.446362		8.134167		4.993646		5.5196323		7.8026757		4.051535		3.1283462		5.134894		7.9648128		4.960694		4.8365116		-3.3842928		-3.124631		-16.943167		-3.6434367		-4.4186106		-2.7924836		-9.022161		-1.1150702		-2.1435928		-1.6436858		-4.0826316		-1.8652999		-1.7588544		-1.4815488		-3.173473		-0.15713453		Yes		Yes		Yes		U35_44k_v1_14783		LOC_Os10g40720.1		gb|AAT99293.1| e-142  beta-expansin TaEXPB2 [Triticum aestivum]		LOC_Os10g40720.1 1e-126 beta-expansin 1a precursor putative expressed		ATCACGGATCGTTTTGCATGGGTACTACCGAGGATGTTTTTGATTAAGGTGTTGGGTCGT		2877		AT1G65680.1

		33484		CUST_20360_PI390587928		6.1444855		6.144263		6.6562285		6.329944		6.3881493		6.8804092		8.284478		7.9339576		6.479997		6.0661454		6.997551		6.504252		1.1839956		1.6657206		3.091377		3.0398781		1.2618248		-1.0556396		1.2669173		1.1284229		0.33551168		0.73614645		1.6282496		1.6040134		0.24366379		-0.07811737		0.34132242		0.17430782		Yes		No		No		U35_44k_v1_33484		-		emb|CAD41274.2| 4e-12  OSJNBb0103I08.13 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45890.1 8e-14 retrotransposon protein putative unclassified expressed		GGGAAGGATAAGGTTGGCAATGTGTTTGCCAAGTTTGTTGGTACTCAAAGTGGTGTCAAG		None		0

		28799		CUST_27719_PI390587928		3.0029929		2.1628501		1.7663951		2.8386161		3.5178425		4.7520404		6.3666644		6.547571		3.150665		5.275495		5.9179387		4.1021533		1.4288453		6.0176086		24.255993		13.076958		1.1077806		8.649669		17.772118		2.4008365		0.14767218		2.5891902		4.6002693		3.708955		0.51484966		3.112645		4.1515436		1.2635372		Yes		Yes		Yes		U35_44k_v1_28799		LOC_Os02g34790.1		gb|EAY86257.1| 6e-70  hypothetical protein OsI_007490 [Oryza sativa (indica cultivar-group)]		LOC_Os02g34750.2 1e-71 receptor-like protein kinase 5 precursor putative expressed		TCTGGAGGGAATGGATCAGTCTACAGAGTTCAGTTATCAACAGGTGAATTGTTTGCAGTG		27866		AT4G08850.2

		4946		CUST_38496_PI390587928		10.304049		10.487262		10.130723		10.305043		10.611638		10.873711		11.644277		10.988388		10.763347		11.07014		11.271847		10.338695		1.2376381		1.307172		2.8551245		1.6058586		1.3748728		1.4978343		2.2055275		1.0235995		0.45929813		0.38644886		1.5135536		0.68334484		0.30758953		0.5828781		1.1411238		0.033651352		No		Yes		Yes		U35_44k_v1_4946		LOC_Os06g12250.1		dbj|BAD37310.1| e-144  acid phosphatase-like [Oryza sativa Japonica Group]		LOC_Os06g12250.1 1e-145 protein SUR2 putative expressed		GATCCACTCTGATTTGCTCATGATGGCCAATGTGAGCTGCTATTATTAGCATTACATAAA		10585		AT1G69640.1

		26660		CUST_25139_PI390587928		4.9470086		6.3332753		7.17037		7.791298		3.5597894		3.8031425		5.031532		4.795755		2.138531		3.2489192		4.292061		6.7257857		-2.61574		-5.7762485		-4.4040728		-7.975323		-7.00545		-8.481715		-7.352879		-2.0929127		-2.8084776		-2.5301328		-2.1388383		-2.995543		-1.3872192		-3.084356		-2.8783092		-1.0655122		Yes		Yes		Yes		U35_44k_v1_26660		LOC_Os04g08824.1		ref|NP_001052148.1| 1e-42  Os04g0171800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g08828.1 3e-44 cytochrome P450 79A1 putative expressed		AAGATGTCAAGGGACAACCGTTGCTATCATTACAAGAAATAAGAGCACAAACGGCGGTTA		39917		AT2G22330.1

		28041		CUST_18911_PI390587928		5.12773		4.68724		4.9216523		5.4075522		5.6262164		4.8476195		6.683126		5.822908		5.522651		5.3266773		6.3631215		5.4510746		1.4127307		1.117581		3.3904426		1.3336275		1.3148711		1.5577214		2.7159731		1.030627		0.3949213		0.16037941		1.7614737		0.41535568		0.49848652		0.6394372		1.4414692		0.043522358		No		Yes		Yes		U35_44k_v1_28041		LOC_Os01g02770.1		gb|AAD44030.1| e-146  receptor-like kinase LRK10 [Hordeum vulgare]		LOC_Os01g02810.1 9e-52 receptor kinase LRK14 putative		TACGCTGTTTAAGAGAGTTTAAACCTGGTGTAATTGATGGGATTGCTGGCCCAGTCTCCT		26658		0

		25622		CUST_18662_PI390587928		1.3670028		1.6010436		1.3525275		1.6673502		1.3330983		1.3222144		4.90778		3.248927		1.5740749		1.4212481		5.229755		3.274971		-1.0237792		-1.21321		11.755406		2.992968		1.154343		-1.1327233		14.694734		3.0474887		0.20707202		-0.27882922		3.5552526		1.581577		-0.033904552		-0.1797955		3.8772273		1.6076208		Yes		Yes		Yes		U35_44k_v1_25622		-		No hits found		No hits found		CTTTGCTCGGCGTGTTATGTATAATGGTTGATAAGATAGTCTTACCTTAAATCTTGTATG		37821		0

		48829		CUST_11919_PI390587928		6.1245112		7.366117		6.1563		5.8287034		5.4774566		6.0248923		4.7454143		4.55683		4.8511696		5.780079		5.26853		5.2837605		-1.5659679		-2.533663		-2.6590037		-2.4147494		-2.417208		-3.0022376		-1.850314		-1.4589626		-1.2733417		-1.3412247		-1.4108858		-1.2718735		-0.6470547		-1.5860381		-0.8877702		-0.54494286		Yes		No		No		U35_44k_v1_48829		-		No hits found		No hits found		CTCTTTTACGTGTACATCGATCGATTTTATTACGTTCCATGATGGATTCACGCCAAAAAA		6734		0

		9741		CUST_19644_PI390587928		4.7914605		6.2099786		5.5431023		4.6268964		4.273821		5.2930913		4.0359297		3.309183		3.82203		5.13094		4.4983544		4.6204734		-1.4316111		-1.8880373		-2.842524		-2.4927073		-1.9580674		-2.1126277		-2.0630057		-1.004462		-0.96943045		-0.9168873		-1.5071726		-1.3177135		-0.51763964		-1.0790386		-1.0447478		-0.0064229965		Yes		No		No		U35_44k_v1_9741		LOC_Os02g53530.1		gb|EAY87723.1| 1e-49  hypothetical protein OsI_008956 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53530.1 2e-50 zinc finger protein putative expressed		TAGCAAGGCGCGAAGAATTCTTGGCGTTCGCGTAGCTAGCTAGGTAGCTACTGTCTCGCC		20367		AT2G41940.1

		21225		CUST_21395_PI390587928		8.044994		7.655527		8.630377		8.4654045		7.9294715		7.684796		7.582991		7.69915		7.4889054		7.213306		7.799612		8.541671		-1.0833676		1.0204947		-2.0667813		-1.7008482		-1.4702779		-1.3586946		-1.778628		1.054286		-0.5560889		0.029268742		-1.0473857		-0.7662544		-0.11552286		-0.44222116		-0.8307648		0.07626629		No		Yes		Yes		U35_44k_v1_21225		-		gb|AAX96214.1| 1e-44  Ulp1 protease family, C-terminal catalytic domain, putative [Oryza sativa (japonica cultivar-group)]		LOC_Os11g12500.1 2e-46 ulp1 protease family C-terminal catalytic domain containing protein		GTACTATGATACATTGAATCATTTTCTCGAGACACAAAATGGTGGCAGAAAACCAAACTA		21060		0

		24233		CUST_26655_PI390587928		5.652042		5.811088		5.13661		6.4417434		5.865784		5.9611397		6.627023		6.497911		5.5474067		6.0450654		6.3136563		6.436605		1.1596924		1.1096091		2.8096943		1.0397003		-1.0752225		1.1760727		2.2611337		-1.003568		-0.10463524		0.1500516		1.4904132		0.056167603		0.21374226		0.23397732		1.1770463		-0.005138397		No		Yes		Yes		U35_44k_v1_24233		LOC_Os05g31490.1		gb|EAY97834.1| 8e-92  hypothetical protein OsI_019067 [Oryza sativa (indica cultivar-group)]		LOC_Os05g31490.1 1e-92 expressed protein		ACGAGGTTCACACACGTGTTTCAAACATCCTGTCAACACTCCCAAACATTGCTTCTGAAG		13262		AT1G67930.1

		2494		CUST_17300_PI390587928		11.820935		10.479031		12.217162		10.955447		11.900276		10.983067		10.666566		10.755452		11.1360655		10.152109		11.420941		10.9041605		1.0565352		1.4181753		-2.9293818		-1.1486944		-1.6075568		-1.254334		-1.7365462		-1.0361886		-0.68486977		0.50403595		-1.5505962		-0.19999504		0.079340935		-0.32692146		-0.7962208		-0.051286697		No		Yes		Yes		U35_44k_v1_2494		LOC_Os10g41780.4		gb|EAY79567.1| 2e-78  hypothetical protein OsI_033526 [Oryza sativa (indica cultivar-group)]		LOC_Os10g41780.4 3e-80 chlorophyllide a oxygenase chloroplast precursor putative expressed		GCGTACATAATCGTGTGACACCAGCATGCTCCTCTGAGAAATGGTTTTATGATAATCATA		36205		AT1G44446.1

		2673		CUST_8161_PI390587928		8.787802		8.930337		8.590423		9.498		10.645538		11.671535		12.842225		11.300346		11.093547		12.175014		12.385165		10.300373		3.6243858		6.686251		19.0511		3.48787		4.9442277		9.478617		13.878142		1.7439672		2.3057451		2.7411976		4.2518024		1.8023462		1.8577366		3.2446766		3.7947426		0.80237293		Yes		Yes		Yes		U35_44k_v1_2673		LOC_Os08g03350.1		ref|NP_001060901.1| 0.0  Os08g0127100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03350.1 0.0 LHT1 putative expressed		CCGGAGTGAAAGACTAGGTTGACCCGAGATGGTTATACCTGATAATGATGATGTTTTTTA		15421		AT5G40780.1

		18842		CUST_9147_PI390587928		9.887738		9.603573		9.807612		9.612358		10.250019		10.1085615		11.538016		10.135379		10.455521		10.701829		11.217692		9.674478		1.2854565		1.4191122		3.318207		1.4369608		1.4822434		2.1409574		2.6575189		1.0439984		0.5677824		0.5049887		1.7304039		0.52302074		0.36228085		1.0982561		1.41008		0.062119484		No		Yes		Yes		U35_44k_v1_18842		LOC_Os02g21920.2		ref|NP_001046699.1| 1e-37  Os02g0324700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21920.2 2e-39 senescence-associated protein putative expressed		TGTAATCGGCTGTCAATTTTACTGAATTTGGAAGTCTGTTGCTTCTGCATTGTCTTTTTT		10052		AT1G23150.1

		17676		CUST_8888_PI390587928		8.173001		8.81806		7.70717		8.171561		7.538691		7.9489903		6.99058		7.349697		7.2221684		7.478495		7.111992		7.8696227		-1.5521954		-1.8264846		-1.6432933		-1.7676886		-1.9329882		-2.5307496		-1.5106591		-1.2327998		-0.95083284		-0.8690696		-0.7165899		-0.8218641		-0.63431025		-1.3395648		-0.5951781		-0.30193853		No		Yes		Yes		U35_44k_v1_17676		LOC_Os10g36690.4		gb|AAX94055.2| 0.0  dehydration-induced protein [Triticum aestivum]		LOC_Os10g36690.4 0.0 ankyrin protein kinase-like putative expressed		TACTACTACCAAGATTGACTAACTGGAAAAAATAGGTCTTTACCGGGTGTGCTAGTTAAA		8454		AT4G10440.1

		32869		CUST_17203_PI390587928		4.334885		4.219149		5.1747355		4.505865		4.150624		3.3539517		3.4058304		3.0100422		3.8291028		3.624467		2.501187		4.036964		-1.136235		-1.8215889		-3.4079523		-2.8202498		-1.4198931		-1.51014		-6.379965		-1.3840549		-0.50578237		-0.8651974		-1.7689052		-1.4958229		-0.18426132		-0.5946822		-2.6735485		-0.46890116		Yes		No		No		U35_44k_v1_32869		LOC_Os03g50940.1		gb|EAZ28386.1| 6e-32  hypothetical protein OsJ_011869 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50940.1 1e-33 cytochrome c oxidase assembly protein ctaG putative expressed		CAAAATAGCTCTGAACTTGATTTCTACCAGAGTATGAATCACGGTTGACTTTTGCGAATG		47402		AT1G02410.1

		23981		CUST_33302_PI390587928		6.782265		6.827768		6.76082		7.5147758		7.383248		8.311025		9.59213		8.373339		7.375241		8.442843		9.333831		8.311806		1.5167493		2.7957916		7.1172		1.8132312		1.5083545		3.0632765		5.9505		1.7375205		0.5929756		1.4832568		2.8313098		0.85856295		0.60098267		1.6150756		2.573011		0.79703		Yes		Yes		Yes		U35_44k_v1_23981		LOC_Os09g04210.3		ref|NP_001062614.1| 2e-92  Os09g0128600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g04210.3 4e-94 hydrolase/ zinc ion binding protein putative expressed		AATTGAGCAGTAGTTGCACTTGCACTTGCATCTATGATATCCCACAGTTTATCGAGCGGC		17019		AT5G24670.1

		5420		CUST_21492_PI390587928		14.512761		14.99882		14.81651		14.242436		14.301693		14.789383		13.391604		13.2994585		14.087518		14.415507		13.812697		13.91489		-1.1575449		-1.1562371		-2.6849697		-1.9224924		-1.3427991		-1.4982859		-2.0052927		-1.2548771		-0.42524338		-0.20943737		-1.4249058		-0.9429779		-0.21106815		-0.583313		-1.0038128		-0.32754612		No		Yes		Yes		U35_44k_v1_5420		LOC_Os01g12160.1		dbj|BAD81367.1| 2e-90  putative Nt-gh3 deduced protein [Oryza sativa Japonica Group]		LOC_Os01g12160.1 5e-92 indole-3-acetic acid-amido synthetase GH3.3 putative expressed		ACGCATGTGGCCTGTTTGCAAGGTGTATGTACGTATGAAATAAACTTGTCGACTAAAAAA		19800		AT2G46370.3

		6884		CUST_18554_PI390587928		9.279017		8.707793		9.055455		9.107636		9.531559		9.199829		10.153375		9.323262		9.586151		9.415154		9.945091		9.356075		1.191304		1.4064282		2.1404579		1.1612074		1.2372471		1.6328149		1.8527087		1.1879209		0.30713367		0.49203587		1.0979195		0.21562576		0.25254154		0.7073612		0.88963604		0.24843884		No		Yes		Yes		U35_44k_v1_6884		LOC_Os04g44550.1		ref|NP_001053369.1| 1e-30  Os04g0527700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44550.1 3e-32 coiled-coil-helix-coiled-coil-helix domain-containing protein 4 putative expressed		TCTGAACGGATTAGACGAGAAATTGTTGTCAGCTCATTATACGAAATCCATGGACCTTGT		19347		AT5G23395.1

		49118		CUST_41708_PI390587928		4.518866		5.068131		4.5045533		4.7728043		3.7403052		4.008611		3.9098318		2.5526295		2.7386534		3.5459652		3.871383		4.7361517		-1.7154188		-2.0842376		-1.5101811		-4.6594987		-3.434768		-2.872219		-1.5509696		-1.0257311		-1.7802126		-1.0595198		-0.59472156		-2.2201748		-0.7785609		-1.5221658		-0.63317037		-0.036652565		Yes		No		No		U35_44k_v1_49118		-		No hits found		No hits found		CTTTATCATCGGAATTCCTACTACGGTTTTGGCCCGGCCCATCGGCTGGCCCTTAAAAAA		None		0

		38969		CUST_2145_PI390587928		10.967266		11.628963		10.208053		11.661598		10.060988		10.829259		8.034617		10.077812		9.2365		10.177563		8.482018		11.440448		-1.8742036		-1.7407446		-4.510962		-2.9975545		-3.3190405		-2.7347345		-3.3081717		-1.1656628		-1.7307663		-0.79970455		-2.1734352		-1.583786		-0.90627766		-1.4514008		-1.7260342		-0.2211504		Yes		Yes		Yes		U35_44k_v1_38969		LOC_Os03g08250.1		gb|EAY88783.1| 6e-11  hypothetical protein OsI_010016 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08250.1 1e-12 expressed protein		GTGAAAACCACATTGTAGATGACACGGGAAAAATGTATAAATGGAGCTGAGGTCGAATAA		34963		0

		15932		CUST_25177_PI390587928		9.480744		10.073903		8.455879		9.723613		11.3448715		13.068091		12.083476		11.5112505		12.3720255		13.737903		12.331802		9.79955		3.6404762		7.967838		12.359915		3.452491		7.41929		12.675753		14.681457		1.0540456		2.8912811		2.9941883		3.6275969		1.7876377		1.8641272		3.6639996		3.8759232		0.07593727		Yes		Yes		Yes		U35_44k_v1_15932		LOC_Os06g44010.1		emb|CAH68818.1| e-160  putative WRKY2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g44010.1 4e-88 OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TAAATTGGATTGGAGAGGCATAGAGGCTGCGTCAATTAATTCGGATTGGGTTCAGAAAAG		4387		AT1G80840.1

		29820		CUST_40337_PI390587928		7.389557		7.027012		7.956598		7.7233295		7.1309543		7.083107		6.892794		7.0006957		6.769447		6.4173007		7.3264923		7.5330563		-1.1963193		1.0396479		-2.0904357		-1.6501919		-1.5369924		-1.5259537		-1.5476781		-1.1409799		-0.62011003		0.056095123		-1.0638037		-0.72263384		-0.25860262		-0.60971117		-0.6301055		-0.19027328		No		Yes		Yes		U35_44k_v1_29820		-		No hits found		No hits found		AGTCGGAAAAACATGTATTCCCCATTCTCCTCTGTAGCTGCTCGACAGCTTTGTGTAATG		29310		0

		29231		CUST_30484_PI390587928		7.1595273		7.05842		8.005155		8.04515		6.9873586		7.010423		7.0192375		7.4491158		6.8559356		6.520683		6.839786		7.809696		-1.126751		-1.0338286		-1.9805719		-1.5115556		-1.2342132		-1.451694		-2.2429051		-1.1772768		-0.30359173		-0.047996998		-0.9859171		-0.59603405		-0.17216873		-0.53773737		-1.1653686		-0.2354536		No		Yes		Yes		U35_44k_v1_29231		LOC_Os03g48300.3		gb|EAY91454.1| 9e-87  hypothetical protein OsI_012687 [Oryza sativa (indica cultivar-group)]		LOC_Os03g48300.1 2e-88 acid phosphatase putative expressed		GTGATGCTGAAGATTTGGAGCATATTGAAAAGCTTCGGCAAGTCAAAGCAGTACTGGAGG		28461		AT3G01310.1

		12498		CUST_8650_PI390587928		4.116939		4.104169		4.640256		4.7240524		4.485286		4.9011827		7.624038		6.730558		3.834017		4.122027		5.7374825		5.0152707		1.290873		1.7375009		7.9105735		4.018078		-1.2166566		1.0124552		2.1394303		1.2236732		-0.28292203		0.79701376		2.9837823		2.0065055		0.36834717		0.017858028		1.0972266		0.29121828		Yes		No		No		U35_44k_v1_12498		LOC_Os10g35950.1		ref|NP_001064997.1| 3e-78  Os10g0503300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35950.1 7e-80 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		ATCACCTTCTCGTCCTCCTTCTCCAGAACTAGTTGAGAATCATCGTGAGGCAGTGTTAAT		23852		AT3G03480.1

		21903		CUST_39950_PI390587928		10.9867735		11.560653		11.947879		11.943867		10.465249		11.053678		10.819722		10.799071		9.99799		10.547132		11.067742		11.744527		-1.4354713		-1.4210676		-2.185793		-2.2111478		-1.9845114		-2.0188324		-1.8405495		-1.1481729		-0.98878384		-0.5069752		-1.1281567		-1.1447954		-0.5215244		-1.0135212		-0.8801365		-0.19933987		No		Yes		Yes		U35_44k_v1_21903		LOC_Os09g34110.1		gb|EAZ09759.1| 9e-43  hypothetical protein OsI_030991 [Oryza sativa (indica cultivar-group)]		LOC_Os09g34110.1 2e-44 expressed protein		GAGGCGATTTGACGAATTGACTTGTATTTATGACTGATGTTTTTTCTTCTCTTGGATTTG		16719		AT1G08760.1

		10681		CUST_37790_PI390587928		1.267191		1.2906481		1.3015484		1.2724944		2.7470675		1.9702996		1.786676		1.2930932		1.7826462		5.3036194		4.2396913		1.2925422		2.7892485		1.6017528		1.3997097		1.0143805		1.429445		16.144506		7.6642404		1.013993		0.5154551		0.6796515		0.4851277		0.02059877		1.4798764		4.0129714		2.9381428		0.020047784		Yes		Yes		Yes		U35_44k_v1_10681		LOC_Os09g34930.1		gb|ABG73470.1| 2e-20  long-chain fatty acid condensing enzyme [Oryza brachyantha]		LOC_Os09g34930.1 4e-21 acyltransferase putative expressed		TAGGGCGATTCGTGGAGCGGAGAATAAGCTCGGAACCTTCATCTTGGTTTTCTCAAAAAA		25644		AT1G68530.1

		22364		CUST_22336_PI390587928		6.382673		6.119516		6.3347282		5.7273216		6.206993		5.547238		4.8725905		4.787296		5.8085313		5.598616		5.4576535		5.6626015		-1.1294965		-1.4868695		-2.755163		-1.9185625		-1.4887912		-1.4348499		-1.8366474		-1.045882		-0.5741415		-0.572278		-1.4621377		-0.9400258		-0.17567968		-0.5208998		-0.8770747		-0.064720154		No		Yes		Yes		U35_44k_v1_22364		-		No hits found		No hits found		GCCGCCATGATTTTTGGTAGATTTAATTTTTGTTGGAACCTCTTTTCATTTTTGCTGGAA		18348		0

		11564		CUST_6158_PI390587928		4.8004074		4.3415847		4.83851		4.8501225		4.43436		4.1005335		3.9016063		3.7843716		3.9884186		4.1985955		3.7313254		4.276448		-1.2888169		-1.1818535		-1.9144151		-2.093259		-1.75563		-1.1041906		-2.1542485		-1.4883096		-0.81198883		-0.2410512		-0.9369037		-1.0657508		-0.36604738		-0.14298916		-1.1071846		-0.5736747		No		Yes		Yes		U35_44k_v1_11564		LOC_Os09g39980.1		gb|EAZ45761.1| 2e-19  hypothetical protein OsJ_029244 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39980.1 6e-20 expressed protein		CAGTTTATTGACAGGTAATACTGTTTGCTGTCTGCCCAGATACTTGCGACAGGTTTCTTG		26234		AT2G35360.1

		48757		CUST_42206_PI390587928		6.8584514		6.9804063		7.1158347		6.9983573		6.2250214		6.090059		5.108754		5.6522994		5.9956894		5.850446		5.5258393		6.786394		-1.5512487		-1.8536226		-4.0196795		-2.5421653		-1.8185165		-2.1885269		-3.010484		-1.1582632		-0.862762		-0.8903475		-2.0070806		-1.3460579		-0.63343		-1.1299601		-1.5899954		-0.21196318		Yes		Yes		Yes		U35_44k_v1_48757		-		No hits found		No hits found		AAACGGTTGTTTTTGCAGTTGCAAGGGCCTTGTTTTAGTTTTGGGATTCTTTTTGGGAAA		22734		0

		18106		CUST_14358_PI390587928		10.490731		11.001336		9.813657		10.881619		11.8680525		12.730534		12.531217		10.559482		11.829167		11.96181		12.51714		10.838008		2.5978556		3.3154335		6.5775933		-1.2501818		2.5287704		1.9459492		6.5137286		-1.0306908		1.3384361		1.7291975		2.7175598		-0.32213783		1.3773212		0.960474		2.7034836		-0.043611526		Yes		Yes		Yes		U35_44k_v1_18106		LOC_Os12g05420.1		ref|NP_001066163.1| 3e-82  Os12g0149900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05420.1 7e-84 calmodulin binding protein putative expressed		GATTGCGCTTGCGCCTTTTCCCACCAAATGTCACTATTGCAGAAATAGCTTCAGCAGAAA		15197		AT3G52870.1

		29283		CUST_25537_PI390587928		4.479788		3.5254297		3.4237711		3.4701912		4.2011895		3.493358		2.550454		3.0996735		1.9833778		2.8764904		2.9803057		2.942624		-1.2130158		-1.0224794		-1.8318702		-1.2928166		-5.6427946		-1.568015		-1.359867		-1.4414964		-2.49641		-0.03207183		-0.87331724		-0.37051773		-0.2785983		-0.6489394		-0.44346547		-0.52756715		Yes		No		No		U35_44k_v1_29283		LOC_Os10g35930.1		gb|EAY79118.1| 2e-37  hypothetical protein OsI_033077 [Oryza sativa (indica cultivar-group)]		LOC_Os10g35930.1 2e-39 pollen-specific protein SF3 putative expressed		AAGACTCATTTTGAGCAGCTTTTCAAGGAAACAGGCACCTTCAAGAAAAACTTCCCCACA		28524		AT3G61230.1

		3343		CUST_18279_PI390587928		14.048306		15.119845		15.528438		15.410783		13.683515		14.535983		14.436635		13.681506		13.709926		14.312118		14.504897		15.159454		-1.2876959		-1.4988565		-2.1314018		-3.3156154		-1.2643368		-1.7504524		-2.0329018		-1.1903026		-0.3383808		-0.5838623		-1.0918026		-1.7292767		-0.36479187		-0.8077278		-1.0235405		-0.25132847		No		Yes		Yes		U35_44k_v1_3343		LOC_Os10g07229.1		dbj|BAD25932.1| 9e-32  putative RPS2 [Oryza sativa Japonica Group]		LOC_Os09g10054.2 2e-33 disease resistance protein RPS2 putative expressed		CTTCGGTGTTGTCCATTTTGTTGTTTTTGTTTGTGTTGCATCAGTTTGTGTAATTATCAG		10034		AT1G61190.1

		15469		CUST_21002_PI390587928		4.7612467		5.521723		5.7261987		5.045208		4.69416		4.7349696		3.8385193		4.057017		4.009899		3.664298		4.0837917		4.6655483		-1.0475991		-1.7251875		-3.700395		-1.9836962		-1.6833644		-3.6236026		-3.1218624		-1.3010349		-0.75134754		-0.7867532		-1.8876793		-0.9881911		-0.0670867		-1.8574247		-1.642407		-0.37965965		Yes		No		No		U35_44k_v1_15469		LOC_Os12g41390.2		ref|NP_001067232.1| 1e-29  Os12g0607000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41390.1 3e-31 homocysteine S-methyltransferase 3 putative expressed		AGGTAGAACGGTAAAATGTACTCTCTTCGTCCCATAATATGAGACATCATTACATCAAAT		3311		AT3G63250.1

		12152		CUST_14271_PI390587928		6.7020106		6.689717		5.0323005		5.2301183		6.316494		6.326552		2.821192		3.9103851		6.217998		5.8427353		3.428079		4.8752103		-1.3063275		-1.2862445		-4.630309		-2.4961994		-1.3986284		-1.7987336		-3.0403166		-1.278904		-0.4840126		-0.3631649		-2.2111084		-1.3197331		-0.38551664		-0.8469815		-1.6042216		-0.354908		Yes		Yes		Yes		U35_44k_v1_12152		-		No hits found		No hits found		CCCAAGGGGATCAAGGTCTCTGAAATATTGTTATTTGTTCAAAGTTGTTTGTTTGCTATT		23381		0

		20658		CUST_9357_PI390587928		8.725068		8.611329		8.321528		8.337386		9.167106		9.366214		10.579098		10.7691765		9.34441		9.855694		10.146048		9.117671		1.3585217		1.6874968		4.7818513		5.395626		1.5361742		2.369142		3.5418894		1.7174699		0.61934185		0.7548847		2.2575693		2.4317904		0.44203758		1.2443647		1.8245192		0.7802849		Yes		Yes		Yes		U35_44k_v1_20658		LOC_Os10g17489.1		ref|NP_001064343.1| e-125  Os10g0322200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g17489.1 1e-127 cytokinin-O-glucosyltransferase 2 putative expressed		TTGGAATTGTTAGAGTAAAACGAGATTGAATGAAAGTGAATGGACGACCAGTCCTCTTTC		14830		AT3G02100.1

		14353		CUST_3803_PI390587928		5.495916		4.688538		5.6175065		4.483299		9.082841		7.7120156		11.857142		12.14144		8.261981		8.994037		12.8405		9.019784		12.016335		8.131252		75.56446		201.99022		6.8025002		19.773531		149.39555		23.206953		2.7660651		3.0234776		6.239636		7.6581416		3.586925		4.3054986		7.2229934		4.536485		Yes		No		No		U35_44k_v1_14353		LOC_Os07g48050.1		gb|AAW52716.1| 3e-16  peroxidase 2 [Triticum monococcum]		LOC_Os07g48050.1 6e-15 peroxidase precursor putative expressed		CCACTTTCTCATGCAAAGGCATGGAGAATTATTATCGATCCTACTAATACTTGTATACAT		45487		0

		6053		CUST_37373_PI390587928		4.8901763		5.586746		4.5057263		4.3163013		4.16287		5.0416923		3.5251617		3.9079673		3.7494736		4.1554413		4.50428		4.459844		-1.6555451		-1.459075		-1.9732375		-1.3271524		-2.204884		-2.6969054		-1.0010029		1.1046144		-1.1407027		-0.54505396		-0.9805646		-0.40833402		-0.72730637		-1.4313049		-0.0014462471		0.14354277		No		Yes		Yes		U35_44k_v1_6053		-		No hits found		No hits found		TGGGAAACACAGTTTAAATAAAAGTTACTTTGAAGCCGAGATGGTCTGGCAATCAAAAAA		24081		0

		1209		CUST_7782_PI390587928		5.0935135		4.9742036		4.125076		4.875493		5.046924		4.4540706		6.48004		6.242804		5.3645425		4.6655025		6.136824		4.9571996		-1.0328203		-1.4340875		5.1158156		2.5798926		1.2066681		-1.238592		4.0327063		1.0582691		0.271029		-0.520133		2.3549643		1.367311		-0.046589375		-0.30870104		2.0117483		0.081706524		No		Yes		Yes		U35_44k_v1_1209		-		sp|Q00531|JI60_HORVU 6e-86  60 kDa jasmonate-induced protein (rRNA N-glycosidase)		LOC_Os11g06610.1 2e-42 jasmonate-induced protein putative		CCGCATATCAGAATTGATTGGAGTCAAACTACGTAAAGTTTGCCCAATTCTATAGAAAAA		3499		0

		872		CUST_13759_PI390587928		6.8342724		6.8025317		5.93553		5.3890634		6.573574		6.8334236		4.580915		4.7809377		5.958013		6.631644		5.512031		5.344364		-1.1980585		1.0216435		-2.557289		-1.5242776		-1.8356097		-1.1257511		-1.3411765		-1.031468		-0.8762593		0.030891895		-1.3546152		-0.6081257		-0.26069832		-0.17088795		-0.4234991		-0.044699192		No		Yes		Yes		U35_44k_v1_872		LOC_Os01g13770.1		gb|AAK01174.2|AF314182_1 e-172  triose phosphate translocator [Triticum aestivum]		LOC_Os01g13770.1 1e-159 triose phosphate/phosphate translocator chloroplast precursor putative expressed		TGACACACGTTTGATAGGTAAGTTTAGGAGAAGAATACTGTTAGGGCTTCTCCAACCCCG		3114		AT5G46110.4

		11625		CUST_3074_PI390587928		9.908551		9.878283		9.704335		9.786553		9.527808		9.51226		8.61873		8.980725		9.274352		9.289623		9.034798		9.743527		-1.3020122		-1.2887944		-2.1222663		-1.7481489		-1.552076		-1.5038486		-1.590563		-1.0302725		-0.63419914		-0.3660221		-1.0856056		-0.8058281		-0.38074303		-0.5886593		-0.66953754		-0.04302597		No		Yes		Yes		U35_44k_v1_11625		-		No hits found		No hits found		CGTTGATAATGTGTTTAGAGTAGGAACTGAGAGACATTACAAAAGATGTAAAGTGAATCG		25809		0

		15912		CUST_25205_PI390587928		7.547292		7.8888392		8.184097		8.231776		7.0880694		7.336443		6.966276		7.16239		6.609413		6.682116		7.0530586		8.195014		-1.374801		-1.4665196		-2.3259516		-2.09854		-1.9157099		-2.3081279		-2.1901636		-1.025809		-0.9378791		-0.5523963		-1.2178211		-1.069386		-0.4592228		-1.2067232		-1.1310387		-0.036762238		No		Yes		Yes		U35_44k_v1_15912		LOC_Os01g50030.1		gb|EAZ13191.1| 4e-27  hypothetical protein OsJ_003016 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50030.1 1e-28 phosphoethanolamine N-methyltransferase putative expressed		AGGATATGTTCTATCAAAACCACCAATGCTGTCATGAACAATGTTTATAGGTCGCTTTAC		4005		AT1G48600.1

		15574		CUST_23937_PI390587928		9.060477		9.290324		9.975293		9.022058		9.15638		9.270477		8.427371		8.696069		8.621145		8.81556		8.778451		8.780237		1.0687337		-1.0138519		-2.923957		-1.2535232		-1.3559763		-1.3896908		-2.2923737		-1.1824837		-0.439332		-0.019846916		-1.5479221		-0.32598877		0.09590244		-0.47476387		-1.1968422		-0.24182034		No		Yes		Yes		U35_44k_v1_15574		LOC_Os05g07130.2		gb|EAY96668.1| 0.0  hypothetical protein OsI_017901 [Oryza sativa (indica cultivar-group)]		LOC_Os05g07130.2 0.0 fructose-6-phosphate-2-kinase/fructose-2 6-bisphosphatase putative expressed		TTTAGTGCATGTTCCCTGGCATCTGGCCTTAATTTTGGATCAACAAAGGCCATGCCAGAA		3464		AT1G07110.1

		2222		CUST_37185_PI390587928		5.8060317		6.1636376		5.356361		4.8791757		5.6687703		5.939531		3.0901115		2.6921718		5.8393607		5.7409325		3.8932962		3.777323		-1.0998154		-1.1680539		-4.8107085		-4.5535884		1.0233709		-1.3404386		-2.756934		-2.1463013		0.03332901		-0.22410679		-2.2662494		-2.1870039		-0.13726139		-0.42270517		-1.4630647		-1.1018527		Yes		No		No		U35_44k_v1_2222		LOC_Os01g34690.1		ref|NP_001044289.1| 0.0  Os01g0756600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55190.1 0.0 expressed protein		TGTGAGATGTAAGAATTGTTCCAAGTTCATCTCTTCAATGCATTAGAAAGTTCAGAAGTC		5845		AT1G29980.1

		773		CUST_6611_PI390587928		5.5816097		4.5508294		3.7506893		3.4507868		5.53243		4.80778		7.677544		7.6333466		5.3396115		5.05493		7.6262493		4.17579		-1.0346763		1.1949501		15.209015		18.158335		-1.1826295		1.4182391		14.677761		1.652904		-0.2419982		0.25695038		3.9268548		4.18256		-0.049179554		0.5041008		3.87556		0.725003		Yes		No		No		U35_44k_v1_773		LOC_Os11g37950.1		sp|P28814|BARW_HORVU 3e-72  Barwin		LOC_Os11g37950.1 2e-66 win2 precursor putative expressed		GTATACGTGTATACACTACGTACATGAAACGAAATAAAGTGGAACAGATCAAATGGGTTT		2547		AT3G04720.1

		32886		CUST_17157_PI390587928		9.621376		9.237283		8.243993		9.25666		10.340791		10.7574005		10.523624		9.390477		10.475497		11.167194		10.546268		9.283588		1.6465139		2.8681445		4.8555393		1.0971925		1.8076574		3.8103185		4.9323516		1.0188403		0.8541212		1.5201178		2.2796316		0.13381672		0.7194147		1.9299116		2.3022757		0.026927948		Yes		Yes		Yes		U35_44k_v1_32886		LOC_Os05g36190.1		ref|NP_001055656.1| 1e-49  Os05g0437900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36190.1 3e-51 tubby-like protein putative expressed		ATAAGTCGAGCGATCATGATAGCTTGTTATTTTGCCATATGCAGGGGGTAGTGATTTTTT		16042		AT1G43640.1

		31871		CUST_32532_PI390587928		3.5665143		3.8970964		4.362364		3.2535012		3.4750702		3.8844483		3.2857018		3.060111		2.5708523		2.2486706		3.397794		2.4305935		-1.065436		-1.0088055		-2.1091506		-1.1434475		-1.9939953		-3.134914		-1.9514816		-1.7689676		-0.995662		-0.012648106		-1.0766621		-0.19339013		-0.091444016		-1.6484258		-0.9645698		-0.8229077		Yes		No		No		U35_44k_v1_31871		-		ref|XP_383686.1| 2e-35  hypothetical protein FG03510.1 [Gibberella zeae PH-1]		No hits found		TCTTGTCTTTAAACTGCGCAAGCATGGCCGCAGACGCATTCCTCCCTCGATGGGGTAGCT		None		0

		12542		CUST_6938_PI390587928		10.27979		9.833375		10.546423		9.020577		10.545432		9.521248		8.675957		7.0371895		10.689469		9.60635		8.770494		7.990091		1.2021711		-1.2415369		-3.6565073		-3.9542058		1.3283906		-1.170419		-3.4245834		-2.0427132		0.4096794		-0.3121271		-1.8704662		-1.983388		0.26564217		-0.22702503		-1.7759285		-1.0304866		No		Yes		Yes		U35_44k_v1_12542		LOC_Os07g18874.1		gb|EAZ03531.1| 1e-56  hypothetical protein OsI_024763 [Oryza sativa (indica cultivar-group)]		LOC_Os07g18874.1 8e-58 white-brown complex protein 11 putative expressed		CTAGTTCTTATAAAGGTTTCCGACGTGGCGAAACCTATGATAAAATCCTTTATGGTAAAA		None		AT1G17840.1

		10557		CUST_29617_PI390587928		7.496779		8.553303		8.667441		6.7654324		6.805182		7.470226		5.772024		5.4862285		6.400179		6.740944		6.1344314		6.003141		-1.6150703		-2.1185496		-7.440591		-2.42705		-2.1385012		-3.5121608		-5.78778		-1.6961825		-1.0966		-1.083077		-2.8954172		-1.2792039		-0.691597		-1.8123589		-2.53301		-0.76229143		Yes		Yes		Yes		U35_44k_v1_10557		LOC_Os05g02820.1		gb|EAZ32677.1| 2e-74  hypothetical protein OsJ_016160 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g02820.1 4e-76 expressed protein		AGTAAAAACCGTGAAACCGAGGCGTTTGTTAAGAATTTGGAATCCGAGATTTCAGTTCTC		25868		AT4G27595.1

		14645		CUST_10900_PI390587928		11.65395		11.645534		11.152854		10.763574		11.74257		11.485312		13.349861		15.422414		11.882507		11.218913		12.952037		10.484166		1.0633527		-1.1174583		4.5852714		25.261005		1.1716629		-1.3440814		3.4802306		-1.2136964		0.22855759		-0.1602211		2.1970072		4.65884		0.088620186		-0.42662048		1.7991829		-0.2794075		Yes		Yes		Yes		U35_44k_v1_14645		LOC_Os01g04040.1		gb|AAS49905.2| 3e-42  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 4e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		AAACACCTCTGATGGTTGTGCGTGTCTACTCATCAAAAACATGAAAATCAGTTCTCTTGC		2244		0

		44608		CUST_9366_PI390587928		4.6112766		4.2479186		4.451137		4.845176		4.055109		3.9999492		3.2452402		3.7629163		3.905772		3.5457919		3.370776		4.4131446		-1.4703581		-1.1875345		-2.3068063		-2.11735		-1.630715		-1.6269013		-2.1145654		-1.3491321		-0.70550466		-0.24796939		-1.2058969		-1.0822599		-0.5561676		-0.70212674		-1.0803611		-0.43203163		No		Yes		Yes		U35_44k_v1_44608		LOC_Os02g32280.1		No hits found		LOC_Os02g32290.1 2e-05 expressed protein		TGACGCAAACTTAAGTCTGAAGCTTATTATGATGTTACAACTTGAAACCCAACTTAGCAA		42534		0

		19408		CUST_14500_PI390587928		7.0929065		8.015803		7.693106		7.0838094		6.0542006		7.057539		6.1013274		6.3964677		5.901647		6.3860455		6.2960935		6.7238307		-2.054384		-1.942971		-3.0142076		-1.6103137		-2.28352		-3.0946107		-2.633557		-1.283407		-1.1912594		-0.95826435		-1.5917788		-0.6873417		-1.0387058		-1.6297579		-1.3970127		-0.35997868		Yes		Yes		Yes		U35_44k_v1_19408		LOC_Os04g37550.1		ref|NP_001052922.1| 6e-58  Os04g0448300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37550.1 1e-59 aspartic proteinase nepenthesin-2 precursor putative expressed		AGGATCATTAAGCAGTAGCTAGCTTCCTCTTCTCAGACTCGTCGAAAGCGAAAAGAATGG		23351		AT2G03200.1

		32714		CUST_2059_PI390587928		14.282661		13.8178215		13.018069		13.422955		14.108333		13.642665		11.62236		12.551526		14.029095		13.347295		11.626252		12.860786		-1.1284393		-1.129087		-2.6311784		-1.8294735		-1.1921508		-1.3856152		-2.6240897		-1.4764864		-0.25356674		-0.1751566		-1.395709		-0.8714285		-0.1743288		-0.4705267		-1.3918171		-0.5621681		No		Yes		Yes		U35_44k_v1_32714		LOC_Os03g13840.3		gb|EAY89209.1| 2e-35  hypothetical protein OsI_010442 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13840.3 8e-36 ERD7 putative expressed		CTGTTGAGGTGTCCGGCAAGAACGTGATGAAAACATCATCGGTTGTTACAACTGAAGTTG		20013		AT2G17840.1

		17874		CUST_40285_PI390587928		6.7881083		7.698687		6.8990045		7.723385		7.192814		7.352371		8.209313		7.961712		7.468712		7.6742764		7.713185		7.7727075		1.3238187		-1.27131		2.4799464		1.179624		1.6028101		-1.0170642		1.758299		1.034779		0.6806035		-0.34631586		1.3103089		0.23832703		0.40470552		-0.024410725		0.8141804		0.049322605		No		Yes		Yes		U35_44k_v1_17874		LOC_Os03g50350.1		gb|AAS58474.1| 7e-32  coatomer alpha subunit [Hordeum vulgare subsp. vulgare]		LOC_Os09g04110.2 1e-32 coatomer subunit alpha putative expressed		TTCCACAAGACGCAGCTGCTCTTCGTTTCCGGAGACCGAGAAGTCTTTCCTCAAGCAGCA		10353		AT2G21390.1

		47275		CUST_1814_PI390587928		7.018305		7.3685565		4.7939115		6.216717		7.4491005		9.293161		10.371541		8.561572		8.00793		9.221965		9.260959		6.5812893		1.3479768		3.7963285		47.756645		5.0800943		1.9856688		3.6135287		22.11644		1.2875		0.989625		1.9246049		5.5776296		2.3448553		0.43079567		1.8534083		4.467047		0.36457253		Yes		Yes		Yes		U35_44k_v1_47275		LOC_Os02g09990.1		gb|EAZ22063.1| 4e-09  hypothetical protein OsJ_005546 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09990.1 2e-10 TMV response-related gene product putative expressed		CGTGTGTATATACGGTACAATAGAAAATGCCAACAAACTGATTCCTGAGTTGTTATCTAA		48166		0

		24514		CUST_6944_PI390587928		8.118196		8.019957		8.402263		8.650581		8.275868		8.967349		10.537475		10.264857		8.7844095		8.970286		9.966664		9.064078		1.1154864		1.9283842		4.393017		3.061579		1.5869031		1.9323143		2.9575481		1.3319104		0.666214		0.94739246		2.135212		1.6142759		0.15767288		0.9503298		1.5644016		0.41349697		Yes		Yes		Yes		U35_44k_v1_24514		LOC_Os08g28710.1		gb|ABA98611.1| 9e-38  Protein kinase domain containing protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g31560.1 2e-39 protein kinase domain containing protein		CACCACTCACGCTGCTGATTCTTAGAACAATTGTCCTTGGTATTTTCATAGAATAATTAA		27348		AT5G47850.1

		28483		CUST_10276_PI390587928		6.7352524		7.1317115		7.7698693		6.4617896		6.426948		6.709648		6.3430824		6.4460187		6.2038097		6.184913		5.9950776		6.149341		-1.2382514		-1.3398424		-2.6884727		-1.0109916		-1.4453738		-1.9275901		-3.421886		-1.2418135		-0.53144264		-0.42206335		-1.4267869		-0.015770912		-0.3083043		-0.9467983		-1.7747917		-0.3124485		No		Yes		Yes		U35_44k_v1_28483		LOC_Os02g13580.1		gb|EAZ22318.1| 4e-84  hypothetical protein OsJ_005801 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13580.1 9e-86 kinesin motor domain containing protein expressed		AACAGAAGGAAGGGAGCAAGAATTTCACGTTCAACAAAGTATTTGGGCCTACCATTACAC		27369		AT1G63640.2

		28885		CUST_14767_PI390587928		5.60947		6.2227745		6.9208465		6.231768		5.494098		5.6935787		6.2132573		5.7963257		5.3497143		5.092391		5.4095573		5.499403		-1.0832541		-1.4431245		-1.6330729		-1.3523256		-1.1972759		-2.1891692		-2.8506465		-1.6613605		-0.2597556		-0.5291958		-0.70758915		-0.43544245		-0.115371704		-1.1303835		-1.5112891		-0.73236513		No		Yes		Yes		U35_44k_v1_28885		LOC_Os02g43750.1		gb|EAZ24044.1| 2e-66  hypothetical protein OsJ_007527 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43750.1 3e-68 transcription initiation factor putative expressed		CATTACTTTGCTCACGATAATTCTATCCAAAAGCCAGATGTGAAGGGGGTGAATGCTCTG		18452		AT5G43130.1

		17435		CUST_11565_PI390587928		3.916661		4.9462237		5.4968915		4.8365474		2.7631261		3.4434376		3.128177		3.3433254		2.8690538		2.9681485		3.2096221		3.1665065		-2.224583		-2.8338947		-5.1648073		-2.8151698		-2.0670986		-3.9396713		-4.8813133		-3.182236		-1.0476072		-1.5027862		-2.3687146		-1.493222		-1.1535349		-1.9780753		-2.2872694		-1.6700408		Yes		No		No		U35_44k_v1_17435		-		gb|EAZ41475.1| 1e-31  hypothetical protein OsJ_024958 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04590.1 2e-33 csAtPR5 putative		TGGCAGTCATTTCTAACTTGTTGGTGGAGCATCTTATTTCTGGATTATATGCCAATTTAC		7247		0

		22133		CUST_19515_PI390587928		11.93049		11.895424		11.220424		12.51625		12.747365		13.502689		13.607871		13.17115		12.956986		13.700667		13.575513		12.733035		1.7615867		3.0467381		5.2323074		1.5745074		2.037072		3.4948814		5.1162586		1.1621412		1.0264969		1.6072655		2.3874474		0.65490055		0.81687546		1.8052435		2.3550892		0.21678543		Yes		Yes		Yes		U35_44k_v1_22133		LOC_Os03g45450.1		gb|AAT42172.1| 1e-30  putative DNA-binding protein [Zea mays]		LOC_Os03g45450.1 1e-30 OsWRKY60 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GCCAAATGTAATGCTACCAGCACAAGTGGATCAGATCGTTGAGTTTGACTTTTCAAAAAA		17306		AT1G69310.2

		18267		CUST_17560_PI390587928		13.423279		13.205302		12.115916		12.122699		13.387601		13.018272		10.919205		11.928928		13.4192705		12.687526		11.538877		11.875267		-1.0250384		-1.1384176		-2.292166		-1.143749		-1.0027822		-1.431747		-1.491785		-1.187092		-0.004008293		-0.18702984		-1.1967115		-0.19377041		-0.03567791		-0.5177765		-0.5770397		-0.24743176		No		Yes		Yes		U35_44k_v1_18267		LOC_Os04g58730.1		ref|NP_001054306.1| 2e-67  Os04g0683900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58730.1 4e-69 DNA binding protein putative expressed		ATTCTTATAGATTACTCTCCAGGCTGTGTTTCTGTTGCATCAATATAATGGTGTTCCAAA		None		AT4G12080.1

		17813		CUST_1001_PI390587928		5.607079		6.624494		6.784722		6.079828		4.8438554		5.830477		5.6216455		4.7397237		4.332688		5.8578734		5.78272		5.8045506		-1.6972789		-1.7338954		-2.2393444		-2.5316958		-2.4189672		-1.70128		-2.0027769		-1.2102265		-1.2743912		-0.79401684		-1.1630764		-1.3401041		-0.76322365		-0.76662064		-1.0020018		-0.27527714		Yes		Yes		Yes		U35_44k_v1_17813		LOC_Os05g01290.1		gb|ABO37956.1| 8e-22  unknown protein [Triticum turgidum]		LOC_Os05g01290.1 3e-21 expressed protein		CAACTACTTGCAGTAGTGTATATGATCATGTTTGTTTGTTGTCCTGCCTGATTAAAGAAG		8566		AT5G08391.1

		11063		CUST_30247_PI390587928		7.146689		7.565958		6.50464		4.1769385		6.707189		5.5996475		5.2631335		3.5660698		7.077408		6.513058		3.8180752		5.685323		-1.356134		-3.907675		-2.364453		-1.5271785		-1.0491937		-2.0746958		-6.4377875		2.8449132		-0.0692811		-1.9663105		-1.2415066		-0.6108687		-0.43949986		-1.0528998		-2.686565		1.5083847		Yes		No		No		U35_44k_v1_11063		-		No hits found		No hits found		TGTTTGTTGTATCCAAGCAAATGAATCTTTGATGAGCAGAGAGTCTGCTCGATCAAAAAA		22600		0

		11111		CUST_37320_PI390587928		4.4765806		4.257557		5.0064945		3.9255066		4.466487		3.4103012		3.9125102		2.8171453		3.3356483		2.1012287		2.6878078		3.6456795		-1.007021		-1.7990755		-2.1346276		-2.156006		-2.2052348		-4.4577885		-4.988779		-1.2140493		-1.1409323		-0.8472557		-1.0939844		-1.1083612		-0.010093689		-2.1563282		-2.3186867		-0.27982712		Yes		No		No		U35_44k_v1_11111		-		No hits found		No hits found		AGTGAGCATTGATCTCTAGGATCACTGTACACGTGCAATCAGTGATCTCGACGCATAAGT		51350		0

		618		CUST_12547_PI390587928		11.338292		11.533244		11.247318		11.45267		11.000191		11.195342		10.158871		10.712644		10.848744		11.093432		10.551517		11.282482		-1.264092		-1.2639173		-2.126451		-1.6702065		-1.4040047		-1.3564273		-1.6197844		-1.125205		-0.48954773		-0.33790207		-1.0884476		-0.7400265		-0.3381014		-0.4398117		-0.69580173		-0.17018795		No		Yes		Yes		U35_44k_v1_618		LOC_Os03g49600.2		pdb|2RGL|A 0.0  Chain A, Rice Bglu1 Beta-Glucosidase, A Plant ExoglucanaseBETA- Glucosidase		LOC_Os03g49600.2 0.0 non-cyanogenic beta-glucosidase precursor putative expressed		GACTTCAGAGATACCAATTGGAATTGGAAATAATAAAAAGATGGCACGATGTTTGAGTCC		2347		AT3G18080.1

		25133		CUST_32880_PI390587928		4.8953624		6.6223016		6.837153		5.9640145		4.4860477		5.6898675		5.1930084		5.086037		3.882088		4.7906165		4.9971647		5.0466475		-1.3280548		-1.9084933		-3.1256247		-1.8377969		-2.0184872		-3.5595257		-3.580071		-1.8886652		-1.0132744		-0.9324341		-1.6441445		-0.8779774		-0.40931463		-1.8316851		-1.8399882		-0.917367		Yes		Yes		Yes		U35_44k_v1_25133		LOC_Os01g61880.1		gb|ACB56486.1| 3e-52  respiratory burst oxidase-like protein J [Hordeum vulgare subsp. vulgare]		LOC_Os01g61880.1 2e-41 respiratory burst oxidase putative expressed		CAAGGCCAGCGGCCGCCTCCCCAAGGAGAGCTTCGGCAAGTGCATCGGCATGGGGGACTC		24572		AT3G45810.1

		27656		CUST_23668_PI390587928		4.0305285		3.8552563		5.391398		4.718719		3.1522267		3.4823802		3.715622		3.1641166		3.1191196		2.8474147		3.7036426		4.455982		-1.8382103		-1.2949319		-3.1949115		-2.9375277		-1.8808814		-2.0109003		-3.2215507		-1.1997524		-0.9114089		-0.37287617		-1.675776		-1.5546024		-0.87830186		-1.0078416		-1.6877553		-0.2627368		Yes		Yes		Yes		U35_44k_v1_27656		LOC_Os10g31000.2		sp|P16577|UBC4_WHEAT 1e-11  Ubiquitin-conjugating enzyme E2-23 kDa (Ubiquitin-protein ligase) (Ubiquitin carrier protein)		LOC_Os10g31000.1 5e-11 ubiquitin-conjugating enzyme E2-21 kDa 1 putative expressed		ATCCACATCCATATCCATATCCATATGACCTCTGACTAGATGAGCATGGACTTATTATTA		21872		AT1G63800.1

		8264		CUST_27872_PI390587928		2.4916084		3.3793201		1.2536021		1.2304019		4.515654		8.294297		8.127579		6.6224294		5.383287		7.234129		7.3577156		1.6925398		4.0672274		30.168625		117.29329		41.991558		7.4213343		14.468153		68.78936		1.3775817		2.8916786		4.914977		6.8739767		5.3920274		2.0240457		3.8548088		6.1041136		0.46213794		Yes		Yes		Yes		U35_44k_v1_8264		LOC_Os04g28390.1		gb|EAY93683.1| 6e-09  hypothetical protein OsI_014916 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28390.1 2e-10 hypothetical protein		CAACAAAGGTCTGACTGTAACCATGTCTTTTGAGTACAAAATTTGTTCATTCTTTCATGC		23097		0

		11733		CUST_20299_PI390587928		4.6054134		5.18518		5.378328		4.5476985		4.98196		5.1480265		5.6521316		6.9543247		5.2909203		5.0383625		5.16848		4.702291		1.2982303		-1.0260875		1.2089912		5.302329		1.6082668		-1.1071247		-1.1565663		1.1131072		0.6855068		-0.03715372		0.2738037		2.4066262		0.37654638		-0.14681768		-0.20984793		0.15459251		No		Yes		Yes		U35_44k_v1_11733		LOC_Os09g26920.1		ref|NP_001063283.1| 5e-38  Os09g0441000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26920.1 7e-40 subtilisin-like protease precursor putative expressed		CGTCGCCGAGGGACCACGACGGGCACGGCACCCACACGGGGTCCACGGCGGCGGGGGCCG		24629		AT3G14067.1

		26677		CUST_25098_PI390587928		7.4523964		7.9329147		7.800966		7.465675		7.430777		7.4672794		6.654493		6.140555		6.571429		6.5928435		6.538364		6.879444		-1.0150982		-1.3809253		-2.2137203		-2.5055373		-1.8416101		-2.5316381		-2.3992805		-1.5013192		-0.8809676		-0.4656353		-1.1464729		-1.32512		-0.02161932		-1.3400712		-1.2626019		-0.58623075		Yes		No		No		U35_44k_v1_26677		LOC_Os05g43980.1		gb|EAY98697.1| 4e-12  hypothetical protein OsI_019930 [Oryza sativa (indica cultivar-group)]		No hits found		TCTCTCTCGCTCTGTCCTACCCGAGAAGAGATACATGGAGATGGACAGTGAGCCGTCGAC		23114		0

		43304		CUST_35571_PI390587928		7.004318		5.3342385		5.5919323		6.3092217		6.804512		4.893599		3.468319		5.065145		6.320933		4.9160037		3.7257907		6.001146		-1.1485441		-1.3572057		-4.3578405		-2.3686693		-1.6059037		-1.3362916		-3.645563		-1.2380555		-0.6833854		-0.4406395		-2.1236134		-1.2440767		-0.19980621		-0.41823483		-1.8661416		-0.3080759		Yes		No		No		U35_44k_v1_43304		LOC_Os03g63950.1		gb|EAY92654.1| 3e-14  hypothetical protein OsI_013887 [Oryza sativa (indica cultivar-group)]		LOC_Os03g63950.1 4e-16 plastid-specific 30S ribosomal protein 1 chloroplast precursor putative expressed		TACCTTAGTGTTGCAGCATTGCATTTGCTCCATGAAAACTGCTCATGCGTGCTCCTAAAT		4874		0

		24404		CUST_21277_PI390587928		9.287786		8.630057		9.303364		9.685612		10.214473		10.22241		12.927091		13.369998		10.037787		10.184532		13.010544		11.025845		1.9009061		3.0154073		12.326803		12.856146		1.681795		2.9372678		13.060879		2.5319219		0.7500019		1.5923529		3.6237268		3.6843863		0.92668724		1.5544748		3.70718		1.3402328		Yes		Yes		Yes		U35_44k_v1_24404		LOC_Os05g25350.1		gb|EAZ33793.1| 1e-97  hypothetical protein OsJ_017276 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25370.1 2e-99 ATP binding protein putative expressed		GTTTTGTACGTAGTTGTGGTGTTGTTTCCCTCCCAATGGACATGTCTAGTTTCCTTTTGT		25164		AT3G51550.1

		24068		CUST_28487_PI390587928		11.623046		11.614034		13.3409605		12.782329		11.599616		11.378937		12.037959		11.977496		11.641118		11.203158		12.396638		12.822495		-1.0163729		-1.1769859		-2.4674168		-1.7469429		1.0126054		-1.3294922		-1.9242852		1.0282327		0.018072128		-0.23509693		-1.3030014		-0.80483246		-0.02342987		-0.41087532		-0.9443226		0.040166855		No		Yes		Yes		U35_44k_v1_24068		LOC_Os02g02340.1		gb|EAZ21484.1| 2e-47  hypothetical protein OsJ_004967 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02340.1 6e-49 glycerol-3-phosphate acyltransferase 8 putative expressed		ATTTACGGACCAGCGTACTGGTGTTGTTTCTGCTCTTTAGACCAAAAATTCAATTACCAC		18745		AT5G06090.1

		4869		CUST_32469_PI390587928		9.370571		9.263974		8.639274		7.803215		10.32114		10.230869		10.350995		9.503194		11.084134		11.223405		10.16492		8.307597		1.932635		1.9546294		3.2755141		3.248962		3.279698		3.8890848		2.8791566		1.4185157		1.713563		0.9668951		1.7117214		1.6999788		0.95056915		1.9594307		1.5256462		0.50438213		Yes		Yes		Yes		U35_44k_v1_4869		LOC_Os06g35650.1		gb|EAZ01289.1| e-136  hypothetical protein OsI_022521 [Oryza sativa (indica cultivar-group)]		LOC_Os06g35650.1 1e-138 reticuline oxidase precursor putative expressed		CGCGTGAAAATTTATGACAATATATTCGCATGAGATTTGAGATCTGATGGTATGAACATG		None		AT4G20860.1

		33372		CUST_11816_PI390587928		4.142127		3.793533		3.8723593		2.9709327		3.4535935		3.0818007		2.0455656		2.6457584		2.653578		2.7349415		1.9827455		2.7067482		-1.6116445		-1.6377696		-3.5474777		-1.2528158		-2.806066		-2.0828972		-3.7053602		-1.200957		-1.488549		-0.7117324		-1.8267937		-0.32517433		-0.68853354		-1.0585916		-1.8896137		-0.26418447		Yes		No		No		U35_44k_v1_33372		LOC_Os04g58410.1		emb|CAE05741.1| 1e-13  OSJNBb0017I01.21 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58410.1 2e-15 mismatch repair ATPase putative expressed		CACTTATAATGTAGCTTTTGACATAGTTCGTGTCATATATTTCGTCGATATAACCGTGGT		35252		0

		41411		CUST_22713_PI390587928		9.009579		8.842816		9.143038		9.781409		9.404648		9.531863		11.562572		10.84711		9.859635		10.19431		11.04334		10.226303		1.3150058		1.612218		5.349981		2.0931861		1.8025717		2.551762		3.732913		1.3612139		0.85005665		0.68904686		2.4195337		1.0657005		0.39506912		1.3514938		1.9003019		0.44489384		Yes		Yes		Yes		U35_44k_v1_41411		-		No hits found		No hits found		ATTGTAATCTTGTACACCAATTGTTATCGGAAATGTCATCGGCAGAGTCTCTCTCGGTGG		50017		0

		3942		CUST_23065_PI390587928		10.0020485		10.21231		9.994611		10.226707		12.578984		12.9991		12.472547		11.341937		13.1762705		13.145733		12.288151		9.763957		5.9667106		6.9009256		5.570998		2.1662948		9.026846		7.639208		4.902576		-1.3781667		3.174222		2.78679		2.4779358		1.1152296		2.5769358		2.933423		2.29354		-0.46275043		Yes		Yes		Yes		U35_44k_v1_3942		-		dbj|BAD03004.1| 2e-32  putative blue copper binding protein [Oryza sativa Japonica Group]		LOC_Os08g04350.1 4e-34 uclacyanin-2 precursor putative expressed		GATGATTGTGCTTCTTTGTTTCTTCCCTTATCAGACGTGCATGCACTTTATGTATTATAA		11811		AT2G32300.1

		42427		CUST_28188_PI390587928		3.8107796		3.2768338		2.9009323		1.8532585		4.737617		4.628719		5.330794		5.5399337		3.6252959		4.1020427		4.208471		1.6054052		1.901104		2.5524542		5.3884172		12.876557		-1.1371982		1.7717916		2.4751887		-1.1874388		-0.1854837		1.3518851		2.4298615		3.686675		0.92683744		0.8252089		1.3075385		-0.24785328		Yes		Yes		Yes		U35_44k_v1_42427		LOC_Os02g11870.1		ref|NP_001046265.1| 1e-22  Os02g0209400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11870.1 3e-24 expressed protein		TGACGACTACGTTTGTCAAAGGTTATCATATTTAGGGTCCTGATATTGCGATACGTATGG		38095		0

		9946		CUST_39155_PI390587928		8.535762		7.0142975		7.483785		7.378423		9.388635		8.803248		9.108588		8.482389		9.954644		10.098109		9.167848		7.4778657		1.8060938		3.455635		3.0840006		2.1494482		2.673783		8.478516		3.2133152		1.0713594		1.4188824		1.7889509		1.6248031		1.1039662		0.85287285		3.0838118		1.6840625		0.09944248		Yes		Yes		Yes		U35_44k_v1_9946		LOC_Os07g03170.1		ref|NP_001058800.1| 6e-19  Os07g0123800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03170.1 1e-20 expressed protein		GCGATGTCCCTTTCTTTTCTTTTTATTCGGAGAAACAAAGAGTTTATCTCCTGCTAAAAA		19228		0

		41373		CUST_2646_PI390587928		7.3144317		6.049048		5.968941		7.5042567		8.175893		8.087045		10.065087		9.435143		8.86872		8.8396225		9.484962		8.421042		1.8168775		4.106749		17.102629		3.8128948		2.9368882		6.9190526		11.440048		1.8879044		1.5542884		2.0379968		4.096146		1.9308867		0.86146116		2.7905746		3.5160213		0.9167857		Yes		Yes		Yes		U35_44k_v1_41373		LOC_Os01g04280.1		gb|EAY72424.1| 1e-14  hypothetical protein OsI_000271 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04280.1 3e-16 calmodulin binding protein putative expressed		TTCAGATGTGTACATTAACCATTACCACTGCTATCTATCTATCTATGCCAGAATGAGTGT		None		0

		21750		CUST_14428_PI390587928		3.349922		4.546195		5.2513556		4.1940823		2.8605263		3.566888		3.9021366		3.8853877		2.284489		2.822033		3.3665779		4.0160184		-1.4038566		-1.971518		-2.547742		-1.2385864		-2.092798		-3.303882		-3.6929603		-1.1313646		-1.065433		-0.97930694		-1.3492191		-0.3086946		-0.48939562		-1.7241621		-1.8847778		-0.17806387		Yes		No		No		U35_44k_v1_21750		LOC_Os06g46670.1		gb|EAZ38031.1| 6e-48  hypothetical protein OsJ_021514 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46670.1 1e-49 glutamate receptor 3.4 precursor putative expressed		ATGTTGTTAACGAGCTACATGTTCCTCTTCTATCATTTGCGGCCACTGATCCAACGCTTT		None		AT1G05200.2

		39396		CUST_24028_PI390587928		9.653146		9.630601		8.775936		9.960677		10.599026		11.598301		11.1753645		10.996264		11.241809		11.462995		10.692296		9.192588		1.9263635		3.9114404		5.275941		2.049948		3.007705		3.5612745		3.7746944		-1.7030128		1.5886631		1.9677		2.3994284		1.0355873		0.94587994		1.8323936		1.9163599		-0.7680893		Yes		Yes		Yes		U35_44k_v1_39396		LOC_Os06g13870.1		gb|EAZ00358.1| 4e-71  hypothetical protein OsI_021590 [Oryza sativa (indica cultivar-group)]		LOC_Os06g13870.1 9e-73 immediate-early fungal elicitor protein CMPG1 putative expressed		CCGCGCGTGCCCACGCGCTGGTCGTGCCGGTTCTGGTCAAGAAGATGTTCCGCGTGTCCG		35519		AT5G37490.1

		47191		CUST_12162_PI390587928		2.848317		4.2821136		5.1917443		3.9981906		3.1532195		3.9792252		3.6497707		3.7557373		2.5943437		2.8639548		2.5794601		2.3818238		1.2353352		-1.2336117		-2.9119258		-1.1830027		-1.1924868		-2.6724422		-6.1147103		-3.0660195		-0.25397325		-0.3028884		-1.5419736		-0.24245334		0.30490255		-1.4181588		-2.6122842		-1.6163669		Yes		No		No		U35_44k_v1_47191		LOC_Os07g44830.1		ref|NP_001060438.1| 5e-52  Os07g0642800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44830.1 1e-53 expressed protein		ATTTTCCTGAGACCCTGGTGCGAGATCTATAGCTGTGTGCCAGCGCCATTGTAATTTTTT		None		AT2G26770.2

		15901		CUST_25216_PI390587928		9.27412		10.325576		11.517684		10.710288		8.564136		9.306762		10.030404		9.007733		8.1610155		9.167062		10.168882		10.577907		-1.6357869		-2.0262527		-2.8035986		-3.254768		-2.1631067		-2.2322738		-2.5470047		-1.0961015		-1.1131048		-1.0188141		-1.4872799		-1.7025547		-0.7099848		-1.158514		-1.3488016		-0.13238144		Yes		Yes		Yes		U35_44k_v1_15901		LOC_Os01g46400.1		ref|NP_001057366.1| e-110  Os06g0272900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g16170.1 1e-112 expressed protein		TCTTTGATTGATGGGCGTGGTAGTAACTATTGACGCCAACTTTTTTGCGTCGGTCGTCAT		7034		AT5G15900.1

		8505		CUST_24766_PI390587928		7.1606383		7.2298965		5.983513		6.575037		6.9673324		6.902481		7.0555515		6.975991		7.139918		7.142639		6.837322		6.36379		-1.1433808		-1.2547635		2.1024022		1.3203806		-1.0144659		-1.0623487		1.8072666		-1.1576884		-0.020720482		-0.32741547		1.0720387		0.40095377		-0.19330597		-0.087257385		0.85380936		-0.21124697		No		Yes		Yes		U35_44k_v1_8505		LOC_Os05g46290.1		gb|EAY98861.1| 2e-48  hypothetical protein OsI_020094 [Oryza sativa (indica cultivar-group)]		LOC_Os05g46290.1 4e-50 chaperonin CPN60-2 mitochondrial precursor putative expressed		TGGTGTTATTAAGGTGCTTCTTTTGATGAGTGCAATTTGCGTTTTCATGGTGGCCTCAAA		51429		AT2G33210.1

		42647		CUST_32999_PI390587928		5.845007		6.358092		7.2396483		6.877972		7.2228446		7.445288		9.441738		9.285203		6.2420344		5.612253		7.7203736		7.1865535		2.5987856		2.1246076		4.601454		5.3045516		1.316792		-1.6769488		1.395445		1.2384893		0.3970275		1.0871964		2.2020898		2.4072309		1.3778377		-0.74583864		0.4807253		0.30858135		Yes		No		No		U35_44k_v1_42647		-		No hits found		No hits found		TGCCCTTAAGTGAGGAAAAGATCCCAAAGAGGACAAAACAAAAGATCCCAAAGAGAACAA		38440		0

		39356		CUST_24095_PI390587928		6.7091384		6.670555		6.811835		6.5661073		6.4167023		6.3700995		5.804815		5.898966		6.2252903		5.9979377		6.1600795		6.338806		-1.2247065		-1.2315333		-2.0097556		-1.5879235		-1.3984689		-1.5939622		-1.5710785		-1.170643		-0.4838481		-0.30045557		-1.00702		-0.66714144		-0.29243612		-0.67261744		-0.65175533		-0.22730112		No		Yes		Yes		U35_44k_v1_39356		LOC_Os07g07654.1		gb|EAZ38854.1| 2e-71  hypothetical protein OsJ_022337 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07654.1 4e-73 biopterin transport-related protein BT1 putative expressed		CGGGAGCTACTTTTAAATGCAGTACAACAGTTCTATGAAATATAAATTACAGCAGGTTGC		None		AT2G32040.1

		48251		CUST_24589_PI390587928		8.726715		8.826573		8.600567		9.90409		10.07949		10.983655		9.973529		9.664466		10.390735		10.734647		10.030816		9.016711		2.5540285		4.4601173		2.5900178		-1.1806849		3.1689823		3.7530758		2.6949327		-1.849812		1.6640196		2.1570816		1.372962		-0.23962402		1.3527746		1.9080734		1.4302492		-0.8873787		Yes		Yes		Yes		U35_44k_v1_48251		-		No hits found		No hits found		GCTGACAGATGAACTTATCAAATCTGCAAAGCGATCCATTAATTCTTTTGTAAAGGTAGA		None		0

		15621		CUST_16338_PI390587928		3.103051		2.652303		3.2816133		3.285651		4.5027		5.9795423		6.8528037		4.6815124		5.298212		6.4322433		6.6470323		3.0613518		2.6383736		10.036882		11.885991		2.6314561		4.579408		13.736479		10.306046		-1.1682097		2.195161		3.3272393		3.5711904		1.3958614		1.3996489		3.7799404		3.365419		-0.22429919		Yes		Yes		Yes		U35_44k_v1_15621		LOC_Os04g41680.1		gb|AAD28733.1|AF112966_1 3e-88  chitinase IV precursor [Triticum aestivum]		LOC_Os04g41680.1 9e-87 endochitinase A precursor putative expressed		CAAGACAATACTTCTTTTTAATACAGTACATTTAGGTCGCTCACATACGAGCATGCACTC		4324		AT2G43590.1

		35557		CUST_16670_PI390587928		6.5556984		7.1631427		6.7181225		6.1896863		5.70439		6.0206885		4.2412286		4.73363		5.3517585		5.7604127		4.689049		5.616405		-1.8041363		-2.2075622		-5.566976		-2.7435732		-2.3036792		-2.6440144		-4.081427		-1.4879038		-1.2039399		-1.1424541		-2.476894		-1.4560561		-0.85130835		-1.40273		-2.0290737		-0.5732813		Yes		No		No		U35_44k_v1_35557		LOC_Os02g54030.1		ref|NP_001048308.1| 5e-40  Os02g0781000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g54030.1 1e-41 endo-polygalacturonase precursor putative expressed		AAGGTGGAAAAGAACCTAGTAATCATGCAATGTTTTGGCCTCAACTTCTGGTCAACCAAA		None		AT1G19170.1

		5446		CUST_21466_PI390587928		8.107142		7.7389336		7.3885		7.522948		7.7651086		7.346789		5.0618052		5.7979636		7.208304		6.727244		6.367471		6.0772076		-1.2675422		-1.3123429		-5.016548		-3.305765		-1.8645643		-2.016271		-2.0293658		-2.7240255		-0.8988385		-0.39214468		-2.326695		-1.7249842		-0.34203386		-1.0116897		-1.021029		-1.4457402		Yes		No		No		U35_44k_v1_5446		LOC_Os02g44108.1		ref|NP_001047638.1| 7e-99  Os02g0658800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g44108.1 1e-100 beta-expansin 4 precursor putative expressed		GTTGTGTGAGTGTGTGTTTTTGCAGCGCAATCCTTGAAAGAAATGAACTTTTACATAATT		13090		AT2G45110.1

		20044		CUST_321_PI390587928		8.587411		8.541904		9.111201		9.158593		8.15888		8.095647		8.053902		7.9002814		7.3939567		7.608149		8.160179		9.353887		-1.3458622		-1.3625013		-2.0810328		-2.3921564		-2.2869966		-1.910242		-1.9332418		1.1449571		-1.1934543		-0.4462576		-1.0572996		-1.2583117		-0.4285307		-0.9337554		-0.95102215		0.19529343		No		Yes		Yes		U35_44k_v1_20044		LOC_Os02g44710.1		ref|NP_001047679.1| 3e-19  Os02g0667100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g44710.1 6e-21 expressed protein		TATGTGTACAGTGCCCTTGATTTCTTCCTCTTCCCTTAACTACGAGGGTTCAACTTCTGC		12476		0

		24769		CUST_42295_PI390587928		5.1274033		4.5718265		4.262069		4.7913623		5.331556		4.2796273		2.0466807		3.3781013		5.4979115		3.4870255		2.16795		4.1598277		1.1520095		-1.2245054		-4.6440663		-2.663385		1.2928082		-2.1210828		-4.2696543		-1.549212		0.3705082		-0.29219913		-2.2153885		-1.4132609		0.20415258		-1.084801		-2.0941193		-0.6315346		No		Yes		Yes		U35_44k_v1_24769		-		gb|EAZ10869.1| 1e-08  hypothetical protein OsJ_000694 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g09620.2 1e-10 nucleic acid binding protein putative expressed		TAGAGCAGACGGTAGAGCAGAGGCAGCGCCCAGCTCTCAGCCTAGACATGATGATGATGA		19579		0

		31705		CUST_11618_PI390587928		5.2578607		5.6063094		6.7893696		5.294678		5.0284696		5.329807		3.8871021		4.5895176		4.8507404		4.086103		4.830715		4.313378		-1.17234		-1.211255		-7.4760046		-1.6303262		-1.3260362		-2.868321		-3.8869927		-1.9742441		-0.40712023		-0.2765026		-2.9022675		-0.7051606		-0.2293911		-1.5202065		-1.9586544		-0.98130035		Yes		No		No		U35_44k_v1_31705		LOC_Os09g37410.1		ref|NP_001063843.1| 4e-40  Os09g0546500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37440.1 8e-42 OsSAUR49 - Auxin-responsive SAUR gene family member		ATACATTATGTTCTTGCTTGGAAGAAATGCTTCGGTGGAGATTGAGAAGGCATTCTTGAG		20891		AT1G29460.1

		31427		CUST_36016_PI390587928		7.0004945		7.0705914		7.6822853		7.120128		6.8460903		6.6366935		6.611651		6.407924		6.7430587		6.4641566		6.540667		6.729216		-1.1129619		-1.3508786		-2.1003568		-1.6383051		-1.1953522		-1.5224922		-2.2062836		-1.3112221		-0.2574358		-0.43389797		-1.0706344		-0.712204		-0.15440416		-0.6064348		-1.1416183		-0.39091206		No		Yes		Yes		U35_44k_v1_31427		LOC_Os03g25750.1		ref|NP_001050212.1| 4e-14  Os03g0374400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g25750.1 9e-16 expressed protein		AAGTCAAGTCACTTCAGTTGGTGGATGACAGCTCTGCTTGCCTGCTTCCTTCTTATAATG		22390		0

		13160		CUST_32867_PI390587928		4.493452		5.211464		5.552313		4.973551		3.8025608		4.769995		4.8166413		4.6432514		4.042811		3.7958486		4.5032873		4.2779884		-1.6142805		-1.3579861		-1.6651723		-1.2572743		-1.3666475		-2.6677349		-2.0691319		-1.6195155		-0.45064116		-0.44146872		-0.7356715		-0.33029938		-0.69089127		-1.4156153		-1.0490255		-0.69556236		No		Yes		Yes		U35_44k_v1_13160		LOC_Os01g74310.1		gb|EAZ15008.1| 5e-87  hypothetical protein OsJ_004833 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g74310.1 1e-88 expressed protein		CGCTTCTTCACTCACAAATTTCATCATACAGGCACCATGGATATATTTGGTTAGTTGAAT		None		AT3G12590.1

		11822		CUST_27372_PI390587928		3.7973788		4.6942124		4.137901		5.0086093		4.9080777		5.8315988		9.690392		8.380975		4.7883706		7.4575515		9.285123		8.3546295		2.1595025		2.1998212		46.931698		10.355788		1.987551		6.7896585		35.43792		10.168396		0.99099183		1.1373863		5.5524907		3.3723655		1.1106989		2.763339		5.147222		3.3460202		Yes		Yes		Yes		U35_44k_v1_11822		-		gb|EAZ42675.1| 8e-18  hypothetical protein OsJ_026158 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g31250.1 2e-19 protein binding protein putative expressed		ATCATCAAGCCGACCCACAGATCTCCCAGAGAAGGTGCAGAGCCATGACTCTTCTCGCCA		23190		AT2G16050.1

		39200		CUST_8063_PI390587928		4.1888504		4.2844205		3.5811589		4.010136		3.2150383		3.4778442		4.761211		5.2916875		4.3363037		3.494962		3.2651432		3.0739563		-1.9640234		-1.7490557		2.2658496		2.4310024		1.1076126		-1.7284256		-1.2448878		-1.9134549		0.14745331		-0.80657625		1.180052		1.2815514		-0.9738121		-0.7894585		-0.31601572		-0.9361799		No		Yes		Yes		U35_44k_v1_39200		LOC_Os05g09280.1		gb|EAZ42001.1| 8e-40  hypothetical protein OsJ_025484 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g09280.1 1e-41 ischemia related factor NYW-1 putative expressed		GGAGGACACCGCGCTGCGCGCTGCCATACCCGTGCACCAGCGCGTTGCTGTCTGCCTCTG		35222		AT5G12010.1

		5514		CUST_13743_PI390587928		11.408188		11.921383		10.736674		11.389083		12.291237		12.977592		13.859702		12.920509		12.601444		13.510406		13.633319		12.237601		1.8442689		2.0794609		8.712144		2.8907151		2.286683		3.0084548		7.4469237		1.8006507		1.1932564		1.0562096		3.1230278		1.5314264		0.883049		1.5890226		2.8966446		0.8485184		Yes		Yes		Yes		U35_44k_v1_5514		LOC_Os03g29850.1		ref|NP_001050351.1| e-132  Os03g0411800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29850.1 1e-133 zinc transporter 2 precursor putative expressed		AGAGAGCTGTTTACATAATATTCCAGGTGAAAACACGCAACAAAATGGGTGAAATCCTCG		11777		AT1G55910.1

		30610		CUST_2940_PI390587928		7.31914		7.248675		8.050843		7.898495		7.459067		6.681645		7.0037513		6.438135		7.471564		6.473772		7.1426873		7.4959145		1.1018493		-1.4814706		-2.0663605		-2.7517703		1.1114352		-1.7110748		-1.8766452		-1.3218704		0.15242386		-0.56702995		-1.047092		-1.46036		0.13992691		-0.7749028		-0.9081559		-0.40258074		No		Yes		Yes		U35_44k_v1_30610		LOC_Os08g40270.1		gb|EAZ07616.1| 5e-74  hypothetical protein OsI_028848 [Oryza sativa (indica cultivar-group)]		LOC_Os08g40270.1 1e-75 lectin-like protein kinase putative		GAACGGCTGGGTACGACGCCGACGAGGCCACCAGGCTGCTGCTGCTCGGCCTGGCGTGCA		30605		AT3G53810.1

		25310		CUST_34245_PI390587928		6.004152		7.406597		8.049349		7.082176		5.8455873		6.531405		6.1639557		6.372751		5.730047		5.789646		6.075334		6.3245792		-1.116176		-1.8342524		-3.694536		-1.6351522		-1.2092433		-3.0672612		-3.9285986		-1.6906722		-0.2741046		-0.87519217		-1.8853931		-0.709425		-0.15856457		-1.616951		-1.9740148		-0.75759697		Yes		Yes		Yes		U35_44k_v1_25310		LOC_Os09g02650.1		gb|EAZ08128.1| 8e-72  hypothetical protein OsI_029360 [Oryza sativa (indica cultivar-group)]		LOC_Os09g02650.1 2e-73 chromosome-associated kinesin KLP1 putative expressed		TGTTGTTGTATGATCGGTGGCAGCAGCCGAGATGACAATGGAGCACGGCGAGGATTGCTG		22021		AT5G47820.2

		47228		CUST_12926_PI390587928		4.4815936		4.754179		3.3355362		3.3522704		3.0624104		4.1616616		1.4327435		3.6270723		1.4105402		2.96898		1.4252089		3.5186298		-2.6743407		-1.5078756		-3.7393634		1.209828		-8.403868		-3.4466598		-3.7589438		1.122223		-3.0710535		-0.5925174		-1.9027927		0.27480197		-1.4191833		-1.7851989		-1.9103273		0.16635942		Yes		No		No		U35_44k_v1_47228		LOC_Os01g10130.1		gb|EAZ10902.1| 5e-31  hypothetical protein OsJ_000727 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10130.1 1e-32 RNA-directed RNA polymerase putative expressed		TGGTATGTACCTCCTTCGTTCTTAAATATACCTCTTTTTAGAGGCTCTAGTAAAGACTAG		None		AT2G19910.1

		1851		CUST_36377_PI390587928		8.782992		6.9882503		3.2161064		6.299422		9.18589		9.480439		6.792851		9.221108		9.688386		10.069596		6.5262866		5.0139346		1.322161		5.6263094		11.931839		7.5773144		1.8730555		8.464038		9.9189005		-2.4376435		0.9053936		2.492189		3.5767446		2.9216866		0.40289783		3.081346		3.3101802		-1.2854872		Yes		No		No		U35_44k_v1_1851		LOC_Os02g41510.1		ref|NP_001047474.1| 2e-78  Os02g0624300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g41510.1 3e-80 myb-related protein Myb4 putative expressed		GCATAGACTCTTTTGGTCCGAAATTACTTGTCCCACAAATTGACATCTAGATATATTCAT		5842		AT3G23250.1

		26507		CUST_34106_PI390587928		3.0569527		3.753108		7.402841		5.8718967		2.1966212		3.617674		5.8357368		3.8847675		2.639653		3.24823		6.2549405		5.8777595		-1.8154554		-1.0984231		-2.963094		-3.9644732		-1.3354257		-1.4190034		-2.215912		1.004072		-0.41729975		-0.13543391		-1.5671043		-1.9871292		-0.86033154		-0.50487804		-1.1479006		0.005862713		No		Yes		Yes		U35_44k_v1_26507		LOC_Os06g45100.1		gb|EAZ37898.1| 5e-73  hypothetical protein OsJ_021381 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45100.1 9e-75 cryptochrome 3 putative expressed		TAACATCAGAGCAGGGTGTTTTTTCTTACTACTCATACCTTGGTCTGATCACGAGTGAAC		36230		AT5G24850.1

		45025		CUST_10158_PI390587928		4.2861133		5.002998		5.3097568		4.2657504		3.0922146		3.2760754		2.214703		2.170691		2.8900573		2.4029486		3.096758		3.0956042		-2.2877014		-3.3102095		-8.544841		-4.2724376		-2.6318111		-6.063073		-4.63638		-2.250345		-1.3960559		-1.7269225		-3.0950537		-2.0950594		-1.1938987		-2.6000493		-2.2129989		-1.1701462		Yes		Yes		Yes		U35_44k_v1_45025		-		emb|CAC19034.1| 1e-13  DP protein [Triticum sp.]		No hits found		GGTCCAAAGGAAGGAGGCCGTTGACCCGGATAAAGATAGGAAGAAGGAGAAGGCTGCGGC		43389		0

		5267		CUST_3683_PI390587928		13.045686		13.016574		13.5831785		14.521127		12.828194		12.753757		12.140222		13.154416		12.105281		11.539165		12.346176		13.899402		-1.1627107		-1.1998187		-2.7187753		-2.5788193		-1.9190668		-2.7844827		-2.3570826		-1.5387139		-0.9404049		-0.26281643		-1.4429569		-1.3667107		-0.2174921		-1.4774094		-1.2370024		-0.6217251		Yes		No		No		U35_44k_v1_5267		-		No hits found		No hits found		CCCAGATTTTGTATTTTTCTTGGATATTCTGTATCAAGTAAGTGTCTACCAGCTAACAAC		13024		0

		24833		CUST_27765_PI390587928		8.364396		8.825196		7.7575593		8.040927		8.578221		8.871863		9.247008		9.146884		8.665905		9.072152		9.282058		8.284435		1.1597592		1.032876		2.8078172		2.1524162		1.2324327		1.1867005		2.8768668		1.183868		0.3015089		0.0466671		1.489449		1.105957		0.21382523		0.24695587		1.5244985		0.24350834		No		Yes		Yes		U35_44k_v1_24833		LOC_Os06g44840.2		gb|ABB70123.1| 1e-32  homogentisate phytyltransferase VTE2-1 [Triticum aestivum]		LOC_Os06g44840.2 8e-29 homogentisate geranylgeranyl transferase putative expressed		AGATGATAAGATTCACTTACCCAGAGACGGACAATCTCCCAACCTCCCAATGTACCAAAG		39213		AT2G18950.1

		14740		CUST_37240_PI390587928		9.828412		9.951016		9.606245		9.659488		11.783341		10.955974		11.142077		9.998001		11.917469		10.426286		11.065379		8.679921		3.8769693		2.0068839		2.8995569		1.2644529		4.2546988		1.3901777		2.749433		-1.9718729		2.089057		1.0049572		1.5358324		0.33851337		1.9549294		0.47526932		1.4591341		-0.9795666		Yes		No		No		U35_44k_v1_14740		LOC_Os05g36260.1		ref|NP_001054459.1| e-103  Os05g0114000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g74350.1 1e-106 soluble inorganic pyrophosphatase putative expressed		GGCAGGTGATAAAAGGAAGACATTCTTTTTCCAGCTACCTTATGTAATATGATTTCTAAC		2328		AT3G53620.1

		38669		CUST_25062_PI390587928		3.8022916		4.761686		3.1534436		3.3196528		3.5933168		3.4419763		2.36388		3.231654		2.1078494		2.7388332		3.5284727		1.7755977		-1.1558665		-2.4961586		-1.7285516		-1.0628948		-3.2365174		-4.0638657		1.2968657		-2.91613		-1.6944423		-1.3197095		-0.78956366		-0.08799887		-0.20897484		-2.0228527		0.3750291		-1.5440551		Yes		No		No		U35_44k_v1_38669		LOC_Os10g27450.2		gb|EAZ16070.1| 4e-13  hypothetical protein OsJ_030279 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g27450.2 8e-15 expressed protein		TAGAAATGACCACCTAGAACAGATTCAGCCACGGCAGGAAATGCATCCACATCTCTACAT		34550		0

		48134		CUST_26020_PI390587928		5.4433174		5.4242454		4.453036		1.725543		5.0657916		3.849141		1.323038		2.89999		5.403305		4.6699977		2.1235921		1.3200184		-1.299112		-2.9795706		-8.754335		2.2570636		-1.0281227		-1.6867517		-5.026115		-1.3245705		-0.04001236		-1.5751045		-3.1299977		1.1744471		-0.3775258		-0.75424767		-2.3294437		-0.4055246		No		Yes		Yes		U35_44k_v1_48134		LOC_Os01g28030.1		gb|EAY74122.1| 2e-11  hypothetical protein OsI_001969 [Oryza sativa (indica cultivar-group)]		LOC_Os01g28030.1 3e-13 peroxidase 24 precursor putative expressed		GTTGCGTGTAAAGCTACCACCAAATAATTACCTTGTAACGAATTGAAAATGCAGAGAAAT		32710		0

		886		CUST_31964_PI390587928		11.97338		11.631111		10.24104		9.435611		13.436488		12.77708		15.091651		13.985528		13.4768095		13.306976		14.999736		10.861701		2.757017		2.2129462		28.852226		23.424026		2.8351586		3.1951091		27.071363		2.687175		1.5034294		1.1459684		4.8506107		4.549917		1.4631081		1.6758652		4.7586956		1.4260902		Yes		Yes		Yes		U35_44k_v1_886		LOC_Os10g39680.1		emb|CAA55345.1| e-131  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-115 acidic endochitinase Q precursor putative expressed		CGATATGTGATCCAGTTGATCGTGTCGTATGATAATACGAGTAAGTTGTTGTAACAAATT		2992		AT3G12500.1

		25126		CUST_32901_PI390587928		3.2241905		3.297943		2.5403955		4.6451793		4.262238		5.7386456		8.043637		5.6203995		4.7842693		7.398027		7.2588286		4.315354		2.0534468		5.42906		45.35663		1.9659412		2.9486997		17.149372		26.32631		-1.2568612		1.5600789		2.4407024		5.5032415		0.9752202		1.0380476		4.100084		4.7184334		-0.3298254		Yes		Yes		Yes		U35_44k_v1_25126		LOC_Os03g19260.1		ref|NP_001049881.1| 4e-33  Os03g0305200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19260.1 1e-34 expressed protein		ATCGAGCAGGCAGATATCTTGTGCGTGTGTGTACAGGCAGCGGCATGGGGAACCTGATCT		21403		0

		23989		CUST_33294_PI390587928		9.17228		9.177422		8.682075		7.3276176		8.706089		8.970984		6.48357		5.8591294		7.920073		7.7999935		7.367035		6.7933064		-1.3814576		-1.1538352		-4.5900326		-2.7673175		-2.382056		-2.598048		-2.4880917		-1.4482507		-1.2522073		-0.20643711		-2.1985044		-1.4684882		-0.4661913		-1.377428		-1.3150396		-0.5343113		Yes		No		No		U35_44k_v1_23989		LOC_Os01g46350.1		ref|NP_001043736.1| 3e-48  Os01g0652100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46350.1 7e-50 expressed protein		TGGGAAACATCTCGTTGTTTGTTTGGGGAGTAAGGATATAGACCCGCAAATTTGCTTAAA		22777		AT1G29050.1

		11277		CUST_40396_PI390587928		3.456826		2.5373402		1.3724734		3.102766		5.129437		4.710825		5.7936664		6.859099		5.9660873		4.450922		4.490011		2.790019		3.1879103		4.5111175		21.424551		13.513532		5.693285		3.767433		8.679055		-1.2420704		2.5092614		2.1734848		4.421193		3.7563329		1.672611		1.9135818		3.117538		-0.312747		Yes		Yes		Yes		U35_44k_v1_11277		LOC_Os08g29570.1		gb|EAZ42586.1| 2e-71  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 5e-73 PDR-type ABC transporter 1 putative expressed		AAATGAAAGCACAAGGTGTTGATGAAGATAGGCTGCTTTTGCTGAAGGGAGTCAGTGGCA		26062		AT1G15520.1

		37318		CUST_34190_PI390587928		9.329256		9.516693		9.626979		8.704601		9.111713		9.103179		8.096449		7.8874345		8.728494		8.862686		8.8178215		8.232007		-1.1627514		-1.3319262		-2.8889194		-1.7619425		-1.5165178		-1.5735325		-1.7521877		-1.3876024		-0.60076237		-0.41351414		-1.53053		-0.8171668		-0.21754265		-0.65400696		-0.8091574		-0.47259426		No		Yes		Yes		U35_44k_v1_37318		-		No hits found		No hits found		TGTGTTGCCTGCCTATGCCTAGTAGTGGAGTAAAGTGTGGGTCTTGTATAGTTTAAGTGG		33107		0

		21101		CUST_4723_PI390587928		2.5435526		1.2393115		2.1073318		1.2679794		1.5451746		1.4720076		3.8031769		4.3883557		2.3459563		1.927008		3.2282505		2.3360403		-1.9977528		1.1750288		3.239666		8.696147		-1.1467861		1.6107098		2.1748543		2.0966134		-0.19759631		0.23269618		1.6958451		3.1203763		-0.99837804		0.6876966		1.1209188		1.0680609		No		Yes		Yes		U35_44k_v1_21101		LOC_Os12g37510.1		ref|NP_001057143.1| 4e-39  Os06g0216100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11270.1 1e-40 anthocyanidin 3-O-glucosyltransferase putative expressed		GTTTGATACTCAAACCGGAGCATATGCAATAATGCTAGTCCTACAAAAAACTTACAAAGA		17620		AT5G49690.1

		15752		CUST_21513_PI390587928		4.305572		3.6337795		2.9964192		2.9906929		4.9352098		4.3321776		7.3029885		5.6814113		6.004892		5.8370686		6.56222		2.8808985		1.5471765		1.622702		19.788208		6.4563484		3.2474782		4.6052804		11.841672		-1.0790744		1.6993198		0.6983981		4.306569		2.6907184		0.6296377		2.203289		3.565801		-0.10979438		Yes		Yes		Yes		U35_44k_v1_15752		LOC_Os10g37340.1		gb|EAZ16692.1| 0.0  hypothetical protein OsJ_030901 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37340.1 0.0 O-succinylhomoserine sulfhydrylase putative expressed		GCAATGTTGAAGATCGAAAGAGAGTCGAGACACAACAAAATGAATCAACTCTATTATTGA		6622		AT1G64660.1

		935		CUST_27687_PI390587928		5.7414613		5.231785		5.52632		5.2901883		5.544145		5.165064		5.4938235		4.116332		5.926515		5.58546		5.6583076		5.014133		-1.1465634		-1.0473335		-1.0227804		-2.2561395		1.1368594		1.2778118		1.0958023		-1.2108796		0.18505383		-0.06672096		-0.032496452		-1.1738563		-0.19731617		0.35367537		0.13198757		-0.27605534		No		Yes		Yes		U35_44k_v1_935		LOC_Os02g54650.1		gb|EAZ24881.1| 1e-50  hypothetical protein OsJ_008364 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g54650.1 3e-52 diacylglycerol kinase putative expressed		GCAACAAAGCAACAGTTATTTCCCTTTAGGGCATTCCATTGTGTGATGCCAATGAAAAAA		2398		AT4G30340.1

		38298		CUST_5924_PI390587928		5.689377		6.094225		6.166612		6.6001525		5.3079667		5.299644		5.0577455		4.751782		5.153236		5.356584		5.388502		6.343306		-1.3026145		-1.7345735		-2.1567616		-3.6009326		-1.4500885		-1.667447		-1.7148829		-1.194864		-0.5361409		-0.79458094		-1.1088667		-1.8483706		-0.38141012		-0.73764086		-0.77811		-0.25684643		Yes		No		No		U35_44k_v1_38298		LOC_Os04g01290.3		gb|EAY92752.1| 2e-16  hypothetical protein OsI_013985 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01290.3 5e-18 PCI domain containing protein expressed		ATAGTACGCACTAGTATGTATATCTAGGTTGTGGTGTAGTGCAAAGATTGTAATAGACAA		1983		0

		27834		CUST_23010_PI390587928		2.3682122		3.3610375		4.108855		6.6909947		2.4626048		2.8517935		3.6508763		3.6517928		1.3671325		1.9466366		2.0207117		5.7911086		1.0676157		-1.4233041		-1.3736157		-8.220363		-2.0014973		-2.6654904		-4.2520046		-1.8659188		-1.0010797		-0.50924397		-0.4579785		-3.039202		0.09439254		-1.4144009		-2.088143		-0.89988613		Yes		No		No		U35_44k_v1_27834		-		No hits found		No hits found		TATTTATAGGGAGGGAGAGGCACTCTCTAGCTAGTTGATTCCAACTTCCCAAAGCTAGGT		26203		0

		18388		CUST_24611_PI390587928		13.5181465		12.900617		13.863602		14.131303		13.3363085		12.635811		12.5372305		13.03251		13.005333		12.268616		12.786342		14.0519905		-1.1343281		-1.2014743		-2.5077112		-2.1417544		-1.42683		-1.5497129		-2.110025		-1.0565143		-0.51281357		-0.2648058		-1.3263712		-1.098793		-0.18183804		-0.6320009		-1.07726		-0.079312325		No		Yes		Yes		U35_44k_v1_18388		-		No hits found		No hits found		CCTGCACTTGCCTGATGTCTGTACTGACAAATAGAGAAGGTTGCAAAAAGAAATTGTAAA		9707		0

		18380		CUST_24618_PI390587928		9.171361		9.079761		10.1255865		10.119153		8.917705		9.102487		8.80478		9.231164		8.574383		8.540193		9.255601		10.142039		-1.1922249		1.0158772		-2.4980571		-1.8505948		-1.5125451		-1.4535371		-1.8276446		1.01599		-0.5969782		0.022726059		-1.3208065		-0.88798904		-0.2536564		-0.53956795		-0.8699856		0.022886276		No		Yes		Yes		U35_44k_v1_18380		LOC_Os03g07880.1		gb|AAS78478.1| e-112  CCAAT-box transcription factor complex WHAP4 [Triticum aestivum]		LOC_Os03g07880.1 1e-84 nuclear transcription factor Y subunit A-3 putative expressed		TATGATACTGGAGTAGTACTGAGTTGGAGTAATTACCATTCCCGGCGTGATGCATTGCGA		8533		AT1G72830.1

		43242		CUST_32700_PI390587928		12.397781		12.672775		11.236764		12.565971		13.011357		13.676022		15.49366		13.570727		13.307353		14.314511		14.919296		12.408309		1.5300469		2.0045054		19.11848		2.006604		1.8784877		3.120411		12.839635		-1.1154783		0.90957165		1.0032463		4.256896		1.004756		0.61357594		1.641736		3.6825323		-0.15766239		Yes		Yes		Yes		U35_44k_v1_43242		LOC_Os06g04620.1		dbj|BAD68653.1| 3e-51  putative root cap-specific protein [Oryza sativa Japonica Group]		LOC_Os06g04620.1 7e-53 GDP-mannose 46 dehydratase 2 putative expressed		TTATGAGGGTGGCAGGACGGCCGACGAGATCGTTGACTACATCAGGAAGAACAAGGAGAC		631		AT3G51160.1

		39039		CUST_20484_PI390587928		5.9219155		6.3025837		6.5338435		7.3443084		7.382358		8.579038		10.353667		8.597674		8.325486		10.105507		10.294679		9.284738		2.7519276		4.8448567		14.121523		2.3839698		5.291111		13.95706		13.55577		3.8381982		2.4035707		2.276454		3.8198237		1.253366		1.4604425		3.8029232		3.7608352		1.9404292		Yes		Yes		Yes		U35_44k_v1_39039		-		gb|ABL11229.1| 4e-15  putative acyl-CoA synthetase [Hordeum vulgare subsp. vulgare]		LOC_Os01g46750.2 1e-13 ACS-like protein putative expressed		CCCAAAATTATATTCCCCCCGGGTTAATTAAAACAAGGCTTGTTGTTTAAGTCCAAAAAA		35087		AT4G23850.1

		25798		CUST_15374_PI390587928		4.035772		4.400316		4.609839		4.0665264		3.5609634		3.8601608		3.1409824		2.4320452		3.6285985		2.570364		3.2815952		3.2854738		-1.3897337		-1.4541291		-2.7680242		-3.1047587		-1.3260851		-3.555253		-2.5109682		-1.7183841		-0.4071734		-0.5401554		-1.4688566		-1.6344812		-0.47480845		-1.8299522		-1.3282437		-0.7810526		Yes		No		No		U35_44k_v1_25798		-		gb|EAY80101.1| 4e-06  hypothetical protein OsI_034060 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06910.2 1e-07 coiled-coil protein putative expressed		TTCTTCCCACAGCATGGTAACTATCGCCGCCAGTGGTCTTTAAAATGTAGGAATGCTGAT		None		0

		37399		CUST_20664_PI390587928		7.5690365		8.186879		8.055264		7.8349457		7.038536		7.2732544		6.9385314		6.9644227		7.0656466		7.0605893		6.8186755		7.374317		-1.4444301		-1.8837725		-2.1685536		-1.8283255		-1.4175404		-2.1829662		-2.3564074		-1.3761412		-0.50338984		-0.91362476		-1.1167331		-0.870523		-0.5305004		-1.1262898		-1.236589		-0.4606285		No		Yes		Yes		U35_44k_v1_37399		LOC_Os06g15710.1		No hits found		No hits found		GATGCATATTGTTGCATGTATGGACAAAAGTTTGATATGTTGTCGTTCAGTATTTTGTGG		None		0

		33071		CUST_33281_PI390587928		14.981854		14.8630905		15.012225		15.348525		15.264		15.381936		16.200682		15.556851		15.409528		15.60345		15.849381		15.644615		1.2160019		1.4328083		2.2790878		1.1553471		1.3450626		1.6705918		1.7865252		1.2278124		0.42767334		0.51884556		1.1884565		0.20832634		0.2821455		0.7403593		0.8371563		0.29609013		No		Yes		Yes		U35_44k_v1_33071		LOC_Os03g20370.1		ref|NP_001042688.1| 2e-22  Os01g0267900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48780.2 7e-24 calmodulin putative expressed		TTTGATCGATTTCCAGTTAAGCATCCTACCTAGCTGTAGCTGCTAAAACGGATCGCACGA		1327		AT3G43810.1

		28721		CUST_31917_PI390587928		4.813226		5.9043713		5.171804		4.279759		4.0159883		5.3486133		3.6096222		4.161705		3.8698256		5.1602874		3.090643		3.7383034		-1.7377709		-1.4699408		-2.9530008		-1.0852699		-1.9230558		-1.6749103		-4.2314763		-1.4554402		-0.9434006		-0.555758		-1.5621817		-0.11805391		-0.7972379		-0.7440839		-2.081161		-0.5414555		Yes		No		No		U35_44k_v1_28721		LOC_Os03g61220.2		dbj|BAD21122.1| 1e-40  ATP-dependent RNA helicase [Hordeum vulgare subsp. vulgare]		LOC_Os07g05050.1 2e-19 nucleolar RNA helicase 2 putative expressed		CCCGAGAAAGAAATTATGGAATCAGCGCCAAAGCTTAGTACAGTGTGTGATTATAAAAAA		27742		AT5G26742.2

		5516		CUST_13741_PI390587928		6.203552		5.7600327		6.168138		5.852015		6.0302696		5.2516713		5.0441933		5.282781		5.1993847		4.5288196		5.5086246		5.8888664		-1.1276209		-1.4224336		-2.1794207		-1.4837354		-2.0057852		-2.3476431		-1.5795499		1.0258725		-1.0041671		-0.50836134		-1.1239448		-0.5692339		-0.17328215		-1.2312131		-0.6595135		0.036851406		No		Yes		Yes		U35_44k_v1_5516		LOC_Os07g02800.4		ref|NP_001058770.1| 1e-65  Os07g0119300 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02800.4 6e-68 myb-like DNA-binding domain SHAQKYF class family protein expressed		TACTAGCAAATTATTGAGTGCTTACATGGTTGTTTTTCTTGGCACGATTGCAGTTGCTAC		13372		AT1G25550.1

		26327		CUST_3815_PI390587928		4.775164		5.72457		6.3812385		5.426933		4.1316295		4.618726		4.321453		4.2518754		3.6829193		3.8471797		3.7350848		4.256847		-1.5621518		-2.1522474		-4.169243		-2.2580187		-2.1320553		-3.674098		-6.259961		-2.250251		-1.0922449		-1.105844		-2.0597854		-1.1750574		-0.64353466		-1.8773901		-2.6461537		-1.1700859		Yes		Yes		Yes		U35_44k_v1_26327		LOC_Os04g58910.1		emb|CAH68356.1| 6e-87  H0723C07.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g58910.1 1e-88 receptor protein kinase TMK1 precursor putative expressed		TGAATGGGCCGCTGCCGGCATTCAGGCCGGACGTCAATGTCATTCTCACCGGCAATCCCA		24440		AT2G01820.1

		24219		CUST_26695_PI390587928		7.893503		7.5705276		7.1314225		7.6733284		8.963897		8.964157		9.596041		9.174023		9.541068		9.412424		8.795756		7.431141		2.100006		2.6273885		5.5198083		2.8297887		3.1330438		3.5848098		3.1696725		-1.1827847		1.6475649		1.3936296		2.4646182		1.5006943		1.0703936		1.8418965		1.6643338		-0.2421875		Yes		Yes		Yes		U35_44k_v1_24219		LOC_Os02g50730.1		gb|EAZ00310.1| 3e-52  hypothetical protein OsI_021542 [Oryza sativa (indica cultivar-group)]		LOC_Os06g13180.1 8e-54 metalloendoproteinase 1 precursor putative expressed		ATCAACGGCACCTCGTCCATGGGCAAGACCGTCCACGGCCGGAACCTCTACTCCTACTTC		18977		AT1G59970.1

		1394		CUST_7632_PI390587928		7.9462967		7.370075		7.6768055		7.248509		7.4891276		6.5808806		6.9373283		6.877945		6.7668824		6.336614		7.1248317		7.307096		-1.3728453		-1.7281095		-1.6695707		-1.2928581		-2.264848		-2.0469291		-1.4660902		1.0414453		-1.1794143		-0.7891946		-0.73947716		-0.37056398		-0.45716906		-1.0334611		-0.5519738		0.058587074		No		Yes		Yes		U35_44k_v1_1394		LOC_Os06g41930.4		ref|NP_001058108.1| 2e-25  Os06g0624900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41930.4 5e-27 expressed protein		CGCACCGCTCCTAACCAAATCATCCATGGCTGGATTGTGTTGTGTGTGTGGGTGTGTGTG		4251		AT1G21000.1

		12723		CUST_11024_PI390587928		8.133525		8.650044		7.7110047		8.618533		10.256702		11.229129		13.195881		11.456078		10.710229		12.192935		12.381241		10.123589		4.356524		5.9756036		44.7829		7.1480236		5.965752		11.655108		25.461334		2.8383558		2.576704		2.5790844		5.484876		2.8375444		2.1231775		3.5428905		4.670236		1.5050554		Yes		Yes		Yes		U35_44k_v1_12723		LOC_Os08g03350.1		emb|CAD89802.1| 3e-56  histidine amino acid transporter [Oryza sativa (indica cultivar-group)]		LOC_Os08g03350.1 9e-58 LHT1 putative expressed		TAGAATTACCGTTCATCATCATCGCCTCGTGATTGGCAATTCTACTGCCAGATTTTATTT		24163		AT1G67640.1

		16614		CUST_6620_PI390587928		4.854157		4.1032443		1.3456155		3.311982		5.7820396		5.303404		6.6424026		7.3149877		4.8836513		5.8880258		7.5109267		6.721761		1.9024818		2.2976508		39.308987		16.033373		1.0206543		3.4456627		71.77012		10.627861		0.029494286		1.2001595		5.2967873		4.003006		0.9278827		1.7847815		6.1653113		3.4097793		Yes		Yes		Yes		U35_44k_v1_16614		-		No hits found		No hits found		GTTTGCATTACGATAAAATTCTGTCCTTGAACGTGTCATCCCATGAAAGAGATGTATATT		1159		0

		7170		CUST_37028_PI390587928		12.067283		12.833218		13.2273035		10.6327095		11.521969		12.084659		11.487008		9.851748		10.303726		10.839341		12.403272		10.084783		-1.4593377		-1.6801138		-3.3410358		-1.7182751		-3.395341		-3.983058		-1.7703466		-1.4619833		-1.7635565		-0.748559		-1.7402954		-0.78096104		-0.54531384		-1.9938765		-0.82403183		-0.5479269		Yes		No		No		U35_44k_v1_7170		LOC_Os05g43040.1		ref|NP_001055980.1| e-133  Os05g0506000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g43040.1 1e-135 pollenless3 putative expressed		TCATAAGCCAGGGTTGATGCAAAGCGTTCCCTTGAGAGAAAAAGAAAAGTGGTTTTTTCG		18424		AT5G48850.1

		3619		CUST_21732_PI390587928		10.676689		11.724383		10.433242		11.960129		10.18954		10.919349		8.857686		9.915413		9.681188		10.275412		9.199079		11.921768		-1.4016725		-1.7471877		-2.9805028		-4.1259203		-1.9937735		-2.730134		-2.3524487		-1.0269462		-0.9955015		-0.80503464		-1.5755558		-2.044716		-0.48714924		-1.4489717		-1.2341633		-0.038360596		Yes		Yes		Yes		U35_44k_v1_3619		LOC_Os06g46410.2		ref|NP_001058360.1| 0.0  Os06g0677800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46410.2 0.0 auxin response factor 6 putative expressed		TGGAATCCTTACTAATCCTGTGAATGTAGGCTCCTTAAGTTATGCAGCTCTCTTGTCGCG		8147		AT1G30330.2

		7316		CUST_36140_PI390587928		10.258733		9.97334		9.257171		9.650268		11.164905		11.327942		12.862644		11.28715		11.956474		12.865777		12.543513		10.654962		1.874066		2.5572653		12.171824		3.1099315		3.2439272		7.4252367		9.756357		2.006518		1.6977415		1.3546019		3.6054735		1.6368828		0.9061718		2.892437		3.2863426		1.004694		Yes		Yes		Yes		U35_44k_v1_7316		LOC_Os03g47060.1		gb|EAY91357.1| 5e-23  hypothetical protein OsI_012590 [Oryza sativa (indica cultivar-group)]		LOC_Os03g47060.1 6e-24 expressed protein		GACCGTGGAACCGCATAAACAATGGAATCTAATTATGTGGCAATTAATTTTGAATCCTAT		20750		0

		17928		CUST_29231_PI390587928		6.3845067		6.968391		7.072617		6.591787		6.1266365		6.3199353		5.596157		6.1388125		6.018883		5.7403893		5.4309926		5.983471		-1.1957122		-1.5674894		-2.782651		-1.3688594		-1.2884383		-2.342423		-3.1201696		-1.5244787		-0.36562347		-0.6484556		-1.47646		-0.45297432		-0.2578702		-1.2280016		-1.6416245		-0.60831594		No		Yes		Yes		U35_44k_v1_17928		LOC_Os01g16870.4		ref|NP_001042722.1| 5e-63  Os01g0275600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16870.4 1e-64 argonaute-like protein putative expressed		ACAATGAGTTTGTTGTGGTTCTTGAAGACTTTTCCACTGGAAAGACTCCTGCAAATGGCA		9866		AT2G27040.1

		37112		CUST_32871_PI390587928		7.325462		6.753544		9.416373		10.016533		6.8787494		6.4458694		7.036022		8.212466		6.323778		5.625904		7.3152137		9.532993		-1.362931		-1.237711		-5.206634		-3.4920318		-2.0023355		-2.1850097		-4.290541		-1.3981698		-1.0016837		-0.3076744		-2.380351		-1.8040667		-0.4467125		-1.1276398		-2.1011596		-0.48353958		Yes		Yes		Yes		U35_44k_v1_37112		LOC_Os10g11860.1		ref|NP_001064286.1| 1e-86  Os10g0195000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g11860.1 3e-88 transparent testa 12 protein putative expressed		TCTCATTATCAAGAGGACAGGGTGGGAGAAACAGGCCCAGTTGGCAGCGGCGAGGATCAA		32754		AT1G23300.1

		12412		CUST_21295_PI390587928		7.9589095		7.7814593		7.493801		7.2323055		7.9256177		8.353638		8.813448		8.165549		8.262094		8.897003		8.438563		7.825739		-1.0233444		1.4867668		2.4960501		1.9095646		1.2338645		2.1667666		1.9248716		1.5088333		0.30318403		0.57217836		1.3196468		0.93324375		-0.033291817		1.1155438		0.94476223		0.5934334		No		Yes		Yes		U35_44k_v1_12412		LOC_Os01g57730.1		gb|EAY76097.1| 8e-83  hypothetical protein OsI_003944 [Oryza sativa (indica cultivar-group)]		LOC_Os01g57730.1 2e-83 peroxidase 56 precursor putative expressed		AAAGACCTACTTCAGCGTGAAGAACCTGTCGTGGAAGGACCTCGTGGTGCTGTCAGGGAG		22746		AT1G05260.1

		24837		CUST_27761_PI390587928		7.515105		7.795742		7.056496		7.215986		8.022495		8.473727		8.214474		8.646969		7.796225		8.297951		8.487784		8.39759		1.4214767		1.5999038		2.231444		2.6963038		1.2151381		1.4163803		2.6968741		2.2682881		0.2811203		0.6779852		1.1579776		1.4309831		0.5073905		0.5022087		1.4312882		1.1816039		No		Yes		Yes		U35_44k_v1_24837		LOC_Os01g26390.1		gb|EAY74040.1| 5e-67  hypothetical protein OsI_001887 [Oryza sativa (indica cultivar-group)]		LOC_Os01g26390.1 5e-66 ATP binding protein putative expressed		TTGGTATGCACATTGTAGTTTCACCCATGTTATGGATTGTGATTTGTCCCATGTTAACAA		20838		AT1G61370.1

		19572		CUST_214_PI390587928		5.950821		4.775329		5.2569947		4.93006		5.712106		4.586243		3.554993		3.6842957		5.297152		4.094374		3.4641922		4.046599		-1.1799409		-1.1400412		-3.253521		-2.3714414		-1.5731637		-1.6032006		-3.4648733		-1.8447956		-0.6536689		-0.18908596		-1.7020018		-1.2457643		-0.2387147		-0.68095493		-1.7928026		-0.883461		Yes		No		No		U35_44k_v1_19572		LOC_Os05g34770.1		emb|CAO16275.1| 2e-54  unnamed protein product [Vitis vinifera]		LOC_Os05g34770.1 3e-55 cytochrome c putative expressed		GGTGCATCACCAAGACGGTTAGAGATTTTGGTAGCATTTCTCCTTACGATGGTTTCTTTC		11219		AT4G10040.1

		15646		CUST_31901_PI390587928		8.026025		9.510208		9.010899		9.216113		7.370541		8.089419		7.1885376		7.0776825		7.1555634		7.412071		7.764236		9.135142		-1.575144		-2.6773186		-3.5365949		-4.402828		-1.8282475		-4.281561		-2.3729186		-1.0577295		-0.87046146		-1.4207888		-1.822361		-2.1384306		-0.6554837		-2.098137		-1.2466626		-0.080970764		Yes		Yes		Yes		U35_44k_v1_15646		LOC_Os01g07300.2		sp|P04399|RIP2_HORVU 7e-78  Protein synthesis inhibitor II (Ribosome-inactivating protein II) (rRNA N-glycosidase)		LOC_Os01g07300.2 3e-41 expressed protein		CACAGAGTGACGGACTGATATAAATAAATATAATAAACATGTCACAGAGTGACAGACTGA		514		0

		10019		CUST_13058_PI390587928		6.527969		4.9067416		5.219879		6.0031853		8.085969		8.30232		10.061278		8.594089		9.114091		9.5712595		9.819016		8.08671		2.944454		10.523757		28.668592		6.024758		6.004824		25.360617		24.236967		4.238415		2.586122		3.395578		4.841399		2.5909033		1.5580001		4.664518		4.5991373		2.0835247		Yes		Yes		Yes		U35_44k_v1_10019		LOC_Os01g23490.1		emb|CAD45029.1| 4e-11  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os07g34300.1 9e-08 retrotransposon protein putative Ty1-copia subclass		TTTTTTGACACGTTGTATACAACAGATCACCTGGCCCTCGATGTTAGATAACGCGTGCAA		22104		0

		47698		CUST_21788_PI390587928		4.397281		4.468417		5.3851967		5.825563		3.158223		3.9406106		3.6717339		4.1985316		2.895069		3.2849767		4.0084763		5.6200066		-2.360444		-1.4417355		-3.2794704		-3.0887675		-2.8327677		-2.2711775		-2.5967739		-1.153131		-1.5022123		-0.5278065		-1.7134628		-1.6270313		-1.2390583		-1.1834404		-1.3767204		-0.2055564		Yes		No		No		U35_44k_v1_47698		LOC_Os07g40240.1		gb|EAZ40506.1| 3e-25  hypothetical protein OsJ_023989 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g40240.1 8e-27 GIR1 putative expressed		GAGTGTTTCCATGTAACGTCTTCTCGCATCCGGAGCTCTGGACTTTGTACCTTTAAAAAA		48992		AT5G59845.1

		4936		CUST_38513_PI390587928		7.3343062		7.4295907		6.859792		7.1132584		7.574826		8.20391		9.28552		7.9826202		8.253282		8.776085		8.637025		7.230271		1.1814181		1.7103827		5.372998		1.8268547		1.890772		2.5429344		3.4276805		1.0844868		0.91897535		0.7743192		2.4257274		0.8693619		0.24051952		1.3464942		1.7772326		0.1170125		Yes		Yes		Yes		U35_44k_v1_4936		LOC_Os09g29050.1		gb|EAZ07364.1| e-119  hypothetical protein OsI_028596 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37370.1 1e-120 mitochondrial 2-oxoglutarate/malate carrier protein putative expressed		TCCTCATATAACACATATCAGTAGACTATATGATCCATGGGTGTTCTAGACCCGAAAAAA		20246		AT2G22500.1

		23800		CUST_27365_PI390587928		6.9230824		7.1419845		7.1430626		6.7692757		6.4105477		6.5463014		5.7863574		6.3536353		6.187958		6.1376624		5.860087		6.7310233		-1.4265542		-1.5111879		-2.5609963		-1.3338906		-1.6645412		-2.0060005		-2.4334037		-1.0268692		-0.7351246		-0.5956831		-1.3567052		-0.41564035		-0.5125346		-1.004322		-1.2829757		-0.038252354		No		Yes		Yes		U35_44k_v1_23800		LOC_Os05g09360.1		gb|EAY72834.1| 1e-52  hypothetical protein OsI_000681 [Oryza sativa (indica cultivar-group)]		LOC_Os05g09360.1 6e-59 expressed protein		AATTATCCTGTTCGTGGACCAACTTGATGAACACAACAAATTATCATTTGGCAACCCAAA		23113		AT4G32920.1

		31921		CUST_31635_PI390587928		5.354799		7.0016484		5.994175		4.6399136		4.633709		6.215608		2.8352005		1.6596708		3.3741791		5.198782		3.2959883		3.7206285		-1.6484268		-1.7243353		-8.931945		-7.891189		-3.9466257		-3.4891279		-6.4898567		-1.8911779		-1.9806197		-0.7860403		-3.1589744		-2.9802427		-0.72108984		-1.8028665		-2.6981866		-0.91928506		Yes		Yes		Yes		U35_44k_v1_31921		-		ref|NP_001042812.1| 2e-46  Os01g0299300 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g45400.1 2e-37 glycerol-3-phosphate acyltransferase 1 putative expressed		CATTTCTTAAGGAGTATACAGAATTTGAAGTGGTTGTGGGAAGGCGAGGTAAGATGATAA		None		AT4G01950.1

		23612		CUST_23455_PI390587928		4.925202		4.414032		5.5561757		3.725092		4.7173543		4.6370234		7.5678525		4.702414		4.16572		5.3983483		7.127621		5.2254367		-1.1549637		1.1671512		4.0325065		1.9688076		-1.6928825		1.9783756		2.9720235		2.829103		-0.7594819		0.22299147		2.0116768		0.9773221		-0.2078476		0.98431635		1.5714455		1.5003448		No		Yes		Yes		U35_44k_v1_23612		LOC_Os03g17250.1		gb|EAY89499.1| 1e-51  hypothetical protein OsI_010732 [Oryza sativa (indica cultivar-group)]		LOC_Os03g17250.1 2e-53 protein binding protein putative expressed		GATCATCATGATTTCATCCCCACGCCCTCGTGCAACATTGATTACGTACTTGATTTACCA		None		AT1G07710.1

		16008		CUST_38660_PI390587928		16.11294		16.065897		15.781699		15.184642		16.029602		15.8379755		14.581596		14.110271		16.086323		16.048347		15.192624		14.993646		-1.0594664		-1.1711464		-2.2975605		-2.1058028		-1.0186207		-1.0122387		-1.504282		-1.1415517		-0.02661705		-0.22792149		-1.2001028		-1.0743704		-0.083337784		-0.017549515		-0.5890751		-0.19099617		No		Yes		Yes		U35_44k_v1_16008		LOC_Os03g48626.2		gb|EAY91474.1| 3e-46  hypothetical protein OsI_012707 [Oryza sativa (indica cultivar-group)]		LOC_Os03g48626.2 5e-45 expressed protein		GAAGGTGGGTGCGATGTAATGCGGATAATTGCATATTTCAAGTTCAATAAAACAATCTTT		5487		AT1G55265.1

		23381		CUST_16846_PI390587928		6.3481183		6.0854607		5.570088		6.025697		6.1112556		7.497434		7.320188		6.914688		6.6394343		7.582503		6.915565		5.5050282		-1.1784272		2.661009		3.3638191		1.8518803		1.2237561		2.8226342		2.5411422		-1.4346204		0.29131603		1.4119735		1.7501001		0.8889909		-0.23686266		1.4970422		1.3454771		-0.520669		No		Yes		Yes		U35_44k_v1_23381		LOC_Os02g57440.1		gb|EAY88047.1| 2e-23  hypothetical protein OsI_009280 [Oryza sativa (indica cultivar-group)]		LOC_Os02g57440.1 6e-25 protein kinase APK1B chloroplast precursor putative expressed		TGTGCACATGAGTGGTTTGTGATGGAATAGTTTACACAGATCCAGCTTTGTCACAGTCAG		None		AT3G57120.1

		12458		CUST_12775_PI390587928		2.0127516		2.3959553		1.2952534		1.2984484		1.5192298		1.3234711		2.3426974		1.7143917		8.681763		8.6359415		8.572487		8.600735		-1.4078774		-2.1030517		2.0668647		1.3341707		101.758896		75.58282		155.11922		157.8364		6.669011		-1.0724843		1.047444		0.41594326		-0.4935218		6.2399864		7.2772336		7.302286		Yes		Yes		Yes		U35_44k_v1_12458		-		No hits found		No hits found		CCCGCTTATACAAATTATCAAAGTTGGGATGAATCCATGATCTATGTTGCTAAAAACAAG		None		0

		27608		CUST_16322_PI390587928		5.2218537		4.571454		6.248715		6.528216		4.8873496		3.867369		5.7917275		4.9679275		4.488411		3.6796942		5.6804028		6.0582504		-1.2609439		-1.6291113		-1.3726724		-2.949128		-1.662602		-1.8554381		-1.4827878		-1.3850763		-0.7334428		-0.7040851		-0.45698738		-1.5602884		-0.33450413		-0.8917599		-0.56831217		-0.46996546		No		Yes		Yes		U35_44k_v1_27608		LOC_Os02g58390.1		No hits found		LOC_Os02g58390.1 8e-04 receptor-kinase isolog putative expressed		AGCACTAGTGGAAGGTGGATGCTGGATTGATTAGTAGCAGCAGCGGTAGAAAAGAAAACA		29250		0

		46879		CUST_36476_PI390587928		1.8344955		1.4901948		1.2746354		1.3029752		1.9773632		3.04481		5.765324		4.4196925		3.671511		5.9055157		5.304471		3.8806314		1.1040976		2.937554		22.48185		8.67412		3.5727015		21.337524		16.334333		5.9696913		1.8370154		1.5546153		4.490689		3.1167173		0.14286768		4.415321		4.0298357		2.5776563		Yes		Yes		Yes		U35_44k_v1_46879		LOC_Os06g12330.1		gb|EAZ36355.1| 4e-14  hypothetical protein OsJ_019838 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12330.1 5e-16 AAP8 putative expressed		CTGTCGACTGCGGCGTGTACACCACCATGTACATGGTCGTGTATGGGATCTACCATATCG		31595		0

		39846		CUST_31508_PI390587928		7.298786		7.2191033		7.1968226		7.7703648		6.898468		6.9647965		5.352343		6.74245		6.370542		6.2504277		5.6436706		7.4619193		-1.319799		-1.1927625		-3.5912337		-2.0390747		-1.9029585		-1.9570432		-2.934576		-1.2383726		-0.9282441		-0.2543068		-1.8444796		-1.0279145		-0.40031815		-0.9686756		-1.5531521		-0.30844545		No		Yes		Yes		U35_44k_v1_39846		LOC_Os02g38430.1		gb|EAZ23680.1| 3e-88  hypothetical protein OsJ_007163 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g38430.1 8e-90 steroid nuclear receptor ligand-binding putative expressed		AGCCCCAGCACGGATTACATCATTTAAGAGTAGCTTTGATGAGTTCAATCCATTTAAGTT		36079		AT5G40640.1

		5430		CUST_21482_PI390587928		9.30992		10.005306		9.504269		8.694221		9.119834		9.726547		11.034295		9.974396		9.420053		10.157822		10.492656		8.424705		-1.1408321		-1.2131509		2.8879113		2.4286847		1.0793271		1.1115057		1.9839658		-1.2054033		0.11013222		-0.278759		1.5300264		1.2801752		-0.19008636		0.15251541		0.9883871		-0.269516		No		Yes		Yes		U35_44k_v1_5430		LOC_Os01g52530.1		ref|NP_001044108.1| e-176  Os01g0723600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52530.1 1e-177 ribose-phosphate pyrophosphokinase 3 putative expressed		CAGGCCAAGCGAGTCATACGTCTGCTATATAAATAAAAAAGATCGAGTAATTTTATCTGA		11768		AT1G10700.1

		2004		CUST_18099_PI390587928		6.3450923		5.5818996		5.459862		5.7520847		5.4197383		5.955728		9.003386		8.260177		5.9751554		6.2286067		8.547732		6.1157937		-1.8991501		1.2957869		11.660222		5.688672		-1.2922963		1.5655906		8.5024		1.2867297		-0.36993694		0.3738284		3.5435233		2.508092		-0.925354		0.64670706		3.0878701		0.36370897		No		Yes		Yes		U35_44k_v1_2004		LOC_Os03g10110.1		gb|EAY88907.1| 9e-14  hypothetical protein OsI_010140 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10110.1 2e-15 preproMP73 putative expressed		GAAGAGCTTGTGCATTATGCCTACGTATAATAAAATAAAAGGGCTGTTCATCGCTAAAAA		4844		0

		48564		CUST_15451_PI390587928		10.579711		9.723317		9.795208		9.818986		10.276748		9.079216		8.275177		8.980262		9.76643		8.7756		8.307715		9.306718		-1.2336757		-1.5627654		-2.8679721		-1.7884678		-1.7572032		-1.9288176		-2.804012		-1.4262908		-0.81328106		-0.64410114		-1.520031		-0.83872414		-0.30296326		-0.9477167		-1.4874926		-0.51226807		No		Yes		Yes		U35_44k_v1_48564		LOC_Os05g33600.1		gb|EAY98009.1| 2e-34  hypothetical protein OsI_019242 [Oryza sativa (indica cultivar-group)]		LOC_Os05g33600.1 1e-37 cytochrome P450 72A1 putative expressed		ATAGAAATTGTAACATCTCGAAGGCCAGTGTGTATAGAAACTAGTATGCTCGCGACAGTA		50453		AT3G14690.1

		45011		CUST_10178_PI390587928		3.921112		3.566906		3.011933		3.8538682		2.9336607		2.913895		3.2044847		2.016121		2.337868		2.3043225		2.6213515		2.4968135		-1.9826792		-1.5724467		1.142783		-3.5745146		-2.9964287		-2.39925		-1.3109218		-2.561617		-1.5832441		-0.6530111		0.19255161		-1.8377473		-0.9874513		-1.2625835		-0.3905816		-1.3570547		Yes		Yes		Yes		U35_44k_v1_45011		LOC_Os01g09790.1		gb|EAZ10880.1| 3e-20  hypothetical protein OsJ_000705 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g09790.1 7e-22 calmodulin binding protein putative expressed		AGGGAGGATTGCATCAAGAGCAAGCTGCTAGTTCCGTCCGTGCTTGGAGTTGGAGGCAAG		43366		0

		30568		CUST_28343_PI390587928		4.7149625		5.3405747		5.838627		4.6936316		4.9039435		4.711179		4.070366		3.607087		4.5468683		4.91152		4.717752		3.8459346		1.1399583		-1.5469172		-3.406431		-2.1236482		-1.1235732		-1.3463511		-2.1747882		-1.7996259		-0.16809416		-0.62939596		-1.768261		-1.0865448		0.18898106		-0.42905474		-1.1208749		-0.847697		No		Yes		Yes		U35_44k_v1_30568		-		ref|XP_001687434.1| 8e-66  ribosomal protein S7, putative [Leishmania major strain Friedlin]		LOC_Os03g18570.1 5e-28 40S ribosomal protein S7 putative expressed		TGTACTTTATTGAGGACCTTAAGTCGCCCAACATGGCCGTCCTGACGCTGCCTCACCTCC		30541		AT5G16130.1

		2359		CUST_7206_PI390587928		5.928968		5.81603		5.339548		5.166815		6.258993		7.1146927		7.633574		6.842443		6.6757026		7.379664		7.1960893		4.954086		1.2570354		2.4600074		4.9042273		3.1945841		1.6779906		2.9559746		3.621384		-1.1588782		0.7467346		1.2986627		2.294026		1.6756282		0.3300252		1.5636339		1.8565412		-0.21272898		Yes		Yes		Yes		U35_44k_v1_2359		LOC_Os11g33120.3		gb|ABA94089.2| 0.0  respiratory burst oxidase protein D, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g33120.3 0.0 respiratory burst oxidase protein D putative expressed		TACAGTCTGATCAATGTTCTAATCAATCTCCGTGCTTAACTGAAGTGCAGTGGGGAATTT		6355		AT5G47910.1

		3834		CUST_6385_PI390587928		7.187065		7.542497		8.553797		7.850226		6.989675		7.2000504		6.594848		6.600222		6.6159873		6.7848167		7.001053		7.5379157		-1.1466222		-1.2679051		-3.8877854		-2.3784206		-1.485633		-1.69077		-2.9337459		-1.2416945		-0.5710778		-0.3424468		-1.9589486		-1.2500038		-0.19739008		-0.7576804		-1.5527439		-0.31231022		No		Yes		Yes		U35_44k_v1_3834		LOC_Os01g25990.3		gb|EAY74012.1| e-166  hypothetical protein OsI_001859 [Oryza sativa (indica cultivar-group)]		LOC_Os01g25990.2 1e-168 retrotransposon protein putative Ty1-copia subclass expressed		CAGGCTCATGAGTACTAGTGTCACATAATAGACGTTCATTTGTTTAGGGAATGATTTTTT		10935		AT1G54570.1

		8105		CUST_5772_PI390587928		8.423725		8.1286955		8.210263		10.703212		8.616857		8.501537		9.237426		11.287167		8.036895		8.044826		9.843104		11.461586		1.1432425		1.294901		2.038012		1.4989526		-1.3075175		-1.0598572		3.1012313		1.6915833		-0.38683033		0.37284184		1.0271626		0.5839548		0.19313145		-0.083869934		1.6328411		0.7583742		No		Yes		Yes		U35_44k_v1_8105		LOC_Os01g52010.1		gb|EAZ13340.1| 6e-48  hypothetical protein OsJ_003165 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52010.1 1e-49 alliin lyase precursor putative expressed		CTACTTAGAAAAATGTTCCCATGCTGTATTGAGTGGAGGAATAATGAGCACATACTAGTT		26136		AT1G34040.1

		41496		CUST_26970_PI390587928		7.1150603		6.8699822		5.2434106		5.75585		7.4455147		7.5206704		7.789444		7.4005446		7.0971694		7.8591104		7.832315		6.7044425		1.2574093		1.5699168		5.8402634		3.126817		-1.0124782		1.984985		6.016416		1.9299891		-0.01789093		0.6506882		2.5460334		1.6446948		0.33045435		0.9891281		2.5889044		0.94859266		Yes		No		No		U35_44k_v1_41496		LOC_Os02g53200.2		gb|EAZ40140.1| 1e-56  hypothetical protein OsJ_023623 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35350.3 2e-58 hydrolase hydrolyzing O-glycosyl compounds putative expressed		ATATCTACCCGTACTACACGTACACGTTTCAGCCCAACGTGATCGACCTCAACTACGCGA		18116		AT2G05790.1

		3574		CUST_34299_PI390587928		3.5971534		2.2907736		3.243181		2.814206		4.3733954		4.279409		6.5385766		4.423948		4.7594767		5.0251155		6.1262226		3.5842981		1.7126639		3.968614		9.817772		3.0519724		2.2381756		6.6545534		7.3770375		1.7053788		1.1623232		1.9886353		3.2953956		1.6097419		0.776242		2.7343419		2.8830416		0.77009225		Yes		Yes		Yes		U35_44k_v1_3574		LOC_Os09g32840.1		ref|NP_001063606.1| 0.0  Os09g0506000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32840.1 0.0 nucleotide pyrophosphatase/phosphodiesterase putative expressed		ATTTTATTAATGCGGATGCTACAAATCGTCGAGCAGCTACCATGTAGTCCCATGCAGCAG		11766		AT5G50400.1

		19085		CUST_11809_PI390587928		9.714091		9.878148		9.972973		9.510652		9.6481285		9.64686		8.834972		9.140164		9.2872925		9.386626		9.298164		9.490976		-1.0467833		-1.1738825		-2.200758		-1.2927893		-1.3442476		-1.4059272		-1.5963849		-1.0137312		-0.42679882		-0.23128796		-1.1380005		-0.3704872		-0.06596279		-0.49152184		-0.6748085		-0.019675255		No		Yes		Yes		U35_44k_v1_19085		LOC_Os06g13660.1		gb|EAZ36467.1| 0.0  hypothetical protein OsJ_019950 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13660.1 0.0 alanyl-tRNA synthetase putative expressed		ACTTCTTCCAAATGCTACACGTACCGTGGCAAGTGAAGGCTCATGTTAATCATTTTGTAG		12718		AT5G22800.1

		24325		CUST_38982_PI390587928		5.4863877		5.71978		5.077711		5.5888476		6.639265		7.1493497		6.1439896		5.6890407		7.0488706		7.6151905		6.4547935		5.571873		2.2235692		2.6936636		2.0940247		1.0719168		2.953617		3.7202783		2.5974255		-1.0118353		1.5624828		1.4295697		1.0662785		0.10019302		1.1528773		1.8954105		1.3770823		-0.01697445		Yes		Yes		Yes		U35_44k_v1_24325		LOC_Os05g44270.1		ref|NP_001044236.1| 2e-19  Os01g0747800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g54400.1 5e-21 DNA-binding WRKY putative expressed		AGAAGCCGGCTTTCAAGCTCTACGAGCGCCGGAGCAGCATGAAGAACCTCAAGATGATCG		19903		0

		16253		CUST_28415_PI390587928		15.846969		15.227765		14.892894		11.9738035		14.96455		14.794133		12.698845		12.18867		15.10473		15.089946		14.249835		10.262478		-1.8434632		-1.3506294		-4.575879		1.1605966		-1.6727699		-1.1002408		-1.5616366		-3.2746158		-0.742239		-0.4336319		-2.194049		0.21486664		-0.88241863		-0.13781929		-0.6430588		-1.7113256		No		Yes		Yes		U35_44k_v1_16253		LOC_Os09g36680.1		gb|AAM80567.1| e-130  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 1e-112 ribonuclease 3 precursor putative expressed		GCCTGAACTCTGGACCATTATATTGTGCTATGTCTTTCCTATATGCTAATATAGAAGTAA		5057		AT1G26820.1

		16553		CUST_19752_PI390587928		12.202107		11.924229		12.337479		12.02032		11.882687		11.57264		11.27769		11.543335		11.770513		11.514443		11.565429		11.924504		-1.2478294		-1.2759645		-2.0846262		-1.3918319		-1.3487238		-1.3284881		-1.7076945		-1.0686694		-0.43159485		-0.35158825		-1.0597887		-0.47698498		-0.3194208		-0.40978527		-0.7720499		-0.09581566		No		Yes		Yes		U35_44k_v1_16553		LOC_Os02g10310.1		ref|NP_001046195.1| 0.0  Os02g0196800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10310.1 0.0 fumarylacetoacetase putative expressed		CTTTAGGAGAAGAGAGATGTCGCGATTACTATTTACTAGTGTGTGATAACATGATTACTT		5601		AT1G12050.1

		48919		CUST_34879_PI390587928		5.878549		6.2395453		6.795175		6.19236		5.47796		5.3816657		5.5137897		5.4819493		5.3951707		5.1727185		5.523379		5.5320296		-1.3200467		-1.8123727		-2.430723		-1.6362697		-1.3980136		-2.0948207		-2.4146202		-1.5804445		-0.4833784		-0.85787964		-1.2813854		-0.7104106		-0.400589		-1.0668268		-1.2717962		-0.6603303		No		Yes		Yes		U35_44k_v1_48919		-		No hits found		No hits found		TGTTTCCAGTCAAGAGTGGTTTAAGTTTGCTTTGAAAGAAAGAATCCCTCCCCTTCCCCG		37234		0

		1456		CUST_7690_PI390587928		12.074997		12.029965		12.006904		11.168132		11.854074		11.862392		10.9536705		10.634346		11.854466		11.7451515		11.291263		11.168933		-1.1654793		-1.1231674		-2.0751753		-1.4477233		-1.165162		-1.2182531		-1.6422127		1.0005554		-0.22053051		-0.16757298		-1.0532331		-0.5337858		-0.22092342		-0.28481388		-0.715641		8.01E-04		No		Yes		Yes		U35_44k_v1_1456		LOC_Os04g43360.2		ref|NP_001053302.1| 0.0  Os04g0513100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43360.1 0.0 beta-glucosidase chloroplast precursor putative expressed		ATGTAGAGATATTTATGTTTGTGAATAGACCATGCATGGCGCAGCATTTACCCTAAAAAA		8927		AT1G61820.1

		23473		CUST_32103_PI390587928		7.184198		7.68063		7.5130677		6.552214		6.217093		6.6380944		5.865633		5.8515344		5.5457306		6.6736884		6.3440967		6.4277496		-1.9549137		-2.059845		-3.132761		-1.6252704		-3.113349		-2.0096467		-2.2485127		-1.090103		-1.6384673		-1.0425358		-1.6474347		-0.7006798		-0.9671049		-1.0069418		-1.1689711		-0.12446451		Yes		No		No		U35_44k_v1_23473		LOC_Os06g30950.1		ref|NP_001047487.1| 2e-70  Os02g0628200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g30950.1 4e-73 integral membrane protein like putative expressed		TCTGGAAAGCCATTTCTTTCCGTTCTTAAATTTCTTTTGTAGAGAAGGAAAAAAGGGTTC		None		AT2G30460.2

		18639		CUST_31760_PI390587928		8.032783		7.2353606		7.2918916		9.977916		8.78165		9.569463		10.722725		11.203045		8.758689		9.826752		10.54358		10.940224		1.6804726		5.042371		10.784096		2.3377638		1.6539394		6.0267954		9.524797		1.9484243		0.7259064		2.3341022		3.4308333		1.2251291		0.74886703		2.591391		3.2516885		0.96230793		Yes		Yes		Yes		U35_44k_v1_18639		LOC_Os10g04730.1		ref|NP_001064126.1| e-149  Os10g0136500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04730.1 1e-151 protein kinase putative expressed		GTATTTCAAATGTGTGGTTTATGTACCCTAAGAAGTATAAGAGAAGGCTTCGAAGCTAAA		14572		AT1G11330.1

		6818		CUST_18619_PI390587928		6.103228		6.8320465		5.0002155		6.474767		4.882951		5.7067285		4.163801		5.193401		4.6979547		4.94655		4.6260247		6.0406003		-2.329915		-2.1814964		-1.7856067		-2.4306908		-2.6486797		-3.6948009		-1.2961124		-1.3511304		-1.4052734		-1.125318		-0.83641434		-1.2813663		-1.2202773		-1.8854966		-0.3741908		-0.4341669		Yes		No		No		U35_44k_v1_6818		LOC_Os12g41140.2		gb|ABA99819.2| 3e-77  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41140.1 6e-79 expressed protein		GTATTCTGTCTTTCTAGGCTGGGCAGAATCTACTGTCTGCAAGGTGAATGCAAAAGCAAA		19655		AT5G43870.1

		28838		CUST_41256_PI390587928		11.357337		11.516118		11.754161		11.7474165		10.894017		10.923355		10.566962		10.943443		10.803146		10.734916		10.70903		11.641934		-1.3787107		-1.5081322		-2.2771015		-1.7459028		-1.4683447		-1.7185625		-2.0635533		-1.0758538		-0.55419064		-0.59276295		-1.1871986		-0.8039732		-0.46331978		-0.7812023		-1.0451307		-0.1054821		No		Yes		Yes		U35_44k_v1_28838		-		No hits found		No hits found		GCAAGTGTATGCCCTACTTGTCACTCTTTCAGTTATGTATTGTTATGATTGTCTCGCTTG		27921		0

		19208		CUST_40197_PI390587928		9.068029		8.99875		9.396072		9.096916		10.667174		11.039842		10.7608185		9.588116		10.974111		11.546677		10.7234125		9.1453085		3.0296369		4.115569		2.57531		1.4056131		3.7478967		5.8479333		2.5093958		1.0341119		1.9060812		2.041092		1.3647461		0.4911995		1.5991449		2.547927		1.3273401		0.048392296		Yes		Yes		Yes		U35_44k_v1_19208		LOC_Os01g72690.2		ref|NP_001045444.1| 0.0  Os01g0957000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72690.2 0.0 NAD kinase 1 putative expressed		GCTACTCAAAATGTATGTAGAGAAAATACACACACGGCATGTATAGTCGCACCGTACCCC		12751		AT3G21070.2

		35441		CUST_32131_PI390587928		5.448076		5.6268215		3.2124033		4.7266555		5.1967826		5.262898		8.809562		8.051205		5.763475		5.831552		6.6892667		3.8988302		-1.1902735		-1.286921		48.40749		10.018185		1.2443559		1.1524711		11.133717		-1.7750077		0.31539917		-0.36392355		5.5971584		3.3245492		-0.25129318		0.20473051		3.4768634		-0.8278253		No		Yes		Yes		U35_44k_v1_35441		-		No hits found		LOC_Os03g36620.1 5e-05 retrotransposon protein putative unclassified		GTTTGGTTGAAGATTAATTTTGCCAAGCCTAAATGTGGCAAGCCATAAAGTATGATTGAA		None		0

		16652		CUST_1299_PI390587928		11.655503		11.557884		13.072048		12.145663		12.257745		12.4673395		14.165935		12.281686		12.42067		13.39711		13.725568		12.405365		1.5180733		1.8783362		2.1344826		1.0988714		1.6995659		3.5781796		1.573001		1.1972312		0.7651663		0.9094553		1.0938864		0.13602257		0.6022415		1.8392258		0.65351963		0.25970173		No		Yes		Yes		U35_44k_v1_16652		LOC_Os06g04280.1		ref|NP_001056712.1| 0.0  Os06g0133900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04280.1 0.0 3-phosphoshikimate 1-carboxyvinyltransferase chloroplast precursor putative expressed		AGTGCGTTGGCCTTGATGTAAAATGAAATGTATTGCGCACTGTATTCGTTTTTTGAATAA		5905		AT2G45300.1

		9437		CUST_11131_PI390587928		6.76454		6.561777		6.5233307		6.641846		6.647579		6.577881		5.6235137		6.081959		6.2000775		5.936935		5.401842		6.4986787		-1.0844481		1.0112247		-1.8658292		-1.4741541		-1.4788367		-1.5420421		-2.1757135		-1.1043271		-0.56446266		0.016103745		-0.899817		-0.5598874		-0.116961		-0.62484217		-1.1214886		-0.1431675		No		Yes		Yes		U35_44k_v1_9437		-		gb|EAY73033.1| 1e-20  hypothetical protein OsI_000880 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11850.1 9e-15 hypothetical protein		ATTATATTATGGAATCCATCGAATACTGTAACACCACCACAATCATCTGAACAAGCTACC		52282		0

		37638		CUST_40128_PI390587928		10.291512		10.714737		8.871171		8.888867		10.381033		9.189236		9.151288		11.353559		10.810927		9.660279		8.367963		8.11044		1.0640172		-2.8788671		1.2142934		5.5200877		1.4333748		-2.0769372		-1.4173619		-1.7152598		0.51941586		-1.5255013		0.28011703		2.4646912		0.08952141		-1.0544577		-0.50320816		-0.7784271		No		Yes		Yes		U35_44k_v1_37638		LOC_Os03g40130.1		No hits found		No hits found		ATTATTACATTCGGCATTCGGATTCGTAGTAGGACACTCCTCCGTGTTATGCGTGTGTTG		14924		0

		46602		CUST_37820_PI390587928		6.955277		6.5153136		7.1721063		6.626842		6.7538514		6.3602166		5.836333		5.823181		6.388508		5.922121		6.1759496		6.3799777		-1.1498339		-1.1134965		-2.5241077		-1.7455248		-1.4812027		-1.5085814		-1.9946791		-1.1866252		-0.5667691		-0.15509701		-1.3357735		-0.80366087		-0.20142555		-0.5931926		-0.9961567		-0.24686432		No		Yes		Yes		U35_44k_v1_46602		LOC_Os11g10040.3		gb|EAZ17760.1| 2e-05  hypothetical protein OsJ_031969 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g10040.3 9e-07 mTERF family protein expressed		TGAACCATGATGCCAGAATCATCTTACGGCTGATTCTTAACCTTTCTTTTCCTGCTACTG		46906		0

		22570		CUST_38053_PI390587928		1.7545519		3.5137522		1.8476733		2.26867		1.9356083		3.0611026		6.6473885		4.557897		2.4779816		3.7526333		5.5710006		1.7716306		1.1337137		-1.3685514		27.852116		4.8879414		1.6511025		1.1800771		13.207881		-1.4113144		0.7234297		-0.4526496		4.799715		2.289227		0.18105638		0.23888111		3.7233272		-0.49703944		No		Yes		Yes		U35_44k_v1_22570		-		No hits found		No hits found		CTTTACACTGTAAATTTTGTACGCGCCCATGTGTAAAAAATAGCTTACGTGTGTGTGCGC		20755		0

		718		CUST_41506_PI390587928		6.4516454		6.70907		7.123403		7.0143204		5.8113046		6.0961976		5.584807		6.4804115		5.345041		5.323605		5.4498653		6.476072		-1.5586973		-1.5293012		-2.9051168		-1.4478467		-2.1533825		-2.6125617		-3.1899586		-1.4522084		-1.1066046		-0.6128726		-1.5385962		-0.53390884		-0.6403408		-1.3854651		-1.6735377		-0.53824854		Yes		Yes		Yes		U35_44k_v1_718		LOC_Os06g06250.1		ref|NP_001056855.1| 0.0  Os06g0156600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g06250.1 0.0 alpha-L-fucosidase 2 precursor putative expressed		TGCTTTTCCCCTGCATCATTGATCAACCTGCTATGCTTCCAAGCTCTCTTTCTTGAGAGA		3024		AT5G45910.1

		5542		CUST_13717_PI390587928		6.205115		5.981851		5.6105723		7.13376		6.5830855		7.4414687		8.403877		8.587802		6.709932		8.00064		8.499434		9.190443		1.2995126		2.7503545		6.93216		2.7397456		1.4189434		4.0524344		7.4068604		4.160287		0.504817		1.4596176		2.793305		1.454042		0.3779707		2.0187888		2.8888621		2.056683		Yes		Yes		Yes		U35_44k_v1_5542		LOC_Os03g38590.1		ref|NP_001050560.1| e-128  Os03g0582200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38590.1 1e-130 SC3 protein putative expressed		ACTTAGTTCATATTGCTTTCTGTGTGTATGCAGCTATTTCTCCTTCAATTCTGTTTGTGG		21903		AT2G20840.1

		45484		CUST_6559_PI390587928		7.5107827		8.287597		8.892402		8.362679		7.4111857		7.7151637		7.86052		7.6199927		7.0037537		7.06106		7.80712		8.544206		-1.0714741		-1.4870292		-2.0446897		-1.673288		-1.4211206		-2.3400457		-2.12179		1.1340837		-0.50702906		-0.572433		-1.0318818		-0.7426858		-0.09959698		-1.2265368		-1.0852818		0.18152714		No		Yes		Yes		U35_44k_v1_45484		-		No hits found		No hits found		GGCTTTGATATCAATTTAATGTTGTGCTCTATCATCCACCTTGTAAGGCTATCACCTATA		44434		0

		30975		CUST_28327_PI390587928		2.5058677		3.3918877		2.6342647		3.3663359		5.3862424		7.186415		6.4157586		4.655661		6.079044		6.8746696		6.5733376		1.825874		7.3634133		13.876074		13.751279		2.444137		11.902363		11.179485		15.338366		-2.9088762		3.5731761		3.7945275		3.781494		1.2893252		2.8803747		3.482782		3.9390728		-1.5404619		Yes		Yes		Yes		U35_44k_v1_30975		-		No hits found		LOC_Os03g30519.2 2e-04 expressed protein		ATAACAGAATCGACAACTTTCCCATCTGATCTCGGCTTTTGTTTTAAGCCACTGCCGCAC		31112		0

		8325		CUST_20623_PI390587928		9.445611		9.741452		9.289999		9.52726		9.588548		9.901199		10.562137		9.574937		9.723994		10.383828		10.385199		9.810794		1.1041504		1.1170913		2.4151917		1.0335994		1.212835		1.5608977		2.1364264		1.2171729		0.27838326		0.15974712		1.2721376		0.04767704		0.1429367		0.64237595		1.0951996		0.28353405		No		Yes		Yes		U35_44k_v1_8325		LOC_Os05g48370.1		ref|NP_001056289.1| 3e-65  Os05g0557500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48370.1 7e-67 expressed protein		ACATACATGCATGTATACGGCAGAAGGAAACAAAGATCAGGCAAGGTTCGCAGTTCCAAA		25397		AT4G21700.1

		23047		CUST_30234_PI390587928		7.440163		7.0582848		6.3529434		6.5477624		7.8306737		6.9327846		7.759908		7.6835246		7.9239006		7.4564404		7.5570674		6.952816		1.3108572		-1.0908859		2.6517868		2.1973462		1.3983616		1.3178221		2.3039732		1.3241382		0.48373747		-0.1255002		1.4069648		1.1357622		0.39051056		0.3981557		1.204124		0.40505362		No		Yes		Yes		U35_44k_v1_23047		LOC_Os05g42270.1		ref|NP_001055974.1| e-121  Os05g0502200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42270.1 1e-122 1-acyl-sn-glycerol-3-phosphate acyltransferase 4 putative expressed		GAACATGGTTTGCCTATTCTGAAAAATGTCCTCCTCCCAAAGATAAAGGGTTTCAACTGC		17429		AT3G18850.4

		48104		CUST_26127_PI390587928		6.3211575		6.349049		6.8686233		7.6486564		7.61879		8.916648		11.043713		10.164277		8.390549		9.793832		10.935624		9.714057		2.4582517		5.9282193		18.064548		5.7184362		4.1970954		10.888873		16.760588		4.1855016		2.0693913		2.5675988		4.1750894		2.5156207		1.2976327		3.4447827		4.067001		2.0654006		Yes		Yes		Yes		U35_44k_v1_48104		LOC_Os09g36290.2		ref|NP_001063768.1| 4e-10  Os09g0533300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36290.1 1e-11 phosphatase DCR2 putative expressed		TTGCAATTGAGTTCAGATGTCAAATGGAAATGAGAATACCAATGGCAATGCAGCCTTTAT		17038		0

		14950		CUST_4546_PI390587928		12.770612		12.360081		12.986266		13.545269		15.237523		15.125699		17.423899		15.757382		15.718364		15.647775		16.760647		14.919014		5.528589		6.800394		21.67008		4.6335354		7.715459		9.7655		13.683645		2.5914237		2.947752		2.7656183		4.4376326		2.2121134		2.4669113		3.287694		3.7743807		1.373745		Yes		Yes		Yes		U35_44k_v1_14950		LOC_Os08g08990.1		gb|ABG46235.1| e-119  germin-like protein 4c [Hordeum vulgare subsp. vulgare]		LOC_Os08g08990.1 1e-101 germin-like protein subfamily 1 member 11 precursor putative expressed		TGGAAAAAGATACAATAGATTGGCTCCAGGCTCAGTTCTGGGAGAACAACCAAACTAAGT		3150		AT5G39110.1

		4256		CUST_30949_PI390587928		11.239408		11.346356		11.564373		11.786351		10.806747		10.855183		9.760803		10.539144		10.36228		10.095695		9.996623		11.4798765		-1.34972		-1.4055879		-3.4908292		-2.3738153		-1.8367149		-2.3795056		-2.9644203		-1.236682		-0.87712765		-0.49117374		-1.8035698		-1.2472076		-0.4326601		-1.2506618		-1.56775		-0.3064747		Yes		Yes		Yes		U35_44k_v1_4256		LOC_Os12g01360.1		gb|ABA91056.1| e-149  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01330.1 1e-151 expressed protein		CCAATATATGATGATCGTACATGTGGTGCTGCAAATATATGGTATTAGACTTAGGGTTTT		11306		AT2G29970.1

		25455		CUST_33961_PI390587928		10.813121		10.859471		10.746663		10.570144		10.491008		10.408565		9.255902		9.802224		10.262792		10.068431		9.434278		10.424714		-1.2501602		-1.3668991		-2.8103714		-1.7028124		-1.4644198		-1.7303219		-2.4835186		-1.10606		-0.5503292		-0.45090675		-1.4907608		-0.76791954		-0.32211304		-0.7910404		-1.3123856		-0.14542961		No		Yes		Yes		U35_44k_v1_25455		LOC_Os01g59490.1		emb|CAO18302.1| 6e-08  unnamed protein product [Vitis vinifera]		LOC_Os01g59490.1 2e-09 L-2-hydroxyglutarate dehydrogenase mitochondrial precursor putative expressed		GCTTGTGTCTCTGAGCAAAAGTATATGCAATAAAGCGTCTGTTGACCATTTGATGACAAA		None		0

		22994		CUST_33429_PI390587928		7.184255		8.120331		9.19062		9.209945		6.732654		7.739162		8.101716		7.8857174		6.474609		7.168714		8.138043		9.320802		-1.367557		-1.3023967		-2.1271243		-2.5039876		-1.635403		-1.9340389		-2.0742316		1.0798695		-0.7096462		-0.38116884		-1.0889044		-1.3242273		-0.45160103		-0.95161676		-1.052577		0.11085701		No		Yes		Yes		U35_44k_v1_22994		-		gb|EAZ06184.1| 3e-12  hypothetical protein OsI_027416 [Oryza sativa (indica cultivar-group)]		LOC_Os08g14850.1 2e-13 resistance protein putative expressed		GTGTTAACTTTACTTTTATTCAACTAGCAAAACAGACTGTGCGTCCAACCGGAGAAAAAA		24601		0

		44907		CUST_31756_PI390587928		10.582231		10.310218		10.614086		10.652282		9.416871		9.01779		8.897914		7.810159		9.079425		8.802104		9.467333		9.797638		-2.242891		-2.4493995		-3.285635		-7.1707425		-2.833933		-2.8443792		-2.2141504		-1.8083123		-1.5028057		-1.292428		-1.7161722		-2.8421226		-1.1653595		-1.5081139		-1.1467533		-0.8546438		Yes		Yes		Yes		U35_44k_v1_44907		LOC_Os04g46890.2		ref|NP_001053516.1| 2e-11  Os04g0555400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g04850.2 2e-13 pre-mRNA-splicing factor 31 putative expressed		TAATGTAAGCCCAAAAAGCGCCCCAGAACATGACAAGGTTTGAAGTCAGGCGTTACCTAT		43156		0

		31511		CUST_17267_PI390587928		11.1542845		10.80983		11.851486		11.2769165		11.211365		10.472069		10.598759		10.537215		11.146289		10.169813		10.713631		11.091903		1.0403582		-1.2637937		-2.382915		-1.6698301		-1.0055575		-1.558347		-2.200537		-1.1368278		-0.0079956055		-0.33776093		-1.2527275		-0.7397013		0.05708027		-0.64001656		-1.1378555		-0.18501377		No		Yes		Yes		U35_44k_v1_31511		LOC_Os07g05000.1		gb|EAZ02747.1| 2e-38  hypothetical protein OsI_023979 [Oryza sativa (indica cultivar-group)]		LOC_Os07g05000.1 4e-40 aldo-keto reductase yakc putative expressed		AAACTCAAGGATGCCAAAGGAGCATTCGATGCGAGCGTTGATAGTGGAATAACCTTCTTC		5619		AT1G06690.1

		908		CUST_27710_PI390587928		6.1198177		4.643782		5.1300607		6.8425927		6.908461		8.191088		6.391186		10.973561		4.906658		7.487554		6.1204762		3.8717854		1.7274493		11.690831		2.3968267		17.520458		-2.3184483		7.1789455		1.9867572		-7.8397484		-1.2131596		3.5473056		1.2611256		4.1309686		0.78864336		2.843772		0.9904156		-2.9708073		Yes		No		No		U35_44k_v1_908		LOC_Os12g36210.1		emb|CAB71340.2| 4e-26  putative proteinase inhibitor [Hordeum vulgare subsp. vulgare]		LOC_Os12g36210.1 5e-23 subtilisin-chymotrypsin inhibitor CI-1B putative expressed		AATAAGCATGGATCAATAAATAGATGCTGACCACCAGCATGCTACCTGTGGATCAAAAAA		1010		0

		17086		CUST_5506_PI390587928		11.589181		12.313287		11.951183		11.102935		10.732541		11.481652		9.339107		8.972504		9.904334		10.798533		10.250946		10.539887		-1.8108159		-1.7797005		-6.1138315		-4.3784833		-3.2150626		-2.8574996		-3.249544		-1.4773866		-1.6848469		-0.8316345		-2.6120768		-2.1304312		-0.85663986		-1.5147533		-1.7002373		-0.5630474		Yes		Yes		Yes		U35_44k_v1_17086		LOC_Os08g43270.1		ref|NP_001062419.1| 1e-84  Os08g0546100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g43270.1 2e-85 protein binding protein putative expressed		GTGTATAGTATTGTACAGTGTACATCAAACCATCAATTACCATTACATGTGCCTGTCTAA		8760		AT5G52060.1

		15906		CUST_25211_PI390587928		11.1808		11.518318		10.777011		11.7025795		11.232816		11.384887		11.939926		11.71579		11.234965		11.533157		11.757419		11.800912		1.036712		-1.0968995		2.2390943		1.0091988		1.038258		1.0103388		1.9730229		1.0705353		0.054164886		-0.13343143		1.1629152		0.013210297		0.052015305		0.014839172		0.9804077		0.098332405		No		Yes		Yes		U35_44k_v1_15906		LOC_Os09g04110.2		gb|AAS58474.1| 0.0  coatomer alpha subunit [Hordeum vulgare subsp. vulgare]		LOC_Os09g04110.2 0.0 coatomer subunit alpha putative expressed		TTGTGTCAGTTATATTCTACCTACCAGAGATTTTTTATCACCCAACTTGCGAGGAATAAG		9290		AT2G21390.1

		43061		CUST_24871_PI390587928		5.911369		5.8680234		5.1567674		5.603853		7.767458		8.772294		10.017606		10.037955		8.65303		9.926254		9.642994		8.470046		3.6202495		7.4863925		29.057495		21.617115		6.688402		16.659012		22.41242		7.2913847		2.7416615		2.9042706		4.8608384		4.434102		1.8560891		4.058231		4.4862266		2.8661928		Yes		Yes		Yes		U35_44k_v1_43061		LOC_Os04g10160.1		gb|EAZ29928.1| 1e-18  hypothetical protein OsJ_013411 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g10160.1 2e-20 cytochrome P450 CYP99A1 putative expressed		TGAGGGCAATCTTGAATTCCCCATCGACATGACAAACATCAAGGCGATCATATCGGATAT		39246		0

		44600		CUST_9373_PI390587928		3.9046133		4.6463227		4.6166987		4.4989123		3.3516693		3.6890526		3.8279316		3.7119036		3.3528512		2.939026		3.6658256		3.2201843		-1.4670763		-1.9416325		-1.7275975		-1.7254932		-1.465875		-3.2654834		-1.9330422		-2.4262497		-0.5517621		-0.95727015		-0.7887671		-0.78700876		-0.55294394		-1.7072966		-0.95087314		-1.278728		Yes		No		No		U35_44k_v1_44600		-		gb|EAZ07297.1| 1e-10  hypothetical protein OsI_028529 [Oryza sativa (indica cultivar-group)]		No hits found		TGTCTTACTACAGCTTGTATGCACCCTCGCTACCGCCCACAGCTCTGAGGACTTACGAGC		42520		0

		27947		CUST_6425_PI390587928		4.2347903		3.807698		2.3104138		3.6596832		3.484151		3.4194758		2.988801		2.3536465		3.595143		3.3371315		1.8742919		2.8315818		-1.6825384		-1.3087796		1.6003497		-2.4726133		-1.5579482		-1.3856535		-1.3529626		-1.7753475		-0.63964725		-0.38822222		0.67838717		-1.3060367		-0.75063944		-0.4705665		-0.43612194		-0.8281014		No		Yes		Yes		U35_44k_v1_27947		LOC_Os05g41160.1		gb|EAZ34767.1| 3e-24  hypothetical protein OsJ_018250 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41160.1 4e-24 expressed protein		TTTCCCATGCAAACTAAGACTGATGTTCATATTTTCCATGGTGGGTGGTTAGGATACGGA		24610		0

		16295		CUST_29322_PI390587928		5.3249373		5.9142118		4.515051		5.378412		5.1882987		5.6581974		5.9472446		6.059648		5.5702953		5.8311143		5.762815		5.695123		-1.0993408		-1.194175		2.6985674		1.6035132		1.1853869		-1.0592899		2.374731		1.2454883		0.24535799		-0.25601435		1.4321938		0.68123627		-0.13663864		-0.08309746		1.2477641		0.31671143		No		Yes		Yes		U35_44k_v1_16295		LOC_Os01g37837.1		ref|NP_001049278.1| 0.0  Os03g0198400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10190.1 0.0 seryl-tRNA synthetase putative expressed		TTTGTTATTTCAAGCTGACGTGTAAATCACTCGTTACCTGAGTGGCAGTGGTACGTGTGG		None		AT5G27470.1

		7055		CUST_41365_PI390587928		5.388946		5.982147		5.8658814		5.416455		4.943126		5.1251845		5.541427		5.5617127		4.9040384		4.9423532		5.0662894		5.378119		-1.362088		-1.8112211		-1.2521907		1.1059284		-1.3994962		-2.055934		-1.7406088		-1.0269285		-0.48490763		-0.8569627		-0.3244543		0.14525795		-0.44581985		-1.039794		-0.799592		-0.0383358		No		Yes		Yes		U35_44k_v1_7055		LOC_Os05g07030.2		ref|NP_001054732.1| 3e-95  Os05g0163000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g07030.1 1e-105 arginyl-tRNA synthetase putative expressed		ACAGTTTGGAATGCTCATAGAATTTCTATTTGAGAAGTTTCCGAATTGGGAGGAACTTGG		16408		AT4G26300.1

		2174		CUST_37598_PI390587928		6.579058		5.0147824		4.5182424		6.2294908		7.06431		6.4823723		7.7359567		6.9109025		7.2276726		7.0624313		7.521501		6.997748		1.3998302		2.765595		9.303118		1.6037083		1.5676619		4.134317		8.01809		1.703211		0.6486144		1.4675899		3.2177143		0.68141174		0.4852519		2.047649		3.0032587		0.76825714		Yes		Yes		Yes		U35_44k_v1_2174		LOC_Os01g04450.1		gb|EAZ10454.1| e-141  hypothetical protein OsJ_000279 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04450.1 1e-143 OsWAK2 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK) expressed		TTAGGGCCTCTTTGATTGCAAGGATCCTAAAAGCACGGCAATAGAAAGAACAGTGTCCAG		13446		AT1G18390.2

		4506		CUST_17905_PI390587928		10.021115		7.9166617		7.936971		5.9444413		10.168076		7.937103		6.1502824		3.8233547		10.6977415		8.058527		5.9718437		5.3545966		1.1072341		1.0142695		-3.450221		-4.3502145		1.5983975		1.1033307		-3.904472		-1.5050848		0.6766262		0.020441055		-1.7866888		-2.1210866		0.14696026		0.14186525		-1.9651275		-0.5898447		No		Yes		Yes		U35_44k_v1_4506		LOC_Os03g10800.3		gb|ABF94544.1| e-101  transposon protein, putative, Mutator sub-class, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10800.3 1e-103 transposon protein putative Mutator sub-class expressed		TGGTAGTTATAAGAGGCCTAATGTGTTGGAACCATAAGTTTCTTTGGCCACTGCGACGAG		10445		AT2G14820.1

		25929		CUST_39460_PI390587928		8.670765		8.474445		9.528705		9.646501		8.705409		8.385356		8.314588		8.324607		8.502494		8.06324		8.334352		8.688552		1.0243042		-1.0636985		-2.3199875		-2.4999404		-1.123711		-1.3297963		-2.2884219		-1.9425459		-0.16827106		-0.08908939		-1.214117		-1.3218937		0.034644127		-0.4112053		-1.1943531		-0.9579487		No		Yes		Yes		U35_44k_v1_25929		LOC_Os08g02094.1		gb|EAZ41293.1| 3e-59  hypothetical protein OsJ_024776 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02094.1 5e-61 anther-specific proline-rich protein APG putative expressed		TGAACAACTACATCATGCCCAACTTCGAAACCCGGAGGCGTTACACTCCCCAGCAGTTCG		26626		AT1G71691.2

		47382		CUST_16778_PI390587928		6.9237466		7.573044		7.6505337		6.5867157		6.7508864		6.942859		6.464666		5.920999		6.7317786		6.854711		6.812714		6.331001		-1.1272911		-1.5477631		-2.275002		-1.586356		-1.1423209		-1.6452796		-1.7873468		-1.1939272		-0.19196796		-0.63018465		-1.1858678		-0.66571665		-0.17286015		-0.71833277		-0.8378196		-0.2557149		No		Yes		Yes		U35_44k_v1_47382		LOC_Os06g15550.1		ref|NP_001057343.1| 1e-63  Os06g0265900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g15550.1 7e-65 expressed protein		CCCGGTATCCAAGCTCGTCGCGCTCCGCGGCCCGCTCGGGCTCCCCGATGACTACCTCCT		48398		AT2G31290.2

		32803		CUST_10716_PI390587928		8.918576		8.956216		8.7081785		6.8122005		8.448115		8.111698		6.7845216		5.8852525		8.555714		8.376159		7.3300023		6.2755446		-1.385552		-1.7956643		-3.793835		-1.9012498		-1.285975		-1.4949085		-2.5993955		-1.4506062		-0.3628626		-0.8445177		-1.923657		-0.9269481		-0.4704609		-0.58005714		-1.3781762		-0.5366559		Yes		Yes		Yes		U35_44k_v1_32803		LOC_Os04g36800.1		sp|P23902|KASC1_HORVU 3e-27  3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplast precursor (Beta-ketoacyl-ACP synthase I) (KAS I)		LOC_Os04g36800.1 2e-27 3-oxoacyl-synthase I chloroplast precursor putative expressed		GGAATGATGTAAAGGATCCTTCAGTATTACGTATGAATTTGGTACTCCATAGTTCCTTTG		18583		AT5G46290.2

		31873		CUST_32530_PI390587928		7.337954		7.665459		6.7768555		7.772058		8.244594		8.876306		9.317317		8.427966		8.610959		8.755204		9.01062		7.644243		1.8746738		2.314734		5.817751		1.5756074		2.416644		2.128364		4.7035975		-1.0926378		1.273005		1.2108464		2.5404615		0.6559081		0.9066396		1.089745		2.2337646		-0.12781525		Yes		Yes		Yes		U35_44k_v1_31873		LOC_Os12g03370.1		ref|NP_001065651.1| 4e-44  Os11g0130400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g03600.1 1e-45 harpin-induced protein putative expressed		CGTCGACTACCGCGGCGCCGGTGAGGTGGCAGTCTCCTACTCCGGTGTGCGTCTTGCGGC		30258		AT2G27080.2

		49380		CUST_20659_PI390587928		2.9398003		3.3843539		3.8061101		4.8131046		2.3927925		2.0698495		2.2676713		3.2183158		2.669061		2.2870035		2.3933418		4.0122933		-1.4610523		-2.4871688		-2.9048		-3.020503		-1.2064259		-2.1396136		-2.6624758		-1.7420805		-0.27073932		-1.3145044		-1.5384388		-1.5947888		-0.5470078		-1.0973504		-1.4127684		-0.8008113		Yes		No		No		U35_44k_v1_49380		LOC_Os01g48770.1		gb|EAY75373.1| 7e-24  hypothetical protein OsI_003220 [Oryza sativa (indica cultivar-group)]		LOC_Os05g48320.1 9e-26 60S ribosomal protein L37a putative expressed		AAGAGCTTCTTGATCTTGGAAGCCCTTTTGGCTTGAATTCTGCGGGAAGTTTGCTGTGAA		51051		AT3G10950.1

		1914		CUST_36245_PI390587928		13.358643		14.853129		14.587296		13.045891		12.485166		14.051234		11.772091		11.009082		11.821876		12.987415		12.770381		12.357608		-1.832073		-1.7433897		-7.038191		-4.103369		-2.9014359		-3.6444829		-3.523269		-1.6113646		-1.536767		-0.80189514		-2.8152046		-2.036809		-0.873477		-1.8657141		-1.8169146		-0.68828297		Yes		Yes		Yes		U35_44k_v1_1914		LOC_Os08g06380.1		gb|ABZ01578.1| 0.0  cellulose synthase-like CslF6 [Hordeum vulgare]		LOC_Os08g06380.1 0.0 CSLF6 - cellulose synthase-like family F; beta13;14 glucan synthase expressed		CCGTGGGGTGGACGGCGGTATTCTTTTAGTATTATATATGGAAACAATAAATTTAATTTC		5706		AT3G03050.1

		7907		CUST_33267_PI390587928		10.389909		10.859996		10.232422		10.526511		10.642769		12.445721		12.175012		12.122081		11.526733		12.354762		11.710118		9.897128		1.191567		3.0015857		3.8439505		3.022138		2.1989648		2.8181849		2.7850368		-1.5469034		1.1368246		1.5857248		1.9425898		1.5955696		0.25286007		1.4947662		1.4776964		-0.6293831		Yes		Yes		Yes		U35_44k_v1_7907		LOC_Os03g58900.1		gb|EAZ28960.1| 7e-27  hypothetical protein OsJ_012443 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58900.1 2e-28 galactosyltransferase/ transferase transferring hexosyl groups putative expressed		TGTTTTTGATCTAGGAACTAACAGCTTTGCTGATCTTACTTGTATACCGGCTATTCTTAT		18214		AT4G21060.2

		26658		CUST_7257_PI390587928		10.887183		10.357952		10.389183		10.691105		11.374161		11.589465		11.953946		11.416951		11.790225		11.817006		11.636269		10.900683		1.4015057		2.3481312		2.9582891		1.6538705		1.8700047		2.7492802		2.3736143		1.1563503		0.90304184		1.231513		1.5647631		0.7258463		0.48697758		1.459054		1.2470856		0.20957851		Yes		Yes		Yes		U35_44k_v1_26658		LOC_Os01g61060.1		ref|NP_196154.1| 9e-36  unknown protein [Arabidopsis thaliana]		LOC_Os05g39730.1 5e-37 SAG20 putative expressed		CAGTAAGCAGGCGCAACTGTAAACCTTTAACAGCAAGCAATATCATATTATTAATTAGAG		None		AT5G05350.1

		20258		CUST_8321_PI390587928		6.749634		6.7078013		6.904783		6.5815883		7.103363		6.8163505		8.129428		7.2077537		7.3800015		7.535463		7.549168		6.2669196		1.2778596		1.0781435		2.3369796		1.5434572		1.5479596		1.7748063		1.5630732		-1.243726		0.63036776		0.10854912		1.2246451		0.6261654		0.35372925		0.8276615		0.64438534		-0.31466866		No		Yes		Yes		U35_44k_v1_20258		LOC_Os02g33110.3		gb|AAZ29515.1| e-117  cell wall invertase [Lolium perenne]		LOC_Os02g33110.3 1e-114 beta-fructofuranosidase insoluble isoenzyme 1 precursor putative expressed		ATGGTACCACTTGTTCTACCAGTACAACCCCAAGGGCGCGGTGTGGGGCAACATCATCTG		14908		AT2G36190.1

		37619		CUST_40189_PI390587928		2.8962004		1.8014864		1.9977297		2.2459505		3.6867275		4.005509		3.9423664		3.7822368		3.4491537		4.521813		4.098584		1.916916		1.7297063		4.607622		3.8494084		2.9004693		1.4670858		6.590219		4.2896338		-1.2561724		0.55295324		2.2040224		1.9446367		1.5362864		0.7905271		2.7203264		2.1008544		-0.32903445		Yes		No		No		U35_44k_v1_37619		LOC_Os01g02570.1		gb|EAY72282.1| 4e-37  hypothetical protein OsI_000129 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02570.1 3e-38 receptor-like kinase putative expressed		AGGCTAACTTTGTTAATTGCTCTCAGGAAGTAAAGGACAACAGTATGTACATGCCTGTTG		23345		0

		7252		CUST_12098_PI390587928		1.6562148		3.3188727		2.4127429		2.774202		2.6225245		3.4604895		2.8082619		2.923807		11.583458		11.575622		11.251325		10.439107		1.9538364		1.1031407		1.3154159		1.1092656		973.63904		305.86456		457.80267		202.93932		9.927243		0.14161682		0.39551902		0.1496048		0.96630967		8.256749		8.838582		7.6649046		Yes		Yes		Yes		U35_44k_v1_7252		-		No hits found		No hits found		GTGAGATTCAATTAAGAATCCGCGAACCTAGGTGTTCGACTTCTAGTAGGAAGATTTTTT		36571		0

		27111		CUST_22733_PI390587928		4.2145343		4.7551804		4.6540194		4.4518185		3.515318		4.5136247		3.227731		4.3848453		2.9478695		3.1697395		3.370163		3.8499558		-1.6236227		-1.1822668		-2.6875439		-1.0475167		-2.4060469		-3.000995		-2.4348896		-1.5176748		-1.2666647		-0.24155569		-1.4262884		-0.06697321		-0.69921637		-1.5854409		-1.2838564		-0.60186267		Yes		No		No		U35_44k_v1_27111		LOC_Os07g06970.1		ref|NP_001058956.1| 2e-36  Os07g0164000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g06970.1 4e-38 HEN1 putative expressed		CTAATACACCTGAAGAAGCCTGGGAGGAACTTATTGGTCGGATATCTTACTTCTTTACAG		None		AT4G20910.1

		3149		CUST_38468_PI390587928		10.254052		9.917481		8.676177		9.906318		10.039368		9.570159		7.0121384		9.031497		9.831637		9.107003		7.5439105		9.73212		-1.1604501		-1.2721974		-3.1690242		-1.8337802		-1.3401688		-1.7537926		-2.1920285		-1.1283371		-0.42241478		-0.34732246		-1.6640387		-0.8748207		-0.21468449		-0.8104782		-1.1322665		-0.17419815		No		Yes		Yes		U35_44k_v1_3149		LOC_Os08g02250.1		gb|EAZ05386.1| 2e-44  hypothetical protein OsI_026618 [Oryza sativa (indica cultivar-group)]		LOC_Os08g02250.1 5e-46 calmodulin binding protein putative expressed		TGTAATGCCAGCGTTTAATTGCTCTGCTAATTTTCTCGTAATCTCCTTGGCGATAAAAAA		9203		AT1G01110.2

		46263		CUST_17443_PI390587928		1.2402905		1.8692816		1.3118783		2.6439946		7.9538116		7.584175		8.178976		10.077265		1.2388932		1.3803886		1.3489084		1.2406732		104.94728		52.52358		116.73536		172.83727		-1.000969		-1.4033676		1.0259995		-2.6450984		-0.0013973713		5.7148933		6.867098		7.4332705		6.713521		-0.48889303		0.0370301		-1.4033214		Yes		Yes		Yes		U35_44k_v1_46263		-		ref|XP_001546425.1| 3e-32  hypothetical protein BC1G_15135 [Botryotinia fuckeliana B05.10]		No hits found		CAAGCTAATGTCGCGTCCACACACGTTATCTCAAGGTATGTATTATTCTGCTATTATTTG		46091		0

		3664		CUST_16966_PI390587928		5.9975533		6.360783		5.1269755		4.6676235		4.952704		5.6773047		2.6897724		2.127895		4.3458896		4.640331		3.3772748		4.5561657		-2.063151		-1.6060072		-5.415908		-5.8147955		-3.1419578		-3.295397		-3.362888		-1.0803193		-1.6516638		-0.68347836		-2.4372032		-2.5397284		-1.0448494		-1.7204523		-1.7497008		-0.111457825		Yes		No		No		U35_44k_v1_3664		LOC_Os03g30830.1		ref|NP_001050386.1| 6e-39  Os03g0421800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g30830.1 1e-40 glucan endo-13-beta-glucosidase 4 precursor putative expressed		CTTAAGCATTTTCCTTTTTGCTTCTGAATCTGGAGCTATAATAATCTAGCTGGCCGTTTG		10415		AT5G08000.1

		35059		CUST_18460_PI390587928		5.3836555		5.2240386		5.2728486		5.107536		4.9624114		4.461862		4.202848		4.400289		5.0918407		4.691009		3.992355		4.943495		-1.3390819		-1.6960474		-2.0994344		-1.6326853		-1.2241793		-1.4469645		-2.4292207		-1.120421		-0.2918148		-0.7621765		-1.0700006		-0.7072468		-0.42124414		-0.53302956		-1.2804935		-0.16404104		No		Yes		Yes		U35_44k_v1_35059		-		ref|NP_001045526.1| 4e-06  Os01g0970500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73890.1 1e-07 transcription initiation factor IIA gamma chain putative expressed		CTTGTGGATGAGTGGAACTAGGAATATAATGTGGATGAATGGAACTATGAATAGAATGTG		None		0

		6928		CUST_476_PI390587928		7.635057		7.7711062		7.563534		7.7119775		7.8428345		8.530778		9.287652		8.068433		8.038823		8.9205065		8.96717		8.0623		1.1549077		1.6931053		3.3037815		1.2802764		1.322957		2.2182167		2.6456752		1.2748454		0.40376616		0.7596717		1.7241182		0.35645533		0.2077775		1.1494002		1.403636		0.35032225		No		Yes		Yes		U35_44k_v1_6928		LOC_Os03g55380.1		ref|NP_001051355.1| e-128  Os03g0761900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55380.1 1e-129 prolyl 4-hydroxylase putative expressed		GTCTAATCTTGGTTGCTGGGTCCTGTATCTCTTCGTTTCTATTTCCTTCACTCCAAAAAA		17609		AT4G33910.1

		26006		CUST_1705_PI390587928		7.4760995		6.009857		6.584146		7.6928115		8.462522		6.3873973		7.3459454		9.273744		9.272776		7.4216256		7.056337		9.14879		1.9812653		1.2991248		1.6956041		2.9916308		3.4741888		2.660631		1.3872144		2.7434263		1.7966762		0.3775401		0.76179934		1.5809321		0.98642206		1.4117684		0.47219086		1.4559789		Yes		No		No		U35_44k_v1_26006		LOC_Os08g34900.1		gb|EAZ07184.1| 4e-33  hypothetical protein OsI_028416 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34900.1 3e-34 pectinesterase PPE8B precursor putative expressed		GGACAGATTAAGGTCTGTGTATGAATGAAGTGGTGGGGACTTTCTTTGGTTGGTAAAAAA		None		AT3G43270.1

		15764		CUST_10405_PI390587928		13.171989		13.304203		13.66891		16.114258		12.947139		14.468678		17.51748		18.38014		12.552966		14.5084915		17.630224		18.471262		-1.1686562		2.241517		14.405729		4.8094854		-1.5358351		2.304236		15.576662		5.123054		-0.6190233		1.1644754		3.8485708		2.2658825		-0.22485065		1.2042885		3.9613142		2.3570042		Yes		No		No		U35_44k_v1_15764		-		No hits found		No hits found		GTCCTTGATGAATTTCGTCGCTGTCCTAAGTTCATGTATTGGTATTGTATTGAATTCACA		6701		0

		8068		CUST_8452_PI390587928		5.7496314		5.6310806		6.004017		6.1101165		5.2797475		5.5606694		3.703233		4.304297		5.0863094		4.5896277		4.068689		3.8531778		-1.3849981		-1.0500159		-4.927254		-3.496277		-1.5837251		-2.0582995		-3.8246508		-4.779762		-0.663322		-0.070411205		-2.3007839		-1.8058195		-0.46988392		-1.0414529		-1.935328		-2.2569387		Yes		No		No		U35_44k_v1_8068		LOC_Os06g48170.1		ref|NP_001058456.1| 4e-41  Os06g0696500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g48170.1 1e-42 xyloglucan endotransglucosylase/hydrolase protein 23 precursor putative expressed		CAAGGACCGGTACCTCTTCGGGCGGTTCGACCTCGACATCAGGCTCGTCGCCGGCGAGTC		2675		AT3G23730.1

		24755		CUST_34993_PI390587928		10.292783		9.748344		9.775928		10.178044		10.433977		10.327409		10.917598		10.317405		10.769258		10.543817		10.518214		9.991481		1.1028177		1.4938802		2.2063632		1.1014167		1.3913398		1.7356453		1.6728252		-1.1380496		0.47647476		0.57906437		1.1416702		0.13936043		0.14119434		0.79547215		0.7422867		-0.18656349		No		Yes		Yes		U35_44k_v1_24755		LOC_Os02g58640.1		emb|CAO70619.1| 2e-52  unnamed protein product [Vitis vinifera]		LOC_Os02g58640.1 1e-53 tumor susceptibility gene 101 putative expressed		TACTATGCGGGTTGTATACTGCACCTATACTCTTATAAAACACAGAGCTTGCTCAAAAAA		31369		AT5G13860.1

		2812		CUST_26827_PI390587928		7.61107		7.579742		7.589607		7.8832946		7.94702		7.727525		8.84926		7.744892		8.231609		8.138091		8.469771		7.747584		1.2622082		1.1078659		2.3943825		-1.1006856		1.5374497		1.4725832		1.8405854		-1.0986339		0.6205392		0.14778328		1.2596536		-0.13840246		0.3359499		0.55834913		0.8801646		-0.13571072		No		Yes		Yes		U35_44k_v1_2812		LOC_Os03g36730.1		gb|EAY90677.1| e-147  hypothetical protein OsI_011910 [Oryza sativa (indica cultivar-group)]		LOC_Os03g36730.1 1e-148 oligosaccharide transporter putative expressed		CGTCTGGGTAATCATACCATAGTATGGTAGGCTATAGCTAATATGTCGTCTTTGTTAGTA		10285		AT1G61790.1

		12620		CUST_36643_PI390587928		9.946499		9.842646		8.9066		9.997077		10.54026		11.237793		11.2368965		11.212621		10.729007		11.267425		10.901524		10.281388		1.5091764		2.6301541		5.029087		2.322283		1.7201184		2.6847336		3.98595		1.2178288		0.7825079		1.3951473		2.3302965		1.2155437		0.59376144		1.4247789		1.9949236		0.2843113		Yes		Yes		Yes		U35_44k_v1_12620		LOC_Os10g01100.1		ref|NP_001064013.1| 2e-85  Os10g0101000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g01100.1 6e-87 receptor-like protein kinase putative expressed		CCGACTTCGGGCTGTCCAAGCTGACGAGCAAGAAGGAGAAGGTGACCATGTCGAGGATCC		24223		AT2G19130.1

		31318		CUST_35608_PI390587928		6.629481		6.8069444		7.0252624		6.811466		6.324444		6.052749		5.683514		5.2743993		6.3342757		6.0698915		5.9636817		6.5287604		-1.2354504		-1.6866904		-2.5345826		-2.902039		-1.2270594		-1.6667676		-2.087217		-1.2164743		-0.29520512		-0.7541952		-1.3417482		-1.5370669		-0.30503702		-0.7370529		-1.0615807		-0.28270578		No		Yes		Yes		U35_44k_v1_31318		-		ref|XP_661826.1| 2e-65  hypothetical protein AN4222.2 [Aspergillus nidulans FGSC A4]		LOC_Os10g41470.1 2e-29 60S ribosomal protein L27 putative expressed		CCACTTCCATACCTGGTGTCCGTCTGAATGAAATGGAAAATGAACAATTATTTCAAAAAA		31484		AT4G15000.1

		24396		CUST_40704_PI390587928		9.231151		8.959508		9.699113		11.197131		9.657544		9.699838		11.231196		11.448117		9.176158		9.714463		10.8209915		11.632983		1.3438699		1.6705576		2.892032		1.1900202		-1.0388539		1.6875793		2.1763017		1.3527095		-0.054992676		0.74032974		1.5320835		0.2509861		0.4263935		0.7549553		1.1218786		0.43585205		No		Yes		Yes		U35_44k_v1_24396		LOC_Os09g38910.1		gb|EAZ30168.1| e-123  hypothetical protein OsJ_013651 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24290.1 1e-124 protein kinase putative		GTTCCGGGGTAGTTCGTAGGCATGAAGCATACTGTTAGTATAAAACAAAAGGCATATACA		19445		AT1G21210.1

		28836		CUST_41257_PI390587928		5.121055		4.88567		5.8258204		5.160338		4.274386		4.299108		4.0638742		4.4234295		3.8191054		4.090267		4.480191		4.6247153		-1.7983443		-1.5016642		-3.3915534		-1.6666006		-2.4656188		-1.7355621		-2.5414102		-1.4495676		-1.3019497		-0.58656216		-1.7619462		-0.73690844		-0.8466692		-0.795403		-1.3456292		-0.5356226		No		Yes		Yes		U35_44k_v1_28836		LOC_Os06g37180.1		sp|Q40078|VATB1_HORVU 5e-54  Vacuolar ATP synthase subunit B 1 (V-ATPase subunit B 1) (Vacuolar proton pump subunit B 1)		LOC_Os06g37180.1 2e-54 vacuolar ATP synthase subunit B isoform 1 putative expressed		TCTATATTGGTCATATGGCCTCTACTGGTCACTTTCTTCCTCCCTTGTTTCTTTGGACGG		27918		AT4G38510.4

		6652		CUST_29968_PI390587928		5.6578217		5.8633866		5.07807		6.098315		5.0598044		5.898994		7.9966073		6.4087653		4.7388577		5.029921		6.9134154		6.139811		-1.5136348		1.0249882		7.560791		1.2400949		-1.890757		-1.7819607		3.568568		1.0291806		-0.9189639		0.035607338		2.9185371		0.31045055		-0.5980172		-0.8334656		1.8353453		0.041496277		No		Yes		Yes		U35_44k_v1_6652		LOC_Os04g15920.1		gb|EAY92731.1| 8e-86  hypothetical protein OsI_013964 [Oryza sativa (indica cultivar-group)]		LOC_Os04g15920.1 2e-87 mannitol dehydrogenase putative expressed		ATCAAGGTGCACTACTGCGGCATGTGCCACACCGACCTCCACTTCATCAACAACGACTGG		23493		AT4G39330.2

		5431		CUST_21481_PI390587928		4.0269566		3.608595		3.7110193		4.0092607		4.430041		3.943468		3.6968277		2.4409063		4.7239203		4.04612		3.5493543		3.1356182		1.3223319		1.2612666		-1.0098854		-2.9656625		1.6210896		1.3542793		-1.1185774		-1.8322831		0.6969638		0.3348732		-0.0141916275		-1.5683544		0.40308428		0.43752527		-0.16166496		-0.87364244		No		Yes		Yes		U35_44k_v1_5431		LOC_Os05g07820.1		gb|EAZ33033.1| 7e-68  hypothetical protein OsJ_016516 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g07820.1 1e-69 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		TTGCATCATATCATCGTAGCAATGGCCATTCCGCTTGCGCTTCTGCTATCTTTGCTCTTT		None		AT4G20140.1

		3136		CUST_5318_PI390587928		14.210454		13.979243		14.4919405		14.30212		13.714569		13.726596		13.20029		13.717107		13.409523		13.135915		13.519592		14.144109		-1.4101855		-1.1913913		-2.44808		-1.5000529		-1.742225		-1.7941848		-1.9620315		-1.1157482		-0.800931		-0.2526474		-1.2916508		-0.5850134		-0.4958849		-0.8433285		-0.9723482		-0.15801144		No		Yes		Yes		U35_44k_v1_3136		LOC_Os09g38920.1		gb|EAZ10092.1| e-130  hypothetical protein OsI_031324 [Oryza sativa (indica cultivar-group)]		LOC_Os09g38920.1 1e-131 thiol protease SEN102 precursor putative expressed		GGGGGTCCATACATGCTTGTAAAAATGGGAGTATATTCAAACATTTGTGAATAAGAAACA		10941		AT5G45890.1

		13105		CUST_8415_PI390587928		8.061927		7.063536		6.837528		6.265106		8.550388		8.443837		12.970725		11.066693		9.924553		10.154076		11.997319		7.5108676		1.4029479		2.603227		70.190155		27.88828		3.6366904		8.518146		35.74801		2.3714368		1.8626261		1.380301		6.133197		4.801587		0.4884615		3.0905395		5.159791		1.2457614		Yes		Yes		Yes		U35_44k_v1_13105		LOC_Os03g52380.1		ref|NP_001051177.1| 7e-15  Os03g0734100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52370.1 2e-17 expressed protein		GAGTCAAATAAATCCTTGCAAGTGATACCGTGGGAGCTCATGCAGTACAATCCAACTCTA		51118		0

		19942		CUST_3889_PI390587928		6.9689384		7.393994		6.648468		8.18926		8.509355		7.5338035		9.506461		10.472151		7.7576814		8.559029		8.349553		10.26043		2.9087842		1.1017597		7.250061		4.866523		1.7275686		2.242386		3.251454		4.2022758		0.788743		0.13980961		2.8579931		2.2828913		1.5404162		1.1650348		1.7010851		2.0711708		Yes		Yes		Yes		U35_44k_v1_19942		LOC_Os10g33270.1		gb|AAG21913.1|AC026815_17 1e-06  putative cyanase [Oryza sativa]		LOC_Os10g33270.1 6e-08 cyanate hydratase putative expressed		GGAACAGCATTCAACATACTTTTCCTCGTCTGAATGATCAACAAAATAAAGTGGCAATAT		13114		0

		12483		CUST_12685_PI390587928		7.3829064		7.400297		6.8228188		7.484118		7.308285		7.61044		8.735123		8.920581		7.1265473		7.6151924		8.315355		8.221585		-1.0530845		1.1568025		3.7640972		2.7065647		-1.1944605		1.1606196		2.8138328		1.6672463		-0.2563591		0.21014261		1.9123039		1.4364629		-0.0746212		0.21489525		1.4925365		0.7374673		No		Yes		Yes		U35_44k_v1_12483		LOC_Os08g30740.1		ref|NP_001061742.1| e-117  Os08g0398000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30740.1 1e-119 ATATH1 putative expressed		TTCAATGGAGGAAGCTGACATCTTAAGTGACCGAATCGCTATCATGGCAAAGGGGAAATT		25514		AT3G47730.1

		22197		CUST_6819_PI390587928		5.2501316		4.421812		4.417972		4.888619		5.6392245		5.676285		6.3020406		5.369314		5.934747		5.7915		5.882995		4.508312		1.3095697		2.3857994		3.6911452		1.395416		1.6072737		2.5841467		2.7606788		-1.3016186		0.6846156		1.2544727		1.8840685		0.48069525		0.38909292		1.369688		1.465023		-0.38030672		Yes		Yes		Yes		U35_44k_v1_22197		LOC_Os08g38440.1		No hits found		No hits found		TGTAATCTTCTGGCCAAACTATTGGCTACCATGGCCCTGATGCTCATTGTGGCTAAAAAA		21256		0

		14920		CUST_35657_PI390587928		9.620696		9.609931		10.049645		10.250377		10.232559		10.387761		12.601501		10.973052		10.265868		11.482173		12.17876		11.044659		1.5282315		1.7145501		5.863882		1.6502393		1.5639259		3.6610107		4.374488		1.7342141		0.6451721		0.7778301		2.551856		0.7226753		0.61186314		1.872242		2.1291142		0.79428196		Yes		Yes		Yes		U35_44k_v1_14920		LOC_Os08g06100.1		gb|AAP23942.1| e-104  caffeic acid O-methyltransferase [Triticum aestivum]		LOC_Os08g06100.1 8e-92 quercetin 3-O-methyltransferase 1 putative expressed		AACCACTCCATCATCATCACCAAGAAGCTCCTCGAGGTGTACAAGGGCTTCGAGGGCCTC		2534		AT5G54160.1

		31891		CUST_26884_PI390587928		4.7363753		4.8699293		5.6748605		5.1362114		3.9975681		4.0571084		4.5846214		4.156591		3.7878616		3.5285206		4.2829623		4.010694		-1.6687956		-1.7566428		-2.1290932		-1.9719466		-1.9298835		-2.5339863		-2.6242373		-2.1817977		-0.94851375		-0.8128209		-1.090239		-0.97962046		-0.7388072		-1.3414087		-1.3918982		-1.1255174		Yes		No		No		U35_44k_v1_31891		LOC_Os05g51780.1		gb|EAY99281.1| 9e-13  hypothetical protein OsI_020514 [Oryza sativa (indica cultivar-group)]		LOC_Os05g51780.1 2e-14 RING-H2 finger protein ATL2D precursor putative expressed		TATGTATAGCTCATCCATCCATGGCGCGGTCACACCGACAGCAGCACTGATCGACCTGGA		None		0

		23630		CUST_23417_PI390587928		7.4973493		7.587744		7.231766		7.3279977		6.8054104		6.6529346		5.74985		5.580956		6.5495715		6.662985		5.9062657		6.718756		-1.6154531		-1.9116385		-2.7931952		-3.3566957		-1.9288992		-1.8983676		-2.5061982		-1.525457		-0.94777775		-0.9348097		-1.4819164		-1.7470417		-0.6919389		-0.9247594		-1.3255005		-0.6092415		Yes		Yes		Yes		U35_44k_v1_23630		LOC_Os03g56430.1		gb|EAY92022.1| 1e-71  hypothetical protein OsI_013255 [Oryza sativa (indica cultivar-group)]		LOC_Os03g56430.1 2e-73 expressed protein		CTGTGAGGTTTCAGTGTATAAAGAAATGTTTGTGTGCTCGGGTATTTTTTACTCGTAAAA		19804		AT5G42710.1

		21216		CUST_21404_PI390587928		4.779549		4.7471356		3.9978085		4.0606985		3.707864		4.325702		1.6831604		3.3099785		3.1303394		3.4311583		2.1077137		3.322645		-2.101887		-1.3392576		-4.974833		-1.6826324		-3.136618		-2.4897094		-3.7065957		-1.667924		-1.6492097		-0.42143345		-2.3146482		-0.75072		-1.0716851		-1.3159773		-1.8900948		-0.73805356		Yes		No		No		U35_44k_v1_21216		-		gb|EAZ22996.1| 1e-10  hypothetical protein OsJ_006479 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g27120.1 2e-12 retrotransposon protein putative LINE subclass		GACAGTATGATTGAGACCTCTGTGAACTGTGATGTGGTTTTTATTGGTTATTGTACTAGG		None		0

		37577		CUST_35792_PI390587928		1.6195856		2.2851632		1.7185758		1.2580295		1.6090416		1.2995558		1.2736558		1.2901703		5.2258334		5.5705476		4.7582464		3.4544039		-1.0073353		-1.9801468		-1.3612387		1.0225284		12.178359		9.74988		8.223032		4.583261		3.606248		-0.9856074		-0.44492006		0.03214085		-0.010544062		3.2853844		3.0396705		2.1963744		Yes		Yes		Yes		U35_44k_v1_37577		LOC_Os01g24690.3		ref|XP_569415.1| 2e-45  ribosomal protein [Cryptococcus neoformans var. neoformans JEC21]		LOC_Os04g42270.3 5e-41 60S ribosomal protein L23a putative expressed		TTGCTGTCTGTCTGTCACACCAATAAAAGCAAAGTGGAGAGGTCTCTTCGAGAGATACTC		33280		AT3G55280.2

		10360		CUST_22405_PI390587928		5.991707		6.054277		5.2491765		6.7049184		6.26037		5.919651		6.7260385		6.4688168		5.973084		5.8859525		6.468346		6.8100953		1.2046908		-1.0978081		2.7834265		-1.1778058		-1.012992		-1.1237526		2.3281267		1.0756263		-0.018622875		-0.13462591		1.476862		-0.23610163		0.26866293		-0.16832447		1.2191696		0.105176926		No		Yes		Yes		U35_44k_v1_10360		LOC_Os10g41180.1		ref|NP_001065384.1| e-168  Os10g0561200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41180.1 1e-170 expressed protein		ACAACTTACAGTGATAAATAAGCTGTGGTAGTCCCAGAAGCTGGCTTAAGCTAGAGATGT		20971		AT4G17430.1

		12830		CUST_27822_PI390587928		3.490682		2.6237795		1.4728225		2.3413796		8.422905		7.807875		10.967122		7.394114		9.059007		8.914222		9.562207		5.0593925		30.531431		36.35534		721.22217		33.191326		47.449635		78.27298		272.36264		6.579659		5.568325		5.1840954		9.4943		5.0527344		4.9322233		6.2904425		8.089385		2.7180128		Yes		Yes		Yes		U35_44k_v1_12830		LOC_Os05g04490.1		gb|EAY96461.1| 1e-31  hypothetical protein OsI_017694 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04490.1 4e-33 peroxidase 1 precursor putative expressed		GTCGATCGCAGATCATACTGTTAGTTGTTCGTGTATGTAATTTGATTTTCCAAAGTGATT		35618		AT2G18140.1

		48857		CUST_11853_PI390587928		5.4468303		3.4869442		2.8775082		1.3846669		7.021004		5.509811		3.0331624		1.648564		7.646044		6.359319		4.213075		1.7004589		2.9776495		4.0639052		1.1139266		1.2007178		4.5922894		7.3226967		2.5237465		1.2446947		2.1992135		2.0228667		0.15565419		0.26389706		1.5741739		2.872375		1.335567		0.31579196		Yes		Yes		Yes		U35_44k_v1_48857		LOC_Os01g70970.1		gb|EAY77133.1| 1e-40  hypothetical protein OsI_004980 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70970.1 3e-42 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		GTGTTTCACGGTTCCTAAACTTTAGTTGCATGAAAATGAATTGTGCGTTGGTCCAAAAAA		38615		AT3G26700.1

		9906		CUST_12369_PI390587928		1.3968481		1.3601433		2.2290735		2.1122787		1.3281274		1.5401853		4.2399225		4.191983		1.5607318		1.3276778		4.0994525		1.9266386		-1.0487863		1.1329169		4.0301933		4.227206		1.1202989		-1.0227585		3.656286		-1.1373215		0.16388369		0.18004203		2.010849		2.0797045		-0.0687207		-0.032465458		1.870379		-0.1856401		Yes		No		No		U35_44k_v1_9906		-		gb|EAZ11930.1| 9e-15  hypothetical protein OsJ_001755 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37170.1 2e-08 retrotransposon protein putative unclassified		AGCTATGGGCACTCTGGGGAGTCAGGCGGAAGGCAATTCATGAGAACATTTTTCAAAAAA		20220		0

		9455		CUST_11116_PI390587928		6.441754		7.446831		5.701796		6.1902504		6.9756904		9.895034		12.602328		10.93649		8.067871		10.263912		11.479365		7.8721395		1.4478744		5.457358		119.47229		26.83864		3.086811		7.0473504		54.855686		3.208478		1.6261172		2.4482026		6.9005322		4.7462397		0.5339365		2.817081		5.7775693		1.681889		Yes		Yes		Yes		U35_44k_v1_9455		LOC_Os07g04810.1		ref|NP_001057267.1| 6e-74  Os06g0241100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13320.1 1e-75 S-domain receptor-like protein kinase putative expressed		CCTTTTCCATGGAACAATAGACGTAGAGCATAGGCATACGTTGTTGTAAATTTGTATTTA		40157		AT4G32300.1

		29407		CUST_11581_PI390587928		5.76762		6.519772		7.0881057		6.361332		5.441641		5.509472		6.0533166		5.198954		5.4453487		5.3004656		5.8435693		5.6661415		-1.253515		-2.0143301		-2.048814		-2.2382603		-1.2502974		-2.3283477		-2.369424		-1.6190982		-0.32227135		-1.0103002		-1.0347891		-1.1623778		-0.32597923		-1.2193065		-1.2445364		-0.6951904		No		Yes		Yes		U35_44k_v1_29407		LOC_Os08g35440.1		gb|EAZ07216.1| 5e-49  hypothetical protein OsI_028448 [Oryza sativa (indica cultivar-group)]		LOC_Os08g35440.1 1e-50 serine/threonine-protein phosphatase PP1 isozyme 2 putative expressed		ATCGAGACCATCTGCCTGCTGATGGCGTACAAGATCAAGTTCCCGGACAACTTCTTCCTG		28678		AT1G64040.1

		25874		CUST_9538_PI390587928		8.793487		8.948737		8.558114		9.444966		8.794628		8.293642		7.912016		8.436455		8.535129		7.8682804		7.431301		8.5022745		1.0007915		-1.5747198		-1.56493		-2.0118344		-1.1961166		-2.1147056		-2.183758		-1.9221112		-0.258358		-0.6550951		-0.64609814		-1.0085115		0.0011415482		-1.0804567		-1.1268129		-0.9426918		No		Yes		Yes		U35_44k_v1_25874		LOC_Os01g58194.1		gb|EAZ13815.1| 2e-34  hypothetical protein OsJ_003640 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58194.1 4e-36 protein disulfide isomerase putative expressed		TGATGATAATTCATACAGTAGAATAGACGAGAAATGGGGCAGTGTCGCTTGGTTAAAAAA		21613		0

		20357		CUST_28919_PI390587928		7.5999527		8.016782		9.146169		8.113307		7.080981		7.3719487		8.062416		6.8999977		6.7382445		7.036841		8.068854		8.066211		-1.4329338		-1.5635583		-2.1195421		-2.3186889		-1.8171886		-1.9723846		-2.1101043		-1.0331833		-0.86170816		-0.6448331		-1.0837526		-1.2133093		-0.5189719		-0.9799409		-1.0773144		-0.047096252		No		Yes		Yes		U35_44k_v1_20357		LOC_Os11g16580.1		gb|EAY80573.1| 3e-46  hypothetical protein OsI_034532 [Oryza sativa (indica cultivar-group)]		LOC_Os11g16580.1 6e-48 endonuclease III-like protein 1 putative expressed		GATAGCACGGAAAATCATCGGAGTTTTAATCCCATGATGATGATCTTGTATTGCTTCAAA		13382		AT2G31450.2

		3420		CUST_31066_PI390587928		9.717628		10.218308		9.26155		9.129429		9.492164		9.6652155		10.426856		10.799454		9.798827		9.616052		9.859542		9.156524		-1.1691531		-1.4672279		2.2428079		3.182201		1.0578973		-1.5180894		1.5136083		1.0189582		0.081199646		-0.55309296		1.1653061		1.6700249		-0.22546387		-0.6022568		0.59799194		0.027094841		No		Yes		Yes		U35_44k_v1_3420		LOC_Os10g32680.1		ref|NP_001064789.1| e-147  Os10g0463800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g32680.1 1e-149 expressed protein		GTATCATGAACTCTAAACTGATACCTGGGAATGGATGAAGTAGTTTAATGGAGTGAAAAA		7437		AT1G07040.1

		14823		CUST_5551_PI390587928		16.338804		16.717278		16.286482		15.445483		16.029623		16.264223		14.651097		13.917973		15.985524		16.26468		15.035427		14.653516		-1.2390044		-1.3689355		-3.1067035		-2.8828797		-1.2774618		-1.3685012		-2.3801537		-1.731434		-0.35328007		-0.45305443		-1.6353846		-1.5275106		-0.3091812		-0.45259666		-1.2510548		-0.7919674		No		Yes		Yes		U35_44k_v1_14823		LOC_Os08g35760.1		gb|ABG46233.1| e-105  germin-like protein 2a [Hordeum vulgare subsp. vulgare]		LOC_Os08g35760.1 1e-98 auxin-binding protein ABP20 precursor putative expressed		CGCCAATTGGAGATTCGTGCAACATTTTCTAGTTTTGTCAAAATTGTCTTGTCCTAAATT		2770		AT5G20630.1

		8050		CUST_8470_PI390587928		1.2326139		1.3427521		1.2415171		1.4419774		1.2568092		1.572876		1.69041		2.4861262		1.4536719		4.48307		3.245534		4.262853		1.0169123		1.1729356		1.3649924		2.0621493		1.165588		8.8171835		4.0111527		7.0659113		0.22105801		0.23012388		0.44889295		1.0441488		0.024195313		3.140318		2.0040169		2.8208756		Yes		Yes		Yes		U35_44k_v1_8050		LOC_Os11g42290.1		gb|EAY78283.1| 3e-41  hypothetical protein OsI_032242 [Oryza sativa (indica cultivar-group)]		LOC_Os10g23310.1 8e-43 agmatine coumaroyltransferase putative expressed		GTCTTGCAAATAAATCTCATGTCTGTACTATTTCCTGTCAAAGCGTTACTTGTGAGATTA		42084		0

		35281		CUST_1833_PI390587928		4.7578087		5.0270896		4.646526		5.1394353		5.7394886		6.2630534		6.1976504		7.0452385		4.914901		5.575517		5.70659		4.916655		1.9747635		2.3553865		2.9304547		3.7471745		1.1150374		1.4624908		2.0850244		-1.1669803		0.1570921		1.2359638		1.5511246		1.9058032		0.9816799		0.5484276		1.0600643		-0.22278023		Yes		No		No		U35_44k_v1_35281		LOC_Os02g32520.2		gb|EAZ23275.1| 4e-72  hypothetical protein OsJ_006758 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g32520.2 8e-74 ERD1 protein chloroplast precursor putative expressed		AAGGCTGAGTCAACAACTGAGGAGCCTATTGTAGTGGAACAGAAGAAATTGCAAGAGACG		4942		AT5G51070.1

		40121		CUST_1080_PI390587928		4.668196		4.631512		4.0455537		4.888888		7.198626		8.174966		8.755456		7.4873466		7.7824917		9.000551		8.618248		6.595403		5.7774377		11.659659		26.171093		6.0563927		8.659571		20.663877		23.796778		3.2637155		3.1142955		3.5434537		4.7099023		2.5984588		2.5304298		4.369039		4.5726943		1.7065153		Yes		Yes		Yes		U35_44k_v1_40121		LOC_Os07g04810.1		ref|NP_001057267.1| 5e-05  Os06g0241100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g04820.1 8e-07 S-domain receptor-like protein kinase putative expressed		GCCATAGAACATAGGCATCGATTAAAATTGCATTTATTTCCTTTCTTTTTCTTTTGCGGC		36423		0

		4995		CUST_8928_PI390587928		8.028026		7.924462		8.27726		8.225133		7.6947594		7.5352807		6.637114		7.143469		7.026222		7.2204967		7.111088		8.360557		-1.2598624		-1.3096498		-3.1169732		-2.1164758		-2.0025015		-1.6289759		-2.2441545		1.0984154		-1.0018034		-0.38918114		-1.6401458		-1.0816641		-0.33326626		-0.7039652		-1.166172		0.13542366		No		Yes		Yes		U35_44k_v1_4995		LOC_Os08g35190.2		gb|EAZ42955.1| 1e-13  hypothetical protein OsJ_026438 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g35190.2 3e-15 auxin-repressed protein putative expressed		TTCTTCCATGAAAATGGGGCAAGAAAACATGGACCTTTTGCTCAATCGGTCGTGGCTTGT		11482		0

		21266		CUST_27250_PI390587928		9.808605		10.326169		9.70423		9.169799		9.824487		9.767629		9.380744		7.6811166		9.862556		9.812894		9.580173		8.744275		1.011069		-1.4727783		-1.2513509		-2.8063254		1.0381042		-1.4272867		-1.0897957		-1.34306		0.053951263		-0.55854034		-0.32348633		-1.4886823		0.015881538		-0.51327515		-0.12405777		-0.42552376		No		Yes		Yes		U35_44k_v1_21266		LOC_Os01g71220.1		ref|NP_001045342.1| e-105  Os01g0938600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g71220.1 1e-107 RING zinc finger protein putative expressed		TTGACCGGGTTTGCTGTGTACTGCTGCTGTTCAGATGAGGATTGTTCAAATGTAAAAGCT		14633		AT3G56590.2

		2987		CUST_2233_PI390587928		7.002348		6.5146365		6.012878		6.981487		6.9713044		7.656134		7.2931113		7.158053		7.426993		8.347038		7.1954293		7.0965285		-1.0217509		2.206099		2.4287827		1.1301906		1.3422421		3.5612946		2.2697783		1.0830064		0.42464495		1.1414976		1.2802334		0.17656612		-0.03104353		1.8324018		1.1825514		0.11504173		No		Yes		Yes		U35_44k_v1_2987		LOC_Os04g51560.1		gb|ABO15546.1| e-102  WRKY68-b transcription factor [Triticum aestivum]		LOC_Os04g51560.1 6e-91 OsWRKY68 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GTGATAAGATTCAACGCCGCGTATGACTTTACTACTAGTATTACGGATCTGGGGAAAAAA		7798		AT4G31550.1

		18583		CUST_17177_PI390587928		11.349853		11.583665		11.198802		11.634145		11.459109		11.982983		13.004989		11.960309		11.676831		12.261119		12.954765		11.729198		1.0786724		1.318884		3.4971669		1.2536757		1.2543837		1.5993148		3.3775177		1.0681051		0.32697868		0.39931774		1.8061867		0.32616425		0.109256744		0.677454		1.7559633		0.09505367		No		Yes		Yes		U35_44k_v1_18583		LOC_Os06g05740.1		ref|NP_001056823.1| 1e-11  Os06g0150400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g05740.1 3e-13 expressed protein		ATTTTTGGTGTATGTAAACGCACGGCAATGCCATTAAGTTCGATCATCGGCTGTCTTAAA		10571		0

		14897		CUST_37554_PI390587928		5.1610913		6.4868984		5.8200755		3.0484083		5.719135		5.1579823		2.3471487		2.0229611		5.7046733		5.6969223		3.7636712		1.3923923		1.4722712		-2.5121386		-11.103379		-2.0355902		1.457587		-1.7290459		-4.1594834		-3.1514504		0.54358196		-1.3289161		-3.4729269		-1.0254471		0.5580435		-0.7899761		-2.0564044		-1.656016		No		Yes		Yes		U35_44k_v1_14897		LOC_Os10g06000.1		No hits found		No hits found		GCGTACGGGCGATAAGTTGTTCGTAATATCTGTGTGATTTTGTAACCAAAGTTTTTATAA		444		0

		13837		CUST_34711_PI390587928		13.570522		13.229893		14.360203		14.849902		13.23378		12.52563		13.172443		14.354762		13.156856		12.509662		13.428757		14.829651		-1.2629018		-1.6293118		-2.2779868		-1.4094576		-1.332067		-1.6474459		-1.9071867		-1.0141361		-0.41366673		-0.70426273		-1.1877594		-0.49514008		-0.3367424		-0.72023106		-0.9314461		-0.020251274		No		Yes		Yes		U35_44k_v1_13837		LOC_Os02g57720.1		dbj|BAA23745.2| e-151  HvPIP1;3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g44630.2 1e-135 aquaporin PIP1.1 putative expressed		TCCAGCGTGCATATGTATGTAAATTATTATTAAGAAGGGACGACGATCGAATTAATTGAC		1226		AT1G01620.1

		8550		CUST_24726_PI390587928		4.9459586		4.583077		5.498552		4.8431478		4.6229463		4.698806		4.247179		4.0635486		3.8095982		3.6575115		4.0597453		4.1304617		-1.2509398		1.0835223		-2.3806784		-1.716654		-2.1982574		-1.8994286		-2.7109652		-1.6388526		-1.1363604		0.115728855		-1.2513728		-0.7795992		-0.32301235		-0.9255655		-1.4388065		-0.71268606		Yes		No		No		U35_44k_v1_8550		LOC_Os01g32980.1		ref|NP_001043181.1| 3e-40  Os01g0513200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32980.1 2e-44 mitochondrial carrier YEL006W putative expressed		GTCTTCTTCGATCTCAAGATGCTAAAAATGGCGAACTGTCCATACAGGAAAATATTTTAG		16801		AT1G25380.1

		27617		CUST_16298_PI390587928		6.600703		6.5674834		5.440857		6.6303062		5.8664646		5.8946576		4.9002185		5.6751666		5.6912036		5.500483		4.8201604		6.480433		-1.6635188		-1.5941925		-1.4546161		-1.9387673		-1.8783933		-2.0950727		-1.5376173		-1.109472		-0.90949917		-0.6728258		-0.54063845		-0.95513964		-0.73423815		-1.0670004		-0.62069654		-0.14987326		No		Yes		Yes		U35_44k_v1_27617		LOC_Os01g61250.1		ref|NP_001044685.1| 2e-94  Os01g0828300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61250.1 3e-96 ankyrin-like protein putative expressed		GTAACACAACTTAAGCCTATGGCTATAGCAATTGAGTACCACTATAGCAAATAGTTTAGT		22105		AT2G40280.1

		27259		CUST_10469_PI390587928		10.937785		11.164441		12.299243		12.521659		10.6055975		10.936619		12.011818		11.470219		10.478824		11.09221		11.8839035		12.467565		-1.2589209		-1.1710659		-1.22046		-2.072598		-1.374552		-1.0513414		-1.3336124		-1.0382072		-0.4589615		-0.2278223		-0.28742504		-1.0514402		-0.33218765		-0.07223129		-0.41533947		-0.054094315		No		Yes		Yes		U35_44k_v1_27259		LOC_Os05g02350.1		gb|EAZ13925.1| 8e-22  hypothetical protein OsJ_003750 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41000.1 1e-21 type I inositol-145-trisphosphate 5-phosphatase CVP2 putative expressed		GCTTTCAAGATCCAGTTCTGACGCCAAATGCTATAGAAACTAAATCACTCTCTCAAAAAA		25343		AT5G04980.2

		24821		CUST_27793_PI390587928		8.139771		7.504362		6.8579183		7.9455485		9.706779		10.523746		10.72166		9.678515		10.435733		10.678234		10.229034		8.260031		2.9628942		8.10821		14.558011		3.3241072		4.9108114		9.024656		10.346825		1.2435652		2.2959614		3.0193834		3.8637414		1.7329669		1.5670071		3.173872		3.3711162		0.3144822		Yes		Yes		Yes		U35_44k_v1_24821		LOC_Os01g29330.1		ref|NP_001043107.1| 3e-73  Os01g0389200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g29280.1 7e-75 expressed protein		CCAGAAAGCTCACTTGATGTTCAGATCAATCTTGTTTCTAAACCGTTGATTGATTAGATT		20159		AT4G24310.1

		20274		CUST_18418_PI390587928		12.304645		12.552976		12.051543		12.8000345		12.052602		13.724052		13.546033		14.102975		11.863809		13.179889		13.206478		12.198564		-1.1908921		2.251797		2.8176446		2.4673123		-1.3573906		1.5442572		2.2267427		-1.5172627		-0.44083595		1.1710768		1.4944897		1.3029404		-0.25204277		0.6269131		1.1549349		-0.60147095		No		Yes		Yes		U35_44k_v1_20274		LOC_Os06g45570.1		gb|EAZ37936.1| 6e-19  hypothetical protein OsJ_021419 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45570.1 1e-20 VQ motif family protein expressed		CATCAATCACCTGCAGCTGTATGTAAATACTTGAACGGGAATTTGGATTTTGCCAAAAAA		41025		0

		21440		CUST_39634_PI390587928		6.052349		6.753452		6.8957734		6.095057		5.8734193		6.060985		4.9825974		4.8447976		5.6062126		5.6097856		5.640742		5.422112		-1.1320438		-1.6160443		-3.7663734		-2.3788419		-1.362387		-2.2094178		-2.3867238		-1.5943242		-0.44613647		-0.69246674		-1.9131761		-1.2502594		-0.1789298		-1.1436663		-1.2550316		-0.672945		Yes		Yes		Yes		U35_44k_v1_21440		LOC_Os02g43670.1		ref|NP_001047605.1| 7e-28  Os02g0653400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43670.1 3e-29 transferase family protein expressed		TACAGCAAGTGTACCGTCGACGAGCCGTGAACCCACTACCATCCAGCTCCAAGAATGGCA		20752		0

		38959		CUST_2168_PI390587928		5.3245893		5.6796927		5.8022485		5.1562533		5.141548		5.0206075		4.3277774		4.638553		4.503368		4.954942		4.7090154		4.8541646		-1.1352744		-1.579081		-2.7788174		-1.4316711		-1.7669011		-1.6526148		-2.1335163		-1.2329282		-0.82122135		-0.6590853		-1.4744711		-0.5177002		-0.1830411		-0.7247505		-1.0932331		-0.30208874		No		Yes		Yes		U35_44k_v1_38959		LOC_Os02g50560.2		ref|NP_001048065.1| 2e-63  Os02g0739000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50560.2 5e-65 PDE317 putative expressed		AAACTCAATTAAAAAAGTTTGAAAGTGGTCACCTCCCTTTCATGTGCTTGCAGTATAAAG		34948		AT1G70070.1

		19424		CUST_14464_PI390587928		5.053386		5.3333173		4.750896		5.2218204		5.2607255		6.541368		7.8401546		6.7580833		5.7639694		6.7161164		7.841329		6.8482347		1.1545569		2.310253		8.510587		2.9004223		1.6364655		2.6077385		8.517518		3.087447		0.7105832		1.2080507		3.0892587		1.536263		0.20733929		1.3827991		3.0904331		1.6264143		Yes		Yes		Yes		U35_44k_v1_19424		LOC_Os09g23084.1		gb|EAZ09000.1| 6e-77  hypothetical protein OsI_030232 [Oryza sativa (indica cultivar-group)]		LOC_Os09g23084.1 1e-78 endoglucanase 1 precursor putative expressed		AGTGAACCAGTAGTTAAGTTAATATAGACTGTTGCCTGCATGGTATATTTGCTTGGGGAA		13838		AT2G32990.1

		8024		CUST_8495_PI390587928		9.807012		9.264859		10.437863		10.40129		9.465367		8.629807		9.551765		9.649483		9.265828		8.17122		9.46029		9.909234		-1.2672		-1.5529934		-1.8481705		-1.6839008		-1.4551657		-2.1341171		-1.9691505		-1.4064476		-0.5411835		-0.6350517		-0.8860979		-0.7518072		-0.3416443		-1.0936394		-0.9775734		-0.4920559		No		Yes		Yes		U35_44k_v1_8024		LOC_Os06g39330.1		gb|EAZ37521.1| 4e-45  hypothetical protein OsJ_021004 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39330.1 9e-47 indole-3-acetate beta-glucosyltransferase putative expressed		CTAGAAGCACAGTGGTATCATCAGCTTATCAGAGTTTAAATCTTGATGCTTGCATTAAAA		33510		AT1G05560.1

		43411		CUST_35974_PI390587928		5.6315904		5.5698566		4.6829143		5.663655		5.497682		7.230416		8.577214		7.8049445		5.451645		7.0402455		8.809555		7.857779		-1.0972621		3.1613903		14.869662		4.4115624		-1.1328411		2.7709658		17.46798		4.576118		-0.17994547		1.6605592		3.8943		2.1412897		-0.13390827		1.4703889		4.126641		2.1941242		Yes		Yes		Yes		U35_44k_v1_43411		LOC_Os01g15010.1		gb|EAZ36332.1| 2e-14  hypothetical protein OsJ_019815 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12090.1 3e-16 GTP-binding protein SAR2 putative expressed		ATCTCTGGTTTTCTTGAGACGCTACCTATGTACAAGAAGTAGGGTGTAGCGTAGTGGCAA		40026		AT1G09180.1

		2083		CUST_20169_PI390587928		7.6807504		7.447457		7.1189976		7.3558655		7.693163		7.756677		8.788502		7.5079255		7.9824014		8.302093		8.462773		7.0037923		1.0086409		1.2390379		3.1810524		1.1111549		1.2325541		1.808302		2.5381472		-1.2763935		0.301651		0.3092203		1.6695042		0.15206003		0.012412548		0.8546357		1.3437757		-0.3520732		No		Yes		Yes		U35_44k_v1_2083		LOC_Os09g38370.1		ref|NP_001063896.1| 3e-89  Os09g0556000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38370.1 5e-91 signal peptidase complex subunit 3 putative expressed		TAAGATGCTAAACGCTCTGCTTCCTGACCTTTTCTTTTCTCTTTTGAATTTCGGCTGAGT		5373		AT5G27430.1

		27766		CUST_10343_PI390587928		5.1969237		5.6078377		5.3455887		4.675014		4.198423		5.713362		2.5870268		3.0961113		3.904186		5.0624332		3.906051		4.1471596		-1.9979228		1.0758855		-6.7672133		-2.9874256		-2.4499252		-1.4594294		-2.7123394		-1.4417834		-1.2927377		0.10552454		-2.7585618		-1.5789027		-0.9985008		-0.54540443		-1.4395378		-0.52785444		Yes		No		No		U35_44k_v1_27766		LOC_Os05g16290.1		gb|EAZ33561.1| 5e-44  hypothetical protein OsJ_017044 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g16280.1 1e-45 transposon protein putative unclassified		GGTATGCCGTGGTTTGGTTTGGCTTCCTACATTTGTTAATTTCATGTTAATTATGAAGAG		35426		AT1G65730.1

		20809		CUST_5274_PI390587928		6.1534047		6.301417		6.0209947		6.0126624		5.6164794		6.0060477		7.8713613		8.154316		6.192028		5.9235005		7.261581		6.176655		-1.4508771		-1.227199		3.605918		4.412675		1.0271332		-1.2994637		2.3629453		1.1203833		0.038623333		-0.29536915		1.8503666		2.1416535		-0.5369253		-0.37791634		1.2405863		0.1639924		No		Yes		Yes		U35_44k_v1_20809		LOC_Os02g35940.1		ref|NP_001047179.1| e-114  Os02g0567800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g35940.1 1e-116 gibberellin receptor GID1L2 putative expressed		TGTCGCGGGGGCGCCATCTACTGAAATAAATGGATTGCGACGATGAAATAAATTTGGATG		16889		AT1G47480.1

		16819		CUST_30858_PI390587928		8.403606		8.928584		7.30271		7.4199157		7.7724214		9.3784275		10.860822		11.883172		9.329516		9.356971		9.247464		7.2060914		-1.5488367		1.3658919		11.778727		22.058401		1.8998822		1.3457278		3.8497217		-1.1597583		0.92591		0.4498434		3.5581117		4.4632564		-0.63118505		0.4283867		1.9447541		-0.21382427		Yes		Yes		Yes		U35_44k_v1_16819		LOC_Os03g08940.1		No hits found		No hits found		GTGTCGTGCCACACATGTGCCAGATTATCACCATTAATAGAATTCTTTCATTTGTTTGTT		7498		0

		43624		CUST_40498_PI390587928		10.081405		10.782307		10.313785		8.24261		9.536482		9.521461		7.851349		6.9423027		9.907031		10.20786		9.152905		7.8328323		-1.4589423		-2.3963625		-5.5114646		-2.4628134		-1.1284744		-1.4891062		-2.2359364		-1.3284811		-0.17437363		-1.2608461		-2.4624357		-1.3003073		-0.5449228		-0.5744467		-1.1608791		-0.40977764		Yes		No		No		U35_44k_v1_43624		LOC_Os05g49320.1		ref|NP_001056357.1| 2e-06  Os05g0568300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49320.1 3e-08 50S ribosomal protein L12-1 chloroplast precursor putative expressed		AATTTTTTGTATTCCTTTTGTAACCCCCGTGAACTGTTGTTTTAAATAAAATTAGGGGGG		40524		0

		8682		CUST_14028_PI390587928		2.9373934		2.9007442		2.3887877		2.2368183		6.004549		5.523876		5.7961974		4.8880525		6.7735353		6.648638		5.5230827		2.4168198		8.381193		6.160861		10.610418		6.2820444		14.282155		13.434712		8.780451		1.1328851		3.8361418		2.623132		3.4074097		2.6512341		3.0671556		3.7478936		3.134295		0.1800015		Yes		Yes		Yes		U35_44k_v1_8682		LOC_Os09g32952.1		ref|NP_001063614.1| 8e-61  Os09g0507300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32952.1 2e-62 L-ascorbate oxidase precursor putative expressed		TACTCCACAGCCAGCTCCAGTGCAATTAATTAATTAATCAGCTGTTTGGTGCTACGTGCG		17004		AT4G39830.1

		16314		CUST_7849_PI390587928		12.005183		12.296636		11.9333105		12.783381		12.211734		12.407037		13.292148		12.985287		12.296773		12.37682		12.864788		12.928649		1.1539259		1.0795283		2.5647836		1.1502163		1.2239883		1.0571529		1.9072284		1.1059357		0.29158974		0.11040115		1.3588371		0.20190525		0.2065506		0.08018398		0.93147755		0.14526749		No		Yes		Yes		U35_44k_v1_16314		LOC_Os02g11840.3		ref|NP_001046264.1| 2e-42  Os02g0209100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11840.2 5e-44 coatomer subunit beta putative expressed		GAACACAGTTATCGGATGTGGTGGGGGCTCTGTATCTCCACTATACAAGTTTGTTTAAAA		6462		AT3G15980.3

		23077		CUST_18471_PI390587928		5.4171586		5.3651834		5.2113814		4.679519		4.8695693		5.245625		3.1316102		3.454827		4.190311		4.740565		3.4069052		4.184915		-1.4616413		-1.0864022		-4.2274017		-2.3370557		-2.3405502		-1.5418031		-3.4930234		-1.4089341		-1.2268476		-0.119558334		-2.0797713		-1.2246921		-0.5475893		-0.62461853		-1.8044763		-0.4946041		Yes		No		No		U35_44k_v1_23077		LOC_Os02g09530.1		ref|NP_001046135.1| 1e-80  Os02g0188500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09530.1 3e-82 expressed protein		CATGACATAGGATAGAACATTAGCCTAGGTGACCTTAAAGTTCTGTGTATATATGTGTTT		35381		AT1G80060.1

		30001		CUST_30331_PI390587928		5.244681		3.993375		4.4737134		4.7350316		5.7055774		4.505182		4.9729934		5.8467155		5.717406		4.292219		4.520514		4.3821034		1.3763969		1.4258347		1.4135079		2.1609771		1.3877281		1.2301584		1.0329716		-1.2771502		0.4727249		0.5118067		0.49927998		1.1116838		0.4608965		0.2988441		0.046800613		-0.35292816		No		Yes		Yes		U35_44k_v1_30001		-		No hits found		No hits found		TCAAACGACCAAGCAAAGCAACCAACCAACCAACGAGCGAGTGAGATCACGGGCATGGGG		29618		0

		29042		CUST_28844_PI390587928		1.4014469		1.3857554		1.9206854		1.4528247		1.3924236		2.8694665		5.3425317		5.1491275		1.4474524		3.5650742		4.3467274		2.4069307		-1.0062741		2.796672		10.717128		12.962777		1.0324025		4.5293965		5.3741703		1.9373786		0.046005487		1.4837111		3.4218464		3.696303		-0.009023309		2.179319		2.426042		0.954106		Yes		Yes		Yes		U35_44k_v1_29042		-		gb|AAX19030.1| 1e-25  Hcr2-p7.1 [Lycopersicon pimpinellifolium]		LOC_Os02g34770.1 2e-25 receptor-like protein kinase 5 precursor putative		ACAGGTTCCATCCCAAATAACTGGAGAAATTTAACAAAACTCAATGCCTTGTATTTTGGA		28198		AT5G48940.1

		573		CUST_37114_PI390587928		12.075494		11.736402		10.772572		12.164734		12.225467		12.273314		12.846274		14.19452		12.247884		12.03138		12.288829		12.066766		1.1095487		1.4508647		4.209657		4.083443		1.1269238		1.2268664		2.86048		-1.070265		0.17238998		0.5369129		2.0737028		2.029786		0.14997292		0.29497814		1.5162573		-0.0979681		Yes		Yes		Yes		U35_44k_v1_573		LOC_Os05g05680.1		ref|NP_001054657.1| e-156  Os05g0149400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05680.1 1e-157 1-aminocyclopropane-1-carboxylate oxidase putative expressed		CATGAGCCCCGCTTCGATACAAATGTATCACTCATCCCTGATAAATATATAAAGTATAAT		2642		AT1G77330.1

		35248		CUST_12945_PI390587928		10.484492		10.052047		11.079404		11.758896		12.797082		13.259133		14.925046		13.625192		13.039796		13.359947		14.650014		13.9358015		4.96774		9.234838		14.376515		3.6459527		5.877911		9.903239		11.881211		4.5218263		2.5553036		3.2070866		3.845642		1.8662958		2.3125896		3.3079004		3.57061		2.1769056		Yes		Yes		Yes		U35_44k_v1_35248		LOC_Os07g16040.1		gb|EAZ03443.1| 1e-16  hypothetical protein OsI_024675 [Oryza sativa (indica cultivar-group)]		LOC_Os07g16040.1 2e-17 glyoxylate reductase putative expressed		GTTGTACTCTTGTGCATGCGTGTAACTGCAAATCAATGTTACGTTGTTATAATGCTATTT		8421		AT1G72190.1

		48941		CUST_23565_PI390587928		1.2737797		1.2739704		1.886219		1.2853503		1.768186		3.5578213		3.7986984		4.146104		2.3915648		3.3179874		2.49142		1.2745242		1.4087409		4.869761		3.7645552		7.263946		2.1701355		4.123922		1.5211906		-1.0075324		1.1177851		2.283851		1.9124794		2.8607535		0.49440622		2.044017		0.605201		-0.010826111		Yes		Yes		Yes		U35_44k_v1_48941		LOC_Os05g44770.1		gb|EAY98740.1| 3e-49  hypothetical protein OsI_019973 [Oryza sativa (indica cultivar-group)]		LOC_Os05g44770.1 1e-50 receptor-like protein kinase 5 precursor putative expressed		CCGGTCTCATCGAGATCGACTTGTCCTTCAACATGCTGACTGGAGTGATCCCGGAAAAAA		None		AT1G28440.1

		27261		CUST_10446_PI390587928		8.894066		9.508029		7.6146793		6.833877		9.617508		10.866235		14.460149		11.872024		10.118745		12.136273		13.513409		8.960971		1.6511167		2.5636616		114.99836		32.857403		2.3370345		6.1827316		59.66154		4.3683662		1.224679		1.3582058		6.8454695		5.0381465		0.7234421		2.6282444		5.8987293		2.1270938		Yes		Yes		Yes		U35_44k_v1_27261		LOC_Os06g36920.1		gb|AAX89134.1| 1e-80  cytochrome P450 monooxygenase CYP71U4v2 [Hordeum vulgare subsp. vulgare]		LOC_Os02g17760.1 8e-43 cytochrome P450 71D8 putative expressed		TAATCACCGACAATATATCAGGCCGGTCTCATATGCTAAAACATCCCACGAGTTTTATCG		21742		AT3G44250.1

		24919		CUST_39806_PI390587928		11.09058		12.789009		11.310094		10.271433		10.3318815		12.168124		8.597392		8.367732		9.063983		11.067902		9.710742		9.857991		-1.6919636		-1.5378181		-6.555482		-3.741718		-4.0744267		-3.2968938		-3.0300715		-1.3318592		-2.026597		-0.6208849		-2.7127018		-1.9037008		-0.75869846		-1.7211075		-1.5993519		-0.41344166		Yes		Yes		Yes		U35_44k_v1_24919		LOC_Os01g19390.1		gb|EAY73638.1| 5e-18  hypothetical protein OsI_001485 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19390.1 1e-19 glycerol-3-phosphate acyltransferase 1 putative		TGTGACTACCTTTGTTGGACTATTGAGAAAACTTGTGGATGTACCAAAATAAGAAGCATA		47467		0

		32086		CUST_515_PI390587928		2.4218278		2.8899944		5.1147647		3.759094		1.6012568		2.4536116		3.6690958		1.9914913		2.0585897		2.2458305		3.6190357		2.1746407		-1.7661048		-1.3532072		-2.723891		-3.404877		-1.2863097		-1.5628332		-2.820066		-2.9989414		-0.3632381		-0.43638277		-1.4456689		-1.7676027		-0.82057095		-0.64416385		-1.495729		-1.5844533		Yes		No		No		U35_44k_v1_32086		LOC_Os02g42660.1		ref|NP_001047540.1| 3e-34  Os02g0639600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42660.1 7e-36 dihydroceramide delta putative expressed		TTCATCAAGATAGCCGTAGTTGTTTTGCTCCAGCTATGGACCGCCACGCTCGTGCGCGAC		None		AT4G04930.1

		25568		CUST_35878_PI390587928		11.154359		11.136799		11.487485		11.372075		10.011291		10.587028		10.527346		10.379045		10.109837		10.928731		9.933595		10.925705		-2.2085023		-1.4638536		-1.9454978		-1.9903616		-2.0626833		-1.1551402		-2.9360778		-1.3626076		-1.0445223		-0.5497713		-0.9601393		-0.99303055		-1.1430683		-0.2080679		-1.5538902		-0.44637012		No		Yes		Yes		U35_44k_v1_25568		-		No hits found		No hits found		CCCCTACTAGCTTAGCTAGACTACAATGTTTCACTTACTTAATCCATGTGTTTTATGTTG		21900		0

		5063		CUST_12588_PI390587928		14.639565		14.36995		15.633412		15.351487		14.582051		14.21123		14.717674		14.023365		14.881837		14.603992		14.734573		15.259731		-1.0406711		-1.1162963		-1.886534		-2.5107565		1.1828535		1.1761256		-1.8645649		-1.0656664		0.24227142		-0.15872002		-0.9157381		-1.3281221		-0.05751419		0.23404217		-0.898839		-0.09175587		No		Yes		Yes		U35_44k_v1_5063		LOC_Os09g25850.1		ref|NP_001105247.1| e-111  glossy1 [Zea mays]		LOC_Os09g25850.1 1e-112 gl1 protein putative expressed		GGCTCCTAACGATTCAATTTACAGCTGTACTGTTTTGATTTGTACACAAATATATACGGT		15342		AT5G57800.1

		6846		CUST_18591_PI390587928		4.7821393		5.013984		5.2791476		4.9984283		5.8913918		5.9672737		6.9656014		5.4787235		6.0709877		6.6721554		6.184507		5.325088		2.1573384		1.9362825		3.2186458		1.3950291		2.4433293		3.1561618		1.8730109		1.2541063		1.2888484		0.9532895		1.6864538		0.48029518		1.1092525		1.6581712		0.90535927		0.32665968		Yes		No		No		U35_44k_v1_6846		LOC_Os02g08100.1		gb|AAF37734.1|AF052223_1 9e-10  4-coumarate--CoA ligase 4CL3 [Lolium perenne]		LOC_Os02g08100.1 5e-11 4-coumarate--CoA ligase 1 putative expressed		TAATCTAACCATCTTCCTAGGATTAGTCTTTTGCTCGTCGGTCGATCTTAGCACGACGAC		14210		0

		42206		CUST_1564_PI390587928		6.4524703		7.3250337		6.6400414		7.1677756		6.5999417		6.9009876		7.700596		7.402481		6.970579		7.379789		7.3731155		7.351394		1.1076264		-1.341685		2.085733		1.1766665		1.4320768		1.0386828		1.6621772		1.135729		0.51810884		-0.42404604		1.0605545		0.23470545		0.14747143		0.05475521		0.7330742		0.18361855		No		Yes		Yes		U35_44k_v1_42206		-		No hits found		No hits found		GCTCTTATAAATTTTCATGTTGCTTTGGAAATGTATCGAAGCCGAAGATATATTGTGGTG		37717		0

		15027		CUST_18840_PI390587928		3.8132827		3.6953495		4.8482747		4.300485		4.58041		5.426599		5.761204		4.483324		4.647063		5.626516		5.590538		4.4178395		1.7018776		3.3201528		1.8828644		1.1351154		1.7823492		3.8136342		1.672798		1.0847439		0.83378005		1.7312496		0.91292906		0.18283892		0.7671273		1.9311664		0.7422633		0.11735439		No		Yes		Yes		U35_44k_v1_15027		LOC_Os01g67054.2		gb|ABR15365.1| 2e-15  calreticulin [Triticum aestivum]		LOC_Os01g67054.2 5e-17 calreticulin-3 precursor putative expressed		TCAAACTTGCAAACAGCCTTAAACCATGAACTGTTGCACTTCTGCAGAGTTTGAGGATGA		2746		AT1G08450.2

		420		CUST_35731_PI390587928		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		2.3093855		4.302804		16.302538		5.164494		3.6077263		11.110143		12.829993		3.853258		1.85109		2.105277		4.0270247		2.368627		1.207509		3.4738054		3.6814485		1.9460788		Yes		Yes		Yes		U35_44k_v1_420		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		CATTCATGCATAGAGGAGGCAAGTTTGTTTATTTAAAGGGCAGAATTCATATGAAGTGAA		7944		AT3G54700.1

		7366		CUST_21337_PI390587928		6.413491		7.1038747		5.4455314		6.6580276		6.9772305		7.6034584		9.685417		10.232457		7.2265944		7.680842		9.177578		8.358431		1.4780958		1.4138056		18.894386		11.912708		1.7569872		1.4917102		13.28795		3.2499177		0.8131037		0.49958372		4.239886		3.5744295		0.5637398		0.57696724		3.7320466		1.7004032		Yes		Yes		Yes		U35_44k_v1_7366		LOC_Os07g42520.1		ref|NP_001060282.1| 3e-34  Os07g0617500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g42570.1 6e-36 dirigent-like protein pDIR17 putative		TAACAGTCAATCATTGAAATAAAGGAAAGGGAACGAATGCAGCATTAACACGTCGCAAAA		15515		AT5G42500.1

		15404		CUST_9984_PI390587928		6.9889207		7.0566897		6.6476746		7.024899		7.072169		6.78758		8.009456		7.539854		7.207519		7.0912895		7.612034		7.125376		1.0594006		-1.2050639		2.5700228		1.4289496		1.1636026		1.0242727		1.9511968		1.072128		0.21859837		-0.26910973		1.3617811		0.51495504		0.08324814		0.03459978		0.9643593		0.10047722		No		Yes		Yes		U35_44k_v1_15404		LOC_Os07g42910.1		gb|AAM92706.1| 1e-45  putative cytochrome c oxidase subunit [Triticum aestivum]		LOC_Os07g42910.1 2e-44 cytochrome c oxidase subunit putative expressed		CTTATAGGGCATATAATCTGCATAAAGGAGGCAACGACCTGCTTCGTTATTCACAAAAAA		3203		AT1G22450.1

		16707		CUST_13782_PI390587928		10.773774		11.255767		10.884968		9.212794		10.481782		10.245581		9.019256		8.581872		10.814334		10.737563		9.912327		8.88419		-1.2243297		-2.0141711		-3.6444778		-1.5485547		1.0285128		-1.432171		-1.9624298		-1.2557982		0.04055977		-1.0101862		-1.8657122		-0.6309223		-0.2919922		-0.51820374		-0.972641		-0.3286047		No		Yes		Yes		U35_44k_v1_16707		LOC_Os06g46930.1		ref|NP_001058387.1| 4e-82  Os06g0683200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46930.1 8e-84 50S ribosomal protein L24 chloroplast precursor putative expressed		ACTTCTACTACAAAGTTGTCACCATTTTTGCAAGCTTGGTCCAGCGAGAAGGCCCTCAAA		6148		AT5G54600.1

		8923		CUST_7568_PI390587928		7.5167427		7.7031493		7.7834287		7.512633		7.073545		7.148241		6.520289		7.304052		6.9823914		6.9255004		6.641748		7.3476295		-1.3596146		-1.4690752		-2.400175		-1.1555511		-1.4482908		-1.7143348		-2.2063792		-1.1211686		-0.53435135		-0.5549083		-1.2631397		-0.20858097		-0.44319773		-0.7776489		-1.1416807		-0.1650033		No		Yes		Yes		U35_44k_v1_8923		LOC_Os02g50370.1		ref|NP_001048055.1| e-158  Os02g0736600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50370.1 1e-160 ATP binding protein putative expressed		GCGAATTATTAACTGCCTGCAAGTTTGAGGTTTTGTTGATTCGATTTGTGAACTTATGAA		17837		AT1G33390.1

		14159		CUST_38246_PI390587928		13.686356		13.428082		13.686307		15.096471		14.784217		15.511604		16.061388		15.364816		15.0267515		15.914084		16.03171		15.759037		2.1403716		4.238406		5.1876497		1.2044252		2.532208		5.602233		5.082022		1.5828956		1.3403959		2.0835218		2.375081		0.26834488		1.0978613		2.486002		2.3454027		0.6625662		Yes		Yes		Yes		U35_44k_v1_14159		LOC_Os03g51080.1		ref|NP_001051099.1| 0.0  Os03g0720300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51080.1 0.0 glutamate decarboxylase putative expressed		TACCTAGCAGCAGTTCTGTGTTTATTTGGGTTCCCGATATCTAATCAAAATCGATGTTTC		1385		AT5G17330.1

		8353		CUST_20598_PI390587928		7.509771		7.507899		8.66783		7.0748467		6.7985396		6.762484		6.4815617		4.7672715		6.87293		6.952421		7.09292		6.49131		-1.6372007		-1.6764561		-4.551269		-4.9505033		-1.5549206		-1.4696552		-2.9791703		-1.4985182		-0.6368408		-0.74541473		-2.1862688		-2.3075752		-0.71123123		-0.5554776		-1.5749106		-0.5835366		Yes		Yes		Yes		U35_44k_v1_8353		LOC_Os03g18110.1		ref|NP_001049797.1| 7e-33  Os03g0290900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18110.1 2e-34 expressed protein		CAAAACGCTTCATGCTCAGCTTCAGAGGAAAGAAATTCATATCAACCTCATGTTAAAAAA		47418		AT2G30010.1

		4012		CUST_32414_PI390587928		14.942825		14.241797		14.307243		14.274768		15.011477		14.140523		12.779011		13.202198		15.21669		14.49788		13.133248		13.876553		1.0487365		-1.0727206		-2.8843226		-2.1031764		1.2090423		1.1942315		-2.2563565		-1.3178766		0.27386475		-0.10127449		-1.5282326		-1.0725698		0.06865215		0.25608253		-1.173995		-0.3982153		No		Yes		Yes		U35_44k_v1_4012		LOC_Os05g48590.1		gb|EAZ35251.1| 5e-75  hypothetical protein OsJ_018734 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48590.1 1e-76 OsIAA19 - Auxin-responsive Aux/IAA gene family member expressed		ATCACCGCCTGTATTATGATGCTAGCCTATGCTCTTACATATATATTTGAAGTCGTATTT		9342		AT2G22670.3

		46168		CUST_6790_PI390587928		1.3806137		2.7158062		1.4273915		1.4842358		9.416477		9.535297		8.87019		12.1834		9.927911		9.74208		8.520146		7.495674		262.44363		112.94616		173.98247		1662.5297		374.1045		130.35243		136.49979		64.50944		8.5472975		6.8194914		7.442798		10.699164		8.035864		7.0262737		7.092755		6.0114384		Yes		Yes		Yes		U35_44k_v1_46168		-		gb|AAR00929.2| 4e-20  enolase [Davidiella tassiana]		LOC_Os10g08550.5 5e-11 enolase putative expressed		GAATGTTTTGAATGGAGGATCGCATGCATGCGGACGCTTGGCTTTTCAGGAGTTTATGAT		45845		0

		20600		CUST_16277_PI390587928		3.3966084		3.55933		3.8873103		2.7945004		1.9159983		2.63402		1.3464555		2.3806584		2.381088		3.1377707		1.6721344		2.1016185		-2.790667		-1.8990921		-5.8193374		-1.3322289		-2.021632		-1.3393744		-4.6433816		-1.6165093		-1.0155203		-0.9253099		-2.540855		-0.41384196		-1.48061		-0.42155933		-2.2151759		-0.6928818		No		Yes		Yes		U35_44k_v1_20600		LOC_Os03g15340.1		gb|ABZ04879.1| 2e-33  putative chemocyanin precursor [Oryza sativa Japonica Group]		LOC_Os03g15340.1 5e-35 chemocyanin precursor putative expressed		ATGTTAAGCGGTTGTTATTCCGAAAGTACCTTTCTCACCTGACCTCATAGTCTCCTGGTG		12775		AT2G02850.1

		44723		CUST_24180_PI390587928		5.416855		5.2275076		6.065808		5.315885		4.6290054		4.445459		3.9008923		4.224609		4.972507		4.809238		4.0708914		5.146714		-1.726499		-1.719571		-4.4844017		-2.1306243		-1.3606989		-1.3363239		-3.9859302		-1.1244121		-0.44434786		-0.7820487		-2.1649156		-1.0912762		-0.7878494		-0.41826963		-1.9949164		-0.16917086		Yes		No		No		U35_44k_v1_44723		LOC_Os06g42030.1		emb|CAA46813.1| 3e-17  cathepsin B [Triticum aestivum]		LOC_Os05g24550.6 2e-12 cathepsin B-like cysteine proteinase 3 precursor putative expressed		ACCATTCCCTGCCAATCATCCAGGAAGACATCATGCGGACGGGCAACAGCCATCCCAATG		42807		0

		46328		CUST_22313_PI390587928		7.929876		8.03172		7.5060863		8.12304		7.743098		7.5989704		6.572424		6.8557916		7.6745872		7.259436		6.6275177		7.594576		-1.1382189		-1.3498038		-1.9101188		-2.4070208		-1.1935744		-1.7079717		-1.8385503		-1.4423931		-0.2552886		-0.43274975		-0.9336624		-1.2672486		-0.18677807		-0.77228403		-0.87856865		-0.5284643		No		Yes		Yes		U35_44k_v1_46328		LOC_Os03g13930.1		gb|EAY89215.1| 6e-12  hypothetical protein OsI_010448 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13930.1 8e-14 subtilisin-like protease precursor putative expressed		GGCCCTGGACCCGGGGCTGGTGTACGACATCGGGGACGAAGACTACGTGGCGTTCATGTG		46260		0

		38213		CUST_10821_PI390587928		5.270911		5.976953		5.044721		4.411081		4.2735553		4.218511		2.9346535		2.3798313		3.4816735		3.5945683		2.0730011		3.3867428		-1.9963379		-3.3833253		-4.3171153		-4.0875874		-3.4563222		-5.2139792		-7.8447094		-2.034026		-1.7892377		-1.7584419		-2.1100676		-2.0312495		-0.99735594		-2.3823848		-2.97172		-1.024338		Yes		No		No		U35_44k_v1_38213		LOC_Os02g54030.1		gb|EAY87758.1| e-110  hypothetical protein OsI_008991 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26800.1 1e-95 polygalacturonase putative expressed		AATTGGCAGTGAGATGTCAGGTGGAGTTGCAAACATTACGGTGGAGAATGTACACATCTG		34079		AT1G19170.1

		16231		CUST_13374_PI390587928		12.30418		11.7298		11.734908		11.427799		14.503072		14.606682		15.943851		14.287918		15.107597		14.94067		15.639347		12.82072		4.5912647		7.3456063		18.493462		7.2607512		6.9809203		9.259086		14.974531		2.6260974		2.8034172		2.8768816		4.2089434		2.8601189		2.1988916		3.2108698		3.904439		1.3929205		Yes		Yes		Yes		U35_44k_v1_16231		LOC_Os02g16940.1		gb|EAY85319.1| 0.0  hypothetical protein OsI_006552 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17090.1 0.0 cucumisin precursor putative expressed		ATTGTACACCTTCTTGATGTATCCATGTATAGTTTCCATACGAAAATGTAGGAGAAACAC		8308		AT4G10540.1

		36893		CUST_105_PI390587928		5.2118154		3.9591453		4.1081166		3.4130375		6.1160145		4.8750324		5.9126573		5.2835298		6.272797		7.4680314		6.4182625		5.911087		1.8715053		1.8867289		3.493179		3.656573		2.0863507		11.383609		4.959332		5.6492114		1.0609818		0.9158871		1.8045406		1.8704922		0.9041991		3.508886		2.3101459		2.4980495		Yes		Yes		Yes		U35_44k_v1_36893		LOC_Os06g05050.1		gb|EAZ07162.1| 1e-48  hypothetical protein OsI_028394 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34640.1 5e-50 receptor-like protein kinase precursor putative expressed		ATGGCACCAGAGCTGGCGTTCTCCACCAGAAACAGCATCAAGACCGACGTGTACAGCTAC		32353		AT1G17750.1

		2162		CUST_37609_PI390587928		6.7626023		6.854942		7.3503876		6.7222557		6.5533586		6.4852023		5.8126464		6.163901		5.9301224		6.0307007		5.821488		6.35457		-1.156082		-1.2921195		-2.9033957		-1.472589		-1.7807438		-1.7706035		-2.8856566		-1.2902814		-0.83247995		-0.36973953		-1.5377412		-0.55835485		-0.20924377		-0.82424116		-1.5288997		-0.3676858		No		Yes		Yes		U35_44k_v1_2162		LOC_Os04g47870.2		emb|CAE02070.2| e-170  OSJNBa0005N02.3 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g47870.2 1e-172 PINHEAD protein putative expressed		TCAGACCCCAGGGAAGAGAACTTGACCTGCTAATTGTAATACTGCCTGACAATAATGGTT		16084		AT1G48410.2

		5915		CUST_24865_PI390587928		10.25121		8.59525		8.873253		10.3931055		10.662345		8.906112		10.794346		12.123657		11.139628		9.32353		10.248517		10.17797		1.3297312		1.2404482		3.7870986		3.318547		1.8511454		1.656663		2.5941541		-1.160813		0.8884182		0.3108616		1.921093		1.7305517		0.41113472		0.72828007		1.3752642		-0.21513557		Yes		Yes		Yes		U35_44k_v1_5915		LOC_Os07g48450.1		gb|EAZ05171.1| e-102  hypothetical protein OsI_026403 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48450.1 1e-104 NAC domain-containing protein 18 putative expressed		GTGGCGACATGAAACAAGCTTAGGTTTCAGAAAATATGAAACAATCTTGTACTATATGCT		13658		AT1G61110.1

		50702		CUST_12763_PI390587928		6.209497		6.5599656		6.2942657		6.0131354		5.5308385		5.5941176		4.93524		4.177276		5.5135674		6.1309447		5.0729084		5.546863		-1.6006507		-1.9532112		-2.5651193		-3.5698397		-1.6199278		-1.3463196		-2.3316598		-1.3815352		-0.6959295		-0.96584797		-1.359026		-1.8358593		-0.6786585		-0.42902088		-1.2213573		-0.46627235		Yes		No		No		U35_44k_v1_50702		LOC_Os10g42870.2		gb|EAY79653.1| 3e-30  hypothetical protein OsI_033612 [Oryza sativa (indica cultivar-group)]		LOC_Os10g42870.2 4e-32 peptide transporter PTR2 putative expressed		TGAACACGGTTGGGTGTTGGTCCCAAGTGTACAGTTGTTATCCTGTTTGTTGGGTATGTA		9681		AT5G01180.1

		33322		CUST_4937_PI390587928		8.482495		8.429672		9.198947		9.140243		8.858635		9.392105		10.202629		9.557302		9.036362		9.791469		10.113141		9.383712		1.2978644		1.9485931		2.005111		1.3352038		1.4680147		2.57005		1.8845161		1.183836		0.5538664		0.96243286		1.0036821		0.4170599		0.37613964		1.3617964		0.9141941		0.24346924		No		Yes		Yes		U35_44k_v1_33322		LOC_Os01g49580.1		gb|EAZ13157.1| 5e-59  hypothetical protein OsJ_002982 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49580.1 1e-60 protein kinase domain containing protein expressed		ATAATCTGTAAACAGCTCGGACACTTCTTGCAGAATTACGTGCCTTTACCGCCAATAGCG		21786		AT1G70250.1

		6691		CUST_20343_PI390587928		7.6382103		8.402201		9.42895		8.634749		7.340633		7.633139		8.258216		8.246674		7.3630776		7.108332		7.9701576		8.443904		-1.2290788		-1.7041609		-2.2512627		-1.3086468		-1.2101053		-2.4518464		-2.7487824		-1.1414324		-0.27513266		-0.76906157		-1.1707344		-0.38807583		-0.29757738		-1.2938685		-1.4587927		-0.19084549		No		Yes		Yes		U35_44k_v1_6691		LOC_Os04g10680.4		ref|NP_001052192.1| 2e-62  Os04g0185500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g10680.4 3e-64 protein binding protein putative expressed		AGTTCGTTGCATTCTGCAAACCTTTTTGATGGTACAGTAGGCCAAGAAACCGGTGGAAGT		16533		0

		24186		CUST_26010_PI390587928		9.933547		10.671382		10.715675		9.810521		9.798462		9.997457		8.773435		8.604968		9.4771385		9.434939		9.18686		9.131752		-1.0981576		-1.595408		-3.8430207		-2.3062565		-1.3721218		-2.3561683		-2.8854878		-1.6007735		-0.4564085		-0.6739254		-1.9422407		-1.205553		-0.1350851		-1.2364426		-1.5288153		-0.6787691		No		Yes		Yes		U35_44k_v1_24186		LOC_Os02g43670.1		gb|EAZ24036.1| 2e-26  hypothetical protein OsJ_007519 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43670.1 4e-28 transferase family protein expressed		GGGGTGAGGTTCCAGCAGGCAACTGTGGAGGTGACCATGGAGGATTTCCTGGCGGACAAG		20752		0

		15395		CUST_24122_PI390587928		3.030935		4.8717594		1.705732		1.7319387		1.8371674		2.4372518		1.5231966		1.2470814		2.578183		2.8253005		1.274511		1.2676991		-2.2874935		-5.405798		-1.1348766		-1.3994474		-1.3686486		-4.130908		-1.3483742		-1.37959		-0.4527521		-2.4345076		-0.18253541		-0.48485732		-1.1937677		-2.046459		-0.431221		-0.4642396		Yes		No		No		U35_44k_v1_15395		LOC_Os05g48890.1		gb|ABI95403.1| 8e-22  fasciclin-like protein FLA13 [Triticum aestivum]		LOC_Os05g48890.1 4e-15 fasciclin-like arabinogalactan protein 7 precursor putative expressed		TGTCAGTAGTTGTTTTATTGAGAGCAACTTGGTGTCAGTGGATCTGAGCATTTATCAAAT		7789		0

		13292		CUST_22875_PI390587928		1.2394767		1.9641052		1.258288		2.309115		1.2822704		2.09676		2.507416		2.350767		3.8394425		3.1249924		1.6090325		3.2017906		1.0301067		1.0963092		2.376977		1.0292917		6.0627227		2.2359488		1.2752185		1.8566163		2.5999658		0.13265479		1.249128		0.041651964		0.04279375		1.1608871		0.3507445		0.89267564		Yes		No		No		U35_44k_v1_13292		LOC_Os03g15530.1		gb|EAZ26335.1| 4e-11  hypothetical protein OsJ_009818 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15530.1 1e-12 expressed protein		TTAATATAAACGCACGTACCCAAAGCCCAGCTAGCGAGCGCCTTCACACGCACCACTGTA		47119		0

		23556		CUST_16751_PI390587928		2.1945896		2.2513478		1.3968881		1.584342		3.2697601		3.2746427		6.1400695		5.8094916		2.592762		4.369368		5.875563		4.84635		2.106971		2.0325558		26.781803		18.702375		1.3178374		4.3409786		22.29541		9.593174		0.39817238		1.0232949		4.743181		4.2251496		1.0751705		2.1180203		4.478675		3.2620082		Yes		Yes		Yes		U35_44k_v1_23556		LOC_Os01g27380.1		gb|ABR25713.1| 2e-76  glutathione s-transferase gstf2 [Oryza sativa (indica cultivar-group)]		LOC_Os01g27390.1 2e-77 glutathione S-transferase GSTF2 putative expressed		GTGGCACGGGACAACTTGGTGCATACGCCTTTACAATCATCCATCTTGTCACCTAAAAAA		21026		AT3G62760.1

		15288		CUST_10452_PI390587928		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		1.4722615		1.5867866		4.7921324		2.8557982		2.0659857		2.5777779		3.0877306		1.143473		1.0468302		0.66610813		2.2606678		1.5138941		0.55803394		1.366128		1.6265469		0.19342232		Yes		Yes		Yes		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		CCTATCTCGTTTATATGTAATCTGCAGGCCTTCATGTCTTTGATATAATGATCCTAGAGG		3206		AT2G32300.1

		959		CUST_27663_PI390587928		11.809096		12.254821		10.695122		10.572949		11.394043		11.65772		11.95708		11.873119		11.603775		11.62262		11.642025		10.553566		-1.333348		-1.5126741		2.3982103		2.462579		-1.1529431		-1.549928		1.9277303		-1.0135262		-0.20532131		-0.5971012		1.2619581		1.30017		-0.41505337		-0.6322012		0.9469032		-0.01938343		No		Yes		Yes		U35_44k_v1_959		LOC_Os09g26880.1		ref|NP_001063281.1| 0.0  Os09g0440300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26880.1 0.0 aldehyde dehydrogenase family 7 member A1 putative expressed		ACTGGAAAAATAGCTTCTCTTCCGGTGAGAGCAACATTGTCCGCATTTTACCCTGAGATC		2922		AT1G54100.2

		1143		CUST_41844_PI390587928		13.518569		13.412239		13.350708		13.289146		13.636466		13.550618		14.564218		14.126626		13.982356		13.824643		14.18546		13.363449		1.0851519		1.1006678		2.3190107		1.7869257		1.3791573		1.3309017		1.7835505		1.052852		0.46378708		0.1383791		1.2135096		0.8374796		0.11789703		0.41240406		0.8347521		0.07430267		No		Yes		Yes		U35_44k_v1_1143		LOC_Os04g42930.1		gb|AAP80853.1| 2e-45  glutaredoxin [Triticum aestivum]		LOC_Os04g42930.1 5e-47 OsGrx_C2.2 - glutaredoxin subgroup I expressed		CCGCAGTGAATGTTAAATCTCTGTAAAACTCGTTAGAAATAAAGCAAACTATCTCAGTGA		3460		AT5G40370.1

		9182		CUST_2743_PI390587928		6.8105807		7.3723526		7.0669403		6.7510605		8.652366		10.512414		11.699449		9.225926		9.463044		11.798579		11.644904		7.7717147		3.5845325		8.815616		24.804127		5.559156		6.2873993		21.499432		23.883856		2.0288386		2.6524634		3.1400614		4.6325083		2.474866		1.841785		4.4262266		4.577964		1.0206542		Yes		Yes		Yes		U35_44k_v1_9182		-		No hits found		No hits found		TGACGCACAGCTTAAATTTGTAATCAGTATTGGCACATTGGAAAGTTATTGTCTGCTTCT		20189		0

		150		CUST_26530_PI390587928		8.708406		7.535403		4.0582137		7.9670196		10.131786		9.282385		9.870208		10.560635		10.382496		9.475602		9.7046585		9.603127		2.6821313		3.356557		56.180363		6.036093		3.1911788		3.8375869		50.089794		3.1082594		1.6740894		1.7469821		5.811994		2.593615		1.4233799		1.9401994		5.646445		1.636107		Yes		Yes		Yes		U35_44k_v1_150		LOC_Os07g37550.2		sp|Q01482|WIR1A_WHEAT 2e-07  Protein WIR1A		LOC_Os06g29730.1 6e-06 expressed protein		AAAGATCGATCTCTCTTCATGGTTGCGGTGCACAAGGGCGGAGAGAAAATGAGATTTACA		348		0

		35556		CUST_16671_PI390587928		7.0453315		6.4952507		4.8612537		4.6835613		6.775799		9.008404		14.664655		10.995515		7.363886		9.974316		14.018123		7.287091		-1.2054173		5.708664		893.5477		79.4488		1.2470803		11.15072		570.81085		6.077717		0.3185544		2.513153		9.803401		6.3119535		-0.26953268		3.479065		9.156869		2.6035295		Yes		Yes		Yes		U35_44k_v1_35556		LOC_Os03g18850.1		gb|AAY29574.1| 5e-21  pathogenesis-related protein 10 [Zea mays]		LOC_Os03g18850.1 2e-22 pathogenesis-related protein 1 putative expressed		GCTGCTTGCTTGTGCACGTTCCTCATGTTTTTGTATTGGAATAAAAAGAATTATGTGAAG		31194		0

		35072		CUST_12386_PI390587928		4.4250417		4.6660786		5.7517395		3.961118		4.2432275		4.3037834		3.7218122		2.3757193		3.4564893		3.8845348		4.0935564		2.895606		-1.1343094		-1.2854693		-4.0838428		-3.0009072		-1.956876		-1.7189692		-3.156188		-2.0929124		-0.96855235		-0.36229515		-2.0299273		-1.5853987		-0.1818142		-0.78154373		-1.6581831		-1.065512		Yes		Yes		Yes		U35_44k_v1_35072		-		ref|XP_390960.1| 4e-13  hypothetical protein FG10784.1 [Gibberella zeae PH-1]		No hits found		CACATTGGAGGCCGTCCTTAGTTATCCTGTCTATATCCGTATCATGGATTGGATAATCCA		None		0

		5121		CUST_28611_PI390587928		10.269626		9.566481		9.214943		10.689294		10.173106		11.353322		11.506241		11.842448		10.518112		11.276929		11.11704		10.858891		-1.0691909		3.450586		4.894963		2.2239962		1.1879603		3.272625		3.73756		1.124744		0.24848652		1.7868414		2.291298		1.1531544		-0.09651947		1.7104483		1.9020967		0.16959667		Yes		Yes		Yes		U35_44k_v1_5121		LOC_Os02g07690.1		ref|NP_001046037.1| 2e-24  Os02g0173200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07690.1 3e-26 VQ motif family protein expressed		TCGCTTTCTTTAGCTATGACCGCCGCCTGTAATTGTTCATCTTTAAAAATATATCAGATC		13615		0

		1236		CUST_7755_PI390587928		13.580998		13.386216		13.427547		13.984387		13.786998		14.0288725		15.192746		14.899613		13.855214		14.132041		15.1133375		14.580073		1.1534851		1.5612011		3.399208		1.8858645		1.2093365		1.6769327		3.2171652		1.5111909		0.2742157		0.6426563		1.7651987		0.915226		0.20599937		0.7458248		1.6857901		0.59568596		No		Yes		Yes		U35_44k_v1_1236		LOC_Os05g51420.2		gb|AAN17464.1| e-158  hypersensitive-induced reaction protein 3 [Hordeum vulgare subsp. vulgare]		LOC_Os05g51420.7 1e-147 hypersensitive-induced response protein putative expressed		CCTGTGGGAATGCAGTGTGATATAAGCGTGTTATAAAATGTTGGTGATGAACTTGATCTA		3627		AT5G62740.1

		46651		CUST_25713_PI390587928		4.576904		4.3726015		5.2902384		4.4924645		4.579499		4.0510716		3.767626		3.084039		4.0037546		3.3159866		3.607568		3.7554588		1.0018003		-1.249655		-2.8731081		-2.6544733		-1.4877676		-2.0800452		-3.210216		-1.666713		-0.5731492		-0.32152987		-1.5226123		-1.4084256		0.0025949478		-1.0566149		-1.6826704		-0.7370057		Yes		Yes		Yes		U35_44k_v1_46651		LOC_Os07g49210.1		gb|EAZ41180.1| 3e-05  hypothetical protein OsJ_024663 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49210.1 4e-07 helicase conserved C-terminal domain containing protein expressed		ATTCGTTAAAGCACCTGGCCGACCTCGTCGGTGAGGCCGCACGGATCTTGAAGCCAGAGG		47040		0

		23492		CUST_20883_PI390587928		5.863497		5.4835296		6.415777		6.3795085		5.325977		5.089212		5.0985985		5.074517		4.9870086		5.0443745		5.1086063		5.8782477		-1.4514753		-1.3143209		-2.4917836		-2.470823		-1.8359009		-1.35581		-2.474558		-1.41545		-0.8764882		-0.39431763		-1.3171787		-1.3049917		-0.53751993		-0.4391551		-1.3071709		-0.50126076		No		Yes		Yes		U35_44k_v1_23492		-		No hits found		No hits found		TCGACCGAGGAGGTCATTTATTGTACCAAACGGTATGTATGGATGTAAGACTCTATTAAA		20579		0

		1433		CUST_7713_PI390587928		5.678213		5.7097607		5.5325565		5.5025296		6.0217843		6.4161186		6.490505		5.917066		6.1067104		6.7618527		6.4195104		6.0937614		1.2688937		1.6316798		1.9425459		1.3328704		1.345831		2.0735345		1.8492674		1.5065325		0.4284973		0.70635796		0.9579487		0.41453648		0.3435712		1.0520921		0.88695383		0.5912318		No		Yes		Yes		U35_44k_v1_1433		LOC_Os06g07130.1		gb|EAY99833.1| 2e-69  hypothetical protein OsI_021066 [Oryza sativa (indica cultivar-group)]		LOC_Os06g07130.1 5e-70 SHR5-receptor-like kinase putative expressed		ATTGATATTCAGGGTCAGAATATCAAGACCGATTTTGACATTACTAAGGAAGCAGGGGGG		4086		AT1G56120.1

		26530		CUST_6719_PI390587928		9.211661		7.891752		7.9102516		6.844561		9.81971		8.736655		9.650981		10.498252		10.120894		9.447238		9.051364		5.3633056		1.524196		1.7961446		3.3420408		12.585502		1.8780469		2.9393277		2.2055101		-2.791916		0.9092331		0.84490347		1.7407293		3.6536908		0.60804844		1.5554862		1.1411123		-1.4812555		Yes		Yes		Yes		U35_44k_v1_26530		-		gb|EAZ06783.1| 5e-09  hypothetical protein OsI_028015 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31800.1 1e-05 RGH1A putative expressed		TGGACAGCTAGTAGTTCATATGTCACTCAGGATGCCACAATTATTCAGTGAAATGATATA		30320		0

		2551		CUST_30888_PI390587928		9.909523		9.5408745		9.311584		9.613809		11.033238		11.368718		12.17801		10.790454		11.698449		11.901885		11.785297		9.288175		2.1790743		3.5500607		7.292561		2.2605052		3.4555757		5.137301		5.554715		-1.2532151		1.7889261		1.8278437		2.8664255		1.1766453		1.1237154		2.3610106		2.473713		-0.325634		Yes		Yes		Yes		U35_44k_v1_2551		LOC_Os03g04110.2		dbj|BAE95828.1| e-111  chitin elicitor binding protein [Oryza sativa Japonica Group]		LOC_Os03g04110.1 1e-113 receptor-like GPI-anchored protein 2 putative expressed		TAGGATACCAATCAAACTTGTGTACGACGACCTTTGTTACAAGGCGACTACTAATGCAAA		7933		AT2G17120.1

		41137		CUST_34801_PI390587928		4.9363675		4.831933		4.345346		5.714969		4.980827		5.8548303		7.8141828		7.1594353		5.8614373		5.9863453		6.98988		6.220596		1.0312966		2.0319955		11.071945		2.7216208		1.8987762		2.2259362		6.252938		1.41974		0.9250698		1.0228972		3.4688368		1.4444661		0.044459343		1.1544123		2.644534		0.5056267		Yes		Yes		Yes		U35_44k_v1_41137		LOC_Os12g17490.1		gb|AAM94294.1| 4e-09  putative stripe rust resistance protein Yr10 [Sorghum bicolor]		LOC_Os10g03570.1 3e-10 RGH1A putative		ATGCAGCTCTCATTGTATCTACCCACTTATGCTGAATTGTATTGTCATGAAACTTTTAGT		18459		0

		24348		CUST_38924_PI390587928		8.094742		6.055821		4.872484		4.505555		8.425882		5.326549		2.91407		3.1101048		8.720783		5.4318123		2.8366277		3.6574962		1.2580075		-1.6578022		-3.8863459		-2.6307065		1.5433245		-1.5411514		-4.100661		-1.8000774		0.6260414		-0.7292719		-1.9584143		-1.3954504		0.33114052		-0.62400866		-2.0358565		-0.84805894		No		Yes		Yes		U35_44k_v1_24348		LOC_Os09g28880.1		ref|NP_001063406.1| 9e-47  Os09g0463600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28880.1 2e-48 plant-specific domain TIGR01570 family protein expressed		GTAATATAGCAAGTTCAAATGAGTACAAGTCCATGCTAGACAGCAGTTACTTTTGCAAAA		19225		AT5G42680.1

		17716		CUST_25829_PI390587928		7.0511		6.337478		4.29816		5.522837		6.7980633		6.8203487		8.130814		9.514302		6.4814734		7.0557637		8.642747		8.387902		-1.1917127		1.3975216		14.247664		15.905624		-1.4841391		1.6452258		20.316597		7.2856874		-0.56962633		0.48287058		3.8326535		3.991465		-0.2530365		0.71828556		4.344587		2.865065		Yes		Yes		Yes		U35_44k_v1_17716		-		sp|Q01482|WIR1A_WHEAT 8e-11  Protein WIR1A		No hits found		TACCGTCTCGTGTTGTACGTACATAGTTAAAGTCGAATAAAGCTGGATTCTTGCAAAAAA		6521		0

		3437		CUST_31050_PI390587928		9.973153		10.486611		10.098935		10.12724		9.163636		9.982877		7.8658557		8.616988		8.474232		9.477091		8.692826		9.921236		-1.7526245		-1.4178792		-4.701364		-2.848598		-2.8263133		-2.013242		-2.650214		-1.1534889		-1.4989214		-0.5037346		-2.2330794		-1.510252		-0.8095169		-1.0095205		-1.4061089		-0.20600414		Yes		Yes		Yes		U35_44k_v1_3437		LOC_Os06g10230.2		gb|EAZ00072.1| e-175  hypothetical protein OsI_021304 [Oryza sativa (indica cultivar-group)]		LOC_Os06g10230.2 1e-177 receptor-like protein kinase 5 precursor putative expressed		ATGGTGTGAATTGCCTGATCTTGTATGGATGAATAGAAGGAATGTCATTGTGTTTCACAA		17829		AT2G26330.1

		7503		CUST_15402_PI390587928		7.734461		7.7257824		7.921194		7.7198215		7.4250426		7.3616366		6.0496573		6.483906		7.1368012		6.8263993		6.402264		7.6060586		-1.2392079		-1.2871193		-3.6592214		-2.3553078		-1.5132596		-1.8652682		-2.8657842		-1.0820467		-0.5976596		-0.36414576		-1.8715367		-1.2359157		-0.3094182		-0.89938307		-1.51893		-0.113762856		No		Yes		Yes		U35_44k_v1_7503		-		No hits found		No hits found		GCTAGTGAACAGATGTGTGGATGTGGAAGTACCAAATTATTAGTCTATGAATGTTTCTAA		18599		0

		27876		CUST_31490_PI390587928		3.8284786		1.7444726		3.0448933		2.5396736		4.353472		4.112016		3.840587		2.8561895		4.509909		4.7759123		3.7493584		3.3898933		1.4389273		5.1606174		1.7359117		1.2453195		1.6037292		8.176252		1.6295404		1.8027755		0.6814306		2.3675437		0.79569364		0.31651592		0.52499366		3.0314398		0.70446515		0.8502197		Yes		Yes		Yes		U35_44k_v1_27876		LOC_Os03g08620.1		ref|NP_001049190.1| 4e-42  Os03g0184500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08620.1 1e-43 DNA binding protein putative expressed		TAGAATCACAACTTGACCCCTGATTTCCATCCTTCATGAAGCGGATGTTACATTCACATG		23969		0

		5266		CUST_3684_PI390587928		5.0672193		5.11467		5.3796387		1.929439		4.542101		4.3239617		1.8812803		1.3665413		4.239557		4.497795		3.100238		1.3494021		-1.4390516		-1.7299232		-11.300841		-1.4772333		-1.7748073		-1.5335494		-4.854762		-1.4948875		-0.82766247		-0.79070807		-3.4983582		-0.5628977		-0.52511835		-0.6168747		-2.2794006		-0.5800369		Yes		Yes		Yes		U35_44k_v1_5266		LOC_Os05g49840.1		gb|EAY75191.1| 1e-26  hypothetical protein OsI_003038 [Oryza sativa (indica cultivar-group)]		LOC_Os01g46240.1 3e-28 triacylglycerol lipase putative expressed		TATCACTGCATCCGAGTTCGTACGTAGACAAGGCGAGAATGAACAACACACTACCAGTAA		19154		AT1G06250.1

		22806		CUST_2864_PI390587928		3.2153425		2.6041715		1.6722428		4.566546		5.4375596		6.295853		6.465519		5.402828		5.8358116		6.9826684		7.0997834		5.735637		4.6660995		12.921321		27.72809		1.7854432		6.1495		20.799791		43.038048		2.2487001		2.620469		3.6916816		4.7932763		0.83628225		2.222217		4.378497		5.427541		1.1690912		Yes		Yes		Yes		U35_44k_v1_22806		-		gb|EAY99115.1| 3e-08  hypothetical protein OsI_020348 [Oryza sativa (indica cultivar-group)]		LOC_Os01g46440.1 6e-06 expressed protein		CCTTGTAAGCATATCATGGAATAACATTTGCGCGTATCAGCATAAATATTAAATACTCCC		23295		0

		9899		CUST_35677_PI390587928		8.435254		8.876701		7.679008		8.442307		9.394882		11.051601		11.645977		10.078832		9.657987		10.65731		11.432494		8.929074		1.9448085		4.515545		15.637836		3.1091585		2.3338835		3.4357097		13.486894		1.4013009		1.2227325		2.1749		3.966969		1.6365242		0.9596281		1.7806082		3.7534862		0.48676682		Yes		Yes		Yes		U35_44k_v1_9899		LOC_Os12g06220.1		gb|EAZ19720.1| 7e-55  hypothetical protein OsJ_033929 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g06220.1 2e-56 YLS9 putative expressed		TGCGATACAGGTTTGCCAGCATCAAGATCCGCCAGAAGCCCAGGATTTGGTGCTGGCTCA		20927		AT5G06320.1

		20409		CUST_14375_PI390587928		7.394085		6.864674		6.150225		6.4484086		6.8899765		6.2696786		3.9911244		4.9228745		6.8641467		6.200859		4.108778		5.8305154		-1.4182466		-1.5104679		-4.466364		-2.878933		-1.4438673		-1.5842664		-4.1165824		-1.5346326		-0.5299382		-0.5949955		-2.1591008		-1.5255342		-0.5041084		-0.663815		-2.0414472		-0.6178932		Yes		Yes		Yes		U35_44k_v1_20409		-		No hits found		No hits found		AGATGTCACAACTTCAGTTGTAACGCACATGTAATCTACATACACTGCATTGCATGGAAC		14366		0

		10880		CUST_882_PI390587928		9.835865		10.588626		11.947179		11.15985		9.594864		10.295608		11.309176		10.057883		9.344823		10.218756		11.490542		11.163312		-1.1818125		-1.2252009		-1.556173		-2.1464713		-1.4054598		-1.2922366		-1.3723385		1.0024024		-0.49104214		-0.29301834		-0.6380024		-1.1019669		-0.24100113		-0.3698702		-0.45663643		0.0034618378		No		Yes		Yes		U35_44k_v1_10880		LOC_Os05g41440.2		emb|CAE47491.1| 1e-56  cytochrome P450 [Triticum aestivum]		LOC_Os05g41440.2 3e-50 cytochrome P450 98A1 putative expressed		TCAAGGGCCCGGACGGAGGACCTCGACATGATGGAGTCCCCCGGGCTAATCACATTCATG		23516		AT2G40890.1

		35221		CUST_40415_PI390587928		4.6531816		5.341371		5.321914		5.5518804		4.4002748		3.9897301		3.3252742		3.7325404		3.6996412		3.1311767		3.8072731		4.5256157		-1.1916056		-2.5520222		-3.9906948		-3.529197		-1.9366193		-4.627376		-2.8572774		-2.036744		-0.9535403		-1.3516409		-1.99664		-1.81934		-0.2529068		-2.2101943		-1.514641		-1.0262647		Yes		Yes		Yes		U35_44k_v1_35221		LOC_Os09g28300.2		ref|NP_001063361.1| 4e-32  Os09g0456100 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28300.2 7e-34 remorin C-terminal region family protein expressed		CATCAGGCAGAATAATATAAACTGTGAAATTGTCAATGCTCACTTTTCAGTGTTGTCCTT		10595		AT4G36970.1

		39544		CUST_16186_PI390587928		4.7441106		4.8746085		5.491539		6.2437057		5.6887364		5.704886		6.4406705		4.597487		5.211677		5.4138284		6.7297645		6.697619		1.9246897		1.7780273		1.93071		-3.1301217		1.3827751		1.4531865		2.3590817		1.3697506		0.4675665		0.83027744		0.9491315		-1.6462188		0.94462585		0.53921986		1.2382255		0.4539132		No		Yes		Yes		U35_44k_v1_39544		-		gb|AAT38896.1| 6e-08  beta-amyrin synthase [Avena prostrata]		LOC_Os11g18194.1 2e-09 cycloartenol synthase putative expressed		CACTATGATGCCTATAGAACAACTTAGCACTTTCAAATCCACTCATATATGATGATTGTC		49859		0

		49429		CUST_33908_PI390587928		7.691156		8.00687		7.4842796		7.348143		7.071735		7.417265		6.2170777		5.100676		6.414554		6.852448		6.3467445		6.84511		-1.5362585		-1.504835		-2.4069428		-4.748484		-2.4226766		-2.2259517		-2.2000482		-1.41719		-1.2766018		-0.58960533		-1.2672019		-2.247467		-0.619421		-1.1544223		-1.1375351		-0.50303316		Yes		No		No		U35_44k_v1_49429		LOC_Os04g43720.1		gb|AAT49061.1| 4e-07  GA 3-oxidase 2 [Hordeum vulgare subsp. vulgare]		No hits found		GCCACTTGGTTTAATTCAAATGCACAAATATTATGATGGGAAAGAAGAAGACATGACATG		51138		0

		29346		CUST_36605_PI390587928		6.410579		6.3181415		6.540087		6.941174		5.913595		5.325392		5.282805		5.849526		5.4640956		5.08297		4.9969974		6.4454074		-1.4112602		-1.9899741		-2.39045		-2.1311736		-1.9271697		-2.354093		-2.9141798		-1.4100698		-0.9464836		-0.9927497		-1.2572823		-1.0916481		-0.496984		-1.2351713		-1.5430899		-0.49576664		Yes		No		No		U35_44k_v1_29346		LOC_Os04g53330.2		gb|EAY95635.1| 7e-22  hypothetical protein OsI_016868 [Oryza sativa (indica cultivar-group)]		LOC_Os04g53330.2 2e-23 RNA recognition motif containing protein putative expressed		TAGATAAAGCAAGCACCAAGTCCATACAACAAGTCCAGGTGCAGCATGGCGTACAAATGA		28601		0

		5437		CUST_21475_PI390587928		10.596234		11.080577		10.384125		10.776746		10.1727		10.549098		9.377334		10.174014		9.937532		10.131577		9.427794		10.551251		-1.3412093		-1.4454101		-2.0094366		-1.5185893		-1.5786616		-1.9305345		-1.940368		-1.1691779		-0.6587019		-0.5314789		-1.0067911		-0.6027317		-0.4235344		-0.94900036		-0.9563303		-0.22549438		No		Yes		Yes		U35_44k_v1_5437		LOC_Os04g54500.1		gb|EAY95728.1| 1e-76  hypothetical protein OsI_016961 [Oryza sativa (indica cultivar-group)]		LOC_Os04g54500.1 2e-78 3-5 exonuclease/ DNA binding protein putative expressed		GGCGATATAACTTTGTTCCGATCAATGGAGAAATGCAGTTCATGATGAGCTTTCCTCTAA		13470		AT3G20540.1

		13839		CUST_34709_PI390587928		3.6399367		2.6762838		3.3033743		2.5904624		1.807428		1.7706076		2.453402		1.7292857		2.8501835		1.9053259		1.2443126		1.7437843		-3.5615585		-1.8734224		-1.8024663		-1.8165194		-1.7287787		-1.7064024		-4.1671515		-1.7983553		-0.7897532		-0.90567625		-0.84997225		-0.8611767		-1.8325087		-0.77095795		-2.0590615		-0.84667814		Yes		No		No		U35_44k_v1_13839		LOC_Os05g41990.1		ref|NP_001055955.1| 8e-24  Os05g0499300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41990.1 2e-25 peroxidase 1 precursor putative expressed		ATCGTCGTCCTCGATCGCATTGCCTGGCCGAGAAGGAAGCCAAGATATTTCTTGGCGCGT		22559		AT3G21770.1

		23690		CUST_21853_PI390587928		7.1006484		6.50132		4.1711373		4.8827395		8.233258		7.5203347		8.321504		8.132707		8.194742		8.685504		7.826748		6.078362		2.1925502		2.0265346		17.75762		9.51344		2.1347895		4.544697		12.60226		2.2904363		1.0940938		1.0190148		4.1503663		3.249967		1.1326098		2.184184		3.6556106		1.1956224		Yes		Yes		Yes		U35_44k_v1_23690		LOC_Os05g50090.1		gb|EAY99144.1| 6e-46  hypothetical protein OsI_020377 [Oryza sativa (indica cultivar-group)]		LOC_Os05g50090.1 2e-45 oxidoreductase putative expressed		CCGATCTGCAATTGTGTTTTGATGACTTTTAGCGACACGTGGAAATGATTTTTAGTATTT		20510		AT1G52820.1

		12842		CUST_27802_PI390587928		7.2436767		7.5079255		7.145859		7.689544		8.188928		8.925521		8.92891		9.426581		6.964687		8.776656		9.138738		8.146279		1.9255239		2.6713989		3.4415333		3.3334987		-1.2133449		2.4094946		3.9803047		1.3724325		-0.2789898		1.4175954		1.7830515		1.7370372		0.945251		1.2687306		1.9928789		0.45673513		Yes		No		No		U35_44k_v1_12842		LOC_Os09g34214.1		No hits found		No hits found		CGTGGACATTTGGACACTGGTTTGATGATGAAATAAATGGTCGATATGTATGGTAAAAAA		None		0

		23172		CUST_19007_PI390587928		6.0372014		6.09843		7.219663		6.6203156		5.635269		5.8572526		5.542696		6.1277122		5.4625907		5.212835		5.884626		6.361585		-1.3212763		-1.181957		-3.1975505		-1.4069815		-1.4892756		-1.8475268		-2.52282		-1.1964253		-0.5746107		-0.24117756		-1.6769671		-0.4926033		-0.40193224		-0.8855953		-1.3350372		-0.2587304		No		Yes		Yes		U35_44k_v1_23172		LOC_Os03g07880.2		gb|AAS78478.1| 1e-48  CCAAT-box transcription factor complex WHAP4 [Triticum aestivum]		LOC_Os03g07880.1 8e-39 nuclear transcription factor Y subunit A-3 putative expressed		ATGGCGTTAATTTTTTCTGTGCTTGACGGTGTCACTTATTTACCTTTGGCACCTGTTGGA		17089		0

		7781		CUST_5794_PI390587928		10.185669		10.484186		11.208896		10.714683		9.782617		9.729569		10.42916		9.796314		9.693156		9.437365		10.373103		10.432346		-1.3223026		-1.6871833		-1.7168162		-1.8899765		-1.4068931		-2.0659733		-1.7848372		-1.2161627		-0.4925127		-0.75461674		-0.77973557		-0.91836834		-0.40305233		-1.0468216		-0.83579254		-0.28233624		No		Yes		Yes		U35_44k_v1_7781		LOC_Os03g19970.1		ref|NP_001049932.1| 2e-82  Os03g0314200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19970.1 4e-84 O-acetyltransferase putative expressed		CCACTATCATATCCTTGACATTGTTGGTTGTGAATGTAATTCTTGAGGTTGAGTAATACA		16919		AT5G46340.1

		17648		CUST_38380_PI390587928		3.8927972		5.2875457		4.851032		3.3933563		5.3841825		6.9666114		7.023386		6.822951		5.77574		6.492581		6.433411		3.9290721		2.811588		3.2022052		4.5075836		10.774839		3.6882665		2.305429		2.9946332		1.4496613		1.8829429		1.6790657		2.1723542		3.4295945		1.4913852		1.2050352		1.5823793		0.5357158		Yes		Yes		Yes		U35_44k_v1_17648		LOC_Os02g36840.1		gb|EAZ23556.1| 6e-80  hypothetical protein OsJ_007039 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36840.1 1e-81 cytokinin-O-glucosyltransferase 2 putative expressed		GCGCACAACATTTTTCGGTGCACAACATTTTTAAACTATAGATAAATTGCAAAATCGGCA		30649		AT1G22360.1

		16041		CUST_34577_PI390587928		5.3329787		5.6265373		5.787335		6.346357		6.1561255		7.2350373		8.7738695		7.3339725		6.64693		8.435767		8.98917		7.763241		1.7692609		3.0493462		7.925679		1.982905		2.4862158		7.0091033		9.201283		2.6700819		1.3139515		1.6085		2.9865346		0.9876156		0.8231468		2.8092299		3.2018352		1.416884		Yes		Yes		Yes		U35_44k_v1_16041		LOC_Os03g55410.1		ref|NP_001051358.1| e-128  Os03g0762300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55410.1 1e-130 peroxidase 51 precursor putative expressed		CAAATCAAATGAATAAGAAGCATTCCGCATAAGTAATGGGGGGCATAACTGCTAAGTAAA		11361		AT4G37520.1

		30424		CUST_3637_PI390587928		8.333213		8.594084		7.5435066		7.93243		8.650566		9.086684		9.531117		8.904944		8.625516		9.917165		9.266822		8.389138		1.2460425		1.4069786		3.965797		1.9622579		1.2245936		2.5019987		3.301943		1.3724071		0.2923031		0.49260044		1.9876108		0.9725146		0.31735325		1.323081		1.7233152		0.45670843		No		Yes		Yes		U35_44k_v1_30424		LOC_Os04g37970.1		emb|CAH66986.1| 1e-67  H0505F09.2 [Oryza sativa (indica cultivar-group)]		LOC_Os04g37970.1 5e-67 sugar transport protein 5 putative		TGATCGACCGCTACGGCCGTAAGGTGCTCGTCATGGTGGGCGCGGTGATCATGGTCGTAT		30338		AT1G34580.1

		20036		CUST_339_PI390587928		9.710214		9.667432		9.28687		9.981667		10.1993265		11.370183		11.519294		10.733909		10.738643		11.248726		11.238702		9.652717		1.4035815		3.255211		4.6992283		1.6844085		2.0398018		2.9923813		3.8686543		-1.2560987		1.028429		1.7027512		2.2324238		0.7522421		0.48911285		1.5812941		1.9518318		-0.32894993		Yes		Yes		Yes		U35_44k_v1_20036		LOC_Os02g21040.1		gb|EAY85563.1| 7e-84  hypothetical protein OsI_006796 [Oryza sativa (indica cultivar-group)]		LOC_Os02g21040.1 1e-85 aspartic proteinase nepenthesin-2 precursor putative expressed		ATCGGCCGCCGTACATTTTGACGGATTGACTGATTGAATGGTAATAGGAGTATGTAGGTG		13955		AT3G59080.1

		22404		CUST_16547_PI390587928		9.215825		8.920741		10.561372		10.332425		8.84798		8.52845		9.084302		9.266023		8.15165		7.9467564		9.54076		10.06951		-1.2904243		-1.312476		-2.7838275		-2.0942047		-2.0909734		-1.9642584		-2.028779		-1.1999004		-1.0641747		-0.39229107		-1.4770699		-1.0664024		-0.36784554		-0.9739847		-1.0206118		-0.26291466		No		Yes		Yes		U35_44k_v1_22404		LOC_Os02g15120.1		ref|NP_001046437.1| 1e-46  Os02g0249300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g15120.1 2e-48 RING-H2 finger protein ATL1N precursor putative expressed		GTAATTAAATTTGTATTGGATGTATCCGTATGATATAGCCCCCTTTTTCCCCGGAAAAAA		21270		AT4G28890.1

		10052		CUST_19145_PI390587928		11.900058		11.876737		12.94332		13.111026		11.795934		11.661265		11.854325		12.380092		11.673066		11.460923		11.802951		12.679787		-1.0748416		-1.1610831		-2.127258		-1.6597134		-1.1703919		-1.3340507		-2.2043746		-1.3483912		-0.22699165		-0.21547127		-1.088995		-0.73093414		-0.10412407		-0.41581345		-1.1403694		-0.43123913		No		Yes		Yes		U35_44k_v1_10052		-		gb|EAY98872.1| 3e-39  hypothetical protein OsI_020105 [Oryza sativa (indica cultivar-group)]		LOC_Os01g48830.2 1e-22 expressed protein		GGCGACACACTGCTGATGGATATATGAATTTGTGGATGCGGTGATTTGGAAAATGTTTTT		21792		AT1G55340.2

		16367		CUST_13510_PI390587928		12.863116		12.661576		11.161372		11.787082		14.732577		14.576032		16.352715		14.453441		15.261556		15.801826		15.552098		12.632385		3.6539605		3.7697148		36.53842		6.34825		5.2723255		8.816764		20.976849		1.7966427		2.3984394		1.9144554		5.1913424		2.666359		1.869461		3.1402493		4.390726		0.84530354		Yes		Yes		Yes		U35_44k_v1_16367		LOC_Os10g38740.1		emb|CAC94004.1| e-104  glutathione transferase [Triticum aestivum]		LOC_Os10g38740.1 2e-89 glutathione S-transferase GSTU6 putative expressed		AGTGTGTCCTACCATGGGCAAACGATGCTGAATAATTTTGCTGTTTGTGTGCTCAAAAAA		12776		AT1G10370.1

		40610		CUST_3832_PI390587928		11.792493		12.056806		11.863719		11.411526		12.040879		12.396798		13.203723		11.994514		12.27641		12.551017		13.129887		11.781913		1.1878778		1.26575		2.5315201		1.4979492		1.3985358		1.4085504		2.405218		1.2926996		0.48391724		0.33999252		1.340004		0.58298874		0.24838638		0.4942112		1.2661676		0.37038708		No		Yes		Yes		U35_44k_v1_40610		-		No hits found		No hits found		GTTGCTGTGACCCCTGGGGCAGGATTTCAATAAATTTAGGCCCTTTTGATTCGCAAAAAA		2946		0

		43915		CUST_38373_PI390587928		2.4619489		2.9274578		1.4578818		2.424341		2.6126144		2.9108703		2.9470475		4.6586866		1.9451097		2.937502		3.9668598		3.940894		1.1100814		-1.0115639		2.8072658		4.7054925		-1.430817		1.0069864		5.692167		2.8610663		-0.51683915		-0.016587496		1.4891657		2.2343457		0.15066552		0.010044098		2.508978		1.5165529		No		Yes		Yes		U35_44k_v1_43915		LOC_Os03g04310.1		ref|NP_001048889.1| 3e-19  Os03g0135700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04310.1 7e-21 DNA binding protein putative expressed		GAGTGGAGTATTGGGATTTGGCCGACATGAAAAGATACCAATTTGTTTTTGCATTAAAAA		41202		AT5G65640.1

		48965		CUST_23507_PI390587928		10.839471		10.115615		10.915843		12.45634		11.618638		11.389096		13.3244705		13.033204		11.704677		11.937905		13.294871		13.142818		1.7161399		2.417442		5.3096895		1.4916036		1.8215995		3.536422		5.201863		1.6093506		0.86520576		1.2734814		2.4086275		0.57686424		0.7791672		1.8222904		2.3790283		0.6864786		Yes		Yes		Yes		U35_44k_v1_48965		LOC_Os01g02730.1		gb|AAK20741.1| 1e-64  TAK33 [Triticum aestivum]		LOC_Os01g02390.1 4e-61 TAK14 putative expressed		TGGAAACATGTAATAGCTAGCAGAGCAGCAGAACTTTGTGCTGTTCGTGTTCTGTTTGTT		50833		AT1G66930.1

		44660		CUST_21779_PI390587928		6.3944225		6.2352753		5.5899796		6.1073775		6.8201137		7.0594535		7.508688		6.957377		6.7089667		7.3016086		7.1578507		6.021134		1.3432158		1.7705263		3.780844		1.8025002		1.2436187		2.0941043		2.9646692		-1.0616025		0.3145442		0.8241782		1.9187083		0.8499994		0.42569113		1.0663333		1.5678711		-0.08624363		Yes		Yes		Yes		U35_44k_v1_44660		LOC_Os06g12250.1		dbj|BAD37310.1| 1e-16  acid phosphatase-like [Oryza sativa Japonica Group]		LOC_Os06g12250.1 2e-18 protein SUR2 putative expressed		TCTATTCGGGGCTGTACATCGTCGCTGGACAGGATGGATATCGATGACTACCGGCTCCAC		42613		0

		48433		CUST_8621_PI390587928		9.146309		8.980197		10.079703		9.997329		9.264508		8.869364		8.975018		8.995353		8.876081		8.7692375		9.076514		10.083253		1.0853794		-1.0798516		-2.1505203		-2.002741		-1.205998		-1.1574577		-2.004426		1.0613674		-0.27022743		-0.11083317		-1.1046858		-1.001976		0.11819935		-0.21095943		-1.0031891		0.08592415		No		Yes		Yes		U35_44k_v1_48433		-		gb|EAY86806.1| 3e-09  hypothetical protein OsI_008039 [Oryza sativa (indica cultivar-group)]		LOC_Os02g42230.1 2e-11 replication factor A putative expressed		TATTTTTTGAACTAATTGAGTGACTTTGTCACTTGTAAGAGCCGTGCTATTTCCTATGCA		7274		0

		42255		CUST_1471_PI390587928		5.8182545		5.8179393		5.9155393		5.814747		5.2390475		5.0970883		4.7296295		5.4659715		5.0341187		4.8499117		4.9785724		5.5144634		-1.4940277		-1.6481539		-2.275068		-1.2734792		-1.7220604		-1.9561644		-1.914499		-1.2313863		-0.7841358		-0.72085094		-1.1859097		-0.3487754		-0.57920694		-0.9680276		-0.9369669		-0.30028343		No		Yes		Yes		U35_44k_v1_42255		LOC_Os03g21020.1		ref|NP_001049993.1| 3e-26  Os03g0326600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21020.1 7e-28 RNA-binding region putative expressed		GCGCAGTCTGTGTTGAACAGGTTTAGGGTCCTTGGGAAAGTACTGATAGTCGAGAGAGCA		37805		AT1G09230.1

		29568		CUST_26918_PI390587928		8.048312		8.790553		8.332372		8.027451		7.583902		8.338712		6.321394		5.234078		6.816396		7.52478		7.2789283		6.6771684		-1.3797532		-1.3677849		-4.030553		-6.932485		-2.348787		-2.4045606		-2.0754776		-2.54962		-1.231916		-0.45184135		-2.0109777		-2.7933726		-0.4644103		-1.2657733		-1.0534434		-1.3502822		Yes		Yes		Yes		U35_44k_v1_29568		LOC_Os12g36890.1		gb|EAZ20837.1| 1e-59  hypothetical protein OsJ_035046 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36890.1 1e-61 CSLD4 - cellulose synthase-like family D expressed		TTCTTCAGCTTCTGAGTGCTGTGCCACCTCTACCCCTTCGCCAAAGGCCTCCTGGGACGC		28909		AT1G02730.1

		22471		CUST_15631_PI390587928		8.008812		9.04293		8.515083		9.683833		6.28443		7.5514297		8.741222		9.79276		4.971927		7.233385		7.8474083		8.343179		-3.3043854		-2.8118114		1.1697004		1.0784256		-8.20717		-3.505316		-1.588511		-2.5326617		-3.0368848		-1.4914999		0.22613907		0.10892677		-1.7243819		-1.8095446		-0.667675		-1.3406544		Yes		No		No		U35_44k_v1_22471		-		No hits found		No hits found		CGAGCTGTAATTAGCACATCCATTTTATCTGCCATCAATGGATACTGCTGCAACAAAAAA		16680		0

		1238		CUST_7753_PI390587928		8.945363		9.277123		8.184243		8.173818		10.079417		10.994691		11.480621		10.59062		10.896916		11.7998		11.067655		7.929722		2.1947463		3.288814		9.82446		5.339862		3.8679075		5.746472		7.3789287		-1.1843503		1.9515533		1.7175674		3.2963781		2.4168024		1.1340542		2.5226765		2.8834114		-0.2440958		Yes		Yes		Yes		U35_44k_v1_1238		LOC_Os04g56900.1		gb|AAO73071.1| 0.0  agmatine coumaroyltransferase [Hordeum vulgare]		LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		GCCACTTGCCTAGTTCTATTTTTGAAGTTCTTGATTCAATTATCCATTCTGTTTTGGAAG		5638		AT5G48930.1

		41088		CUST_23068_PI390587928		6.083896		6.233564		8.121652		7.594665		6.0834765		6.0094795		6.901541		7.042488		5.447286		5.655584		6.851686		7.588284		-1.0002909		-1.1680357		-2.3296454		-1.4662966		-1.5546718		-1.4927577		-2.4115582		-1.0044328		-0.63661003		-0.22408438		-1.2201104		-0.55217695		-4.20E-04		-0.57798004		-1.2699656		-0.006381035		No		Yes		Yes		U35_44k_v1_41088		-		gb|EAY83535.1| 2e-21  hypothetical protein OsI_037494 [Oryza sativa (indica cultivar-group)]		LOC_Os12g37740.1 3e-23 resistance protein LR10 putative expressed		GAAAGTTTGGTATTGTCCCTCTGTGAACTTGGCAAATCCAAACTGCGGTTCTTAAAAGTT		None		0

		8781		CUST_14561_PI390587928		6.852585		7.4697433		8.426908		7.2737823		6.7487283		6.674708		7.1862006		7.0092235		6.5930266		6.2431607		6.935173		7.032127		-1.0746423		-1.7351199		-2.363143		-1.2012687		-1.1971121		-2.34012		-2.8122687		-1.1823485		-0.2595582		-0.79503536		-1.2407069		-0.2645588		-0.10385656		-1.2265825		-1.4917345		-0.24165535		No		Yes		Yes		U35_44k_v1_8781		LOC_Os02g56200.1		gb|EAZ25004.1| 3e-25  hypothetical protein OsJ_008487 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56200.1 4e-25 ATATH8 putative expressed		TTCCTCGAGAAGAAGCAGCAGCAGCGGAAGCGGCCGAGACCTAAGCCTGCGGAGCAGCAG		25474		0

		48302		CUST_38905_PI390587928		8.261756		8.796036		6.911766		6.4813056		8.16768		8.050672		8.555987		7.147184		8.615297		8.278008		7.9254775		5.8925643		-1.0673817		-1.6763974		3.125791		1.5865338		1.2776932		-1.4319959		2.0190988		-1.503934		0.35354137		-0.7453642		1.6442213		0.6658783		-0.09407616		-0.5180273		1.0137115		-0.5887413		No		Yes		Yes		U35_44k_v1_48302		LOC_Os10g38730.1		ref|NP_001104996.1| 1e-29  glutathione S-transferase GST 38 [Zea mays]		LOC_Os10g38730.1 5e-30 glutathione S-transferase GSTU6 putative expressed		AGAGTGTGGAAGCGCTGTCGGCGGTTTGGACTTTAGTTTTGTTTCTTTTCCTTTTTATTT		49918		0

		46024		CUST_39318_PI390587928		7.4107337		7.87369		8.126551		6.0120697		7.5664077		7.7666283		6.3927155		5.6783395		7.0085816		7.57069		7.0593886		5.742449		1.1139419		-1.0770326		-3.3261085		-1.2602677		-1.3214777		-1.2337072		-2.0953076		-1.2054911		-0.40215206		-0.10706186		-1.7338352		-0.33373022		0.15567398		-0.30299997		-1.067162		-0.2696209		No		Yes		Yes		U35_44k_v1_46024		LOC_Os08g37940.2		ref|NP_001062091.1| 3e-30  Os08g0485900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37940.2 5e-32 HAD-superfamily hydrolase subfamily IA variant 3 putative expressed		TACGACGACCTCCAGAACCGCATCGGCGGCGGGAAGCCCAAGATGCGATGGTACTTTGGA		45546		AT4G39970.1

		8033		CUST_8486_PI390587928		10.254827		11.824333		10.206974		9.854721		9.907128		10.946925		6.687715		7.529035		9.693007		10.100404		7.5939126		9.317886		-1.2725288		-1.8370718		-11.465752		-5.013041		-1.4761293		-3.303349		-6.1180058		-1.450786		-0.5618191		-0.877408		-3.519259		-2.325686		-0.3476982		-1.7239294		-2.6130614		-0.5368347		Yes		Yes		Yes		U35_44k_v1_8033		LOC_Os01g52160.1		ref|NP_001044085.1| 1e-46  Os01g0719600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52160.1 3e-48 metal ion binding protein putative expressed		TATGAGGTATCTCTTAATGCTTGTACTCTCTCTGTATCGAAATACTTGTAGTTGGAAAAG		17974		AT3G24450.1

		26979		CUST_2177_PI390587928		4.4415		5.0178895		5.3617344		6.5274367		4.4211984		4.930036		5.265894		6.910973		3.493912		2.8982747		4.3035293		5.485678		-1.0141716		-1.0627877		-1.0686878		1.3045356		-1.9286457		-4.345779		-2.0823393		-2.0587356		-0.9475882		-0.08785343		-0.095840454		0.38353634		-0.020301819		-2.1196148		-1.0582051		-1.0417585		Yes		No		No		U35_44k_v1_26979		-		No hits found		No hits found		TACAAATTATTTTTCCAAAAAACCGGTCGTTACACACACGGAAGCGGGGATTTGCAGTGG		24039		0

		23209		CUST_24394_PI390587928		8.714626		8.121487		8.53769		8.439872		8.979157		8.976702		9.888047		9.198608		9.284461		9.404427		9.596154		8.501866		1.2012455		1.8090284		2.5497522		1.6920083		1.4843535		2.4333434		2.082713		1.043908		0.5698347		0.8552151		1.350357		0.7587366		0.26453114		1.2829399		1.058464		0.061994553		No		Yes		Yes		U35_44k_v1_23209		LOC_Os04g37740.1		emb|CAH67102.1| 2e-21  H0818E04.19 [Oryza sativa (indica cultivar-group)]		LOC_Os04g37740.1 6e-23 RING-H2 finger protein ATL5G putative expressed		TGGTTTTTGCACACTGTACATACGTTCTCTTCGTCGAGCTCGTCAGTCAAATTCCCATGT		20964		AT3G03550.1

		21340		CUST_4947_PI390587928		9.576133		9.528394		9.172059		10.447488		9.614041		9.750449		10.822518		10.880898		9.665488		9.756903		10.707131		11.083705		1.0266244		1.1663942		3.1393356		1.3504223		1.0638947		1.1716235		2.8980296		1.5542485		0.08935547		0.22205544		1.6504593		0.43341064		0.037908554		0.22850895		1.5350723		0.6362171		No		Yes		Yes		U35_44k_v1_21340		-		emb|CAD45032.1| e-129  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os10g10360.4 1e-12 NBS-LRR disease resistance protein putative expressed		AACAAACTGCGGCGTTATCTGCTGGAGCACTCAAATATCAGCTTGTGCAATGTCAAAAAA		24248		AT1G58400.1

		1751		CUST_4684_PI390587928		4.801188		4.2300415		5.1481833		4.8906646		4.0536194		3.1229036		4.017595		4.6083055		3.9263132		3.30694		4.830422		4.956007		-1.6789609		-2.1541786		-2.1894803		-1.216182		-1.833849		-1.8961872		-1.2463951		1.0463333		-0.87487483		-1.1071379		-1.1305885		-0.28235912		-0.7475686		-0.9231014		-0.31776142		0.06534243		No		Yes		Yes		U35_44k_v1_1751		LOC_Os07g46790.1		ref|NP_001060547.1| 0.0  Os07g0662900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46790.1 0.0 4-alpha-glucanotransferase putative expressed		TACTTATGTGTGATTCAAGGCCCTGAAATGGAGGTTCCTGATGCCAAAACCCACAAAAAA		6654		AT2G40840.1

		36911		CUST_39761_PI390587928		2.8643773		3.4944756		1.9108791		2.7498436		3.135722		2.7216709		5.471867		7.2010646		3.796941		4.220773		4.5325723		2.3422346		1.2069322		-1.7085882		11.802233		21.87515		1.9086648		1.654388		6.15472		-1.3264855		0.9325638		-0.77280474		3.560988		4.451221		0.27134466		0.7262976		2.6216931		-0.407609		No		Yes		Yes		U35_44k_v1_36911		LOC_Os08g37670.1		ref|NP_001063431.1| 2e-24  Os09g0469300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29390.1 2e-26 blue copper protein precursor putative expressed		ACAGTGGCGCCACCACCAAGACCCTCAAAGCCGGCGCGAACTACTACATCTGCACCATCG		32386		AT1G22480.1

		37082		CUST_14873_PI390587928		9.909856		11.093032		10.1371565		8.910134		9.455919		10.377537		7.7848296		7.5424614		8.987701		9.531011		8.893672		8.335197		-1.3697728		-1.6420467		-5.106472		-2.58054		-1.894943		-2.9526722		-2.367697		-1.4896122		-0.9221544		-0.7154951		-2.3523269		-1.3676729		-0.45393658		-1.5620213		-1.2434845		-0.57493687		Yes		No		No		U35_44k_v1_37082		LOC_Os06g06780.1		gb|EAY99804.1| 3e-07  hypothetical protein OsI_021037 [Oryza sativa (indica cultivar-group)]		LOC_Os06g06780.1 3e-09 harpin-induced protein putative expressed		AAGCTGGTCCGGGTGATTTTCAGGGCGCACGTGACGTGCCGCATCACCGCCGACGCCAAG		32702		0

		22589		CUST_38020_PI390587928		8.813198		9.082538		9.057987		9.091143		8.391961		8.985835		7.6643696		8.066535		7.6166596		7.9445024		8.036064		8.718055		-1.3390752		-1.0693266		-2.6273668		-2.034406		-2.291891		-2.2008111		-2.030624		-1.2951219		-1.1965384		-0.096702576		-1.3936176		-1.0246077		-0.421237		-1.1380353		-1.0219231		-0.37308788		No		Yes		Yes		U35_44k_v1_22589		LOC_Os01g49770.2		dbj|BAD82497.1| 4e-47  RING-H2 finger protein RHG1a-like [Oryza sativa Japonica Group]		LOC_Os01g49770.2 9e-49 protein binding protein putative expressed		CATCTTTTATCGAACATATGGGTTCTGATGCGTTCTTTTTAAGATGGTGATGTGGTGTAA		17769		AT1G17970.1

		44021		CUST_257_PI390587928		4.884789		6.1462264		5.078963		5.1028333		3.8144023		4.81379		2.8826272		2.3849814		3.4760437		4.5504966		2.9452631		4.364203		-2.099996		-2.5182762		-4.5831375		-6.578925		-2.6550615		-3.0224738		-4.388414		-1.6685909		-1.4087453		-1.3324366		-2.1963356		-2.7178519		-1.0703866		-1.5957298		-2.1336997		-0.7386303		Yes		No		No		U35_44k_v1_44021		LOC_Os03g13460.2		ref|NP_001049496.1| 3e-41  Os03g0237600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13460.2 7e-43 microtubule-associated protein MAP65-1a putative expressed		CAACATCACCCATACAAGTGATTTCCAAGATTGGTTGCATGAAAGTCCTCTTCCCTGCTG		41425		AT3G11630.1

		24141		CUST_14235_PI390587928		9.255851		9.592277		9.473649		9.800815		9.246685		9.796088		10.565448		9.766286		9.389443		10.121605		10.511856		10.097962		-1.0063734		1.1517372		2.1313963		-1.0242223		1.097022		1.4432571		2.0536737		1.2287128		0.1335926		0.20381165		1.0917988		-0.034528732		-0.009165764		0.52932835		1.038207		0.29714775		No		Yes		Yes		U35_44k_v1_24141		LOC_Os01g67880.1		gb|EAZ14544.1| 3e-40  hypothetical protein OsJ_004369 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g67880.1 8e-42 vacuolar protein sorting protein 53 putative expressed		AGCTCAGCTGTATTGAGGACTTTTTTGTCAGAGGAATAAGATTCCGTTGTATTGAAAAAA		24543		AT1G50500.1

		17589		CUST_26931_PI390587928		6.388223		6.5392723		6.517336		5.4780807		5.72464		5.6210976		4.5554867		4.1555295		5.725441		6.009027		5.499657		5.096433		-1.584012		-1.889723		-3.8956099		-2.50108		-1.5831327		-1.4441748		-2.0246587		-1.3028289		-0.6627822		-0.91817474		-1.9618492		-1.3225513		-0.6635833		-0.5302453		-1.0176787		-0.3816476		Yes		Yes		Yes		U35_44k_v1_17589		LOC_Os01g32730.2		ref|NP_001043167.1| e-111  Os01g0510600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32730.1 1e-112 FLU putative expressed		TCTCCGACATGAAAATTTTAACTAAATACCTCAACCAGTCACTGCCTGTCCCTTAAAAAA		7279		AT3G14110.1

		9172		CUST_22545_PI390587928		6.889246		7.0476346		7.8375316		7.164032		6.6149807		6.541937		6.789087		6.178988		6.48514		6.3397813		6.853437		6.8933244		-1.209378		-1.4198098		-2.068299		-1.9793737		-1.3232688		-1.633372		-1.9780716		-1.2063994		-0.40410614		-0.5056977		-1.0484447		-0.985044		-0.2742653		-0.7078533		-0.9840946		-0.2707076		No		Yes		Yes		U35_44k_v1_9172		LOC_Os11g22404.1		gb|EAY76091.1| 2e-16  hypothetical protein OsI_003938 [Oryza sativa (indica cultivar-group)]		LOC_Os11g22404.1 6e-18 catalytic/ protein phosphatase type 2C putative expressed		TCGAGTCGGCTTTGCCTTTCTTGTATGTCTGCCCTTAAAGCTGAGTTTATTTTTATCTTT		33281		0

		15349		CUST_28722_PI390587928		10.731163		10.821277		10.139329		11.338397		10.427177		11.615294		12.05774		12.946552		10.732766		11.446036		11.66418		11.5619		-1.2345502		1.7338965		3.7800655		3.0486176		1.0011119		1.5419539		2.8775697		1.1675652		0.0016031265		0.7940178		1.9184113		1.6081553		-0.3039856		0.6247597		1.5248508		0.22350311		Yes		Yes		Yes		U35_44k_v1_15349		LOC_Os04g52090.1		ref|NP_001053829.1| 3e-23  Os04g0610400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52090.1 6e-25 ethylene-responsive transcription factor 4 putative expressed		CCAGTAGTAGTAGAGCATTTTGTTCTTCAGTGTACAATATTTGTTCTCTCTCTCTGATTA		2472		AT3G20310.1

		49054		CUST_14879_PI390587928		4.040212		4.47376		4.810806		4.7178535		2.6692107		3.8042357		3.276659		3.2963486		3.0155811		2.2037818		3.0918915		3.9244015		-2.5865004		-1.5905485		-2.896171		-2.678648		-2.034439		-4.8231587		-3.2918859		-1.7332166		-1.024631		-0.66952443		-1.5341468		-1.421505		-1.3710015		-2.2699783		-1.7189143		-0.793452		Yes		No		No		U35_44k_v1_49054		-		No hits found		No hits found		TAAAGCAGTTTTGTTGGCCATCCGTCCCCTGAAATTGAAATGTCGGTTTTGTTTAAAAAA		688		0

		19845		CUST_25486_PI390587928		7.898159		7.3020554		7.4132266		8.182176		8.008592		7.6907177		8.586247		8.106273		7.9727345		7.973818		8.519107		8.569192		1.0795519		1.309179		2.2548335		-1.0540205		1.0530511		1.5930179		2.1523015		1.3076861		0.074575424		0.38866234		1.1730208		-0.07590294		0.110432625		0.67176247		1.1058803		0.3870163		No		Yes		Yes		U35_44k_v1_19845		LOC_Os04g04330.2		gb|EAZ06283.1| e-140  hypothetical protein OsI_027515 [Oryza sativa (indica cultivar-group)]		LOC_Os08g16580.1 1e-142 receptor-like protein kinase precursor putative expressed		ATCCCTTGACTGCTCGTGGAATGAATTGTCAGGTGCTATTCCTTCAAGCATCTCGAAACT		12690		AT2G33170.1

		14781		CUST_22052_PI390587928		6.593634		7.610134		6.5848527		5.9285245		6.2521806		6.8160453		5.066048		4.4542203		5.738016		6.9004707		5.2312737		5.4073033		-1.2670325		-1.7339818		-2.865535		-2.778496		-1.8095337		-1.6354225		-2.555453		-1.4351696		-0.855618		-0.79408884		-1.5188046		-1.4743042		-0.34145355		-0.7096634		-1.353579		-0.52122116		Yes		No		No		U35_44k_v1_14781		LOC_Os10g40730.1		gb|AAS48880.1| 6e-88  expansin EXPB2 [Triticum aestivum]		LOC_Os10g40730.1 1e-80 beta-expansin 1a precursor putative expressed		AGACGGTGATCATTACCGACATGAACTACTACCCGGTGGCGCCCTACCACTTCGACCTCA		2875		AT1G65680.1

		18886		CUST_9104_PI390587928		9.705815		9.285783		9.873127		8.976669		9.106418		9.014658		7.287024		7.757912		8.661418		8.106576		7.904245		8.58108		-1.5150839		-1.2067484		-6.004745		-2.3274612		-2.0625045		-2.2645226		-3.9146466		-1.3154796		-1.0443974		-0.27112484		-2.586103		-1.2187572		-0.59939766		-1.1792068		-1.9688821		-0.39558887		Yes		Yes		Yes		U35_44k_v1_18886		LOC_Os03g22800.1		gb|ABF95936.1| 0.0  Tubby protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22800.1 0.0 tubby protein putative expressed		TGAGACACTTATTTTGAGACGGAGGGAGCATACTGTAAGTGGCGGAGTACATTATTTGCC		9659		AT2G47900.2

		4759		CUST_15956_PI390587928		7.801113		8.405274		7.45812		7.709556		7.5893617		8.127988		6.4528794		7.0339236		7.579386		7.810288		6.650397		7.4785957		-1.1580933		-1.2119133		-2.007278		-1.5972968		-1.1661286		-1.5104584		-1.7504466		-1.1736159		-0.2217269		-0.27728653		-1.0052404		-0.6756325		-0.21175146		-0.59498644		-0.80772305		-0.23096037		No		Yes		Yes		U35_44k_v1_4759		LOC_Os01g08760.1		gb|EAZ10810.1| e-135  hypothetical protein OsJ_000635 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08760.1 1e-137 choline/ethanolamine kinase putative expressed		TGCTCATGAAGATATTGTGTTGTGAACCCTGAAACCATGCAAGGACCAGATTGTCCTAAA		11743		AT1G74320.1

		15951		CUST_6464_PI390587928		10.215005		10.4390955		10.067506		10.771794		10.260139		10.298868		11.144123		10.798417		10.354312		10.582789		10.871961		10.805936		1.0317794		-1.1020788		2.109085		1.0186248		1.1013759		1.1047301		1.7464857		1.0239474		0.13930702		-0.14022732		1.0766172		0.026622772		0.045134544		0.14369392		0.8044548		0.03414154		No		Yes		Yes		U35_44k_v1_15951		LOC_Os11g29200.1		gb|EAY82936.1| 0.0  hypothetical protein OsI_036895 [Oryza sativa (indica cultivar-group)]		LOC_Os11g29200.1 0.0 protein transport protein Sec24-like CEF putative expressed		CCTGTTTGTACTGAGATTTTCATATAAAGACTCCATCGTGGTATCATTTACAGTGCAAAA		5512		AT3G44340.1

		21052		CUST_10188_PI390587928		13.839401		14.078544		13.678906		12.402986		13.483199		13.58678		11.3031645		11.176528		12.895413		12.755155		12.008061		11.833642		-1.2800517		-1.4061632		-5.1900268		-2.3399174		-1.9238387		-2.502533		-3.1840103		-1.4838482		-0.94398785		-0.49176407		-2.375742		-1.2264576		-0.35620213		-1.323389		-1.670845		-0.56934357		Yes		Yes		Yes		U35_44k_v1_21052		LOC_Os11g38010.1		ref|NP_001068194.1| e-106  Os11g0592600 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g38010.1 1e-107 WDL1 putative expressed		TATTGCGCACTCATGCAAACAGAGGGCTTGTTTGCTTGCTGGTGGTTGATGAATGAAATT		15874		AT3G23090.1

		38470		CUST_11199_PI390587928		7.5834823		7.723385		7.88996		7.8067517		7.303131		7.3506026		6.422121		6.42555		6.8858514		6.951423		7.0404572		7.6235313		-1.2144904		-1.2948475		-2.766072		-2.6048527		-1.6218393		-1.7075901		-1.8018795		-1.1354156		-0.6976309		-0.37278223		-1.4678388		-1.3812017		-0.28035116		-0.7719617		-0.84950256		-0.18322039		No		Yes		Yes		U35_44k_v1_38470		LOC_Os09g33600.1		gb|EAZ09710.1| 1e-46  hypothetical protein OsI_030942 [Oryza sativa (indica cultivar-group)]		LOC_Os09g33600.1 3e-48 VAN3 putative expressed		ATCTCTGATCCCAGCTCGTGTCATGAAGAACAGTATTATAGCTAGTCTTATGGAGCCAGG		14689		AT5G13300.1

		2095		CUST_20157_PI390587928		12.047378		11.908557		11.501331		11.312358		12.630368		12.138672		13.132253		12.559372		13.102592		12.482014		12.561974		11.362227		1.4979513		1.1729283		3.0971074		2.3734968		2.0780277		1.4880848		2.0858598		1.0351713		1.0552149		0.23011494		1.6309214		1.247014		0.58299065		0.57345676		1.0606422		0.049869537		No		Yes		Yes		U35_44k_v1_2095		LOC_Os08g37874.1		gb|EAZ43131.1| e-112  hypothetical protein OsJ_026614 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37874.1 1e-131 oxidoreductase putative expressed		ATCCCTTTTTGGACCACAGTTTTGTACTTGTATGTGCTGTTTGTAAGTATATTCAGTAAC		5337		AT5G64250.2

		26179		CUST_35440_PI390587928		7.7349873		7.3496227		7.499264		8.524578		8.123623		8.316238		9.498626		9.323506		7.8865795		7.901178		9.040207		9.326683		1.3091547		1.9542508		3.9982314		1.7398082		1.1107948		1.4656647		2.9098468		1.7436433		0.15159225		0.9666157		1.999362		0.79892826		0.38863564		0.55155516		1.5409431		0.80210495		Yes		Yes		Yes		U35_44k_v1_26179		LOC_Os03g24930.1		gb|EAZ27022.1| 3e-75  hypothetical protein OsJ_010505 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g24930.1 6e-77 protein kinase APK1A chloroplast precursor putative expressed		ACCTCTTCAAAAGGATATCTGCCACGCTGCCGTGGTGCACTAGGCTCAAGGTTGCCATCG		24514		AT1G61590.1

		20024		CUST_7414_PI390587928		11.609651		11.784106		11.734752		11.753948		12.242634		12.092988		12.94885		11.922534		12.48495		12.270829		12.731484		11.77171		1.5507684		1.2387471		2.3199568		1.1239562		1.8343889		1.4012583		1.9954756		1.0123879		0.87529945		0.30888176		1.214098		0.16858578		0.6329832		0.48672295		0.9967327		0.017762184		No		Yes		Yes		U35_44k_v1_20024		LOC_Os07g37100.1		ref|NP_001059965.1| 0.0  Os07g0557100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37100.1 0.0 nucleoside transporter putative expressed		TGCGATGTACTGCGGTGTACTCCCTCCGTTTCTAAATATAAGTCCTTTTAGATATTTTTT		32422		AT4G05120.1

		28113		CUST_3605_PI390587928		13.5244875		13.717834		14.296641		14.111397		13.081052		13.391055		12.456462		13.00793		12.76481		12.85184		12.943092		14.028581		-1.3598388		-1.2542104		-3.5805457		-2.1487043		-1.6931126		-1.8225956		-2.5553997		-1.0590833		-0.7596779		-0.32677937		-1.8401794		-1.103467		-0.44343567		-0.86599445		-1.353549		-0.082816124		No		Yes		Yes		U35_44k_v1_28113		LOC_Os04g46000.1		ref|NP_001053459.1| 3e-07  Os04g0544200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46000.1 7e-09 nuc-1 negative regulatory protein preg putative expressed		GCTCTAGTCCACAAGTGACATGTATATTGTTGGAATGTTGGATCATTTTCTTCTCTTTAA		24544		0

		6655		CUST_29965_PI390587928		8.969958		9.510956		9.17094		8.599336		8.366191		8.788814		7.5709662		7.759828		8.278753		8.094937		8.094403		8.590499		-1.5196798		-1.6496297		-3.0313787		-1.7894393		-1.6146315		-2.6684806		-2.1089678		-1.0061439		-0.691205		-0.7221422		-1.5999742		-0.8395076		-0.6037674		-1.4160185		-1.0765371		-0.008836746		No		Yes		Yes		U35_44k_v1_6655		LOC_Os03g20760.1		gb|EAY89828.1| 4e-39  hypothetical protein OsI_011061 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20760.1 8e-41 lipid binding protein putative expressed		TTCTTTGCAAAATGTTGTCTGTCAGTAGTGTAAACAGGAAACTGATGAATGCCCAAAGAT		18231		AT2G27130.1

		16550		CUST_19758_PI390587928		8.805129		8.067971		8.357887		9.330845		9.159833		9.28032		10.145103		9.854427		9.547877		9.884032		10.286757		9.863747		1.2787231		2.317146		3.4514825		1.4375204		1.6733605		3.521185		3.807569		1.4468364		0.74274826		1.2123489		1.7872162		0.52358246		0.3547039		1.816061		1.9288702		0.53290176		Yes		Yes		Yes		U35_44k_v1_16550		LOC_Os01g66420.1		gb|EAY76761.1| e-101  hypothetical protein OsI_004608 [Oryza sativa (indica cultivar-group)]		LOC_Os01g66420.1 1e-103 PHD finger protein putative expressed		GCTGCACTCCTCCCTTATTTATTTCCCAAGGTTCGGATAAGTGGTTGTTGCAAAACATTA		7496		AT5G26210.1

		21792		CUST_29471_PI390587928		7.326113		7.9845796		6.4602227		8.180891		6.8154263		8.084545		8.9519825		9.05872		7.4967427		8.658626		7.7467446		5.8702374		-1.4247284		1.0717479		5.624636		1.8376074		1.1255496		1.5955414		2.4393926		-4.961078		0.1706295		0.09996557		2.4917598		0.8778286		-0.5106869		0.67404604		1.2865219		-2.3106537		No		Yes		Yes		U35_44k_v1_21792		LOC_Os12g05440.1		gb|EAZ17458.1| 3e-72  hypothetical protein OsJ_031667 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05440.1 5e-74 cytochrome P450 94A1 putative expressed		GCTAGCAATGTACATAGAGATATAGGAGATACCAGTAGGAGAGTTGTTTCTTTAATAAGA		22442		AT2G27690.1

		39860		CUST_31469_PI390587928		4.5459304		4.6718917		4.6636977		6.3249245		6.545187		7.7622337		9.33193		8.694207		6.780342		7.722067		8.347134		6.0147743		3.9979393		8.51698		25.425997		5.166842		4.7057076		8.283125		12.84768		-1.2398367		2.2344117		3.090342		4.6682324		2.3692827		1.9992566		3.0501752		3.683436		-0.31015015		Yes		Yes		Yes		U35_44k_v1_39860		LOC_Os05g38350.1		gb|EAY98300.1| 6e-54  hypothetical protein OsI_019533 [Oryza sativa (indica cultivar-group)]		LOC_Os05g38350.1 9e-56 glycerol-3-phosphate acyltransferase 8 putative expressed		TCTTCTTCTTCATGAACCCGAGACCAGTGTACGAGGTGACGTTCCTGAACCAGCTCCCCG		36099		AT3G11430.1

		609		CUST_12565_PI390587928		9.495451		9.617604		8.441707		9.11538		11.692962		12.158536		13.662613		14.008763		11.340057		12.757999		14.333515		12.388349		4.586872		5.8196473		37.294895		29.720428		3.5915494		8.817656		59.376022		9.66633		1.8446064		2.5409317		5.2209063		4.893383		2.1975107		3.1403952		5.8918085		3.2729683		Yes		Yes		Yes		U35_44k_v1_609		-		sp|Q01482|WIR1A_WHEAT 2e-07  Protein WIR1A		LOC_Os06g29730.1 4e-07 expressed protein		GTGTACTTGCATGTTTTACAACTCTGAATAAAATTGGCTATGTCTGGGCGTGAGAAAAAA		2170		0

		46098		CUST_7526_PI390587928		7.8288		7.6270022		7.922095		8.683387		8.731812		8.267345		10.4820595		9.624348		8.524329		9.040969		10.029698		9.057764		1.8699651		1.5586998		5.8969326		1.9198065		1.6194781		2.664688		4.309748		1.2962799		0.695529		0.6403432		2.5599647		0.9409609		0.9030113		1.4139667		2.1076035		0.37437725		Yes		Yes		Yes		U35_44k_v1_46098		LOC_Os03g10090.1		gb|EAY88906.1| 2e-12  hypothetical protein OsI_010139 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10090.1 4e-14 polyol transporter protein 4 putative expressed		CAACTTCGCTTTCCACGGCCTGCCCGTCCACCTCAGCTGGCGCGCCATGTTCCTCGCGGG		45697		0

		4803		CUST_124_PI390587928		9.559014		9.972062		8.526198		9.699852		10.006721		10.69274		10.637952		11.031518		10.127444		11.09393		10.719453		10.905061		1.36387		1.6479567		4.322163		2.5169315		1.4829088		2.176286		4.57336		2.3057063		0.56842995		0.7206783		2.1117535		1.331666		0.44770622		1.1218681		2.1932545		1.2052088		Yes		Yes		Yes		U35_44k_v1_4803		LOC_Os06g08041.1		gb|EAZ36021.1| e-112  hypothetical protein OsJ_019504 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08032.1 1e-107 flavonol synthase/flavanone 3-hydroxylase putative expressed		CGACCTTCTAAAATAATGTGCTATGATGTATCACCTATATACCATCTACAGACAACTTCA		10361		AT5G20400.1

		1183		CUST_25498_PI390587928		10.848092		10.886719		10.314979		10.679366		11.2792015		12.279813		15.242303		13.031766		11.556561		13.598183		14.827771		12.360335		1.3482699		2.6264136		30.42793		5.10673		1.6340696		6.5498595		22.828949		3.206433		0.7084694		1.3930941		4.9273243		2.3523998		0.43110943		2.711464		4.5127926		1.6809692		Yes		Yes		Yes		U35_44k_v1_1183		LOC_Os02g09490.1		gb|AAK97808.1| e-149  cinnamyl alcohol dehydrogenase 1a [Festuca arundinacea]		LOC_Os02g09490.1 1e-143 cinnamyl alcohol dehydrogenase putative expressed		CCGGCCTTAATCATGATGATATGTGTATGGTGTTATAAATGGTTGTTTCTTCCTGTAAAA		None		AT4G34230.1

		6863		CUST_18575_PI390587928		7.9894624		8.559218		9.062039		8.212382		7.967688		8.113902		7.781183		7.7735		7.422095		7.838507		8.00286		7.8874087		-1.0152073		-1.3616127		-2.429832		-1.3555537		-1.4818172		-1.6479943		-2.0837457		-1.2526416		-0.56736755		-0.4453163		-1.2808566		-0.43888235		-0.021774292		-0.72071123		-1.0591793		-0.32497358		No		Yes		Yes		U35_44k_v1_6863		LOC_Os05g40180.1		gb|EAY98440.1| e-146  hypothetical protein OsI_019673 [Oryza sativa (indica cultivar-group)]		LOC_Os05g40180.1 2e-38 serine/threonine-protein kinase SNT7 chloroplast precursor putative expressed		AAGACCAAGCTCCAGCTCGACGACAGGTACAAGGAGAAGGTCATACTCAAGAAGATAAAA		14357		AT5G01920.1

		25809		CUST_14507_PI390587928		4.3256526		4.2954636		4.530372		4.1243997		3.6076233		3.1645832		3.8598607		3.551059		3.2855766		2.83282		3.3804018		3.075691		-1.6449335		-2.1899233		-1.5916371		-1.4879651		-2.056336		-2.7561295		-2.2190933		-2.0686774		-1.040076		-1.1308804		-0.6705115		-0.57334065		-0.71802926		-1.4626436		-1.1499703		-1.0487087		Yes		No		No		U35_44k_v1_25809		LOC_Os04g38660.1		emb|CAH67082.1| 2e-32  OSIGBa0097P08.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g38680.1 5e-34 amino acid/polyamine transporter II putative expressed		TACTCATCATAAGTGTGAGGCTGCGAGCACACGGTCGGGTCGCCCCGTTGCGATGAGCCA		None		AT3G28960.1

		1701		CUST_10244_PI390587928		10.8716345		8.656186		9.6595335		11.042193		11.301898		10.397681		11.211594		10.805317		10.879875		10.769235		11.481124		11.984558		1.3474797		3.3438153		2.9323556		-1.1784385		1.0057284		4.3260446		3.5347066		1.9216754		0.0082407		1.7414951		1.5520601		-0.23687649		0.43026352		2.1130486		1.8215904		0.9423647		Yes		Yes		Yes		U35_44k_v1_1701		LOC_Os04g24220.3		emb|CAD40527.2| 0.0  OSJNBa0023J03.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		GAGAGGGTAAAGTATAGTCTGTATAATGCAGTAAATAATGTCCGGTTTATCGTATTCAGA		11886		AT1G21230.1

		30546		CUST_28416_PI390587928		3.3311818		3.7466166		2.754874		2.6334276		4.050435		4.212609		4.8636503		4.1565204		3.609596		4.9140553		4.62722		4.023069		1.6463298		1.381267		4.313253		2.8740652		1.2128611		2.246126		3.6612751		2.6201353		0.27841425		0.4659922		2.1087763		1.5230927		0.7192533		1.1674387		1.8723462		1.3896413		Yes		No		No		U35_44k_v1_30546		LOC_Os05g43640.1		gb|EAY98649.1| 4e-15  hypothetical protein OsI_019882 [Oryza sativa (indica cultivar-group)]		LOC_Os05g43640.1 7e-17 retrotransposon putative centromere-specific expressed		GACGTCGGCGAGCTGGTCCGGGCCATGTCGCAGCGCCAGCAGGGCAGCGCCGCCTCCCCC		30508		0

		17749		CUST_25778_PI390587928		10.970321		11.039943		10.852123		11.241801		11.270093		11.247634		11.913204		11.71949		11.181859		11.28493		11.923866		11.594584		1.2309501		1.1548386		2.0864942		1.392511		1.1579221		1.1850824		2.1019714		1.2770219		0.21153831		0.2076912		1.0610809		0.4776888		0.29977226		0.24498749		1.071743		0.3527832		No		Yes		Yes		U35_44k_v1_17749		LOC_Os04g57420.1		ref|NP_001054209.1| 7e-05  Os04g0670000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57420.1 1e-06 reticulon putative expressed		TCTTCTTTTGGGCCAAGTCTGCCTCGCTGCTCAACAGAGCCTGCAGATTTATCTTCCCTG		8765		0

		43585		CUST_25521_PI390587928		6.3806252		8.931958		7.147536		8.021731		6.153311		9.531346		10.778592		8.872359		6.7940955		9.174685		10.674367		9.215919		-1.1706538		1.5150739		12.389588		1.8032856		1.3318857		1.1832266		11.526089		2.288159		0.41347027		0.5993881		3.6310563		0.8506279		-0.22731447		0.24272633		3.5268312		1.1941872		Yes		Yes		Yes		U35_44k_v1_43585		-		No hits found		No hits found		GCTTGTGTTATCGTGGTATATATTAAGGCCCCGTTCTTGTCAAATCAATATATATTAAGC		40441		0

		27412		CUST_9934_PI390587928		7.8185115		7.57575		7.579848		8.214387		9.4125		9.869592		10.542397		9.33016		9.70071		10.518895		10.308591		8.543624		3.0188286		4.9036016		7.7949986		2.1671112		3.6863647		7.6908617		6.6287785		1.2563487		1.8821988		2.2938418		2.9625487		1.1157732		1.5939889		2.9431453		2.728743		0.32923698		Yes		Yes		Yes		U35_44k_v1_27412		-		No hits found		No hits found		CAAGAGACAAGAGTTTACTTGGTGCTACATGGTGAATAAATCACTCCTTGGTTGTACAAA		None		0

		20990		CUST_26257_PI390587928		9.901654		10.008708		10.371727		10.740581		10.251045		10.422826		11.375609		10.751164		10.632266		10.970004		11.293408		11.11349		1.2740227		1.3324836		2.0053895		1.0073632		1.6593426		1.9470583		1.8943218		1.2949618		0.7306118		0.4141178		1.0038824		0.010583878		0.34939098		0.9612961		0.9216814		0.37290955		No		Yes		Yes		U35_44k_v1_20990		LOC_Os07g49280.1		gb|EAZ05240.1| e-111  hypothetical protein OsI_026472 [Oryza sativa (indica cultivar-group)]		LOC_Os07g49280.1 1e-112 expressed protein		TTGTGTAACCAGTGTGTCGATCTGTGAGTAATTCTTTTGTAGGAAGCACGCAAGGGTTTC		14787		AT3G55990.1

		46911		CUST_33528_PI390587928		12.112567		12.363225		11.899362		11.397145		11.6154375		11.885304		10.311973		10.393198		11.369648		11.201953		10.471076		11.008061		-1.4114025		-1.3927348		-3.00505		-2.0054796		-1.6735585		-2.2365453		-2.6912673		-1.3095615		-0.74291897		-0.47792053		-1.587389		-1.0039473		-0.49712944		-1.161272		-1.4282856		-0.38908386		No		Yes		Yes		U35_44k_v1_46911		-		No hits found		No hits found		ATTGTTGTAATCTGTGTGTGGTCAAGTGGAGGGGAACAAACCATGTGCATGGTGAAAAAA		47582		0

		4224		CUST_30980_PI390587928		8.019022		7.9629436		8.593697		8.426005		7.8648763		7.499903		7.5359173		7.8111		7.72131		7.480125		7.8255944		8.306973		-1.1127625		-1.3784437		-2.0817246		-1.5314575		-1.2291933		-1.3974713		-1.703028		-1.0860059		-0.29771185		-0.46304035		-1.0577793		-0.61490536		-0.15414572		-0.4828186		-0.76810217		-0.119031906		No		Yes		Yes		U35_44k_v1_4224		LOC_Os12g12370.1		gb|EAY82630.1| e-129  hypothetical protein OsI_036589 [Oryza sativa (indica cultivar-group)]		LOC_Os12g12370.1 1e-129 outer envelope protein putative expressed		GAAGTTGTCATGCTCGACAACTAAAGTTGTCATCCTTGCGTCATTAAATTTGTCATAAAA		9507		AT2G43950.1

		49779		CUST_15337_PI390587928		6.747503		7.039389		6.7475257		5.6319575		6.4639945		7.0184236		5.147054		5.011484		5.728296		5.9576516		5.304455		4.94253		-1.2171512		-1.0146383		-3.032424		-1.5373795		-2.0268047		-2.1165836		-2.71899		-1.6126434		-1.019207		-0.020965576		-1.6004715		-0.6204734		-0.2835083		-1.0817375		-1.4430709		-0.6894274		Yes		No		No		U35_44k_v1_49779		LOC_Os01g65380.1		gb|EAY76673.1| 1e-70  hypothetical protein OsI_004520 [Oryza sativa (indica cultivar-group)]		LOC_Os01g65380.1 2e-72 patellin-5 putative expressed		AAGGAGGTGTACGAGAAGGCGTTCGGCGACGAGGATAAGCGGGAGCGGTTCCTCAAGTGG		51686		AT1G72160.1

		5150		CUST_28582_PI390587928		9.348012		10.904019		11.12638		11.220234		8.6418495		9.759369		9.318172		10.213275		8.455321		8.808255		9.275186		10.656277		-1.6314586		-2.2109256		-3.502069		-2.0096705		-1.8566356		-4.274525		-3.6079876		-1.4783186		-0.89269066		-1.1446505		-1.8082075		-1.006959		-0.70616245		-2.0957642		-1.8511944		-0.5639572		Yes		Yes		Yes		U35_44k_v1_5150		-		No hits found		No hits found		GATGAAGTGATCTGCCGATTGATCATCATCGATTGGATCGCTTGGTTGTCTATCAAAAAA		11710		0

		45200		CUST_21356_PI390587928		4.4658394		4.6937165		5.9647985		4.1588244		3.4435647		3.5100982		4.455469		3.5215123		3.4453354		2.946576		4.108934		3.602792		-2.0311189		-2.2714574		-2.8467767		-1.5554286		-2.0286276		-3.3569252		-3.619686		-1.4702203		-1.020504		-1.1836183		-1.5093293		-0.6373122		-1.0222747		-1.7471404		-1.8558645		-0.5560324		Yes		No		No		U35_44k_v1_45200		LOC_Os08g01490.1		gb|EAZ41244.1| 5e-56  hypothetical protein OsJ_024727 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01480.1 1e-57 cytochrome P450 71C4 putative expressed		AATAAAATGTTCAGAGAGCTGATCGAGTCAAACTCGGCTCTCGTCGGAGGGTTTAACATG		43723		AT3G48290.1

		35440		CUST_32132_PI390587928		11.068843		11.217529		12.282619		11.911061		10.767236		11.067189		11.244151		11.116844		10.436895		10.489869		11.352597		11.7250595		-1.2325166		-1.1098311		-2.054046		-1.7341361		-1.5496554		-1.6559513		-1.9053054		-1.1376066		-0.6319475		-0.15034008		-1.0384684		-0.7942171		-0.30160713		-0.7276602		-0.93002224		-0.18600178		No		Yes		Yes		U35_44k_v1_35440		-		No hits found		No hits found		TGACGGCGATTGCTCGGCTGCACTCGTGTATATATGAAAATATCCTATGTCAGCAAAAAA		18728		0

		20335		CUST_28978_PI390587928		6.7188034		6.906908		7.1224594		6.8382835		6.4327693		6.091614		6.114221		5.848938		6.4301915		5.6969275		6.087485		6.1421466		-1.2192839		-1.759657		-2.0114534		-1.9852842		-1.2214645		-2.3133452		-2.0490775		-1.6201607		-0.2886119		-0.81529427		-1.0082383		-0.98934555		-0.2860341		-1.2099805		-1.0349746		-0.69613695		No		Yes		Yes		U35_44k_v1_20335		LOC_Os04g59520.1		gb|EAZ32519.1| 2e-36  hypothetical protein OsJ_016002 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59520.1 4e-38 phosphoribosylanthranilate transferase putative expressed		GCTGCCTCCGTCCAAGTATATAGGGCATGCGTGTAATTCTAGGTTATCAATTTAACTAGC		18733		AT1G22610.1

		107		CUST_3899_PI390587928		4.361922		4.5694313		4.9047375		4.483288		3.6817253		3.5137815		3.6352785		3.5008848		3.7330983		3.4180229		3.344813		3.4016266		-1.602358		-2.0786543		-2.4107115		-1.9757535		-1.5463035		-2.2213063		-2.9483838		-2.1164718		-0.6288235		-1.0556498		-1.269459		-0.98240304		-0.6801965		-1.1514084		-1.5599244		-1.0816612		Yes		No		No		U35_44k_v1_107		-		No hits found		No hits found		ATGTGTAACCCCGGCCTATACTAGTTCAAATGAGAATAAAAGACAAAGAAAGTTCTTGTC		32562		0

		42147		CUST_23796_PI390587928		9.522717		9.179694		10.109256		10.1006155		8.848732		8.37165		8.919656		8.91149		8.796256		8.097249		8.251107		9.2755375		-1.5954745		-1.7508366		-2.280895		-2.2801442		-1.6545758		-2.1176221		-3.625421		-1.7716309		-0.7264614		-0.80804443		-1.1896		-1.1891251		-0.6739855		-1.0824451		-1.8581486		-0.825078		Yes		Yes		Yes		U35_44k_v1_42147		-		No hits found		No hits found		TCCAGTTTACCATTGCCTGTACTGATCATGTATGTTTTCAGCTGTTTTCCCTTCAAAAAA		37598		0

		48069		CUST_33658_PI390587928		4.3167334		4.47059		5.1906		4.227688		3.9467313		3.8216095		4.342916		3.1488237		4.128287		4.1782575		3.9954035		4.3388543		-1.2923547		-1.5680598		-1.7996095		-2.1123722		-1.139536		-1.2246187		-2.28976		1.0801011		-0.18844652		-0.6489806		-0.8476839		-1.0788641		-0.37000203		-0.29233265		-1.1951964		0.11116648		No		Yes		Yes		U35_44k_v1_48069		-		No hits found		No hits found		TGATGTTGTTTAGGACTCCCCCCGTTTTTTAATATAAGGCCCTGTTTGGTTCCCAAAAAA		19503		0

		21973		CUST_17643_PI390587928		4.715575		5.744289		4.9634175		3.6311028		3.8661811		4.4990835		2.673229		2.1016924		3.2070065		3.4042196		2.8922937		2.5148714		-1.8017441		-2.370523		-4.8912005		-2.8866785		-2.8452764		-5.0632696		-4.202139		-2.1677997		-1.5085688		-1.2452054		-2.2901886		-1.5294104		-0.8493941		-2.3400693		-2.0711238		-1.1162314		Yes		No		No		U35_44k_v1_21973		LOC_Os02g16030.1		gb|EAY85277.1| 4e-17  hypothetical protein OsI_006510 [Oryza sativa (indica cultivar-group)]		LOC_Os02g16030.1 2e-16 harpin-induced protein putative expressed		TTAAGCTTCTCTCGGACACACACCACGGTCGGCTCACAGTCGGGACCAAGAACCATCGAT		29099		0

		19255		CUST_18226_PI390587928		5.40015		5.4737515		4.5960274		5.6905465		5.402952		5.4509206		6.579781		5.527205		5.8573995		5.7885437		6.3419476		5.593061		1.0019443		-1.0159512		3.9552083		-1.1198779		1.372922		1.2438325		3.354087		-1.0699071		0.45724964		-0.022830963		1.9837537		-0.16334152		0.002802372		0.31479216		1.7459202		-0.09748554		No		Yes		Yes		U35_44k_v1_19255		LOC_Os11g35090.1		gb|EAY81291.1| 4e-82  hypothetical protein OsI_035250 [Oryza sativa (indica cultivar-group)]		LOC_Os11g35090.1 8e-84 centromeric protein E putative expressed		TTTGAGAAAATGCCACAGCTTTCTCGAGACTTTGCTCTTATAGCACATCTTTCCTTTTTT		11385		AT1G59540.2

		14801		CUST_5572_PI390587928		9.606317		11.348884		11.119629		11.497981		8.936472		9.975169		9.713017		10.627579		8.030005		8.982207		9.815652		11.168105		-1.5909016		-2.591369		-2.6511374		-1.8281727		-2.9820638		-5.157516		-2.469086		-1.2569053		-1.5763111		-1.3737144		-1.4066114		-0.87040234		-0.6698446		-2.3666763		-1.303977		-0.32987595		Yes		No		No		U35_44k_v1_14801		LOC_Os05g47540.2		gb|AAL40895.1| e-128  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 1e-114 phosphoethanolamine N-methyltransferase putative expressed		CTTCCAAGTGTATTGGAGCTTATGTGAAAAGCAAGAAGAACCAGAACCAGATATGCTGGC		2188		AT1G48600.2

		35543		CUST_16709_PI390587928		10.450297		10.282528		9.827793		10.010797		10.760539		11.162258		11.866694		10.863343		11.422806		12.155323		11.392344		10.038072		1.2399154		1.8400311		4.109325		1.8056855		1.9622494		3.6624146		2.957855		1.0190855		0.97250843		0.8797302		2.0389013		0.8525467		0.3102417		1.8727951		1.5645514		0.027275085		Yes		Yes		Yes		U35_44k_v1_35543		LOC_Os05g37910.1		gb|EAZ34522.1| 2e-17  hypothetical protein OsJ_018005 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37910.1 4e-19 expressed protein		AAATGTATATATCGACCTGCTTAATTCTATGATGAATCTATCCATCCATTGACGAAAAAA		20371		0

		13390		CUST_4006_PI390587928		4.2495685		3.8834083		4.1369886		4.416451		4.769584		4.6014194		6.2337		5.6682153		4.8899803		5.3556237		5.711888		5.042033		1.4339709		1.6449128		4.277332		2.3813245		1.5587741		2.7744763		2.9791467		1.5428333		0.64041185		0.71801114		2.0967112		1.2517643		0.5200157		1.4722154		1.5748992		0.6255822		Yes		Yes		Yes		U35_44k_v1_13390		LOC_Os05g50920.1		ref|NP_001056462.1| 6e-79  Os05g0586500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50920.1 2e-80 amino acid permease putative expressed		AAGATGGTGAAGGCGCTCGTGCTGTGCTACACCGTGGTCTTCTTCACCTTCTACCTGGCA		25302		AT5G41800.1

		25091		CUST_14897_PI390587928		5.108284		5.3680186		5.3756275		4.257509		3.9732482		4.922709		3.4636562		3.1516867		4.1542497		4.6145277		3.6506636		3.841575		-2.19624		-1.3616064		-3.7632296		-2.1522155		-1.9372824		-1.6858672		-3.3057187		-1.3341625		-0.9540343		-0.44530964		-1.9119713		-1.1058226		-1.1350358		-0.7534909		-1.7249639		-0.41593432		Yes		No		No		U35_44k_v1_25091		LOC_Os01g21034.3		gb|EAZ11622.1| 1e-26  hypothetical protein OsJ_001447 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g21034.3 3e-28 pectinesterase-2 precursor putative expressed		AGTCGTGTCGTCCACATCACAATGCCACCCTGCTTGTACAACCACGGGAAACCAAGGCCT		22347		0

		5044		CUST_12607_PI390587928		7.698944		7.099894		6.916944		8.389529		8.999748		9.388633		11.446214		12.161369		9.60196		9.115192		10.382351		10.792981		2.4636617		4.886287		23.091175		13.65957		3.7399426		4.0426416		11.045653		5.2906756		1.9030161		2.2887387		4.5292697		3.77184		1.3008041		2.0152984		3.465407		2.403452		Yes		Yes		Yes		U35_44k_v1_5044		-		ref|NP_181317.1| 1e-08  CHP-rich zinc finger protein, putative [Arabidopsis thaliana]		LOC_Os08g31250.1 7e-07 protein binding protein putative expressed		ATGATTGTTTCCCTCGTCTGTATTTTACCATGTGATTTCTTTCATTGCACAGGTCTATAA		11656		0

		44400		CUST_15086_PI390587928		3.9024181		2.878481		2.066699		2.5713322		3.458371		3.662545		4.297264		3.4433708		3.651924		4.465304		4.174088		3.393926		-1.3604153		1.7219748		4.6931777		1.8302473		-1.1896145		3.0038712		4.3091073		1.7685827		-0.25049424		0.78406405		2.230565		0.8720386		-0.4440472		1.586823		2.107389		0.8225937		Yes		No		No		U35_44k_v1_44400		-		No hits found		No hits found		GTACCCTTTATTCGGTTAGAATTGAATGAAAGCAGCGCTGCTGTTTTCGTCCAGAAAAAA		42073		0

		9766		CUST_5604_PI390587928		3.893688		4.0590343		3.9620292		3.5968332		2.9107275		3.5897033		1.562768		2.3566537		2.834956		2.9485576		2.1209342		3.8597527		-1.9765171		-1.3844674		-5.2753296		-2.3622792		-2.0830998		-2.15917		-3.5828185		1.1999043		-1.058732		-0.46933103		-2.3992612		-1.2401795		-0.98296046		-1.1104767		-1.841095		0.26291943		Yes		No		No		U35_44k_v1_9766		LOC_Os02g02140.1		gb|EAZ21469.1| 2e-30  hypothetical protein OsJ_004952 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02140.1 4e-32 receptor protein kinase CLAVATA1 precursor putative expressed		AATTTTGAGATTGTAAGCAACCATTTGATGTCAGGATTAATTAGGCACATAGATAAAAAA		19894		AT4G28650.1

		1698		CUST_5033_PI390587928		11.024844		10.173538		10.4980135		12.499959		12.128541		12.536475		14.450093		14.279243		12.451154		13.254517		14.3051605		14.604518		2.1490467		5.144165		15.477277		3.432559		2.6875834		8.461881		13.997983		4.3006625		1.4263096		2.362937		3.9520798		1.7792845		1.1036968		3.0809784		3.807147		2.104559		Yes		Yes		Yes		U35_44k_v1_1698		LOC_Os04g24220.3		gb|EAZ30166.1| 3e-58  hypothetical protein OsJ_013649 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.3 6e-60 OsWAK32 - OsWAK receptor-like protein kinase expressed		GCTTTGATAGGGAGGGTAAAGTATACTCTGTAATTGCCTTAAATAATGTGTGGTTAATAC		11885		AT1G21230.1

		35412		CUST_32221_PI390587928		9.828767		10.00621		9.731529		9.960211		9.399979		9.685477		8.703171		9.4140415		9.065564		9.400428		8.9488		9.872405		-1.3461025		-1.248965		-2.0397022		-1.4602033		-1.6972542		-1.521804		-1.7203822		-1.0627526		-0.76320267		-0.32073307		-1.0283585		-0.5461693		-0.4287882		-0.6057825		-0.78272915		-0.08780575		No		Yes		Yes		U35_44k_v1_35412		LOC_Os05g01060.1		gb|EAZ32545.1| 4e-65  hypothetical protein OsJ_016028 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01060.1 2e-67 expressed protein		CTAGCAATTTCTGGCTTCTCATTCATGTGATGTAGTATATTTATTGTTACGGACTTACAG		13116		AT5G23490.1

		14179		CUST_35521_PI390587928		13.389819		12.063721		12.258735		11.418086		13.298434		11.353572		10.558604		11.23174		12.814244		11.22169		11.652614		11.467139		-1.0653924		-1.6359729		-3.2493033		-1.1378782		-1.4902712		-1.7925713		-1.5221611		1.0345857		-0.5755749		-0.7101488		-1.7001305		-0.18634605		-0.09138489		-0.8420305		-0.60612106		0.049053192		No		Yes		Yes		U35_44k_v1_14179		LOC_Os03g20370.1		ref|NP_850097.1| 7e-66  CAM2 (CALMODULIN-2); calcium ion binding [Arabidopsis thaliana]		LOC_Os01g17190.1 2e-65 calmodulin putative expressed		AACATCGAACAGTTCCCTGTGTATGATGGTGATCGAAAGGAATAACAGCGTGTCGCTGAT		1339		AT2G27030.3

		4114		CUST_15997_PI390587928		12.419024		11.233673		10.521644		12.126232		12.803036		13.221084		14.998334		13.293878		13.1021385		12.002732		14.304337		11.207341		1.3049651		3.9652464		22.264763		2.2464476		1.6056017		1.7041581		13.7627125		-1.8906614		0.68311405		1.9874105		4.4766903		1.1676455		0.38401127		0.7690592		3.782693		-0.91889095		Yes		Yes		Yes		U35_44k_v1_4114		LOC_Os03g03034.2		gb|ABF93708.1| e-134  oxidoreductase, 2OG-Fe oxygenase family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03034.2 1e-136 flavonol synthase/flavanone 3-hydroxylase putative expressed		GAGTCGACCAGGAGAAGTTTGCTGTTGAATTATCCAAAAGATATTGTAGTTACTCTTCTT		12724		AT5G24530.1

		6982		CUST_9187_PI390587928		8.366958		8.211041		7.8782234		9.1790695		9.261605		10.976573		11.914165		11.438594		10.219395		11.057845		11.629997		9.866706		1.8591557		6.799985		16.403606		4.788336		3.6110966		7.1940475		13.470896		1.6106426		1.852437		2.7655315		4.035941		2.2595243		0.8946476		2.8468037		3.7517738		0.6876364		Yes		Yes		Yes		U35_44k_v1_6982		LOC_Os02g50460.1		gb|EAZ24550.1| 3e-48  hypothetical protein OsJ_008033 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50460.1 6e-50 immediate-early fungal elicitor protein CMPG1 putative expressed		GGAACCTGGAATATACGGTTCCACTCAAAATTAGCAAAAACTGGCATCTTCATGTTGTGG		25420		AT3G02840.1

		19498		CUST_29435_PI390587928		5.512547		4.9910073		6.121469		4.2730927		5.570339		4.979143		8.576542		8.157773		6.111422		5.4138165		7.675722		4.2095933		1.0408716		-1.0082575		5.4834085		14.7708435		1.5145352		1.3405352		2.9368165		-1.0449975		0.59887505		-0.011864185		2.4550729		3.8846803		0.057792187		0.42280912		1.5542531		-0.06349945		Yes		No		No		U35_44k_v1_19498		LOC_Os01g03360.1		sp|P12940|IBB_HORVU 2e-21  Bowman-Birk type trypsin inhibitor		LOC_Os01g03680.1 2e-18 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		GTGCGTGCTTGTTTTTCTTCCCCGTGAATAAAAACCGTGTGTGTTTCCCCACGTAAAAAA		10717		0

		42131		CUST_23819_PI390587928		4.435801		5.247772		6.2263207		4.485617		5.755434		7.0024543		6.7389007		5.1559057		5.440394		7.797747		6.0216565		3.9056823		2.496026		3.3745193		1.426599		1.5913912		2.0063772		5.8562407		-1.1524181		-1.4947817		1.0045929		1.7546821		0.5125799		0.67028856		1.319633		2.549975		-0.20466423		-0.57993484		Yes		No		No		U35_44k_v1_42131		-		No hits found		No hits found		AATAAAAACTGTATTGCCCAACTCAGGTGAAATTTTCAGCAGCTATACAAATCCTGTGTG		37566		0

		50832		CUST_25902_PI390587928		12.321815		13.178397		12.438169		12.703824		11.365323		12.372355		10.350315		11.269752		10.749034		11.732541		10.958995		12.510669		-1.9405848		-1.7484078		-4.2511506		-2.7020838		-2.974775		-2.7242444		-2.78789		-1.1432614		-1.5727806		-0.8060417		-2.0878534		-1.4340725		-0.9564915		-1.4458561		-1.4791737		-0.19315529		Yes		Yes		Yes		U35_44k_v1_50832		-		No hits found		No hits found		CTGTTGCTCTTTGGCAATTACTGTATATAGTTTGGAGGAGATTGCTCCCGCACTTTATGC		None		0

		15320		CUST_28779_PI390587928		6.195734		6.16396		6.2488136		6.2629437		6.283123		6.399901		4.9924774		5.1151166		5.6547914		5.7174263		5.273421		6.013081		1.0624456		1.1776745		-2.388883		-2.215799		-1.4549229		-1.3627621		-1.9661765		-1.189094		-0.54094267		0.23594093		-1.2563362		-1.1478271		0.08738899		-0.44653368		-0.9753928		-0.24986267		No		Yes		Yes		U35_44k_v1_15320		LOC_Os08g14440.2		ref|NP_001061342.1| 1e-30  Os08g0242700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14440.2 2e-32 expressed protein		CTTTCATCCTAATAAAGTACATGTTATGGGGCTAGAAGCAACATAATGATTCGTTCTTTC		26909		AT1G16880.2

		21794		CUST_29469_PI390587928		10.870587		10.680682		11.673902		11.56258		10.435117		10.386977		10.348979		10.55542		10.123048		9.868755		10.599429		11.442874		-1.3523519		-1.2257842		-2.5051944		-2.0099509		-1.6789271		-1.7555546		-2.1059518		-1.0865135		-0.7475395		-0.293705		-1.3249226		-1.0071602		-0.43547058		-0.81192684		-1.0744724		-0.119706154		No		Yes		Yes		U35_44k_v1_21794		LOC_Os02g39970.2		gb|EAY86666.1| 5e-76  hypothetical protein OsI_007899 [Oryza sativa (indica cultivar-group)]		LOC_Os02g39970.2 1e-77 regulatory subunit putative expressed		GTAAATAACACGCTTCCTCGCCATGTGTGTTTAATTAAGAAGAAAAGAATTGCCTAGTTA		16219		AT1G15740.1

		19438		CUST_14435_PI390587928		8.46532		8.362947		8.553139		8.692881		7.99491		7.9300942		7.2013984		8.10749		7.7079816		7.6373596		7.491115		8.461514		-1.385503		-1.3499006		-2.5521982		-1.5004456		-1.6903688		-1.6535742		-2.087858		-1.1739461		-0.75733805		-0.43285322		-1.3517404		-0.58539104		-0.47040987		-0.72558784		-1.0620236		-0.23136616		No		Yes		Yes		U35_44k_v1_19438		LOC_Os09g19850.1		ref|NP_001062990.1| 3e-30  Os09g0363100 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g19850.1 6e-32 CRS1 putative expressed		GTGCCTGTTTTGGATCGAAATGTATGTTCTCATGTGGAAAATGAGGAATTGTATTTTGAA		14691		AT3G23070.1

		27621		CUST_31894_PI390587928		4.893805		4.4238563		4.8587		5.1893497		4.835863		4.2807345		3.7928352		3.900376		4.5091395		4.13477		4.107103		4.4709296		-1.0409797		-1.104292		-2.093424		-2.4435415		-1.305557		-1.2218663		-1.6836555		-1.6453791		-0.3846655		-0.14312172		-1.0658646		-1.2889736		-0.057941914		-0.28908634		-0.7515969		-0.71842		No		Yes		Yes		U35_44k_v1_27621		LOC_Os02g02570.1		sp|A2X052|ATG5_ORYSI 1e-50  Autophagy protein 5		LOC_Os02g02570.1 4e-51 autophagy protein 5 putative expressed		CTAACAGTTCATTTTAAGGGGTATCCTGCAGATATATTATAACCATGTGAAGGTGAAGAT		22597		AT5G17290.1

		24454		CUST_12707_PI390587928		9.231393		9.527256		10.007468		10.713225		9.028632		8.947627		8.365357		9.008152		8.3736105		8.013017		8.689915		10.100131		-1.1508986		-1.4944649		-3.1212218		-3.2604551		-1.8122505		-2.8564818		-2.492431		-1.5295362		-0.85778236		-0.57962894		-1.6421108		-1.7050734		-0.2027607		-1.5142393		-1.3175535		-0.61309433		Yes		No		No		U35_44k_v1_24454		-		No hits found		No hits found		TAAGTGTCTACCAGCTAACAATAAATCCTGGGCTGGTAAACACAGAGACATGTTTTTTGG		20255		0

		17961		CUST_29080_PI390587928		3.6401145		2.5416558		1.9415178		2.7447498		5.2573256		5.6503315		7.981422		6.835991		5.0906177		6.536074		7.344896		4.5449195		3.067814		8.625904		65.794914		17.044577		2.7330334		15.938217		42.323235		3.482612		1.4505031		3.1086757		6.039904		4.091241		1.6172111		3.9944184		5.403378		1.8001697		Yes		Yes		Yes		U35_44k_v1_17961		LOC_Os08g42580.4		emb|CAJ14969.2| 3e-79  LysM receptor-like kinase [Hordeum vulgare subsp. vulgare]		LOC_Os08g42580.1 1e-61 lysM receptor-like kinase putative expressed		GTGGAGTTCACATACCAAGAACTTTTTAATGCTACAGAAGGCTTCAACATAACTCATAAA		9407		AT3G21630.1

		29793		CUST_30544_PI390587928		5.190998		5.6035333		7.036554		6.7562957		5.0559063		4.8810744		5.600788		4.885876		4.459502		4.4543443		5.197817		6.209639		-1.0981627		-1.6499918		-2.7052572		-3.6563888		-1.6603597		-2.217892		-3.5769675		-1.4606967		-0.73149586		-0.72245884		-1.4357657		-1.8704195		-0.13509178		-1.149189		-1.838737		-0.5466566		Yes		Yes		Yes		U35_44k_v1_29793		LOC_Os02g24240.1		gb|EAZ22865.1| 1e-09  hypothetical protein OsJ_006348 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g24240.1 2e-11 hypothetical protein		GAGCCCAGCCACCTTGTTTTTCTGTGTTGTTCGTTTTTGTAGAGACAGGGGTGATTTTTT		29263		0

		25740		CUST_15814_PI390587928		1.265968		1.7415425		1.276709		1.2754592		1.655797		1.9087439		3.9450064		1.2471539		1.2631578		2.5269787		4.8355813		1.2674608		1.3102381		1.1228782		6.356785		-1.0198134		-1.0019497		1.7236135		11.784938		-1.0055594		-0.0028101206		0.1672014		2.6682973		-0.028305292		0.38982904		0.7854363		3.5588722		-0.007998347		No		Yes		Yes		U35_44k_v1_25740		LOC_Os10g40290.1		emb|CAO49429.1| e-133  unnamed protein product [Vitis vinifera]		LOC_Os10g40290.1 1e-121 pectinacetylesterase family protein expressed		CTGAGTTTTGGGGTTTAATGTATTTGTGAGGGCTAAGAAATTCTATACAAAATCCACAGA		24410		AT5G23870.1

		24829		CUST_27785_PI390587928		7.133449		7.485148		7.254951		7.278684		6.618445		7.1556935		6.1529613		6.5287642		6.3232703		6.488046		6.417208		6.8088536		-1.4289982		-1.2565382		-2.1465054		-1.6816994		-1.7534287		-1.9959862		-1.7872517		-1.3849467		-0.81017876		-0.32945442		-1.1019897		-0.7499199		-0.51500416		-0.9971018		-0.8377428		-0.4698305		No		Yes		Yes		U35_44k_v1_24829		-		gb|AAY84874.1| 2e-15  putative pre-mRNA processing factor [Triticum aestivum]		No hits found		GACTGTGATTGGTACCGTTTTTCTCAGGATGCTAAATCAAAATTTGATGTGAACAAGTTT		23308		0

		3209		CUST_18312_PI390587928		12.645885		12.162473		11.435825		11.171299		12.734829		12.372483		13.061916		12.996284		13.10979		13.10556		12.526387		10.985242		1.063591		1.1566967		3.086755		3.5430322		1.3792695		1.9226385		2.1295695		-1.1376503		0.46390438		0.21001053		1.626091		1.8249846		0.08894348		0.9430876		1.0905619		-0.18605709		No		Yes		Yes		U35_44k_v1_3209		LOC_Os01g71090.1		emb|CAE46330.1| 2e-57  xylanase inhibitor [Hordeum vulgare]		LOC_Os01g71090.1 2e-29 xylanase inhibitor putative expressed		CGGGGGTGTATTCTTAGAGTACTGCATGTGATAAATAAGTTCTTTTGGACATTATAGATA		14679		AT1G03220.1

		568		CUST_37136_PI390587928		4.5659103		3.815444		3.8413732		3.2857876		5.004809		4.866047		6.4356704		6.6498566		5.156706		6.433319		7.665018		5.765251		1.355569		2.0713954		6.0389476		10.296407		1.5060769		6.138453		14.158975		5.5769005		0.5907955		1.0506029		2.5942972		3.364069		0.43889856		2.617875		3.8236449		2.4794636		Yes		No		No		U35_44k_v1_568		LOC_Os02g53180.2		gb|EAY87690.1| e-149  hypothetical protein OsI_008923 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53180.2 1e-150 1-aminocyclopropane-1-carboxylate oxidase 1 putative expressed		CTCTCTTTTGAATAGTACGTGTGATGTTTTAAGTGGTGTACATAGTACTTCCTCCGTTCC		2636		AT1G05010.1

		17799		CUST_30566_PI390587928		9.851216		9.951206		9.365298		10.069469		10.058819		11.09072		10.623852		11.016282		10.315488		10.748463		10.406615		9.675584		1.1547676		2.203068		2.3925574		1.9276092		1.3796206		1.7377933		2.0581055		-1.3139274		0.46427155		1.139514		1.2585535		0.9468126		0.2076025		0.79725647		1.041317		-0.3938856		No		Yes		Yes		U35_44k_v1_17799		LOC_Os01g62430.3		gb|AAC04628.1| 3e-60  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1 putative expressed		CTTATTCTAGGGGAAACTGTGATTTGAATTTCTGAAAAATTGTCCGTCGCTGAAAAAAGA		10193		AT3G55470.2

		34136		CUST_19455_PI390587928		9.769067		9.570657		9.513844		9.197808		9.485142		9.0259695		8.175533		8.604076		9.276099		8.998479		8.459622		9.091627		-1.2175027		-1.4587041		-2.52855		-1.5091455		-1.4073368		-1.4867663		-2.0765967		-1.0763752		-0.4929676		-0.5446873		-1.3383102		-0.5937319		-0.28392506		-0.5721779		-1.0542212		-0.106181145		No		Yes		Yes		U35_44k_v1_34136		LOC_Os09g25330.1		gb|EAZ09128.1| 2e-18  hypothetical protein OsI_030360 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25330.1 4e-20 signal transducer putative expressed		TGTAAGCAGCTCAATATGCTGCTCTCTGTATGGTTATCTAAGTCATAGGCCCGCAGCTTA		None		0

		30983		CUST_28296_PI390587928		5.681272		6.141992		6.8156943		5.978246		4.9192467		5.4456763		5.7510123		5.4002156		4.958086		4.795229		5.1669235		5.2524605		-1.6958697		-1.6203616		-2.091709		-1.49281		-1.6508237		-2.5434084		-3.1356637		-1.6538011		-0.723186		-0.69631577		-1.064682		-0.5780306		-0.76202536		-1.3467631		-1.6487708		-0.72578573		Yes		No		No		U35_44k_v1_30983		-		ref|XP_754019.1| e-103  succinyl-CoA synthetase alpha subunit [Aspergillus fumigatus Af293]		LOC_Os07g38970.1 3e-68 succinyl-CoA ligase alpha-chain 2 mitochondrial precursor putative expressed		AGATCGGTATCATGCCCGGTTTCATCTACAAGCGCGGTCGTGTCGGCATTGTCTCCCGTT		31121		AT5G08300.1

		40215		CUST_24314_PI390587928		10.91335		10.536218		9.435117		10.021751		10.822578		11.300782		11.340225		11.673036		11.1852		11.638509		11.195816		10.765164		-1.0649396		1.6988571		3.7453706		3.1411312		1.2073548		2.1469538		3.3886232		1.6741316		0.27184963		0.7645645		1.9051085		1.6512842		-0.090771675		1.1022911		1.7606993		0.743413		Yes		Yes		Yes		U35_44k_v1_40215		LOC_Os02g46220.1		gb|EAY87115.1| 9e-31  hypothetical protein OsI_008348 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46220.1 2e-32 S-ribonuclease binding protein SBP1 putative expressed		CTCGCCGTGTCCTCTAGGAGAAATTCAATGGATATAAGTTGATTGTTAATTTAATTTAGG		11797		AT1G32740.1

		15844		CUST_29095_PI390587928		9.593802		10.464901		9.382145		9.5381		9.328021		9.923386		8.164895		8.962899		9.099029		9.463712		8.279927		9.347941		-1.2022871		-1.4555005		-2.3250308		-1.4898851		-1.4090998		-2.0016494		-2.1468444		-1.1408893		-0.49477386		-0.54151535		-1.2172499		-0.57520103		-0.2657814		-1.0011892		-1.1022177		-0.19015884		No		Yes		Yes		U35_44k_v1_15844		LOC_Os09g07020.1		ref|NP_001062658.1| e-175  Os09g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07020.1 1e-178 flavonol synthase-like protein putative expressed		TCCTGAAAGGGAACAAATTTCTGTAGCTGTACTGAAAATGATCCATCAATAAAATCCTTC		3890		AT3G50210.3

		38549		CUST_13145_PI390587928		5.937448		6.203869		6.94952		6.4659095		5.53972		5.7127404		5.7837873		5.523996		5.129636		5.5217032		5.796517		6.4744077		-1.3174316		-1.4055438		-2.2434716		-1.9210746		-1.7505548		-1.6045465		-2.2237632		1.0059079		-0.8078122		-0.49112844		-1.1657329		-0.9419136		-0.39772797		-0.6821656		-1.1530032		0.008498192		No		Yes		Yes		U35_44k_v1_38549		LOC_Os07g38850.1		gb|EAZ40403.1| 9e-07  hypothetical protein OsJ_023886 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38850.1 2e-08 prenyltransferase/ zinc ion binding protein putative expressed		TTTTACGTTCAAGTGTACCAGCTTTAGCTGTTTCTTCGTGTGGCAGGATGCTATTTCACA		50021		0

		4844		CUST_32493_PI390587928		9.291534		9.181011		9.155555		9.161557		8.954651		9.039546		7.511963		8.038133		8.73447		8.633064		8.027585		9.057124		-1.2630253		-1.1030247		-3.1244276		-2.1786351		-1.4712721		-1.4620037		-2.1855097		-1.0750718		-0.55706406		-0.14146519		-1.6435919		-1.1234245		-0.33688354		-0.54794693		-1.1279697		-0.10443306		No		Yes		Yes		U35_44k_v1_4844		LOC_Os06g09420.1		ref|NP_001057046.1| 2e-25  Os06g0194400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09420.1 4e-27 DNA binding protein putative expressed		GGTTGAACTACTAAACGGTTGTAGTCTGACTATGGTCTCAAGTGCATTTCTTCATGCTGT		10657		AT3G19184.1

		20686		CUST_24649_PI390587928		7.893666		8.355382		7.07415		8.459621		8.03911		8.036854		8.953387		8.977885		8.450663		8.642345		8.557831		8.777943		1.1060714		-1.2470577		3.6788049		1.4322306		1.4712034		1.2200696		2.7966132		1.2468787		0.5569968		-0.31852818		1.8792372		0.5182638		0.1454444		0.28696346		1.4836807		0.31832123		No		Yes		Yes		U35_44k_v1_20686		-		No hits found		No hits found		GGTGGCCGGTGTTCATCGCGGCTAATTAGTGCTTTTCTTAATCTTGTCAGCATCAAAAAA		14048		0

		41473		CUST_27014_PI390587928		7.9277396		8.003049		7.4278903		7.4089355		7.0839562		7.6375732		4.6941514		5.8071265		6.663198		6.8386264		5.634115		6.98402		-1.7947506		-1.2883064		-6.651773		-3.0352366		-2.4025087		-2.2414348		-3.4672096		-1.3424937		-1.2645416		-0.36547565		-2.733739		-1.601809		-0.8437834		-1.1644225		-1.7937751		-0.4249153		Yes		Yes		Yes		U35_44k_v1_41473		-		No hits found		No hits found		GAGGAACATCGGATCGATCTATTCATGTAGCTTCATTTTGTATTATTGACTTGTCATATG		None		0

		6898		CUST_11398_PI390587928		9.881419		9.803623		9.217258		8.910839		12.756806		12.583182		12.9185915		11.091203		13.363505		14.230305		12.755313		9.385453		7.3380013		6.866425		13.008052		4.532678		11.174096		21.506212		11.616105		1.3895465		3.4820862		2.7795591		3.701333		2.1803637		2.8753872		4.4266815		3.5380545		0.47461414		Yes		Yes		Yes		U35_44k_v1_6898		-		emb|CAA71773.1| 1e-05  pathogenesis-related protein [Hordeum vulgare]		No hits found		CATGATGTAGACTCTTTGGACTACTCGTAATAAAATGGTTATTGAACGGGTGTTTCAAAA		15099		0

		15661		CUST_31841_PI390587928		9.848789		10.353364		9.833583		8.66175		9.194882		9.830049		8.141057		7.361397		8.764717		9.455295		9.036193		8.435967		-1.5734233		-1.4372544		-3.2322211		-2.4628916		-2.1200116		-1.8635705		-1.7379541		-1.1694113		-1.0840721		-0.5233154		-1.6925259		-1.300353		-0.6539068		-0.8980694		-0.79739		-0.2257824		Yes		Yes		Yes		U35_44k_v1_15661		LOC_Os01g70180.2		gb|EAY77054.1| e-112  hypothetical protein OsI_004901 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70180.2 1e-113 secondary cell wall-related glycosyltransferase family 47 putative expressed		CTTCTTCCGTTTCGTTATTTCGTTTGTTCTTCTTTTTTCCACGGCCACTTTTGCGTGTAT		3965		AT5G61840.1

		43549		CUST_25614_PI390587928		3.9860694		4.3007736		4.3708286		2.6567948		3.672147		3.1106298		2.4363635		1.38308		4.228256		3.3854084		2.3635042		1.2756531		-1.2430828		-2.281755		-3.822364		-2.4178333		1.1827841		-1.8860464		-4.0203595		-2.6047442		0.24218678		-1.1901438		-1.9344652		-1.2737148		-0.3139224		-0.9153652		-2.0073245		-1.3811417		Yes		Yes		Yes		U35_44k_v1_43549		LOC_Os08g20200.1		gb|EAZ06453.1| 3e-43  hypothetical protein OsI_027685 [Oryza sativa (indica cultivar-group)]		LOC_Os08g20200.1 7e-45 male sterility protein 2 putative expressed		CCCCGGTGTGCTAAAAGTTATGCGTGCATGAGTTAAATTTAACTAGCCAAATTTCAACTG		40353		AT5G22500.1

		25952		CUST_35145_PI390587928		4.0009246		3.8900225		1.2838753		3.558646		3.8289118		5.1351933		4.3687615		6.6547103		3.7640035		4.7718787		4.479347		2.9231918		-1.1266292		2.3704662		8.484832		8.550829		-1.1784749		1.8427447		9.160789		-1.5534267		-0.23692107		1.2451708		3.084886		3.0960643		-0.1720128		0.8818562		3.1954718		-0.6354542		No		Yes		Yes		U35_44k_v1_25952		LOC_Os02g33000.1		ref|NP_001047027.1| 3e-96  Os02g0532900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g33000.1 6e-98 glucan endo-13-beta-glucosidase 7 precursor putative expressed		CATTGCAATCTGGATGTATTCCGGTGGTCTTGCAAGTTGCTTCATATTCACTTTAAAAAA		25702		AT2G27500.3

		7879		CUST_39872_PI390587928		5.151727		5.495237		5.161856		5.333318		4.7897277		4.8368936		4.443981		3.933689		4.5079017		4.626578		4.420498		5.0899386		-1.285206		-1.5782692		-1.6447576		-2.6383374		-1.5624667		-1.8259649		-1.671749		-1.1837624		-0.64382553		-0.6583433		-0.717875		-1.3996291		-0.3619995		-0.868659		-0.7413583		-0.2433796		No		Yes		Yes		U35_44k_v1_7879		LOC_Os02g21970.1		No hits found		LOC_Os02g21970.1 6e-04 26S protease regulatory subunit 6B putative expressed		CTGATGTGAGTTGATTTGGAAGATTATGTCTCCAGAACAGATAAAATCGATGCTGATGAT		16011		0

		9586		CUST_10979_PI390587928		5.3150215		5.472265		5.806769		4.9428296		4.779077		5.343804		4.5058885		4.501365		4.4688196		4.552749		4.4806705		4.066583		-1.449891		-1.0931269		-2.4637918		-1.357982		-1.7977618		-1.8914801		-2.5072372		-1.8355933		-0.8462019		-0.12846088		-1.3008804		-0.44146442		-0.53594446		-0.9195156		-1.3260984		-0.87624645		No		Yes		Yes		U35_44k_v1_9586		-		No hits found		No hits found		GTAAGTAGTATATCTCACCACTATGTACCTGCCCTGCATGTTATTTTTTGCATTTTATCA		30929		0

		35551		CUST_16676_PI390587928		6.081934		5.425409		4.9262414		6.4379945		6.214874		6.6791553		8.807775		9.142957		6.1912994		7.73477		8.660453		7.759377		1.0965258		2.3845987		14.738657		6.520408		1.0787537		4.956635		13.307904		2.4990547		0.10936546		1.2537465		3.8815331		2.7049623		0.13293982		2.309361		3.7342114		1.3213825		Yes		Yes		Yes		U35_44k_v1_35551		LOC_Os04g09920.1		sp|O48957|C99A1_SORBI 5e-14  Cytochrome P450 CYP99A1		LOC_Os04g09920.1 1e-15 cytochrome P450 CYP99A1 putative expressed		CTGTTTGGAGCTTGTGTTCATGGGTTGGACAAATATAAATATCACTACTGTAATTCACAT		None		0

		18692		CUST_26801_PI390587928		12.703296		12.217178		12.137802		12.402804		13.188773		12.927859		13.4824705		12.638392		13.335134		13.375728		13.371254		12.565152		1.4000491		1.6365764		2.5397182		1.1773865		1.5495377		2.2323284		2.351289		1.1191069		0.63183784		0.71068096		1.3446684		0.23558807		0.48547745		1.1585493		1.2334518		0.1623478		No		Yes		Yes		U35_44k_v1_18692		LOC_Os12g38210.2		gb|EAZ20925.1| e-125  hypothetical protein OsJ_035134 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g38210.1 1e-127 spotted leaf protein 11 putative expressed		GCAGAACACAAGGTTCTCCGCATGTAGTATATCCTCGGTAATAATAGTAATGATGATTTA		9993		AT3G46510.1

		19737		CUST_9467_PI390587928		2.0969946		3.1798413		1.5281845		5.2691674		1.7553886		3.4719448		4.795077		5.6850743		1.9481007		3.6161969		4.6002774		6.538723		-1.2671664		1.2244242		9.625707		1.3341371		-1.1087191		1.3531817		8.409925		2.410873		-0.14889395		0.29210353		3.2668924		0.4159069		-0.34160602		0.4363556		3.072093		1.2695556		Yes		Yes		Yes		U35_44k_v1_19737		-		gb|AAQ55541.1| 8e-96  MLA10 [Hordeum vulgare]		LOC_Os08g07940.1 1e-08 disease resistance protein RPM1 putative		TTCTAACGGACTAAGTAAAAGTGTTGTAGTAAGTTGCTCTGTTGTTTATGAGAGCAATCG		11946		0

		10943		CUST_3241_PI390587928		8.599046		8.247427		8.10149		8.608417		9.245991		9.860782		10.227787		9.176967		9.710164		10.793279		10.241311		9.35463		1.565849		3.0596247		4.3659544		1.4830323		2.1601303		5.8395276		4.407074		1.6773851		1.1111183		1.6133547		2.126297		0.5685501		0.646945		2.5458517		2.139821		0.7462139		Yes		Yes		Yes		U35_44k_v1_10943		-		gb|EAZ04183.1| 1e-09  hypothetical protein OsI_025415 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35580.1 1e-07 CRK6 putative expressed		CCTCCAATTTGATTGTTCGCATTGGTTACGAATAATTTTTAAGGTCCACTTCATTCGTTC		30942		0

		21617		CUST_4617_PI390587928		5.427572		5.5311756		6.062935		5.627424		5.0001316		4.839662		5.246903		4.3611655		4.5297337		3.6285832		5.2399635		4.832544		-1.3448453		-1.6149769		-1.7605569		-2.405369		-1.8632717		-3.7388444		-1.7690457		-1.7349329		-0.8978381		-0.69151354		-0.81603193		-1.2662582		-0.42744017		-1.9025924		-0.82297134		-0.7948799		Yes		Yes		Yes		U35_44k_v1_21617		LOC_Os06g35650.1		gb|EAZ01289.1| 8e-89  hypothetical protein OsI_022521 [Oryza sativa (indica cultivar-group)]		LOC_Os06g35650.1 1e-90 reticuline oxidase precursor putative expressed		CATGATCAAGTACTACTCAGTTTGTTTTTCCTGTAATAAAAGAGCCCCGTTTCGGTGGCA		14589		AT4G20860.1

		14994		CUST_2197_PI390587928		7.239708		6.976331		7.0137544		7.3262734		6.6661897		6.672247		4.803555		5.5980144		6.3896003		6.084427		5.497889		7.121161		-1.4881482		-1.2346348		-4.6273923		-3.3132777		-1.8026354		-1.855624		-2.859703		-1.1527762		-0.85010767		-0.3040843		-2.2101994		-1.7282591		-0.5735183		-0.89190435		-1.5158653		-0.20511246		Yes		Yes		Yes		U35_44k_v1_14994		LOC_Os01g70270.4		ref|NP_001045270.1| 0.0  Os01g0927600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70270.3 0.0 auxin response factor 2 putative expressed		GTTGGCAGGGTGCATGATGTGCACCCTCGACCGTATGTATAAACACAATTAAGTAAAAAA		1665		AT5G62000.3

		37465		CUST_33870_PI390587928		8.997312		9.418671		9.647301		9.511648		9.042029		9.13261		8.620183		8.5825815		8.538349		8.600906		8.636701		9.646824		1.0314814		-1.2193061		-2.0379486		-1.9040438		-1.374553		-1.7626723		-2.014749		1.0982265		-0.45896244		-0.28606033		-1.0271177		-0.92906666		0.04471779		-0.8177643		-1.0106001		0.1351757		No		Yes		Yes		U35_44k_v1_37465		LOC_Os03g60090.2		gb|ABJ15730.1| 1e-40  5,10-methylene-tetrahydrofolate reductase [Triticum monococcum]		LOC_Os03g60090.2 7e-37 methylenetetrahydrofolate reductase putative expressed		CCTGAAGATGCGTATATATTCATCTACCTGTGACTTGGCAATTTGAAAGTATTATCCAAA		3235		AT2G44160.1

		10149		CUST_6046_PI390587928		4.919766		5.8219247		6.2882047		5.141512		4.5120335		4.6926365		5.593605		5.0188046		4.2965035		4.5192895		4.856719		4.294811		-1.3265991		-2.1875079		-1.6184353		-1.0887761		-1.5403545		-2.4667904		-2.6972432		-1.7983841		-0.6232624		-1.1292882		-0.6945996		-0.12270737		-0.4077325		-1.3026352		-1.4314857		-0.84670115		Yes		Yes		Yes		U35_44k_v1_10149		LOC_Os12g16650.2		gb|EAZ03831.1| e-128  hypothetical protein OsI_025063 [Oryza sativa (indica cultivar-group)]		LOC_Os12g16650.1 1e-102 cyclopropane fatty acid synthase putative expressed		AAGATCATATTTGGTGCTCATGCACCTGATGTTCTGAGAATGCTAGGGGGTGAAGCAACA		19169		AT3G23510.1

		12712		CUST_11035_PI390587928		7.974054		8.384032		8.311667		7.9707685		8.027873		8.74599		9.86626		9.215417		8.119269		8.632018		9.201881		7.959287		1.0380092		1.2851685		2.9375067		2.3696082		1.1058959		1.187548		1.853451		-1.00799		0.14521551		0.36195755		1.5545921		1.2446485		0.05381918		0.24798584		0.89021397		-0.011481285		No		Yes		Yes		U35_44k_v1_12712		-		No hits found		No hits found		AGAGAAAGCCTGAATCATTCTACTGGTACTCGCTAATTAAATTCAGTACTTGTTAGAGCA		25239		0

		34282		CUST_17449_PI390587928		4.316447		3.6769702		2.9637897		4.544268		5.366226		6.4788704		7.8875084		6.7476544		6.2310004		6.839458		7.429361		4.601927		2.0702133		6.973583		30.351974		4.605591		3.7699716		8.953723		22.093826		1.0407753		1.9145536		2.8019001		4.9237185		2.2033863		1.0497794		3.1624877		4.4655714		0.057658672		Yes		Yes		Yes		U35_44k_v1_34282		-		gb|EAZ13793.1| 2e-07  hypothetical protein OsJ_003618 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57760.1 4e-09 retrotransposon protein putative unclassified		TTGCAGGGCACTACCACACTTGGACAGCATGTAACGAATCGGTACCAATAGTCATTTTTT		41812		0

		1069		CUST_30661_PI390587928		12.099701		12.433117		12.385262		10.687015		11.565605		11.60176		10.357858		8.74087		11.25357		11.314992		10.646437		9.798268		-1.4480343		-1.7793583		-4.076706		-3.8534324		-1.797674		-2.1706467		-3.337632		-1.8515663		-0.8461313		-0.831357		-2.0274038		-1.9461441		-0.53409576		-1.118125		-1.7388248		-0.88874626		Yes		Yes		Yes		U35_44k_v1_1069		LOC_Os01g60770.1		gb|AAT94292.1| 2e-77  alpha-expansin EXPA2 [Triticum aestivum]		LOC_Os01g60770.1 1e-76 alpha-expansin 10 precursor putative expressed		TAAGGTTCACCATTAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCG		3673		AT1G69530.4

		21553		CUST_40822_PI390587928		1.8977216		2.3477347		1.4163812		2.9721575		2.3040133		5.171614		4.868071		5.3562655		2.8577125		4.5045133		4.662935		1.9518763		1.3252748		7.0806384		10.941129		5.220211		1.9452976		4.4591804		9.490956		-2.0283144		0.95999086		2.8238795		3.4516897		2.384108		0.4062916		2.1567786		3.2465534		-1.0202812		Yes		Yes		Yes		U35_44k_v1_21553		LOC_Os04g51160.1		ref|NP_001053759.1| 4e-73  Os04g0600300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g51160.1 8e-75 transposon protein putative unclassified expressed		TAGCTTTTCGACCAGTTTATTACTTCTTCAACAGCCAAGAACCATGAGCTCTCGGATGGC		5886		AT3G27620.1

		46849		CUST_780_PI390587928		5.4258633		5.492937		5.5715814		5.12513		5.065847		4.567553		4.419137		3.471677		4.677251		4.977937		4.999251		4.40303		-1.2834405		-1.8991897		-2.222902		-3.145857		-1.680176		-1.428994		-1.4869236		-1.6495817		-0.7486124		-0.92538404		-1.1524444		-1.6534531		-0.36001635		-0.51499987		-0.5723305		-0.72210026		Yes		No		No		U35_44k_v1_46849		-		No hits found		No hits found		TGGTGTACTCTGTTTTGGCCCCCCGTTCGGTTCTTTTAATTTGCGTTTCCTTGGAAAAAA		47463		0

		22527		CUST_29635_PI390587928		6.040783		6.2173524		5.426729		6.1147594		6.470625		7.3320794		7.6355896		6.994545		6.8150024		7.4094925		6.7180314		5.6840873		1.3470861		2.1655402		4.6230993		1.8401017		1.7102646		2.2849145		2.4474888		-1.3478614		0.7742195		1.114727		2.2088604		0.87978554		0.429842		1.1921401		1.2913022		-0.43067217		Yes		Yes		Yes		U35_44k_v1_22527		LOC_Os05g01030.1		gb|EAZ32542.1| e-154  hypothetical protein OsJ_016025 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01030.1 1e-156 phospholipid-transporting ATPase 10 putative expressed		CATTTTCCGGACAAACTTTGTACAACGACTGGTCCATGTCGCTCTACAATGTCCTTTTCA		18463		AT1G13210.1

		50870		CUST_15473_PI390587928		9.614506		9.545093		10.834374		10.107013		9.484103		9.463441		9.56841		9.071826		9.187242		9.164396		9.871323		10.121195		-1.0945991		-1.0582289		-2.4048793		-2.0493789		-1.3446813		-1.3019701		-1.9494293		1.0098788		-0.4272642		-0.08165169		-1.2659645		-1.0351868		-0.13040257		-0.3806963		-0.9630518		0.014182091		No		Yes		Yes		U35_44k_v1_50870		-		No hits found		No hits found		GCCCTGTGTAAACTCTATTTGGTGAAATGAAATCAATGTTTCCTCGCGGAGAAAGGGAAA		None		0

		29635		CUST_38338_PI390587928		3.861316		3.7500668		4.335831		4.4541183		2.8838987		3.5660532		3.825013		4.1313043		2.674163		2.9206192		2.7373154		4.016268		-1.9689374		-1.13604		-1.4248581		-1.2507678		-2.2770293		-1.7770047		-3.028316		-1.3545846		-1.1871529		-0.1840136		-0.51081824		-0.322814		-0.97741723		-0.8294475		-1.5985157		-0.43785048		Yes		No		No		U35_44k_v1_29635		-		No hits found		No hits found		CTCCTTGGTTGGTGTATATAACAACCTAAATTAACCCCTAAACCAGCCCCTTTCAAAAAA		29015		0

		48890		CUST_80_PI390587928		3.5652993		2.1414955		1.2778085		3.0420284		1.6852094		1.9295322		2.5362825		6.8478627		1.4159964		2.627053		1.8226138		4.8859973		-3.68098		-1.1582633		2.3924255		13.985251		-4.436134		1.4001268		1.4588234		3.5899627		-2.149303		-0.2119633		1.258474		3.8058343		-1.8800899		0.48555756		0.5448053		1.8439689		No		Yes		Yes		U35_44k_v1_48890		LOC_Os06g45730.1		gb|EAZ02019.1| 1e-31  hypothetical protein OsI_023251 [Oryza sativa (indica cultivar-group)]		LOC_Os06g45730.1 3e-33 speckle-type POZ protein putative expressed		GTCTACTAGTACTACCATATGTCGTCTCTCCACACTAAAATTTAAAACCTGCCTAAAAAA		14677		AT3G06190.1

		31426		CUST_36018_PI390587928		5.8720984		5.848799		6.799686		5.978296		5.6428375		5.4014435		5.5216365		4.7978725		5.651179		5.275122		5.731466		5.7530103		-1.1722343		-1.3635387		-2.425109		-2.2664325		-1.1654762		-1.4883121		-2.096845		-1.1690086		-0.22091961		-0.44735575		-1.2780495		-1.1804233		-0.22926092		-0.57367706		-1.0682201		-0.22528553		No		Yes		Yes		U35_44k_v1_31426		LOC_Os05g32440.1		gb|EAZ34182.1| 4e-13  hypothetical protein OsJ_017665 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32440.1 5e-15 expressed protein		CTACAAGGGTCAGCTCCTGCCGCTGCACCTGTCGCCGCGCATCTCCATGGTGCGCACGCT		None		0

		41957		CUST_23636_PI390587928		2.6023471		4.1951413		4.934004		3.368311		2.925048		2.682152		2.9117458		2.7693875		3.2750566		2.4786148		2.1016247		2.568621		1.2506698		-2.8540077		-4.062191		-1.514586		1.5940639		-3.286442		-7.122477		-1.7407271		0.67270947		-1.5129893		-2.022258		-0.59892344		0.32270098		-1.7165265		-2.832379		-0.79969		No		Yes		Yes		U35_44k_v1_41957		LOC_Os03g02260.1		gb|EAY88260.1| 2e-60  hypothetical protein OsI_009493 [Oryza sativa (indica cultivar-group)]		LOC_Os03g02260.1 5e-62 heat shock 70 kDa protein mitochondrial precursor putative expressed		ATTCATGTGTCGCTGTTATGGAGGGAAAGAATGCAAAGGTGATTGAGAATTCGGAAGGCG		37298		AT5G09590.1

		13285		CUST_22903_PI390587928		9.115292		8.247299		9.019303		10.023949		10.094145		9.424827		11.19735		11.101642		10.447663		9.873508		10.744667		10.946675		1.9708982		2.2618878		4.525403		2.1106582		2.518163		3.087008		3.306635		1.8956947		1.3323717		1.1775274		2.1780462		1.077693		0.9788532		1.6262093		1.7253637		0.92272663		Yes		Yes		Yes		U35_44k_v1_13285		LOC_Os01g04570.2		gb|EAZ10462.1| 7e-53  hypothetical protein OsJ_000287 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04570.2 7e-54 Ser/Thr protein kinase putative expressed		ACATGTCCAACAGTTCCTTGGATAAGTACATTTACTCAGAGAGCCCCAAAGCAATTTTAG		17559		AT1G66910.1

		15431		CUST_9948_PI390587928		1.8396257		1.604061		1.3711596		1.361117		1.3008562		1.9658281		1.9430324		4.2061057		1.7074085		1.7169844		1.344161		1.33989		-1.4527329		1.2849989		1.486452		7.1850033		-1.0959767		1.0814173		-1.0188901		-1.0148222		-0.13221717		0.36176705		0.57187283		2.8449888		-0.5387695		0.11292338		-0.02699852		-0.021227002		No		Yes		Yes		U35_44k_v1_15431		LOC_Os02g36830.1		ref|NP_001047223.1| e-157  Os02g0578100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36830.1 1e-159 cytokinin-O-glucosyltransferase 2 putative		CACCCTACGAATGCAATGCCCAACCTAAAGATCAACAGGTGATTCAGTGTTCAGACTAAA		11709		AT1G22360.2

		40885		CUST_33150_PI390587928		1.3289887		2.5998876		1.9682344		1.3550581		1.2960998		1.382463		1.3098359		1.6026081		7.849959		7.9647965		7.3506207		6.2752137		-1.0230587		-2.3253126		-1.5783296		1.1871893		91.834885		41.209618		41.711872		30.27711		6.5209703		-1.2174246		-0.6583985		0.24755001		-0.03288889		5.364909		5.382386		4.9201555		Yes		Yes		Yes		U35_44k_v1_40885		-		No hits found		No hits found		TCTCGTGCGTGATTGCATGATAGAGTTCTACGTCGACTAAGTAGTCCTAAATGTGAGAAA		None		0

		23124		CUST_9856_PI390587928		8.457516		8.419024		8.035476		8.385729		8.819477		9.514405		10.001346		9.604231		9.359969		10.013927		9.839677		8.990094		1.2851719		2.1366947		3.9064817		2.3270497		1.8692421		3.020742		3.4923573		1.5203098		0.9024534		1.0953808		1.9658699		1.218502		0.36196136		1.594903		1.8042011		0.60436535		Yes		Yes		Yes		U35_44k_v1_23124		-		gb|EAY94423.1| 1e-20  hypothetical protein OsI_015656 [Oryza sativa (indica cultivar-group)]		LOC_Os10g07978.2 2e-21 disease resistance protein RPM1 putative expressed		GATACTGCGTCTAGTCTCCCTTTTATCTAAAAGAGTTGTAAGTTTGTATCAAATTGTACG		26201		AT5G35450.1

		15644		CUST_31903_PI390587928		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		-1.0836924		-1.0487496		-2.4116673		-2.9316056		-1.1948837		-1.2697105		-1.781777		-1.3080475		-0.25687027		-0.06867027		-1.270031		-1.551691		-0.11595535		-0.3444996		-0.8333168		-0.38741493		No		Yes		Yes		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		CGAAAAGATTGGCTGTTCAATTTGAACCTTATGTGGTTGGAAAACAAATGGTGATTTAAC		7356		AT5G13930.1

		1516		CUST_36086_PI390587928		7.3984456		7.420021		7.3449993		7.318275		7.813919		7.597074		8.683656		8.559012		8.128589		8.558365		8.792767		8.351718		1.3337363		1.1305721		2.5291567		2.363193		1.6588036		2.2012818		2.7278557		2.0469034		0.7301431		0.17705297		1.3386564		1.2407374		0.41547346		1.1383438		1.4477673		1.033443		Yes		No		No		U35_44k_v1_1516		-		gb|ABA98006.2| 4e-18  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g25090.2 9e-20 expressed protein		TACAGCACCCTAGCGAAATCAAAGTAGTACAACACAAGGCTCTCTATCAGGAATTCGATC		4421		0

		16269		CUST_28370_PI390587928		10.934665		10.820579		10.67865		11.059696		13.137101		13.017926		15.005298		13.652199		13.752324		14.488658		14.477365		12.62352		4.6025596		4.586354		20.065536		6.0314403		7.0501766		12.71165		13.916405		2.9563637		2.8176594		2.1973476		4.3266478		2.5925026		2.2024364		3.6680794		3.7987146		1.5638237		Yes		Yes		Yes		U35_44k_v1_16269		LOC_Os07g39350.1		ref|NP_001060108.1| 0.0  Os07g0582400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39350.1 0.0 proton myo-inositol cotransporter putative expressed		GTGAATCAAGCCAGCCATGGAAAATGTGTGCAAGAGAAAATTAAACTATTGGTATTTGTA		6707		AT3G18830.1

		32217		CUST_8353_PI390587928		4.488338		5.0039115		5.0486145		4.4966464		4.1259627		4.2482524		3.8675318		3.8939965		3.9120438		3.8803082		3.7684124		4.2697906		-1.2855407		-1.6884028		-2.267469		-1.5185032		-1.4910144		-2.178905		-2.42873		-1.1702816		-0.5762942		-0.7556591		-1.1810827		-0.6026499		-0.36237526		-1.1236033		-1.2802022		-0.22685575		No		Yes		Yes		U35_44k_v1_32217		LOC_Os07g23944.1		gb|EAZ39563.1| 4e-08  hypothetical protein OsJ_023046 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g23944.1 5e-10 alpha-glucosidase 2 putative expressed		GGTTCGACGCGTCGGAGGGCGCGCGCTCCGCGGCCGGGCCCAGCCTGTCGTTCGCCGAGC		None		0

		4177		CUST_3266_PI390587928		7.4400353		7.017054		7.8745227		7.6786213		7.1700516		7.036817		6.757787		6.665398		6.8058543		7.242698		6.8582196		7.523421		-1.2057942		1.0137929		-2.1685572		-2.0184155		-1.5520564		1.1692991		-2.022729		-1.1135764		-0.634181		0.019762993		-1.1167355		-1.0132232		-0.26998377		0.22564411		-1.0163031		-0.15520048		No		Yes		Yes		U35_44k_v1_4177		LOC_Os03g10340.1		emb|CAO63350.1| 7e-05  unnamed protein product [Vitis vinifera]		LOC_Os03g10340.1 2e-06 40S ribosomal protein S3a putative expressed		CAAACCGAATGTTTCTGAACTTTTTCTGTGGTTGTGCTCAATTTATCCCATGGCTGTAAA		9325		0

		5727		CUST_1917_PI390587928		5.8313003		6.526345		7.501577		6.128546		5.2075143		5.521595		5.284236		5.861304		5.162504		5.1068726		5.350454		6.1025085		-1.5409136		-2.0065954		-4.6503553		-1.2035053		-1.5897458		-2.6748765		-4.4417343		-1.0182118		-0.66879606		-1.0047498		-2.217341		-0.26724243		-0.623786		-1.4194722		-2.151123		-0.026037693		Yes		Yes		Yes		U35_44k_v1_5727		LOC_Os04g47870.2		gb|EAZ31663.1| 3e-66  hypothetical protein OsJ_015146 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g47870.1 5e-68 PINHEAD protein putative expressed		AACAGTTTCAGAATTTTGCGATCGTCGATCAAAGTTCAACAAGCCAAGCCAGTCAACTGG		11848		AT1G48410.2

		27838		CUST_23006_PI390587928		5.613272		6.2084866		7.1840634		6.4627376		5.104813		5.4094906		5.4772468		5.6051383		4.977188		5.0437737		5.878559		6.0699234		-1.42253		-1.7398899		-3.2643974		-1.8120204		-1.5541052		-2.241886		-2.4717011		-1.312952		-0.6360841		-0.798996		-1.7068167		-0.85759926		-0.5084591		-1.1647129		-1.3055043		-0.39281416		No		Yes		Yes		U35_44k_v1_27838		LOC_Os04g42840.1		gb|EAZ31290.1| e-164  hypothetical protein OsJ_014773 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42840.1 1e-166 HEAT repeat family protein expressed		ATTATATAATGTCTCTATGGCCCGAACAACTTCGGATATGAGTGCCGCTACTAATCAAAG		26467		AT2G20190.1

		23678		CUST_21891_PI390587928		6.1714153		6.5320582		6.6304946		6.3799872		6.8097916		6.8598456		7.5551605		8.536333		6.1333137		5.6754785		6.3425446		5.9848385		1.5565763		1.255087		1.8982446		4.4578433		-1.0267619		-1.8107405		-1.2209042		-1.3150784		-0.038101673		0.3277874		0.9246659		2.1563458		0.63837624		-0.8565798		-0.28795004		-0.39514875		Yes		No		No		U35_44k_v1_23678		LOC_Os01g66490.1		ref|NP_001045038.1| e-101  Os01g0888300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66490.1 1e-103 NAC transcription factor putative expressed		AGCAGGTAGCAGAGACCGTCAAGCCCTCCGGTGGCTCATTAGGATTCCTACAGTCGGCCG		21044		AT2G02450.2

		7851		CUST_20_PI390587928		9.7211075		9.669578		10.704181		10.600109		9.318961		9.268823		9.682006		9.629288		8.916564		9.0183935		9.681334		10.4637785		-1.3214724		-1.3201985		-2.0309782		-1.9599562		-1.746593		-1.5704566		-2.031925		-1.0991061		-0.8045435		-0.40075493		-1.0221748		-0.9708214		-0.40214634		-0.6511841		-1.0228472		-0.1363306		No		Yes		Yes		U35_44k_v1_7851		LOC_Os01g04870.1		No hits found		No hits found		TATATATATAGGCTTGAACGCAGTTTCGAACACAAGTTGCTGATCATCTGCCCTATGTGT		20641		0

		43072		CUST_24841_PI390587928		4.156998		4.519644		4.973933		5.2124004		3.8622093		3.7488291		4.3331		3.3039398		3.656913		3.0845497		3.9470804		4.137959		-1.2267054		-1.706233		-1.5592296		-3.7540832		-1.414297		-2.703998		-2.0375745		-2.1059065		-0.5000851		-0.77081466		-0.6408334		-1.9084606		-0.29478884		-1.4350941		-1.0268528		-1.0744414		Yes		Yes		Yes		U35_44k_v1_43072		LOC_Os01g55450.1		dbj|BAA34675.1| 5e-54  wpk4 protein kinase [Triticum aestivum]		LOC_Os01g55450.1 5e-45 CBL-interacting serine/threonine-protein kinase 11 putative expressed		GAGGCGGCACCGGCTCCCGCGGGCTGCTGATGGGGCGCTACGAGCTGGGCCGCGTCCTGG		39268		AT5G45810.1

		21678		CUST_37649_PI390587928		4.105411		4.3804727		3.8539503		4.4888153		4.624703		4.686899		5.779331		5.0410233		4.7495823		4.313791		6.0836244		4.6234856		1.4332516		1.2366408		3.7983713		1.4663281		1.5628413		-1.0473051		4.69028		1.0978419		0.64417124		0.30642653		1.925381		0.55220795		0.5192919		-0.06668186		2.229674		0.13467026		No		Yes		Yes		U35_44k_v1_21678		-		No hits found		No hits found		CTGAGTGTGTATCTTTGATCGCTGTTATATATATAAAACGAGACGAAGGGCATTTTTGAA		19604		0

		25346		CUST_34175_PI390587928		5.545725		3.4693775		3.479697		2.4063618		6.698523		4.57566		5.136971		3.3813975		7.6362233		5.4794965		4.2860217		2.071882		2.2234473		2.1529021		3.1541996		1.9656898		4.258952		4.0281544		1.7487508		-1.2609227		2.0904984		1.1062827		1.657274		0.97503567		1.1527982		2.010119		0.8063247		-0.3344798		Yes		Yes		Yes		U35_44k_v1_25346		-		No hits found		No hits found		GTGGGCTAGAATCTGTTGTTGTTTTAGAAACTGTGCCTTTTTTGTTTTGTTTGAGATCAT		41366		0

		1198		CUST_25473_PI390587928		12.269912		12.103127		12.470642		12.785289		13.054561		12.697803		13.783607		12.971809		13.291443		13.161889		13.492305		12.7756		1.722673		1.5101334		2.4845154		1.1380157		2.0300722		2.083144		2.0302575		-1.0067381		1.0215311		0.594676		1.3129644		0.18652058		0.7846489		1.0587626		1.0216627		-0.009688377		No		Yes		Yes		U35_44k_v1_1198		LOC_Os01g09010.1		emb|CAO77315.1| 0.0  putative acyl transferase 4 [Triticum aestivum]		LOC_Os01g09010.1 0.0 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase putative expressed		CTACATCTTGAGCAATACGTTACTATTCTTATTAGAAACCTAGGCAGCCGATTTGATTTT		5885		AT3G62160.1

		15046		CUST_18797_PI390587928		10.8834915		11.936214		11.069829		9.1280775		9.596284		10.967392		9.331402		8.754015		9.509533		11.029687		9.871627		9.627844		-2.4405522		-1.9572425		-3.336712		-1.2959971		-2.5918076		-1.8745282		-2.2945354		1.4139845		-1.3739586		-0.9688225		-1.7384272		-0.37406254		-1.2872076		-0.9065275		-1.1982021		0.49976635		Yes		No		No		U35_44k_v1_15046		LOC_Os12g01370.1		dbj|BAA28358.1| 0.0  omega-3 fatty acid desaturase [Triticum aestivum]		LOC_Os12g01370.1 0.0 omega-3 fatty acid desaturase chloroplast precursor putative expressed		TATTAGAGCTAGCATTCTCCCATTGCGGTTGTAACTAGCAGATGTTGTTTCAACTTTATT		7663		AT5G05580.1

		6553		CUST_3140_PI390587928		5.273268		5.3551183		4.9063497		5.933678		4.665564		5.8593802		7.259829		6.3159366		5.0491753		5.5693574		7.2954373		6.7258525		-1.5238323		1.4183975		5.110553		1.3033806		-1.1680427		1.1600919		5.23826		1.7316824		-0.22409296		0.504262		2.3534794		0.38225842		-0.60770416		0.21423912		2.3890877		0.79217434		No		Yes		Yes		U35_44k_v1_6553		LOC_Os10g20250.1		ref|NP_001064388.1| 4e-18  Os10g0343200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g20250.1 8e-20 expressed protein		GAACCATCAGTGTTATTAAGTGGTCAAGGAAATTCTGTTGGTGTGATATAAGTGAAAAGC		15855		AT2G28370.1

		9107		CUST_22602_PI390587928		7.551518		7.347525		6.758915		6.5069504		7.038342		6.7702956		5.4831924		5.7809186		7.055965		6.569828		5.8801117		6.2942376		-1.4271885		-1.4919814		-2.4212005		-1.6540831		-1.4098611		-1.7143921		-1.8388493		-1.1588652		-0.49555302		-0.5772295		-1.2757225		-0.7260318		-0.51317596		-0.7776971		-0.87880325		-0.21271276		No		Yes		Yes		U35_44k_v1_9107		LOC_Os09g34900.1		gb|EAZ09786.1| 9e-72  hypothetical protein OsI_031018 [Oryza sativa (indica cultivar-group)]		LOC_Os09g34900.1 2e-73 bile acid sodium symporter putative expressed		GTAAAGGCTCCCCTTGTGTGCCGCCGCGATGAAAAATCGGTATTCATGATGTTCAAAAAA		18767		AT4G22840.1

		29617		CUST_38399_PI390587928		6.4635754		6.2648926		6.588997		6.372851		5.89093		5.998966		5.04301		5.3912034		5.775171		5.7271495		5.6379585		6.450258		-1.487248		-1.2024078		-2.920037		-1.9747192		-1.6115004		-1.4516997		-1.9332635		1.0551199		-0.68840456		-0.26592636		-1.5459867		-0.9816475		-0.5726452		-0.5377431		-0.95103836		0.07740688		No		Yes		Yes		U35_44k_v1_29617		-		gb|EAZ37795.1| 4e-05  hypothetical protein OsJ_021278 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43610.1 8e-07 formamidopyrimidine-DNA glycosylase putative expressed		TCTGTTTGAACTTTCCATCCGTGTTCATTATGAAATCTAATGGTCAGATTCTCCCTCTAA		28985		0

		38519		CUST_6698_PI390587928		5.4394965		5.7141757		8.507894		7.568083		5.474895		5.458044		9.93605		8.519253		5.739008		6.219706		8.889155		6.9936295		1.0248399		-1.1942722		2.691027		1.93344		1.2307276		1.4196452		1.3024806		-1.4891131		0.29951143		-0.25613165		1.4281569		0.95116997		0.035398483		0.50553036		0.38126183		-0.57445335		No		Yes		Yes		U35_44k_v1_38519		-		No hits found		No hits found		ATTGTTCAGCTTTAATAACTTCTAGGTGGTGGCCTCGTGTCACTTACAATAACAGAGTGT		14656		0

		6911		CUST_511_PI390587928		10.661141		11.000445		10.559039		10.732967		10.279496		10.718223		9.304433		9.96321		10.18429		10.241948		9.73792		10.611506		-1.3028268		-1.2160671		-2.3860202		-1.7049829		-1.3917031		-1.6917275		-1.7667762		-1.0878359		-0.47685146		-0.28222275		-1.2546062		-0.7697573		-0.3816452		-0.75849724		-0.8211193		-0.121460915		No		Yes		Yes		U35_44k_v1_6911		-		No hits found		No hits found		ATTGCACAGGGGTGGTATACTGTAAAACAAAACTGGTATAGATAGCAAAAGACTTAAGAC		None		0

		19636		CUST_17715_PI390587928		11.440257		14.576367		6.45414		6.074097		11.38594		14.27119		8.25299		6.124908		11.8647585		14.145902		8.359753		6.83598		-1.0383677		-1.2355708		3.4794266		1.035847		1.3421086		-1.3476685		3.7466793		1.6957022		0.42450142		-0.3051777		1.7988496		0.050810814		-0.054317474		-0.4304657		1.9056125		0.7618828		No		Yes		Yes		U35_44k_v1_19636		LOC_Os01g74020.1		gb|EAY77400.1| 6e-40  hypothetical protein OsI_005247 [Oryza sativa (indica cultivar-group)]		LOC_Os01g74020.1 1e-41 ARR1 protein-like putative expressed		TTGGGCAGTGGCAAGATCATAATATGAAGCCCAACAAGGGAATTAGGATTGTGATCTAAA		13480		AT3G46640.2

		4005		CUST_32423_PI390587928		4.0506444		3.9113035		4.6039343		3.2413208		3.2541294		2.3957407		2.8408444		2.1540687		3.2122386		2.854018		2.9402454		1.7541124		-1.7369003		-2.8591034		-3.394243		-2.1246896		-1.7880733		-2.0810125		-3.168256		-2.80346		-0.83840585		-1.5155628		-1.7630899		-1.0872521		-0.796515		-1.0572855		-1.6636889		-1.4872085		Yes		No		No		U35_44k_v1_4005		LOC_Os11g05290.1		gb|EAY79959.1| 1e-38  hypothetical protein OsI_033918 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05290.1 5e-40 pop3 peptide putative expressed		CTGTAATCTGTAATGCCGCGTGTTCCCTTGAAAAGTTGTTTGGTTATCTACTCTAAAAAA		5759		AT5G22580.1

		17298		CUST_25563_PI390587928		7.3569894		7.446757		6.6958747		7.3456836		7.3557153		7.553261		7.5759254		7.2559185		7.392839		7.467489		7.7182975		7.507093		-1.0008836		1.0766162		1.8404399		-1.0641968		1.0251603		1.014474		2.0313275		1.1183791		0.03584957		0.10650396		0.88005066		-0.08976507		-0.0012741089		0.020731926		1.0224228		0.16140938		No		Yes		Yes		U35_44k_v1_17298		LOC_Os03g55270.1		ref|NP_001051346.1| e-142  Os03g0760600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55270.1 1e-144 tipA protein putative expressed		GCATGACTGAATAAGATGCTCAAAGGCTAAAGTTCATTTTACCATTGTTCACCATTATAG		7019		AT4G34270.1

		2289		CUST_20216_PI390587928		12.015511		11.833644		11.622607		7.8790073		11.756413		11.029305		9.667336		6.2442794		12.640384		11.849674		10.097125		7.1959743		-1.1967295		-1.7463448		-3.877887		-3.10529		1.5420753		1.0111734		-2.8788292		-1.6055115		0.62487316		-0.80433846		-1.9552708		-1.634728		-0.2590971		0.016030312		-1.5254822		-0.683033		Yes		Yes		Yes		U35_44k_v1_2289		-		gb|AAS48158.1| 6e-18  putative Bowman Birk trypsin inhibitor [Aegilops tauschii]		LOC_Os01g03380.1 7e-15 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		GTCTACTAGCTCCGTGAAAATGGAGTGTACGTGACAATGTTTTAATGAAGTGAAATGTAG		6119		0

		2214		CUST_37193_PI390587928		10.874143		11.004527		10.793255		10.733949		10.616411		10.610359		9.708037		10.120563		10.53139		10.352088		9.989245		10.62671		-1.1955972		-1.3141845		-2.1216953		-1.5298457		-1.2681738		-1.5718234		-1.7459466		-1.0771646		-0.34275246		-0.3941679		-1.0852175		-0.61338615		-0.25773144		-0.6524391		-0.80400944		-0.10723877		No		Yes		Yes		U35_44k_v1_2214		LOC_Os08g43320.1		ref|NP_001063723.1| e-116  Os09g0525900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g35730.1 1e-117 membrane protein putative expressed		CATGATTCTGCATCGACCGTACCTCTAGATCTTGTCACTGTATGCTGATTTTTTAAATAA		6166		AT5G07250.1

		14084		CUST_610_PI390587928		14.5004015		14.954204		14.132775		14.888023		14.498902		14.6752		15.143257		14.906857		14.463943		14.768498		14.828808		15.010028		-1.0010397		-1.2133563		2.0145838		1.0131397		-1.0255935		-1.1373727		1.6200435		1.0882459		-0.03645897		-0.27900314		1.0104818		0.01883316		-0.001499176		-0.18570518		0.6960325		0.12200451		No		Yes		Yes		U35_44k_v1_14084		LOC_Os03g51600.1		gb|ABD92930.1| 0.0  alpha tubulin-2A [Triticum aestivum]		LOC_Os11g14220.2 0.0 tubulin alpha-3 chain putative expressed		GTTGTAAGAACATATTGGTCTGTCTGAACCTAATGTTATGTGCATGCGGTTATCTAAAAA		333		AT4G14960.2

		15221		CUST_8131_PI390587928		10.964851		11.645775		11.295505		10.39589		10.4290495		10.665564		9.951219		9.645523		10.879848		10.974159		10.250508		10.124391		-1.4497477		-1.9727542		-2.539045		-1.6822209		-1.0606905		-1.5928557		-2.063361		-1.2070619		-0.08500385		-0.98021126		-1.344286		-0.75036716		-0.5358019		-0.6716156		-1.0449963		-0.27149963		No		Yes		Yes		U35_44k_v1_15221		LOC_Os12g17910.1		ref|NP_001066567.1| 0.0  Os12g0277500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g17910.1 0.0 ruBisCO large subunit-binding protein subunit alpha chloroplast precursor putative expressed		CCTCGCCTGATCTGAAACTCTTGTGGATCAGAGAAATCTTCAGCGTCATTTTTTAAATAA		2760		AT2G28000.1

		48		CUST_10627_PI390587928		7.270719		7.656355		7.290045		6.9019065		7.838476		7.949983		9.7124605		10.817608		8.334149		8.105703		9.021333		7.468617		1.4822174		1.225719		5.360679		15.091888		2.0898948		1.3654234		3.320241		1.4811425		1.0634303		0.29362822		2.4224157		3.9157014		0.5677571		0.44934845		1.731288		0.5667105		Yes		Yes		Yes		U35_44k_v1_48		LOC_Os08g13440.3		gb|AAG00427.1|AF250935_1 e-127  germin F [Hordeum vulgare]		LOC_Os08g08980.1 1e-101 germin-like protein subfamily 1 member 7 precursor putative expressed		GGTGATGATTGTTTTCACTGTTTAATGAATGGAATACAGAGGTGCTCCTTTGCCTTTTTG		1528		AT5G39150.1

		15914		CUST_25203_PI390587928		8.196713		8.843228		9.099326		9.004699		7.7888		8.035159		8.368351		8.32119		7.2964616		7.5242515		7.8734417		8.923369		-1.3267658		-1.7508667		-1.6597606		-1.6060412		-1.8663918		-2.4948912		-2.338988		-1.0579925		-0.90025187		-0.8080692		-0.73097515		-0.6835089		-0.40791368		-1.3189769		-1.2258844		-0.081329346		No		Yes		Yes		U35_44k_v1_15914		LOC_Os01g50030.1		gb|AAS57723.1| 1e-42  phosphoethanolamine N-methyltransferase [Oryza sativa]		LOC_Os01g50030.1 2e-44 phosphoethanolamine N-methyltransferase putative expressed		GCTGGGCATGTTCTTGCAATGGATTTCATTGAAAGTGTGATTAAAAAGAATGAAAGCATA		4007		AT3G18000.1

		9499		CUST_34142_PI390587928		4.5751467		4.6425567		5.447766		6.951946		4.3361373		4.7957597		5.50938		7.4141464		3.186704		2.3632684		4.766229		6.228701		-1.180182		1.1120356		1.0436327		1.3776417		-2.6179595		-4.8543844		-1.6038471		-1.6508908		-1.3884428		0.15320301		0.061614037		0.46220064		-0.23900938		-2.2792883		-0.6815367		-0.72324467		Yes		No		No		U35_44k_v1_9499		-		No hits found		No hits found		GCTGGGAAGCGTATTCCTGGCTGAAACGTTTTATAGTTTTTGTTTTATTTAAATCTAGCT		20590		0

		25898		CUST_9492_PI390587928		1.8511438		1.3041477		1.3115553		1.2865504		4.262754		1.805449		3.2415447		3.3712552		2.7520561		1.6302284		4.680926		1.8383135		5.320678		1.4154898		3.8105242		4.2418833		1.8672464		1.2536031		10.334312		1.465876		0.9009123		0.5013013		1.9299895		2.0847049		2.4116101		0.32608068		3.3693705		0.55176306		Yes		No		No		U35_44k_v1_25898		LOC_Os01g72810.1		ref|NP_001045452.1| 1e-20  Os01g0958200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72810.1 3e-22 secreted glycoprotein putative expressed		GCATATGGAATTACTGTCCTTGGAAAAATGACACGAATAAAGTTATGGGACATATACATG		22260		0

		40299		CUST_24250_PI390587928		10.219307		10.597489		10.154191		9.954827		10.956039		11.680757		11.453565		10.497115		11.176567		11.619992		11.325587		9.652033		1.6663973		2.118829		2.46122		1.4562801		1.941619		2.0314403		2.2522957		-1.2335314		0.95726013		1.0832672		1.2993736		0.5422878		0.7367325		1.0225029		1.1713963		-0.30279446		No		Yes		Yes		U35_44k_v1_40299		LOC_Os12g33100.1		gb|EAZ20670.1| 7e-39  hypothetical protein OsJ_034879 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g33100.1 1e-40 guanylate kinase putative expressed		CATGGAAGATGGGAAAGCAACCGCATGTTATTCTATCCTGTCCAAAACAGAGTCAAAAGT		11517		AT3G57550.2

		20185		CUST_41139_PI390587928		6.64134		5.4537177		4.565834		5.598396		6.6066933		6.0988026		9.131507		9.350663		6.37986		6.0037665		9.310101		7.676561		-1.0243058		1.5638312		23.681242		13.475504		-1.1987077		1.4641353		26.801958		4.2226977		-0.26147985		0.64508486		4.565673		3.7522674		-0.03464651		0.5500488		4.7442665		2.078165		Yes		Yes		Yes		U35_44k_v1_20185		-		No hits found		No hits found		GTCTGGAAACTGATGTGAATGCACGGTGAATAATTACGAAGAGAAAACTAAGTTTTGTTT		9917		0

		21110		CUST_4714_PI390587928		10.690883		10.445079		10.741249		10.508006		10.55939		10.312787		9.441211		9.927506		10.485677		9.841386		9.738541		10.410088		-1.0954264		-1.0960335		-2.4623542		-1.495367		-1.1528509		-1.5196015		-2.0037582		-1.0702282		-0.20520592		-0.1322918		-1.3000383		-0.58049965		-0.13149261		-0.603693		-1.0027084		-0.09791851		No		Yes		Yes		U35_44k_v1_21110		LOC_Os01g14810.1		emb|CAO70936.1| 2e-39  unnamed protein product [Vitis vinifera]		LOC_Os01g14810.1 4e-49 5-nucleotidase putative expressed		GTGGAGATCCGGCAAATTATGCAACATATTTTGTGCAAAACATATGTATAAAGACGATTG		17236		AT5G48960.1

		6002		CUST_39105_PI390587928		4.0982556		4.1289697		4.246426		2.6243007		2.83774		3.706192		2.31273		1.4416136		3.6511657		3.7166636		3.399299		2.8064854		-2.3958137		-1.340506		-3.8203268		-2.2699919		-1.3632876		-1.3308114		-1.7989153		1.1346008		-0.4470899		-0.42277765		-1.933696		-1.1826872		-1.2605157		-0.41230607		-0.8471272		0.1821847		Yes		No		No		U35_44k_v1_6002		LOC_Os10g26390.1		gb|AAM74281.1|AC083943_21 e-129  Putative oxidoreductase [Oryza sativa (japonica cultivar-group)]		LOC_Os10g26400.2 1e-87 oxidoreductase putative expressed		CACATAACTAGTCGTTCTCATGTTATATCTTCCAGACCATGACAAATCTATCTATTGAAG		21012		AT4G09670.1

		20518		CUST_15175_PI390587928		6.1749787		4.7163196		1.4573665		2.475826		6.646538		6.292326		4.469993		5.385596		6.457788		6.4234405		4.617226		2.597992		1.386607		2.981434		8.070324		7.5149827		1.2165616		3.2650857		8.9374275		1.0883676		0.28280926		1.5760064		3.0126266		2.9097698		0.47155905		1.7071209		3.1598597		0.12216592		Yes		Yes		Yes		U35_44k_v1_20518		LOC_Os10g04730.1		gb|EAY77641.1| e-144  hypothetical protein OsI_031600 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 1e-145 protein kinase putative expressed		GTCAAAGCCATGTTTATTTCACCGATTCTGAAATGACAGTATGTACACTTTGGTGGCAAA		13778		AT4G21390.1

		5619		CUST_25644_PI390587928		9.941357		10.124772		11.115565		11.518841		9.246765		9.84328		9.246345		10.04149		8.824222		9.528829		9.683232		11.343147		-1.6184261		-1.2154515		-3.653352		-2.7843704		-2.1691577		-1.5114607		-2.698828		-1.1295072		-1.117135		-0.28149223		-1.8692207		-1.4773512		-0.6945915		-0.59594345		-1.432333		-0.17569351		Yes		Yes		Yes		U35_44k_v1_5619		LOC_Os01g45900.1		dbj|BAD68019.1| 2e-31  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g45900.1 4e-33 F-box domain containing protein expressed		CAAAAATACGGTATTACCTAGAAAATAGCTGTATCTCTTCTCGTTCTCATCTGTACACCA		13082		AT5G19970.1

		30551		CUST_28390_PI390587928		4.857018		3.1144829		2.5454047		1.9373602		6.2639637		4.831296		4.6199956		5.639021		6.2137947		5.5326505		4.7795844		4.088844		2.6517518		3.2870948		4.2122498		13.011006		2.5611234		5.3449173		4.7049513		4.4428444		1.3567767		1.7168131		2.074591		3.7016606		1.4069457		2.4181676		2.2341797		2.1514835		Yes		Yes		Yes		U35_44k_v1_30551		LOC_Os03g09880.1		ref|NP_001049253.1| 7e-42  Os03g0194600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09880.1 2e-43 AIR12 putative expressed		AAACCAAGCAACGAGGCGGCACGAGCGAAGACTGCTGCCATGGCGCGACTCCTCGTAATC		30516		AT5G48750.1

		37281		CUST_22789_PI390587928		7.0484824		6.6552157		6.791265		6.5929146		6.93223		6.413744		5.5204988		5.5421143		7.098495		6.6322002		5.8369694		5.176002		-1.0839156		-1.182198		-2.4128969		-2.0716789		1.0352739		-1.0160811		-1.9376334		-2.6701348		0.05001259		-0.24147177		-1.2707663		-1.0508003		-0.11625242		-0.0230155		-0.95429564		-1.4169126		No		Yes		Yes		U35_44k_v1_37281		LOC_Os06g04200.4		gb|ABX79661.1| 3e-17  granule-bound starch synthase I [Hordeum marinum]		LOC_Os06g04200.4 1e-15 granule-bound starch synthase 1 chloroplast precursor putative expressed		CGATATATATAGACTAATAAGTACTTAAGTTTTGTTGTGCCGCTTGCCTCTTTACAAACC		33043		0

		6875		CUST_18563_PI390587928		7.7902884		6.3334174		8.244607		8.177478		7.4063034		6.159472		7.507015		7.0359435		7.3091774		6.8146043		7.6065116		7.842022		-1.3049414		-1.1281395		-1.6673902		-2.2061553		-1.3958182		1.3958915		-1.5562732		-1.2617761		-0.48111105		-0.17394543		-0.73759174		-1.1415343		-0.38398504		0.48118687		-0.6380954		-0.3354559		No		Yes		Yes		U35_44k_v1_6875		LOC_Os07g39520.1		ref|NP_001060118.1| e-140  Os07g0584100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39520.1 1e-142 serine/threonine-protein kinase WNK2 putative expressed		ATTCTTGAGTAGTATTATTGTTGCATTCCAGTAGTAGTACTCTAGTACTCTCTTCGTTCT		16939		AT5G55560.1

		3202		CUST_18319_PI390587928		7.327181		8.442463		5.942145		6.5620713		6.953181		7.4904017		8.066742		8.2377205		7.3289733		8.25007		7.788498		7.0365386		-1.295941		-1.9346347		4.3608127		3.1946306		1.0012432		-1.1426578		3.5959003		1.3894051		0.0017924309		-0.9520612		2.124597		1.6756492		-0.37400007		-0.1923933		1.846353		0.47446728		No		Yes		Yes		U35_44k_v1_3202		LOC_Os05g47640.1		ref|NP_001056236.1| 0.0  Os05g0549700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g47640.1 0.0 threonine synthase chloroplast precursor putative expressed		TGTACCGCGTTGTGTTCTACGGATAATAAACGATTGTGTTGCCGTTCATTGAATAAAAAA		10838		AT4G29840.1

		20632		CUST_16228_PI390587928		6.262461		6.6869164		6.0272603		3.2235107		6.1373863		6.4507775		3.104309		2.93371		5.824407		6.1277223		4.5578175		2.2325413		-1.0905644		-1.1778361		-7.583959		-1.2224714		-1.3547758		-1.4734459		-2.7691493		-1.9875201		-0.43805408		-0.23613882		-2.9229512		-0.28980064		-0.12507486		-0.5591941		-1.4694428		-0.9909694		No		Yes		Yes		U35_44k_v1_20632		LOC_Os04g42620.1		emb|CAE02949.1| 4e-55  OSJNBa0014K14.21 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42620.1 9e-57 protein binding protein putative expressed		GGTCGTTGCGATGGCTAGTTTGTGTTGATATTTTATTTCAAAATCGTGTGTACTTTTCTA		16732		AT4G06744.1

		31077		CUST_24905_PI390587928		17.87291		16.695988		14.876656		16.270508		17.520979		16.786913		16.339933		16.922812		17.86029		17.17196		16.140772		16.24087		-1.2762674		1.065053		2.7573411		1.5716759		-1.0087852		1.390856		2.4018004		-1.0207561		-0.012619019		0.09092522		1.4632778		0.6523037		-0.35193062		0.47597313		1.2641163		-0.02963829		No		Yes		Yes		U35_44k_v1_31077		-		emb|CAA55483.1| 1e-15  ES1A [Hordeum vulgare]		No hits found		TATTACTACAGGGGGAGATGCGGCCTGGATGTTGGGCTGTTTCCCATTGTGTGTGCGTGC		31221		0

		23585		CUST_16654_PI390587928		1.5021057		1.7832948		1.2768923		1.749884		7.068191		11.929202		11.496506		12.136418		1.2603173		1.6247654		2.1889255		2.158918		47.376026		1132.9806		1192.3673		1338.6237		-1.1824576		-1.1161488		1.8816955		1.3277963		-0.24178839		10.145907		10.219613		10.386535		5.5660853		-0.1585294		0.9120332		0.4090339		Yes		Yes		Yes		U35_44k_v1_23585		-		No hits found		No hits found		ATGCGTCAATGAGTGGTTGGTTGGAAAATTCTCTAAGAGCCATACAAACTAGTTTATTAA		21204		0

		1769		CUST_4666_PI390587928		9.553456		10.626992		8.436224		10.449645		9.14306		11.228954		10.938823		10.159336		9.597413		11.443545		10.037143		8.12713		-1.3290511		1.5177794		5.667053		-1.2229022		1.0309374		1.7611932		3.0333643		-5.002036		0.043956757		0.6019621		2.5025988		-0.29030895		-0.41039658		0.8165531		1.6009188		-2.3225155		No		Yes		Yes		U35_44k_v1_1769		LOC_Os10g25230.1		ref|NP_001064511.1| 6e-19  Os10g0391400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g25230.1 1e-20 ZIM motif family protein expressed		GTTGTTGGAGTCAAAATTCTGAATTATGATGAGAAATTATTGCTGTCGCTGTTTCGAATC		4815		0

		6162		CUST_24466_PI390587928		5.0467343		5.327333		5.960735		5.1517878		4.556425		5.2031045		4.9661255		4.404521		4.506575		4.5083137		4.094796		4.2560425		-1.4047459		-1.0899247		-1.992541		-1.6786096		-1.454133		-1.7642064		-3.64505		-1.8605708		-0.5401592		-0.12422848		-0.99460936		-0.74726677		-0.49030924		-0.8190193		-1.8659387		-0.8957453		Yes		No		No		U35_44k_v1_6162		LOC_Os03g63690.1		ref|NP_001051933.1| 4e-11  Os03g0853900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63690.1 9e-13 expressed protein		CCAGCCCACCGACTTCCACGGCGTCAGGCTGCTGCTCAAGACCTACCTCGACTCCAAGCC		14958		0

		30547		CUST_28414_PI390587928		5.706787		5.428484		5.675865		5.081742		6.1078186		6.7640395		7.082567		6.8117995		6.3626733		7.4266295		6.782827		6.1816883		1.3204516		2.5237265		2.651304		3.317411		1.5755835		3.9948618		2.1539156		2.1434674		0.6558862		1.3355556		1.406702		1.7300577		0.4010315		1.9981456		1.1069617		1.0999465		Yes		Yes		Yes		U35_44k_v1_30547		LOC_Os04g49460.1		gb|EAY95302.1| 2e-83  hypothetical protein OsI_016535 [Oryza sativa (indica cultivar-group)]		LOC_Os04g49460.1 6e-85 ATP binding protein putative expressed		TGAACAGCCTGCGTTTGTTTGGCCTCCGGGTGGCAATCGGCAGGAGATGGATCTGCCGGA		30509		AT5G06740.1

		16467		CUST_27512_PI390587928		12.218457		12.617425		12.138867		11.747523		12.030574		12.321351		10.897973		11.085864		11.729076		11.912862		11.496526		11.335576		-1.1390913		-1.2277986		-2.36345		-1.581901		-1.4038422		-1.6296511		-1.5608605		-1.3304803		-0.48938084		-0.2960739		-1.2408943		-0.66165924		-0.18788338		-0.70456314		-0.6423416		-0.41194725		No		Yes		Yes		U35_44k_v1_16467		LOC_Os01g11054.1		ref|NP_001105503.1| 0.0  phosphoenolpyruvate carboxylase [Zea mays]		LOC_Os02g14770.3 0.0 phosphoenolpyruvate carboxylase 1 putative expressed		CTTTCATGTAATGGGTATTTTGCATTGTACACTCCCTCCATTTTTATATACAATGTCACC		5572		AT1G53310.3

		10044		CUST_19174_PI390587928		5.5341964		6.2474713		3.9376917		5.3168545		4.7226543		5.7256207		2.0800734		3.1402366		4.8959928		4.9430857		3.2193213		4.5961766		-1.7550864		-1.4357958		-3.6240888		-4.5209246		-1.55639		-2.4697855		-1.6453226		-1.6479561		-0.6382036		-0.5218506		-1.8576183		-2.1766179		-0.81154203		-1.3043857		-0.71837044		-0.72067785		Yes		Yes		Yes		U35_44k_v1_10044		LOC_Os04g42770.6		gb|EAY94783.1| 1e-42  hypothetical protein OsI_016016 [Oryza sativa (indica cultivar-group)]		LOC_Os04g42770.6 2e-44 expressed protein		CATCAGCAGCATGTGGTTTCAGTATATTCTAACTCTCTGTTAAAGGAAAGGAAATACAGT		21727		0

		12026		CUST_17976_PI390587928		4.6693597		4.3721223		5.0597754		4.641889		3.7276154		3.727155		4.1868362		4.9172		3.2252407		3.325997		3.7612107		3.5076168		-1.9208493		-1.5637039		-1.83139		1.2102549		-2.720966		-2.0649762		-2.4598403		-2.1950781		-1.444119		-0.6449673		-0.8729391		0.275311		-0.9417443		-1.0461252		-1.2985647		-1.1342723		Yes		No		No		U35_44k_v1_12026		LOC_Os03g08060.3		ref|XP_388987.1| 2e-48  EF1A_TRIRE ELONGATION FACTOR 1-ALPHA (EF-1-ALPHA) [Gibberella zeae PH-1]		LOC_Os03g08060.2 5e-37 elongation factor 1-alpha putative expressed		TAAGGCTACTGAGGCCGCCCCAAGTTCATCAAGTCTGGTGACTCCGCCATCGTCAAGATG		33231		AT5G60390.2

		42492		CUST_4785_PI390587928		12.673802		12.70372		12.284615		12.814224		12.857597		12.922839		14.162456		13.836303		13.115403		13.013802		13.976673		13.431598		1.1358678		1.1640226		3.6752465		2.0308428		1.3581104		1.2397777		3.2311742		1.5340798		0.4416008		0.21911907		1.877841		1.0220785		0.18379498		0.31008148		1.6920586		0.61737347		No		Yes		Yes		U35_44k_v1_42492		LOC_Os05g35740.1		gb|ABR25786.1| 7e-16  pi starvation-induced protein [Oryza sativa (indica cultivar-group)]		LOC_Os05g35740.1 9e-18 Pi starvation-induced protein putative expressed		GACCCGGTTCCTTAAGTGTGTAAATGTAAACGAACTAATGCATCCAAGTTTTAACTAAAA		38178		AT1G71950.1

		27776		CUST_29593_PI390587928		9.411763		9.132039		8.803005		9.583558		8.941522		8.792844		7.6391335		8.503258		8.813886		8.566014		7.706446		8.902572		-1.3853414		-1.2650508		-2.2405794		-2.1144762		-1.5134883		-1.4804387		-2.1384404		-1.6032356		-0.5978775		-0.33919525		-1.1638718		-1.0803003		-0.47024155		-0.5660248		-1.096559		-0.6809864		No		Yes		Yes		U35_44k_v1_27776		-		sp|Q0DGS1|ARFN_ORYSJ 3e-09  Auxin response factor 14		LOC_Os05g43920.1 7e-11 auxin response factor 4 putative expressed		ACCGTCTGTAATTTCACCTAGGCTGCTCTCTTAGTTCTAGATTCTATTTAGCATAAAAAA		25737		0

		21520		CUST_40890_PI390587928		7.3718567		5.228105		2.9032624		3.7844038		8.719627		6.2487626		4.445822		6.3962746		9.403703		9.1156645		5.3129573		7.517992		2.5451853		2.0288434		2.9131083		6.1129584		4.0892777		14.80035		5.3136196		13.302156		2.031846		1.0206575		1.5425594		2.6118708		1.3477707		3.8875594		2.409695		3.7335882		Yes		Yes		Yes		U35_44k_v1_21520		LOC_Os05g04680.1		ref|NP_001054589.1| 9e-15  Os05g0138000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04680.1 2e-16 expressed protein		GGATGTATTCGGGCATGCAGCATCCGATCCGCCAATCAATGAGGAGAGTTTTTGAAAAAA		15254		0

		13521		CUST_36848_PI390587928		5.969441		6.2534814		6.169304		5.315266		5.2900734		5.4822993		4.522733		4.0811353		5.373911		5.442936		4.827204		4.5342326		-1.6014376		-1.7066675		-3.1308854		-2.3523958		-1.5110276		-1.7538744		-2.5352		-1.7183614		-0.59553003		-0.77118206		-1.6465707		-1.2341309		-0.67936754		-0.81054544		-1.3420997		-0.7810335		Yes		Yes		Yes		U35_44k_v1_13521		LOC_Os07g31840.1		gb|EAZ39920.1| e-114  hypothetical protein OsJ_023403 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g31840.1 1e-116 protein binding protein putative expressed		TACCAAAAGATTGACATGTGGTTCTGGCAAGCCAGCTTTTGACGAAGACCTAAACGGTAT		22132		AT1G28340.1

		28108		CUST_3642_PI390587928		9.555499		9.911098		10.467095		9.60834		9.291088		9.326401		9.393856		8.712368		9.019227		9.142299		9.695085		9.327373		-1.2011455		-1.4997238		-2.1041527		-1.8608636		-1.4502202		-1.7038506		-1.7076482		-1.2150096		-0.53627205		-0.58469677		-1.0732393		-0.89597225		-0.26441097		-0.7687988		-0.7720108		-0.2809677		No		Yes		Yes		U35_44k_v1_28108		-		No hits found		No hits found		GTCAATCGTAGGAAAGGAAGCAAAAAATTGTTCATCGATCAGACTATGATACTGATATGA		6812		0

		20333		CUST_28980_PI390587928		7.653808		7.8185763		6.773401		6.22251		7.152594		7.421415		5.61803		5.6199746		6.8003573		6.8798637		6.181763		5.7210765		-1.4154041		-1.3169143		-2.2274156		-1.5183824		-1.8068175		-1.916817		-1.5069563		-1.4156194		-0.8534508		-0.39716148		-1.1553707		-0.60253525		-0.501214		-0.9387126		-0.5916376		-0.5014334		No		Yes		Yes		U35_44k_v1_20333		LOC_Os06g10220.1		gb|EAZ36189.1| 3e-33  hypothetical protein OsJ_019672 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10220.1 7e-35 hypothetical protein		TCAGTGGTGGTTTTGTATAGTGCTAGCCTGCTGGTATTCTTCCTTTTAATACATAATTAT		13374		0

		18713		CUST_6006_PI390587928		8.974452		8.763878		8.954255		8.763245		8.6224165		8.312905		7.6835046		8.089218		8.279648		8.157647		7.7794743		8.449612		-1.2763602		-1.3669615		-2.4128706		-1.5955198		-1.6186647		-1.5222769		-2.2575858		-1.2428335		-0.6948042		-0.45097256		-1.2707505		-0.6740265		-0.35203552		-0.60623074		-1.1747808		-0.31363297		No		Yes		Yes		U35_44k_v1_18713		LOC_Os06g43640.2		gb|EAZ01851.1| 4e-81  hypothetical protein OsI_023083 [Oryza sativa (indica cultivar-group)]		LOC_Os06g43640.2 2e-82 purple acid phosphatase precursor putative expressed		AACATTATTTGAAAAGCGGAGGAGAAAGTGTTCTGTTTGTTGGGGGATTTGTCATATGCT		9617		AT5G34850.1

		9716		CUST_19666_PI390587928		8.391204		8.226211		9.668145		9.471279		8.3669		8.227651		8.573354		8.472768		8.215179		7.8661637		8.644517		9.4917345		-1.0169885		1.0009986		-2.135822		-1.9979373		-1.1297663		-1.2834675		-2.0330255		1.0142796		-0.17602444		0.0014400482		-1.0947914		-0.9985113		-0.024303436		-0.36004686		-1.0236282		0.02045536		No		Yes		Yes		U35_44k_v1_9716		-		No hits found		No hits found		ACGGCTCAGAATCTGATCGGTCATGTGTGAAGGAGTACTGCCAGATTTATCACCAAAAAA		18738		0

		18253		CUST_17600_PI390587928		10.09308		9.665128		8.057083		8.239301		9.870535		9.128486		8.733365		10.206052		9.999762		9.3809395		8.258309		8.078872		-1.1667898		-1.4505923		1.5980161		3.9088686		-1.0668209		-1.2177249		1.1496751		-1.1176194		-0.093317986		-0.5366421		0.6762819		1.9667511		-0.22254467		-0.28418827		0.20122623		-0.160429		No		Yes		Yes		U35_44k_v1_18253		LOC_Os01g53090.1		gb|EAY75716.1| e-123  hypothetical protein OsI_003563 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53090.1 1e-124 pathogen-related protein putative expressed		TCTGACGTGCTTCCCCAAATGATTGATTTCTGCTTGAATTGAATTGTTTCTTGCAAAAAA		15765		AT1G78780.2

		46993		CUST_34441_PI390587928		7.024503		7.165155		6.8217187		5.2346864		6.98555		6.9354935		5.4280343		4.244557		6.7322884		6.763903		6.0824356		4.8673444		-1.0273682		-1.1725597		-2.6274884		-1.9863633		-1.2245188		-1.3206533		-1.6693461		-1.289974		-0.29221487		-0.22966146		-1.3936844		-0.9901295		-0.038953304		-0.4012518		-0.7392831		-0.367342		No		Yes		Yes		U35_44k_v1_46993		LOC_Os07g18120.1		gb|EAZ03503.1| 3e-43  hypothetical protein OsI_024735 [Oryza sativa (indica cultivar-group)]		LOC_Os07g18120.1 2e-44 abscisic-aldehyde oxidase putative expressed		TGAGTGACGTGCTTGCACACTTTTGTAATAACTAGTACAAATGACTGTGCGTTGCACCGG		47738		AT5G20960.2

		23445		CUST_32205_PI390587928		4.989589		5.480223		3.9608328		3.7842178		4.555433		4.5410466		2.0140293		2.2312067		4.458505		4.36095		2.3566515		2.2339		-1.3511206		-1.9174335		-3.8551943		-2.9342895		-1.4450146		-2.172375		-3.0402317		-2.9288163		-0.53108406		-0.93917656		-1.9468036		-1.5530112		-0.43415642		-1.1192732		-1.6041813		-1.5503178		Yes		No		No		U35_44k_v1_23445		LOC_Os01g62480.1		gb|AAL73968.1|AF465468_1 9e-88  laccase LAC5-6 [Lolium perenne]		LOC_Os01g62480.1 2e-86 L-ascorbate oxidase precursor putative expressed		TTCGTCAAGCTTCGACAAGGCCTTGCCCATCTTCAAGCCGATGCTGCCCTACTACAACGA		18930		AT5G60020.1

		44250		CUST_18362_PI390587928		7.2300134		8.649603		7.4080944		6.761393		6.638376		7.9095616		5.557101		5.404125		5.993532		7.272351		6.300142		6.1352315		-1.5069559		-1.6702236		-3.6074855		-2.5619953		-2.3562315		-2.597731		-2.1553955		-1.543453		-1.2364812		-0.74004126		-1.8509936		-1.3572679		-0.59163713		-1.3772521		-1.1079526		-0.6261616		Yes		Yes		Yes		U35_44k_v1_44250		LOC_Os01g11480.1		gb|EAY73004.1| 5e-17  hypothetical protein OsI_000851 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11480.1 9e-19 RING-H2 finger protein ATL2K putative expressed		GCGATCTTCATGCAGCAAAAAATTTCAATGCAATAAATTCCGTTCATGATGCAGCAAAAA		41834		AT1G22500.1

		47345		CUST_16829_PI390587928		4.2109885		4.717768		4.886628		4.1190877		4.0179033		4.0511975		3.9077017		3.613184		3.4790561		3.3891957		3.3631217		3.4805462		-1.1432059		-1.5872954		-1.9709982		-1.4200126		-1.6608622		-2.5115404		-2.8748894		-1.5567545		-0.7319324		-0.66657066		-0.9789264		-0.5059037		-0.1930852		-1.3285725		-1.5235064		-0.63854146		Yes		No		No		U35_44k_v1_47345		LOC_Os12g29580.1		gb|EAY83106.1| 3e-12  hypothetical protein OsI_037065 [Oryza sativa (indica cultivar-group)]		LOC_Os12g29580.1 7e-14 protein kinase PVPK-1 putative expressed		ATAAGTTGCCATACTGTCTCTCTCTGTTGAATTTCTCAACTGGGAGGGTGATGGAGTCGT		48317		0

		13415		CUST_38787_PI390587928		6.8848577		5.863622		5.02817		6.1133423		7.18733		7.2837105		7.1602464		6.3309703		7.2625217		7.8783326		7.064094		6.298721		1.2332559		2.676019		4.3834786		1.1628202		1.2992365		4.0409946		4.100853		1.1371154		0.3776641		1.4200883		2.1320763		0.217628		0.3024721		2.0147104		2.035924		0.18537855		Yes		Yes		Yes		U35_44k_v1_13415		LOC_Os03g08620.1		gb|EAY88816.1| 2e-08  hypothetical protein OsI_010049 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08620.1 6e-10 DNA binding protein putative expressed		AATATGTTTCCATGTCCCCCAGTACTGATAATGAGATCAAATGGAAAGTAATCAGCTAAA		26531		0

		14210		CUST_2717_PI390587928		5.731428		5.6381164		5.374954		5.2666874		4.857055		4.1899962		5.4392953		7.827025		4.864514		4.995753		4.9034348		5.554919		-1.8332112		-2.7285228		1.0456072		5.8984566		-1.823758		-1.5608842		-1.386569		1.2211423		-0.8669143		-1.4481201		0.06434107		2.5603375		-0.87437296		-0.64236355		-0.47151947		0.28823137		No		Yes		Yes		U35_44k_v1_14210		LOC_Os11g10510.1		gb|ABL74256.1| 0.0  alcohol dehydrogenase ADH2B [Triticum aestivum]		LOC_Os11g10510.1 0.0 alcohol dehydrogenase 2 putative expressed		TTTTCCACAGTGTAATAATTTGCAGTTTCCCACATCGGCATCTTCATTTTTAACTGCAAA		393		AT1G77120.1

		4128		CUST_3313_PI390587928		10.232287		10.492328		9.74276		9.732762		11.018584		10.992828		11.621299		10.625211		11.159256		11.648646		11.470859		10.055093		1.7246419		1.4147044		3.6770253		1.8563238		1.9012768		2.2288795		3.3129096		1.2503487		0.9269686		0.5005007		1.8785391		0.8924484		0.78629684		1.1563187		1.7280989		0.32233047		Yes		Yes		Yes		U35_44k_v1_4128		LOC_Os06g44180.1		gb|AAC49674.1| 0.0  NADPH-dependent HC-toxin reductase [Hordeum vulgare]		LOC_Os06g44170.1 1e-140 leucoanthocyanidin reductase putative expressed		CACTAAAGAAGAAAAACAGAGATGCTTTGTTATTCGATGTTTGCTCTGGAAATAGGTACA		11146		AT4G27250.1

		14178		CUST_35522_PI390587928		11.778248		12.167592		11.39066		12.261856		12.04737		12.276065		12.598382		12.446868		12.135258		12.355359		12.31906		12.430369		1.2050743		1.0780864		2.309726		1.1368263		1.2807686		1.1389995		1.9031641		1.1238997		0.3570099		0.108472824		1.2077217		0.18501186		0.26912212		0.18776703		0.92840004		0.1685133		No		Yes		Yes		U35_44k_v1_14178		LOC_Os01g16240.1		ref|NP_001042688.1| 4e-79  Os01g0267900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48780.1 7e-81 calmodulin putative expressed		CTTGCAGTTGTATTACCTTTGTACAATGTAGCTTCCTTCCAAATTGAGTTCATGAATTTG		1322		AT3G43810.1

		14017		CUST_28985_PI390587928		7.7153983		8.082115		8.231919		7.8420525		7.06766		7.1652718		7.185213		6.3621807		7.2786574		7.755821		7.3005047		7.5379195		-1.5667104		-1.8879799		-2.065808		-2.7892394		-1.3535432		-1.2537885		-1.9071451		-1.2346764		-0.43674088		-0.9168434		-1.0467062		-1.4798717		-0.64773846		-0.32629395		-0.9314146		-0.30413294		Yes		No		No		U35_44k_v1_14017		LOC_Os05g49860.1		ref|NP_001062114.1| 3e-41  Os08g0490900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38300.1 7e-43 histone H2B.2 putative expressed		GCTACTTCTCTTTGGTCGATCTGAATATTAATGGAACATTATGTGCTACTAGCATAGAAA		1181		AT5G22880.1

		5540		CUST_13719_PI390587928		3.1765492		4.159559		2.9787471		3.6033154		3.336747		4.9506474		5.478719		5.186594		4.3625464		5.075367		4.896195		3.2107265		1.1174402		1.7303796		5.656745		2.9965005		2.275206		1.8866256		3.777542		-1.312747		1.1859972		0.7910886		2.499972		1.5832787		0.16019773		0.9158082		1.9174478		-0.39258885		Yes		No		No		U35_44k_v1_5540		LOC_Os06g44010.1		gb|EAY93687.1| 3e-32  hypothetical protein OsI_014920 [Oryza sativa (indica cultivar-group)]		LOC_Os02g40180.1 5e-29 receptor-like protein kinase precursor putative expressed		AATGCTAATTAATCAAAGAGGAAGAGGACGACGACACTTGCTCGATCAGCTATTGGACGG		14824		0

		6046		CUST_37379_PI390587928		6.174421		6.2434144		6.4127316		6.224384		5.4224067		5.5990105		5.398603		5.160641		5.388634		5.600296		5.506893		5.985422		-1.6841425		-1.5630933		-2.0196826		-2.0903473		-1.724032		-1.5617012		-1.8736331		-1.180143		-0.7857866		-0.64440393		-1.0141287		-1.0637426		-0.75201416		-0.6431184		-0.9058385		-0.2389617		No		Yes		Yes		U35_44k_v1_6046		LOC_Os10g35450.1		gb|EAY79077.1| 3e-08  hypothetical protein OsI_033036 [Oryza sativa (indica cultivar-group)]		LOC_Os10g35450.1 6e-10 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		GATTGGTGTGACTATTGGTTTCATTGGTTTGTGTTTATTTAGTGCTGAACGAATCAAACT		35309		0

		28704		CUST_31961_PI390587928		7.29283		6.4299874		6.7164536		7.1783395		6.915771		6.2924933		5.6947837		6.2058644		6.4671497		6.364836		5.9301553		6.8279605		-1.2986917		-1.0999928		-2.0302675		-1.962204		-1.7723706		-1.0461946		-1.7246436		-1.2748955		-0.82568026		-0.13749409		-1.0216699		-0.97247505		-0.37705898		-0.065151215		-0.7862983		-0.350379		No		Yes		Yes		U35_44k_v1_28704		LOC_Os01g52110.9		gb|EAZ13348.1| 8e-25  hypothetical protein OsJ_003173 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52110.9 1e-25 RING finger and CHY zinc finger domain-containing protein 1 putative expressed		TTTAGTTGGTGTAACCCTTCCTGTTTATGTATCTCATGCAGGATGTTGTTATTCTACTGT		27713		AT5G25560.2

		883		CUST_31968_PI390587928		3.4367297		3.0085564		1.9252776		1.8412482		3.9848382		2.6129055		5.3528404		3.5102785		3.612816		4.3641295		5.492785		1.7447276		1.4621675		-1.3155361		10.759676		3.1800077		1.1298149		2.5589876		11.855686		-1.0691917		0.17608643		-0.39565086		3.4275627		1.6690303		0.5481086		1.3555732		3.5675073		-0.09652054		No		Yes		Yes		U35_44k_v1_883		LOC_Os10g39680.1		emb|CAA55345.1| 2e-15  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 3e-12 acidic endochitinase Q precursor putative expressed		ATGTAAATTGTTCAATAAAATCATATCATTACAACTGGTTTTTTAGCGGCCGCTCGAGCA		2992		AT3G04890.1

		1571		CUST_35780_PI390587928		7.405789		7.46156		7.41342		7.938929		7.5691648		7.9277053		9.448689		8.042958		7.963705		8.712846		8.988532		7.87435		1.1199046		1.3814138		4.0989923		1.0747709		1.4721413		2.3805354		2.979586		-1.0457797		0.55791616		0.46614552		2.0352693		0.10402918		0.16337585		1.251286		1.5751119		-0.06457901		No		Yes		Yes		U35_44k_v1_1571		LOC_Os02g48110.1		ref|NP_001047898.1| 0.0  Os02g0710900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48110.1 0.0 oxygen-regulated protein precursor putative expressed		CATTGTTGTGAACTTTCAGTTAAAGGAATAAGAGTGCATCCGCCTTCAGGCATGAAAAAA		5096		AT4G16660.1

		37778		CUST_15368_PI390587928		4.686223		5.1927285		4.8530784		4.2452335		4.5402303		4.595768		3.2086284		3.4494963		3.8507164		4.1845183		3.0166028		4.0267024		-1.1064918		-1.5125266		-3.1262865		-1.7359643		-1.7844837		-2.0114143		-3.571365		-1.1635484		-0.8355067		-0.59696054		-1.64445		-0.79573727		-0.14599276		-1.0082102		-1.8364756		-0.21853113		No		Yes		Yes		U35_44k_v1_37778		LOC_Os01g69120.3		ref|NP_001045219.1| 1e-70  Os01g0920300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69120.3 3e-86 expressed protein		CTTCTAGGAAATGCAGGTCTGTGAGATGTGTTGAGATCAACAAAATGTCGAAATTGTCTT		33473		AT3G27180.1

		4591		CUST_17821_PI390587928		11.219691		11.76747		11.98829		11.371361		11.784961		11.794978		10.112773		9.534459		11.679542		11.02671		10.25972		10.766507		1.4796638		1.0192499		-3.6693306		-3.57242		1.3753991		-1.6710569		-3.3139918		-1.5208244		0.4598503		0.027507782		-1.8755169		-1.8369017		0.5652695		-0.7407608		-1.72857		-0.60485363		No		Yes		Yes		U35_44k_v1_4591		LOC_Os06g02040.1		gb|AAL77106.1| 2e-17  unknown [Hordeum vulgare subsp. vulgare]		LOC_Os06g02040.1 2e-14 seed maturation protein putative expressed		GTGATTTTGTTGACGTCATCGGCGTTTGTATGATTGACTAGTTAAGAAAACCGATTTTTT		11396		0

		12237		CUST_36958_PI390587928		8.750991		7.95076		9.095214		9.186642		8.418735		7.772911		7.761059		8.033477		7.8864245		7.339335		7.974978		8.696821		-1.2589809		-1.1311959		-2.521278		-2.2240124		-1.8207922		-1.5277674		-2.1738253		-1.4042702		-0.8645663		-0.17784882		-1.3341551		-1.1531649		-0.33225632		-0.6114249		-1.1202359		-0.48982048		No		Yes		Yes		U35_44k_v1_12237		LOC_Os04g34320.1		emb|CAE04632.3| 4e-88  OSJNBa0028I23.14 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g34390.1 9e-90 serine/threonine-protein kinase receptor precursor putative expressed		CGCGTCTAGATGTTGTCATATATCACTAGCCTTAAGACTAGAGTTGTACTATTTGCTATG		22567		AT2G19130.1

		20449		CUST_15105_PI390587928		9.035595		9.592677		9.947448		9.3054695		8.7198305		8.74747		8.435456		7.7938323		8.588875		8.415752		8.788159		9.610284		-1.244671		-1.7965227		-2.8520346		-2.8513343		-1.3629382		-2.2609432		-2.2334723		1.2352597		-0.44672012		-0.8452072		-1.5119915		-1.5116372		-0.31576443		-1.1769247		-1.1592884		0.30481434		Yes		Yes		Yes		U35_44k_v1_20449		-		No hits found		No hits found		ATGAATGTTTGGCATCTGTGGCGCAGCCGCATCTGCCTATCAATCTATCTTGGATTTGAT		41139		0

		11269		CUST_40426_PI390587928		7.946711		7.031628		4.994153		4.935631		8.089903		6.970308		3.360648		3.3495836		7.4924965		6.928989		4.025788		4.69097		1.1043457		-1.0434202		-3.102659		-3.0022564		-1.3700367		-1.073736		-1.9566221		-1.1848142		-0.45421457		-0.061320305		-1.6335051		-1.5860472		0.14319181		-0.1026392		-0.9683652		-0.24466085		No		Yes		Yes		U35_44k_v1_11269		LOC_Os05g04200.1		No hits found		No hits found		AGAATTAACGTTCTTGACCTTGTAAGGCCTTTTCTTGACCTTGTAAGGCCCTCCCCTAAC		25076		0

		17993		CUST_29018_PI390587928		12.667329		12.631131		12.986644		13.392953		13.415011		13.797001		14.762269		13.813008		13.716492		14.211543		14.330359		13.733062		1.6790935		2.2436843		3.4238636		1.337979		2.0693288		2.9905522		2.5380416		1.2658521		1.0491629		1.1658697		1.7756252		0.4200554		0.7476826		1.5804119		1.3437157		0.34010887		Yes		Yes		Yes		U35_44k_v1_17993		LOC_Os03g59390.1		ref|NP_001051652.1| 0.0  Os03g0808600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59390.1 0.0 calcium-dependent protein kinase 2 putative expressed		TAAAAAGTGTAGGCGTGGGAAATGCTTAACAGAGCAGGAGTCTTGGTCTTGCACTCAAAA		11168		AT5G12480.1

		15015		CUST_26439_PI390587928		13.103856		13.235629		13.214921		12.86029		12.591632		13.131658		12.05074		12.804443		12.323509		12.312148		12.335159		12.835266		-1.4262474		-1.0747279		-2.2410593		-1.0394686		-1.7175437		-1.8966862		-1.8400713		-1.0174962		-0.7803469		-0.10397148		-1.1641808		-0.055846214		-0.5122242		-0.923481		-0.8797617		-0.02502346		No		Yes		Yes		U35_44k_v1_15015		LOC_Os04g55650.1		dbj|BAF02546.1| 0.0  triticain alpha [Triticum aestivum]		LOC_Os04g57440.1 1e-152 cysteine protease 1 precursor putative expressed		ATGATGCTTATGTTGCCCGCTGGTCATTTACTTTGCTTTGAATTTTATTGCCGCTGGAAA		2556		AT1G47128.1

		4681		CUST_22171_PI390587928		12.013463		11.41692		11.330777		12.026139		12.355206		12.290139		12.140256		12.115369		12.367011		12.494022		12.114735		12.218572		1.2672863		1.831746		1.7525781		1.063802		1.277699		2.1097949		1.7218477		1.1426886		0.35354805		0.8732195		0.80947876		0.089229584		0.34174252		1.0771027		0.7839575		0.1924324		No		Yes		Yes		U35_44k_v1_4681		LOC_Os02g57420.1		gb|EAY88045.1| e-135  hypothetical protein OsI_009278 [Oryza sativa (indica cultivar-group)]		LOC_Os02g57420.1 1e-136 protein kinase APK1A chloroplast precursor putative expressed		TGTATTACCCTGGTCTGAGCTGCAAGATTGTGAATCAGTAGGTTGCTTGTGATTTTGGTC		23318		AT3G09830.2

		46652		CUST_25712_PI390587928		6.3477483		6.39134		6.557798		6.35237		6.1483817		5.7572236		5.5185127		5.6723423		6.0852237		5.9016266		5.6378555		5.7632766		-1.1481941		-1.5519867		-2.0552092		-1.6021702		-1.199576		-1.4041657		-1.8920398		-1.504301		-0.2625246		-0.6341162		-1.0392852		-0.6800275		-0.19936657		-0.4897132		-0.9199424		-0.5890932		No		Yes		Yes		U35_44k_v1_46652		LOC_Os06g38970.1		dbj|BAD32906.1| 3e-31  putative receptor-like protein kinase [Oryza sativa Japonica Group]		LOC_Os06g38970.1 7e-33 ATP binding protein putative expressed		CGCCGACGCGCTCTTCACCACGCTCACCCGGCTGCCCGCGCTGTCGCGCCTCTCGCTCGT		47042		AT1G14390.1

		7551		CUST_36703_PI390587928		6.378962		5.979698		6.4372716		6.3700924		6.351797		6.3842187		8.280553		6.972592		6.251886		6.7794437		8.246434		6.9666533		-1.0190077		1.3236489		3.588252		1.5183449		-1.0920782		1.7407941		3.5043883		1.5121077		-0.12707615		0.4045205		1.8432813		0.6024995		-0.027164936		0.79974556		1.8091626		0.59656096		No		Yes		Yes		U35_44k_v1_7551		LOC_Os08g08230.1		gb|EAZ41725.1| 6e-30  hypothetical protein OsJ_025208 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g08230.1 1e-31 kinesin-like protein putative expressed		GTTAAAACCCCTTACGTTCACTCCAATATATGGGTCTCGTTTCTGTTTCATGCCAAAAAA		16311		0

		6967		CUST_9201_PI390587928		6.470018		7.4474006		6.575731		7.407719		5.6072273		6.813029		9.427425		10.215468		6.369839		7.195333		9.712443		10.231561		-1.8185525		-1.5522616		7.2184777		7.0019135		-1.0719062		-1.1909126		8.7951765		7.0804524		-0.10017872		-0.63437176		2.8516946		2.8077493		-0.8627906		-0.25206757		3.1367126		2.8238416		No		Yes		Yes		U35_44k_v1_6967		LOC_Os05g03610.1		gb|EAY96397.1| e-139  hypothetical protein OsI_017630 [Oryza sativa (indica cultivar-group)]		LOC_Os05g03610.1 1e-140 phospholipase C putative expressed		TATTTGCCACAGGGTGTTTGTTGGGTGAGCTAATGAAAGATCAAAGATTGTTCGGCTAAA		18274		AT3G08510.2

		42884		CUST_21632_PI390587928		2.8642702		1.3750362		1.3951868		1.798638		3.6804035		3.2772949		4.7596917		7.4518547		5.6386228		5.695637		4.9626355		3.4307346		1.7606807		3.7379794		10.299518		50.32547		6.841689		19.981611		11.855205		3.0996313		2.7743526		1.9022586		3.3645048		5.653217		0.81613326		4.320601		3.5674486		1.6320966		Yes		Yes		Yes		U35_44k_v1_42884		-		ref|XP_001791392.1| 7e-55  hypothetical protein SNOG_00715 [Phaeosphaeria nodorum SN15]		LOC_Os12g32180.1 1e-14 ER-derived vesicles protein ERV14 putative expressed		TCACGATCATGTATAGTGATCTGGAATGTGACTACATCAATCCCATCGACCTCTGCAACC		38853		AT1G62880.1

		8265		CUST_27871_PI390587928		10.609657		10.097038		9.412373		9.70736		11.463025		11.61394		13.084767		12.432836		11.922657		12.413131		12.433696		11.169449		1.8067136		2.8617585		12.74973		6.613781		2.484576		4.979816		8.119119		2.7550693		1.3129997		1.516902		3.6723948		2.7254753		0.8533678		2.3160925		3.0213232		1.4620886		Yes		Yes		Yes		U35_44k_v1_8265		LOC_Os01g06060.1		gb|EAZ10588.1| 4e-38  hypothetical protein OsJ_000413 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06060.1 8e-40 gibberellin receptor GID1L2 putative expressed		GGTCATAGAGACATAGACTGGGTGTTCAATGTTGGAATATATCTACTTCCTGTTAAAAAA		20431		AT5G06570.2

		19514		CUST_12816_PI390587928		13.069443		12.878989		12.747495		12.833653		12.265664		12.65198		11.602441		11.799857		11.886638		12.516461		12.158768		12.821376		-1.7456673		-1.1704057		-2.2115438		-2.0474048		-2.2701774		-1.2856766		-1.5039191		-1.0085465		-1.1828051		-0.22700882		-1.1450539		-1.0337963		-0.80377865		-0.36252785		-0.588727		-0.012277603		No		Yes		Yes		U35_44k_v1_19514		LOC_Os12g26470.1		gb|EAZ20391.1| 2e-15  hypothetical protein OsJ_034600 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g26470.1 6e-17 aspartic proteinase nepenthesin-1 precursor putative expressed		GTGGTGTATTCAATATCTCATGTAACTGTGTTTCGTAAGATGCTTGTACCTTTTCTGAAA		None		0

		25180		CUST_41647_PI390587928		7.152722		7.73535		7.233271		7.6327767		7.7264576		8.357761		9.057534		7.7149863		7.9999423		8.173644		8.782268		8.109199		1.4883726		1.539446		3.5412607		1.0586382		1.7990315		1.355001		2.9261353		1.3912888		0.8472204		0.62241125		1.8242631		0.08220959		0.5737357		0.43829393		1.5489964		0.47642183		No		Yes		Yes		U35_44k_v1_25180		-		No hits found		No hits found		CTAGCTTCGTGGGATGATTCAAGTAGTTAGTGCATGGATGGAGTTGTTAGTGGAGTAATG		30821		0

		19338		CUST_10572_PI390587928		6.6291747		5.994016		5.5876107		4.5722585		6.717771		7.8377395		9.759259		7.713529		7.0862794		7.6493		8.356242		5.115771		1.0633351		3.5893517		18.021517		8.823009		1.372784		3.1498518		6.814612		1.4575167		0.45710468		1.8437233		4.1716485		3.1412706		0.088596344		1.6552839		2.7686315		0.54351234		Yes		Yes		Yes		U35_44k_v1_19338		LOC_Os01g55240.1		ref|NP_001044292.1| 2e-94  Os01g0757200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		GATGATAACTGTAATCGTGGTGTATAACGTAGTCGTGTGTGCGCGTCGACCTTCTGTTTA		10718		AT1G78440.1

		13983		CUST_35131_PI390587928		4.9920325		5.1202717		2.7300775		3.274664		3.7139838		4.95421		2.5081024		2.3853977		3.9354475		4.865248		1.2757217		1.8391913		-2.4251075		-1.1219916		-1.1663293		-1.8522339		-2.0800023		-1.1933552		-2.7403417		-2.7047076		-1.0565851		-0.16606188		-0.22197509		-0.88926625		-1.2780488		-0.25502348		-1.4543558		-1.4354726		Yes		No		No		U35_44k_v1_13983		LOC_Os05g49860.1		sp|P27807|H2B1_WHEAT 3e-43  Histone H2B.1		LOC_Os08g38300.1 8e-45 histone H2B.2 putative expressed		GCTTCTTCTGGTGAACTTATAATTCAGAAGTAGCGATCCATTTCAGCTGTGATTAAAAAA		1136		AT5G22880.1

		27631		CUST_31864_PI390587928		6.1558127		5.6918564		8.188042		7.380531		5.031717		4.854318		5.705683		4.7600336		4.216981		4.55928		6.06081		7.031894		-2.179649		-1.7869983		-5.5881023		-6.14962		-3.8339508		-2.1924994		-4.3687835		-1.2733567		-1.9388318		-0.83753824		-2.4823585		-2.6204972		-1.1240959		-1.1325765		-2.1272316		-0.34863663		Yes		Yes		Yes		U35_44k_v1_27631		LOC_Os03g51510.3		gb|EAZ28430.1| 2e-42  hypothetical protein OsJ_011913 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51510.3 5e-44 mitochondrial 60S ribosomal protein L6 putative expressed		GTAAGGGTATATTGTACATCAATGAAGTGATGAAGCGCAAGTGATGAATGGAACACAATA		26419		AT2G18400.1

		14951		CUST_4545_PI390587928		7.5668826		7.9234986		7.481316		8.254703		11.596751		12.715859		15.532852		12.76159		12.166936		13.231967		14.849681		11.402459		16.334705		27.710499		265.31024		22.735699		24.252361		39.62855		165.23378		8.862763		4.6000533		4.792361		8.051537		4.5068874		4.0298686		5.3084683		7.368365		3.1477566		Yes		Yes		Yes		U35_44k_v1_14951		LOC_Os08g09040.1		gb|AAG00425.1|AF250933_1 e-122  germin A [Hordeum vulgare]		LOC_Os08g08990.1 1e-105 germin-like protein subfamily 1 member 11 precursor putative expressed		ATGGAGCATATATCATGTCATTGTGTGTTTGTAAGCCCTGAATGTATTTCAGTCCTATGA		3151		AT5G39110.1

		20493		CUST_3539_PI390587928		4.298015		5.6769085		4.0920687		3.922219		3.8888133		6.0526295		6.7202377		5.947969		3.880927		5.2487464		5.41437		3.1174405		-1.327951		1.2974879		6.182409		4.072035		-1.3352298		-1.3455184		2.500647		-1.7468777		-0.41708803		0.37572098		2.628169		2.02575		-0.40920186		-0.4281621		1.3223014		-0.8047786		No		Yes		Yes		U35_44k_v1_20493		LOC_Os02g53690.1		gb|AAF17567.1|AF201895_1 1e-29  growth-regulating factor 1 [Oryza sativa]		LOC_Os02g53690.1 7e-31 atGRF5 putative expressed		TACTATGTTAATCAGTAGGGGTGAGGCAATCTGAATCTTTCATCAGGGAATAGATTTCCC		39095		AT3G13960.1

		2697		CUST_8138_PI390587928		10.480187		10.204069		11.345779		10.0897255		10.076145		9.853133		8.420266		8.833358		9.830098		9.170116		8.926442		9.561019		-1.3232102		-1.2753878		-7.5974393		-2.388935		-1.5692652		-2.0476267		-5.349252		-1.4426352		-0.65008926		-0.35093594		-2.9255133		-1.2563677		-0.40404224		-1.0339527		-2.4193373		-0.52870655		Yes		Yes		Yes		U35_44k_v1_2697		LOC_Os07g12900.1		gb|ABF55693.1| 0.0  putative ATPase-like zinc transporter [Triticum aestivum]		LOC_Os07g12900.1 1e-102 cadmium/zinc-transporting ATPase 2 putative		CTTGATTTGTGTGTGTGAAACAGCTAAGTTCAGTTATTATGAAATGCTATGAAACGTTGC		6775		AT4G30110.1

		14457		CUST_5139_PI390587928		5.9625907		6.495718		6.0603213		6.4580016		6.898929		7.9884467		7.7518535		8.781339		6.4075875		7.3995013		7.3201528		6.658449		1.9136652		2.8142076		3.2299955		5.0048857		1.3613111		1.870966		2.3946776		1.1490548		0.44499683		1.4927287		1.6915321		2.323337		0.9363384		0.9037833		1.2598314		0.20044756		Yes		Yes		Yes		U35_44k_v1_14457		LOC_Os02g32520.1		gb|EAY86098.1| 0.0  hypothetical protein OsI_007331 [Oryza sativa (indica cultivar-group)]		LOC_Os02g32520.1 0.0 ERD1 protein chloroplast precursor putative expressed		TCTCTGGTTTATTCCAAATATTATTTTGAAACGGTTCAGTTGCCGTAGGTTACTGACACA		4942		AT5G51070.1

		11784		CUST_30150_PI390587928		6.8028045		6.83196		6.463797		7.300531		6.972565		9.633452		11.232998		8.80469		7.8536735		10.289897		11.646422		8.79465		1.1248719		6.9716115		27.269207		2.8365936		2.0717773		10.988608		36.318314		2.8169212		1.050869		2.8014922		4.769201		1.5041595		0.1697607		3.4579368		5.1826253		1.4941192		Yes		Yes		Yes		U35_44k_v1_11784		-		No hits found		No hits found		CAATGATCTCACATGTATGACAAGGCTCCGTGTATGTATGGAAAAAGTTAAAAGGGAACC		36458		0

		29541		CUST_32583_PI390587928		9.17508		8.441932		8.404106		9.214589		8.746522		7.640282		6.447368		7.9931245		8.048558		7.1761894		7.014981		8.82854		-1.345888		-1.743093		-3.8818328		-2.3318334		-2.1833177		-2.404509		-2.6191983		-1.3068099		-1.1265221		-0.8016496		-1.956738		-1.2214646		-0.42855835		-1.2657423		-1.3891253		-0.38604927		Yes		Yes		Yes		U35_44k_v1_29541		LOC_Os03g15920.3		ref|NP_001049653.1| 4e-30  Os03g0265900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15920.1 7e-32 expressed protein		ATACTGAATTTTTCTCTGAATTATGTGAGCCGCTGAACTGAATCGGGGCCGAATCCGATG		28861		0

		46457		CUST_15571_PI390587928		4.1380596		3.1408913		5.2556586		5.525845		3.123331		2.8688784		2.5052862		3.6657135		3.0453932		3.281042		3.3036432		4.6512833		-2.0205226		-1.2074914		-6.728908		-3.6304076		-2.1326783		1.1020203		-3.8691466		-1.8334512		-1.0926664		-0.27201295		-2.7503724		-1.8601315		-1.0147285		0.14015079		-1.9520154		-0.8745618		Yes		No		No		U35_44k_v1_46457		LOC_Os11g14070.1		ref|NP_001067602.1| 7e-10  Os11g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g14070.1 9e-12 expressed protein		TTGTCCCCATCATTGCCAAGCTCAAGAAGGTGGGGCAGGCCACTAAGTTTACCTGCCCGT		46605		0

		8667		CUST_14043_PI390587928		8.195355		9.100306		9.0681305		8.108535		7.7990165		8.3726015		7.812186		7.78726		7.816465		7.9612527		8.061414		7.912334		-1.3161637		-1.6560016		-2.3882349		-1.2494341		-1.3003415		-2.202364		-2.0093331		-1.1456773		-0.3788905		-0.72770405		-1.2559447		-0.32127476		-0.39633894		-1.1390529		-1.0067167		-0.19620085		No		Yes		Yes		U35_44k_v1_8667		LOC_Os04g42700.1		No hits found		No hits found		TTGTGTATGTTAGCCTCTCTGATGATCATGAAGAAGGTACCCTCGAGTCCAGACAGTAAC		17409		0

		30598		CUST_29290_PI390587928		3.7184496		3.466835		3.5971563		2.7247686		3.9759805		6.279939		8.84842		8.389805		4.911266		6.8826404		8.042661		6.9351482		1.1954311		7.0279512		38.087975		50.739456		2.2859855		10.672345		21.78864		18.51188		1.1928163		2.8131042		5.2512636		5.665036		0.25753093		3.4158053		4.445504		4.2103796		Yes		Yes		Yes		U35_44k_v1_30598		-		No hits found		No hits found		GAGGAGCAAAGGGACATGAGTATGCCCCAATATATATATTTAGTTCCTCTGAAAAAATAT		30586		0

		11723		CUST_20315_PI390587928		8.679629		7.901815		8.468579		9.060918		9.144517		9.15204		10.932411		10.660767		9.481796		9.848716		11.039886		10.195018		1.3802098		2.3787844		5.516801		3.0311153		1.7437183		3.8554542		5.943477		2.1948159		0.80216694		1.2502246		2.463832		1.5998487		0.46488762		1.9469008		2.5713072		1.1341		Yes		Yes		Yes		U35_44k_v1_11723		LOC_Os07g28300.1		gb|EAZ03797.1| 4e-38  hypothetical protein OsI_025029 [Oryza sativa (indica cultivar-group)]		LOC_Os07g28300.1 4e-39 hcrVf2 protein putative		CACCTATGAATTTTAGGTGCGTGCCATCAACTGAGGTTTGTGTATATGATGTGGAAAAAA		24573		AT2G25470.1

		21390		CUST_11827_PI390587928		6.817978		6.2682133		5.855887		8.6630745		7.793812		7.9733543		7.4437943		8.886545		7.873635		8.55466		7.854708		9.3270445		1.9667777		3.2606082		3.0061297		1.167539		2.0786645		4.87853		3.9967332		1.5844367		1.0556569		1.7051411		1.5879073		0.22347069		0.9758339		2.2864466		1.9988213		0.66397		Yes		No		No		U35_44k_v1_21390		LOC_Os07g31750.1		gb|AAT47098.1| 5e-74  putative chalcone synthase [Oryza sativa (japonica cultivar-group)]		LOC_Os05g12240.1 1e-75 chalcone synthase 8 putative		AGCACAAGCTTACCAGAATCTGCGAGAAGACGGGCATCGACAAGCGGCACTTCCACCTGA		17522		AT5G13930.1

		47413		CUST_32152_PI390587928		8.527633		8.777754		10.219753		9.819934		7.9638314		8.032237		7.9777017		8.590796		7.1914787		7.652498		8.572437		9.614068		-1.4781588		-1.6765747		-4.7306933		-2.3442678		-2.5247736		-2.1814027		-3.1325033		-1.1533784		-1.336154		-0.7455168		-2.2420516		-1.2291374		-0.5638013		-1.1252561		-1.647316		-0.20586586		Yes		Yes		Yes		U35_44k_v1_47413		LOC_Os01g44970.1		gb|EAZ12841.1| 1e-50  hypothetical protein OsJ_002666 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45060.1 3e-52 polygalacturonase precursor putative		AGTGTGTCATGTTTGTGGTAAAGCAAACATAGATATTTTCATATAAAATGGGCAGGCAGA		48447		AT1G60590.1

		6107		CUST_12147_PI390587928		5.5367446		5.2222066		6.2903123		5.6763024		5.049923		4.4619536		4.340847		4.7680974		4.1109433		3.6543999		5.0580335		5.621973		-1.4013542		-1.6937876		-3.8623135		-1.8767091		-2.6866367		-2.964537		-2.3493779		-1.0383763		-1.4258013		-0.76025295		-1.9494653		-0.90820503		-0.48682165		-1.5678067		-1.2322788		-0.054329395		Yes		No		No		U35_44k_v1_6107		LOC_Os02g45520.2		gb|EAZ24177.1| 5e-57  hypothetical protein OsJ_007660 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45520.2 1e-58 beta-lactamase class A putative expressed		TAATAAAGCCGTACTGATCCATCCAATGCTTTTTTAGAACACACTACAGAAGCAGACGTT		18065		AT4G22990.1

		3959		CUST_23044_PI390587928		7.4537067		7.3172374		7.7477493		7.634187		7.236717		7.279039		6.8048205		6.5808444		6.7591147		6.851091		6.9208145		7.5536904		-1.1623057		-1.0268308		-1.9224269		-2.0753329		-1.6184267		-1.3814147		-1.7739124		-1.0573821		-0.694592		-0.03819847		-0.9429288		-1.0533428		-0.21698952		-0.46614647		-0.8269348		-0.08049679		No		Yes		Yes		U35_44k_v1_3959		-		gb|EAZ02613.1| 8e-07  hypothetical protein OsI_023845 [Oryza sativa (indica cultivar-group)]		LOC_Os07g03070.1 2e-08 TPR Domain containing protein expressed		ATGTAAATTTACGCCCAGGTATAAAATATGGTGAATGTTGAGTACACTATGCGCTCAAGA		9073		0

		28942		CUST_23768_PI390587928		4.5986524		4.7552514		6.155872		5.5525155		4.233914		4.342147		4.850494		4.538577		3.1724064		3.8238554		4.612581		5.35738		-1.2876482		-1.3315481		-2.4714847		-2.0194163		-2.687465		-1.9071205		-2.9145863		-1.1448318		-1.4262459		-0.41310453		-1.305378		-1.0139384		-0.36473846		-0.931396		-1.5432911		-0.1951356		Yes		Yes		Yes		U35_44k_v1_28942		LOC_Os11g08610.1		ref|NP_001055003.1| 8e-19  Os05g0241900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g15220.1 2e-20 retrotransposon protein putative unclassified expressed		CTGGAAGATGCAACGTGGGAAGATGCTGATTTTGTCAAGTACACGTTCTTAGCCTTCTTC		28070		0

		28830		CUST_41262_PI390587928		4.464106		4.42487		4.517925		3.9396737		4.9106727		3.7411811		3.35758		2.9145298		3.6275704		3.6202977		3.8366125		3.9884412		1.3627931		-1.6062416		-2.2351084		-2.0351622		-1.785757		-1.7466279		-1.6035978		1.0343809		-0.8365357		-0.6836889		-1.1603448		-1.0251439		0.44656658		-0.80457234		-0.6813123		0.048767567		No		Yes		Yes		U35_44k_v1_28830		-		gb|EAY95401.1| 2e-25  hypothetical protein OsI_016634 [Oryza sativa (indica cultivar-group)]		LOC_Os04g51030.1 2e-18 wall-associated kinase 1 putative expressed		ATGTGTCGGTTCAAGGAGGCTTCGTCGTCCTCATCCTTGCCGGAGACATCAGCCAAGTCT		27912		AT1G21240.1

		12205		CUST_36994_PI390587928		7.064672		6.852661		6.7948785		6.518713		6.7007236		6.625482		4.967817		5.510058		6.245832		6.091749		5.2753296		6.028874		-1.2869432		-1.1705439		-3.548137		-2.0120347		-1.7639871		-1.6945615		-2.867014		-1.4042882		-0.81884		-0.22717905		-1.8270617		-1.0086551		-0.36394835		-0.76091194		-1.5195489		-0.48983908		No		Yes		Yes		U35_44k_v1_12205		LOC_Os05g32530.1		gb|EAZ34187.1| e-145  hypothetical protein OsJ_017670 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32530.1 1e-147 mannosylglycoprotein endo-beta-mannosidase putative expressed		TGACAGACGTGGCTGTAGAAATTTCAGTATGGGATCTTGACGGTGCATCCCCATATTACA		26094		AT1G09010.1

		26125		CUST_38267_PI390587928		6.741739		6.6459184		5.9148293		6.485492		8.412743		8.258069		9.532634		8.615765		8.619288		8.513608		8.939807		7.5984364		3.1843607		3.0570724		12.276305		4.378001		3.6745043		3.6494768		8.139711		2.1628659		1.8775496		1.6121507		3.6178045		2.1302724		1.6710038		1.8676896		3.0249777		1.1129441		Yes		Yes		Yes		U35_44k_v1_26125		LOC_Os01g11650.2		ref|NP_001042391.1| e-104  Os01g0214800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11650.2 1e-105 esterase precursor putative expressed		TGGTTTGAAGACATGAAGCCATCCATCTGCAACTCCCCCAAAGAGTGCAGGGACCTGTTC		39812		AT5G45910.1

		20251		CUST_8328_PI390587928		8.404637		7.108703		6.864853		7.7870774		10.028253		10.334691		11.87831		10.576058		11.133064		11.635396		11.778198		9.775657		3.0814626		9.356623		32.29989		6.911414		6.627326		23.049969		30.134523		3.96846		2.728427		3.225988		5.0134573		2.788981		1.6236153		4.526693		4.9133453		1.9885793		Yes		Yes		Yes		U35_44k_v1_20251		LOC_Os04g20590.1		gb|EAZ30037.1| 7e-47  hypothetical protein OsJ_013520 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g20590.1 7e-48 nucleus protein putative expressed		TGGGGGTTAGATAAGTAGCCAGCATCTGTATACCCAATCAAATCAATGTTCAAATAATCT		14444		AT4G38495.1

		34748		CUST_41050_PI390587928		11.635331		11.773173		11.925716		11.738007		11.223643		11.474723		10.48333		11.041579		10.87074		10.846362		10.556839		11.436081		-1.3302412		-1.2298228		-2.7177007		-1.6204869		-1.6988885		-1.9010694		-2.5826952		-1.2327888		-0.7645912		-0.29845047		-1.4423866		-0.69642735		-0.41168785		-0.9268112		-1.3688774		-0.30192566		No		Yes		Yes		U35_44k_v1_34748		LOC_Os01g61590.1		gb|EAZ14042.1| 2e-20  hypothetical protein OsJ_003867 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61590.1 4e-22 calcium-dependent protein kinase isoform AK1 putative expressed		GCCTGCTTTCTGAACTACTGATGCTAAGTGTTGTACAATGTTTTGCCGTACACAGATACA		15997		AT3G51850.1

		5187		CUST_16452_PI390587928		1.313824		1.3505653		1.3595883		1.5286411		5.3748555		7.018538		9.550408		6.9386177		5.857593		7.3655705		9.208218		2.407907		16.69138		50.842834		292.2015		42.517254		23.324413		64.66912		230.50104		1.839439		4.543769		5.6679726		8.19082		5.4099765		4.0610313		6.015005		7.8486295		0.8792659		Yes		Yes		Yes		U35_44k_v1_5187		LOC_Os02g50690.1		gb|EAY87470.1| e-139  hypothetical protein OsI_008703 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50690.1 1e-140 anther-specific proline-rich protein APG precursor putative expressed		CAAATCTATCTTCAAACAAAAATGGCCAAACGGCCCTGAAATACACACTCGAATAAAAAA		19330		AT5G55050.1

		623		CUST_12538_PI390587928		14.127103		13.839475		13.690334		13.271993		14.338153		14.126339		11.825109		12.463516		13.955601		13.299718		12.454394		13.079929		1.1575303		1.2199857		-3.6432495		-1.7513609		-1.1262305		-1.4537274		-2.3553476		-1.1423965		-0.17150211		0.28686428		-1.8652258		-0.80847645		0.21105003		-0.5397568		-1.23594		-0.19206333		No		Yes		Yes		U35_44k_v1_623		LOC_Os12g40890.1		ref|NP_001067209.1| 9e-78  Os12g0601300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40890.1 2e-79 OsIAA30 - Auxin-responsive Aux/IAA gene family member expressed		ATGTTCGTTGAGTCATGCAAGCGCCTTCGGATAATGAAAGGATCAGAAGCTATTGGCCTT		2503		AT3G04730.1

		16651		CUST_1301_PI390587928		9.997718		9.668893		11.009513		10.331051		10.840537		10.842929		12.315484		10.4571905		10.783497		11.670745		11.814771		10.449609		1.7935516		2.2564206		2.472501		1.0913695		1.724023		4.0051384		1.747458		1.0856491		0.785779		1.174036		1.3059711		0.12613964		0.8428192		2.001852		0.8052578		0.11855793		No		Yes		Yes		U35_44k_v1_16651		LOC_Os06g04280.1		gb|AAZ79230.2| 9e-99  plastid 5-enolpyruvylshikimate 3-phosphate synthase [Lolium multiflorum]		LOC_Os06g04280.1 5e-99 3-phosphoshikimate 1-carboxyvinyltransferase chloroplast precursor putative expressed		AAGCTGTTGATGTCAACATGAACAAAATGCCTGATGTCGCGATGACTCTTGCGGTTGTTG		5906		AT2G45300.1

		31475		CUST_19877_PI390587928		4.305551		4.166528		2.4309745		4.1343937		5.858383		6.296023		6.95011		6.1524167		6.092241		7.2522926		6.4585595		5.0295672		2.9339254		4.375642		22.929539		4.050284		3.4502234		8.489999		16.30887		1.8598336		1.7866898		2.1294947		4.5191355		2.018023		1.5528321		3.0857644		4.027585		0.89517355		Yes		Yes		Yes		U35_44k_v1_31475		LOC_Os03g43980.1		ref|NP_001050746.1| 3e-47  Os03g0641200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43980.1 8e-42 AAT1 putative		TTCTGCTACACCGAGTTCGCCGTCGAGATACCCGTCGCAGGCGGTTCGTTCGCGTACCTA		None		AT4G21120.1

		15135		CUST_22743_PI390587928		9.035287		9.129951		8.197691		8.910108		9.066381		9.05022		9.557212		9.729584		9.255693		9.435088		9.324848		9.775635		1.021787		-1.056821		2.5659995		1.764765		1.1650618		1.2355365		2.1842792		1.8220053		0.22040653		-0.07973099		1.3595209		0.8194761		0.031094551		0.30513763		1.1271572		0.86552715		No		Yes		Yes		U35_44k_v1_15135		LOC_Os06g11800.1		gb|EAZ36310.1| 4e-76  hypothetical protein OsJ_019793 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11800.1 2e-70 annexin-like protein RJ4 putative expressed		AATAACTACAATGACACATTTGGTCACCCAATCACCAAGGATCTGAAGGCTGACCCCAAG		None		AT5G10230.1

		15439		CUST_9939_PI390587928		4.5788927		5.8979926		4.8850574		6.288074		3.4149983		5.308299		6.4430523		4.767863		2.5756161		4.878265		5.148777		4.2207646		-2.2406144		-1.504927		2.9444432		-2.8683305		-4.0090947		-2.0275362		1.20057		-4.1910434		-2.0032766		-0.58969355		1.5579948		-1.5202112		-1.1638944		-1.0197277		0.26371956		-2.0673094		Yes		Yes		Yes		U35_44k_v1_15439		LOC_Os04g50970.1		No hits found		LOC_Os04g50970.1 1e-05 seed specific protein Bn15D1B putative expressed		ATGTAGGATCCAACGACCTCATTAACGAGCGATCCGGTTTTGGTGTTTGGTGTTTTTGCA		3320		0

		22266		CUST_17528_PI390587928		8.970452		8.879106		9.274427		8.515771		8.832724		8.681771		8.197269		7.778942		9.074177		8.22392		8.519745		8.230643		-1.1001717		-1.1465778		-2.1098757		-1.6665087		1.074544		-1.5748186		-1.6872603		-1.218518		0.10372448		-0.19733429		-1.077158		-0.7368288		-0.13772869		-0.6551857		-0.75468254		-0.28512764		No		Yes		Yes		U35_44k_v1_22266		LOC_Os07g19150.1		dbj|BAC55732.1| e-148  putative cytochrome P450 71E1 [Oryza sativa Japonica Group]		LOC_Os07g19210.1 1e-114 cytochrome P450 71E1 putative expressed		TGGGCCATGGGGAGGAATGAAGTCTGAAATAAACCTTAAGGTTGTAATTACCGACCCAAA		16729		AT1G13080.1

		11034		CUST_30325_PI390587928		5.6704254		5.806663		6.8478007		6.21493		5.2997794		5.368077		5.824904		5.5923743		5.2076526		4.85984		5.566687		6.141269		-1.2929317		-1.3552756		-2.0319948		-1.5396001		-1.3781881		-1.9276233		-2.430265		-1.0523838		-0.46277285		-0.43858624		-1.0228968		-0.62255573		-0.370646		-0.9468231		-1.2811136		-0.07366085		No		Yes		Yes		U35_44k_v1_11034		LOC_Os03g61730.1		gb|AAP46232.1| 2e-05  putative heat shock protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61730.1 6e-07 heat shock protein binding protein putative expressed		TTCACCTAATCGGCAAAATACAACTAATGGTGATATACTAAATACACCAGAAAGAGATCC		23981		0

		7254		CUST_12096_PI390587928		5.4316316		5.4181685		5.62787		5.457922		5.1727123		5.542834		4.6199		5.08773		5.115946		5.0002966		4.6450934		4.855726		-1.196582		1.0902548		-2.011079		-1.2925249		-1.2446032		-1.3359555		-1.9762653		-1.5180258		-0.31568575		0.12466526		-1.0079699		-0.37019205		-0.25891924		-0.41787195		-0.98277664		-0.6021962		No		Yes		Yes		U35_44k_v1_7254		LOC_Os02g54820.3		gb|EAY87814.1| 3e-20  hypothetical protein OsI_009047 [Oryza sativa (indica cultivar-group)]		LOC_Os02g54820.3 7e-22 trehalose-6-phosphate synthase putative expressed		ATTTCCGCGAGCCACTTCATGCGCCATTATCCCCGTCCAGGAGCACTGGGCAACCGCAAC		31050		0

		6389		CUST_2381_PI390587928		4.51653		3.455365		6.281334		4.1085954		3.93507		3.9178689		4.2034264		2.5998857		3.9941876		3.2930486		4.549873		3.6513684		-1.4963628		1.3779312		-4.2219443		-2.845554		-1.4362854		-1.1190825		-3.3206394		-1.3729004		-0.52234244		0.4625039		-2.0779076		-1.5087097		-0.58146		-0.16231632		-1.731461		-0.457227		No		Yes		Yes		U35_44k_v1_6389		LOC_Os02g04630.1		gb|ABI15900.1| 2e-87  putative calcium exchanger [Triticum turgidum subsp. dicoccoides]		LOC_Os04g55940.2 3e-67 vacuolar cation/proton exchanger 3 putative expressed		CAGGTAAAAAGTATAAAGTTTTGTAGGCAGATTCTCTTGTTATGGTACCAGCAAAGAATG		14280		AT3G13320.1

		30126		CUST_23879_PI390587928		3.9978673		4.1167564		3.7085283		4.45805		3.7036266		3.0974762		2.3183622		2.622794		2.8405201		3.1526115		2.8999758		4.1666207		-1.2262394		-2.0269074		-2.6210885		-3.568347		-2.2304692		-1.9509069		-1.7514533		-1.2238519		-1.1573472		-1.0192802		-1.390166		-1.8352559		-0.2942407		-0.96414495		-0.8085525		-0.29142904		Yes		No		No		U35_44k_v1_30126		-		ref|NP_001045811.1| 3e-07  Os02g0134300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04160.2 3e-09 transcription elongation factor 1 putative expressed		CCCGTTCTGCAGCCATGGGATCAGCGCTTAATGCCCAATTGATCTGAAGAATCTGATTGG		29857		0

		32003		CUST_7400_PI390587928		5.6684513		5.6085052		5.941929		5.5214067		5.265437		5.114218		5.0650544		4.9326687		5.360728		4.957749		4.841238		5.231953		-1.3222677		-1.4086244		-1.8363925		-1.5039306		-1.237753		-1.5699911		-2.1445737		-1.2221773		-0.30772352		-0.494287		-0.87687445		-0.58873796		-0.40301418		-0.65075636		-1.1006908		-0.2894535		No		Yes		Yes		U35_44k_v1_32003		LOC_Os08g45170.3		ref|NP_197347.1| 2e-07  unknown protein [Arabidopsis thaliana]		LOC_Os08g45170.3 4e-09 carboxyl-terminal proteinase putative expressed		GCTGGACCACCCGCTCCTCAAGAACCACAGGATCCAGAGCGCGCCGCCGCGCCCCATGCC		None		0

		13580		CUST_35903_PI390587928		5.1217494		5.062903		4.016127		5.117524		4.7852674		4.639339		5.2827373		5.0751023		4.8834996		5.4551716		4.950499		5.5867424		-1.2626739		-1.3412368		2.4059558		-1.0298412		-1.1795608		1.3124557		1.9110585		1.3843591		-0.23824978		-0.42356396		1.2666101		-0.042421818		-0.33648205		0.39226866		0.93437195		0.46921825		No		Yes		Yes		U35_44k_v1_13580		LOC_Os08g18870.1		gb|EAZ06381.1| 9e-15  hypothetical protein OsI_027613 [Oryza sativa (indica cultivar-group)]		LOC_Os08g18870.1 2e-16 hypothetical protein		GACCCACTTGTTAAGGTATTCCTTTTGTACATATATCTTTGTGTAGGAATATGATCACCT		22166		0

		36535		CUST_25930_PI390587928		4.4669466		4.490031		4.5898213		4.655194		3.9557		3.4168253		3.7826214		3.0524457		3.7350094		3.3045921		2.7607071		2.9255455		-1.4252813		-2.104103		-1.749812		-3.037213		-1.6608677		-2.2743254		-3.5531883		-3.3164697		-0.73193717		-1.0732055		-0.80719995		-1.6027482		-0.5112467		-1.1854386		-1.8291142		-1.7296484		Yes		No		No		U35_44k_v1_36535		LOC_Os03g48430.1		ref|NP_001105100.1| 5e-08  benzoxazin6 [Zea mays]		LOC_Os03g64280.1 2e-09 1-aminocyclopropane-1-carboxylate oxidase putative expressed		CGGGCAGCCGGCCGGACGTCATCGGTGCGGGGAAGGCCGCCGCCGAGACGCTGGGCTTAT		31611		0

		2723		CUST_27309_PI390587928		10.344684		11.095929		11.611865		11.181938		10.154892		10.7928505		9.608297		9.843208		9.932243		10.170306		10.322178		10.765052		-1.140599		-1.2337744		-4.009904		-2.5292854		-1.3309351		-1.8995043		-2.4447503		-1.3350431		-0.4124403		-0.30307865		-2.0035677		-1.3387299		-0.18979168		-0.92562294		-1.2896872		-0.41688633		No		Yes		Yes		U35_44k_v1_2723		LOC_Os09g02650.1		ref|NP_001062580.1| 0.0  Os09g0114500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g02650.1 0.0 chromosome-associated kinesin KLP1 putative expressed		GTTGTGCTGTGCGCAGTGATATTATGAGTTATAGGTTACATTCAACCAAACCTTTATTAA		6637		AT5G47820.2

		4109		CUST_16002_PI390587928		13.122676		13.204495		12.185235		12.465809		13.228149		13.659431		13.942249		12.716279		13.245521		13.825583		13.602712		12.693871		1.0758474		1.370722		3.379979		1.1895947		1.0888798		1.5380347		2.671179		1.1712602		0.122844696		0.45493603		1.7570143		0.25047016		0.10547352		0.621088		1.4174767		0.22806168		No		Yes		Yes		U35_44k_v1_4109		LOC_Os03g62790.2		gb|ABF99862.1| e-143  Pirin, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g62790.2 1e-145 pirin-like protein putative expressed		GGAAATTGCATTGTACCATTATATTGATGCCTTTGTGCAGAATGTAGCAGTAGTATTTGT		14544		AT2G43120.1

		6817		CUST_18620_PI390587928		9.634		10.164216		8.682731		9.565782		11.465938		12.79987		12.753186		10.688882		12.223027		14.207672		12.487271		10.225163		3.5601494		6.2145653		16.800772		2.1781454		6.016929		16.489275		13.972716		1.5794058		2.5890274		2.6356535		4.0704556		1.1231003		1.8319378		4.043456		3.8045406		0.65938187		Yes		Yes		Yes		U35_44k_v1_6817		LOC_Os01g14710.1		gb|EAY73310.1| 2e-21  hypothetical protein OsI_001157 [Oryza sativa (indica cultivar-group)]		LOC_Os01g14710.1 5e-22 conserved hypothetical protein		TTGTTTTGTGTACAGCGGTGATGCCCTTGGTTACTTCAGTCTTTCAAGTACTCAGCAGTC		30595		0

		28582		CUST_21644_PI390587928		4.9626446		5.367172		5.8329616		5.3589873		4.6072264		4.4565806		3.8174648		3.9909859		3.8573685		3.9497213		3.922858		5.309874		-1.2793564		-1.8798156		-4.0431976		-2.5811276		-2.1514006		-2.6711304		-3.7583609		-1.0346289		-1.1052761		-0.9105911		-2.0154967		-1.3680015		-0.3554182		-1.4174504		-1.9101036		-0.049113274		Yes		Yes		Yes		U35_44k_v1_28582		LOC_Os07g04900.1		gb|EAY80217.1| 8e-48  hypothetical protein OsI_034176 [Oryza sativa (indica cultivar-group)]		LOC_Os11g15670.1 4e-42 NBS-LRR disease resistance protein putative expressed		ATGCTCACATGTTCCCTCTTTTGCAAGTTCTGATTATTAGAGAGTGCCCGAGACTGTTGG		27547		0

		35541		CUST_16711_PI390587928		13.076302		13.3495865		12.987484		12.308024		12.456322		13.236996		11.233586		10.783715		11.86519		12.487675		11.973541		11.442517		-1.5368537		-1.081168		-3.3726852		-2.8764894		-2.3151603		-1.817445		-2.0194225		-1.82198		-1.211112		-0.11259079		-1.7538977		-1.5243092		-0.61997986		-0.8619118		-1.0139427		-0.8655071		Yes		Yes		Yes		U35_44k_v1_35541		-		No hits found		No hits found		TGTATTGTAAATGTACAAAAGCATTGCAATGGCCTTAAGATTTGGGACATGGCGAAAAAA		40024		0

		19341		CUST_37724_PI390587928		10.914089		11.021787		11.340728		11.306603		10.520516		10.469251		10.064017		10.512128		10.365944		10.229531		10.253457		11.301262		-1.3136426		-1.4666616		-2.4228592		-1.7344468		-1.4622047		-1.7317797		-2.124717		-1.0037093		-0.5481453		-0.552536		-1.2767105		-0.79447556		-0.3935728		-0.7922554		-1.0872707		-0.00534153		No		Yes		Yes		U35_44k_v1_19341		-		No hits found		No hits found		TTATGTTCTTATCAGATGGCAAGTGTATGCCCTACTTGTCACTCTTTCAGTTATTGTATT		11165		0

		11571		CUST_16770_PI390587928		4.4063053		4.660339		6.078875		5.4621353		4.2614856		4.5652275		4.8465915		4.455089		4.6390395		4.263066		4.9923615		5.01022		-1.1055925		-1.0681479		-2.3493857		-2.009792		1.1750598		-1.3170161		-2.1236022		-1.367855		0.2327342		-0.09511137		-1.2322836		-1.0070462		-0.14481974		-0.39727306		-1.0865135		-0.45191526		No		Yes		Yes		U35_44k_v1_11571		LOC_Os03g04990.1		gb|EAY88501.1| 8e-17  hypothetical protein OsI_009734 [Oryza sativa (indica cultivar-group)]		LOC_Os03g04990.1 1e-18 expressed protein		ATAAAGAAATGATCAACCTGTTCGACTTGAGCGCTGGAGCCAGCGCCAGGGTCGCCACCA		25748		0

		22115		CUST_6059_PI390587928		10.985541		11.591821		10.348958		10.524503		11.027102		11.27626		11.203013		11.65467		10.881736		11.015583		10.912021		10.052517		1.0292269		-1.2444949		1.8075749		2.1888409		-1.0746043		-1.490956		1.4774022		-1.3870174		-0.10380554		-0.31556034		0.8540554		1.130167		0.041561127		-0.5762377		0.56306267		-0.47198582		No		Yes		Yes		U35_44k_v1_22115		LOC_Os12g39080.1		gb|EAY83657.1| 3e-70  hypothetical protein OsI_037616 [Oryza sativa (indica cultivar-group)]		LOC_Os03g37984.4 4e-42 cationic amino acid transporter putative expressed		GTTTTACAGTAACAGTGAGTTTAGTTTTGTACACCCACAGACTTTCACTAATCGATTGTA		22550		AT3G19553.1

		44027		CUST_253_PI390587928		6.2893815		6.052893		6.1238008		6.7187285		6.8108163		7.2630634		9.022613		8.491181		6.840365		7.3177667		8.636896		7.4500365		1.435382		2.3136494		7.458119		3.416343		1.4650841		2.4030614		5.7084355		1.6601435		0.5509834		1.2101703		2.8988118		1.7724528		0.5214348		1.2648735		2.5130954		0.731308		Yes		Yes		Yes		U35_44k_v1_44027		-		No hits found		No hits found		GCAGCCTGACTATTGATGGCATTTGTTTATGGACTTCACATATGGTTTTAAGAAGTCACA		41439		0

		5786		CUST_11241_PI390587928		10.575643		10.196328		11.316303		9.990731		10.442148		10.145705		8.5786295		8.051505		9.819377		9.518949		9.299285		8.904074		-1.0969474		-1.035712		-6.66994		-3.8349988		-1.6891128		-1.5992324		-4.0474644		-2.123814		-0.75626564		-0.05062294		-2.7376738		-1.9392262		-0.13349438		-0.6773796		-2.0170183		-1.0866575		Yes		Yes		Yes		U35_44k_v1_5786		LOC_Os07g30600.1		dbj|BAC84377.1| 3e-82  putative fatty acyl coA reductase [Oryza sativa Japonica Group]		LOC_Os04g28620.1 1e-78 male sterility protein 2 putative expressed		CATGAAAGAACTTGGCTTAAAGAGGGCTTGCCATTTTGGATGGCCAAATGTATATACATT		13536		AT5G22500.1

		5138		CUST_28594_PI390587928		10.6059885		10.802182		10.454311		9.846249		10.275226		10.085594		8.578172		8.843211		9.881732		9.564171		9.057069		9.483223		-1.2576783		-1.643291		-3.670915		-2.0042152		-1.6520491		-2.3587317		-2.6339767		-1.2861204		-0.7242565		-0.716588		-1.8761396		-1.0030375		-0.33076286		-1.2380114		-1.3972425		-0.36302567		No		Yes		Yes		U35_44k_v1_5138		LOC_Os03g48380.1		gb|AAT81727.1| e-166  expressed protein, having alternative splicing products [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48380.1 1e-169 expressed protein		CATTAGCTTGTTTTGTGCAACAGCGGAAGGTGATTTATTTGTACTTGTTGATGTATGTAT		11589		AT1G27150.1

		7150		CUST_37047_PI390587928		5.903932		6.5606704		7.9904504		6.7060966		5.5421634		5.7418466		5.9286103		5.2930336		5.272957		5.2683034		5.7726727		6.1862464		-1.2850003		-1.7639673		-4.1751847		-2.6630197		-1.5486115		-2.4492958		-4.6517634		-1.4338064		-0.63097525		-0.8188238		-2.06184		-1.413063		-0.36176872		-1.292367		-2.2177777		-0.51985025		Yes		Yes		Yes		U35_44k_v1_7150		LOC_Os04g53760.2		emb|CAJ86215.1| e-104  H0323C08.7 [Oryza sativa (indica cultivar-group)]		LOC_Os04g53760.2 1e-105 kinesin-1 putative expressed		GATCTCAACAACTCAATGAAGAACCAGTTGGATTCATCCATGTCCTCCCAGAAAGAAGCA		14318		AT4G05190.1

		16399		CUST_13497_PI390587928		7.1942153		8.061589		7.160099		7.026752		7.6107945		8.934304		10.22026		12.475865		7.7371697		9.32109		9.587466		9.380309		1.334759		1.8311056		8.340654		43.68643		1.456953		2.3941283		5.379109		5.1108284		0.54295444		0.872715		3.0601606		5.4491134		0.41657925		1.2595005		2.4273672		2.353557		Yes		Yes		Yes		U35_44k_v1_16399		LOC_Os04g40410.1		gb|AAP31852.1| 3e-82  NAR2.3 [Hordeum vulgare subsp. vulgare]		LOC_Os04g40410.1 4e-51 component of high affinity nitrate transporter putative expressed		GGTGCATACCTCCTTTTTGTTGTGAGCGTGTAATGACTATGAATGAAATAATTTGATTTC		4952		AT5G50200.1

		5528		CUST_13729_PI390587928		7.787516		8.515647		7.193992		6.6524253		10.881833		11.958354		12.902455		10.624037		11.531586		12.575391		12.41465		7.346928		8.540479		10.873218		52.29		15.688239		13.39915		16.67649		37.288475		1.6183267		3.7440696		3.442707		5.708463		3.9716115		3.094317		4.059744		5.220658		0.69450283		Yes		Yes		Yes		U35_44k_v1_5528		LOC_Os08g34790.1		gb|EAZ07174.1| e-154  hypothetical protein OsI_028406 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34790.1 1e-155 4-coumarate--CoA ligase 2 putative expressed		GCACTTCTGCACTTGTATATCAGTGAACTGGAAGAGACAATATACTTACTTTTTGGAAAA		15844		AT1G51680.1

		25134		CUST_32879_PI390587928		6.179792		6.341376		6.49768		6.539486		6.6383853		7.116876		7.619562		6.682339		6.6413383		7.1932425		7.313212		6.8446555		1.3742013		1.7117835		2.1763067		1.1040865		1.377017		1.8048347		1.7599467		1.2355639		0.46154642		0.7755003		1.121882		0.14285326		0.45859337		0.8518667		0.81553173		0.30516958		No		Yes		Yes		U35_44k_v1_25134		LOC_Os05g32170.1		gb|EAZ34161.1| 5e-58  hypothetical protein OsJ_017644 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32170.1 7e-60 crinkly4-like protein putative expressed		TTAAGTTGTGTACGGTCCTGCCGGGAGCGACGGCCTTCAATGGCTGACATTGTTGACAGG		24615		AT3G51990.1

		22429		CUST_7151_PI390587928		9.080672		9.162913		9.504711		9.270249		8.884503		8.45747		8.110562		8.305024		8.722656		8.527955		8.32465		9.091864		-1.145652		-1.6306458		-2.6283343		-1.9523683		-1.2816621		-1.5528928		-2.2658641		-1.131617		-0.358016		-0.7054434		-1.3941488		-0.9652252		-0.1961689		-0.63495827		-1.1800613		-0.17838573		No		Yes		Yes		U35_44k_v1_22429		-		No hits found		No hits found		ATGCTTCCTGATTCATGTTCTTCTCGGTTCTTCTCACGAAATACGCAGTTCCTCCTTCTG		18705		0

		13718		CUST_5241_PI390587928		14.800542		15.227431		14.47746		16.014563		14.299736		15.631503		12.83204		14.694431		13.867302		14.361594		13.830551		15.862775		-1.4150038		1.3232373		-3.1283894		-2.4968884		-1.9095596		-1.8223968		-1.5658096		-1.1109452		-0.93323994		0.4040718		-1.6454201		-1.3201313		-0.50080585		-0.8658371		-0.64690876		-0.15178776		No		Yes		Yes		U35_44k_v1_13718		LOC_Os12g42090.2		ref|NP_001067274.1| e-118  Os12g0615400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42090.2 1e-120 inner envelope membrane protein chloroplast precursor putative expressed		GTCGAGCATCTCCATGTATAAATAAATAAAGGAGCAGTTTTATTCGTTGTAACAGACAGT		2891		AT3G63410.1

		43931		CUST_38317_PI390587928		4.474436		4.4028077		5.193723		4.4464		3.835806		3.273843		3.127697		3.217376		3.319148		2.9326494		2.9925957		3.2001927		-1.55685		-2.1870174		-4.1873174		-2.3440838		-2.2272875		-2.770523		-4.598386		-2.3721702		-1.1552877		-1.1289647		-2.0660262		-1.2290242		-0.6386299		-1.4701583		-2.2011275		-1.2462075		Yes		Yes		Yes		U35_44k_v1_43931		-		sp|O04773|C75A6_CAMME 5e-10  Flavonoid 3',5'-hydroxylase (F3'5'H) (Cytochrome P450 75A6)		LOC_Os10g16974.1 9e-10 flavonoid 3-monooxygenase putative expressed		AGATTTCTTTGACATGGCCAAGGCCTACGGTCCCCTTCTCAGTCTAAACTTGGGAATAAA		41230		0

		46087		CUST_7546_PI390587928		4.031515		3.821552		4.1909204		4.4120812		3.8595965		2.8721743		3.2746468		3.2675498		3.3491008		2.8333588		2.8166752		3.3012455		-1.1265557		-1.9310397		-1.8872343		-2.2107432		-1.6048231		-1.9836992		-2.5923223		-2.1597073		-0.6824143		-0.9493778		-0.9162736		-1.1445315		-0.17191863		-0.9881933		-1.3742452		-1.1108358		Yes		Yes		Yes		U35_44k_v1_46087		LOC_Os11g44880.1		gb|EAZ19172.1| 4e-50  hypothetical protein OsJ_033381 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36100.1 9e-45 kinesin-4 putative expressed		TTTTGAATGCAAAGCTGCAAAAATAGTTCTCCCTAGCCACAGATCCTATCGGGCTCGTAT		45682		AT2G47500.1

		13410		CUST_38792_PI390587928		3.7384899		3.796911		4.659222		1.4560896		4.059712		3.8138492		1.5437679		1.3251258		3.1623333		3.0068982		2.8184917		2.5705106		1.2493885		1.0118098		-8.666529		-1.095025		-1.4908723		-1.7290899		-3.5819132		2.165081		-0.5761566		0.01693821		-3.1154542		-0.1309638		0.32122207		-0.79001284		-1.8407304		1.114421		No		Yes		Yes		U35_44k_v1_13410		LOC_Os12g24160.1		gb|ABG00000.1| 2e-26  retrotransposon protein, putative, Ty1-copia subclass [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40250.1 7e-36 retrotransposon protein putative unclassified		CGTTTCTCTAGGCAGACAGAAATATTATGTCAGTTTTATCGTTGATTTTAGCAACTTCAC		25761		0

		23369		CUST_16896_PI390587928		8.613473		8.547645		9.269683		9.458169		11.111695		12.100583		12.815605		11.527194		11.9605055		13.06435		12.873272		11.63208		5.6498885		11.736567		11.679626		4.19603		10.175533		22.890951		12.155936		4.5124507		3.3470325		3.5529385		3.5459223		2.069025		2.4982224		4.5167055		3.603589		2.173911		Yes		Yes		Yes		U35_44k_v1_23369		-		No hits found		No hits found		TTGGAGACCCATTCGATGTAATTATCGTGATGTGTTTGTTTGGATTCGATGGATTATAAG		30534		0

		14647		CUST_10898_PI390587928		12.553203		11.27909		10.583917		11.619759		11.94757		11.269245		15.017644		16.419924		11.883575		11.359966		14.206044		10.874461		-1.521646		-1.0068473		21.6115		27.860807		-1.5906619		1.0576603		12.313147		-1.6763198		-0.6696272		-0.00984478		4.4337273		4.800165		-0.6056328		0.08087635		3.6221275		-0.74529743		No		Yes		Yes		U35_44k_v1_14647		LOC_Os01g04040.1		emb|CAA88619.1| 5e-28  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 1e-05 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		TGTCACCGTGGTTTCTTTCTCGAGAAATATCCCCCGTGAATATTGTGCGTGTCTAAAAAA		33622		0

		6885		CUST_18553_PI390587928		5.851383		5.802669		6.431948		3.6364117		6.1010003		5.76692		5.564137		5.6508126		5.860971		5.3969283		7.159392		6.2245812		1.1888915		-1.0250889		-1.8248922		4.0401278		1.0066679		-1.3247689		1.6557027		6.013353		0.009587765		-0.03574896		-0.8678112		2.014401		0.2496171		-0.40574074		0.7274437		2.5881696		No		Yes		Yes		U35_44k_v1_6885		LOC_Os05g46360.1		ref|NP_001056187.1| e-101  Os05g0541200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46360.1 1e-103 lysine decarboxylase-like protein putative expressed		CTGATACGATGATGCCTTTGTTGTTTCTCTTTAATGTTTTTTCCTATGTGCCAACAGAAA		17126		AT5G11950.2

		47697		CUST_21789_PI390587928		5.386667		5.18012		6.2700086		3.7867768		4.8495026		3.822408		2.030129		1.7909178		3.1512868		2.399888		3.8544605		3.8326228		-1.4511174		-2.5627842		-18.894306		-3.9885352		-4.708867		-6.869628		-5.3352213		1.0322883		-2.23538		-1.357712		-4.2398796		-1.995859		-0.5371642		-2.780232		-2.415548		0.045845985		Yes		No		No		U35_44k_v1_47697		LOC_Os03g42130.1		gb|EAZ27799.1| 2e-37  hypothetical protein OsJ_011282 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42130.1 4e-39 gibberellin 20 oxidase 2 putative expressed		CTTATGTGTGTTTATTCCAATATGAACTCGTGCATTTGAGCATAAGATATGTACCGCAAA		48991		AT3G19000.1

		12618		CUST_36644_PI390587928		5.3672175		5.2916217		4.7490406		5.444572		5.290338		5.155838		6.1252937		5.43754		5.112286		5.5767174		5.5538774		5.484204		-1.0547342		-1.0986894		2.595933		-1.004886		-1.193279		1.2184911		1.7469481		1.0278515		-0.25493145		-0.13578367		1.3762531		-0.0070319176		-0.0768795		0.2850957		0.80483675		0.039631844		No		Yes		Yes		U35_44k_v1_12618		LOC_Os05g44360.1		gb|EAZ34968.1| e-103  hypothetical protein OsJ_018451 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g44360.1 1e-105 oligosaccharyl transferase STT3 subunit putative expressed		TGCTCCAATTTTCTCAGCAAACGCTTCCTGGGCTACTTACCTCTTGACAAAGGAAGCAAA		None		AT5G19690.1

		32976		CUST_26241_PI390587928		8.0785475		7.8333573		6.7160277		8.272742		9.087381		9.519609		10.259361		10.243028		9.336707		10.080391		10.019443		9.251236		2.012284		3.218196		11.658688		3.9184563		2.3919044		4.747058		9.872496		1.970407		1.2581596		1.6862521		3.5433335		1.9702854		1.0088339		2.2470336		3.3034148		0.9784937		Yes		Yes		Yes		U35_44k_v1_32976		LOC_Os08g13690.1		emb|CAE54286.1| 1e-36  receptor-like kinase with LRR repeats [Triticum aestivum]		LOC_Os04g15660.1 9e-29 receptor-like protein kinase 5 precursor putative		AAGTATGTTGACCTAGCTTTCCCTGAGAGAATCGCCAAGATTTTAGATCCCGATATGCCA		1347		AT3G13580.1

		19106		CUST_6301_PI390587928		10.311189		10.770547		10.617917		9.475601		10.215997		10.242724		9.126353		8.496239		10.639239		10.056591		9.483445		9.307153		-1.0682075		-1.4417515		-2.8119361		-1.971594		1.255316		-1.6402956		-2.1953819		-1.1238492		0.3280506		-0.5278225		-1.4915638		-0.9793625		-0.095191956		-0.7139559		-1.1344719		-0.16844845		No		Yes		Yes		U35_44k_v1_19106		LOC_Os06g40500.1		ref|NP_001058029.1| e-101  Os06g0607100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g40500.1 1e-102 expressed protein		CTTACTGATATGTAATCTTGTAACTGTGTTTGTCCTACGTAAGTTGCAACATCTTCTGAA		13481		AT3G15820.1

		20879		CUST_13255_PI390587928		8.655514		9.204166		7.9980254		8.526149		8.681641		11.487683		10.648036		11.193608		9.206124		10.727219		10.019715		8.09876		1.0182748		4.8686333		6.2767186		6.3530946		1.4647055		2.8739843		4.0605917		-1.3447977		0.55061054		2.283517		2.6500106		2.6674595		0.026126862		1.5230522		2.02169		-0.42738914		Yes		Yes		Yes		U35_44k_v1_20879		LOC_Os07g38570.1		ref|NP_001060065.1| 7e-24  Os07g0573200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38570.1 2e-25 expressed protein		ATATTGGCTTGGTTGATTGGCTTCAACGAGGAATCAAGACTGTTTTTCTCGTTTAAAAAA		16117		0

		36864		CUST_11891_PI390587928		8.97371		10.045045		8.69295		7.645845		8.692283		9.489732		7.3985844		5.727284		8.521123		9.198527		6.643711		7.264974		-1.2153968		-1.4694875		-2.4526916		-3.780458		-1.3684921		-1.7981552		-4.1388764		-1.3021276		-0.45258713		-0.5553131		-1.2943659		-1.918561		-0.28142738		-0.84651756		-2.0492392		-0.38087082		Yes		Yes		Yes		U35_44k_v1_36864		LOC_Os01g53220.1		gb|EAZ28980.1| 1e-26  hypothetical protein OsJ_012463 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53220.1 3e-28 heat shock factor protein HSF30 putative expressed		GGTGTACACGTGTGATGTTTTGGTGTTTATATGTATGTGTATACGTATGTATTTCTGTGA		32291		0

		46401		CUST_7097_PI390587928		14.382347		14.729336		14.733853		14.5583		13.687291		14.111904		13.558113		13.678782		13.492923		13.811806		13.578534		14.198552		-1.6189473		-1.5341415		-2.2590876		-1.83976		-1.8524368		-1.8888787		-2.227336		-1.2832017		-0.8894243		-0.61743164		-1.1757402		-0.87951756		-0.69505596		-0.91753006		-1.1553192		-0.3597479		No		Yes		Yes		U35_44k_v1_46401		LOC_Os03g55100.1		gb|AAY58313.1| 1e-12  cyclic nucleotide-gated ion channel 2 [Hordeum vulgare subsp. vulgare]		LOC_Os03g55100.1 2e-09 cyclic nucleotide-gated ion channel 2 putative expressed		TCGCCATTTATTAAGGATGATCAGTACAATAATGGAGGTGGAGGTGGTATTTCTAAAAAA		46494		0

		31676		CUST_36562_PI390587928		6.56206		7.4389706		9.753371		8.317147		6.487852		6.9582686		7.7681518		5.953449		6.069449		6.756862		8.383884		7.9037476		-1.0527828		-1.3954225		-3.959229		-5.146881		-1.4069889		-1.6044829		-2.5837865		-1.3318205		-0.49261093		-0.48070192		-1.9852195		-2.3636985		-0.07420778		-0.6821084		-1.3694868		-0.4133997		Yes		Yes		Yes		U35_44k_v1_31676		-		gb|EAY99793.1| 8e-11  hypothetical protein OsI_021026 [Oryza sativa (indica cultivar-group)]		LOC_Os06g06720.1 1e-12 flavonol synthase/flavanone 3-hydroxylase putative expressed		CCTCTCGGCCACGGCCGCCGCCACAACAACCGACACGGTCGGCCGCGCGTGCGCCCGATT		None		0

		30016		CUST_1452_PI390587928		4.6014056		3.8258355		4.5012155		4.8312488		4.1632576		3.647376		3.496249		3.773947		3.3062732		3.6753109		3.9668586		5.0378113		-1.354864		-1.1316748		-2.006897		-2.0810359		-2.4539952		-1.1099731		-1.4482963		1.1539354		-1.2951324		-0.1784594		-1.0049665		-1.0573018		-0.43814802		-0.15052462		-0.53435683		0.20656252		No		Yes		Yes		U35_44k_v1_30016		-		No hits found		No hits found		TGTTTTGATGATATATCTTCCATGTGGAAAGTAAAAAAGAAGAGAATTATGCTTAATATG		29653		0

		10104		CUST_6105_PI390587928		8.219221		8.973853		8.600312		6.776315		8.096637		8.283322		5.828588		4.8938746		8.36608		7.6744647		6.4698033		5.302668		-1.0886834		-1.6138772		-6.829236		-3.6869824		1.1071565		-2.4612453		-4.3787193		-2.777231		0.14685917		-0.6905308		-2.7717242		-1.8824406		-0.12258434		-1.2993884		-2.130509		-1.4736471		Yes		Yes		Yes		U35_44k_v1_10104		LOC_Os03g03164.4		dbj|BAA77823.1| 5e-99  HOS66 [Oryza sativa Japonica Group]		LOC_Os03g03164.3 1e-100 homeobox protein HD1 putative expressed		TCATGCCTTCTACGAAGTCTCGAATGACCAAAGAAAAGGAGATGCGCACCTCTGCTTAAA		25238		AT1G62990.1

		26520		CUST_6754_PI390587928		7.2667184		6.9918766		6.386212		7.725723		8.6775255		8.167061		8.967065		8.819549		9.055665		8.227397		8.677886		6.9213066		2.6588588		2.258217		5.9829335		2.134393		3.4556248		2.3546627		4.8962398		-1.7464389		1.7889466		1.1751842		2.580853		1.0938258		1.4108071		1.2355204		2.2916741		-0.8044162		Yes		Yes		Yes		U35_44k_v1_26520		LOC_Os06g45630.1		ref|NP_001058311.1| 2e-68  Os06g0667000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45630.1 4e-70 ATP binding protein putative expressed		TTTGGTTCTGTGTACCTTGGAGCTTTACCGTTGAATGACAATGGGACACTTGAGAGTGTT		None		AT3G47090.1

		48774		CUST_42178_PI390587928		8.535705		8.147204		8.031009		8.608968		8.586703		8.743871		10.6270075		10.076106		8.707279		9.05207		10.232223		9.140044		1.0359818		1.5122182		6.0460744		2.7647295		1.1262871		1.8723696		4.598661		1.445007		0.1715746		0.59666634		2.5959988		1.4671383		0.050998688		0.90486526		2.2012138		0.53107643		Yes		Yes		Yes		U35_44k_v1_48774		LOC_Os04g35540.1		ref|NP_001052846.1| 2e-51  Os04g0435100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35540.1 6e-53 amino acid permease putative expressed		ATACCGAAGAAACTAGGAATAGGTGGATGCCTCACGAAATCAAACATTTTCAAGAAAAAA		None		AT2G01170.1

		10138		CUST_6066_PI390587928		8.483143		8.467345		8.638257		8.488743		7.906725		7.5586104		7.377627		7.4763412		7.952307		8.05128		7.534618		8.115529		-1.4911423		-1.8773984		-2.3960037		-2.0172663		-1.4447658		-1.3342835		-2.1489608		-1.2952349		-0.5308356		-0.9087348		-1.2606301		-1.0124016		-0.5764179		-0.41606522		-1.1036391		-0.37321377		No		Yes		Yes		U35_44k_v1_10138		-		No hits found		No hits found		CGCTGAATTCAGAGTTCTACTAGTTTTGTACTCTGATGAAGAGCTATACTTATTATGTTG		19400		0

		7369		CUST_21335_PI390587928		4.621406		4.5700564		4.5586023		4.437048		4.3673086		4.967026		6.9510975		6.426323		5.040733		5.2444787		5.7981105		4.083456		-1.1925894		1.3167393		5.2506466		3.970374		1.3373034		1.5959575		2.3611803		-1.2777379		0.41932678		0.3969698		2.3924952		1.989275		-0.25409746		0.67442226		1.2395082		-0.35359192		Yes		Yes		Yes		U35_44k_v1_7369		LOC_Os05g50100.1		gb|EAY99142.1| 9e-07  hypothetical protein OsI_020375 [Oryza sativa (indica cultivar-group)]		LOC_Os05g50100.1 1e-08 expressed protein		CTACCAGCGCCTGGAGGCCGGCGGCAAGTCGGCTGCCCGAGGCAGCAACACGCAGCGCCT		15792		0

		3046		CUST_33570_PI390587928		11.461299		11.294456		10.882309		9.278648		11.475638		10.892865		9.018094		7.423678		11.692658		10.89032		8.989248		8.346194		1.0099889		-1.3209633		-3.6406975		-3.6174433		1.1739407		-1.323296		-3.7142236		-1.9085197		0.23135948		-0.40159035		-1.8642149		-1.8549705		0.014339447		-0.4041357		-1.8930607		-0.9324541		Yes		Yes		Yes		U35_44k_v1_3046		LOC_Os05g07680.2		emb|CAD43075.1| 0.0  putative CENP-E like kinetochore protein [Hordeum vulgare subsp. vulgare]		LOC_Os05g07680.2 1e-162 CENP-E like kinetochore protein putative expressed		ATGGCATGTCCGAGTCAGTCTTGTATCTTCGAATCAAAGTTGAGTTTGTCAAGATTCGTG		7133		AT2G30500.1

		12880		CUST_11973_PI390587928		5.976955		6.403057		7.101906		6.7785378		5.6053557		5.8048377		4.878296		4.415592		4.763328		5.34917		5.6642394		6.0236926		-1.2937862		-1.513847		-4.6706066		-5.144196		-2.3191993		-2.0761158		-2.7088234		-1.6874504		-1.2136269		-0.5982194		-2.22361		-2.3629456		-0.3715992		-1.0538869		-1.4376664		-0.75484514		Yes		Yes		Yes		U35_44k_v1_12880		LOC_Os09g20980.1		ref|NP_001063044.1| 5e-34  Os09g0376700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20980.1 1e-35 RING-H2 finger protein ATL5I putative expressed		GCGAGGAGGTGCTTCTCTATGGGCTCCTCATACCAGTACGTGCTCGCCGACGACAACCTG		25752		AT5G40250.1

		24749		CUST_35022_PI390587928		5.021152		5.2999644		5.3235354		4.973381		4.784716		4.72846		4.5919933		4.095284		4.750561		4.9447846		4.2503014		4.5834007		-1.1780787		-1.4860725		-1.660413		-1.8379494		-1.2063017		-1.279145		-2.104145		-1.3103756		-0.27059078		-0.5715046		-0.7315421		-0.87809706		-0.23643589		-0.3551798		-1.0732341		-0.38998032		No		Yes		Yes		U35_44k_v1_24749		LOC_Os02g09440.1		gb|EAY84786.1| 9e-13  hypothetical protein OsI_006019 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09440.1 8e-14 expressed protein		TCATGAAGCAACCTTCCTCCGGTCCTTCTTTCAGCCTGCCACAGATTATTGACGCTTCCG		23728		0

		27908		CUST_25181_PI390587928		7.7162404		8.370898		7.358017		8.225373		8.729676		10.652757		9.637287		9.270134		9.228958		9.804922		9.476734		7.567225		2.018713		4.86304		4.8543234		2.063024		2.8534706		2.7019928		4.3430758		-1.5780559		1.5127177		2.2818584		2.2792702		1.0447607		1.0134358		1.4340239		2.1187172		-0.6581483		Yes		Yes		Yes		U35_44k_v1_27908		-		gb|ABN43183.1| 4e-23  WRKY transcription factor [Triticum aestivum]		No hits found		GATTCTTCCGGAGCCGAAACGTAGAGCAAATATGAAACTACTCTCTCCCTTCATAAAAAA		26105		0

		6288		CUST_3011_PI390587928		5.7306747		6.8641133		6.2261605		6.049822		5.449419		5.9366074		4.9078145		5.6838775		4.4454613		5.512343		5.502018		4.902614		-1.2152522		-1.9019852		-2.4938004		-1.2887249		-2.4371812		-2.5522513		-1.6519185		-2.214848		-1.2852135		-0.92750597		-1.318346		-0.3659444		-0.28125572		-1.3517704		-0.72414255		-1.1472077		Yes		No		No		U35_44k_v1_6288		-		gb|ABB46997.1| 5e-49  nodulin MtN21 family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g12400.1 9e-51 nodulin protein putative expressed		GTTAACATGTGAGATAGTAAACTAAAATGGTTTGACCAATCCTAACATGTGCCATGGTTT		21008		AT5G64700.1

		44514		CUST_17622_PI390587928		6.6976666		7.3736115		6.046295		5.112343		7.6562104		7.8123984		4.844059		9.25431		7.5242863		7.0614967		5.9200835		5.1840444		1.9433473		1.3554642		-2.3009605		17.654533		1.773525		-1.2415262		-1.091424		1.0509554		0.8266196		0.43878698		-1.2022362		4.141967		0.9585438		-0.31211472		-0.12621164		0.07170153		No		Yes		Yes		U35_44k_v1_44514		LOC_Os03g52860.1		gb|AAB70865.1| 3e-43  lipoxygenase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52860.1 7e-40 lipoxygenase 2 putative expressed		GAAAATGTTGAGTGGTTGGCCAAGGGTTAATGTATTTTCCTTTTAAATTTTCCGTTCCAA		42329		AT3G22400.1

		48804		CUST_11996_PI390587928		6.493871		6.0220394		8.506966		8.183257		6.5646935		5.6240273		6.899042		6.6390576		6.414022		5.513308		6.95796		7.5421815		1.0503151		-1.3176911		-3.0481281		-2.916422		-1.0569075		-1.4227985		-2.9261537		-1.5594914		-0.07984924		-0.39801216		-1.6079235		-1.5441995		0.07082224		-0.50873137		-1.5490055		-0.6410756		No		Yes		Yes		U35_44k_v1_48804		LOC_Os05g01580.1		No hits found		No hits found		GATAATGGATGTACTTGTTGTTTTATGTGGATATATAATGGGTGTACTAGATCTGTGCCT		None		0

		17976		CUST_29056_PI390587928		7.027037		6.543028		5.2157435		5.354319		6.3777833		6.1610947		2.7690089		3.7114296		5.9518332		5.868171		3.9919758		5.1845093		-1.5683569		-1.3030869		-5.4518075		-3.1229067		-2.10702		-1.5964382		-2.335559		-1.1249102		-1.0752039		-0.3819332		-2.4467347		-1.6428895		-0.64925385		-0.67485666		-1.2237678		-0.16980982		Yes		Yes		Yes		U35_44k_v1_17976		LOC_Os02g03620.1		ref|NP_001045773.1| e-169  Os02g0128800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03620.1 1e-171 ubiquitin ligase SINAT2 putative expressed		CGTGCTACTACGTATGTTGTGAAATTTCTTGAAAAAAGTCATACACAAATCCAGTGCAAA		10787		AT3G58040.1

		9394		CUST_9060_PI390587928		7.439385		7.190153		7.054901		6.35716		7.073461		6.954345		4.906132		5.27441		6.560102		6.5942917		6.279837		7.001449		-1.2887067		-1.1775659		-4.434492		-2.1180701		-1.8394608		-1.5113747		-1.7112659		1.5629689		-0.87928295		-0.2358079		-2.148769		-1.0827503		-0.36592388		-0.59586143		-0.775064		0.644289		No		Yes		Yes		U35_44k_v1_9394		LOC_Os07g06090.1		ref|NP_001058919.1| 1e-75  Os07g0155200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g06090.1 3e-77 expressed protein		ATGGTATCTTCATGCTCGAGTCAGTAGACATTCAGACAGAACACTGTGTTTGGAAGCTCG		24819		AT1G69210.1

		50122		CUST_29521_PI390587928		8.036209		7.9477277		8.364803		8.304805		7.7433105		7.6109824		6.6127343		7.14109		7.0387917		7.1194005		7.1229386		8.36868		-1.2250993		-1.2629043		-3.368413		-2.2403357		-1.996423		-1.7756253		-2.36504		1.0452697		-0.99741745		-0.33674526		-1.752069		-1.1637149		-0.29289865		-0.8283272		-1.2418647		0.0638752		No		Yes		Yes		U35_44k_v1_50122		LOC_Os08g35190.2		gb|EAZ42955.1| 1e-13  hypothetical protein OsJ_026438 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g35190.2 3e-15 auxin-repressed protein putative expressed		TTCTTCCATGAAAATGGGGCAAGAAAACATGGACCTTTTGCTCAATCGGTCGTGGCTTGT		52152		0

		43393		CUST_5414_PI390587928		1.2732788		1.2847499		1.2901745		1.7410296		1.7698258		2.5040615		4.7854705		2.6742363		2.7096167		3.28074		4.3029146		2.0750873		1.4108328		2.3283558		11.276879		1.9095156		2.70633		3.9888978		8.070959		1.2605538		1.4363378		1.2193116		3.495296		0.9332067		0.49654698		1.9959902		3.0127401		0.3340577		Yes		Yes		Yes		U35_44k_v1_43393		LOC_Os04g15580.1		gb|EAZ41719.1| 9e-37  hypothetical protein OsJ_025202 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g08140.1 2e-38 receptor-like kinase putative expressed		CTCTCTATATCCGGGTTAATGGACTGAGTGATAAAAAGGGGAAGAGCATTGTTTTAAAAA		39994		AT1G11330.1

		46907		CUST_3157_PI390587928		8.367858		8.2486725		7.2505493		7.050843		8.389658		8.718075		7.6530566		7.3676505		8.721919		10.036322		8.5494795		8.670192		1.0152254		1.3845358		1.3218031		1.2455714		1.2781535		3.4525185		2.4604635		3.0723636		0.35406113		0.4694023		0.4025073		0.31680775		0.021800041		1.7876492		1.2989302		1.619349		Yes		Yes		Yes		U35_44k_v1_46907		LOC_Os07g09520.1		ref|NP_001059104.1| 3e-23  Os07g0193000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09520.1 7e-25 expressed protein		TACAAGTCAAATATTGCGCAAAATGGACAGAATTTGGGGTCTTCCCAATTGTGCAAAAAA		47574		AT1G74790.1

		5070		CUST_6138_PI390587928		8.68204		8.386316		8.981939		8.793691		8.200993		8.070836		7.360306		7.6271915		8.103229		8.021749		7.9638214		8.624164		-1.3957568		-1.2444258		-3.0772326		-2.2446635		-1.4936185		-1.2874959		-2.0252752		-1.1246897		-0.57881165		-0.31548023		-1.6216335		-1.1664991		-0.48104763		-0.36456776		-1.0181179		-0.16952705		No		Yes		Yes		U35_44k_v1_5070		LOC_Os12g41590.1		ref|NP_001067243.1| e-118  Os12g0609500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41590.1 1e-120 cell-cell signaling protein csgA-like putative expressed		TTTCCTTGGTATATGTATAAGCACTGGTGCCCTACAGTCTACTAAATTAAGTACACACAC		12879		AT4G20760.1

		39907		CUST_6468_PI390587928		8.581527		7.6565948		6.7155876		7.171808		10.42928		9.431771		8.369975		7.388672		10.737737		9.890963		8.767425		7.2019906		3.5993927		3.4227989		3.147895		1.1622046		4.457423		4.7055645		4.1463356		1.0211415		2.15621		1.7751765		1.6543875		0.21686411		1.8477535		2.2343678		2.051837		0.030182838		Yes		Yes		Yes		U35_44k_v1_39907		LOC_Os07g38750.1		gb|EAZ40393.1| 4e-16  hypothetical protein OsJ_023876 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38750.1 5e-18 AP2 domain containing protein		GGGGGAAATGGCCCCGGATGTATGTGTGTATGCATGTCAACTTGGTTTTTGGTGTCGCCA		36163		0

		22629		CUST_23246_PI390587928		5.6536026		6.247951		1.9892577		4.2493005		6.477628		6.907072		13.332294		15.813599		7.168179		9.151692		4.746114		4.0571127		1.770339		1.5791203		2597.7317		3028.313		2.8571494		7.4836464		6.7592163		-1.1424949		1.5145764		0.65912104		11.343037		11.564299		0.82402563		2.9037414		2.756856		-0.19218779		Yes		Yes		Yes		U35_44k_v1_22629		LOC_Os01g10640.1		No hits found		No hits found		ACTACGTTTGTGGAGCTTGTAACGTGAGGGTCGCTGTTCTGATTACAAGGTTGATTAACG		16915		0

		5695		CUST_10718_PI390587928		5.9915996		4.96503		6.663283		5.791218		6.1092052		6.1505837		6.6454086		5.368376		6.479998		7.15447		6.5866857		5.667336		1.0849328		2.2745066		-1.0124665		-1.3405658		1.4028867		4.561283		-1.0545279		-1.0896628		0.48839855		1.1855536		-0.01787424		-0.42284203		0.117605686		2.1894398		-0.076597214		-0.12388182		No		Yes		Yes		U35_44k_v1_5695		LOC_Os01g70580.1		ref|NP_001045297.1| e-108  Os01g0931400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70580.1 1e-110 thiamin pyrophosphokinase 1 putative expressed		GCTGTTTTACTACTATTATTATCGTTTCAGCTGTGGACTAGTCCGCAATTTCGACATGAA		15771		AT2G44750.2

		20791		CUST_34035_PI390587928		4.021354		3.37835		2.1019437		4.2758837		4.0581946		5.1681595		6.077006		7.330822		3.7616503		4.182244		5.971747		5.9525185		1.0258647		3.4576921		15.725807		8.310517		-1.197233		1.7458067		14.619308		3.196814		-0.25970387		1.7898095		3.9750621		3.0549383		0.03684044		0.8038938		3.8698032		1.6766348		Yes		Yes		Yes		U35_44k_v1_20791		LOC_Os12g31560.1		gb|ABA98611.1| 4e-29  Protein kinase domain containing protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g31560.1 8e-31 protein kinase domain containing protein		GTATAGTTTGCTTCTTCATCATCTACCCTGTTGTCTTTTTTAAGAACATTTGTTCGATGG		13654		AT3G59420.1

		23638		CUST_23409_PI390587928		5.1370196		5.727041		7.617251		6.5709205		5.4639544		5.371061		6.6970654		5.1729064		5.0571003		5.461744		6.688235		6.161738		1.2543455		-1.2798547		-1.8923587		-2.6353855		-1.0569589		-1.2018834		-1.903977		-1.3279332		-0.07991934		-0.35597992		-0.92018557		-1.3980141		0.3269348		-0.26529694		-0.9290161		-0.40918255		No		Yes		Yes		U35_44k_v1_23638		LOC_Os01g53390.1		gb|EAY75736.1| 8e-30  hypothetical protein OsI_003583 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53370.1 2e-30 anthocyanidin 53-O-glucosyltransferase putative expressed		ATTCCTCTGCTTCCCACAGCCACGTCCTAGAATGAAAGAGGCAAACCAAGGAGCCGGCGA		None		0

		37038		CUST_27967_PI390587928		5.3551955		4.777636		5.6439347		5.0602546		4.1310368		4.482034		4.1484146		4.6482143		3.3719099		3.934327		3.8085468		5.1027226		-2.336192		-1.2273968		-2.8196578		-1.3305662		-3.9539254		-1.7941607		-3.5686736		1.0298742		-1.9832857		-0.29560184		-1.4955201		-0.41204023		-1.2241588		-0.84330916		-1.835388		0.04246807		Yes		Yes		Yes		U35_44k_v1_37038		LOC_Os01g51040.1		gb|EAY75543.1| 5e-95  hypothetical protein OsI_003390 [Oryza sativa (indica cultivar-group)]		LOC_Os01g51040.1 1e-96 expressed protein		ACATATTTTGCTTTCCTAGGAATGTATCCGCGTTGGCTATTCTTTCCAGCCGTATCTGGA		32633		AT1G73020.1

		10464		CUST_7119_PI390587928		8.572093		9.275555		11.183713		10.054723		8.128112		8.614643		9.283666		8.676361		7.8881607		8.565267		9.487973		9.730582		-1.3603531		-1.5810813		-3.7322543		-2.5997298		-1.6065127		-1.6361308		-3.2394295		-1.2519184		-0.6839323		-0.66091156		-1.9000473		-1.3783617		-0.44398117		-0.71028805		-1.6957397		-0.32414055		Yes		Yes		Yes		U35_44k_v1_10464		LOC_Os07g13600.1		gb|EAZ03334.1| 3e-67  hypothetical protein OsI_024566 [Oryza sativa (indica cultivar-group)]		LOC_Os07g13600.1 6e-69 expressed protein		GAAGTCTTTGTGTTAGTACTTAGTACTGCTTAATACCTTGATTGACTCCTTTTAGCAAGT		48028		AT5G05950.1

		13042		CUST_28059_PI390587928		4.207502		4.870215		2.4653442		4.175174		3.9429188		4.0325437		3.3700974		4.6964693		3.7865236		3.7059402		3.1843789		4.1398396		-1.2012888		-1.787163		1.8722242		1.435243		-1.3388351		-2.2412052		1.6460803		-1.0247945		-0.4209783		-0.8376713		0.9047532		0.5212951		-0.2645831		-1.1642747		0.7190347		-0.035334587		No		Yes		Yes		U35_44k_v1_13042		LOC_Os01g40110.1		gb|EAY74685.1| 9e-23  hypothetical protein OsI_002532 [Oryza sativa (indica cultivar-group)]		LOC_Os01g40110.1 3e-24 RNA-binding protein putative expressed		TTTAGAAAACTGTTCCAAGATACAGGAACATTGTGTTTGATGTTTACGGAACAGTGGGAC		25031		0

		28589		CUST_21638_PI390587928		10.814479		12.555697		12.539678		12.74339		10.066559		11.193234		11.038157		11.927337		9.20734		10.253884		11.103169		12.338513		-1.6793699		-2.5712378		-2.831409		-1.7605832		-3.0464702		-4.9307704		-2.7066498		-1.3239758		-1.6071386		-1.362463		-1.5015202		-0.8160534		-0.74792004		-2.3018131		-1.4365082		-0.4048767		Yes		Yes		Yes		U35_44k_v1_28589		LOC_Os01g50030.1		gb|AAL40895.1| 4e-68  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 8e-64 phosphoethanolamine N-methyltransferase putative expressed		TTTTTATCAGGGAATCGTGCTTCCATCAGTCTGGTGATTCCAAGAGGAAAGTGAACCCGA		27558		AT1G48600.1

		29652		CUST_8879_PI390587928		5.1457334		5.393746		6.3577614		5.587649		4.8785973		4.8322196		5.280726		4.3594985		4.811744		4.714659		5.269727		5.4476857		-1.2034166		-1.4758297		-2.1096964		-2.3426645		-1.2604939		-1.6011258		-2.1258416		-1.101877		-0.33398914		-0.5615263		-1.0770354		-1.2281504		-0.2671361		-0.6790867		-1.0880342		-0.13996315		No		Yes		Yes		U35_44k_v1_29652		-		No hits found		No hits found		TTCATCATCATATATGTTATCAGTTTTTCTCCACATCATGTCGCCGCCGTCGTCTCTTCA		29037		0

		9211		CUST_5913_PI390587928		5.074968		5.3065867		5.2511964		5.285753		4.042979		4.2884374		4.4548855		4.801748		3.512337		4.32807		4.083611		4.7895885		-2.0448415		-2.0253193		-1.7366546		-1.398621		-2.9539204		-1.9704384		-2.246354		-1.4104586		-1.5626309		-1.0181494		-0.7963109		-0.48400497		-1.0319891		-0.9785166		-1.1675854		-0.49616432		Yes		No		No		U35_44k_v1_9211		LOC_Os08g37030.1		gb|EAZ07334.1| 4e-47  hypothetical protein OsI_028566 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37030.1 4e-48 gibberellin receptor GID1L2 putative		CGGAACATATGTCCATGCACTTACATCTATTCCCTCCCTAAATATAAGTCTTTGTAAAAA		None		AT1G47480.1

		22757		CUST_41087_PI390587928		6.172199		6.1764183		6.5614815		6.2759347		6.1938434		5.4178834		5.12318		4.754301		6.4288692		5.9179096		5.6448483		5.7426324		1.015116		-1.6917717		-2.7100163		-2.8711598		1.1947182		-1.1962415		-1.8877047		-1.4472381		0.25667048		-0.7585349		-1.4383016		-1.5216336		0.021644592		-0.25850868		-0.9166331		-0.5333023		No		Yes		Yes		U35_44k_v1_22757		LOC_Os10g11980.1		gb|EAY77933.1| 2e-54  hypothetical protein OsI_031892 [Oryza sativa (indica cultivar-group)]		LOC_Os10g11980.1 4e-56 transferase family protein expressed		TTGTTGTGCCATGTCGGCGACACCAGGGCCGTCGTTGCCAAGCCTCTGCTCTTCATGCAG		None		AT5G17540.1

		26847		CUST_21166_PI390587928		6.258337		6.2489243		4.652481		5.284298		6.1965547		6.6456885		6.329431		6.810162		5.8934436		6.6332192		6.787809		6.1612797		-1.0437545		1.3165518		3.1975124		2.8795915		-1.2877865		1.3052218		4.393369		1.836529		-0.36489344		0.39676428		1.67695		1.5258641		-0.06178236		0.384295		2.1353278		0.87698174		No		Yes		Yes		U35_44k_v1_26847		LOC_Os11g01890.2		gb|EAY81729.1| 5e-41  hypothetical protein OsI_035688 [Oryza sativa (indica cultivar-group)]		LOC_Os11g01890.2 1e-42 expressed protein		TACTCCATTCCAAGGGTTCTTGCCCCGATGCCACAAAAGTACGTGAGGTGCGCGAAAAAA		25347		AT1G21600.2

		7959		CUST_33185_PI390587928		9.565881		10.256972		9.191251		8.149774		9.639009		10.286571		7.6109123		7.132294		9.516068		10.646056		8.147918		7.940705		1.0519956		1.0207279		-2.9904		-2.024379		-1.0351303		1.3095615		-2.0609837		-1.1559418		-0.049812317		0.029598236		-1.5803385		-1.0174794		0.0731287		0.38908386		-1.043333		-0.20906878		No		Yes		Yes		U35_44k_v1_7959		LOC_Os06g06950.1		gb|EAY75926.1| 1e-22  hypothetical protein OsI_003773 [Oryza sativa (indica cultivar-group)]		No hits found		GTTCCAACTTCGAACGATATGACGAAATTTTGGCGTATGGAGCCCTTTCGTTTCAAAAAA		15587		AT5G39210.1

		10590		CUST_38071_PI390587928		5.4593177		6.115145		4.604518		5.1965785		6.144446		6.4596763		8.294163		7.76807		6.556974		6.917825		7.332154		5.5707755		1.6078448		1.2697382		12.903091		5.944237		2.1400673		1.7443385		6.6236935		1.2961179		1.0976562		0.34453106		3.6896448		2.5714917		0.6851282		0.80268		2.7276359		0.374197		Yes		Yes		Yes		U35_44k_v1_10590		LOC_Os01g07870.1		gb|EAZ10731.1| 2e-76  hypothetical protein OsJ_000556 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07870.1 5e-78 multidrug resistance-associated protein 3 putative expressed		TCACATATGGGCTTAACTTAAACATGCTGCAAGCATGGGTTGTGTGGAGCATGTGCAATT		33400		AT3G13080.1

		3709		CUST_40657_PI390587928		9.267479		9.196874		9.576303		9.404595		9.042343		8.798013		8.245038		8.667775		8.881545		8.821255		8.386543		9.368379		-1.1688873		-1.3184665		-2.5162313		-1.6664988		-1.3067054		-1.2973961		-2.2811468		-1.0254213		-0.38593388		-0.39886093		-1.3312645		-0.7368202		-0.2251358		-0.37561893		-1.1897593		-0.036216736		No		Yes		Yes		U35_44k_v1_3709		LOC_Os04g48820.2		emb|CAH66729.1| e-136  H0404F02.5 [Oryza sativa (indica cultivar-group)]		LOC_Os04g48820.2 1e-138 deoxyribonuclease ycfH putative expressed		ACTCTAGTTTCTACGTACGTTGCAGTATCAGTATGTACCATGTACTACTCACTCCGTTCC		8039		AT5G17570.1

		1670		CUST_5636_PI390587928		11.208922		11.005867		11.135174		11.236893		11.332917		11.005357		10.130807		10.496159		11.186231		10.641013		10.592454		11.046867		1.0897483		-1.0003537		-2.006063		-1.6710259		-1.015853		-1.2877512		-1.4567162		-1.1407838		-0.022691727		-5.10E-04		-1.0043669		-0.7407341		0.12399483		-0.36485386		-0.54271984		-0.19002533		No		Yes		Yes		U35_44k_v1_1670		LOC_Os03g45180.2		ref|NP_001050797.1| 9e-46  Os03g0654500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g45180.1 2e-47 expressed protein		GGACCGAGTTCCCCCATAAAAACAATTGTTGATGAACTAAATGAAAAGGATTTCTCAATA		9264		AT1G28760.1

		38243		CUST_2508_PI390587928		5.984964		6.515923		6.971722		7.7951603		5.7970996		6.562926		8.420868		7.5185704		5.6446652		5.572031		8.133969		7.4035907		-1.1390762		1.0331163		2.7304633		-1.2113283		-1.2660186		-1.923711		2.2380576		-1.3118199		-0.34029865		0.047002792		1.4491458		-0.27658987		-0.1878643		-0.943892		1.1622472		-0.3915696		No		Yes		Yes		U35_44k_v1_38243		-		No hits found		LOC_Os11g33030.1 5e-05 vegetative cell wall protein gp1 precursor putative expressed		GCACAAAGCAATGACTTTGTAATCGCAGTGATTTCCAAGAATGTAACTCTTGATTTGTTT		34129		0

		15682		CUST_23651_PI390587928		1.2683232		1.5503389		1.2861533		1.3297237		1.8670629		3.6781578		5.273592		3.4581196		2.8496864		3.6558397		4.567629		1.9092907		1.5143931		4.3705626		15.861295		4.372311		2.9925249		4.303471		9.723499		1.4944006		1.5813632		2.127819		3.9874387		2.128396		0.59873974		2.1055007		3.2814755		0.57956696		Yes		Yes		Yes		U35_44k_v1_15682		LOC_Os02g11040.1		gb|EAZ22160.1| e-174  hypothetical protein OsJ_005643 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11040.1 1e-178 expressed protein		CGCGCATACTAGTCGTACTTTGTGCTTGCTTCTCGGATTTTTTCACTGTTTTAACCTTTT		10884		AT4G32460.2

		43824		CUST_32618_PI390587928		3.7442753		2.2436311		5.0217204		4.995612		4.1947684		4.5071855		6.035835		4.3469253		4.1218114		5.143412		6.1012497		4.7154164		1.3665073		4.80173		2.0196626		-1.5677406		1.2991213		7.463131		2.1133463		-1.2143596		0.37753606		2.2635543		1.0141144		-0.6486869		0.4504931		2.899781		1.0795293		-0.2801957		Yes		Yes		Yes		U35_44k_v1_43824		LOC_Os04g52800.1		gb|EAY95588.1| 2e-34  hypothetical protein OsI_016821 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52800.1 6e-36 conserved hypothetical protein		AAATTTACTCATGAACAGAAGAACGTTTGGTTCCAAAACCCAGAGGTTTTGCTGAAAAAA		40956		0

		49744		CUST_15385_PI390587928		5.1263204		5.172028		6.4631944		4.666408		4.837		4.3616776		4.0281577		3.9471161		4.3745575		4.307126		4.2225356		4.513611		-1.2220645		-1.7536373		-5.4077806		-1.6463737		-1.6838491		-1.821216		-4.726128		-1.111723		-0.75176287		-0.8103504		-2.4350367		-0.7192919		-0.28932047		-0.864902		-2.2406588		-0.15279722		Yes		No		No		U35_44k_v1_49744		-		No hits found		No hits found		TTTGCTTTTGCAAGCAAGGAATAAGTTTGTTTATGTGGGGAGCCCTGCCTTTGTAAAAAA		51638		0

		23305		CUST_2976_PI390587928		5.633255		5.8687224		4.9772677		5.9707503		5.5320797		7.149035		9.479056		8.75332		6.2659116		7.9959564		8.07237		7.0558686		-1.072647		2.428916		22.655487		6.880767		1.5504173		4.3687906		8.545126		2.1215494		0.6326566		1.2803125		4.5017886		2.7825694		-0.10117531		2.127234		3.0951018		1.0851183		Yes		Yes		Yes		U35_44k_v1_23305		-		No hits found		No hits found		AGCTTGTAACGTGATGTACACATATATAAGTGCGAATTGTTTTCCAGCACACCGTTTTTT		17087		0

		50572		CUST_24579_PI390587928		9.835947		9.737589		9.695046		10.261725		11.831642		11.697614		13.01294		13.4437		11.115689		11.413665		12.597333		11.115746		3.9880822		3.8906868		9.972076		9.075483		2.4279559		3.195576		7.4761033		1.8075306		1.2797422		1.9600248		3.317894		3.1819744		1.9956951		1.6760759		2.9022865		0.8540201		Yes		Yes		Yes		U35_44k_v1_50572		LOC_Os02g40200.2		gb|EAZ23814.1| 2e-66  hypothetical protein OsJ_007297 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40200.2 5e-68 receptor-like protein kinase precursor putative expressed		GGTCTACCAAGGTCATGATCTCATGTTTGAGTAGGTTGAGTTTATCCTTGATATTTGCAG		52798		AT3G47580.1

		14192		CUST_35464_PI390587928		6.501915		7.410452		5.88319		5.121906		7.8899612		8.017577		5.1787314		9.48449		7.5590267		7.1087837		6.134661		5.1443233		2.6172402		1.523221		-1.6295332		20.571636		2.0807617		-1.2325687		1.1904203		1.01566		1.0571117		0.6071253		-0.7044587		4.3625846		1.3880463		-0.30166817		0.25147104		0.022417545		No		Yes		Yes		U35_44k_v1_14192		LOC_Os03g52860.1		gb|AAB70865.1| 0.0  lipoxygenase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52860.1 0.0 lipoxygenase 2 putative expressed		CAACACAAGCATTTGAAAATGTTGAGTGGTTGGCCAAGGGTTAATGTATTTTTCCTTTTT		1735		AT3G22400.1

		8387		CUST_20569_PI390587928		5.982306		5.9160347		6.3873534		6.231458		5.4438844		5.3141828		5.161642		5.362282		5.2770543		5.175863		5.1833653		5.931015		-1.4523827		-1.5176635		-2.3387074		-1.8266199		-1.630429		-1.6703749		-2.3037562		-1.2315227		-0.7052517		-0.60185194		-1.2257113		-0.8691764		-0.53842163		-0.7401719		-1.2039881		-0.30044317		No		Yes		Yes		U35_44k_v1_8387		LOC_Os04g19684.3		ref|NP_001052334.1| 9e-89  Os04g0266400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g19684.3 2e-90 methyl-CpG binding domain containing protein expressed		CTACCGAAAGGATGGGTGAAAGAATTGGTGTTCACAAAGTGCAACGATGGAATTATAAAA		16989		0

		46155		CUST_6804_PI390587928		1.4459864		1.4561305		1.5098772		1.7872828		6.364674		6.5094743		7.3596554		10.14866		1.4713726		1.5870265		1.4595761		1.9711962		30.246323		33.20535		57.67116		328.87073		1.0177522		1.0949736		-1.035481		1.135961		0.025386214		5.053344		5.849778		8.361377		4.918688		0.13089597		-0.050301075		0.18391335		Yes		Yes		Yes		U35_44k_v1_46155		-		No hits found		No hits found		TAGTCAAATGGAACCAACAGTGCAGGGTATAAGATATCCATTGCCTTACCCTTGAAAAAA		45822		0

		38843		CUST_37567_PI390587928		3.3847008		3.8421679		1.5011164		4.158285		2.972428		4.6854115		3.821421		4.1941586		2.7665088		4.623516		4.3725123		4.124143		-1.3307805		1.7940792		4.9943757		1.0251772		-1.5349503		1.7187363		7.3177295		-1.0239477		-0.61819196		0.8432436		2.3203044		0.035873413		-0.4122727		0.7813482		2.871396		-0.034142017		No		Yes		Yes		U35_44k_v1_38843		LOC_Os03g38800.1		gb|AAT76330.1| 2e-67  putative ATPase [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38800.1 4e-69 mitochondrial protein putative expressed		AAGGGAAAGGGACATCGGGCCCCATCAGTACCACGCGAGACCCTCGAGCTCAGCTTTGAC		34789		AT3G50930.1

		24156		CUST_26112_PI390587928		6.3434963		6.5659328		6.3038425		7.054605		6.3126273		5.6001534		5.452572		5.7231708		6.185707		5.763153		5.6873183		6.363131		-1.0216273		-1.9531182		-1.8040892		-2.5165274		-1.1155764		-1.744459		-1.5331769		-1.6149327		-0.15778923		-0.9657793		-0.8512707		-1.3314342		-0.030869007		-0.8027797		-0.6165242		-0.69147396		No		Yes		Yes		U35_44k_v1_24156		LOC_Os01g22640.1		ref|NP_001042924.1| 1e-86  Os01g0329900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g22640.1 2e-88 alpha-L-fucosidase 2 precursor putative expressed		TGCTCGCCAAGATCCCCTCCATAGTCGGCCACATCAAATTCGGCATTGAGACCCTGTACG		31696		AT1G09390.1

		6354		CUST_920_PI390587928		5.810079		5.6948514		5.5284963		5.922896		6.1592517		6.1653004		6.6768985		5.931715		6.1395326		6.505524		6.459105		5.645326		1.2738298		1.3855406		2.2166827		1.0061316		1.2565373		1.7540292		1.9060801		-1.2121513		0.32945347		0.47044897		1.1484022		0.008819103		0.3491726		0.81067276		0.93060875		-0.27756977		No		Yes		Yes		U35_44k_v1_6354		LOC_Os05g07650.1		ref|NP_001054755.1| 3e-91  Os05g0168500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g07650.1 5e-93 transmembrane 9 superfamily protein member 2 precursor putative expressed		ATCATCAACCATCTCAAGTTCAGGGTTTTGGTTCATCCGTACCAAGCGCAAGGTGATGTT		13563		AT4G12650.1

		37648		CUST_40091_PI390587928		7.728558		7.4079394		7.293943		7.5356965		8.337398		8.380041		9.147251		8.568304		8.582589		8.636416		9.003842		8.550709		1.525032		1.9616963		3.613278		2.0457184		1.8075444		2.343195		3.2713802		2.02092		0.8540311		0.9721017		1.8533082		1.0326076		0.6088395		1.228477		1.7098994		1.0150123		Yes		Yes		Yes		U35_44k_v1_37648		LOC_Os02g56760.1		gb|EAY87980.1| 3e-54  hypothetical protein OsI_009213 [Oryza sativa (indica cultivar-group)]		LOC_Os02g56840.1 8e-56 phloem-specific lectin putative expressed		TTAGTTTGCTGGTTGGATATCCCTGGCAAGATAGATAGCAAGATGCTCTCCAAAGGCTCA		31609		AT1G80110.1

		29326		CUST_40525_PI390587928		5.349756		5.258566		5.691055		5.596354		4.8952274		4.8815184		4.9370613		5.0206456		4.69631		4.3936257		4.649055		5.201435		-1.3703347		-1.2986814		-1.6864547		-1.4904091		-1.5729204		-1.8212641		-2.05908		-1.3148688		-0.6534457		-0.37704754		-0.7539935		-0.5757084		-0.45452833		-0.86494017		-1.0419998		-0.39491892		No		Yes		Yes		U35_44k_v1_29326		-		No hits found		No hits found		TGCTGGTGCGCTTCCCCTCCAGAGAAATGAACCAACAGAGGAGCATGATGCCTTCAACCC		28578		0

		6796		CUST_27394_PI390587928		9.591183		9.616794		9.277576		9.994935		9.955085		10.106254		10.824285		10.410339		10.112346		10.214325		10.685657		10.51801		1.286902		1.4039193		2.9214976		1.3336724		1.4351116		1.5131252		2.6538377		1.4370149		0.521163		0.48946		1.5467081		0.41540432		0.3639021		0.5975313		1.4080801		0.5230751		No		Yes		Yes		U35_44k_v1_6796		LOC_Os10g37430.1		gb|EAY79216.1| e-176  hypothetical protein OsI_033175 [Oryza sativa (indica cultivar-group)]		LOC_Os10g37430.1 1e-178 expressed protein		GTAACTCATTTCTTCCTCTTGGTAAGAACATGTTGTGCCATTATAACAGATGCATTAAGA		20016		AT5G41950.1

		4430		CUST_6518_PI390587928		9.287366		9.138323		7.851911		8.384637		12.3083315		12.996033		13.001282		11.687318		13.188281		13.268359		12.56825		8.647674		8.117106		14.497275		35.490738		9.8674755		14.938001		17.50914		26.288113		1.200002		3.9009151		3.85771		5.1493707		3.302681		3.0209656		4.1300364		4.7163386		0.26303673		Yes		Yes		Yes		U35_44k_v1_4430		LOC_Os08g04370.1		gb|EAZ05530.1| 9e-36  hypothetical protein OsI_026762 [Oryza sativa (indica cultivar-group)]		LOC_Os08g04350.1 2e-37 uclacyanin-2 precursor putative expressed		CTCCTTTTTCTCGTGATTGATCATGCCTGCATGATTCTCTGTATAGTAAACTATATCATT		12685		AT2G32300.1

		38550		CUST_13117_PI390587928		10.921927		10.64209		10.404435		11.116149		11.352692		12.037683		13.021031		12.266515		11.770096		12.655807		12.663695		11.203892		1.3479474		2.6309662		6.1330137		2.2197018		1.8002139		4.0382123		4.7874594		1.0627062		0.8481684		1.3955927		2.6165962		1.1503658		0.4307642		2.0137167		2.2592602		0.087742805		Yes		Yes		Yes		U35_44k_v1_38550		LOC_Os06g41770.1		gb|EAZ37676.1| 3e-13  hypothetical protein OsJ_021159 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 8e-15 bZIP transcription factor protein putative expressed		ATGTAACTATGTGAATCCTGTTTTGCCAATGCCAGAATGACGTTGATGTCAAATTCAAAC		9431		0

		14905		CUST_35671_PI390587928		9.992759		10.091529		9.42405		5.527822		9.542491		10.115603		7.4446006		4.6660037		9.841973		10.47041		9.364586		4.553819		-1.3662938		1.0168272		-3.9434264		-1.8173274		-1.1101737		1.3003333		-1.0420789		-1.9642831		-0.15078545		0.024074554		-1.9794497		-0.8618183		-0.4502678		0.37888145		-0.059464455		-0.97400284		No		Yes		Yes		U35_44k_v1_14905		LOC_Os10g05910.1		ref|NP_001105118.1| 1e-40  proline-rich protein [Zea mays]		LOC_Os10g05970.1 1e-41 proline-rich protein putative expressed		GGTGTGTTGCTTTATCAAGATTTTGTAACTTCGGTGTGTTTTCTCGTAGAAGATGTATTT		603		0

		18931		CUST_9620_PI390587928		11.371303		9.081206		9.330386		10.9828615		12.551021		10.3026705		10.3159895		11.443278		12.712092		11.052937		10.254504		11.415744		2.265325		2.3318324		1.9801413		1.3759392		2.5328994		3.9223826		1.8975239		1.3499279		1.3407898		1.2214642		0.98560333		0.4604168		1.179718		1.9717302		0.92411804		0.4328823		Yes		No		No		U35_44k_v1_18931		LOC_Os10g30560.1		ref|NP_001064696.1| 0.0  Os10g0442300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g30560.1 0.0 cytokinin-O-glucosyltransferase 2 putative expressed		TTTTCCTCCGATCCACTATACTACCTGCTGCTATAATTAAACGACATTCCAAGTAAAAAA		17194		AT2G36970.1

		45335		CUST_9251_PI390587928		3.8721864		4.2407985		4.7525597		3.9224384		3.2085984		3.282181		4.2362547		4.9240775		3.552521		3.0187416		2.8876379		2.9608462		-1.5840173		-1.9434465		-1.4302872		2.0022736		-1.248041		-2.3327906		-3.6424818		-1.947458		-0.31966543		-0.95861745		-0.51630497		1.0016391		-0.66358805		-1.2220569		-1.8649218		-0.9615922		Yes		No		No		U35_44k_v1_45335		-		ref|XP_001401928.1| 7e-52  mitochondrial proton-pumping NADH:ubiquinone reductase nuo51-Aspergillus niger		LOC_Os07g45090.2 5e-43 NADH-ubiquinone oxidoreductase 51 kDa subunit mitochondrial precursor putative expressed		TACATCTGTGGTGAGGAGACCTCGCTCATTGAGTCAATTGAGGGCAAGGCTGGCAAGCCC		44081		AT5G08530.1

		15110		CUST_2570_PI390587928		11.637189		11.779111		11.595847		11.865479		12.027981		12.055847		13.143397		12.238728		12.42291		12.440324		12.642506		11.896946		1.3111129		1.2114512		2.9232035		1.2952657		1.7239535		1.5814116		2.0657399		1.0220505		0.7857208		0.27673626		1.5475502		0.3732481		0.3907919		0.6612129		1.0466585		0.031466484		No		Yes		Yes		U35_44k_v1_15110		LOC_Os01g03760.2		ref|NP_001041912.1| e-163  Os01g0128400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03760.1 1e-164 expressed protein		CTTCCGTCGCGATGGATGTTGTGAGACAAGTTTTGGTTTTATAAAATGTTGTTGAAACTT		2849		AT1G70770.1

		15202		CUST_26949_PI390587928		8.107724		8.411522		7.5954537		7.847799		8.251888		8.515748		9.841025		8.649361		8.583592		9.190666		9.652741		7.9108243		1.1050901		1.0749177		4.7422495		1.742987		1.3907549		1.7161127		4.162031		1.0446543		0.47586823		0.10422611		2.2455716		0.80156183		0.14416409		0.7791443		2.0572877		0.063025475		No		Yes		Yes		U35_44k_v1_15202		LOC_Os12g13380.1		ref|NP_001066462.1| e-124  Os12g0236400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13380.1 1e-126 adenylate kinase A putative expressed		CCGAGCGATTTAGCCGTACAAATGAGCATTATTTTATACATATGGACATCCTTTTTCATA		None		AT5G63400.1

		34181		CUST_6799_PI390587928		5.3940887		5.8642616		5.4206786		5.26112		4.668793		4.8743057		3.757509		4.480882		4.6460967		4.5345483		3.4605668		5.000723		-1.6532393		-1.9861243		-3.167116		-1.7174138		-1.6794537		-2.5135274		-3.8909214		-1.1978083		-0.74799204		-0.9899559		-1.6631696		-0.7802377		-0.72529554		-1.3297133		-1.9601119		-0.26039696		Yes		Yes		Yes		U35_44k_v1_34181		LOC_Os12g40279.1		gb|EAZ21079.1| 8e-21  hypothetical protein OsJ_035288 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40279.1 1e-22 protein kinase domain containing protein expressed		GTTTTGGCCTCATTGGAAAGGAGGCAACAATTACAAGTGGTTCAAGCGCTTATTTCTATA		None		0

		14939		CUST_35632_PI390587928		3.863617		3.0262735		2.3330104		3.3868315		2.0273063		3.2853177		1.3449326		1.3272573		1.6024436		2.2057438		1.599361		2.2596028		-3.5709567		1.1966856		-1.9835405		-4.1686325		-4.793812		-1.7660543		-1.6628401		-2.1843874		-2.2611732		0.25904417		-0.9880779		-2.0595741		-1.8363106		-0.8205297		-0.7336495		-1.1272287		Yes		No		No		U35_44k_v1_14939		LOC_Os06g45050.1		gb|AAU43824.1| 6e-21  NAC transcription factor [Hordeum vulgare subsp. vulgare]		LOC_Os06g45050.1 4e-06 clathrin assembly protein putative expressed		AATTGTGTAACATGTTTGGGAAATGATACAATCGTTTGAATGTCATAGCGGCCGCTGTCG		None		0

		37676		CUST_4402_PI390587928		8.294945		9.174952		8.383439		8.104148		7.7505507		8.633946		6.3007035		6.0574417		7.105209		7.9256387		7.0877852		7.497982		-1.4584076		-1.4549859		-4.236097		-4.131616		-2.2811098		-2.3772817		-2.4548821		-1.5222085		-1.1897359		-0.54100513		-2.0827355		-2.0467062		-0.544394		-1.2493129		-1.2956538		-0.6061659		Yes		No		No		U35_44k_v1_37676		LOC_Os09g27700.2		gb|EAZ09322.1| 2e-17  hypothetical protein OsI_030554 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27700.2 4e-19 microtubule-associated protein MAP65-1a putative expressed		AACCAATGTGTTATGTTAATTATTTTGGCAGGTCAATCTATTGGGTCGATTGCCAAGTAA		33324		0

		17492		CUST_22481_PI390587928		7.88141		7.7381043		7.724768		7.177574		7.369945		7.4299684		6.660236		6.9144692		7.330429		7.0925		7.132871		7.1738496		-1.425497		-1.238107		-2.0914917		-1.2000587		-1.4650816		-1.5643942		-1.5072273		-1.002585		-0.55098104		-0.308136		-1.0645323		-0.26310492		-0.5114651		-0.64560413		-0.591897		-0.003724575		No		Yes		Yes		U35_44k_v1_17492		LOC_Os02g37470.1		gb|EAY86469.1| 5e-34  hypothetical protein OsI_007702 [Oryza sativa (indica cultivar-group)]		LOC_Os02g37470.1 1e-35 FLU putative expressed		CATGCCTCTTGATCAAGCCCATGTTACTTCATTATAAAAGGAACTTGAGGAATCAAAAAA		7920		AT3G14110.1

		3727		CUST_40645_PI390587928		10.491517		8.918907		8.312324		8.867093		10.342376		9.232762		9.526277		10.675809		10.624591		9.3735895		8.837634		8.757718		-1.1089092		1.2430248		2.3197238		3.503303		1.0966277		1.370481		1.4392433		-1.0787607		0.1330738		0.31385517		1.213953		1.8087158		-0.14914131		0.45468235		0.5253105		-0.109375		No		Yes		Yes		U35_44k_v1_3727		LOC_Os05g31620.1		gb|EAY97840.1| 1e-63  hypothetical protein OsI_019073 [Oryza sativa (indica cultivar-group)]		LOC_Os05g31620.1 1e-64 polcalcin Jun o 2 putative expressed		GCTGTATCGACGCTGAAGAATAATCCTCTAATGTCGAATTTTATGTGCACTTATCTATAT		8829		AT1G24620.1

		929		CUST_27693_PI390587928		7.5958557		7.961828		8.479497		7.5758495		7.0930886		7.4499855		7.305575		6.8955975		6.974953		7.6131573		7.7535853		7.3630047		-1.4169286		-1.4258703		-2.2562423		-1.6024197		-1.5378369		-1.2733871		-1.6539454		-1.1589713		-0.62090254		-0.5118427		-1.1739221		-0.6802521		-0.5027671		-0.34867096		-0.7259116		-0.21284485		No		Yes		Yes		U35_44k_v1_929		LOC_Os09g07570.1		ref|NP_001062675.1| 5e-57  Os09g0249900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07570.1 1e-58 ferredoxin-thioredoxin reductase catalytic chain chloroplast precursor putative expressed		TCATTTTTCTTCCTGAGTGAATGAATGGTGTGTGGAAGGGAAGCAACAGCAAACAAAAAA		2379		AT2G04700.1

		32879		CUST_17173_PI390587928		6.1422067		5.9512877		5.8918724		5.683763		5.1001854		5.8650284		3.8537815		5.106171		5.007581		4.947944		4.8251977		5.196749		-2.0591106		-1.061614		-4.107017		-1.4923562		-2.1956155		-2.0046406		-2.0946		-1.4015409		-1.1346254		-0.086259365		-2.038091		-0.5775919		-1.0420213		-1.0033436		-1.0666747		-0.48701382		No		Yes		Yes		U35_44k_v1_32879		-		gb|EAZ03213.1| 4e-05  hypothetical protein OsI_024445 [Oryza sativa (indica cultivar-group)]		LOC_Os07g11280.2 5e-07 EMB2654 putative expressed		GGCATAGCCTTCCATCATCTCATGTACTCTTTCATTGAGAAAAGGCAAAAGCTTCTGTCT		11697		0

		30389		CUST_31572_PI390587928		6.837543		6.747438		7.3143983		6.7712245		5.909078		7.525085		7.060409		6.360289		5.858898		5.3859878		6.2674203		6.084603		-1.9032497		1.7143326		-1.1925		-1.3295475		-1.9706135		-2.5694332		-2.0661972		-1.6095102		-0.97864485		0.777647		-0.25398922		-0.4109354		-0.9284649		-1.3614502		-1.046978		-0.68662167		Yes		No		No		U35_44k_v1_30389		-		ref|YP_001108115.1| 4e-18  betaine-aldehyde dehydrogenase [Saccharopolyspora erythraea NRRL 2338]		LOC_Os08g32870.1 5e-13 betaine-aldehyde dehydrogenase putative expressed		TTGGTGTGATTGCCTCGTTCAACTACCCGCTGATGCTGGCGCTGTGGAAGATTGCTCCAG		30293		0

		26450		CUST_5064_PI390587928		6.378447		7.068703		5.981039		5.640326		6.0747724		6.409838		4.7501445		4.2630405		5.6501784		5.7006035		4.63925		5.297994		-1.2342843		-1.57884		-2.3471248		-2.5977912		-1.6566497		-2.5813034		-2.5346549		-1.2678041		-0.7282686		-0.658865		-1.2308946		-1.3772855		-0.3036747		-1.3680997		-1.3417892		-0.3423319		No		Yes		Yes		U35_44k_v1_26450		LOC_Os01g44069.1		gb|EAY75062.1| 3e-74  hypothetical protein OsI_002909 [Oryza sativa (indica cultivar-group)]		LOC_Os01g44069.1 5e-76 glycerol-3-phosphate acyltransferase 1 putative expressed		GAGATGGTCTTCCCCGCCATTCTGCCCAAGATAGCCGTCCACTGGCTCATCAACTTGTAC		21358		AT1G06520.1

		15709		CUST_21590_PI390587928		9.1477995		8.087383		7.3944993		7.3180194		10.047508		9.238362		11.968086		12.222964		10.037309		9.622196		12.455113		9.68085		1.8656893		2.2206454		23.811506		29.959568		1.8525457		2.8975086		33.373108		5.143786		0.8895092		1.150979		4.573587		4.904945		0.89970875		1.5348129		5.060614		2.3628306		Yes		Yes		Yes		U35_44k_v1_15709		LOC_Os01g59660.3		emb|CAA61021.1| 0.0  GAMyb protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g59660.2 0.0 transcription factor GAMYB putative expressed		AGAATAAGTCTATGCCTATCCGATGTTATATGTATCAAAATAAGTGCGCTTGGATGCATA		3667		AT5G06100.3

		30420		CUST_3641_PI390587928		4.288285		4.256094		4.2463775		3.625561		3.4800184		3.3757432		1.9724368		2.1803443		3.1543503		3.6353886		3.3132927		3.015195		-1.751106		-1.8408229		-4.8364234		-2.7230372		-2.1945643		-1.5376267		-1.9093542		-1.5266466		-1.1339345		-0.8803508		-2.2739406		-1.4452167		-0.8082664		-0.62070537		-0.9330847		-0.6103661		Yes		Yes		Yes		U35_44k_v1_30420		LOC_Os11g14220.2		ref|XP_001849099.1| 1e-56  tubulin alpha-1 chain [Culex pipiens quinquefasciatus]		LOC_Os11g14220.2 8e-56 tubulin alpha-3 chain putative expressed		TCACTACACCATTGGCAAGGAGATTGTCGATGTCGTGCTCGATCGCATCCGCAAGCTCGC		30333		AT1G50010.1

		50846		CUST_25858_PI390587928		5.3417916		4.919313		5.619331		5.139211		3.7711847		3.5379622		4.161234		3.9185553		3.7294405		3.9903898		4.184421		3.789777		-2.9702964		-2.6051216		-2.7474573		-2.3305266		-3.0574973		-1.9038544		-2.7036526		-2.5481217		-1.6123512		-1.3813508		-1.458097		-1.2206559		-1.570607		-0.92892313		-1.4349098		-1.3494341		Yes		No		No		U35_44k_v1_50846		-		No hits found		No hits found		CATGCTCGGGTGTTTGGGGAATGCTATAAGGTAAAGAAAGAGGAAATGGAAATCCAAAAA		None		0

		46630		CUST_37734_PI390587928		10.725888		10.830325		10.490264		10.742711		10.353105		10.526053		9.3735485		10.330323		10.016934		10.020837		9.744906		10.66835		-1.2948488		-1.2347951		-2.1685271		-1.3308868		-1.6346184		-1.7525897		-1.6763897		-1.0528945		-0.70895386		-0.3042717		-1.1167154		-0.41238785		-0.37278366		-0.8094883		-0.7453575		-0.07436085		No		Yes		Yes		U35_44k_v1_46630		LOC_Os04g49540.1		gb|EAY95309.1| 4e-24  hypothetical protein OsI_016542 [Oryza sativa (indica cultivar-group)]		LOC_Os04g49540.1 1e-25 expressed protein		GAAGGCTTGCGTACTGAACAGTTGATATTGAGCACTATTATGTTATATGTGCTGTTGTAA		46981		AT1G20830.1

		21611		CUST_4623_PI390587928		4.5618815		5.286157		5.3353353		4.073711		3.8865669		4.4766593		3.3450897		4.1656327		4.1013007		4.20232		2.940778		3.2400296		-1.596945		-1.7526013		-3.9730463		1.065789		-1.3760958		-2.119666		-5.2581573		-1.7822273		-0.46058083		-0.80949783		-1.9902456		0.09192181		-0.67531466		-1.083837		-2.3945572		-0.83368134		Yes		No		No		U35_44k_v1_21611		LOC_Os03g59640.1		gb|AAZ32779.1| e-144  chloroplast Mg-chelatase subunit XANTHA-G precursor [Hordeum vulgare]		LOC_Os03g59640.1 1e-127 magnesium-chelatase subunit chlD chloroplast precursor putative expressed		GGTGTTCTTTATGTCGATGAGATAAATCTATTGGACGACGGCATAAGCAATCTGCTTTTG		14775		AT1G08520.1

		23055		CUST_30208_PI390587928		5.347648		5.9376106		3.7731905		4.583926		4.8294415		5.7559395		6.0066895		5.483986		4.9928575		5.7060914		6.2665825		5.4188905		-1.4321738		-1.1341969		4.7027316		1.8661432		-1.2788		-1.1740706		5.6310034		1.7838129		-0.3547907		-0.18167114		2.233499		0.9000597		-0.5182066		-0.23151922		2.493392		0.8349643		No		Yes		Yes		U35_44k_v1_23055		LOC_Os03g63660.1		ref|NP_001051930.1| e-106  Os03g0853600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63660.1 1e-108 conserved hypothetical protein		TCTGATGGATTCATCATATTTGCTGCACTGTATGCCTGTATGTAGCACATTTCCTTGATG		20266		AT3G45900.1

		13229		CUST_17083_PI390587928		7.1405106		6.610941		6.703652		7.861035		10.541385		10.263841		12.762971		10.122574		11.078709		10.804169		12.29691		9.306585		10.562461		12.578603		66.686325		4.7950273		15.329068		18.2931		48.27681		2.7236671		3.938198		3.6528997		6.059319		2.261539		3.4008741		4.193228		5.5932584		1.4455504		Yes		Yes		Yes		U35_44k_v1_13229		LOC_Os08g09080.2		ref|NP_001061164.1| 2e-78  Os08g0190100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g09080.2 6e-80 germin-like protein subfamily 1 member 11 precursor putative expressed		TAACAAGGGTGATGTGTTTGTATTCCCAGAAGGTCTCATCCACTTCCAGTTCAACCCCAA		23877		AT5G39110.1

		34798		CUST_1972_PI390587928		5.7451625		5.790972		5.923359		5.944985		5.070007		4.7343974		4.2995276		3.9586823		5.1961155		5.149464		5.7734675		5.8405995		-1.596769		-2.0799875		-3.081924		-3.9622025		-1.4631189		-1.5599589		-1.109486		-1.0750363		-0.549047		-1.0565748		-1.6238313		-1.9863026		-0.67515564		-0.6415081		-0.14989138		-0.104385376		Yes		Yes		Yes		U35_44k_v1_34798		-		ref|NP_001057959.1| 6e-50  Os06g0588900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g38940.2 1e-51 protein UNQ2508/PRO5996 putative expressed		CCTATTCTAAACTTACCGATTGTATTTGTGAGCGGCCGCTCAACTAACTGGGAGAAGCTA		21897		AT4G37880.1

		26292		CUST_5968_PI390587928		4.233067		4.4250913		6.126368		5.60467		4.031283		4.055616		4.7920084		4.856956		3.8249266		3.9712532		4.705377		5.2088876		-1.1501198		-1.291883		-2.5216353		-1.6791301		-1.3269743		-1.3696793		-2.6776936		-1.3156562		-0.40814042		-0.36947536		-1.3343596		-0.74771404		-0.20178413		-0.4538381		-1.420991		-0.39578247		No		Yes		Yes		U35_44k_v1_26292		LOC_Os02g33430.1		emb|CAB53258.1| 7e-36  E2F protein [Triticum sp.]		LOC_Os02g33430.1 1e-17 transcription factor E2F3 putative expressed		TAAATCAAAGGCTAAGAACAATAAGCTGGGCCTCAGACACCTACGCCAAATGTTGGCTCA		27910		0

		20645		CUST_9387_PI390587928		9.1756115		8.93958		9.043378		9.025972		9.669452		10.0927725		10.691119		10.271058		10.256902		10.129829		10.233019		8.838306		1.4081882		2.224055		3.133427		2.3703263		2.1159275		2.2819219		2.2809598		-1.1389196		1.0812902		1.1531925		1.6477413		1.2450857		0.49384022		1.1902494		1.189641		-0.18766594		Yes		Yes		Yes		U35_44k_v1_20645		LOC_Os04g01280.1		emb|CAE12013.1| e-151  beta3-glucuronyltransferase [Hordeum vulgare]		LOC_Os04g01280.1 1e-110 galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1 putative expressed		TCTTGGATTGACTGGATTCTCAAGATGACAGGAATACAAGAAATAGAAGTTGAATGCCCT		18811		AT1G27600.2

		3001		CUST_9174_PI390587928		9.399186		8.994055		9.937839		8.695586		9.328401		9.033837		8.309971		7.687865		9.052144		8.800946		8.918552		8.193462		-1.0502884		1.0279589		-3.0905588		-2.010733		-1.2719501		-1.1432244		-2.0269158		-1.416297		-0.34704208		0.039782524		-1.6278677		-1.0077214		-0.07078552		-0.19310856		-1.0192862		-0.50212383		No		Yes		Yes		U35_44k_v1_3001		LOC_Os03g09060.1		ref|NP_001049226.1| 2e-86  Os03g0190100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09060.1 4e-88 14-dihydroxy-2-naphthoate octaprenyltransferase putative expressed		CTGTATCATTGGCTCCCGGATCTTCAAATCGCAGGCCTTGCAGTAGTATCTAGTATTACT		7013		AT1G60600.2

		1699		CUST_5032_PI390587928		8.283437		8.124244		8.465283		9.23207		9.313169		9.49027		10.8955965		10.132798		9.419547		9.845035		10.613168		10.137195		2.0416446		2.5775955		5.390104		1.8670082		2.1978765		3.2961705		4.431774		1.8727063		1.1361103		1.3660259		2.430313		0.9007282		1.0297318		1.7207909		2.1478844		0.90512466		Yes		Yes		Yes		U35_44k_v1_1699		-		gb|EAZ30169.1| 3e-65  hypothetical protein OsJ_013652 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24300.1 6e-67 protein kinase domain containing protein expressed		TTAGAGCTAGTACAAAGTTGTGACAGTTATTTTAAGACGGAGGAAGTACTTCTTTCATAC		18526		AT1G21250.1

		9402		CUST_11165_PI390587928		8.569303		9.152516		9.546517		8.309195		8.293848		8.50194		7.8621235		7.3770027		8.124634		7.938188		8.143809		7.315918		-1.2103753		-1.5697955		-3.2140534		-1.9081728		-1.3610016		-2.3203273		-2.643974		-1.9907011		-0.44466877		-0.6505766		-1.6843939		-0.93219185		-0.27545452		-1.2143283		-1.402708		-0.9932766		Yes		Yes		Yes		U35_44k_v1_9402		LOC_Os01g68890.1		ref|NP_001045203.1| 5e-05  Os01g0917700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68890.1 1e-06 wiscott-Aldrich syndrome C-terminal putative expressed		TGGTCACTGCCGAGTGCTGCTGATACTGGAGTACGTAATATTTTACTAGTCGCTAAAAAA		None		0

		5093		CUST_6115_PI390587928		8.8302145		8.037185		8.609135		8.367156		8.393983		7.342134		7.2545624		7.5571094		8.148243		8.196889		7.311148		9.048511		-1.3530655		-1.6189413		-2.5572128		-1.7532681		-1.6043307		1.117058		-2.4588547		1.6036447		-0.68197155		-0.6950507		-1.3545723		-0.8100467		-0.4362316		0.15970421		-1.2979865		0.6813545		No		Yes		Yes		U35_44k_v1_5093		LOC_Os03g06520.1		ref|NP_001049042.1| e-172  Os03g0161200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g06520.1 1e-173 sulfate transporter 3.1 putative expressed		CTACATTGTGGATGAAATCCACATGAAATGAATATCATCGTTTTTGTTGGTGTTGAAGCA		24851		AT3G51895.1

		24166		CUST_26074_PI390587928		9.330602		9.857738		9.335862		10.004948		9.413864		9.907934		8.721242		8.819552		9.202549		9.623529		8.757918		9.652745		1.059411		1.035406		-1.5311549		-2.274257		-1.0928177		-1.176261		-1.4927202		-1.2765079		-0.12805271		0.050196648		-0.6146202		-1.1853952		0.08326244		-0.2342081		-0.5779438		-0.35220242		No		Yes		Yes		U35_44k_v1_24166		LOC_Os08g05480.1		gb|EAZ05585.1| 2e-19  hypothetical protein OsI_026817 [Oryza sativa (indica cultivar-group)]		LOC_Os08g05480.1 9e-21 phloem-specific lectin putative expressed		CGCATATGCGTGTAGTTTGTGAATACTCCTTCCGTCCTAAAATAAATGTCTTAAAATAAC		24393		0

		5147		CUST_28585_PI390587928		10.794407		10.766075		11.203078		11.551159		10.35363		10.1211195		9.947037		10.362735		10.170835		9.915826		10.030125		11.179825		-1.357335		-1.5636913		-2.388395		-2.2790365		-1.5406854		-1.8028125		-2.2547283		-1.2935485		-0.62357235		-0.64495564		-1.2560415		-1.1884241		-0.44077682		-0.8502493		-1.1729536		-0.37133408		No		Yes		Yes		U35_44k_v1_5147		LOC_Os06g08440.1		gb|EAZ36050.1| 5e-71  hypothetical protein OsJ_019533 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08440.1 9e-73 two-component response regulator ARR1 putative expressed		GTAGTGCTGTGAATCTGTGATTCTATCGTGGGGAAATGGTTGATTTAGAAACGTAAAAAA		16787		0

		20373		CUST_29900_PI390587928		4.2861185		4.7837205		4.532857		5.695249		4.632797		5.954763		7.9938674		7.320824		5.0323944		6.607508		7.506634		7.08639		1.2716293		2.2517433		11.012045		3.0856514		1.6774571		3.5400941		7.855904		2.6228602		0.7462759		1.1710424		3.4610105		1.6255751		0.34667826		1.8237877		2.9737773		1.3911409		Yes		Yes		Yes		U35_44k_v1_20373		LOC_Os07g03900.1		ref|NP_001058830.1| e-124  Os07g0131100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03900.1 1e-126 lectin-like receptor kinase 7 putative		AAGACCTCAATCCAAACTCCTAGAGATTGTTCTGCCCATAGCTTCTGCGGTCTTTGTGTT		12915		AT2G37710.1

		40164		CUST_1043_PI390587928		7.391009		6.2736416		6.425202		6.877463		6.497729		5.51548		4.41209		5.5160656		5.670771		5.075023		5.586458		6.8303204		-1.8573942		-1.691334		-4.03652		-2.569339		-3.2949069		-2.2951977		-1.7884921		-1.0332165		-1.7202377		-0.75816154		-2.013112		-1.3613973		-0.89328		-1.1986184		-0.8387437		-0.047142506		Yes		No		No		U35_44k_v1_40164		LOC_Os01g37910.2		ref|NP_001105613.1| 2e-26  C13 endopeptidase NP1 precursor [Zea mays]		LOC_Os01g37910.2 7e-28 vacuolar processing enzyme precursor putative expressed		AAGAGAATAGGTAGTGTAGTTAATGCATTCTTTGGCACTCCACCATACGTTATGCTTTTG		36487		AT4G32940.1

		26775		CUST_19737_PI390587928		3.7732632		5.1044507		4.358576		4.6545563		3.1529548		3.7778416		4.0249996		4.131093		3.0995495		3.5479584		2.8678272		3.9964669		-1.5372038		-2.5081248		-1.2601331		-1.4374017		-1.5951738		-2.9413784		-2.8103478		-1.5779915		-0.6737137		-1.3266091		-0.3335762		-0.52346325		-0.6203084		-1.5564923		-1.4907486		-0.6580894		Yes		No		No		U35_44k_v1_26775		LOC_Os04g46310.1		emb|CAI64490.1| e-134  OSJNBa0065H10.9 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46310.1 1e-136 HEAT repeat family protein expressed		GCGTCTACTTTTGTGAAATTTATTGAATTGGTTGTAGCGGAAGGTGATAAGAGAGAAAAT		26043		AT3G06530.1

		4478		CUST_40244_PI390587928		2.7486274		2.1315625		1.812829		4.142566		2.8277922		5.442183		6.013574		5.6852913		1.7143852		2.815027		5.6595254		5.747492		1.0564063		9.921928		18.388668		2.913443		-2.0480378		1.6059918		14.387025		3.0418007		-1.0342423		3.3106205		4.200745		1.5427251		0.07916474		0.6834645		3.8466964		1.6049256		Yes		Yes		Yes		U35_44k_v1_4478		LOC_Os06g28050.3		No hits found		No hits found		GATGTAGTCGGATAAACCTTCATCCGAATTGGAGCATGCTGACATTGTTTGTCGACTCAC		10546		0

		18720		CUST_5999_PI390587928		5.4801955		5.295749		7.208601		6.871204		5.1480603		4.1618705		5.6796		5.4348464		4.3637013		4.379701		6.365364		6.8590865		-1.2588751		-2.1944795		-2.8858597		-2.706367		-2.1681945		-1.8869393		-1.794071		-1.0084345		-1.1164942		-1.1338787		-1.5290012		-1.4363575		-0.3321352		-0.91604805		-0.8432369		-0.012117386		Yes		Yes		Yes		U35_44k_v1_18720		LOC_Os01g03040.1		ref|NP_001041868.1| 1e-71  Os01g0120500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03040.1 3e-73 expressed protein		ATGCTAGACGTATAAGGAATTATAAACGGTTACTCGTTGAGCGGCCGCTCAGCAACATCT		12592		AT1G18060.1

		25266		CUST_22886_PI390587928		7.2016845		7.6293316		6.7801538		5.853251		6.9405046		7.5110145		5.590067		5.916462		6.878321		7.2817		5.6965575		6.0669637		-1.1984584		-1.0854679		-2.2816648		1.0447885		-1.2512442		-1.2724699		-2.1193123		1.1596687		-0.3233633		-0.11831713		-1.1900868		0.063210964		-0.26117992		-0.34763145		-1.0835962		0.21371269		No		Yes		Yes		U35_44k_v1_25266		-		gb|EAZ41209.1| 2e-55  hypothetical protein OsJ_024692 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43210.1 8e-37 protein binding protein putative expressed		TTGACAAGATACTCCATACCTGTTTGTACATCACAGCTGACTAGTTCAGGTACACTTAGC		21581		AT4G34100.1

		40903		CUST_10918_PI390587928		4.21046		4.835465		4.982636		4.1932926		3.2765992		4.44599		2.6377413		2.7797842		2.8898287		3.733791		3.4764783		3.9134843		-1.9103818		-1.3099165		-5.080233		-2.6638417		-2.497754		-2.1460354		-2.8405252		-1.2140335		-1.3206315		-0.38947487		-2.3448946		-1.4135084		-0.933861		-1.1016738		-1.5061576		-0.27980828		Yes		No		No		U35_44k_v1_40903		LOC_Os06g44460.1		gb|EAZ37861.1| 2e-69  hypothetical protein OsJ_021344 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g44460.1 5e-71 D-3-phosphoglycerate dehydrogenase chloroplast precursor putative expressed		ATTGCTGAGAGCACTTGATAATGGAACTGTTGCACAGGCAGCACTCGACGTGTTTTTTGA		None		AT1G17745.1

		3641		CUST_21711_PI390587928		11.564744		11.471087		11.67283		11.774959		11.510989		11.694546		12.7118025		11.777013		11.736873		12.263837		12.555443		11.756007		-1.0379628		1.1675289		2.0547643		1.0014249		1.1267197		1.7323728		1.8437119		-1.0132228		0.17212868		0.22345829		1.0389729		0.0020542145		-0.053754807		0.7927494		0.8826132		-0.018951416		No		Yes		Yes		U35_44k_v1_3641		LOC_Os09g33780.1		gb|EAZ12775.1| 1e-75  hypothetical protein OsJ_002600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g33780.1 2e-77 expressed protein		GACGATGATCTTCCCTGTTGTGTAGCTCCTACAATGAATCAATGACTTTGTTGGAAAAAA		10072		AT3G51980.1

		48341		CUST_40714_PI390587928		4.25918		3.9044466		2.810955		3.6538193		4.719517		4.5492597		8.382088		5.9225354		6.079345		6.9247584		8.346477		4.0084014		1.3758633		1.5635366		47.542065		4.8189406		3.5312161		8.113429		46.38291		1.2786151		1.8201652		0.64481306		5.5711327		2.268716		0.46033716		3.0203118		5.5355215		0.35458207		Yes		Yes		Yes		U35_44k_v1_48341		LOC_Os06g08023.1		gb|EAY99892.1| 2e-09  hypothetical protein OsI_021125 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08023.1 4e-11 flavonol synthase/flavanone 3-hydroxylase putative		GCATTAAACCCTAATATAAAACGTATCCGCTGTGGGCAACGACGGAGCAAAGATGATAAA		50000		0

		29812		CUST_40354_PI390587928		6.33795		6.7681537		5.6713004		5.8009605		5.8819966		6.2467246		5.2144904		4.8200383		5.945063		5.7340775		4.3834267		5.1555715		-1.3716892		-1.4353764		-1.3725036		-1.9737266		-1.3130184		-2.047802		-2.4416792		-1.5641611		-0.39288712		-0.52142906		-0.45681		-0.9809222		-0.4559536		-1.0340762		-1.2878737		-0.6453891		No		Yes		Yes		U35_44k_v1_29812		-		No hits found		No hits found		TTGAGGGCTTTCAGGGGATCTACGTACGTGTTTGCAAACAAGATGTGGGTGTGTATATAG		29291		0

		2850		CUST_37417_PI390587928		9.980615		10.360239		9.342313		10.059622		10.156745		11.483094		12.304952		11.884669		11.040866		11.936156		11.688197		9.813516		1.1298492		2.1777754		7.7954855		3.5431867		2.0852947		2.9812498		5.0837193		-1.1860018		1.0602512		1.1228552		2.9626389		1.8250475		0.1761303		1.5759172		2.3458843		-0.24610615		Yes		Yes		Yes		U35_44k_v1_2850		LOC_Os03g18910.1		gb|AAQ81633.1| 0.0  roothairless 3 [Zea mays]		LOC_Os03g18910.1 0.0 COBRA-like protein 7 precursor putative expressed		TTGCACCAATGTTGGTGCAATTGTAGGAACTTTCTTATGTTTAGCTTGTGTCATATACAG		6773		AT4G16120.1

		46060		CUST_7591_PI390587928		1.5280175		1.3909826		1.4137064		1.6288496		9.225475		6.32958		6.86396		9.703336		1.3561649		1.3262129		1.37123		2.2572937		207.57053		30.666618		43.72097		269.56433		-1.1265041		-1.045918		-1.0298802		1.5458969		-0.17185259		4.938597		5.4502535		8.074486		7.697458		-0.064769745		-0.042476416		0.6284441		Yes		Yes		Yes		U35_44k_v1_46060		-		ref|XP_001595401.1| 1e-44  hypothetical protein SS1G_03490 [Sclerotinia sclerotiorum 1980]		LOC_Os06g14620.1 6e-29 ribonucleoside-diphosphate reductase small chain putative expressed		ACGATACTTCATATCTCACGTGTTGGCATTTTTTGCCGCCTCTGACGGTATCGTAAACGA		45622		AT3G27060.1

		10261		CUST_40023_PI390587928		8.538264		8.455737		8.425006		8.485457		8.276817		8.019703		7.1295166		7.912416		8.265336		7.65225		7.207707		8.292157		-1.1986803		-1.3528804		-2.4546022		-1.4876565		-1.2082578		-1.7453148		-2.32511		-1.1433762		-0.27292824		-0.4360342		-1.2954893		-0.57304144		-0.26144695		-0.8034873		-1.217299		-0.19330025		No		Yes		Yes		U35_44k_v1_10261		LOC_Os01g67040.2		ref|NP_001045076.1| e-122  Os01g0895500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g67040.2 1e-123 rhomboid family protein expressed		TTAATTGACACAATGCTATACTTTCAGTTCTGGGAATCTGGTGTTATGCGCTTCAAAAAA		20528		AT3G59520.1

		40777		CUST_26358_PI390587928		8.9667845		9.29823		9.061524		9.390746		9.698888		10.075215		10.330958		9.692381		10.08696		10.199637		10.09942		8.690224		1.661059		1.7135463		2.4106696		1.2325402		2.173734		1.8678871		2.05323		-1.6250931		1.1201754		0.77698517		1.269434		0.3016348		0.73210335		0.90140724		1.0378952		-0.7005224		No		Yes		Yes		U35_44k_v1_40777		LOC_Os11g02200.1		ref|NP_001065573.1| 5e-31  Os11g0113300 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g02200.1 1e-32 expressed protein		GTGACGGTAGTGTTCGAACTTCCAAGTATGGATTTTGGACCAAGTTGGTTTCGTCTTTGT		30448		AT5G58375.1

		30904		CUST_6627_PI390587928		6.306504		6.478519		5.9862514		6.323771		6.348434		6.828144		8.489724		8.072596		6.34252		7.03677		8.261611		8.033238		1.0294902		1.2742295		5.6704874		3.3608463		1.0252789		1.4724829		4.841183		3.2704008		0.036016464		0.3496251		2.5034728		1.7488246		0.0419302		0.5582509		2.2753596		1.7094674		Yes		Yes		Yes		U35_44k_v1_30904		-		gb|EAZ30780.1| 4e-06  hypothetical protein OsJ_014263 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35130.1 5e-08 expressed protein		CCCCAAGAAGGTGCGCTACGGGCTCGGTTTCGTCGGCGCCTTCCTCGTGCTCTTCGCTTT		31023		0

		5173		CUST_16466_PI390587928		8.005344		8.279308		8.510491		8.338937		7.708202		7.5591187		6.768053		6.7079005		7.479899		6.958626		7.349993		7.7360406		-1.2287084		-1.6473985		-3.346002		-3.097354		-1.4393779		-2.4978426		-2.235346		-1.5187625		-0.52544546		-0.7201896		-1.7424383		-1.6310363		-0.2971425		-1.3206825		-1.1604981		-0.6028962		Yes		Yes		Yes		U35_44k_v1_5173		LOC_Os02g06360.1		ref|NP_001045955.1| e-163  Os02g0158300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06360.1 1e-165 expressed protein		GCAGGGTTGAGGTTAAATAAATCTTAAGTTGCCAATATTATATCCCTTTTATGCCGGTCC		18813		AT3G54690.1

		9835		CUST_37459_PI390587928		5.5323873		5.8427277		4.889943		4.6397285		5.976221		6.4775352		6.9066367		5.9348197		5.3761673		8.295327		7.464491		4.9904165		1.3602141		1.5527307		4.046553		2.453925		-1.1143636		5.4740157		5.9568424		1.2751685		-0.15621996		0.6348076		2.0166936		1.2950912		0.44383383		2.4525995		2.5745478		0.35068798		Yes		Yes		Yes		U35_44k_v1_9835		LOC_Os02g57480.1		gb|EAY88051.1| 3e-26  hypothetical protein OsI_009284 [Oryza sativa (indica cultivar-group)]		LOC_Os02g57480.1 9e-28 anthocyanin 5-aromatic acyltransferase putative expressed		CTTGCTCCTGTGAAGTTGTGATACAGTGTCAAATTTGAATCGGGATTATTATTTATTTGC		None		AT3G29590.1

		27759		CUST_10366_PI390587928		11.129794		10.938144		8.649541		8.709995		10.961658		10.051266		6.9585395		6.673288		10.576591		10.3453		7.189692		7.9280777		-1.1236063		-1.8491702		-3.2288074		-4.1030803		-1.4673404		-1.508217		-2.7507954		-1.7194147		-0.5532036		-0.886878		-1.6910014		-2.0367074		-0.1681366		-0.592844		-1.4598489		-0.7819176		Yes		No		No		U35_44k_v1_27759		LOC_Os03g43650.1		ref|NP_001050725.1| 2e-69  Os03g0637600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43650.1 4e-71 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		TGCATTTGTGGGGGTTAGGAGCAGTAAACATGCATCAAGAACCATCTAATAATCATAATG		22050		AT4G13340.1

		14728		CUST_37267_PI390587928		4.983381		5.485993		6.801502		1.7179898		3.9869006		3.946248		1.6600145		2.1428618		6.1130347		4.0477686		2.3733644		1.816054		-1.9951265		-2.907431		-35.29734		1.3424535		2.1880624		-2.7098713		-21.527931		1.0703363		1.1296539		-1.5397449		-5.1414876		0.42487204		-0.9964802		-1.4382243		-4.428138		0.098064184		No		Yes		Yes		U35_44k_v1_14728		LOC_Os02g40260.1		gb|EAY86685.1| 5e-31  hypothetical protein OsI_007918 [Oryza sativa (indica cultivar-group)]		LOC_Os02g40260.1 4e-32 protein binding protein putative expressed		GTGCTGCTACTACAGTTTTGTGGTAGTAGTAATTTAATTTCGACTGTATCTTTTTCAAGC		4319		AT1G49750.1

		21548		CUST_40842_PI390587928		4.325584		1.8230029		2.0092616		2.255088		2.7030604		3.959479		4.58697		5.0570674		3.3221347		4.9913797		3.976786		4.8492904		-3.0791316		4.3968673		5.9699063		6.9739656		-2.0047874		8.990348		3.910964		6.0385504		-1.0034492		2.136476		2.5777082		2.8019793		-1.6225235		3.168377		1.9675243		2.5942023		No		Yes		Yes		U35_44k_v1_21548		LOC_Os01g09080.1		gb|EAY72823.1| 4e-81  hypothetical protein OsI_000670 [Oryza sativa (indica cultivar-group)]		LOC_Os01g09080.1 8e-83 WRKY transcription factor 61 putative expressed		TGTCAAATGCGACACCCCCACGATGAACGATGGATGCCAATGGCGGAAGTACGGGCAGAA		14902		AT5G15130.1

		19037		CUST_4923_PI390587928		11.67419		11.519604		10.937806		6.3200927		11.251007		11.44827		8.805114		4.480885		11.171807		11.349063		10.238491		6.127426		-1.3408822		-1.0506877		-4.385351		-3.5781345		-1.4165508		-1.1254803		-1.6237338		-1.1428741		-0.5023823		-0.071333885		-2.1326923		-1.8392076		-0.4231825		-0.17054081		-0.6993151		-0.19266653		No		Yes		Yes		U35_44k_v1_19037		-		No hits found		No hits found		CTATCTTGTGTTTGACAGCGTGAGAATTATAATTCAGTTACTTGTGTTTTGTACCTTGTG		10452		0

		23878		CUST_29830_PI390587928		5.299772		5.211061		5.255421		5.9653687		5.8857913		6.8306565		7.596583		6.7988343		6.648361		7.934433		7.481903		6.666374		1.5010993		3.0728886		5.067105		1.7819607		2.5466301		6.604146		4.6799135		1.6256374		1.3485894		1.6195955		2.3411617		0.8334656		0.5860195		2.723372		2.226482		0.70100546		Yes		Yes		Yes		U35_44k_v1_23878		-		ref|NP_001043855.1| 3e-22  Os01g0678000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48620.1 7e-24 expressed protein		GACAGCTTGTTCGCCGCCGATGATGACCTCTACGGCAGCTATCGCTCGTTTTCCCTTTTC		None		0

		7820		CUST_51_PI390587928		7.922592		8.015963		7.478779		7.6045756		8.018363		8.378593		8.807205		7.86792		8.290086		8.842706		8.634379		8.154618		1.0686362		1.2857684		2.511286		1.2002578		1.2901096		1.7736768		2.2277703		1.464129		0.36749363		0.36263084		1.3284264		0.2633443		0.095770836		0.8267431		1.1556005		0.5500426		No		Yes		Yes		U35_44k_v1_7820		LOC_Os03g54870.1		gb|AAM47581.1| 3e-93  unknown protein [Sorghum bicolor]		LOC_Os03g54870.1 2e-94 NLI interacting factor-like phosphatase family protein expressed		CGGATGTGAATATGAATGAATTTTGTACCGGTGACCGAATTTTTGGAAAGCCTTATATTT		20134		AT3G29760.1

		10089		CUST_39341_PI390587928		7.3696365		7.5771003		6.5788174		8.114838		8.321534		9.390613		9.646882		9.0412		8.912906		9.427606		9.424174		8.206508		1.9344153		3.5149698		8.386476		1.9004776		2.914542		3.6062648		7.1868367		1.065603		1.5432692		1.8135123		3.0680647		0.92636204		0.9518976		1.8505054		2.845357		0.09167004		Yes		Yes		Yes		U35_44k_v1_10089		-		ref|NP_001065037.1| 7e-07  Os10g0510500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36703.1 2e-08 OsSAUR56 - Auxin-responsive SAUR gene family member expressed		CCGACGATGATTAATCGGCTGATCTGTACAAATTTTATTGTCTATTTAACGAGAGTTACA		21797		0

		33866		CUST_213_PI390587928		9.857379		8.783665		7.7269154		9.6156845		11.36794		12.167935		12.225907		12.433122		12.179939		12.587231		12.088413		9.688664		2.849208		10.441598		22.611612		7.049091		5.0021915		13.96328		20.556147		1.0518872		2.3225603		3.3842707		4.498992		2.8174372		1.510561		3.803566		4.361498		0.07297993		Yes		Yes		Yes		U35_44k_v1_33866		LOC_Os07g34940.1		gb|EAZ04168.1| 3e-12  hypothetical protein OsI_025400 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34940.1 5e-14 aspartic proteinase nepenthesin-1 precursor putative expressed		CGAAGACAAATGTACAAATATGTGTGTACACTTCCTAGGTGTTTTTCATCAGTTCTGTAT		None		0

		24738		CUST_35049_PI390587928		9.0468445		9.066139		8.691135		9.657515		11.172179		11.395463		11.482724		9.163154		11.701767		12.129601		11.625413		9.628998		4.3630433		5.025697		6.9239187		-1.4086967		6.2981253		8.359758		7.643734		-1.0199629		2.6549225		2.3293238		2.7915888		-0.49436092		2.1253347		3.0634613		2.9342775		-0.02851677		Yes		Yes		Yes		U35_44k_v1_24738		LOC_Os07g02850.1		ref|NP_001058773.1| 4e-48  Os07g0119800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02850.1 1e-49 expressed protein		TTGTAAGTCGTCCTTCTTGTTCCACGCCTGAATGAATAAAGGCAAATCCTATTCCCCCGA		36189		AT1G09310.1

		6956		CUST_9212_PI390587928		3.0172393		4.075687		2.0959475		3.0583527		2.4637663		2.2277596		1.419528		1.8279066		2.1713364		3.2680042		2.1755369		2.0734122		-1.4676144		-3.5998263		-1.5981685		-2.3463953		-1.7973893		-1.7503977		1.0567173		-1.9792317		-0.8459029		-1.8479273		-0.6764195		-1.2304461		-0.553473		-0.80768275		0.07958937		-0.9849405		Yes		No		No		U35_44k_v1_6956		LOC_Os02g52000.1		ref|NP_001048169.1| 3e-46  Os02g0756600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52000.1 6e-48 phi-1-like phosphate-induced protein putative expressed		AGTGCTCTGGAATGGCATTCGTTTGTGCAAAGGCAGTGCTTCTCGCGGCGGTGATGCTTG		18573		AT4G08950.1

		23631		CUST_23416_PI390587928		10.396586		10.703938		10.445583		10.19878		9.933776		10.441358		9.27044		9.486495		9.79947		10.106444		9.284722		9.819075		-1.3782241		-1.199622		-2.258153		-1.6383971		-1.5126901		-1.5130851		-2.2359083		-1.3010762		-0.5971165		-0.26257992		-1.1751432		-0.71228504		-0.46281052		-0.5974932		-1.160861		-0.37970543		No		Yes		Yes		U35_44k_v1_23631		LOC_Os10g40040.1		gb|EAY79423.1| 3e-24  hypothetical protein OsI_033382 [Oryza sativa (indica cultivar-group)]		LOC_Os10g40040.1 2e-25 expressed protein		TACCCTGTAGCCTGTACTGCATGCAAATCTTGAATTTGAATGTTCATCTGAAAACTTCCC		19548		AT5G52420.1

		23260		CUST_12959_PI390587928		6.718784		6.015597		7.375034		7.774512		7.544207		6.9442463		11.350539		9.686352		7.9433665		6.6978717		9.794002		9.116971		1.7720548		1.9034932		15.7306385		3.762887		2.3368783		1.604668		5.3478823		2.5358322		1.2245827		0.9286494		3.9755054		1.91184		0.82542324		0.6822748		2.4189677		1.3424592		Yes		Yes		Yes		U35_44k_v1_23260		LOC_Os03g38800.1		gb|AAT76330.1| e-120  putative ATPase [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38800.1 1e-122 mitochondrial protein putative expressed		AGAGAGCCTTTTTGAAGGGGGTGTTGTAAGAACATTTCCAACCAATTAAGAAAACCGTAA		17102		AT3G50930.1

		21981		CUST_30416_PI390587928		11.599484		11.710128		10.46758		9.298106		11.728199		11.487887		8.71341		8.916799		11.612098		10.831192		9.2930155		9.197895		1.0933192		-1.1665437		-3.3733206		-1.3025218		1.0087812		-1.8390182		-2.2572472		-1.0719303		0.0126132965		-0.22224045		-1.7541695		-0.3813076		0.12871456		-0.8789358		-1.1745644		-0.10021114		No		Yes		Yes		U35_44k_v1_21981		LOC_Os05g48870.6		gb|AAQ86958.1| 7e-47  ETTIN-like auxin response factor [Triticum aestivum]		LOC_Os05g48870.6 1e-25 auxin response factor 4 putative expressed		GGCTGCTGGAACTACCCTATATCATTAATATGTATGCTGTGGGAGGCCATTTAGCCCAAA		24760		0

		6059		CUST_37367_PI390587928		8.265023		8.758896		6.9909077		6.7672043		7.871392		8.523253		7.704371		6.7969537		8.116522		8.127909		8.060726		6.850521		-1.313696		-1.177431		1.6397357		1.0208348		-1.1084175		-1.5486243		2.0991693		1.059451		-0.1485014		-0.23564243		0.7134633		0.029749393		-0.39363146		-0.63098717		1.0698185		0.0833168		No		Yes		Yes		U35_44k_v1_6059		LOC_Os02g52280.1		gb|EAZ24695.1| e-109  hypothetical protein OsJ_008178 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52280.1 1e-111 expressed protein		TGCTAAGGGTATGAACTCCTTGGTATTGGTGGATGTGAAGCGCTTTGCACTTTCAAAAAA		13033		AT4G24610.1

		48099		CUST_33613_PI390587928		4.488926		5.430992		4.8475842		4.3684874		4.243204		3.989444		3.8317525		3.0384333		3.9443786		3.8778713		3.8746831		3.7135742		-1.1856859		-2.7161217		-2.0220683		-2.5141208		-1.4585626		-2.9345124		-1.9627836		-1.5745212		-0.5445473		-1.4415481		-1.0158317		-1.330054		-0.24572182		-1.5531209		-0.9729011		-0.6549132		Yes		Yes		Yes		U35_44k_v1_48099		-		No hits found		No hits found		TCCTTGCCTGTAAATTTTACCCGTAATGATAATTGGCCCCCCTTTTTCCGGGGTAAAAAA		16747		0

		26755		CUST_22066_PI390587928		8.549264		8.29156		9.248875		8.933895		8.34216		7.3536363		7.1370015		7.670522		8.519738		6.9664626		7.4438286		8.704486		-1.1543684		-1.9157693		-4.3225217		-2.4005632		-1.0206766		-2.5054984		-3.4944031		-1.1723548		-0.029525757		-0.9379239		-2.1118731		-1.2633729		-0.20710373		-1.3250976		-1.8050461		-0.22940922		Yes		Yes		Yes		U35_44k_v1_26755		LOC_Os04g50176.1		ref|NP_001053712.1| 5e-06  Os04g0591300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50176.1 1e-07 expressed protein		TCGTCCTGGCCCCTTTGGGTCTCGCCCGTAATTATACACAATAAAGTTGTGAATAAAAAA		25733		0

		7960		CUST_33184_PI390587928		5.1879687		5.1253657		6.0528083		5.9040527		4.4330235		4.6998105		4.9645348		4.6018834		4.376097		3.8037815		4.8204117		5.2331905		-1.6875676		-1.3430893		-2.1261945		-2.4659941		-1.7554872		-2.4994042		-2.3495698		-1.5920241		-0.8118715		-0.42555523		-1.0882735		-1.3021693		-0.7549453		-1.3215842		-1.2323966		-0.6708622		Yes		Yes		Yes		U35_44k_v1_7960		LOC_Os03g22540.1		gb|ABF95907.1| e-107  jmjC domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22540.1 1e-109 jmjC domain containing protein expressed		ATTGGTAAGCTTGTAAAGAGTTCTCAAGAAATGGTTAATGGTTGCAAAGCACATGATCTT		17799		AT1G09060.3

		29789		CUST_30548_PI390587928		2.4648836		2.0052521		2.0367925		2.0392332		4.002378		4.1991405		6.715587		5.0190854		4.4042277		4.884655		6.305571		4.195432		2.902899		4.57537		25.612831		7.8890533		3.8353126		7.358455		19.276602		4.4573894		1.9393442		2.1938884		4.678795		2.9798522		1.5374944		2.8794029		4.268779		2.156199		Yes		Yes		Yes		U35_44k_v1_29789		LOC_Os10g01100.1		ref|NP_001064013.1| 9e-52  Os10g0101000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g01100.1 2e-53 receptor-like protein kinase putative expressed		TAAAGATGCTCGATGGCACTATTGAGATGACTAAGCAGCCAGAAAAGCCGGTCGTCTTTT		29256		AT4G00340.1

		20439		CUST_15128_PI390587928		10.085841		10.051495		9.99853		10.273299		9.608981		9.946476		8.793078		9.707104		9.311645		9.290222		9.258668		10.05408		-1.3917114		-1.0755082		-2.3060951		-1.480614		-1.7102374		-1.6949849		-1.6700166		-1.1641034		-0.7741966		-0.105018616		-1.205452		-0.5661955		-0.47686005		-0.76127243		-0.73986244		-0.21921921		No		Yes		Yes		U35_44k_v1_20439		LOC_Os01g52050.1		dbj|BAD06331.1| 4e-41  putative brassinosteroid-insensitive 1 [Hordeum vulgare subsp. vulgare]		LOC_Os01g52050.1 3e-35 systemin receptor SR160 precursor putative expressed		GCTCCAGTAAGAGCTGTGTATGTACATATATAAATGGTGGATTTTCTTCGGTGCAAAAAA		15837		AT4G39400.1

		3940		CUST_23067_PI390587928		11.506413		11.646436		12.237911		12.231384		11.388133		11.371587		11.0492935		11.730278		10.6404085		11.04226		11.365384		12.117848		-1.0854403		-1.2098674		-2.2793424		-1.4152983		-1.8226088		-1.5201099		-1.8308672		-1.0818765		-0.86600494		-0.27484894		-1.1886177		-0.50110626		-0.11828041		-0.60417557		-0.8725271		-0.11353588		No		Yes		Yes		U35_44k_v1_3940		LOC_Os03g17600.1		ref|NP_001049763.1| 3e-93  Os03g0284600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17600.1 6e-95 expressed protein		CGATGCTTTGGGTGTATTTGTATAAACCCTAGTAAACCTGCTGCACGAATTTATATAAAG		9220		AT2G37240.1

		10473		CUST_7096_PI390587928		1.2892812		1.8346044		1.3104082		2.4230464		1.6940279		1.277975		5.652368		3.2700052		1.2895166		1.4127536		4.3975086		1.9483432		1.3238564		-1.4708289		20.279638		1.7987053		1.0001631		-1.339645		8.497866		-1.3896323		2.35E-04		-0.5566294		4.34196		0.8469589		0.40474665		-0.4218508		3.0871005		-0.4747032		No		Yes		Yes		U35_44k_v1_10473		-		No hits found		No hits found		TGTACGAGTGACGTCTCCATTGCTTCAGAGCTAATAGAACATGTTTCGTTTCCTAAAAAA		24294		0

		4919		CUST_38555_PI390587928		7.8267846		7.900664		6.310803		7.8076406		8.247792		9.207553		8.543516		9.094237		8.528831		9.094882		7.8516717		7.0991273		1.3388623		2.4740746		4.700171		2.4395192		1.6268102		2.288208		2.9096966		-1.6341193		0.7020459		1.306889		2.2327132		1.2865968		0.42100763		1.1942182		1.5408688		-0.70851326		Yes		Yes		Yes		U35_44k_v1_4919		LOC_Os03g55540.1		sp|Q42430|ZFP1_WHEAT 5e-37  Zinc finger protein 1 (WZF1)		LOC_Os03g55540.1 1e-28 zinc-finger protein 1 putative expressed		TTTGCTTAGCTTCGTCTGTGAACTGGCTACCATGTCGTCGTCCGCCATGGAAGCGCTCCA		10744		0

		7864		CUST_7_PI390587928		10.915276		10.68801		10.019769		9.935093		11.8871355		11.490224		12.172459		11.079133		12.208241		12.4268465		12.246877		10.893542		1.9613676		1.7437748		4.446561		2.2099905		2.4503126		3.3376584		4.681945		1.9432201		1.2929659		0.80221367		2.15269		1.1440401		0.97185993		1.7388363		2.227108		0.95844936		Yes		Yes		Yes		U35_44k_v1_7864		-		gb|AAP54676.2| 2e-16  methyltransferase family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37770.1 4e-18 methyltransferase family protein putative expressed		CAGTCCTTTTTGGATCTATGTTTGTGAAGATAAAATAATTCAGGGCGTTTTCGCGTAAAA		16037		0

		7827		CUST_44_PI390587928		11.008601		10.725818		8.573079		10.19237		11.184402		11.12405		10.358792		11.330071		11.400451		11.422713		10.16681		11.132047		1.1295916		1.3178923		3.4478886		2.2003012		1.3120744		1.6210129		3.0182889		1.9180979		0.39184952		0.39823246		1.7857132		1.137701		0.17580128		0.6968956		1.5937309		0.9396763		No		Yes		Yes		U35_44k_v1_7827		LOC_Os02g09050.1		gb|EAZ21986.1| 5e-06  hypothetical protein OsJ_005469 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09050.1 1e-07 expressed protein		GTGTAACTTATAGCTAAAGATGCTGGTCACGTTTCACGTTTCATTTGTATCGACAAAAAA		17462		0

		16301		CUST_7880_PI390587928		8.567499		8.106767		8.644645		8.682854		9.188605		9.302478		10.143754		9.230568		9.070966		9.805228		10.18826		9.344348		1.538054		2.2905772		2.8266814		1.4617679		1.4176158		3.2455468		2.9152415		1.58172		0.5034666		1.1957111		1.4991093		0.54771423		0.62110615		1.6984615		1.5436153		0.66149426		Yes		Yes		Yes		U35_44k_v1_16301		LOC_Os07g35260.1		gb|EAZ04185.1| 2e-77  hypothetical protein OsI_025417 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35260.1 2e-68 serine/threonine kinase-like protein putative expressed		CTCTCGAATATGCATGAGCATGCGTATTATATATTAAAAAAGAAGTGGCAAAAAAGCGGA		49629		AT4G23160.1

		43820		CUST_32624_PI390587928		3.9555724		3.983423		5.129874		4.654734		3.5129979		3.0914924		2.7766714		2.6579812		3.361025		2.0593164		2.9882765		4.0525155		-1.3590274		-1.8556577		-5.1095734		-3.9910076		-1.5099987		-3.7950177		-4.4125047		-1.5180492		-0.5945473		-0.8919306		-2.3532028		-1.996753		-0.4425745		-1.9241066		-2.1415977		-0.6022186		Yes		Yes		Yes		U35_44k_v1_43820		LOC_Os12g41860.1		gb|EAZ27925.1| 7e-48  hypothetical protein OsJ_011408 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43930.2 2e-49 class III HD-Zip protein 4 putative expressed		ATGCAGACGGTGAACCGGAAGCTGACCGCGATGAACAAGCTGCTCATGGAGGAGAATGAC		40937		AT1G30490.1

		30239		CUST_1551_PI390587928		8.087574		8.704757		7.7742925		6.425361		8.227821		8.531417		4.689872		3.1850908		7.3671737		7.5382423		5.8427577		5.57608		1.102094		-1.127666		-8.482095		-9.449712		-1.6476392		-2.244687		-3.8146079		-1.8016032		-0.72040033		-0.17333984		-3.0844207		-3.2402704		0.14024734		-1.1665144		-1.9315348		-0.8492813		Yes		No		No		U35_44k_v1_30239		LOC_Os09g37460.1		gb|EAZ09966.1| 1e-34  hypothetical protein OsI_031198 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37369.1 6e-35 OsSAUR41 - Auxin-responsive SAUR gene family member expressed		TGGGACTCACCCATCAATTTGCTCTTTGTACGTAGCTAAGCTACTGAAAATCTGTTTTTT		30054		AT1G29450.1

		10548		CUST_29642_PI390587928		9.600148		8.983216		8.293096		8.849631		9.450393		9.43994		10.0013		9.977546		9.788764		10.041362		9.741608		8.733718		-1.1093814		1.372422		3.2675385		2.1854258		1.1396698		2.0822532		2.7292643		-1.083661		0.1886158		0.45672417		1.7082043		1.1279144		-0.14975548		1.0581455		1.4485121		-0.11591339		No		Yes		Yes		U35_44k_v1_10548		LOC_Os12g06190.1		ref|NP_001065795.1| 4e-18  Os11g0156700 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05810.1 9e-20 expressed protein		GGCGAACCGAAGAACATATTGTGCTTGTGCAGGAGAAAACGAGATTCAACAATGGAAAGG		None		0

		12870		CUST_27727_PI390587928		8.193799		7.3188643		9.213633		8.910216		7.707422		6.6811357		7.9170327		8.107132		7.463816		6.5193405		7.926731		8.261976		-1.4009225		-1.5558777		-2.4564927		-1.7448275		-1.6586194		-1.7405266		-2.4400344		-1.5672551		-0.72998285		-0.6377287		-1.2965999		-0.8030844		-0.48637724		-0.79952383		-1.2869015		-0.6482401		No		Yes		Yes		U35_44k_v1_12870		-		No hits found		No hits found		CTTTTGTAGATCTGCCTAATATTCCAGATCAGATGCATGTGTCAGCAGATGTTCAAAAAA		38749		0

		28931		CUST_30026_PI390587928		4.79475		4.2392597		4.0857525		3.8530748		4.746005		4.6661663		6.267591		5.5053573		5.4435983		5.3339386		5.2029867		4.3801174		-1.0343648		1.344348		4.537314		3.1433055		1.5679158		2.1356554		2.169307		1.4409723		0.64884806		0.4269066		2.1818385		1.6522825		-0.048745155		1.0946789		1.1172342		0.5270426		Yes		No		No		U35_44k_v1_28931		LOC_Os04g54002.1		gb|AAX68502.1| 2e-64  putative S-locus receptor kinase [Triticum aestivum]		LOC_Os04g53994.1 8e-59 ATP binding protein putative expressed		ATGTTTCAATTTTTGGCATGGAACAGCACCTCATCGTCATGGAAGGCTTTCATAGAGCGG		28056		AT4G21390.1

		42729		CUST_27534_PI390587928		4.0997906		3.9966528		4.4065976		4.179402		3.226414		3.1042988		3.2314577		3.3213196		2.5201838		2.8839798		2.5233865		3.6359532		-1.8319455		-1.8562024		-2.2581477		-1.8126273		-2.9888837		-2.1624594		-3.6889522		-1.4574523		-1.5796068		-0.892354		-1.1751399		-0.8580823		-0.8733766		-1.112673		-1.8832111		-0.5434487		Yes		No		No		U35_44k_v1_42729		LOC_Os11g11340.1		gb|ABA92097.1| 1e-69  ATPase, AAA family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g11340.1 3e-71 CIP111 putative expressed		TGAAATAAGCTCATTATCATCATCCCTCTCAAAGTTAACCATGTCAATGGAGGATCATTG		38581		AT3G56690.1

		31067		CUST_34366_PI390587928		4.0503087		4.4964514		4.480183		4.7303615		3.9882183		3.8544128		4.4328866		3.6915238		3.8431194		3.3646443		4.3210673		4.549731		-1.0439774		-1.5605327		-1.0333267		-2.0545716		-1.154437		-2.1913304		-1.1166025		-1.1333792		-0.20718932		-0.6420386		-0.047296524		-1.0388377		-0.062090397		-1.1318071		-0.15911579		-0.18063068		No		Yes		Yes		U35_44k_v1_31067		-		No hits found		No hits found		AAGACCAAAATTCAGCTAGGATTGGGTGGCAACGGCGCGCTTCGTGTCGTCCTCCTCCTT		31211		0

		31573		CUST_25608_PI390587928		3.7783184		3.3769443		5.108397		5.2177653		3.6422832		2.1079657		3.424574		4.033899		2.9714668		2.4261181		4.3354707		4.698337		-1.098881		-2.4099088		-3.2127821		-2.2718482		-1.7493896		-1.9329792		-1.7087322		-1.433387		-0.8068516		-1.2689786		-1.6838231		-1.1838665		-0.1360352		-0.95082617		-0.77292633		-0.51942825		Yes		No		No		U35_44k_v1_31573		LOC_Os02g46980.1		gb|EAZ24277.1| 3e-33  hypothetical protein OsJ_007760 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g46980.1 9e-35 pentatricopeptide repeat-containing protein putative expressed		CCGCTCTGCGGCTGTACGTCGACATGCTGCACAACGACGTCGTGCCCGACGGCTACACGT		None		AT1G08070.1

		11195		CUST_19018_PI390587928		7.8085		8.052524		5.113489		4.929525		6.6059155		8.098972		2.7306554		3.9965122		6.3857064		7.0569577		3.7601147		4.80201		-2.3015156		1.0327197		-5.215602		-1.9092588		-2.6810412		-1.9938625		-2.5550907		-1.0924103		-1.4227934		0.046448708		-2.3828337		-0.9330127		-1.2025843		-0.9955659		-1.3533745		-0.12751484		Yes		No		No		U35_44k_v1_11195		LOC_Os04g52310.1		gb|ABF55689.1| 1e-63  putative zinc transporter [Triticum aestivum]		LOC_Os04g52310.1 1e-62 zinc transporter 1 precursor putative expressed		TTCATCCAGGAGTTCTCTATTTTCTCAAAATAATACACCCTTGGTGAAGAATTGACCATT		26252		AT3G12750.1

		2433		CUST_38855_PI390587928		6.9975033		6.9807644		6.8032017		5.529503		6.542519		6.2012367		4.7841444		4.3717384		6.6917863		6.4879894		5.60031		4.9309416		-1.3707678		-1.7165688		-4.0531883		-2.2311144		-1.2360327		-1.4071488		-2.3020065		-1.5142058		-0.305717		-0.77952766		-2.0190573		-1.1577644		-0.4549842		-0.49277496		-1.2028918		-0.5985613		Yes		Yes		Yes		U35_44k_v1_2433		LOC_Os11g05290.1		gb|EAY79959.1| 1e-36  hypothetical protein OsI_033918 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05290.1 6e-38 pop3 peptide putative expressed		TGCATTCCGTTCAAAAGTTGCTTGGTTATATCATCCTTGAATAAACATCGCTGGTTTTGC		5760		AT5G22580.1

		10647		CUST_23257_PI390587928		8.817352		8.779102		7.6174774		8.684845		9.026444		8.905406		8.845705		8.441151		8.845347		8.838524		8.817079		8.98754		1.1559606		1.0914936		2.34279		-1.1840208		1.0195942		1.0420479		2.2967618		1.2334466		0.02799511		0.12630367		1.2282276		-0.2436943		0.20909214		0.05942154		1.1996012		0.30269527		No		Yes		Yes		U35_44k_v1_10647		-		No hits found		No hits found		TCTGGCCGACGATAGTATGATAATATTTCATCCGAAACTGAACCATCACCCTTGTTGGTC		23236		0

		8218		CUST_27915_PI390587928		7.0972085		7.892264		6.098858		7.177908		6.9682994		7.490814		7.1156373		7.2660184		6.5960693		7.265838		7.293615		7.50905		-1.0934665		-1.3208345		2.023397		1.0629771		-1.4153306		-1.5437356		2.2890627		1.2580087		-0.50113916		-0.40144968		1.0167794		0.08811045		-0.12890911		-0.62642574		1.194757		0.33114195		No		Yes		Yes		U35_44k_v1_8218		LOC_Os12g44340.1		gb|EAZ21373.1| 2e-12  hypothetical protein OsJ_035582 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g44340.1 4e-14 ATMAP70-2 putative expressed		TGCTGACTTGTGTGTAGAAAAAACAAGAAGGCATTGCATCTTGGTGCCCAGAAGTGTCGA		20531		0

		8778		CUST_14564_PI390587928		4.813646		5.9742265		5.6210313		4.1216044		3.9610205		5.3058596		3.9796817		2.8248446		4.0378613		4.7439284		3.898801		3.7455168		-1.805784		-1.589273		-3.119575		-2.456765		-1.7121208		-2.3461545		-3.2994606		-1.2978176		-0.7757845		-0.6683669		-1.6413496		-1.2967598		-0.85262537		-1.230298		-1.7222302		-0.37608767		Yes		Yes		Yes		U35_44k_v1_8778		LOC_Os03g14250.1		ref|NP_001049544.1| 0.0  Os03g0246500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14250.1 0.0 expressed protein		CTGCGCTAGTTGAGAAAGTTCTATCAAATGAAAATGTCATAAATGACATCATTTTGACCC		17151		AT1G19835.1

		47673		CUST_21809_PI390587928		7.020216		7.264218		7.3484282		7.7286344		7.6874146		8.837888		10.56316		9.538171		8.1490135		10.473919		11.055374		10.298571		1.5879865		2.9766095		9.283905		3.5052965		2.186764		9.251588		13.058759		5.937832		1.1287975		1.5736699		3.2147317		1.8095365		0.66719866		3.209701		3.706946		2.5699363		Yes		Yes		Yes		U35_44k_v1_47673		LOC_Os11g26950.1		gb|ABA93512.1| 3e-68  Flavonol 3-O-glucosyltransferase, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g26950.1 7e-70 anthocyanidin 3-O-glucosyltransferase putative expressed		GAAATTCGTGAGGGCTTGAAAAGATGATGTATGCTTCGTTCGTACATGAAGTCAAATCAA		48939		AT4G27570.1

		12317		CUST_12038_PI390587928		4.6246233		4.7623506		3.0168533		4.3879685		4.0133266		4.3269696		6.354736		6.560379		4.4159627		4.831265		6.206209		5.6191196		-1.5276316		-1.3522679		10.111201		4.507759		-1.1556149		1.0489271		9.122036		2.3475423		-0.2086606		-0.43538094		3.3378825		2.1724105		-0.61129665		0.06891441		3.1893559		1.2311511		No		Yes		Yes		U35_44k_v1_12317		-		No hits found		No hits found		TCACTCATCGAAACAGGCTTCGCCCCGTTTTATATATAAAGCAACAACTGATTCAAATAA		32791		0

		23184		CUST_18980_PI390587928		5.8950043		6.3214035		4.9692764		4.0703106		7.466515		7.3821354		11.6354065		10.060344		8.640407		9.286182		10.594004		5.5597634		2.972158		2.0859895		101.555885		63.55938		6.7057667		7.8070574		49.341415		2.8078246		2.7454023		1.0607319		6.66613		5.990033		1.5715108		2.964779		5.6247272		1.4894528		Yes		Yes		Yes		U35_44k_v1_23184		LOC_Os10g38470.1		gb|EAY79285.1| 2e-68  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		GATCAGCGCTATGCTTTTCTCGTTGAAAATGTATCTCTCTTTATATATGTTCATTCCCCA		18367		AT1G10360.1

		16934		CUST_30065_PI390587928		9.61698		9.716		8.554296		9.393706		11.195752		11.062535		10.578708		9.75383		12.385521		12.241337		11.304622		10.597215		2.987156		2.5430074		4.0682607		1.2835358		6.814186		5.7570796		6.7286925		2.3029904		2.7685413		1.3465357		2.0244122		0.36012363		1.5787725		2.5253372		2.7503262		1.2035084		Yes		No		No		U35_44k_v1_16934		LOC_Os02g37490.1		No hits found		No hits found		TCTATGCACCCGTGTTGTGTTTATGGAATAAAAAGACAGGCGGATTTGCTCTCCAAAAAA		9925		0

		2644		CUST_8187_PI390587928		15.827586		15.808362		15.311797		14.788812		15.418274		15.654774		13.827022		13.862155		15.371677		15.47371		14.230763		14.601658		-1.3280525		-1.1123327		-2.7987363		-1.9008659		-1.3716465		-1.2610731		-2.1155515		-1.1385154		-0.45590878		-0.1535883		-1.4847755		-0.9266567		-0.40931225		-0.33465195		-1.0810337		-0.18715382		No		Yes		Yes		U35_44k_v1_2644		LOC_Os01g40870.1		ref|NP_001105047.1| 0.0  cytosolic aldehyde dehydrogenase RF2D [Zea mays]		LOC_Os01g40870.1 0.0 aldehyde dehydrogenase mitochondrial precursor putative expressed		CCGCCACATTTTAAGTTCAAGTCCAGGTTTGCGACCACATTCCTAGGCCACAACAAAAAA		10530		AT3G24503.1

		49660		CUST_4381_PI390587928		7.651175		7.365524		7.596649		7.697305		7.762941		8.554625		10.955901		9.513228		8.477925		10.966274		11.067821		9.538628		1.0805501		2.2801058		10.262085		3.5208488		1.7736856		12.132042		11.089876		3.5833833		0.8267503		1.1891007		3.359252		1.8159232		0.11176586		3.6007504		3.4711714		1.8413224		Yes		Yes		Yes		U35_44k_v1_49660		-		ref|NP_001105983.1| 1e-26  putative serine type endopeptidase inhibitor [Zea mays]		LOC_Os03g52390.1 3e-12 type II proteinase inhibitor family protein expressed		GAGGGTACCAACGGAAAGGAGGCTAAGGACGTAATGGTAATGTCTTTTGTACAATAAAGC		51508		AT1G72060.1

		44238		CUST_18401_PI390587928		6.3142877		6.453544		6.0981445		5.8338046		6.338988		6.9403		7.8153176		6.856609		6.742834		7.1365027		7.4715676		5.598444		1.0172683		1.4012903		3.2879152		2.0318646		1.3458768		1.6054287		2.5908458		-1.1772009		0.42854643		0.48675585		1.7171731		1.0228043		0.024700165		0.6829586		1.3734231		-0.23536062		No		Yes		Yes		U35_44k_v1_44238		LOC_Os11g02460.3		ref|NP_001049689.1| 6e-20  Os03g0271200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g16440.1 1e-21 protein TOC75 chloroplast precursor putative expressed		TTGCAGGGCACTACCACACTTGGGCATCATGTAACCGATTGGTACCAATAGTCATTTTTT		41812		AT3G46740.1

		34121		CUST_19487_PI390587928		7.854927		6.98963		8.212737		7.988957		7.71818		6.8736787		7.168608		7.065435		7.5844893		6.65323		7.2716937		7.962212		-1.0994233		-1.0836896		-2.062121		-1.8967401		-1.2061738		-1.2626021		-1.9199163		-1.018711		-0.27043772		-0.11595154		-1.0441289		-0.923522		-0.13674688		-0.33640003		-0.9410434		-0.026744843		No		Yes		Yes		U35_44k_v1_34121		-		gb|EAZ15855.1| 1e-14  hypothetical protein OsJ_030064 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g22570.1 3e-16 cellulase containing protein expressed		GTTCTTATTCACACCCTTTCTTCGACTGAAATTGGTAAATCTGAGTTATTGTGAACACCT		9267		0

		30655		CUST_13519_PI390587928		12.0746		12.812354		13.053752		12.592308		11.765393		12.317767		11.74182		11.684327		11.320109		11.644551		11.790638		12.335742		-1.2390264		-1.4089173		-2.4827373		-1.8764175		-1.6870362		-2.2466927		-2.4001324		-1.1946318		-0.75449085		-0.49458694		-1.3119316		-0.9079809		-0.30920696		-1.1678028		-1.263114		-0.25656605		No		Yes		Yes		U35_44k_v1_30655		-		No hits found		No hits found		TGTTTGATTCAACTGTTTTGTTTTGACCACGAGGTGGGGAGTGGAGAAAATGACCACGAG		30667		0

		1515		CUST_36087_PI390587928		15.351943		14.9981165		14.31537		14.015435		14.97805		14.765972		12.733547		12.911101		14.6815		14.262979		13.176141		13.706757		-1.2958447		-1.1745795		-2.9934773		-2.1499958		-1.5915612		-1.6645566		-2.2026324		-1.2385727		-0.6704426		-0.23214436		-1.5818224		-1.1043339		-0.37389278		-0.73513794		-1.1392288		-0.30867863		No		Yes		Yes		U35_44k_v1_1515		LOC_Os10g18340.2		gb|EAY78054.1| 2e-18  hypothetical protein OsI_032013 [Oryza sativa (indica cultivar-group)]		LOC_Os10g18340.1 5e-20 expressed protein		GTTTCTTAAGTTATGGATGTCTGTATGATGATCAATAATCCGGTTGTGCTAGCTAGAGGC		None		0

		20579		CUST_17573_PI390587928		6.350357		5.6607327		6.4296927		6.3215156		6.831449		6.5301604		7.727637		6.5395837		6.863108		7.0065536		7.1660438		6.272638		1.3957998		1.826938		2.4587824		1.163175		1.4267683		2.5417478		1.6659569		-1.03446		0.5127511		0.8694277		1.2979441		0.21806812		0.48109198		1.3458209		0.736351		-0.048877716		No		Yes		Yes		U35_44k_v1_20579		LOC_Os06g50030.1		dbj|BAD54109.1| e-152  putative calcium/calmodulin-dependent protein kinase [Oryza sativa Japonica Group]		LOC_Os10g36710.1 1e-137 CDPK-related protein kinase putative expressed		TGATTGATTTTGGTCTCTCTGATTTCATTAGACCAGATGAAAGGCTCAATGATATTGTTG		14097		AT2G46700.1

		19528		CUST_12790_PI390587928		11.132014		11.322472		10.386074		10.831079		12.311242		12.168793		13.645659		11.866959		12.608144		12.9201975		13.238159		11.6185875		2.2645555		1.7979103		9.577077		2.050364		2.7820137		3.0266585		7.220432		1.7260915		1.4761295		0.8463211		3.2595854		1.0358801		1.1792278		1.5977259		2.852085		0.78750896		Yes		Yes		Yes		U35_44k_v1_19528		LOC_Os04g58750.4		ref|NP_001054308.1| 0.0  Os04g0684200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58750.4 1e-176 protein kinase APK1B chloroplast precursor putative expressed		GGCTTTGTATATTTGTGAGAAGGCTCTATTCGGAACAGATCATGTGCTGCTACTTTGTGG		11518		AT1G63500.1

		8125		CUST_5754_PI390587928		3.5191555		1.6205229		3.8823974		3.3571146		5.6016793		4.6469316		6.161613		5.644543		6.012984		5.447178		6.6231384		4.9060535		4.235475		8.147789		4.8541393		4.881852		5.6327066		14.188546		6.6841354		2.9260187		2.4938283		3.0264087		2.2792156		2.2874286		2.0825238		3.826655		2.740741		1.548939		Yes		Yes		Yes		U35_44k_v1_8125		LOC_Os10g38470.1		ref|NP_001065121.1| 7e-71  Os10g0528100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38470.1 1e-72 glutathione S-transferase GSTU6 putative expressed		CCTATGTAAAACCTTGTTTCCGTAAGTGCAACAGTATGAAGACATCACACATTTCTCTGC		19134		AT1G10370.1

		23265		CUST_12954_PI390587928		10.201007		9.696876		10.274006		11.184997		10.358279		10.779324		11.762652		11.5899725		10.427922		10.70066		11.268733		11.0786705		1.1151767		2.1176262		2.8062558		1.3240668		1.1703299		2.0052528		1.9927036		-1.0764834		0.22691536		1.082448		1.4886465		0.4049759		0.15727234		1.0037842		0.99472713		-0.1063261		No		Yes		Yes		U35_44k_v1_23265		LOC_Os08g38560.1		gb|EAY85366.1| e-117  hypothetical protein OsI_006599 [Oryza sativa (indica cultivar-group)]		LOC_Os10g02970.1 9e-74 receptor-like protein kinase precursor putative		TATGCATTCCCATTATCTTGGTCCCTTCATTCAATTGTAGAAAAACATGGCAAATTCAGA		36360		AT1G35710.1

		1431		CUST_7715_PI390587928		13.79827		13.73206		11.951198		12.59772		13.320195		12.268077		15.182649		16.571302		13.848166		13.643878		14.36657		14.12214		-1.3928839		-2.7586904		9.392121		15.709684		1.0351905		-1.0630301		5.3345733		2.87671		0.04989624		-1.4639835		3.231451		3.9735823		-0.47807503		-0.08818245		2.4153728		1.5244198		No		Yes		Yes		U35_44k_v1_1431		-		emb|CAA69915.1| 5e-18  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 2e-18 subtilisin-chymotrypsin inhibitor 2 putative expressed		TGTTCTATGTCATGTTGTTTTGTTGTGAGTTGTAAGCATCAGTAATATTGTGGTCACTGT		3386		0

		10446		CUST_7164_PI390587928		5.289387		5.3821425		5.397738		5.7408614		6.2624474		6.416046		7.703199		6.7552567		6.9589076		6.924057		6.8795114		5.9035325		1.9629999		2.0475569		4.9432535		2.020056		3.1810882		2.9118063		2.7929182		1.1193577		1.6695204		1.0339036		2.305461		1.0143952		0.97306013		1.5419145		1.4817734		0.16267109		Yes		Yes		Yes		U35_44k_v1_10446		LOC_Os09g38690.1		emb|CAH67747.1| 1e-70  H0702G05.6 [Oryza sativa (indica cultivar-group)]		LOC_Os09g38690.1 4e-61 major Facilitator Superfamily protein expressed		ATTTGTTCCTGCTCCAAGTAGAGGAACCTGGATGGTGGTACTCTTAGCATTTTGGACTGT		20734		AT3G13050.1

		17054		CUST_28893_PI390587928		7.546017		8.325391		8.057738		7.057593		6.397289		7.245575		4.5418386		4.437291		5.5156593		6.2963924		5.78583		6.114198		-2.2171838		-2.1137662		-11.439084		-6.1487865		-4.0850616		-4.081214		-4.829615		-1.9230479		-2.0303578		-1.0798159		-3.5158997		-2.6203017		-1.1487284		-2.0289984		-2.2719083		-0.94339466		Yes		Yes		Yes		U35_44k_v1_17054		LOC_Os10g41130.1		ref|NP_001065380.1| 2e-38  Os10g0560700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41130.1 4e-40 DREB-like protein putative expressed		CTTGGAATACTCTCTGTACTTCATTGAGTTTCCCCAGGAAAAGAAATAGTAGTCAAAAAA		20485		AT5G11590.1

		1095		CUST_9439_PI390587928		9.189411		9.400426		9.624481		9.413021		9.184829		8.700424		8.190726		8.227245		8.929119		8.6189		8.239838		8.614053		-1.0031813		-1.6245067		-2.7014892		-2.2748568		-1.1977211		-1.7189476		-2.6110744		-1.7398565		-0.26029205		-0.7000017		-1.4337549		-1.1857758		-0.004582405		-0.7815256		-1.3846436		-0.7989683		No		Yes		Yes		U35_44k_v1_1095		LOC_Os03g20120.1		ref|NP_001049939.1| e-154  Os03g0316200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20120.1 1e-156 galactinol synthase 3 putative expressed		CGTCCTGTATGAAAGAATTATGTGTTGAATCAATAGGAAGATGCAACCATTATGGCAAAA		3811		AT2G47180.1

		24571		CUST_25871_PI390587928		7.637968		7.808943		8.424241		7.920737		7.5840645		7.717518		7.146898		7.1554275		7.3820286		7.1528306		7.4718184		7.6111703		-1.0380698		-1.0654219		-2.423922		-1.6997344		-1.1941131		-1.5758303		-1.9351194		-1.2393353		-0.25593948		-0.09142494		-1.2773433		-0.76530933		-0.05390358		-0.6561122		-0.9524226		-0.3095665		No		Yes		Yes		U35_44k_v1_24571		LOC_Os03g61620.2		ref|NP_001051796.1| 1e-36  Os03g0831700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61620.2 3e-38 expressed protein		TGTGGCATCTTTAACTGTATGAATGGTGTTTTGTCCTTTGCAAACTGTACTGCTGGTAAA		39346		0

		23619		CUST_23449_PI390587928		6.6145654		5.946426		8.906368		8.831468		5.6315618		5.404211		9.347249		7.266895		6.2826123		5.0086484		8.13643		8.255946		-1.9765762		-1.4562064		1.3574328		-2.957899		-1.2587162		-1.915575		-1.7051971		-1.490216		-0.33195305		-0.5422149		0.44088078		-1.5645728		-0.9830036		-0.9377775		-0.76993847		-0.57552147		No		Yes		Yes		U35_44k_v1_23619		LOC_Os05g48330.1		gb|EAZ35233.1| 4e-44  hypothetical protein OsJ_018716 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48330.1 1e-45 pepsin A putative expressed		GTAAGGCTCTCTGTCATAAGCAAGCGTTAATGAAATGCATGGGATGAAGGTCCTAAAAAA		48778		AT3G12700.1

		31101		CUST_20152_PI390587928		6.6836257		7.195024		7.968168		6.8560257		6.4199376		6.680145		6.4082265		5.8428845		6.1113815		6.2274528		6.742188		6.3628783		-1.2005439		-1.4288745		-2.9484184		-2.0183008		-1.4868346		-1.9555457		-2.3391426		-1.4075122		-0.57224417		-0.5148792		-1.5599413		-1.0131412		-0.2636881		-0.96757126		-1.2259798		-0.49314737		No		Yes		Yes		U35_44k_v1_31101		-		No hits found		No hits found		ACGGCGACGGCACGGCGCTCCCGACGTTCGACCCGCAGTCGGCGGCGGGCCGGCGGGAGG		31245		0

		35064		CUST_18438_PI390587928		6.6553016		7.6298985		6.6017137		5.410057		6.1476173		7.405108		4.46314		4.0757003		5.572888		7.1850657		5.376491		5.6347823		-1.4217662		-1.1686076		-4.403265		-2.5216303		-2.117576		-1.3611563		-2.3379152		1.1685547		-1.0824137		-0.22479057		-2.1385736		-1.3343568		-0.50768423		-0.4448328		-1.2252226		0.22472525		Yes		No		No		U35_44k_v1_35064		-		ref|NP_001044457.1| 4e-26  Os01g0783800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57480.1 8e-28 serine/threonine-protein kinase receptor precursor putative expressed		TGGAAACTATATCAGAGGTGATTGTGCTACTGCAAGTAGTCTACAGGACGACTGTTGTTC		21140		AT1G11350.1

		14601		CUST_10965_PI390587928		8.8600855		7.804663		8.243873		7.3498707		8.943157		7.26017		7.0449986		6.994713		9.267639		7.9261036		6.7448554		7.1656194		1.059271		-1.4585079		-2.2956042		-1.2791256		1.3264347		1.0878204		-2.8265011		-1.1362271		0.40755367		-0.5444932		-1.198874		-0.35515785		0.08307171		0.12144041		-1.4990172		-0.18425131		No		Yes		Yes		U35_44k_v1_14601		LOC_Os05g43690.1		gb|EAY98672.1| 3e-33  hypothetical protein OsI_019905 [Oryza sativa (indica cultivar-group)]		LOC_Os05g43690.1 5e-35 GPI-anchored protein putative expressed		TTCTCTCGTAGCGGTGGTGTTCCGAGACATATAATCATGTGTTGTCGTTCCATGAAAAAA		1881		AT1G69295.1

		47914		CUST_33365_PI390587928		11.596108		11.105205		10.445516		10.814049		12.126452		11.739764		11.783633		11.211521		12.337769		12.105205		11.559395		10.850609		1.4442736		1.5524638		2.5282123		1.3171982		1.6720989		2		2.164268		1.0256653		0.7416601		0.63455963		1.3381176		0.39747238		0.530344		1		1.1138792		0.03656006		No		Yes		Yes		U35_44k_v1_47914		LOC_Os04g27850.1		emb|CAH66506.1| 3e-17  OSIGBa0111I14.1 [Oryza sativa (indica cultivar-group)]		LOC_Os04g27850.1 7e-19 prolyl 4-hydroxylase alpha-1 subunit putative expressed		CAGAATAGAGAGGGGATTCTTTTCCTTGTAATCTGTAGTACAGATATACAACATTCAAGA		49480		AT2G43080.1

		8611		CUST_4337_PI390587928		10.403708		10.247348		10.048765		11.186207		11.6280365		12.216149		12.148579		11.277228		11.531906		12.712311		12.479272		11.459039		2.336466		3.914428		4.2865396		1.0651242		2.185855		5.5211277		5.390827		1.2081771		1.1281977		1.9688015		2.0998135		0.09102154		1.224328		2.464963		2.4305067		0.27283192		Yes		Yes		Yes		U35_44k_v1_8611		LOC_Os01g02130.1		gb|EAY72249.1| 5e-29  hypothetical protein OsI_000096 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02130.1 2e-30 expressed protein		ATGTACTGGTAGTACTACTCATGTCCATCGTGTTCATATTTCTTGAAAAGCCCTAATGCG		24119		0

		3603		CUST_21748_PI390587928		8.341286		8.626178		10.817754		9.18922		7.6950326		8.399348		9.133302		8.352172		7.660761		8.457523		9.589374		9.236512		-1.5650982		-1.1702603		-3.2141829		-1.7863919		-1.6027226		-1.1240096		-2.3430378		1.0333233		-0.6805248		-0.22682953		-1.684452		-0.83704853		-0.6462531		-0.16865444		-1.2283802		0.047291756		No		Yes		Yes		U35_44k_v1_3603		LOC_Os05g37200.1		ref|NP_001055680.1| e-134  Os05g0444300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37200.1 1e-136 solute carrier family 35 member F1 putative expressed		CGTTATGGTGGTCTGTGTAAGTACTAGTAAGGTAATACAGACAAAATATGGAGAGGGAAA		8794		AT3G59310.1

		12070		CUST_28537_PI390587928		8.646667		7.7743955		8.542045		8.693597		9.517695		8.983937		9.8930025		9.255103		9.402162		9.248944		9.688783		9.098708		1.8289669		2.3126419		2.5508144		1.4758092		1.6882108		2.7789671		2.214127		1.3241911		0.7554951		1.2095418		1.3509579		0.5615063		0.8710289		1.4745488		1.146738		0.4051113		No		Yes		Yes		U35_44k_v1_12070		LOC_Os07g35690.2		gb|EAZ04216.1| 2e-70  hypothetical protein OsI_025448 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35690.2 6e-72 CRK6 putative expressed		TCTGTACTAGTGTTACTTTACTGTCTATTTTGAGACCAGCTTGATGTACCCGGCGGCTCT		22016		AT1G65790.1

		25245		CUST_16996_PI390587928		4.779262		4.7105584		4.8514423		4.835573		4.00014		3.6242106		2.27088		2.083916		3.69356		3.2745674		2.2329385		3.3518174		-1.716086		-2.1233582		-5.981728		-6.7349033		-2.1224082		-2.7056797		-6.1411285		-2.796759		-1.0857022		-1.0863478		-2.5805624		-2.7516572		-0.7791219		-1.435991		-2.6185038		-1.4837558		Yes		Yes		Yes		U35_44k_v1_25245		LOC_Os09g25490.1		ref|NP_001105532.1| 5e-68  cellulose synthase catalytic subunit 12 [Zea mays]		LOC_Os09g25490.1 1e-69 CESA9 - cellulose synthase expressed		GAGTTCTACTTCTCACGCAAGGTCGACTACCTCAAGGACAAGGTCCAGCCCACCTTCGTC		46638		AT4G32410.1

		34138		CUST_19454_PI390587928		12.097099		13.11851		13.848443		12.265857		12.924985		13.304227		12.251717		12.769208		12.326481		12.686509		12.605676		12.306511		1.775082		1.1373818		-3.0245624		1.4175024		1.1723323		-1.3491036		-2.3665204		1.0285801		0.22938156		0.18571663		-1.5967264		0.5033512		0.8278856		-0.4320011		-1.2427673		0.040654182		No		Yes		Yes		U35_44k_v1_34138		LOC_Os10g38229.1		gb|AAS46120.1| 8e-54  photosystem I P700 apoprotein A2; psaB [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38229.1 7e-27 photosystem I P700 chlorophyll a apoprotein A1 putative		TTGAATCATGGATACAGGATCCTTTACACGTAAGACCTATTGCTCATGCGATTTGGGATC		None		ATCG00340.1

		6809		CUST_18628_PI390587928		8.998347		11.174245		10.926162		8.380013		8.891128		11.05917		8.604505		6.954508		7.5284743		9.456764		9.833757		7.807223		-1.0771503		-1.0830314		-4.999061		-2.6860862		-2.769975		-3.2886162		-2.132291		-1.4873979		-1.469873		-0.11507511		-2.3216572		-1.4255056		-0.107219696		-1.7174807		-1.0924044		-0.5727906		Yes		No		No		U35_44k_v1_6809		LOC_Os01g19800.1		ref|NP_001055289.1| 3e-55  Os05g0355300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g28730.1 9e-56 PIT1 putative expressed		CTGTATTGCAGGGGGCACAGTCGACCAATTAATCATCTGTAAATTATTCACATAAATAAA		17012		AT4G02075.1

		43161		CUST_12465_PI390587928		1.916653		2.420913		1.4424057		1.4018315		1.8001652		2.7301848		6.6071835		3.8399308		2.6343882		3.930761		5.285782		1.9949713		-1.0840925		1.2390821		35.871788		5.4192734		1.6445982		2.8478005		14.353952		1.5085262		0.7177352		0.3092718		5.1647778		2.4380994		-0.11648786		1.5098481		3.8433762		0.59313977		Yes		Yes		Yes		U35_44k_v1_43161		LOC_Os02g17760.1		gb|AAX89134.1| 2e-68  cytochrome P450 monooxygenase CYP71U4v2 [Hordeum vulgare subsp. vulgare]		LOC_Os02g17760.1 2e-37 cytochrome P450 71D8 putative expressed		AGCTCTGCTTGATGGCCGTAGCCACGATTCTCCTGACGTTGATTCTGAGGCAGGTTCTGG		39509		AT2G30770.1

		33072		CUST_33280_PI390587928		10.274165		11.495845		11.457482		12.553684		9.2468605		10.552216		9.999209		10.960125		8.207427		9.330472		10.263141		12.368529		-2.0382128		-1.9233606		-2.7477922		-3.0179298		-4.189384		-4.4858236		-2.2884037		-1.136939		-2.0667381		-0.94362926		-1.4582729		-1.5935593		-1.0273046		-2.1653728		-1.1943417		-0.18515491		Yes		Yes		Yes		U35_44k_v1_33072		LOC_Os04g46010.1		gb|EAZ31514.1| 4e-62  hypothetical protein OsJ_014997 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46010.1 9e-64 tetratricopeptide-like helical putative expressed		ACGATGCAACTAATGTAATCTGCTCCTGGCCGCCTGTTAATATGTTTTCGTAAGTAGCGG		6600		AT1G02150.1

		48700		CUST_35010_PI390587928		7.3446083		7.619845		7.525389		7.743213		6.7181153		7.83163		9.586105		7.237921		6.2730403		6.739273		9.244861		7.3971343		-1.5438076		1.1581205		4.1719337		-1.4194106		-2.1017165		-1.8411049		3.2931573		-1.2711012		-1.071568		0.21178532		2.0607162		-0.50529194		-0.626493		-0.88057184		1.7194715		-0.34607887		No		Yes		Yes		U35_44k_v1_48700		-		gb|AAR87166.1| 3e-11  expressed protein (with alternative splicing) [Oryza sativa (japonica cultivar-group)]		LOC_Os03g46440.1 4e-13 regulatory protein NPR1 putative expressed		GGTTTTGTTGACAGTTTGTAGTGCAGTGAAACCATGTATGTAGATGCAACCAAAGCAAGC		50699		0

		41896		CUST_16376_PI390587928		6.649238		5.8989506		6.3761144		6.100576		5.9777493		5.4562263		4.907454		5.115001		5.8292785		5.2116914		5.532805		5.7615795		-1.5927157		-1.3591684		-2.7676477		-1.980102		-1.7653567		-1.6102215		-1.7941611		-1.2648764		-0.81995964		-0.44272423		-1.4686604		-0.9855747		-0.67148876		-0.6872592		-0.8433094		-0.3389964		No		Yes		Yes		U35_44k_v1_41896		-		gb|EAZ00222.1| 3e-19  hypothetical protein OsI_021454 [Oryza sativa (indica cultivar-group)]		LOC_Os06g12100.1 6e-21 mTERF family protein expressed		TCCCTGTTGTCGAAGCTGCAGTATGTAGACTTGAAAGCTTTGCAACAAAAAATTCCATAA		37182		0

		20352		CUST_28924_PI390587928		5.130577		5.1274385		4.7545743		4.921966		4.238754		4.688858		4.447046		4.6739397		3.9919434		4.206323		3.286542		4.3897395		-1.8555197		-1.3552701		-1.2375858		-1.1875814		-2.201724		-1.8935788		-2.7664433		-1.4461594		-1.1386337		-0.4385805		-0.3075285		-0.24802637		-0.8918233		-0.9211154		-1.4680324		-0.53222656		Yes		No		No		U35_44k_v1_20352		LOC_Os12g08800.1		ref|NP_001066337.1| 3e-91  Os12g0189900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g08800.1 6e-93 las1-like family protein expressed		AACATATTTTAAATGCCATAAAATATGTACGTCGACTTTACTACACATGTCCCTCTGAGG		13756		AT5G12220.1

		23342		CUST_20736_PI390587928		7.108179		6.388827		6.3238206		7.281923		7.134075		7.6734443		8.200484		8.51198		7.6087937		8.084765		7.701484		6.726358		1.0181118		2.4361744		3.6722486		2.345763		1.4148161		3.239876		2.598472		-1.469744		0.50061464		1.2846174		1.8766637		1.2300572		0.025896072		1.6959386		1.3776636		-0.5555649		Yes		Yes		Yes		U35_44k_v1_23342		LOC_Os01g64360.1		gb|EAY76586.1| 2e-30  hypothetical protein OsI_004433 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64360.1 4e-32 DNA binding protein putative expressed		GTTTCATGGTGTCGGAGCTGGACTGGATAATATTGTACAGTGACGTGTTCCAGTCCAAAA		18658		AT3G10580.2

		23523		CUST_6199_PI390587928		9.028651		8.614327		9.396225		9.334055		8.689591		8.589655		8.433021		8.11794		8.17675		8.0498		8.728447		9.4130745		-1.264932		-1.0172487		-1.9496354		-2.3232026		-1.8048776		-1.478903		-1.5886244		1.0562999		-0.85190105		-0.024672508		-0.9632044		-1.216115		-0.33905983		-0.5645275		-0.667778		0.07901955		No		Yes		Yes		U35_44k_v1_23523		-		No hits found		No hits found		CGTGGAAATGTTCCGGTTGTATGCTGAGAAGTAAGACTGAAAATGCATATGATTTATTGT		19558		0

		7757		CUST_5818_PI390587928		6.2357197		5.838751		5.0074835		5.618151		5.5145535		7.0190253		8.40649		7.784021		6.0209565		7.3727593		8.298309		7.133018		-1.648514		2.2661989		10.548799		4.4873686		-1.1605134		2.8958933		9.786723		2.8577244		-0.21476316		1.1802745		3.3990068		2.1658697		-0.72116613		1.5340085		3.2908258		1.5148668		Yes		Yes		Yes		U35_44k_v1_7757		LOC_Os12g04360.1		gb|EAY79890.1| 8e-29  hypothetical protein OsI_033849 [Oryza sativa (indica cultivar-group)]		LOC_Os11g04560.1 2e-30 calmodulin-like protein 1 putative expressed		GTCATGGATGGAGGTCCACTTTGATGCTTGAACTTAAAAAATATACCGAATTTGTTTCAA		17335		AT3G10190.1

		20229		CUST_8377_PI390587928		4.258845		4.76806		5.301463		5.3792725		3.4472334		4.3725624		4.594722		3.061712		3.5188093		4.120693		4.6376185		5.0606403		-1.7551708		-1.3153965		-1.6321135		-4.9848857		-1.6702169		-1.566307		-1.584299		-1.2471476		-0.74003553		-0.3954978		-0.70674133		-2.3175604		-0.8116114		-0.647367		-0.6638446		-0.31863213		Yes		No		No		U35_44k_v1_20229		LOC_Os05g04830.1		gb|EAZ32821.1| 7e-37  hypothetical protein OsJ_016304 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04830.1 1e-38 expressed protein		AGGAAATTTTATGGTACATTGTAATACACGAGAACACGTGTGTTATATAAGGCCTATGCC		36201		AT3G62070.1

		30214		CUST_1585_PI390587928		8.836573		9.251666		9.896955		9.984509		8.710986		8.726053		8.935242		8.348662		8.351304		8.228286		9.156999		10.07635		-1.0909512		-1.4395449		-1.9476209		-3.1076996		-1.3998464		-2.032676		-1.6701248		1.0657291		-0.4852686		-0.52561283		-0.96171284		-1.6358471		-0.12558651		-1.0233803		-0.7399559		0.091840744		No		Yes		Yes		U35_44k_v1_30214		LOC_Os08g33940.1		gb|EAZ42860.1| 1e-08  hypothetical protein OsJ_026343 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33940.1 1e-10 MYB96 putative expressed		AGCAAGAACAAGAATTTAAGAACGGCGTGATCGCCGCCGATCGGGTAGCTGAGCAGAAAC		30014		0

		30808		CUST_19589_PI390587928		6.6096873		6.875171		8.065133		8.137094		6.493191		6.4619217		6.793686		6.928637		6.2884383		6.3144717		7.0584106		7.6118736		-1.084099		-1.3316818		-2.414036		-2.3109026		-1.2494117		-1.4749842		-2.009341		-1.439153		-0.321249		-0.4132495		-1.2714472		-1.2084565		-0.11649656		-0.56069946		-1.0067225		-0.5252199		No		Yes		Yes		U35_44k_v1_30808		LOC_Os03g14730.1		ref|NP_001049575.1| 6e-67  Os03g0252100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14730.1 2e-68 gibberellin receptor GID1L2 putative expressed		GTCCATGCTGGCCGGCATCGGAGCGGAGCGGCTGCGGAGGCTGCCGCCGTGCCTGGTGCT		30873		AT2G45600.1

		31155		CUST_20069_PI390587928		8.416568		8.561108		8.691579		8.886447		8.473647		9.103648		9.391091		8.756771		8.796628		9.8962145		9.590813		9.4056		1.0403575		1.4565352		1.623956		-1.0940479		1.3013961		2.5229416		1.8650752		1.4331132		0.3800602		0.54254055		0.6995125		-0.12967587		0.057079315		1.3351068		0.8992338		0.51915264		No		Yes		Yes		U35_44k_v1_31155		LOC_Os10g25900.1		ref|NP_001064537.1| 1e-38  Os10g0398100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g25870.1 4e-40 dirigent-like protein pDIR12 putative expressed		GATTCTTACGCCGTGTTATTCTGGTTTTAATTCAAGACTCCTTCCTTTGCACTTGAAAGA		31303		AT5G42510.1

		21831		CUST_12808_PI390587928		4.348992		3.7263787		2.1039712		2.499822		1.9898876		2.520723		1.5326315		2.8432333		2.1456728		2.5350096		1.6413828		1.4067386		-5.130517		-2.3064206		-1.4859028		1.2687532		-4.6053762		-2.2836936		-1.378012		-2.1332946		-2.203319		-1.2056556		-0.5713397		0.34341145		-2.3591042		-1.191369		-0.46258843		-1.0930833		Yes		No		No		U35_44k_v1_21831		-		No hits found		No hits found		ACCTGCGGGGCATGGCTATAAATGTAGCGTTGTTTTGCCTCAAGAAAAATCCCGAAGTAT		15628		0

		44766		CUST_33990_PI390587928		11.78732		12.800247		12.728049		10.883954		11.172772		12.115787		11.086333		9.18924		11.105144		11.704826		11.613758		11.029246		-1.531078		-1.6071011		-3.1203675		-3.237126		-1.6045587		-2.136754		-2.1648862		1.1059546		-0.6821766		-0.68446064		-1.641716		-1.6947136		-0.6145477		-1.0954208		-1.1142912		0.14529228		Yes		Yes		Yes		U35_44k_v1_44766		LOC_Os04g36070.1		ref|NP_001052882.1| 1e-20  Os04g0442300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36070.1 2e-22 OsRR1 - Rice type-A response regulator expressed		CCTTGTACAAAACGCACAATGAGGCAGGCAGTATCTGATGTCCCTTTGGGTTGGAAAAAA		42887		0

		2375		CUST_41473_PI390587928		9.766991		8.910675		8.384042		9.064766		12.489745		10.871419		12.141704		12.731944		11.471177		11.03695		12.784854		11.1998		6.60132		3.8926265		13.525986		12.7037115		3.2584512		4.3658876		21.124014		4.3924737		1.7041864		1.9607439		3.7576618		3.6671782		2.7227545		2.126275		4.400812		2.1350336		Yes		Yes		Yes		U35_44k_v1_2375		LOC_Os01g14550.1		sp|P16273|PRPX_HORVU e-124  Pathogen-related protein		LOC_Os01g14590.1 2e-98 pathogen-related protein putative expressed		AACATGTGACTTGTATCATCGTCTCCAGGATTTCGGATTTGGCAAAATTCCTTGTAATGG		5607		AT1G78780.2

		43282		CUST_32646_PI390587928		4.7781787		5.175887		4.790243		4.3185363		4.186479		4.854609		3.2059243		3.3893769		4.2697186		4.209025		3.54822		2.955284		-1.5070211		-1.249437		-2.998662		-1.9041662		-1.422531		-1.9545848		-2.3653002		-2.5726445		-0.50846004		-0.3212781		-1.5843189		-0.9291594		-0.5916996		-0.9668622		-1.2420232		-1.3632522		Yes		No		No		U35_44k_v1_43282		LOC_Os10g37830.2		ref|NP_001048762.1| 1e-21  Os03g0116700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02550.1 3e-23 ATPP2-A13 putative expressed		AACAAATTCCAGCACTCTGGCACGGCACGGACCAACCCGGTTCTCCGCATCTGACCCCTT		39785		AT3G61060.1

		28022		CUST_34556_PI390587928		9.380798		8.877141		8.849127		8.48836		8.949784		8.983605		7.3567996		7.840568		8.774966		7.258198		6.7008834		7.866182		-1.3481809		1.0765866		-2.8134243		-1.5667689		-1.5218563		-3.0714996		-4.432877		-1.5391977		-0.6058321		0.106464386		-1.4923272		-0.64779234		-0.43101406		-1.6189432		-2.1482434		-0.62217855		Yes		No		No		U35_44k_v1_28022		LOC_Os04g17100.2		No hits found		No hits found		CAATCTTGTTGTTTATGAGCAATGTTCCCAATCAGTGAATCAGATGAGCGTTGTAAAAAA		3058		0

		24436		CUST_12768_PI390587928		6.464335		6.962465		6.0774		6.5081425		7.443165		8.9874935		9.005956		8.367467		7.997788		12.510512		8.931401		9.408044		1.9708662		4.0699997		7.613477		3.6283772		2.8947785		46.78738		7.230027		7.4637537		1.533453		2.0250287		2.9285555		1.8593245		0.97882986		5.5480475		2.854001		2.8999014		Yes		Yes		Yes		U35_44k_v1_24436		LOC_Os12g25090.2		gb|AAT40067.1| 6e-22  MPI [Zea diploperennis]		LOC_Os12g25090.2 7e-19 expressed protein		TTTTCATTATATTGACAACGTCCCCAAACTAATATGCCCATGGTATGTGTTAGCTGCTCC		26186		0

		16506		CUST_19616_PI390587928		8.553839		8.48631		9.022455		8.698453		8.301448		8.081972		7.9122996		8.139649		8.113449		7.918102		7.9755936		8.577881		-1.1911795		-1.3234813		-2.1586893		-1.4730471		-1.3569708		-1.482681		-2.0660307		-1.0871658		-0.44038963		-0.40433788		-1.1101556		-0.55880356		-0.25239086		-0.5682082		-1.0468616		-0.12057209		No		Yes		Yes		U35_44k_v1_16506		LOC_Os01g73000.3		ref|NP_001045467.1| e-139  Os01g0960500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73000.3 1e-141 copine-4 putative expressed		GGTAAAACCTGAATGGAATATCAGCTATTGTGTTACAGTATGATCTGCATGACTCTAAAA		5195		AT5G63970.2

		8948		CUST_7529_PI390587928		4.374376		5.30524		4.018858		4.145278		3.6478302		3.185303		1.496357		1.3822842		3.4471118		3.8747342		1.3260146		2.4345205		-1.6546724		-4.3467503		-5.745773		-6.788034		-1.9016662		-2.6954124		-6.465865		-3.2733264		-0.927264		-2.1199372		-2.522501		-2.7629938		-0.7265456		-1.430506		-2.6928434		-1.7107575		Yes		Yes		Yes		U35_44k_v1_8948		LOC_Os11g29780.1		gb|EAY80965.1| 3e-16  hypothetical protein OsI_034924 [Oryza sativa (indica cultivar-group)]		LOC_Os11g29780.1 9e-18 plant-specific domain TIGR01627 family protein expressed		GCATGAATGGGTCATGTAAGTGGTTGTTTGGATAGATAATGAGGATTTATAGAAACAACT		42612		0

		49402		CUST_38672_PI390587928		9.545273		10.057822		8.892882		9.789343		11.050115		12.010891		12.646839		11.254613		11.841343		12.053708		11.656484		8.172713		2.8379354		3.8719726		13.491294		2.7611516		4.9111814		3.9886093		6.790893		-3.066578		2.29607		1.9530687		3.7539568		1.46527		1.5048418		1.9958858		2.7636013		-1.6166296		Yes		Yes		Yes		U35_44k_v1_49402		LOC_Os07g48900.1		gb|EAY89737.1| 3e-10  hypothetical protein OsI_010970 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19780.1 7e-12 expressed protein		TTTGGTCCGATTGGGAGTGTGCCCGCTAATCTAAATCCGTAAATGCATGAGATTTTCAGT		51090		0

		9104		CUST_22605_PI390587928		12.509071		11.882857		12.530304		12.383995		12.572945		11.701187		10.852687		11.239589		12.559704		11.537259		10.967069		11.788806		1.0452683		-1.1341962		-3.1989913		-2.2105515		1.0357189		-1.2706778		-2.955158		-1.5106705		0.050632477		-0.18167019		-1.6776171		-1.1444063		0.06387329		-0.34559822		-1.5632353		-0.5951891		No		Yes		Yes		U35_44k_v1_9104		-		gb|EAZ05428.1| 2e-50  hypothetical protein OsI_026660 [Oryza sativa (indica cultivar-group)]		LOC_Os11g17720.1 3e-51 expressed protein		AGCAAACCTCACCGACAAGGAGACGTTAGATTTCTTCAAGAGCATTGTGAAGCACATCGA		36321		AT3G50150.1

		47923		CUST_33335_PI390587928		6.2629447		8.038655		11.31445		9.770361		5.071293		7.9581375		9.690587		7.6191354		5.289227		8.388944		9.696419		9.433375		-2.284141		-1.0573975		-3.0819921		-4.44205		-1.9638948		1.2748154		-3.069559		-1.2631147		-0.9737177		-0.08051777		-1.6238632		-2.1512256		-1.1916518		0.3502884		-1.6180315		-0.3369856		Yes		Yes		Yes		U35_44k_v1_47923		LOC_Os11g32650.1		gb|AAQ19323.1| 2e-31  chalcone synthase [Triticum aestivum]		LOC_Os11g32650.1 3e-30 chalcone synthase putative expressed		ATCAATAACTATCGAATTTGGCTACCCCTATGGCATAGACCTCAACAAGAAACTATGAGT		11343		AT5G13930.1

		50780		CUST_8538_PI390587928		4.7738338		4.4249673		4.578654		5.1535506		4.4987		4.1589417		4.1479745		4.120273		4.5857244		3.94635		4.286024		4.7091804		-1.2101061		-1.2024906		-1.3478681		-2.0466685		-1.1392697		-1.3934075		-1.2248709		-1.36072		-0.1881094		-0.26602554		-0.43067932		-1.0332775		-0.2751336		-0.4786172		-0.29262972		-0.44437027		No		Yes		Yes		U35_44k_v1_50780		-		gb|EAZ09489.1| 1e-05  hypothetical protein OsI_030721 [Oryza sativa (indica cultivar-group)]		LOC_Os09g30070.1 8e-09 expressed protein		AAACCCTAGAGAAATTTTTGCCCGGAAGCCGTCCTTCAACATAATTGAAGTCCTTCCGGT		24622		0

		19619		CUST_39905_PI390587928		5.684633		5.180591		6.1739216		5.4112		4.9668555		5.1163964		4.065989		4.569433		4.5267806		4.6163335		5.150809		5.058464		-1.6446462		-1.0455011		-4.310731		-1.7922437		-2.23125		-1.4786265		-2.032299		-1.27698		-1.1578522		-0.06419468		-2.1079326		-0.84176683		-0.71777725		-0.5642576		-1.0231128		-0.352736		No		Yes		Yes		U35_44k_v1_19619		LOC_Os02g38020.2		gb|AAP49821.1| 6e-89  phosphate transporter 2-1 [Triticum aestivum]		LOC_Os02g38020.2 2e-79 inorganic phosphate transporter 2-1 chloroplast precursor putative expressed		TCTTGTCAGGATTCTACATGGCATGGAATATTGGAGCGAATGATGTGGCAAATGCCATGG		11639		AT3G26570.2

		4488		CUST_40236_PI390587928		10.856208		10.384884		10.04378		9.333451		11.034268		10.262348		7.917095		8.643168		10.791537		9.611213		8.478694		9.518487		1.131362		-1.0886467		-4.367129		-1.6135998		-1.0458461		-1.7096146		-2.9589522		1.1368451		-0.06467056		-0.122535706		-2.1266851		-0.6902828		0.17806053		-0.77367115		-1.5650864		0.1850357		No		Yes		Yes		U35_44k_v1_4488		LOC_Os02g45710.1		gb|EAZ35565.1| 8e-15  hypothetical protein OsJ_019048 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49000.1 3e-10 RING zinc finger protein-like putative expressed		CAGGGGAATTTGGGAAACGCTTTCTCTCTGCTCACTTTTTCTTTCATTTTTATTCTTGTC		None		AT3G61460.1

		19466		CUST_704_PI390587928		12.140309		12.372181		12.859642		12.655155		12.727366		12.926013		14.187679		13.146588		13.478635		13.55423		13.952291		13.3614435		1.5021794		1.4679798		2.510609		1.4058408		2.5285766		2.2689877		2.1326518		1.6316011		1.3383255		0.55383205		1.3280373		0.49143314		0.5870571		1.1820488		1.0926485		0.70628834		Yes		No		No		U35_44k_v1_19466		LOC_Os07g17330.1		ref|NP_001059360.1| 3e-37  Os07g0274700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g17330.1 6e-39 B12D protein expressed		GAATCATTATTCGAATCGTTGCCTGGCCATGGAAATATTTGATCATGTTAAGAGTATTAC		11118		AT3G48140.1

		43064		CUST_24864_PI390587928		4.9151764		6.366839		4.7475457		3.9505794		4.4075675		5.7651734		2.455816		3.7373006		3.8631294		4.5559673		2.7491016		3.3488197		-1.4216919		-1.5174674		-4.896428		-1.15932		-2.0734699		-3.5085418		-3.9956884		-1.5175664		-1.052047		-0.6016655		-2.2917297		-0.21327877		-0.5076089		-1.8108716		-1.9984441		-0.6017597		Yes		No		No		U35_44k_v1_43064		-		ref|NP_001060662.1| 9e-23  Os07g0682700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48420.1 2e-24 expressed protein		ATGCTTTTTCTGAAGACACCTCTGGAATCACTAAATCAGTTGATGATTGCAGCCATCTGA		39250		0

		43900		CUST_31620_PI390587928		6.1473126		6.494353		3.0417202		2.0312712		8.017463		8.581946		11.112735		8.293908		8.828801		10.134176		11.595099		5.6258454		3.6557062		4.2503853		268.91647		76.778854		6.4151745		12.465108		375.68484		12.0802145		2.6814885		2.0875936		8.071014		6.262637		1.8701501		3.6398234		8.553379		3.5945742		Yes		Yes		Yes		U35_44k_v1_43900		LOC_Os04g14690.1		gb|EAY93143.1| 7e-29  hypothetical protein OsI_014376 [Oryza sativa (indica cultivar-group)]		LOC_Os04g14690.1 1e-30 monooxygenase/ oxidoreductase putative expressed		TACAAAAATTTGCTTGTTCCAATCTGTAAAAGCTTTTCGCATGCCATATTACCAGGTGGC		41166		0

		23807		CUST_27358_PI390587928		5.060125		5.4628596		4.1190095		4.746383		6.365158		7.4240727		7.745044		7.9015975		6.7059073		7.5224366		7.267526		4.6309695		2.470894		3.8938928		12.346539		8.908696		3.1291752		4.1686406		8.867434		-1.0832856		1.6457825		1.9612131		3.6260347		3.1552143		1.3050332		2.059577		3.1485167		-0.115413666		Yes		Yes		Yes		U35_44k_v1_23807		LOC_Os03g57640.1		ref|NP_001051515.1| 2e-50  Os03g0790500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57640.1 5e-52 gibberellin receptor GID1L2 putative expressed		CGTGGAGGACGAGTGGAGTAACATTTTATATTGATCACTATAATATAGTATGTGTATGTC		20051		AT5G06570.2

		44728		CUST_24177_PI390587928		4.5992637		5.0008206		5.504355		4.6979375		4.147265		3.8927183		5.279823		4.2142944		3.8830996		3.9606721		3.7915623		3.5744808		-1.3679341		-2.1556191		-1.1683983		-1.3982701		-1.6428083		-2.0564394		-3.2779472		-2.1786835		-0.7161641		-1.1081023		-0.22453213		-0.48364305		-0.4519987		-1.0401485		-1.7127926		-1.1234567		Yes		No		No		U35_44k_v1_44728		-		gb|EAY93247.1| 2e-15  hypothetical protein OsI_014480 [Oryza sativa (indica cultivar-group)]		LOC_Os04g09590.1 3e-17 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		TTGCGCCGGCATCGTCCATCTCTCCTCTTTCGACAGGCGCTGATGCACTATCCCCCGATG		42813		0

		31050		CUST_34392_PI390587928		14.991229		14.427335		15.400195		15.778636		15.292521		15.726573		18.3733		16.798643		15.509174		16.112825		18.209887		15.995789		1.2322478		2.460989		7.8522463		2.027929		1.4319144		3.2164977		7.011346		1.1624371		0.5179453		1.2992382		2.9731054		1.0200071		0.30129242		1.6854906		2.8096914		0.2171526		Yes		Yes		Yes		U35_44k_v1_31050		LOC_Os12g42884.3		emb|CAJ01714.1| 1e-23  methionine synthase 2 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.3 1e-24 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		TTTGGTGGGTGGTCTCATTGTTTACAGGTTGTGTGGTCTTGTCGCGGTTATAAACAGAGT		31193		AT5G17920.2

		17257		CUST_30491_PI390587928		9.173531		9.205099		9.214234		9.867274		10.354107		10.744281		11.874931		10.577898		10.507954		11.754055		11.920746		10.627179		2.266673		2.906296		6.323385		1.6365114		2.5217462		5.852106		6.527414		1.6933789		1.3344231		1.5391817		2.660697		0.71062374		1.1805763		2.548956		2.7065115		0.75990486		Yes		Yes		Yes		U35_44k_v1_17257		LOC_Os03g40670.1		ref|NP_001050628.1| e-178  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 1e-180 glycerophosphoryl diester phosphodiesterase precursor putative expressed		GTTCGGAAAAACTTCATTTAGTGAAAAAATTTGTTCCGTTTCGGTGGAACATGTGACAAA		9141		AT5G08030.1

		9634		CUST_35263_PI390587928		10.154643		10.369954		9.496976		9.748646		10.917363		11.20575		11.016033		10.332345		11.113584		11.488772		10.722369		9.776565		1.6966866		1.784842		2.8660371		1.4986871		1.9438819		2.1716902		2.3381917		1.0195403		0.9589405		0.83579636		1.5190573		0.5836992		0.7627201		1.1188183		1.2253933		0.027918816		No		Yes		Yes		U35_44k_v1_9634		LOC_Os05g40770.1		gb|EAY98483.1| 1e-75  hypothetical protein OsI_019716 [Oryza sativa (indica cultivar-group)]		LOC_Os05g40770.1 1e-76 protein kinase putative expressed		GTACATTGGTTTTGGCGCGTATAGAAAATGTACATGTTGTCCATGTTTTTGTTTCCAAAA		30457		AT1G79620.1

		21399		CUST_11818_PI390587928		7.8077793		7.9635234		8.877721		8.550206		7.350521		7.518797		7.7848907		8.071458		7.100083		7.309351		7.7087097		8.384117		-1.3729302		-1.3610561		-2.1329205		-1.3935341		-1.6331943		-1.573713		-2.2485752		-1.1220127		-0.70769644		-0.44472647		-1.0928302		-0.47874832		-0.45725822		-0.6541724		-1.1690111		-0.16608906		No		Yes		Yes		U35_44k_v1_21399		LOC_Os04g32050.2		gb|EAZ30539.1| e-121  hypothetical protein OsJ_014022 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32050.2 1e-123 transposon protein putative unclassified expressed		TGTGGTTTCGATAATTTCCCTTCTCTCGGACTTGCAGCATTTAAGAACACGTTTTATTTT		18252		AT3G27020.1

		47415		CUST_32149_PI390587928		5.036884		4.663345		4.825213		5.3480644		4.4835067		4.160311		3.749424		3.9667797		4.7402835		4.153345		4.131006		4.631162		-1.4675169		-1.4171904		-2.1078744		-2.6050024		-1.2282467		-1.42405		-1.617995		-1.643649		-0.29660034		-0.50303364		-1.075789		-1.3812847		-0.55337715		-0.50999975		-0.6942072		-0.71690226		No		Yes		Yes		U35_44k_v1_47415		LOC_Os12g02820.1		gb|AAO43227.1| 3e-59  phosphoethanolamine cytidylyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os12g02820.1 5e-54 ethanolamine-phosphate cytidylyltransferase putative expressed		GCACCATATGCCATAACCGAAGATTTCATGAACAAGCTATTCAATGAGTACAATATTGAT		48454		AT2G38670.1

		49839		CUST_9519_PI390587928		4.052236		4.4016356		4.639766		4.4772186		4.8687224		3.9030514		3.3653142		3.2073822		3.3069298		3.2463038		2.905595		3.8139093		1.7611116		-1.4128264		-2.419069		-2.4113421		-1.6763301		-2.2273555		-3.326883		-1.5837113		-0.74530625		-0.49858427		-1.274452		-1.2698364		0.81648636		-1.1553319		-1.7341712		-0.66330934		Yes		No		No		U35_44k_v1_49839		-		gb|AAL85700.1|AF474982_4 5e-38  hypothetical protein [Hordeum vulgare subsp. vulgare]		No hits found		CGACAACTTGGGATGCGTCACGTAATGTTTACACTTCAGAGGAAAGAGATGATGCACATG		51772		0

		29002		CUST_35601_PI390587928		5.321239		5.3840947		6.2041106		5.9828277		5.262646		5.2241445		4.403746		5.303688		4.9893785		4.698858		4.3451138		5.846829		-1.0414494		-1.1172487		-3.483082		-1.6011846		-1.2586355		-1.6079661		-3.6275535		-1.0988532		-0.33186054		-0.15995026		-1.8003645		-0.6791396		-0.058592796		-0.68523693		-1.8589969		-0.13599873		No		Yes		Yes		U35_44k_v1_29002		LOC_Os03g29540.2		gb|EAY90414.1| 2e-43  hypothetical protein OsI_011647 [Oryza sativa (indica cultivar-group)]		LOC_Os03g29540.2 5e-45 peptidase S16 lon N-terminal putative expressed		TATATATGGCCTTTAAGACTCTGCAAGTTCCAACCAGTTTAGCAAGGCCAGACAGCTGCA		28149		AT1G75460.1

		50734		CUST_12658_PI390587928		7.025953		7.9836273		6.5510445		7.1726303		5.978628		8.708451		9.007642		8.562606		6.425487		8.632535		7.818844		5.983233		-2.0666938		1.652699		5.4892054		2.6207423		-1.516206		1.5679805		2.40794		-2.2805746		-0.6004658		0.72482395		2.4565973		1.3899755		-1.0473247		0.64890766		1.2677994		-1.1893973		No		Yes		Yes		U35_44k_v1_50734		LOC_Os01g50400.1		gb|EAZ13219.1| 4e-08  hypothetical protein OsJ_003044 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50400.1 5e-10 mitogen-activated protein kinase kinase kinase 1 putative expressed		ATTCCCGGACTGGGACTCTGACGAAGGCTGGACATACGTGCTCAACGAGAGCCGCGATGC		None		0

		6401		CUST_20813_PI390587928		4.6770973		2.4905615		3.0304716		3.705146		1.8275093		1.3859056		2.1781838		2.6879997		2.1734562		1.7263155		1.4293938		4.8691406		-7.2079444		-2.1504757		-1.8053615		-2.0239117		-5.6711493		-1.698482		-3.0336986		2.2407699		-2.5036411		-1.1046559		-0.85228777		-1.0171463		-2.849588		-0.764246		-1.6010778		1.1639946		Yes		No		No		U35_44k_v1_6401		LOC_Os01g11460.1		gb|EAY73003.1| 1e-48  hypothetical protein OsI_000850 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11460.1 6e-50 RING-H2 finger protein ATL2K putative expressed		GTTTGATTGATTGAGTTGATGAATCTAGTGCTCCTAGTAGTACGTGCTCTGTTCAAAAAA		17989		AT3G16720.1

		11565		CUST_6157_PI390587928		4.1223655		2.6693993		4.8941836		4.2005143		3.146201		3.1786625		3.043579		2.018984		3.1058912		3.0749788		3.757185		4.244356		-1.9672285		1.4233232		-3.6065128		-4.5363445		-2.022969		1.324621		-2.1992302		1.0308553		-1.0164742		0.5092633		-1.8506045		-2.1815302		-0.9761646		0.40557957		-1.1369987		0.04384184		No		Yes		Yes		U35_44k_v1_11565		LOC_Os01g47530.4		gb|EAZ13006.1| e-109  hypothetical protein OsJ_002831 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47530.4 1e-110 OsMPK20-4 - putative MAPK based on amino acid sequence homology expressed		CAGGTAGTAGTTTCTCCTAAGTAGATGTCTAGTGTTCTATTTTCATCAGATGGTACCAAT		26407		AT2G42880.1

		18709		CUST_6010_PI390587928		9.672332		9.529235		9.310398		9.213616		9.655562		9.768871		10.326327		9.701572		9.927288		10.022677		10.296752		9.682553		-1.0116915		1.180695		2.0222049		1.4024565		1.1932995		1.4078002		1.9811716		1.3840892		0.25495625		0.23963642		1.0159292		0.48795605		-0.01676941		0.49344254		0.9863539		0.46893692		No		Yes		Yes		U35_44k_v1_18709		LOC_Os02g43720.1		ref|NP_001047609.1| e-122  Os02g0654100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43720.1 1e-124 methylglutaconyl-CoA hydratase mitochondrial precursor putative expressed		CTGCGGTTTCGTTTTGCCATTGAATTTATCTTGGATAATCCAGGCTTGGGTTTTACTAAA		15723		AT4G16800.1

		31039		CUST_34417_PI390587928		6.2488923		5.977782		6.0845227		5.882486		6.031896		5.736605		5.8495126		4.682378		5.6738873		5.8581376		5.360515		5.308859		-1.1623111		-1.1819562		-1.176915		-2.2975688		-1.4896827		-1.0864669		-1.651764		-1.4882604		-0.57500505		-0.2411766		-0.23501015		-1.200108		-0.2169962		-0.119644165		-0.7240076		-0.573627		No		Yes		Yes		U35_44k_v1_31039		LOC_Os06g09420.1		No hits found		No hits found		GGCGCACGATGAGCCAGTCGTCGTGGTGGATGATGCGGATGACTAATTCCACATGATGTG		31181		0

		30433		CUST_3591_PI390587928		6.960669		6.408033		6.2147446		7.847121		7.8265157		8.469513		9.257661		8.850013		7.5062237		7.6524296		9.28506		8.743695		1.8224088		4.174143		8.241553		2.0040133		1.4595814		2.3691945		8.3995695		1.8616405		0.54555464		2.06148		3.0429163		1.002892		0.86584663		1.2443967		3.0703154		0.8965745		Yes		Yes		Yes		U35_44k_v1_30433		LOC_Os05g48210.1		ref|NP_001056275.1| 3e-08  Os05g0555700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48210.1 8e-10 expressed protein		TTCCGCTATCTCGGCCTCTCCATGCATGGTTTGACCACCTCGATCGGGTGTTTCTTTTTT		30347		0

		32168		CUST_41130_PI390587928		4.584561		4.763095		5.1179166		5.2522397		4.165094		4.0126057		3.9235318		4.3713403		4.0297704		3.594368		3.713009		4.2193		-1.3374333		-1.6823633		-2.2884722		-1.841523		-1.4689553		-2.2481322		-2.6480079		-2.0461898		-0.5547905		-0.75048923		-1.1943848		-0.8808994		-0.41946697		-1.1687269		-1.4049075		-1.0329399		Yes		No		No		U35_44k_v1_32168		LOC_Os06g09340.1		gb|EAZ36117.1| 5e-61  hypothetical protein OsJ_019600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09340.1 1e-62 pectinesterase U1 precursor putative expressed		GCAGTCCAGGGCCGACCCCAACCAGGACACCGGCTTCGCCGTGCACAACTGCACCGTGGA		23364		AT2G26440.1

		2973		CUST_2247_PI390587928		10.655717		10.86093		10.123172		10.554388		10.688071		11.113248		11.437066		10.926997		10.777614		11.307157		11.416053		10.5225525		1.0226797		1.191119		2.4861171		1.2946922		1.0881646		1.3624716		2.4501686		-1.022312		0.121896744		0.25231743		1.3138943		0.37260914		0.032354355		0.44622612		1.292881		-0.031835556		No		Yes		Yes		U35_44k_v1_2973		LOC_Os11g28340.1		ref|NP_001067881.1| e-117  Os11g0473000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g28340.1 1e-119 ER lumen protein retaining receptor putative expressed		CGCAATGTTGTAGGGTCCATGTGTGTTCCTTCAAAGAAAGTACGGACTTAATTTAGTCCA		7189		AT3G25040.1

		7517		CUST_36735_PI390587928		11.340622		11.504453		11.188878		11.225075		11.348004		12.48462		12.645698		12.273051		11.941177		12.495415		12.073426		11.181203		1.0051302		1.9726943		2.7450254		2.0676277		1.5163002		1.9875098		1.8461864		-1.0308768		0.6005554		0.9801674		1.4568195		1.0479765		0.007382393		0.990962		0.8845482		-0.04387188		No		Yes		Yes		U35_44k_v1_7517		LOC_Os05g01030.1		gb|EAY96191.1| 7e-72  hypothetical protein OsI_017424 [Oryza sativa (indica cultivar-group)]		LOC_Os05g01030.1 4e-73 phospholipid-transporting ATPase 10 putative expressed		CCCTTGTTTCTTTTGTTCCTTTGTTCCTTAGTTAAGAATATATACATCCTTGTGGGGAAT		None		AT3G25610.1

		416		CUST_35742_PI390587928		17.00289		17.38046		15.659672		16.456688		16.582073		16.9851		13.76913		15.380689		16.32445		16.879822		14.547588		16.432768		-1.3386849		-1.3152717		-3.707745		-2.1081817		-1.6004084		-1.4148401		-2.1615758		-1.0167184		-0.6784401		-0.39536095		-1.890542		-1.0759993		-0.42081642		-0.50063896		-1.1120834		-0.02392006		No		Yes		Yes		U35_44k_v1_416		LOC_Os07g34570.1		gb|EAZ04139.1| e-167  hypothetical protein OsI_025371 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34570.1 1e-168 thiazole biosynthetic enzyme 1-1 chloroplast precursor putative expressed		GCTCCATGGATGATGAGTCCTTCTGTAACAAGAGGGAATAAAAAGGTTGAATCTATGACC		62		AT5G54770.1

		7889		CUST_39862_PI390587928		6.4626937		5.5257354		4.7190533		4.8687463		5.754956		6.5010314		3.0398972		3.1844919		4.5950603		4.8157372		3.319336		3.7279222		-1.6332413		1.9660445		-3.2024057		-3.2137427		-3.6493344		-1.635802		-2.6384988		-2.2050695		-1.8676333		0.975296		-1.6791561		-1.6842544		-0.7077379		-0.70999813		-1.3997173		-1.1408241		Yes		No		No		U35_44k_v1_7889		LOC_Os11g28060.1		gb|EAZ05312.1| e-114  hypothetical protein OsI_026544 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01510.1 1e-114 cytochrome P450 71C4 putative expressed		CGACTTCGTAGATATTCTGCTGTCTGTTCAGCAGGAGTATGATCTCACAAGAGAGCACAT		15560		AT4G31500.1

		26686		CUST_25073_PI390587928		5.6378593		6.7038975		6.6562824		6.384491		4.5053577		5.7934813		2.388482		3.3754604		3.6111984		4.9340653		4.220493		5.6939816		-2.1923857		-1.8795875		-19.263533		-8.050233		-4.074607		-3.4101427		-5.4106035		-1.6138532		-2.026661		-0.9104161		-4.2678003		-3.0090306		-1.1325016		-1.7698321		-2.4357896		-0.6905093		Yes		Yes		Yes		U35_44k_v1_26686		-		ref|NP_001063860.1| 2e-35  Os09g0549600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37730.1 4e-37 expressed protein		TGAAACAATCAAGGGAAGTCATCAGCAACAGTAAGAAGGCTCTGCTAGACAGTGCACTGA		24231		0

		19357		CUST_37677_PI390587928		9.893216		9.6785555		10.482694		10.051461		9.616791		9.490029		8.82478		9.593617		8.938926		9.043907		9.639916		9.967983		-1.2111901		-1.139599		-3.1555974		-1.3734875		-1.9376264		-1.5525593		-1.7934994		-1.0595694		-0.9542904		-0.18852615		-1.6579132		-0.45784378		-0.27642536		-0.6346483		-0.84277725		-0.083477974		No		Yes		Yes		U35_44k_v1_19357		LOC_Os02g38020.1		gb|AAP49821.1| e-127  phosphate transporter 2-1 [Triticum aestivum]		LOC_Os02g38020.1 1e-123 inorganic phosphate transporter 2-1 chloroplast precursor putative expressed		TCTCACTAGCCTTGTAATTATGCCACATTGACGGTATTGCTGTTTCAGCGCCACTATAAA		12263		AT3G26570.2

		31003		CUST_34492_PI390587928		5.57919		4.5081935		2.4957616		3.3684704		4.787143		6.1316986		9.659711		9.635471		5.18463		7.8357167		9.611886		8.286026		-1.731529		3.0812273		143.40475		77.01145		-1.3145417		10.038857		138.72887		30.222599		-0.39455986		1.6235051		7.163949		6.267001		-0.79204655		3.3275232		7.116124		4.917556		Yes		Yes		Yes		U35_44k_v1_31003		LOC_Os04g52230.1		gb|EAZ31953.1| 2e-67  hypothetical protein OsJ_015436 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52230.1 5e-69 ent-kaurene synthase B chloroplast precursor putative expressed		AGAGAAGATAAAGTTGTTCCCATGCCATGCAAGGAGATCTTCTGGAGGTTCAACCAGACA		31144		AT1G79460.1

		20154		CUST_41206_PI390587928		6.1501694		6.750067		6.600628		6.8668914		5.154432		6.296444		4.973327		5.4711413		4.509908		5.6292253		5.376614		6.8871307		-1.9940997		-1.3694754		-3.0893445		-2.6312532		-3.1172225		-2.1747386		-2.335957		1.0141277		-1.6402612		-0.4536233		-1.6273007		-1.39575		-0.99573755		-1.120842		-1.2240138		0.020239353		Yes		Yes		Yes		U35_44k_v1_20154		LOC_Os05g37730.1		gb|EAY98253.1| 7e-35  hypothetical protein OsI_019486 [Oryza sativa (indica cultivar-group)]		LOC_Os05g37730.1 1e-36 MYB-like transcription factor DIVARICATA putative expressed		TGACCCCTGCTACACTAATGATGATGAACTTCATGTTAATTATTACGTGGTTTTTTGTGC		15670		AT5G58900.1

		16918		CUST_30086_PI390587928		13.050381		12.425002		11.96955		13.0936775		13.518314		13.081409		13.723472		14.175526		14.058209		13.469747		13.674169		13.352612		1.383127		1.5761528		3.372741		2.116746		2.0108824		2.063001		3.2594273		1.1965942		1.0078287		0.65640736		1.7539215		1.0818481		0.46793365		1.0447445		1.7046185		0.25893402		Yes		No		No		U35_44k_v1_16918		LOC_Os03g18770.1		ref|NP_001049849.1| 5e-52  Os03g0299600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g27580.1 9e-37 wound-induced protein WI12 containing protein		AAAGGAAGTTGGCTTGTACTGGACGTAATTTACCTTCGCTGCAATTTGCAAATCAAAAAA		6903		AT5G01740.1

		8680		CUST_14030_PI390587928		7.289413		6.575393		7.9072804		7.3332343		8.44111		8.367907		13.027896		9.652255		9.187239		9.380993		12.214131		7.6767864		2.2217503		3.4641788		34.790356		4.989934		3.7265115		6.991489		19.792074		1.2688769		1.8978257		1.7925134		5.1206155		2.3190207		1.1516967		2.8055997		4.306851		0.3435521		Yes		Yes		Yes		U35_44k_v1_8680		LOC_Os01g27890.1		gb|EAY84766.1| 9e-87  hypothetical protein OsI_005999 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09200.1 3e-87 cytochrome P450 71D10 putative expressed		CATTGCAGCTGCGTATTGCAATTATGTACACAATTGTTTACACAATCGTAGTAATGATTG		18990		AT3G26210.1

		2329		CUST_7236_PI390587928		9.617597		9.597838		9.972735		9.120287		9.496697		9.605226		8.598934		8.509461		8.950898		9.292218		9.160047		8.98516		-1.0874124		1.0051335		-2.5915248		-1.5271329		-1.5874361		-1.2359499		-1.756482		-1.0981896		-0.66669846		0.0073871613		-1.3738012		-0.61082554		-0.1208992		-0.3056202		-0.8126888		-0.13512707		No		Yes		Yes		U35_44k_v1_2329		LOC_Os07g46410.2		gb|ABY61747.1| e-123  NADP-thioredoxin reductase C precursor [Hordeum vulgare]		LOC_Os07g46410.2 2e-64 bifunctional thioredoxin reductase/thioredoxin putative expressed		TATATTTTGGTTGAGGAAGGCACGGCAAAAACTTCAGTTGATGGCGTATTTGCTGCTGGT		5617		AT2G41680.1

		17506		CUST_1860_PI390587928		11.035809		10.899425		10.607538		10.964104		11.667241		11.353412		12.4665785		11.818589		11.914863		11.559074		12.236969		11.364329		1.5491024		1.3698207		3.6276627		1.8081138		1.839169		1.5796992		3.093909		1.3197143		0.87905407		0.45398712		1.8590403		0.8544855		0.63143253		0.65964985		1.6294308		0.40022564		No		Yes		Yes		U35_44k_v1_17506		LOC_Os01g03030.1		ref|NP_001041867.1| e-106  Os01g0120400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03030.1 1e-108 alanyl-tRNA synthetase putative expressed		GTTCCTGAAGACTATTTCCATGCAGGTTCTGGGAATATATATTTTTGGTTTCATCTTAGA		7751		AT3G16565.2

		21595		CUST_17970_PI390587928		7.2413573		6.6231875		6.678572		5.436989		9.80838		9.3674965		11.037751		9.395547		9.16583		10.417502		11.395454		7.483148		5.925853		6.7006865		20.523132		15.546933		3.7959797		13.874028		26.29802		4.13005		1.9244723		2.744309		4.359179		3.958558		2.5670228		3.7943149		4.716882		2.0461593		Yes		Yes		Yes		U35_44k_v1_21595		LOC_Os02g53200.2		ref|NP_001059888.1| 1e-84  Os07g0539900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35560.3 2e-86 hydrolase hydrolyzing O-glycosyl compounds putative expressed		AACTTGCTTGGTTGTACGTCTGTGCTCTAGCAGTACATTGCCAGAATATGGGTGGAAGTA		18116		AT2G39640.1

		1681		CUST_5620_PI390587928		6.3987007		6.0703473		6.077719		7.3150077		7.2012978		8.976513		8.644448		8.350457		7.4035277		7.8481975		8.537081		6.8411117		1.7442381		7.496232		5.9246464		2.0497522		2.006703		3.429148		5.499733		-1.388855		1.004827		2.9061656		2.566729		1.0354495		0.80259705		1.7778502		2.4593616		-0.47389603		Yes		Yes		Yes		U35_44k_v1_1681		LOC_Os04g57200.1		No hits found		No hits found		TTACTCACGTGTGTTTTCTTCGACATGATTATGACGTAATAAAATTGCTAACCGTCCAAA		36543		0

		3594		CUST_16282_PI390587928		6.9813886		6.7713647		8.386486		7.8030815		7.468763		7.979252		10.965756		7.962072		7.9576364		8.42835		10.040424		7.314899		1.4018911		2.309991		5.9763737		1.1165055		1.967342		3.1535695		3.1469152		-1.4026767		0.9762478		1.2078872		2.5792704		0.15899038		0.4873743		1.6569858		1.6539383		-0.48818254		Yes		Yes		Yes		U35_44k_v1_3594		LOC_Os01g56380.1		ref|NP_001044376.1| e-137  Os01g0770200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56380.1 1e-138 tyrosine/DOPA decarboxylase 2 putative expressed		GTAATCAAGTAGTCTTGACCTCAATAAGGTCGGAACCACGAGGATTTGTAATTCTTTTTT		None		AT2G20340.1

		13675		CUST_40155_PI390587928		4.0504255		5.156279		4.0713806		4.7915626		2.6942828		3.3292818		2.4953077		2.6707966		3.0963955		3.3074276		2.6575696		4.1233926		-2.559998		-3.5479786		-2.9815714		-4.349248		-1.9372767		-3.602133		-2.6644006		-1.589056		-0.95403004		-1.8269973		-1.5760729		-2.120766		-1.3561428		-1.8488514		-1.413811		-0.66817		Yes		No		No		U35_44k_v1_13675		LOC_Os03g47790.3		emb|CAO47468.1| 2e-45  unnamed protein product [Vitis vinifera]		LOC_Os08g44000.1 7e-47 expressed protein		GTAATATATATATCTACCTGCTACAAAAAATGAAGTAAGCTCCGGTGTGCTTGTTCCAAA		20404		AT4G35250.1

		28289		CUST_29279_PI390587928		5.123415		5.425962		5.504996		5.256557		5.2960362		5.467364		3.666708		4.0009575		4.785191		4.442594		4.888752		4.902461		1.1271045		1.0291133		-3.575854		-2.3876634		-1.2641993		-1.9770755		-1.532879		-1.2781844		-0.33822393		0.041401863		-1.8382878		-1.2555995		0.17262125		-0.9833679		-0.61624384		-0.35409594		No		Yes		Yes		U35_44k_v1_28289		LOC_Os04g39410.1		gb|EAZ31041.1| 1e-27  hypothetical protein OsJ_014524 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39410.1 2e-29 pentatricopeptide repeat protein PPR986-12 putative expressed		AAGCTCTGGACTTGTTTCGAGGGATGCAGAGGGCTGGTTTAAGTATCCATTCTTACACAA		27078		AT2G27610.1

		700		CUST_41540_PI390587928		9.3370905		9.742462		9.091945		8.998111		9.275349		10.130608		10.5475645		10.873401		9.496732		10.271214		10.485855		10.105241		-1.0437251		1.30871		2.7427437		3.6687534		1.1170094		1.44268		2.6279001		2.154167		0.15964127		0.38814545		1.4556198		1.8752899		-0.06174183		0.5287514		1.3939104		1.10713		No		Yes		Yes		U35_44k_v1_700		LOC_Os10g11500.1		emb|CAA07474.1| 9e-87  pathogenisis-related protein 1.2 [Triticum aestivum]		LOC_Os10g11500.1 2e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		TTCCTAGACCTACCTTTCTACACCTGAGCTTATATACTTCTTGTGTGAACAGTAATGAAT		2208		AT5G57625.1

		44520		CUST_17593_PI390587928		6.7100735		6.3101444		5.9568305		5.5189805		7.5947304		7.3484178		7.4932117		6.020087		7.4980245		7.6488557		7.4756722		6.4305835		1.8463255		2.0537682		2.90066		1.4152983		1.7266204		2.5292528		2.865609		1.8811345		0.787951		1.0382733		1.5363812		0.50110626		0.8846569		1.3387113		1.5188417		0.911603		Yes		Yes		Yes		U35_44k_v1_44520		LOC_Os10g30610.2		gb|EAZ16228.1| 1e-32  hypothetical protein OsJ_030437 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g30610.2 2e-34 ABC-2 type transporter family protein expressed		TGTAGCTTACTTGCTTGCAAGAGACACTATTGATCATTTCAACACCAGGGATAAACCAAT		42339		AT5G60740.1

		49607		CUST_40149_PI390587928		5.2042165		1.4875253		1.5432848		2.1636207		6.0135093		2.4895737		1.3628473		1.5614247		6.761432		3.972493		1.4871427		2.6940508		1.7523522		2.0028417		-1.1332275		-1.5180254		2.9428535		5.598218		-1.0396818		1.4443597		1.5572157		1.0020484		-0.18043745		-0.602196		0.8092928		2.4849677		-0.05614209		0.5304301		Yes		No		No		U35_44k_v1_49607		LOC_Os10g38860.1		gb|EAY79317.1| 9e-27  hypothetical protein OsI_033276 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38860.1 2e-28 catalytic/ hydrolase putative expressed		TGTCGAGAGTAAAATGTGAAGAAGAATACCATGATTAGTTTTTCTTTTCCTTTCGCGAGC		51432		AT4G24140.1

		6735		CUST_41955_PI390587928		8.391456		10.6700945		8.726748		7.5664062		7.662304		9.490298		5.884112		5.186036		6.8076634		8.019575		7.359272		6.60548		-1.6576642		-2.2654479		-7.173298		-5.206703		-2.9975674		-6.2789326		-2.5801885		-1.946559		-1.5837922		-1.1797962		-2.8426366		-2.3803701		-0.7291517		-2.6505194		-1.3674765		-0.96092606		Yes		Yes		Yes		U35_44k_v1_6735		LOC_Os09g31230.2		gb|EAZ09559.1| 4e-66  hypothetical protein OsI_030791 [Oryza sativa (indica cultivar-group)]		LOC_Os09g31230.2 9e-68 expressed protein		AATATCAATACGACTATGGACCTGTGGTGTAAGTAAAGGTTGGAAGAAGTATGATCCAAA		19475		AT2G42320.2

		15227		CUST_8125_PI390587928		5.324904		5.675613		5.180933		5.8139663		5.3597026		5.6699047		6.550015		5.211973		5.3948026		5.58902		6.674427		4.62842		1.0244138		-1.0039644		2.5830615		-1.517812		1.0496429		-1.0618597		2.8157008		-2.2744951		0.069898605		-0.0057082176		1.369082		-0.6019931		0.034798622		-0.08659315		1.493494		-1.1855464		No		Yes		Yes		U35_44k_v1_15227		LOC_Os01g65070.2		gb|EAZ14312.1| e-163  hypothetical protein OsJ_004137 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65070.2 1e-165 embryogenesis-associated protein EMB8 putative expressed		TCTGAAACCAAACGCCGTGATAAACAGCACACAAGAAGATGAACAAGCCAAGGAAGTGGA		7878		AT1G34340.1

		47295		CUST_1796_PI390587928		6.347824		7.321385		5.697737		7.3712707		5.631727		6.831072		4.3806634		6.210813		5.224933		6.008192		4.8750596		7.260883		-1.6427317		-1.4047496		-2.4916024		-2.2352831		-2.1778295		-2.4849086		-1.7686856		-1.0795183		-1.122891		-0.49031305		-1.3170738		-1.1604576		-0.7160969		-1.3131928		-0.8226776		-0.1103878		No		Yes		Yes		U35_44k_v1_47295		-		emb|CAJ26368.1| 2e-06  hypothetical protein [Brachypodium sylvaticum]		No hits found		AAGAGGCAAGTTTTCAGAAGAGAAGGCAGATCAAAGTAAACAACGAGTTCGATGCTCTAG		48198		0

		30989		CUST_28284_PI390587928		4.0696306		3.9887612		4.93356		4.1020436		2.8685796		3.6272802		3.838852		2.741195		3.0900505		2.196615		2.3932016		2.4335868		-2.299071		-1.284744		-2.1356986		-2.5683622		-1.9718915		-3.4632971		-5.8173347		-3.1787438		-0.97958016		-0.36148095		-1.094708		-1.3608487		-1.201051		-1.7921462		-2.5403583		-1.6684568		Yes		No		No		U35_44k_v1_30989		LOC_Os06g01210.1		ref|XP_001702952.1| 3e-53  plastocyanin, chloroplast precursor [Chlamydomonas reinhardtii]		LOC_Os06g01210.1 1e-39 plastocyanin chloroplast precursor putative expressed		TACCATTTCGGATGGATTTTGTCCCAGTGCTGTTCTTGATAAGTTTTAACGTGTGCCCCG		31129		AT1G76100.1

		19523		CUST_12795_PI390587928		10.545871		10.310527		9.806869		10.002366		10.897643		10.793224		11.494499		10.662936		10.934863		11.109683		11.083295		10.238132		1.2761273		1.3973539		3.2212725		1.5807072		1.3094784		1.7400831		2.4223819		1.1775321		0.3889923		0.4826975		1.6876307		0.66057014		0.3517723		0.7991562		1.2764263		0.23576641		No		Yes		Yes		U35_44k_v1_19523		LOC_Os01g57220.1		ref|NP_001044437.1| 2e-67  Os01g0780500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57220.1 5e-69 SC3 protein putative expressed		ATTAAAGGGGGAGGTGTTGTCATCTGGTTGCTAGCAATTATCTACTTCATCTCTGGTGTC		11357		AT1G61250.1

		3301		CUST_42061_PI390587928		8.807005		8.488102		8.712492		8.823409		8.415977		8.327157		7.6193047		8.405332		8.256562		8.011606		7.813741		8.693398		-1.3113278		-1.1180192		-2.1334486		-1.3361459		-1.464535		-1.39136		-1.8644508		-1.0943017		-0.5504427		-0.16094494		-1.0931873		-0.41807747		-0.3910284		-0.47649574		-0.8987508		-0.1300106		No		Yes		Yes		U35_44k_v1_3301		LOC_Os01g42970.2		ref|NP_001043577.1| e-143  Os01g0616400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42970.2 1e-145 zinc finger C-x8-C-x5-C-x3-H type family protein expressed		TTCATACACCTCCAGTTTTGCAGCAGAACATTTATATATAGACGTCTATATTCTCTCTCC		11495		AT3G12680.1

		10390		CUST_22328_PI390587928		6.3196373		6.0136285		6.089936		6.147515		6.3742967		6.0234146		5.0108676		4.8596783		5.976673		5.5761757		5.3340354		6.2726173		1.0386138		1.0068063		-2.1126711		-2.4416163		-1.2683599		-1.3542112		-1.6886852		1.0905852		-0.34296417		0.009786129		-1.0790682		-1.2878366		0.054659367		-0.4374528		-0.7559004		0.12510252		No		Yes		Yes		U35_44k_v1_10390		-		No hits found		No hits found		GTGATTGTTTAAAATTTGCCTTTTCAGCCATAACACATCCTGTTTGTATCACTCGTAAGT		18831		0

		37645		CUST_40094_PI390587928		18.828806		18.88465		17.000935		18.530787		18.956879		18.895836		18.313848		18.651268		18.969429		18.812899		18.125902		18.655031		1.0928328		1.0077841		2.4844282		1.0870976		1.1023811		-1.0509913		2.1809664		1.089937		0.1406231		0.0111866		1.3129139		0.12048149		0.12807274		-0.07175064		1.1249676		0.12424469		No		Yes		Yes		U35_44k_v1_37645		LOC_Os12g43600.3		emb|CAA88558.1| 3e-42  glycine rich protein, RNA binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os03g46770.2 8e-37 glycine-rich RNA-binding protein 2 putative expressed		CGAGGAAGAAACACATGTCTTATCTTTCAGTCGGTCGGTCTGTCGTCGGTGATGCAGCAA		116		AT4G39260.3

		6826		CUST_18611_PI390587928		11.166328		11.414674		11.08851		9.22712		11.057484		10.868645		9.265784		8.056151		11.107493		10.49948		9.759036		8.859166		-1.0783644		-1.4600614		-3.5374882		-2.2516289		-1.0416243		-1.885822		-2.5131094		-1.2905216		-0.05883503		-0.5460291		-1.8227253		-1.170969		-0.10884476		-0.91519356		-1.3294735		-0.36795425		No		Yes		Yes		U35_44k_v1_6826		LOC_Os03g02040.1		ref|NP_001048722.1| 1e-27  Os03g0111200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02040.1 3e-29 remorin putative expressed		GAGAATTGTGTATAAGCGTAGGAGTGCAGGCCTGATGGATTGATGCATTTATTCTTTCGG		14482		AT5G23750.2

		27161		CUST_26143_PI390587928		7.356518		7.761635		7.4726996		8.03996		7.004532		7.2188935		5.5862923		6.485067		5.971405		6.430685		5.894942		7.3160324		-1.2763163		-1.4567379		-3.697134		-2.9381194		-2.6119237		-2.5156825		-2.9850557		-1.6516724		-1.3851128		-0.5427413		-1.8864074		-1.554893		-0.35198593		-1.3309498		-1.5777578		-0.7239275		Yes		No		No		U35_44k_v1_27161		LOC_Os01g65190.1		ref|NP_001044943.1| 6e-48  Os01g0872100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65169.1 2e-49 peptide transporter PTR2-B putative expressed		TACCTGCTGAGCTTGGGAATGCTGACGGTCTCATCCATGCTGCAAACGTCGCACCTTCGT		32255		AT1G22540.1

		30631		CUST_13601_PI390587928		4.2562604		4.109532		4.673149		3.930045		3.669736		4.7972302		3.417533		3.511385		3.3270252		3.9717407		2.7097902		3.5864947		-1.501625		1.6107118		-2.387691		-1.3366854		-1.9042662		-1.1002194		-3.8996885		-1.2688752		-0.9292352		0.68769836		-1.2556162		-0.41865993		-0.5865245		-0.13779116		-1.9633589		-0.3435502		No		Yes		Yes		U35_44k_v1_30631		-		ref|XP_001509892.1| 7e-13  PREDICTED: similar to cystatin B [Ornithorhynchus anatinus]		No hits found		TAGTTTGTTTTTGGTTGTTATTGTGTTTGAAGGCTTGCTGATCGTCCCGGTCTCGCTCCT		30635		0

		24214		CUST_36953_PI390587928		7.2813773		7.489655		7.345066		8.387364		7.1467624		7.779491		9.250581		8.884267		7.580046		8.367653		9.032052		8.685482		-1.0977998		1.2225013		3.7464254		1.4111804		1.230009		1.837823		3.2198331		1.2295392		0.29866886		0.28983593		1.9055147		0.49690247		-0.13461494		0.8779979		1.686986		0.29811764		No		Yes		Yes		U35_44k_v1_24214		LOC_Os06g12030.2		gb|EAZ36326.1| 4e-53  hypothetical protein OsJ_019809 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12030.2 1e-53 electron transporter putative expressed		GAGCGCCTTCCATGTTCATGATCGTATCTCTGGGTCTACTCAATTATTGTTGACTGCAAA		38089		AT4G08550.1

		8206		CUST_27927_PI390587928		2.1846645		1.759398		1.5158848		1.9719611		1.6623015		1.3368845		4.645031		6.9577937		2.5079017		2.1386814		3.481161		1.4308189		-1.4363058		-1.3402605		8.749169		31.687298		1.2511348		1.3006957		3.904875		-1.4551241		0.32323718		-0.42251348		3.129146		4.9858327		-0.52236295		0.37928343		1.9652764		-0.5411422		No		Yes		Yes		U35_44k_v1_8206		LOC_Os01g73220.1		ref|NP_001045481.1| 5e-24  Os01g0962700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73170.1 1e-25 peroxidase 12 precursor putative expressed		TGTTGAGCAAGACCGAACCAGTTGAATAATATCCTTCGTATGAACATTTGGTTGAAAAAA		30614		AT1G71695.1

		27879		CUST_31487_PI390587928		4.361864		4.7527385		5.20752		4.4398594		3.2603204		3.864479		4.385225		3.7226937		2.9334233		2.5331824		3.1500266		3.814727		-2.1458418		-1.8509417		-1.7682168		-1.6439492		-2.6915567		-4.657501		-4.1626244		-1.5423523		-1.4284408		-0.8882594		-0.8222952		-0.7171657		-1.1015437		-2.219556		-2.0574934		-0.6251323		Yes		No		No		U35_44k_v1_27879		LOC_Os05g38210.1		gb|EAY98287.1| 8e-29  hypothetical protein OsI_019520 [Oryza sativa (indica cultivar-group)]		LOC_Os05g38210.1 2e-30 mitochondrial glycoprotein expressed		AGATGATTTGGGAATAATGGATTATGCTTCTGCCCAGGCGAAGGAATTAGGGGAAGGCTT		22283		0

		42313		CUST_34560_PI390587928		9.131516		8.825378		9.202652		9.27232		8.325062		8.1235895		7.982006		8.193723		8.25407		7.8498893		8.045017		9.081618		-1.7489083		-1.6265204		-2.3305104		-2.1119814		-1.8371204		-1.9663078		-2.2309136		-1.1413186		-0.8774462		-0.7017889		-1.2206459		-1.0785971		-0.80645466		-0.97548914		-1.1576347		-0.19070148		No		Yes		Yes		U35_44k_v1_42313		-		No hits found		No hits found		GAAGTGTATATGCTTGTGGGAAAACTATTTTGTCGATTTTATGTGGACCTTACCTTTTGA		37916		0

		23975		CUST_33320_PI390587928		7.064869		7.126698		7.738607		7.5472302		6.755139		6.9747157		6.987081		6.3583684		6.271524		6.4490256		6.4727077		7.390989		-1.2394757		-1.1110951		-1.6835725		-2.2797282		-1.733088		-1.5995569		-2.4047704		-1.1143801		-0.793345		-0.1519823		-0.7515259		-1.1888618		-0.30973005		-0.6776724		-1.2658992		-0.15624142		No		Yes		Yes		U35_44k_v1_23975		LOC_Os06g01400.1		gb|EAZ35532.1| 2e-53  hypothetical protein OsJ_019015 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01400.1 5e-55 glycyl-tRNA synthetase 2 chloroplast/mitochondrial precursor putative expressed		GACCCGGGGAACTCGCAGGATCTCTTCCTGCACAGCCTTTCAGCGTTAGGCATCAACGTT		18952		AT3G48110.1

		39160		CUST_27002_PI390587928		4.2830124		5.1009755		5.1295433		4.616595		4.1582613		4.100344		3.7793744		3.600898		4.255385		4.301333		3.931525		3.997022		-1.0903196		-2.0008755		-2.5494199		-2.0218792		-1.0193344		-1.7406698		-2.294243		-1.5364202		-0.027627468		-1.0006313		-1.350169		-1.0156968		-0.12475109		-0.79964256		-1.1980183		-0.6195729		No		Yes		Yes		U35_44k_v1_39160		LOC_Os02g44599.3		gb|EAZ16889.1| 6e-40  hypothetical protein OsJ_031098 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40100.2 1e-41 protein kinase putative expressed		GCACCCGGCGCTGGGCATCGCGAGTAAGGTGGAGGAGGCGCTGGAGAAGGGCGAGATGGA		35165		AT2G45910.1

		17466		CUST_39679_PI390587928		9.938102		9.905501		9.905623		9.863103		9.897568		10.702755		11.435145		10.724426		10.166251		10.643341		10.636916		9.711434		-1.0284945		1.7377899		2.8869016		1.8167039		1.1713315		1.6676768		1.660126		-1.1108534		0.22814941		0.7972536		1.529522		0.86132336		-0.04053402		0.7378397		0.7312927		-0.15166855		No		Yes		Yes		U35_44k_v1_17466		LOC_Os04g36058.2		ref|NP_001052880.1| e-137  Os04g0442100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36058.2 1e-139 expressed protein		GTAACTGTACAGGATGACAATAATGGTCACAGTGTATTATTATTTGCTTACTGCTGGAAA		7598		AT5G23520.1

		9844		CUST_37450_PI390587928		5.44815		5.7594895		5.60471		5.63606		4.7712307		4.3794136		3.7818015		4.0601935		5.9155545		5.797207		5.506659		5.4187737		-1.5987225		-2.6028206		-3.5379376		-2.9811454		1.3826197		1.0264884		-1.0703266		-1.162545		0.46740437		-1.3800759		-1.8229086		-1.5758667		-0.67691946		0.037717342		-0.09805107		-0.21728659		Yes		Yes		Yes		U35_44k_v1_9844		-		ref|NP_001038953.1| 3e-17  zgc:161979 [Danio rerio]		No hits found		CCTGACTGCTCTGGTGTCTGTCTGTCCAGTTTTTAATTTATCTAAAGGTGTGTAAATAAA		20193		0

		25125		CUST_32902_PI390587928		5.633842		5.5898185		6.0685954		7.5687385		6.028253		6.4463983		7.8976703		7.3480124		6.0427155		6.2965183		7.4557166		8.00492		1.3144062		1.8107405		3.5530915		-1.1653199		1.3276488		1.6320665		2.6155624		1.3530185		0.40887356		0.8565798		1.8290749		-0.22072601		0.3944111		0.70669985		1.3871212		0.43618155		No		Yes		Yes		U35_44k_v1_25125		LOC_Os01g06790.1		gb|EAZ10646.1| 7e-74  hypothetical protein OsJ_000471 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06900.1 1e-60 verticillium wilt disease resistance protein Ve2 putative expressed		TTAGATTACTCAAACAATAGCTTCTCTTCTATTATGCCTGACTTTGGTAGGTACCTTCCC		None		AT5G27060.1

		2513		CUST_30925_PI390587928		5.342507		5.510826		5.823564		5.620758		5.075447		4.763184		4.736136		4.4110026		4.76568		4.664631		4.632646		5.226557		-1.2033529		-1.6790463		-2.1249487		-2.3129842		-1.4915652		-1.7977535		-2.2829795		-1.314215		-0.57682705		-0.74764204		-1.0874281		-1.2097554		-0.2670598		-0.8461952		-1.190918		-0.39420128		No		Yes		Yes		U35_44k_v1_2513		LOC_Os01g16180.4		ref|NP_001042682.1| 0.0  Os01g0267100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16180.2 0.0 MT-A70 family protein expressed		CAATGCATTTAGGAACATAAGTAGTAGGAGTAATTTTTAAGCTGCCTGCCCCTGAAAAAA		7177		AT4G09980.1

		31748		CUST_39715_PI390587928		4.2966013		4.148058		4.2008605		4.018011		3.7673168		3.1045444		2.8515434		2.4163342		3.3717213		2.9304779		3.481391		4.2441974		-1.4432132		-2.0612414		-2.547915		-3.0349588		-1.8985263		-2.3255632		-1.6465765		1.1697387		-0.92488		-1.0435135		-1.3493171		-1.601677		-0.5292845		-1.2175801		-0.71946955		0.22618628		Yes		Yes		Yes		U35_44k_v1_31748		LOC_Os01g70770.1		ref|NP_001105111.1| 5e-30  Glutathione transferase III(b) [Zea mays]		LOC_Os01g70770.1 5e-30 glutathione S-transferase III putative expressed		ATGGGGATCGCTTACAAATTTACTTCGTTTGCGTGCGTCGTGCAGCCCTTGGGCCAGGTC		46248		AT1G02940.1

		20211		CUST_8395_PI390587928		8.215917		8.0639715		7.434279		7.8984847		8.398064		8.393298		8.635034		7.822153		8.598165		8.627541		8.586282		8.13079		1.1345711		1.2564268		2.2985988		-1.0543337		1.3033711		1.4779209		2.2222219		1.1747103		0.38224792		0.32932663		1.2007546		-0.076331615		0.18214703		0.56356907		1.1520028		0.23230505		No		Yes		Yes		U35_44k_v1_20211		LOC_Os07g40460.1		ref|NP_001060168.1| 9e-73  Os07g0595800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g40460.1 2e-74 protein UXT putative expressed		TGAATTTTCAGATGATTGGCAGGAAATGCAATGCCTTGATGATAACGTTTCTTGCTGAAA		13361		AT1G26660.1

		10272		CUST_39996_PI390587928		9.684259		8.559338		9.147677		9.422401		10.932532		9.710741		10.366849		9.930705		11.835286		10.288367		9.982715		9.022615		2.3755686		2.2212987		2.3281298		1.4223768		4.4414377		3.3150477		1.7839031		-1.3193122		2.1510267		1.1514034		1.2191715		0.50830364		1.2482729		1.7290297		0.83503723		-0.399786		Yes		No		No		U35_44k_v1_10272		LOC_Os01g66860.4		ref|NP_001045063.1| 3e-97  Os01g0892800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66860.3 6e-99 ankyrin-kinase putative expressed		CTACTGCAGAAGCTAGGATACCATGATAATAATATATGTTGATGTTGTCACTGTCTTGAG		19616		AT2G31800.1

		18059		CUST_29906_PI390587928		11.139038		11.12383		12.09312		12.820351		10.476004		10.412398		11.165179		11.5757065		9.93419		9.873165		11.348336		12.903183		-1.5834095		-1.637428		-1.902558		-2.369601		-2.3051302		-2.3795104		-1.6757227		1.0590953		-1.2048483		-0.7114315		-0.92794037		-1.2446442		-0.66303444		-1.2506647		-0.7447834		0.08283234		No		Yes		Yes		U35_44k_v1_18059		LOC_Os03g48970.4		gb|AAO19379.1| 6e-45  putative CCAAT-binding transcription factor [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48970.4 4e-45 nuclear transcription factor Y subunit A-1 putative expressed		TATACTGCGGTAGAGTGGGATTTGGCTTGATTTTGATAATTGGGTACTGCACAGAAAAAA		8396		AT3G20910.1

		27735		CUST_10421_PI390587928		4.6356735		4.905161		3.6837769		4.5811863		4.5466285		4.5163646		5.5442467		4.915525		4.140685		4.2600384		5.07797		4.6968684		-1.0636659		-1.3093005		3.631259		1.2607993		-1.4093095		-1.5638721		2.628415		1.0834872		-0.49498844		-0.38879633		1.8604698		0.33433867		-0.08904505		-0.6451225		1.3941932		0.115682125		No		Yes		Yes		U35_44k_v1_27735		-		No hits found		No hits found		TTTGGTATGTAGCACGTTCCCCTGTGCTGGTATAATGAGAAAATCTATGACTAGAAAAAA		23058		0

		20148		CUST_41226_PI390587928		8.579543		8.696434		9.556061		8.434812		8.54507		8.462028		7.3680844		6.9228263		8.009063		8.132562		8.215683		8.058316		-1.0241829		-1.1764226		-4.5566587		-2.8520224		-1.4850179		-1.4782317		-2.5321763		-1.2981844		-0.57048035		-0.23440647		-2.1879764		-1.5119853		-0.03447342		-0.56387234		-1.3403778		-0.37649536		No		Yes		Yes		U35_44k_v1_20148		-		No hits found		No hits found		GGACAAGGAGTGAAGTCTGTTTTAAACCTTAAGATTATAAAACCGGTCGGAAATGAAAAA		12163		0

		8398		CUST_38801_PI390587928		7.18478		6.669784		7.770704		7.296997		7.617686		7.9843574		9.119391		8.075152		7.791195		8.4304285		8.76096		7.3950386		1.3499497		2.4872875		2.5468035		1.7149367		1.5224711		3.3884945		1.9865372		1.0703195		0.6064148		1.3145733		1.3486876		0.7781553		0.43290567		1.7606444		0.99025583		0.098041534		No		Yes		Yes		U35_44k_v1_8398		LOC_Os07g43010.1		ref|NP_001060318.1| 3e-35  Os07g0622900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g43010.1 5e-37 expressed protein		TTTTTCTTCCTGCTGTATATACGTGTCGTCGATGATTTGTTGGTGTTGTTAGCGGCCGCT		18843		AT1G34640.1

		4864		CUST_32474_PI390587928		7.678112		7.5323853		7.400911		7.1713386		7.745663		8.00981		8.439092		8.412761		7.8846245		7.500906		8.49565		7.668445		1.0479364		1.3922566		2.0536366		2.3643148		1.1538954		-1.0220597		2.135745		1.41138		0.20651245		0.4774251		1.0381808		1.2414222		0.067551136		-0.03147936		1.0947394		0.49710655		No		Yes		Yes		U35_44k_v1_4864		LOC_Os04g46750.1		emb|CAH67416.1| 0.0  OSIGBa0143N19.10 [Oryza sativa (indica cultivar-group)]		LOC_Os04g46750.1 0.0 transferase transferring glycosyl groups putative expressed		GAAAAAATGGCCAACACATTCTTGGCGTTCATGCAATTGATCTTTTCAGTTCTACTATAA		12856		AT2G35710.2

		17103		CUST_41445_PI390587928		9.19756		11.007133		11.527627		10.920476		9.455994		10.725865		8.028197		9.71893		7.4798965		8.854024		9.394888		9.706582		1.196179		-1.2152618		-11.3092375		-2.2998595		-3.2890337		-4.4478517		-4.3854933		-2.3196287		-1.7176638		-0.28126717		-3.4994297		-1.2015457		0.25843334		-2.1531086		-2.132739		-1.2138939		Yes		Yes		Yes		U35_44k_v1_17103		LOC_Os04g44460.1		ref|NP_001053362.1| e-141  Os04g0526300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44460.1 1e-143 flavonol sulfotransferase-like putative expressed		ATATCATTTGCAGATTTGTTTGTAAATTCACCCCTCTTGAGTTTTTACCGTCAATCTGCT		8962		AT1G13420.1

		14106		CUST_30772_PI390587928		9.073041		8.541184		9.27945		9.441899		8.88795		8.369495		7.9688144		8.476989		8.453322		7.832306		8.204434		9.273826		-1.1368887		-1.1263764		-2.4805088		-1.9519424		-1.5365754		-1.634533		-2.1067455		-1.1235572		-0.61971855		-0.17168903		-1.310636		-0.9649105		-0.18509102		-0.7088785		-1.075016		-0.16807365		No		Yes		Yes		U35_44k_v1_14106		LOC_Os03g56950.4		ref|NP_001051465.1| 2e-06  Os03g0782500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56950.4 5e-08 phytochrome-interacting factor 4 putative expressed		ATAGAAAAAGGTGTACATGATAATAGCAGTCGGTTTGTAGCAATTTTGAAAATAAGGCGC		1309		0

		720		CUST_41500_PI390587928		17.749147		17.089247		17.455198		17.778		18.04625		17.94042		18.996521		18.430893		18.413116		18.448053		18.88465		17.38758		1.2286738		1.8039676		2.9106123		1.5723181		1.5844356		2.5647295		2.6934419		-1.3107741		0.66396904		0.8511734		1.5413227		0.65289307		0.29710197		1.3588066		1.429451		-0.390419		No		Yes		Yes		U35_44k_v1_720		LOC_Os06g06290.3		gb|ABL11233.1| 2e-87  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 3e-77 alpha-L-fucosidase 2 precursor putative expressed		CTGCTGTTGTTGTTGTGAACCTGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATCG		3029		AT5G45910.1

		17580		CUST_32529_PI390587928		9.2610445		9.736929		8.932796		9.428777		10.253176		10.929482		12.734149		12.614517		10.569373		11.358695		11.86702		9.155823		1.9891213		2.2855692		13.941882		9.099205		2.4765446		3.0775154		7.6434507		-1.2082793		1.3083286		1.1925535		3.8013535		3.1857405		0.99213123		1.6217661		2.9342241		-0.272954		Yes		Yes		Yes		U35_44k_v1_17580		LOC_Os07g41460.1		ref|NP_001060227.1| e-126  Os07g0605800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41460.1 1e-128 flavonol 4-sulfotransferase putative expressed		TGTACTGTATGCTTGGCTGCTGGTGCCTGTTTGATTAAGAATAAGAGATGCTGTGCTTGG		12075		AT2G03760.1

		41631		CUST_31350_PI390587928		12.193946		12.278882		11.24437		11.957813		12.657565		13.105457		12.7506485		12.869923		12.9554405		13.0757		12.8027315		11.567899		1.378997		1.7734704		2.8407621		1.8817949		1.695246		1.7372649		2.9451907		-1.3103157		0.76149464		0.8265753		1.506278		0.9121094		0.46361923		0.7968178		1.558361		-0.3899145		No		Yes		Yes		U35_44k_v1_41631		LOC_Os06g39270.1		dbj|BAD90935.1| 8e-36  monoterpene glucosyltransferase [Eucalyptus perriniana]		LOC_Os11g04860.1 2e-33 indole-3-acetate beta-glucosyltransferase putative expressed		GATTTGCACACTCATTCTAATCAACTCGGGATTTAAATACTCATTTAGGATTTGCATGTG		36676		AT1G05560.1

		13214		CUST_17096_PI390587928		4.250647		3.699147		4.6913304		4.2259316		3.5596447		3.4528058		2.5682275		3.3281488		3.634901		3.7545202		3.2849014		4.5131183		-1.6144048		-1.186195		-4.356299		-1.8632003		-1.5323502		1.0391278		-2.6508024		1.2202584		-0.615746		-0.24634123		-2.123103		-0.8977828		-0.69100237		0.05537319		-1.406429		0.28718662		No		Yes		Yes		U35_44k_v1_13214		-		No hits found		No hits found		CAAACACTTAAAGTAGAACCCTTCATTCCGAGTTAATGATAATGCTTCATGTGCAGGCGC		23686		0

		6366		CUST_908_PI390587928		6.944935		7.544498		6.8316846		7.5103035		7.5836654		8.299039		8.533308		8.40758		7.4184356		8.851621		8.178428		8.041472		1.5569586		1.6870947		3.2526677		1.862547		1.3884746		2.4744754		2.543373		1.4450996		0.47350073		0.7545409		1.7016234		0.8972769		0.6387305		1.3071227		1.3467431		0.53116894		No		Yes		Yes		U35_44k_v1_6366		LOC_Os05g49290.3		ref|NP_001056354.1| e-154  Os05g0568000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49290.3 1e-156 acyltransferase putative expressed		AGAGTGGTGCTGAGAAGGTCAGTCAATGAGATATGCCTCTTGTGTTGTTGTACTAAAAAA		17547		AT1G19440.1

		21551		CUST_40824_PI390587928		6.9247856		7.817514		5.415111		4.945625		4.694087		5.501038		2.3072855		1.630736		4.1836305		5.501826		3.519453		3.4299374		-4.693612		-4.9811397		-8.620823		-9.951327		-6.6860547		-4.9784207		-3.7209165		-2.8593504		-2.7411551		-2.3164759		-3.1078255		-3.314889		-2.2306986		-2.3156881		-1.895658		-1.5156875		Yes		Yes		Yes		U35_44k_v1_21551		LOC_Os09g30486.1		gb|ABI95399.1| 9e-83  fasciclin-like protein FLA9 [Triticum aestivum]		LOC_Os09g30486.1 5e-74 fasciclin-like arabinogalactan protein 7 precursor putative expressed		GGTCGTCTCATAATCATGATCATTACTCATAAATTGATGGACGGATGACTATCCAAAAAA		15105		AT2G04780.2

		36288		CUST_24568_PI390587928		4.938072		5.4164352		6.3928075		5.082708		4.8076787		4.986229		4.3725185		5.3963084		4.1652274		4.292925		5.075483		4.287748		-1.0945922		-1.3474263		-4.05665		1.2428055		-1.7086357		-2.1787646		-2.4920356		-1.7350293		-0.7728448		-0.4302063		-2.020289		0.31360054		-0.1303935		-1.1235104		-1.3173246		-0.79496		Yes		Yes		Yes		U35_44k_v1_36288		-		ref|XP_391344.1| 1e-24  hypothetical protein FG11168.1 [Gibberella zeae PH-1]		No hits found		TCGACCTGCTGAATCCAAAGAAGCCCATAACGCTCCTTGGTGGATTAACTTCTTTTGGTA		None		0

		24689		CUST_9993_PI390587928		7.2891803		7.50022		7.284266		7.4243655		6.907144		7.241005		5.7942924		6.8272996		6.5134854		6.5863166		6.2854743		7.2800307		-1.3031799		-1.1968272		-2.8088381		-1.5126371		-1.7120144		-1.8841362		-1.9983256		-1.1052209		-0.77569485		-0.25921488		-1.4899735		-0.5970659		-0.3820362		-0.91390324		-0.9987917		-0.1443348		No		Yes		Yes		U35_44k_v1_24689		LOC_Os07g32590.1		ref|NP_001059751.1| 5e-49  Os07g0510100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g32590.1 1e-50 methionine aminopeptidase 1B chloroplast precursor putative expressed		ATGGATTCAGAAACGACATGAAAATTTCTTCAAGTTGCATGTCAGTGTTTGTCCCTGTTT		19853		AT1G13270.1

		25080		CUST_14922_PI390587928		7.250412		7.163569		6.933431		7.630676		7.7772813		7.5728774		8.079575		7.4333825		7.7537684		7.808943		8.21732		8.133926		1.4407992		1.3280491		2.2132146		-1.1465453		1.4175075		1.5641445		2.434945		1.4174036		0.50335646		0.40930843		1.1461434		-0.19729328		0.5268693		0.6453738		1.2838893		0.5032506		No		Yes		Yes		U35_44k_v1_25080		LOC_Os12g40570.2		ref|NP_001067197.1| 2e-43  Os12g0597700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40570.2 5e-45 WRKY transcription factor 21 putative expressed		TCAAAAGTAGGAGCAACAAACAACATTGAGGCCATCCATCTGGGAATCTAATGAGCTGCC		23011		AT3G04670.1

		19006		CUST_4268_PI390587928		10.701808		10.834668		11.077657		10.317878		10.542153		10.394902		9.515667		9.898545		10.042321		9.618919		9.677002		9.832609		-1.1170197		-1.3563843		-2.9526079		-1.3373086		-1.5795206		-2.322613		-2.640214		-1.3998464		-0.6594868		-0.43976593		-1.5619898		-0.4193325		-0.15965462		-1.2157488		-1.4006548		-0.4852686		No		Yes		Yes		U35_44k_v1_19006		LOC_Os10g31820.2		gb|AAW21277.1| e-139  glutamine synthetase [Saccharum officinarum]		LOC_Os10g31820.1 1e-140 protein fluG putative expressed		TTTATCTGCGGAGAAAATTAGTAAGTGAGGGGCATGAGCGTTGGGTTCCATATGATAATA		12428		AT3G53180.1

		15289		CUST_10450_PI390587928		6.5412087		8.246001		5.451676		4.099178		10.432004		11.277194		13.754439		10.700111		11.51749		13.200092		12.786689		6.23654		14.833583		8.174853		315.77716		97.06865		31.47821		30.997738		161.45775		4.3995686		4.9762816		3.0311928		8.302763		6.6009336		3.8907952		4.954091		7.335013		2.137362		Yes		Yes		Yes		U35_44k_v1_15289		LOC_Os09g39940.1		gb|ABU56004.1| 9e-39  blue copper-binding protein [Dasypyrum villosum]		LOC_Os09g39940.1 2e-35 blue copper protein precursor putative expressed		CACGTATTCTTGTTAGAGGAAGAATGTGAGAACTACTTTGTATCTCTCACTTTTGTATGT		3211		AT1G22480.1

		20759		CUST_24228_PI390587928		10.94696		12.056994		11.439931		12.179592		10.384907		11.586661		11.096428		10.738304		9.893678		10.87563		11.07267		12.0580015		-1.4763694		-1.3854293		-1.2688338		-2.715632		-2.0752466		-2.267911		-1.2899015		-1.0879337		-1.0532827		-0.4703331		-0.343503		-1.441288		-0.5620537		-1.181364		-0.36726093		-0.121590614		No		Yes		Yes		U35_44k_v1_20759		LOC_Os12g01360.1		gb|EAY81958.1| e-144  hypothetical protein OsI_035917 [Oryza sativa (indica cultivar-group)]		LOC_Os12g01360.1 1e-146 expressed protein		CCTTCATATATATCGGCAAGTATATATCGATTGTAACACTTGGGGATTTGCCAATATATC		16504		AT1G07200.2

		15989		CUST_18060_PI390587928		10.506299		11.425334		9.994025		10.246247		10.805549		11.179337		11.0728		10.890713		11.096465		11.3398485		11.16309		10.547768		1.2305043		-1.1859124		2.112241		1.56316		1.5054201		-1.0610447		2.2486584		1.2324425		0.5901661		-0.24599743		1.0787745		0.64446545		0.29924965		-0.08548546		1.1690645		0.30152035		No		Yes		Yes		U35_44k_v1_15989		LOC_Os04g35240.1		ref|NP_001052827.1| e-171  Os04g0432000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35240.1 1e-172 serine/threonine-protein kinase SAPK7 putative expressed		GTTAGCATGCGGAAACATAATGTATGGAATAAATCATCTTATTGAGCATGTTCTTGCAGT		8966		AT5G63650.1

		6753		CUST_27434_PI390587928		7.5663085		7.74975		9.365972		9.016982		7.210112		7.3279586		7.29835		7.9996037		6.510492		6.9106307		7.799862		8.665494		-1.2800467		-1.3395901		-4.191951		-2.0242372		-2.0788946		-1.788958		-2.9610517		-1.275876		-1.0558167		-0.42179155		-2.0676217		-1.0173783		-0.3561964		-0.83911943		-1.5661097		-0.3514881		No		Yes		Yes		U35_44k_v1_6753		LOC_Os01g44970.1		gb|EAY75097.1| 3e-65  hypothetical protein OsI_002944 [Oryza sativa (indica cultivar-group)]		LOC_Os01g44970.1 6e-67 polygalacturonase precursor putative expressed		GCATGGGGTTCTGGCTTGCTTCAATGGCTTGAATTCACCAAACTAAGTGCATTATCAATT		14232		AT1G60590.1

		43005		CUST_34434_PI390587928		5.573487		5.0329843		5.919525		5.626063		5.0694847		4.9101763		4.907778		5.3460045		5.081527		4.7287993		5.0500526		5.4955425		-1.4181421		-1.088852		-2.0163517		-1.214244		-1.4063538		-1.2347208		-1.8269948		-1.0946884		-0.49195957		-0.12280798		-1.0117474		-0.28005838		-0.5040021		-0.3041849		-0.8694725		-0.13052034		No		Yes		Yes		U35_44k_v1_43005		LOC_Os03g25980.3		gb|EAY90221.1| 6e-62  hypothetical protein OsI_011454 [Oryza sativa (indica cultivar-group)]		LOC_Os03g25980.3 1e-63 polypyrimidine tract-binding protein homolog 1 putative expressed		CGATGTAATCCATTTGGTTTTCTCTGCTTTTGGATTAGCACACAAAATAGCTACTTTTGA		39107		AT3G01150.1

		36182		CUST_19281_PI390587928		3.9813766		2.946088		4.029218		4.754434		3.0703783		2.1232905		2.634175		2.3115947		3.1650665		1.9240869		2.8529117		3.991171		-1.8803463		-1.7688326		-2.629964		-5.4371076		-1.7608966		-2.0307338		-2.2599745		-1.6973255		-0.81631017		-0.82279754		-1.3950431		-2.4428394		-0.91099834		-1.0220011		-1.1763065		-0.7632632		Yes		Yes		Yes		U35_44k_v1_36182		-		ref|XP_385245.1| 2e-45  hypothetical protein FG05069.1 [Gibberella zeae PH-1]		LOC_Os03g29980.2 1e-07 ACR4 putative expressed		AACACATTATACGTCCAAGGCATCTCAGACAACAAGATCGACATGGATGTCGTCGAGTCT		None		AT5G25320.1

		8182		CUST_5698_PI390587928		8.331084		9.072289		8.655107		8.992909		8.151792		9.217524		10.979835		11.174211		8.494407		10.067155		10.823331		10.650173		-1.1323286		1.1059101		5.009713		4.535624		1.1198632		1.9928946		4.4946985		3.1541772		0.16332245		0.14523411		2.324728		2.181301		-0.17929268		0.9948654		2.1682243		1.6572638		Yes		Yes		Yes		U35_44k_v1_8182		LOC_Os08g30770.1		gb|EAZ06901.1| e-106  hypothetical protein OsI_028133 [Oryza sativa (indica cultivar-group)]		LOC_Os08g30770.1 1e-108 ATATH6 putative expressed		ATCTCAAATTTACTTGTGGATTTGGCAATTGCAGTGTACCATGCTCGTTTGTCATAAAAG		17093		AT3G47780.1

		45258		CUST_27169_PI390587928		4.5401044		4.2028556		4.9810643		4.883318		3.4528005		3.2956474		3.531542		3.2872		3.640927		3.6900146		3.7996132		4.828361		-2.1247659		-1.8754128		-2.731176		-3.023287		-1.8650022		-1.4268572		-2.2680478		-1.0388281		-0.8991773		-0.9072082		-1.4495223		-1.596118		-1.0873039		-0.512841		-1.1814511		-0.054956913		Yes		Yes		Yes		U35_44k_v1_45258		-		gb|EAZ31962.1| 2e-10  hypothetical protein OsJ_015445 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52330.1 3e-12 expressed protein		AACTAACCCTCATCACCCTTGTTGTGTATTTTAGGAAATTACTGCCCCTTGTTTACATTT		43907		0

		16482		CUST_27450_PI390587928		12.815566		11.783511		11.243644		12.08757		12.747661		11.802747		9.078969		11.189743		12.46485		11.174541		9.77729		11.789214		-1.0481938		1.0134224		-4.4836535		-1.8632576		-1.275193		-1.5251696		-2.7632258		-1.2297423		-0.35071564		0.019235611		-2.1646748		-0.89782715		-0.067905426		-0.6089697		-1.4663534		-0.29835606		No		Yes		Yes		U35_44k_v1_16482		LOC_Os01g09620.2		ref|NP_001042276.1| e-127  Os01g0192000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g09620.2 1e-129 nucleic acid binding protein putative expressed		AATTAATGTAATCCTTCGTAAGGATGGCGATCGACGATCCGATCCCCCACACCATATTTT		5688		AT2G19810.1

		40071		CUST_17752_PI390587928		7.4286156		4.883072		5.1492343		6.9570446		8.801814		6.8371468		8.590197		9.147401		7.934503		6.9746194		8.907673		9.712853		2.5904424		3.8746738		10.860076		4.564182		1.4199966		4.26205		13.53327		6.754312		0.5058875		1.9540749		3.4409623		2.1903563		1.3731985		2.0915475		3.7584386		2.7558088		Yes		Yes		Yes		U35_44k_v1_40071		LOC_Os11g46980.1		gb|EAY73123.1| 5e-41  hypothetical protein OsI_000970 [Oryza sativa (indica cultivar-group)]		LOC_Os11g10310.1 4e-42 receptor-like protein kinase precursor putative expressed		AACCTAGACTTCAGAGCACTCGTTCTTCAGTACATGCCAAATGGAAGTTTAGAGATGCTA		36373		AT3G47580.1

		24675		CUST_10022_PI390587928		6.5974774		6.370613		8.284561		7.1736927		6.038448		6.129826		6.507103		5.5444665		5.945765		6.42585		6.2966647		6.893357		-1.4732779		-1.181637		-3.4282165		-3.0934703		-1.5710318		1.0390296		-3.9665823		-1.2144777		-0.6517124		-0.24078703		-1.7774582		-1.6292262		-0.5590296		0.055236816		-1.9878964		-0.2803359		Yes		Yes		Yes		U35_44k_v1_24675		LOC_Os01g12470.1		emb|CAI84705.1| 2e-90  putative mitochondrial carrier protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g12470.1 3e-81 mitochondrial carrier protein CGI-69 putative expressed		ATTAGCACAAATGGGAAGCACGCTCAGGAATAGAAGTGAAGGTTAGAAACCCGCAAAAAA		18736		AT4G27940.1

		20420		CUST_14355_PI390587928		7.20351		7.719528		6.502935		8.004926		7.346916		8.047854		8.286875		8.494142		7.4212093		8.131511		8.10656		8.366038		1.10451		1.2555559		3.443653		1.4036818		1.1628778		1.3305129		3.0390594		1.2844161		0.21769953		0.32832623		1.7839398		0.48921585		0.14340639		0.41198254		1.6036248		0.3611126		No		Yes		Yes		U35_44k_v1_20420		LOC_Os02g53500.2		ref|NP_001048280.1| e-166  Os02g0775200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53500.2 1e-168 replication factor C subunit 3 putative expressed		ATGCAGTAGGGAGTCATTCACAACTCAACTAATTAGGGTGTGGAGTATTGTTGCAAAAAA		13837		AT1G77470.1

		36693		CUST_19382_PI390587928		6.3564115		5.3936787		6.5415053		6.4554706		6.321319		4.7178493		4.768623		5.441143		6.356817		4.8977675		5.275233		5.613438		-1.0246224		-1.5975149		-3.4173605		-2.019961		1.000281		-1.4102111		-2.405393		-1.7925737		4.05E-04		-0.6758294		-1.7728825		-1.0143275		-0.035092354		-0.49591112		-1.2662725		-0.84203243		No		Yes		Yes		U35_44k_v1_36693		-		gb|EAZ24228.1| 2e-11  hypothetical protein OsJ_007711 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g46290.1 5e-13 pectinesterase inhibitor domain containing protein expressed		AACGAGGAGAACGAGAAGCTCGTCCACTTAGCCATCGACATCTTGAACCCGCCGAGAAGT		31919		0

		39682		CUST_14167_PI390587928		7.3416104		8.024533		8.181271		8.21771		6.9406776		7.4168434		7.355675		6.9181085		6.654264		7.2745457		7.6010323		8.169746		-1.3203614		-1.5238172		-1.7722663		-2.4616082		-1.6103189		-1.6817784		-1.4950962		-1.0338043		-0.68734646		-0.60768986		-0.8255954		-1.2996011		-0.4009328		-0.7499876		-0.58023834		-0.047963142		No		Yes		Yes		U35_44k_v1_39682		LOC_Os02g45390.1		gb|EAZ31640.1| 1e-51  hypothetical protein OsJ_015123 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45390.1 3e-53 RING-H2 finger protein ATL2M putative		GTAACCGACCGGCCTCACAAGAATCATTAGAAGTTCAAGTGGTGGTAACATGAAATGTGC		35864		AT3G16720.1

		761		CUST_6642_PI390587928		7.2099404		7.38969		7.091517		7.166185		7.8763595		7.8516173		9.77464		9.360026		8.445801		10.333999		10.076238		10.3837385		1.5871286		1.3773807		6.422447		4.575221		2.3552177		7.697067		7.9157205		9.302082		1.2358603		0.4619274		2.683123		2.1938415		0.666419		2.9443088		2.9847207		3.2175536		Yes		Yes		Yes		U35_44k_v1_761		LOC_Os04g59190.1		ref|NP_001054343.1| e-122  Os04g0689000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59260.1 1e-124 peroxidase 12 precursor putative expressed		TGATGTCAGTTTGCAGTTACTAATCCGTGTGGTGTGTTTGTGTTTGTGTTTGTGTGCGCG		4422		AT1G71695.1

		8393		CUST_20563_PI390587928		8.691543		8.591769		8.71951		9.252425		8.361869		8.506019		7.145969		8.075967		8.34352		8.45243		7.6317306		9.221921		-1.2567291		-1.0612397		-2.9763439		-2.2602124		-1.2728148		-1.1014007		-2.1254666		-1.021369		-0.34802246		-0.08575058		-1.5735412		-1.1764584		-0.32967377		-0.13933945		-1.0877795		-0.030504227		No		Yes		Yes		U35_44k_v1_8393		LOC_Os12g02400.1		No hits found		No hits found		CACCTGTACCCCAGTTCTCCATCCATGAATGAATGAATCGGAGCTAGATTTATTTTCAAA		20025		0

		22846		CUST_2783_PI390587928		1.5536509		1.4484967		1.4897002		1.4539257		1.3329471		1.4249624		5.320848		4.6480136		1.5698787		2.0493698		5.0767155		2.554834		-1.1653019		-1.0164465		14.2328005		9.152006		1.0113118		1.5166341		12.017086		2.1448967		0.016227841		-0.023534298		3.8311477		3.194088		-0.22070372		0.6008731		3.5870152		1.1009082		Yes		Yes		Yes		U35_44k_v1_22846		LOC_Os12g01400.1		ref|NP_001065531.1| 7e-30  Os11g0105000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01400.1 2e-31 calmodulin-like protein 41 putative expressed		GGATACATGTAGTATTCACTTAATTCACTGATCGATCACATGACATATGTATGTACAGTC		16865		AT5G42380.1

		24704		CUST_11017_PI390587928		12.7347765		8.777027		5.830351		8.578241		12.216044		7.9503155		2.2648695		7.211735		11.32391		7.1966996		3.646283		8.035506		-1.4326955		-1.7736381		-11.83905		-2.5784545		-2.6589687		-2.9903772		-4.544331		-1.4567316		-1.4108667		-0.82671165		-3.5654814		-1.3665066		-0.5187321		-1.5803275		-2.184068		-0.5427351		Yes		Yes		Yes		U35_44k_v1_24704		LOC_Os09g37620.1		ref|NP_001063855.1| 3e-64  Os09g0548400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37620.1 7e-66 monooxygenase/ oxidoreductase putative expressed		GAGGACTAGATGCCTCCCATAGTTTTGTTTGTTTTGATTTTTAAGTCATTTGGACTCTTG		21141		AT1G19250.1

		40797		CUST_11184_PI390587928		5.6970925		5.0674405		5.109015		5.5833416		5.6868825		5.643315		7.64527		6.150423		6.136112		5.518041		6.668448		5.780342		-1.0071021		1.4905806		5.8008122		1.4815234		1.3556828		1.3666091		2.9473798		1.1463126		0.43901968		0.5758743		2.536255		0.56708145		-0.010210037		0.45060062		1.559433		0.1970005		No		Yes		Yes		U35_44k_v1_40797		LOC_Os02g19530.1		gb|EAZ39416.1| 1e-31  hypothetical protein OsJ_022899 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g18230.1 2e-33 lectin receptor-type protein kinase putative expressed		TACGTTCTACATGGTTCCCAATGTGAATTCATGTACTTTTTACGAAGTTTTCGTTTTCGC		16710		AT4G02420.1

		30710		CUST_37107_PI390587928		4.667971		5.186035		5.581738		4.6915507		4.282062		4.4058595		4.5881763		4.420805		4.4728045		4.006586		4.534468		4.137726		-1.306683		-1.71734		-1.9910946		-1.2064313		-1.1448563		-2.2649028		-2.0666153		-1.4679725		-0.19516659		-0.7801757		-0.99356174		-0.27074575		-0.38590908		-1.1794491		-1.0472698		-0.5538249		No		Yes		Yes		U35_44k_v1_30710		LOC_Os01g51230.1		gb|EAY75555.1| 7e-13  hypothetical protein OsI_003402 [Oryza sativa (indica cultivar-group)]		LOC_Os01g51230.1 9e-15 calmodulin binding protein putative expressed		CACGCCGGGGGGAAGGGCCGGAAGTGGAGCCGGCTGTGGCGGAGCTCGTCCGGCGGGCAG		30743		0

		29372		CUST_11729_PI390587928		5.667799		6.183413		6.4534163		7.409015		5.1638246		5.5622582		4.3786626		5.540053		4.3913913		4.5915823		5.0839534		7.266558		-1.4181149		-1.5381058		-4.212725		-3.6526976		-2.4223506		-3.014316		-2.5837438		-1.1037834		-1.2764077		-0.6211548		-2.0747538		-1.8689623		-0.50397444		-1.5918307		-1.369463		-0.14245701		Yes		No		No		U35_44k_v1_29372		-		No hits found		No hits found		AACCTGAGCTGATCATTTTCATTTCCTTTCCCACCGGGTCGCTCCGTCGTCTATTAATTA		28636		0

		14204		CUST_2723_PI390587928		3.2563336		3.772258		2.46574		2.799205		1.8920952		1.80139		1.6806407		1.6839558		2.1571481		3.0795536		1.6303498		1.4500489		-2.5744038		-3.920039		-1.7232109		-2.1663244		-2.142337		-1.6163106		-1.7843395		-2.5476305		-1.0991855		-1.970868		-0.78509927		-1.1152493		-1.3642384		-0.69270444		-0.8353902		-1.3491561		Yes		No		No		U35_44k_v1_14204		LOC_Os12g44150.2		gb|EAY84050.1| 0.0  hypothetical protein OsI_038009 [Oryza sativa (indica cultivar-group)]		LOC_Os12g44150.2 0.0 plasma membrane ATPase 1 putative expressed		GAGTCTGTCTGCTTTCAGATCTGTAGGTGTGGTTTGGCTCAAATATATTTACCTGCCAAA		388		AT5G62670.1

		16700		CUST_13790_PI390587928		8.666227		8.488319		9.151099		8.640996		9.031022		9.024997		10.246053		9.419095		8.912996		9.562055		10.108844		9.104937		1.2876984		1.4506278		2.136062		1.7148699		1.1865468		2.104876		1.9422711		1.3793042		0.24676895		0.53667736		1.0949535		0.77809906		0.36479473		1.0737352		0.9577446		0.46394062		No		Yes		Yes		U35_44k_v1_16700		LOC_Os02g03230.1		dbj|BAD07966.1| 0.0  putative membrane related protein CP5 [Oryza sativa Japonica Group]		LOC_Os02g03230.1 0.0 nodule membrane protein putative expressed		TGCCAATCACTATTTGATTTGGTCAGAGGCGATACGCACTGATATATTTCTGTTGCTTAA		2139		AT1G64720.1

		3693		CUST_16940_PI390587928		2.9400218		2.2632847		1.3768286		2.2925904		3.7492383		5.0793605		7.3573728		6.9523697		4.2279935		5.309426		6.786631		4.0204816		1.7522596		7.0424423		63.1427		25.27746		2.4418452		8.259996		42.512123		3.3124328		1.2879717		2.8160758		5.980544		4.6597795		0.8092165		3.0461411		5.4098024		1.7278912		Yes		Yes		Yes		U35_44k_v1_3693		LOC_Os01g24010.1		ref|NP_001042955.1| 0.0  Os01g0342700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g24010.1 0.0 PDR5-like ABC transporter putative expressed		GGATCCTAGTTTTGCCGGCAACATATAATACTATACTGACCATACTATAGAATACTGAAA		12754		AT1G15520.1

		42828		CUST_32087_PI390587928		10.638287		10.896825		9.037951		9.088805		9.900184		9.724392		6.880949		6.739495		9.972936		9.64122		7.18938		8.154606		-1.667981		-2.2539146		-4.4598722		-5.095806		-1.585954		-2.3876722		-3.6014335		-1.9108299		-0.6653509		-1.1724329		-2.1570024		-2.3493104		-0.7381029		-1.2556047		-1.8485713		-0.93419933		Yes		No		No		U35_44k_v1_42828		LOC_Os06g38960.2		gb|EAZ37496.1| 1e-18  hypothetical protein OsJ_020979 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g38960.2 2e-20 expressed protein		TTCCCTTTGTTTAAGTCAGTTTGCTTATCTGTGTCCAGCTTCTGAATATAGCTGAATTCT		38765		0

		32701		CUST_2088_PI390587928		5.811657		4.5166955		2.3498447		2.9063041		5.7432923		6.0416026		4.6443696		3.9197218		5.903399		6.4543366		4.8125606		3.308253		-1.0485275		2.877682		4.905924		2.0186877		1.0656562		3.830788		5.5125346		1.3212917		0.09174204		1.5249071		2.294525		1.0134177		-0.06836462		1.9376411		2.4627159		0.40194893		Yes		No		No		U35_44k_v1_32701		-		gb|EAY86935.1| 3e-09  hypothetical protein OsI_008168 [Oryza sativa (indica cultivar-group)]		LOC_Os02g43770.1 5e-11 bZIP protein putative expressed		GTGCCTTGTCATGAAACAACAAAATTACCGTCCCTATCATTGTTGTTGGTTGTTAAATCC		None		0

		5584		CUST_23325_PI390587928		7.6819935		7.813456		8.067372		8.191189		7.3258076		7.333552		6.8272815		7.2521415		7.1019096		7.3474026		7.061724		7.967198		-1.2800374		-1.394651		-2.362134		-1.9172618		-1.4949361		-1.3813256		-2.0078454		-1.16796		-0.58008385		-0.47990417		-1.2400908		-0.93904734		-0.3561859		-0.4660535		-1.0056481		-0.22399092		No		Yes		Yes		U35_44k_v1_5584		LOC_Os01g42800.1		ref|NP_001043564.1| 0.0  Os01g0613900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42800.1 0.0 uncharacterised protein family protein expressed		GGAGTAATTAAGTTGTAGCTAGGTATATTTATAGCTGTTCTAGTGGCTTGTATCTTTGTG		12756		AT2G34090.1

		11127		CUST_37306_PI390587928		4.8059216		4.9252696		3.8168468		4.9765735		5.833184		5.8104057		6.071834		5.007753		6.06748		6.323345		5.6212335		3.6103718		2.0381527		1.8469388		4.7733006		1.0218471		2.397546		2.635498		3.4928062		-2.5779095		1.2615585		0.8851361		2.2549872		0.031179428		1.0272622		1.3980756		1.8043866		-1.3662016		Yes		Yes		Yes		U35_44k_v1_11127		LOC_Os02g22650.2		emb|CAI30081.1| e-111  glycosyltransferase [Triticum aestivum]		LOC_Os02g22650.2 1e-102 glycosyltransferase putative expressed		AGATCTTCCAGCAGCTGAGCAAGTACGAGGTGATCGACATCGACAACGACGACGAGGTCC		22725		AT3G18170.1

		42252		CUST_1474_PI390587928		4.2780232		4.294342		1.5330573		3.073785		3.4568684		4.1709805		9.496951		10.85788		4.4220185		6.489498		8.176571		5.24869		-1.7668197		-1.08927		249.67264		220.41748		1.1049609		4.579392		99.976265		4.5155606		0.14399529		-0.12336159		7.963894		7.784095		-0.82115483		2.195156		6.6435137		2.174905		Yes		Yes		Yes		U35_44k_v1_42252		-		No hits found		No hits found		TGCGAGGATTATTGGCGCCCCTATGATTATTCCAAATGATCTGGTTCATGCTCCAAAAAA		37800		0

		12682		CUST_10076_PI390587928		7.509752		3.6062353		1.47531		3.7122183		6.7949066		2.7978573		1.3365893		2.1646192		5.916105		1.6398178		1.3976613		2.1865277		-1.6413071		-1.7512414		-1.1009284		-2.9233024		-3.0181134		-3.9079647		-1.0552967		-2.879245		-1.593647		-0.808378		-0.13872063		-1.5475991		-0.7148452		-1.9664174		-0.07764864		-1.5256906		Yes		No		No		U35_44k_v1_12682		LOC_Os09g37620.1		gb|EAZ45570.1| e-106  hypothetical protein OsJ_029053 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37620.1 1e-108 monooxygenase/ oxidoreductase putative expressed		CATGGACAATGTAGCTAAATTTGTTAAAGGGAAGAGTGTGACAATAATTGGGTCTGGAAA		24528		AT1G19250.1

		20112		CUST_39030_PI390587928		3.380758		1.7001933		3.1502535		5.108299		4.3347974		5.72847		7.5680795		6.5487976		4.322416		6.193115		7.5924773		6.7461295		1.9372892		16.316689		21.374603		2.7141469		1.920734		22.516674		21.73915		3.1119757		0.9416578		4.0282764		4.4178257		1.4404988		0.95403934		4.492922		4.4422235		1.6378307		Yes		Yes		Yes		U35_44k_v1_20112		LOC_Os09g29510.1		ref|NP_001063440.1| e-164  Os09g0471200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29510.1 1e-166 OsWAK80 - OsWAK receptor-like protein kinase expressed		CTGTAATTGGACTTTTCATGGTAACTTGCATATTATCTTGGAAATCGGACTATAACTGTC		12770		AT1G21240.1

		49188		CUST_41555_PI390587928		11.20078		11.623368		10.900702		11.586806		11.445747		12.83394		14.115375		13.410144		12.204305		13.182842		13.251774		11.179532		1.185066		2.3142927		9.283521		3.5389898		2.0048923		2.9474635		5.10203		-1.3261778		1.0035248		1.2105713		3.214672		1.8233376		0.24496746		1.559474		2.3510714		-0.40727425		Yes		Yes		Yes		U35_44k_v1_49188		-		No hits found		No hits found		GATCGCCCCAGGGTGTGTGCGTGTGTTGGCAATTAAAAAAGCTTTGTTGCTTGGTTTTTT		5761		0

		17534		CUST_35381_PI390587928		12.020459		11.419255		11.046615		11.65823		12.77916		12.39502		12.715268		12.73914		13.225265		12.967692		12.308299		11.744248		1.6919657		1.9666828		3.1791773		2.1153696		2.3050618		2.925001		2.3977554		1.0614369		1.2048054		0.9757643		1.6686535		1.0809097		0.7587004		1.5484371		1.2616844		0.08601856		Yes		Yes		Yes		U35_44k_v1_17534		LOC_Os04g57760.1		gb|EAZ32386.1| 2e-26  hypothetical protein OsJ_015869 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57760.1 3e-28 expressed protein		TGGAAATGTGGAATCCGGTTCAAGTAAATGAAAAGAAAACCGTCAGAAAATTGCTGCAAA		11650		0

		22826		CUST_2829_PI390587928		6.5113053		6.8632298		5.9943137		7.655058		6.2321315		7.047091		7.6159134		7.231024		6.509123		7.533218		7.4859824		8.840697		-1.2134998		1.13592		3.0771604		-1.341674		-1.001514		1.5910599		2.8121405		2.2746418		-0.0021824837		0.18386126		1.6215997		-0.42403412		-0.27917385		0.66998816		1.4916687		1.1856394		No		Yes		Yes		U35_44k_v1_22826		LOC_Os10g17680.1		gb|ABM53028.1| 6e-61  profilin [Cocos nucifera]		LOC_Os06g05880.1 6e-59 profilin-2 putative expressed		TATGTGTAACCTTTAAACGTTGTGATATTTTTGCCGAGCATCTAGTTTTTCCTCTTACTG		18024		AT5G56600.1

		26833		CUST_21196_PI390587928		7.5966287		7.6884217		6.6022954		7.6022143		7.5815773		7.735306		7.9732647		7.4933677		7.439257		7.6909466		7.884917		7.7606893		-1.0104874		1.0330313		2.5864427		-1.0783658		-1.1152533		1.0017517		2.4328063		1.1161066		-0.15737152		0.04688406		1.3709693		-0.108846664		-0.015051365		0.0025248528		1.2826214		0.15847492		No		Yes		Yes		U35_44k_v1_26833		LOC_Os02g57690.3		gb|EAZ25127.1| 2e-54  hypothetical protein OsJ_008610 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g57690.3 4e-56 acyl-CoA binding protein putative expressed		ATGAATTGGAAGCCTTGCAGCAACAAATGTCTCAGGCTGAACAAACCATGACGACTTCTC		25454		AT5G04420.3

		16115		CUST_16499_PI390587928		11.556664		10.734543		12.137012		11.107966		11.226811		10.635549		10.027424		9.902682		10.905121		10.314858		10.758248		10.681572		-1.2568854		-1.0710266		-4.3156796		-2.3058267		-1.570848		-1.3376349		-2.6004534		-1.3438708		-0.6515436		-0.098994255		-2.1095877		-1.2052841		-0.32985306		-0.4196844		-1.3787632		-0.42639446		No		Yes		Yes		U35_44k_v1_16115		LOC_Os01g19450.1		ref|NP_001042817.1| 0.0  Os01g0300200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g19450.1 0.0 ATP-citrate synthase subunit 1 putative expressed		GACATTTGGGGAATATTGTAATGATTATGATGCTAGTTCCCCATCACAAAACTCTGAATT		5042		AT5G49460.1

		21983		CUST_30414_PI390587928		8.80535		8.617455		9.139465		8.400348		9.055715		8.689493		7.669416		7.4292006		8.434833		8.471282		8.279775		8.344571		1.1895075		1.0512011		-2.7703137		-1.9603987		-1.2928166		-1.1066297		-1.8146492		-1.0394185		-0.37051773		0.07203865		-1.4700494		-0.97114706		0.2503643		-0.14617252		-0.85969067		-0.055776596		No		Yes		Yes		U35_44k_v1_21983		LOC_Os03g29730.1		gb|AAR06314.1| e-113  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29730.1 1e-117 expressed protein		ACAAAATGTGTGGATTTCCATCCACTAGTCTTCCGGGAAGTCTTGCATCAGTTCTGAAGC		45564		AT1G72640.2

		49050		CUST_14882_PI390587928		3.6347454		3.5048819		5.285176		4.8036504		2.7781944		3.0769784		3.6673362		3.9859364		1.9629173		2.339715		4.0520496		3.8295658		-1.8107042		-1.3452772		-3.069151		-1.7626108		-3.1861806		-2.2425916		-2.3507583		-1.9643945		-1.671828		-0.4279034		-1.6178396		-0.817714		-0.85655093		-1.1651669		-1.2331262		-0.9740846		Yes		No		No		U35_44k_v1_49050		-		No hits found		No hits found		AGGGGTCGTAGCAGGACTTGCGAGCGACGGAAATAATTGTTTGGGCATTCGTAGAAAAAA		None		0

		8108		CUST_5769_PI390587928		6.215552		5.821608		5.784437		5.5595546		5.9673667		5.5359173		4.0915446		4.472965		6.2055907		5.6894035		5.385225		4.9740033		-1.1877121		-1.2189938		-3.2330427		-2.1237144		-1.0069284		-1.0959672		-1.3187877		-1.5006123		-0.009961128		-0.28569078		-1.6928926		-1.0865898		-0.24818516		-0.13220453		-0.39921236		-0.58555126		No		Yes		Yes		U35_44k_v1_8108		LOC_Os01g08260.2		gb|EAZ10761.1| 9e-56  hypothetical protein OsJ_000586 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08260.2 2e-57 ATPase coupled to transmembrane movement of substances putative expressed		TTTTGTATTGTACGTACTGTAATGTTGATACGGGCCTGCGTGCGTATATTCGCTGAGCAT		17136		AT2G26910.1

		41397		CUST_2594_PI390587928		7.085523		7.2362485		7.460066		8.628056		6.657154		7.2487845		5.3110347		6.4207187		5.5885406		6.2056413		6.5865254		8.852905		-1.3457114		1.0087272		-4.4352984		-4.61822		-2.8225176		-2.0428839		-1.8321536		1.1686555		-1.4969826		0.012536049		-2.1490312		-2.207337		-0.42836905		-1.0306072		-0.8735404		0.2248497		Yes		Yes		Yes		U35_44k_v1_41397		LOC_Os12g42090.1		gb|ABA99848.2| 3e-48  37 kDa inner envelope membrane protein, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42090.1 6e-50 inner envelope membrane protein chloroplast precursor putative expressed		GGAGTTGGCATCAAATTTGTTTTGGTCAAGCAGATCTAGCAAATTCACATTTACATCTTA		2892		AT3G63410.1

		6987		CUST_9182_PI390587928		5.1969547		4.3989997		6.00022		5.2406178		4.594602		3.8886178		3.2059631		3.4463902		2.901769		3.0281804		4.538242		5.012048		-1.5181903		-1.4244273		-6.9367347		-3.4682975		-4.908172		-2.586174		-2.754858		-1.1716729		-2.2951858		-0.51038194		-2.7942567		-1.7942276		-0.6023526		-1.3708193		-1.461978		-0.22856998		Yes		No		No		U35_44k_v1_6987		LOC_Os02g12660.1		ref|NP_001046304.1| 6e-32  Os02g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12660.1 1e-33 receptor-like kinase putative expressed		TATATCCTGATTGAGATGATATGAACGTGGGTTGCATTGCAGCAGGTGATGAAGAGGCCA		17634		0

		16744		CUST_31924_PI390587928		13.056839		13.888806		15.241321		15.39177		12.416276		13.230022		13.75481		13.820443		12.056198		12.100075		13.865336		15.014293		-1.5589374		-1.5787513		-2.8021035		-2.9717798		-2.0008886		-3.4551098		-2.5954492		-1.2990686		-1.0006409		-0.6587839		-1.4865103		-1.5713272		-0.640563		-1.7887316		-1.3759842		-0.37747765		Yes		No		No		U35_44k_v1_16744		LOC_Os03g20380.1		ref|NP_001049949.1| 0.0  Os03g0319400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		TAGCTATAGCCGGGGAGATGACTCTAAATAAATAAAATGCTGATCCTTGCCGGCAAAAAA		7534		AT5G21326.1

		9535		CUST_33083_PI390587928		3.2484787		2.4615917		2.8104699		4.0065446		4.4342103		4.5918527		5.037567		4.0391364		4.4788833		5.0868998		5.079967		4.0443325		2.2747872		4.3779664		4.68191		1.022848		2.3463278		6.170161		4.8215504		1.0265386		1.2304046		2.130261		2.2270973		0.03259182		1.1857316		2.625308		2.2694972		0.037787914		Yes		No		No		U35_44k_v1_9535		LOC_Os04g10410.1		emb|CAH65853.1| 3e-59  OSIGBa0140C02.5 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10434.1 2e-60 glutamyl-tRNA putative expressed		CTTTTCAAACGATGACAAAAACTGACTGCATCGGACATAGTACTCGTGGAGCATGTGCAG		21273		AT4G34880.1

		29870		CUST_24352_PI390587928		5.570572		5.187638		4.8144755		5.279045		5.013001		3.6503632		7.6521316		9.3890295		5.4249053		4.6465187		6.091463		2.8983908		-1.4717891		-2.9024568		7.1485767		17.267466		-1.1062417		-1.4551008		2.4233243		-5.207729		-0.1456666		-1.5372746		2.837656		4.1099844		-0.55757093		-0.5411191		1.2769876		-2.3806543		No		Yes		Yes		U35_44k_v1_29870		LOC_Os04g43200.2		No hits found		LOC_Os04g43200.2 3e-06 caleosin 2 putative expressed		CTACGAAATAAGAGGGAACCGGTACGAAGTTAAGAGAATAAAGTTGTACGCTTTTCAAAA		29405		0

		16358		CUST_13544_PI390587928		5.6247063		5.4436264		5.4007545		4.8841443		5.334808		4.9025197		4.1137676		4.593013		4.8755155		5.1640267		4.6630282		4.7420163		-1.2225542		-1.4550883		-2.4401786		-1.2235996		-1.6808498		-1.213858		-1.6675456		-1.1035316		-0.7491908		-0.5411067		-1.2869868		-0.2911315		-0.2898984		-0.27959967		-0.7377262		-0.14212799		No		Yes		Yes		U35_44k_v1_16358		LOC_Os03g43430.1		ref|NP_001050717.1| 4e-18  Os03g0634100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43430.1 3e-19 THA4 putative expressed		TTCTGTTTCAAATTCCTTGGCTGCCTGCTGGAAGCTCTTGACGGTCTTGCCGACGCTGCG		18499		AT5G28750.1

		20407		CUST_14377_PI390587928		9.442197		9.812753		9.789561		9.528092		8.935325		9.4467125		8.47265		9.0303335		8.754612		8.927968		8.885577		9.056709		-1.4209661		-1.2888106		-2.4913223		-1.4120184		-1.6105851		-1.8464891		-1.8712263		-1.386438		-0.6875849		-0.36604023		-1.3169117		-0.49775887		-0.5068722		-0.8847847		-0.90398407		-0.4713831		No		Yes		Yes		U35_44k_v1_20407		LOC_Os03g16890.1		gb|ABF95263.1| 2e-81  glycosyltransferase family 14 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g16890.1 4e-83 BGGP Beta-1-3-galactosyl-O-glycosyl-glycoprotein putative expressed		TTCAGGCCTAAACAGTGTATATAACGCTCTTGTTACATGTAGCCAGCTTTTAGTAAAAAA		13899		AT5G39990.1

		17497		CUST_22472_PI390587928		11.198753		11.934686		11.455055		11.748441		10.469849		11.264931		10.319299		11.141808		10.055417		10.539917		10.613765		11.800682		-1.6573803		-1.5908028		-2.1973376		-1.5227015		-2.2089126		-2.629464		-1.7916521		1.0368745		-1.1433363		-0.669755		-1.1357565		-0.6066332		-0.7289047		-1.3947687		-0.8412905		0.052241325		No		Yes		Yes		U35_44k_v1_17497		LOC_Os02g43550.1		emb|CAC39033.1| 3e-72  PREG-like protein [Oryza sativa]		LOC_Os02g43550.1 1e-72 nuc-1 negative regulatory protein preg putative expressed		ACAGATTTGTACAGTCATGAACCTGTTGGTAACTTTAGCATTCCATGTATATATTGTGAC		9381		AT5G07450.1

		16451		CUST_21941_PI390587928		6.3535256		7.3741436		6.0415273		5.8447185		5.0821953		5.837541		4.428202		4.267256		4.6232324		5.7053494		5.1978474		5.246127		-2.4138405		-2.901105		-3.059562		-2.984445		-3.3179526		-3.1794872		-1.7946218		-1.5142373		-1.7302933		-1.5366025		-1.6133251		-1.5774627		-1.2713304		-1.6687942		-0.8436799		-0.5985913		Yes		No		No		U35_44k_v1_16451		LOC_Os04g41810.1		ref|NP_001053193.1| e-133  Os04g0495400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g41810.1 1e-135 dopamine beta-monooxygenase putative expressed		CTTTTACGTGTACATCGATCGATTTTATTACGTTCCATGATGGATTCACGACATCAAAAA		6734		AT3G07570.1

		24238		CUST_26650_PI390587928		9.197749		9.017616		9.577583		9.048307		8.82513		8.949563		7.8681026		8.576589		8.5828		8.437725		8.415943		8.663231		-1.2947007		-1.0483012		-3.270431		-1.3867606		-1.5315042		-1.4947366		-2.237116		-1.3059291		-0.6149492		-0.068053246		-1.7094808		-0.4717188		-0.37261868		-0.5798912		-1.1616402		-0.38507652		No		Yes		Yes		U35_44k_v1_24238		LOC_Os05g33080.1		gb|EAZ34225.1| 2e-27  hypothetical protein OsJ_017708 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g33080.1 5e-29 serine/threonine-protein kinase NAK putative expressed		GAGGTAATGTGTTTGGTCGATAATACACGATTGTTCTCTTGTATAAAATTCATGTACCAC		51561		AT1G54820.1

		28876		CUST_14776_PI390587928		5.485419		5.4426455		5.15362		4.787572		5.467104		5.9538193		7.803946		6.534434		5.394961		6.0882077		7.489989		5.6294484		-1.0127758		1.4252092		6.2780924		3.3562772		-1.0647081		1.5643487		5.0502996		1.79238		-0.090457916		0.5111737		2.6503263		1.7468619		-0.018314838		0.6455622		2.336369		0.8418765		Yes		Yes		Yes		U35_44k_v1_28876		LOC_Os03g51430.2		ref|NP_001051120.1| 2e-26  Os03g0724100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51430.2 4e-28 expressed protein		CAACTGGAATGTTGACAAGTCTAGAAAAATGCTGGAAGAAAGTCTCAAGTGGAGGGCAGC		27976		AT1G75170.2

		8056		CUST_8464_PI390587928		8.919589		8.631702		9.333608		9.050785		8.742461		8.5562935		8.306199		8.598914		8.414977		8.049956		8.555181		9.108272		-1.1306307		-1.0536597		-2.0383596		-1.3678129		-1.4187417		-1.4966595		-1.7152598		1.0406512		-0.50461197		-0.075408936		-1.0274086		-0.45187092		-0.17712784		-0.5817461		-0.7784271		0.057486534		No		Yes		Yes		U35_44k_v1_8056		LOC_Os10g26630.1		sp|Q7PC67|CSLA2_ORYSJ e-156  Probable mannan synthase 2 (Cellulose synthase-like protein A2) (OsCslA2)		LOC_Os10g26630.1 1e-158 CSLA2 - cellulose synthase-like family A; mannan synthase expressed		CAATGATGGATGGCCAGGTTGTATTCTTCTAACTGCTTTACAGATTCTTTTTTCTTTCTT		35966		AT5G03760.1

		5021		CUST_12630_PI390587928		7.9238677		7.7146583		7.177116		7.524072		7.552934		7.5795417		5.807722		6.260784		7.2948604		7.3203015		6.483862		7.4303813		-1.2931894		-1.0981816		-2.5836198		-2.4004219		-1.5465006		-1.3143566		-1.6169264		-1.0670967		-0.62900734		-0.13511658		-1.3693938		-1.263288		-0.37093353		-0.39435673		-0.693254		-0.09369087		No		Yes		Yes		U35_44k_v1_5021		LOC_Os12g41180.1		ref|NP_001067219.1| e-111  Os12g0604700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41180.1 1e-113 LSTK-1-like kinase putative expressed		TGATTGGGTCAAATGCAAGAATCCTATGCTTCCCTACAAACCTAGCTGGTAACTATAAAA		16383		AT3G04810.2

		982		CUST_30840_PI390587928		14.464691		14.572413		14.673282		13.9806795		14.392081		14.398903		13.622853		13.513762		14.482802		14.172305		13.761997		13.903407		-1.0516174		-1.1277995		-2.0711448		-1.3821527		1.0126328		-1.319607		-1.8807192		-1.0550215		0.018111229		-0.17351055		-1.0504284		-0.46691704		-0.0726099		-0.40010834		-0.91128445		-0.077272415		No		Yes		Yes		U35_44k_v1_982		LOC_Os06g13100.1		ref|NP_001057255.1| 3e-89  Os06g0238300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13100.1 6e-91 CREG1 protein precursor putative expressed		GACAGTGTAAAGCAACAGTTATTACTCCCTCCGTTCCTAAATATAAGTCTTTTTAGAGAT		8286		AT2G04690.2

		14268		CUST_10808_PI390587928		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		1.6994435		2.5316222		11.932222		1.7132235		2.3649018		3.910944		7.7143116		-1.251231		1.2417803		1.3400621		3.5767908		0.7767134		0.76506233		1.9675169		2.9475374		-0.32334805		Yes		Yes		Yes		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		CCGGATGTCTTTTTATACGAGGACTATGGAGGACGGTCTCTTTAATTCAAAGGATTTTCA		1558		AT5G61790.1

		38972		CUST_2114_PI390587928		2.1279664		1.8535744		1.5515505		1.5116205		1.3807182		1.4215565		3.1948624		6.658844		1.6368017		1.5429454		3.683362		4.79277		-1.678588		-1.3491193		3.1238213		35.437954		-1.4055791		-1.2402483		4.3826747		9.721301		-0.49116468		-0.43201792		1.6433119		5.1472235		-0.7472482		-0.310629		2.1318116		3.2811494		No		Yes		Yes		U35_44k_v1_38972		LOC_Os04g06070.1		emb|CAH65933.1| 3e-21  OSIGBa0140L04.2 [Oryza sativa (indica cultivar-group)]		LOC_Os04g05560.1 5e-22 protein kinase putative		GATACTGGAATGATAGCAGCATGGAATGGGAAGATCTGGCTGTCAAGAAAATGAAGAACA		34973		0

		23361		CUST_16903_PI390587928		6.3048234		6.0495415		7.0107656		8.171469		7.0261626		8.390912		9.832722		9.242532		7.5937724		8.612879		9.693721		9.008327		1.6487118		5.0678387		7.071205		2.100981		2.4434998		5.910734		6.4217		1.7861556		1.288949		2.3413706		2.8219562		1.071063		0.7213392		2.5633373		2.6829553		0.8368578		Yes		Yes		Yes		U35_44k_v1_23361		LOC_Os07g03870.1		emb|CAH17379.2| 2e-40  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 9e-21 lectin-like receptor kinase 7 putative expressed		TGGGCTATATTGGTTCTGTTGTATTACACAGTTGAAGTACTCCCTCGTCTACTTTTTCAA		50672		AT3G45390.1

		12866		CUST_27747_PI390587928		6.3024726		6.428827		6.245953		6.4120727		5.9633904		5.9226418		4.4210835		5.1175537		5.468615		5.320316		4.8327193		6.291784		-1.2649517		-1.4202895		-3.54275		-2.452952		-1.782445		-2.1562297		-2.6633346		-1.0869524		-0.83385754		-0.50618505		-1.8248696		-1.294519		-0.33908224		-1.108511		-1.4132338		-0.12028885		No		Yes		Yes		U35_44k_v1_12866		LOC_Os05g37600.1		ref|NP_001044839.1| 7e-58  Os01g0855000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63580.1 2e-59 glycerol-3-phosphate acyltransferase 8 putative expressed		TTCGACTTCATGTCCGTCTGCAAGGAAGCGTACATGGTGACTCGGAGCAAGTACAGCGCG		25152		AT2G38110.1

		13251		CUST_17034_PI390587928		3.7246304		3.7247477		2.4353793		2.8942938		3.7489338		3.9322994		6.4023004		6.273621		3.154063		2.632887		6.3300185		2.7311928		1.0169885		1.154727		15.637317		10.405882		-1.4851075		-2.1314878		14.873159		-1.1196913		-0.57056737		0.20755172		3.966921		3.3793273		0.024303436		-1.0918608		3.8946393		-0.16310096		No		Yes		Yes		U35_44k_v1_13251		LOC_Os05g47660.1		ref|NP_001067112.1| 1e-30  Os12g0577000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49820.2 5e-13 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		GTGTACTCCCTCAGTTTGTAAATACAGTATAAGTCTTTTTAGAGGTTTCACTAAGAGACT		40122		AT2G44710.1

		4824		CUST_32512_PI390587928		7.3548255		7.061442		6.801288		7.264601		8.303443		8.501639		9.225711		7.958282		8.680516		8.975904		8.780534		7.6120925		1.9300222		2.7135801		5.3681417		1.6174048		2.5065286		3.7697337		3.9428687		1.2723461		1.3256907		1.4401975		2.4244227		0.69368076		0.94861746		1.9144626		1.9792457		0.34749126		Yes		Yes		Yes		U35_44k_v1_4824		LOC_Os01g07360.4		gb|EAY72688.1| e-112  hypothetical protein OsI_000535 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07360.4 1e-113 CENP-E like kinetochore protein putative expressed		CATTGATGGAGAGTTCGCGTCAACTAAGGAGAAGCTACAATCTTCAGAAGTGGAGGTCAA		10260		AT5G58320.2

		22271		CUST_17508_PI390587928		9.102672		9.804595		9.550923		9.245777		8.310402		9.0126		8.288735		8.129689		7.8335404		8.103558		8.390544		8.831929		-1.7317969		-1.7314672		-2.3985922		-2.167584		-2.4101639		-3.2513468		-2.235162		-1.3322344		-1.2691312		-0.79199505		-1.262188		-1.1160879		-0.7922697		-1.7010374		-1.1603794		-0.41384792		Yes		Yes		Yes		U35_44k_v1_22271		LOC_Os02g38340.1		gb|EAY86533.1| 2e-43  hypothetical protein OsI_007766 [Oryza sativa (indica cultivar-group)]		LOC_Os02g38340.1 5e-45 actin-like protein 3 putative expressed		CCCGTGAAGTTGTTGCCACCGGTTTTCTAGATAGTGGAAGATTTCAGTTGCCATCGTAAA		16363		AT1G13180.1

		6097		CUST_37332_PI390587928		6.1857758		5.980604		5.9239783		6.0058265		6.1130996		6.0621414		4.6324353		5.0026245		5.4542136		5.258069		4.9637866		5.8115826		-1.0516657		1.0581449		-2.4478972		-2.004444		-1.660436		-1.650079		-1.9455684		-1.1441244		-0.73156214		0.08153725		-1.291543		-1.003202		-0.07267618		-0.72253513		-0.9601917		-0.19424391		No		Yes		Yes		U35_44k_v1_6097		LOC_Os07g04220.1		ref|NP_001058843.1| 4e-19  Os07g0134600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g04220.1 8e-21 wound and phytochrome signaling involved receptor like kinase putative expressed		TTGTTTCGACTGGCCGTGAGTAGTGCTGAGGACTTGCGGGTATTTCTTAGGTATTCTTTT		13181		0

		28001		CUST_38594_PI390587928		7.744635		6.5987496		5.850394		6.0817018		9.112751		9.657829		9.4375515		8.719066		9.6763525		10.994449		9.580312		7.1577373		2.5813324		8.334408		12.018273		6.2219377		3.815091		21.04928		13.268358		2.1082346		1.9317174		3.0590796		3.5871577		2.637364		1.3681159		4.395699		3.729918		1.0760355		Yes		Yes		Yes		U35_44k_v1_28001		LOC_Os04g49970.1		gb|EAZ31803.1| 1e-37  hypothetical protein OsJ_015286 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49970.1 4e-39 U box putative expressed		CATGCGTTGAGCATGAGCATGTGTGTACAGATTGAACGTTCAAATTGAGTTGATAAAAAA		None		0

		14559		CUST_6722_PI390587928		15.066872		15.571374		15.954545		15.990517		15.352685		15.348739		17.671375		16.817478		15.544925		15.918744		17.12351		16.352953		1.2190974		-1.1668631		3.287134		1.7739453		1.3928628		1.2722393		2.248504		1.285595		0.4780531		-0.22263527		1.7168303		0.8269615		0.28581333		0.34737015		1.1689653		0.3624363		No		Yes		Yes		U35_44k_v1_14559		LOC_Os11g26850.2		sp|P32112|SAHH_WHEAT 0.0  Adenosylhomocysteinase (S-adenosyl-L-homocysteine hydrolase) (AdoHcyase)		LOC_Os11g26850.2 0.0 adenosylhomocysteinase putative expressed		TTATGTTTTGAGCCTTGTGAGGGTTGGGAGAGGCTGCGTTTGCTTTTGCCCAGAAATAAT		1791		AT4G13940.1

		24220		CUST_26684_PI390587928		4.715071		5.123134		5.6116385		5.4086094		4.2335153		4.348865		4.9029317		6.017469		4.1020927		3.6095867		4.7906513		5.543567		-1.3962487		-1.7103233		-1.6343385		1.5250531		-1.5294135		-2.855112		-1.7666144		1.0980607		-0.61297846		-0.7742691		-0.70870686		0.60885954		-0.48155594		-1.5135474		-0.8209872		0.13495779		No		Yes		Yes		U35_44k_v1_24220		LOC_Os01g73580.1		gb|AAZ29514.1| e-154  fructan exohydrolase [Lolium perenne]		LOC_Os01g73580.1 1e-151 beta-fructofuranosidase insoluble isoenzyme 4 precursor putative expressed		ATCTGAAAAGTGACACCTTTATTCCAGATACTGTCCTAGATGACCGTCGGCTATGGTCGA		47239		AT3G13790.1

		8498		CUST_36863_PI390587928		7.154066		6.6729927		7.318053		6.6924343		7.0373116		6.728302		5.4477525		5.545454		6.873161		6.4114404		6.03318		6.1159997		-1.0842929		1.0390818		-3.6560867		-2.214499		-1.214957		-1.1987679		-2.4366052		-1.4911596		-0.28090525		0.055309296		-1.8703003		-1.1469803		-0.11675453		-0.26155233		-1.2848725		-0.5764346		No		Yes		Yes		U35_44k_v1_8498		LOC_Os03g61810.1		gb|EAY92469.1| 5e-80  hypothetical protein OsI_013702 [Oryza sativa (indica cultivar-group)]		LOC_Os03g61810.1 3e-81 cytidine/deoxycytidylate deaminase family protein putative expressed		GATTTGACATCACGGAAGCCCCTGATGCTCAGAAAAAATAATGTATTTGGCAAAATTATG		17590		AT5G28050.2

		29220		CUST_30516_PI390587928		7.358006		7.2291436		7.5534606		7.3397202		7.2830143		6.9393044		5.9771237		6.731663		6.846994		6.656735		6.2361317		6.9753213		-1.053355		-1.222504		-2.982117		-1.5242051		-1.4250495		-1.4870042		-2.492043		-1.2873452		-0.5110121		-0.28983927		-1.5763369		-0.608057		-0.0749917		-0.5724087		-1.3173289		-0.36439896		No		Yes		Yes		U35_44k_v1_29220		LOC_Os04g32150.1		ref|NP_001052646.1| 4e-90  Os04g0391900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32150.1 8e-69 amidohydrolase family protein expressed		GCTAGAGTTGACGGCGCGCTCATTGTTCAGCCTATTAATCACATGTTTGACCACTCTTTA		28447		AT2G35450.1

		9622		CUST_35273_PI390587928		3.8248072		4.336124		4.84913		4.246611		3.2246542		4.568652		3.1242008		3.270219		2.6143196		3.1580286		3.388006		3.9470131		-1.5158772		1.1748921		-3.3056393		-1.9675387		-2.3141584		-2.2627785		-2.7532282		-1.2308013		-1.2104876		0.23252821		-1.7249293		-0.97639203		-0.60015297		-1.1780953		-1.4611242		-0.29959798		Yes		No		No		U35_44k_v1_9622		-		No hits found		No hits found		GCTGATGCTTCCAGAATATCTAATCTTGAAAGAACTTTGTGTCTGAATCAATCTTTTGTG		39142		0

		41687		CUST_24061_PI390587928		16.439909		16.681		17.046778		15.338733		15.599442		15.87873		14.916469		12.683501		15.432178		15.567219		15.213348		14.446366		-1.7906302		-1.7438427		-4.378113		-6.2994742		-2.0107467		-2.1641207		-3.563832		-1.8562183		-1.0077314		-0.80226994		-2.130309		-2.6552315		-0.84046745		-1.113781		-1.8334293		-0.8923664		Yes		Yes		Yes		U35_44k_v1_41687		-		No hits found		No hits found		GGTTGGTTTGTACTTGTACTGGGTCGTGGCCTTTGTGATTAAATTTAAAATTGCAAGGGC		36779		0

		31706		CUST_11616_PI390587928		6.3296075		6.3690515		5.778918		5.6569366		6.01724		5.9953213		3.8583915		3.8909824		5.3962803		5.5115237		4.4119225		4.669245		-1.2417437		-1.2956986		-3.7856112		-3.4009888		-1.9096751		-1.8119307		-2.579328		-1.9830099		-0.9333272		-0.37373018		-1.9205263		-1.7659543		-0.31236744		-0.85752773		-1.3669953		-0.9876919		Yes		No		No		U35_44k_v1_31706		LOC_Os08g23180.1		gb|ABI95393.1| 6e-11  fasciclin-like protein FLA3 [Triticum aestivum]		LOC_Os08g23180.1 9e-12 fasciclin-like arabinogalactan protein 8 precursor putative expressed		AACATCACCAAGATCCTGGGCGAGTACCCGGAGTACTCGCAGTTCAACAAGCTGCTCACG		6939		0

		48788		CUST_42165_PI390587928		13.501657		14.326035		14.963315		14.912769		14.407571		13.882045		13.070634		14.258813		14.460931		13.914973		13.470551		14.679563		1.8737316		-1.3603612		-3.7132466		-1.5734774		1.9443316		-1.3296636		-2.8142772		-1.1754447		0.9592743		-0.44398975		-1.8926811		-0.6539564		0.9059143		-0.4110613		-1.4927645		-0.23320675		No		Yes		Yes		U35_44k_v1_48788		-		No hits found		No hits found		TAAAACCTGGGAATTCTTCCCCCCGAGTAATTTCAAGTTCAGTTGGGTTGGAATAAAAAA		36917		0

		13011		CUST_23701_PI390587928		1.4789118		1.5140139		1.5691304		1.5355562		1.4126521		2.7242157		4.327255		1.6230572		1.4934129		1.6004883		3.6341202		1.463563		-1.0469986		2.3137		6.7651615		1.0625281		1.010102		1.0617723		4.18431		-1.051168		0.014501095		1.2102019		2.7581244		0.08750105		-0.06625962		0.08647442		2.0649898		-0.07199323		No		Yes		Yes		U35_44k_v1_13011		-		No hits found		No hits found		TTATGCGCACCTTTTGTTGAACTTGATTCCGGTTATCCATATTCGAGTTTGGATCTTAAA		None		0

		24237		CUST_26651_PI390587928		4.7887444		3.6045578		1.563097		3.4439926		5.6374183		4.141675		5.550758		5.570145		5.356959		4.5632133		4.7633185		3.369027		1.8008448		1.4510701		15.863738		4.365517		1.4826874		1.943498		9.190998		-1.053336		0.5682144		0.53711724		3.987661		2.1261525		0.8486738		0.9586556		3.2002215		-0.074965715		Yes		Yes		Yes		U35_44k_v1_24237		LOC_Os01g43851.1		ref|NP_001043638.1| 2e-53  Os01g0628900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g43851.1 6e-55 cytochrome P450 72A1 putative expressed		TTCGACCATGCCGTCATCAAGCAACACGGTAAAGTTGCTCTGACATGGTTCGGCCCGGAG		18642		AT3G14640.1

		48152		CUST_19293_PI390587928		5.0526958		4.308911		4.174255		6.2682147		7.07663		7.73675		10.067543		7.9785943		7.638737		8.498042		9.906741		7.284678		4.0669136		10.761739		59.436947		3.2724693		6.004489		18.241232		53.168		2.0229537		2.5860415		3.4278393		5.893288		1.7103796		2.0239344		4.1891313		5.7324862		1.0164633		Yes		Yes		Yes		U35_44k_v1_48152		LOC_Os09g36520.1		ref|NP_001063782.1| 5e-05  Os09g0535900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36520.1 7e-07 ki1 protein putative expressed		CATAGGGGAGCAAGATTCCAATTTTTCCCAATGGAGGAACAGGCAGTTCAAAACAAAAAA		30569		0

		17066		CUST_28855_PI390587928		3.3679886		3.3869998		2.6250226		3.5043623		3.7689304		5.125735		4.4363933		4.9185605		4.2714734		4.8838496		5.107475		4.543068		1.3203696		3.337424		3.5097556		2.6651156		1.8705789		2.8222578		5.588465		2.0543835		0.9034848		1.738735		1.8113706		1.4141982		0.40094185		1.4968498		2.4824522		1.0387056		Yes		No		No		U35_44k_v1_17066		LOC_Os11g38220.1		ref|NP_001058773.1| 2e-33  Os07g0119800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02850.1 5e-35 expressed protein		GCTCCACAAATGTTACTTCCTTTCAGCCTGTAACCGTTTGTCAAATGAAAGAATAATTAC		4496		AT5G46230.1

		21527		CUST_40884_PI390587928		5.6253915		5.555372		3.752011		2.4108372		5.3933015		5.782018		6.927113		3.7569466		6.2151985		6.564588		7.4639277		2.6559484		-1.1745353		1.1701114		9.032353		2.542256		1.5050454		2.0128167		13.10383		1.1851841		0.58980703		0.22664595		3.175102		1.3461094		-0.23209		1.0092158		3.7119167		0.24511123		Yes		Yes		Yes		U35_44k_v1_21527		LOC_Os10g29470.1		gb|EAY95517.1| e-137  hypothetical protein OsI_016750 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52280.1 1e-138 mannitol dehydrogenase putative expressed		CGGAGTGTGACATGAATATCAATTTTCTGAGACAGTGAGAGAAAGGGAGATAACAAACAA		31866		AT4G37970.1

		42389		CUST_36938_PI390587928		4.5301785		4.541343		4.6959248		4.6964183		3.6339		3.5567024		3.2075005		3.238548		4.3431535		3.4603074		3.9272168		4.469986		-1.8612587		-1.9788206		-2.8058236		-2.7470255		-1.1384138		-2.1155546		-1.7037433		-1.1699382		-0.18702507		-0.98464084		-1.4884243		-1.4578702		-0.8962786		-1.0810359		-0.768708		-0.22643232		Yes		Yes		Yes		U35_44k_v1_42389		-		gb|EAZ20221.1| 8e-30  hypothetical protein OsJ_034430 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g19590.1 2e-31 nucleotide binding protein putative expressed		GTTTTTTAGAGATATCATTATGGACTACATACGGAGCAAAATGCTGTAAGAACTTTGGGC		38035		AT2G47790.1

		29616		CUST_38401_PI390587928		5.6955695		5.4152265		5.365629		5.987287		5.2658277		4.5424266		3.8712423		3.9673088		5.6408086		4.3081994		3.9111211		5.4328523		-1.3469925		-1.8312134		-2.8174438		-4.055777		-1.038687		-2.1540132		-2.7406309		-1.4685931		-0.054760933		-0.8727999		-1.4943869		-2.0199783		-0.42974186		-1.107027		-1.4545081		-0.5544348		Yes		No		No		U35_44k_v1_29616		-		No hits found		No hits found		AACGTAACGAGCGTTACATTGCCACCACTTCTTTAAAGTTAGCTGATTCTTAGTAAAAAA		28982		0

		47358		CUST_16807_PI390587928		4.8531833		5.110934		5.8189597		5.0443077		4.5163374		4.3153777		4.824582		4.4404006		4.520532		3.734149		4.806618		4.290958		-1.2629924		-1.7357463		-1.9922209		-1.519827		-1.2593254		-2.5968897		-2.0171824		-1.6857023		-0.33265114		-0.79555607		-0.9943776		-0.6039071		-0.33684587		-1.3767848		-1.0123415		-0.7533498		No		Yes		Yes		U35_44k_v1_47358		LOC_Os10g39440.2		gb|AAP31051.1| 3e-12  D-Hordein [Hordeum vulgare]		LOC_Os10g39440.2 2e-08 hexose transporter putative expressed		AACTGTGAGGAGTCTGGCGGACCGGGCAGGCGTATAAGAGAGGTAGTCCATCCCAAAAAC		48347		0

		8329		CUST_20620_PI390587928		6.070972		5.3988876		6.303707		5.9806952		5.876465		5.558601		5.282454		5.4654956		5.2615285		5.3105817		5.200751		5.6143937		-1.1443331		1.1170651		-2.0296812		-1.429192		-1.7525352		-1.0631211		-2.147944		-1.289044		-0.8094435		0.15971327		-1.0212531		-0.51519966		-0.19450712		-0.08830595		-1.1029563		-0.36630154		No		Yes		Yes		U35_44k_v1_8329		LOC_Os04g30450.1		gb|EAZ23133.1| 6e-06  hypothetical protein OsJ_006616 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g29510.3 1e-07 non-imprinted in Prader-Willi/Angelman syndrome region protein 1 putative expressed		TTGTAAAAAAGTATCTCTACAAATATGGTGGCCTCTCTAGATAATGTGAGAGGCTTGACT		52925		0

		46516		CUST_14585_PI390587928		5.6096363		5.932125		5.3402534		3.8388593		4.8069186		4.73342		2.366104		2.5395286		4.6017876		4.2042007		2.841212		3.112094		-1.744384		-2.2953358		-7.8579307		-2.4611468		-2.0109103		-3.3125088		-5.6530967		-1.6549245		-1.0078487		-1.1987052		-2.9741495		-1.2993307		-0.8027177		-1.7279243		-2.4990413		-0.7267654		Yes		Yes		Yes		U35_44k_v1_46516		LOC_Os06g03970.1		ref|NP_001056687.1| 7e-71  Os06g0130100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g03970.1 2e-72 receptor-like protein kinase 5 precursor putative expressed		GCACCAGCTTTGAGATTCTGGACATTTCATATAACAAAATCTCTGGAGAAATACCTTACA		46729		AT5G07180.1

		21474		CUST_20442_PI390587928		8.80244		9.2804575		9.206721		8.305103		8.878628		9.432883		9.876502		9.346513		8.81803		9.686334		9.690288		8.907754		1.0542289		1.1114367		1.5908312		2.0582376		1.0108652		1.3248932		1.3981956		1.5185039		0.015590668		0.15242577		0.66978073		1.0414095		0.07618809		0.40587616		0.48356628		0.60265064		No		Yes		Yes		U35_44k_v1_21474		LOC_Os07g32020.1		ref|NP_001059728.1| 4e-50  Os07g0503500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g32020.1 8e-52 anthocyanidin 3-O-glucosyltransferase putative expressed		TTATTTCAGTCTTCCGGCGATGTGCTTTCATTGGAAGGACATGTTTCCGTGACAACGAAG		20039		AT3G21760.1

		12372		CUST_38907_PI390587928		5.312299		3.9700146		2.371446		3.2503252		5.811102		6.4574037		7.6895833		6.708015		6.3537097		7.2063212		7.3070884		4.454348		1.4130408		5.607622		39.89503		10.986727		2.0582397		9.423785		30.60387		2.3038118		1.0414109		2.487389		5.318137		3.4576898		0.49880314		3.2363067		4.9356422		1.2040229		Yes		Yes		Yes		U35_44k_v1_12372		LOC_Os01g02290.1		gb|AAD46419.1|AF100770_1 0.0  receptor-like kinase [Hordeum vulgare]		LOC_Os01g02290.1 1e-143 Ser/Thr receptor-like kinase putative expressed		ATCACTTGAGAAGTACATATTCGCAGATGAATCAGATATTTGTCGAGAGCTATTAGCACC		26661		AT1G67000.1

		19826		CUST_7030_PI390587928		6.8285866		7.2742577		5.1316147		6.8064237		6.2993636		6.6405053		6.4394593		7.2182026		6.4494705		6.757896		5.935724		6.7868066		-1.4431517		-1.5515953		2.475714		1.3303251		-1.3005447		-1.4303435		1.7460672		-1.0136904		-0.37911606		-0.63375235		1.3078446		0.41177893		-0.52922297		-0.5163617		0.8041091		-0.01961708		No		Yes		Yes		U35_44k_v1_19826		LOC_Os03g42770.1		ref|NP_001050698.1| e-172  Os03g0625900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42770.1 1e-174 expressed protein		ATAGTTCTATGACGCACCAGCTTTACCGTTCCGTTGAGCAAAGCAATTTCTGTGTGCAAG		11453		AT4G05410.1

		1762		CUST_4673_PI390587928		3.7635047		3.076718		2.8565397		4.1515965		3.279938		6.465511		8.936964		6.163606		4.197092		6.500172		7.5916896		4.600746		-1.3981961		10.474379		67.66905		4.033437		1.3505877		10.729077		26.633125		1.3652353		0.4335873		3.3887928		6.0804243		2.0120096		-0.48356676		3.423454		4.73515		0.4491496		Yes		Yes		Yes		U35_44k_v1_1762		LOC_Os08g41290.1		ref|NP_001062287.1| 7e-71  Os08g0524400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g41290.1 1e-72 AIR12 putative expressed		CTAGCTGTAAGTGATTAGTATTGTAGTGGACATGTCACTGAGTTTATCATATGACTGATA		9093		AT3G07390.1

		44100		CUST_41216_PI390587928		7.1208286		8.641723		8.025464		7.784966		6.493956		7.650088		5.942049		5.8026714		6.522101		7.112661		6.297319		7.323213		-1.5442138		-1.9884369		-4.2380924		-3.95121		-1.5143805		-2.885981		-3.313016		-1.3772141		-0.5987277		-0.99163485		-2.083415		-1.9822946		-0.62687254		-1.5290618		-1.7281451		-0.4617529		Yes		Yes		Yes		U35_44k_v1_44100		-		No hits found		No hits found		CCCTCAAATGAAAGGGGATTGCATTGAAAATGTGTAAAAGTACATCATTTGTATTGCCAT		41576		0

		9633		CUST_35264_PI390587928		5.5851445		7.220741		5.246163		2.9756095		3.6828918		4.611276		1.3679441		1.6429347		3.3690774		3.886029		2.1404302		1.7200588		-3.737964		-6.1027718		-14.704835		-2.5186923		-4.6462507		-10.089004		-8.608326		-2.3875828		-2.216067		-2.6094646		-3.8782187		-1.3326749		-1.9022527		-3.3347118		-3.1057327		-1.2555507		Yes		Yes		Yes		U35_44k_v1_9633		-		No hits found		No hits found		CTGCGAAGGATTCTTGGTGTACTGCATGCACATTGGTCATTTATTAATTTCTTCTTATAA		19972		0

		13805		CUST_14539_PI390587928		4.10112		5.293967		5.563003		4.784871		3.257251		4.4359894		3.1343782		3.1215508		4.02409		5.0462976		4.8300138		5.0532207		-1.794857		-1.8124955		-5.3838		-3.1674466		-1.0548444		-1.1872874		-1.6620795		1.2044293		-0.07703018		-0.8579774		-2.4286249		-1.6633203		-0.843869		-0.24766922		-0.7329893		0.26834965		Yes		No		No		U35_44k_v1_13805		LOC_Os11g07020.7		gb|ABA91633.2| 9e-68  Fructose-bisphosphate aldolase, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g07020.7 2e-69 fructose-bisphosphate aldolase chloroplast precursor putative expressed		TTTGCATGGTTACTGCAAAATTTTGCATGTACGTACTTGTACTTGTCCCTAAAGACAAAT		1196		AT4G38970.1

		21279		CUST_27226_PI390587928		6.5969787		7.1679025		8.268495		7.9033504		4.768701		6.2389293		7.120032		6.752989		4.520451		6.8887997		7.367679		8.187203		-3.5511286		-1.9039204		-2.2167757		-2.219695		-4.217908		-1.2134401		-1.8671211		1.217442		-2.0765276		-0.9289732		-1.1484628		-1.1503615		-1.8282776		-0.2791028		-0.9008155		0.28385305		Yes		No		No		U35_44k_v1_21279		LOC_Os07g42590.1		gb|EAZ04720.1| 2e-27  hypothetical protein OsI_025952 [Oryza sativa (indica cultivar-group)]		LOC_Os07g42590.1 4e-29 F-box protein putative expressed		AGTGCTAGTAGGATGATTTGTTGCATTGCAGTAATTCGGGAGATGTTTTCCATGGAGATC		28741		AT4G33160.1

		46818		CUST_866_PI390587928		2.6366603		2.9597092		2.2578413		2.2994502		3.261018		5.7886086		8.472649		7.862743		4.8668666		7.968736		7.651336		5.905683		1.5415244		7.105319		74.27514		47.284405		4.6920104		32.20085		42.034283		12.178233		2.2302063		2.8288994		6.2148075		5.5632925		0.6243577		5.009027		5.3934946		3.606233		Yes		Yes		Yes		U35_44k_v1_46818		LOC_Os11g37700.1		gb|EAY81563.1| 3e-81  hypothetical protein OsI_035522 [Oryza sativa (indica cultivar-group)]		LOC_Os11g37700.1 7e-83 ATPase coupled to transmembrane movement of substances putative expressed		TATCCAAGCATCAACAGTAGGCGAGGCTATTCTTAAATCCAAAGGCTTGTTTACTGGAGA		47394		AT1G66950.1

		42620		CUST_13545_PI390587928		9.010693		9.105956		8.992787		8.533044		8.726124		8.902554		7.7009034		7.802872		8.456124		8.458941		8.267768		8.147786		-1.2180462		-1.1514107		-2.4484758		-1.6588365		-1.468729		-1.5659244		-1.6529229		-1.3060931		-0.5545683		-0.20340252		-1.291884		-0.7301717		-0.2845688		-0.6470146		-0.72501945		-0.38525772		No		Yes		Yes		U35_44k_v1_42620		LOC_Os07g10630.1		gb|EAZ03175.1| 1e-11  hypothetical protein OsI_024407 [Oryza sativa (indica cultivar-group)]		LOC_Os07g10630.1 3e-13 ATP binding protein putative expressed		ATTGTTTGGCATTACAGTACTACTTGCCGATGGCAACGTGAGAATGTTTGGTCCAAAAAA		38394		0

		41673		CUST_24091_PI390587928		3.6180182		3.7464612		4.4166803		3.4665203		3.2820742		5.148329		3.5435174		3.5259259		2.9609277		2.940071		2.79555		3.1710165		-1.262203		2.6424344		-1.8316743		1.0420363		-1.5768992		-1.74883		-3.0761592		-1.2273135		-0.6570904		1.4018676		-0.873163		0.059405565		-0.33594394		-0.80639005		-1.6211302		-0.29550385		No		Yes		Yes		U35_44k_v1_41673		LOC_Os03g10340.1		gb|AAP80855.1| 3e-41  cyc07 [Triticum aestivum]		LOC_Os02g18550.1 8e-39 40S ribosomal protein S3a putative expressed		TTAGCTGATGCTGCGGTTTCTGGCTTGGTTTCTTGTGGTTTTGCAGCGTGGATCCGTTCA		36748		AT4G34670.1

		11175		CUST_9791_PI390587928		8.878934		8.434188		9.5993395		9.828796		9.531055		9.036537		11.455872		10.900441		9.587185		9.794861		11.325723		10.581885		1.5714774		1.5181868		3.6213613		2.1018283		1.6338222		2.5680494		3.3089724		1.6853976		0.708251		0.6023493		1.8565321		1.0716448		0.65212154		1.360673		1.7263832		0.75308895		Yes		Yes		Yes		U35_44k_v1_11175		LOC_Os12g41540.1		gb|EAY95131.1| 3e-23  hypothetical protein OsI_016364 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41490.1 5e-24 receptor-like protein kinase homolog RK20-1 putative expressed		GGCCTTAGGACCATTTCAGAAATTTGCAAGTACTACTAGTCTTTATCTTTACTCTTTATC		24190		AT5G10530.1

		48943		CUST_23564_PI390587928		6.8978653		7.607146		5.289327		6.120669		6.1755753		5.9518256		4.212488		4.7000375		6.4468017		6.747547		3.9578922		5.142755		-1.6497988		-3.149931		-2.109409		-2.6770265		-1.3670478		-1.8145335		-2.5165286		-1.9696152		-0.45106363		-1.6553202		-1.076839		-1.4206314		-0.72229004		-0.85959864		-1.331435		-0.97791386		Yes		No		No		U35_44k_v1_48943		-		No hits found		No hits found		AATATTTACCAGGTTTGTAATAGGGCTCTTTTTGAATCCCAAGGAATGTTTGCTTTTTCC		1512		0

		40976		CUST_25079_PI390587928		8.177892		8.018184		8.472035		8.483481		7.8506446		7.7385254		7.710352		7.4557796		7.840969		7.8803535		7.81061		8.346117		-1.2546171		-1.2139074		-1.695468		-2.038774		-1.2630595		-1.1002492		-1.5816448		-1.0998939		-0.33692265		-0.27965832		-0.76168346		-1.0277019		-0.32724714		-0.13783026		-0.6614256		-0.13736439		No		Yes		Yes		U35_44k_v1_40976		LOC_Os09g28220.1		gb|EAZ09362.1| 1e-38  hypothetical protein OsI_030594 [Oryza sativa (indica cultivar-group)]		LOC_Os09g28220.1 3e-40 heat shock protein putative expressed		TGGGCTTTGCATTTTTGTAAATTTTGTTTTGGGTGGACGGTACTTACCTTATGCTTATCA		11299		AT4G02720.1

		20308		CUST_28676_PI390587928		2.2428646		3.2381952		2.4755292		1.3451791		1.4247979		1.4189124		4.7768426		4.502902		2.1972866		1.3360926		1.5283297		1.3828908		-1.7630419		-3.529057		4.929063		8.924201		-1.0320966		-3.737575		-1.9281262		1.0264844		-0.045578003		-1.8192828		2.3013134		3.157723		-0.8180667		-1.9021026		-0.94719946		0.03771174		No		Yes		Yes		U35_44k_v1_20308		LOC_Os11g07960.1		ref|NP_001062400.1| e-131  Os08g0543400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g43040.2 1e-132 anthranilate N-benzoyltransferase protein 1 putative expressed		CGTATGCCAAGTTCAAACCAGCATAGTACATGCTAGGTTGTGATCATATATTCTTTTATT		15810		AT5G48930.1

		35542		CUST_16710_PI390587928		8.629608		7.700317		7.564504		8.042823		9.168643		9.011096		9.156842		8.782655		9.283053		9.260032		8.972444		8.101605		1.4530002		2.4807546		3.0153763		1.6699812		1.57292		2.9479556		2.653579		1.0415864		0.65344524		1.3107791		1.5923381		0.7398319		0.53903484		1.5597148		1.4079394		0.058782578		Yes		No		No		U35_44k_v1_35542		LOC_Os08g38440.1		ref|NP_001062120.1| 9e-93  Os08g0492400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38440.1 2e-94 GRAM domain containing protein expressed		AAGAAAGGGTGGATTATTGAAGAGGTGATGGAACTTCAAGGCGTCCTTCTTGGTGACTTC		None		AT1G03370.1

		17890		CUST_24362_PI390587928		9.060417		9.776997		8.223784		8.257084		10.682247		12.627385		15.456336		12.973178		11.805725		14.117076		14.4958315		10.872184		3.0776517		7.2119455		150.38861		26.283655		6.705328		20.25322		77.28128		6.126656		2.745308		2.8503885		7.2325516		4.716094		1.62183		4.3400793		6.272047		2.6151		Yes		Yes		Yes		U35_44k_v1_17890		LOC_Os11g07690.1		gb|EAY80163.1| 4e-62  hypothetical protein OsI_034122 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07690.1 8e-64 disease resistance response protein 206 putative		CGAGGGTATTTATGTGTGTTTTACGGAGATGATTTATTCCGAATAATACGAGGTGTTAAT		10245		AT1G58170.1

		31482		CUST_19846_PI390587928		3.7933362		3.9134777		3.054674		3.5949752		4.2666016		5.292925		4.6887136		5.3031416		5.4717216		5.45257		4.6008987		3.5773954		1.3882481		2.6016867		3.1038086		3.2674527		3.2006958		2.906116		2.920519		-1.01226		1.6783855		1.3794472		1.6340396		1.7081664		0.4732654		1.5390923		1.5462248		-0.017579794		Yes		No		No		U35_44k_v1_31482		LOC_Os06g39750.3		gb|EAZ01557.1| 6e-24  hypothetical protein OsI_022789 [Oryza sativa (indica cultivar-group)]		LOC_Os06g39750.3 2e-25 fatty acid elongase putative expressed		AGTACGTGAAGCTGGGGTACCACCACCTGATCTCCCACGGCATGTACCTGCTGCTGTCGC		5663		AT2G26640.1

		14558		CUST_6723_PI390587928		8.22813		9.238244		8.414094		9.118744		7.9538302		8.266797		9.840646		10.203247		8.15098		9.239647		9.22392		9.211269		-1.2094072		-1.9608063		2.6880348		2.120645		-1.0549322		1.0009729		1.7529999		1.0662351		-0.077150345		-0.971447		1.4265518		1.0845032		-0.2743001		0.0014028549		0.8098259		0.09252548		No		Yes		Yes		U35_44k_v1_14558		LOC_Os11g26850.2		emb|CAJ01707.1| 0.0  putative S-adenosylhomocystein hydrolase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os11g26850.2 0.0 adenosylhomocysteinase putative expressed		TGCCTCGGCGACGTATGAACTATCCTGTTTTCCTTTGCATTATCTATCTAGATCTAGGCA		1794		AT4G13940.1

		17624		CUST_31653_PI390587928		9.637574		9.351314		9.98017		9.462466		9.404378		9.274158		8.689792		8.775054		8.764386		9.0475855		9.243979		9.601081		-1.1754363		-1.0549364		-2.4459224		-1.6103925		-1.831706		-1.2343299		-1.6657718		1.1008475		-0.873188		-0.07715607		-1.2903786		-0.68741226		-0.23319626		-0.3037281		-0.7361908		0.13861465		No		Yes		Yes		U35_44k_v1_17624		LOC_Os01g55880.1		gb|EAZ05759.1| 9e-41  hypothetical protein OsI_026991 [Oryza sativa (indica cultivar-group)]		LOC_Os01g55880.1 2e-42 hemimethylated DNA binding domain containing protein		GGCATATGTACATAGCATCATACTTGCAATTTTTCTGGAGGTATATGAATAAGCAGGGCT		985		AT2G03390.1

		8568		CUST_24709_PI390587928		6.6009965		5.846498		4.877287		5.1647434		6.9821715		8.240288		7.9362926		7.6880345		8.251203		9.961633		8.230384		6.187162		1.3024023		5.2553606		8.333981		5.7489204		3.1387846		17.329218		10.218397		2.0313213		1.6502061		2.3937898		3.0590057		2.523291		0.38117504		4.1151347		3.353097		1.0224185		Yes		Yes		Yes		U35_44k_v1_8568		LOC_Os04g44250.1		gb|EAY94895.1| 2e-85  hypothetical protein OsI_016128 [Oryza sativa (indica cultivar-group)]		LOC_Os04g44250.1 4e-87 cytokinin-O-glucosyltransferase 3 putative expressed		GCAGTATCTCCCATAATCTTTACCTAAAAATAAAGAGCCTATTGCTTCCGTCGGAAAAAA		19290		AT2G36790.1

		12783		CUST_34978_PI390587928		3.42371		2.7510767		2.0762727		3.2753773		3.4136837		5.3034787		8.62407		7.65433		4.0578704		5.7103925		8.126802		7.119078		-1.006974		5.8661013		93.558525		20.806356		1.5520341		7.77755		66.28127		14.357183		0.6341603		2.552402		6.547797		4.3789525		-0.010026455		2.9593158		6.0505295		3.843701		Yes		Yes		Yes		U35_44k_v1_12783		LOC_Os02g05930.1		ref|NP_001045936.1| 1e-44  Os02g0154700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06190.1 9e-44 phytosulfokine receptor precursor putative expressed		GGAGGTGTAAAAGTATGTAACAAGGCAAGAATGTTTGTACCGAAGCATTCTAAATGTATC		33756		AT1G72300.1

		24566		CUST_25907_PI390587928		8.269778		8.172561		7.8663106		8.299792		8.053876		7.867254		6.786829		7.20504		7.816934		7.5582814		7.3024025		8.051827		-1.1614301		-1.2356815		-2.1132765		-2.1357641		-1.3687359		-1.5307931		-1.4782683		-1.1875308		-0.45284414		-0.3053069		-1.0794816		-1.0947523		-0.21590233		-0.61427927		-0.5639081		-0.24796486		No		Yes		Yes		U35_44k_v1_24566		LOC_Os05g09280.1		gb|EAZ42001.1| 9e-37  hypothetical protein OsJ_025484 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g09280.1 2e-38 ischemia related factor NYW-1 putative expressed		CGGGGTGTCCGTTTTGAACCTCTATTTTTTCATCTGGGTAGTCGTATTTTTTATAAATTT		46626		AT5G12010.1

		3230		CUST_14722_PI390587928		10.480847		10.64638		10.355728		10.849152		10.514352		10.722446		11.602848		10.988388		10.629284		10.860336		11.433085		10.992688		1.0234953		1.0541396		2.3736708		1.101322		1.1083677		1.1598642		2.1101673		1.1046096		0.14843655		0.07606602		1.2471199		0.13923645		0.033504486		0.21395588		1.0773573		0.14353657		No		Yes		Yes		U35_44k_v1_3230		LOC_Os03g63710.2		gb|EAY92635.1| 1e-80  hypothetical protein OsI_013868 [Oryza sativa (indica cultivar-group)]		LOC_Os03g63710.1 5e-82 DNA binding protein putative expressed		TTGTACTTATTCCAGCTTGATGTGCCGTGAAGAAGTTTTTATTGTGGTGTTGCTGCTTTC		8931		AT5G46750.1

		23200		CUST_24403_PI390587928		8.269705		8.937046		7.642119		7.188755		6.8915596		7.3047194		5.8053246		6.4887156		7.2963786		8.231563		5.69945		8.628131		-2.5993397		-3.1001256		-3.5721543		-1.6245492		-1.963362		-1.630691		-3.8441615		2.7120352		-0.9733262		-1.6323266		-1.8367944		-0.7000394		-1.3781452		-0.70548344		-1.9426689		1.4393759		Yes		No		No		U35_44k_v1_23200		LOC_Os06g45580.1		gb|EAZ37937.1| 1e-42  hypothetical protein OsJ_021420 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45580.1 2e-44 RING-H2 finger protein ATL5B precursor putative expressed		TCCGGCCATAACATGTTTTGATGGTTTGCTTTGCTGGCTGGCCATCATGAGAGCTTTTTT		22001		AT5G05280.1

		43727		CUST_39701_PI390587928		9.818614		9.859288		10.032458		9.716363		9.491673		9.476569		8.857739		9.073414		9.463001		9.456375		9.155429		9.60221		-1.2543505		-1.3037968		-2.2574887		-1.561518		-1.279529		-1.3221749		-1.8365898		-1.0823394		-0.35561275		-0.38271904		-1.1747189		-0.6429491		-0.32694054		-0.4029131		-0.8770294		-0.11415291		No		Yes		Yes		U35_44k_v1_43727		LOC_Os11g04420.2		ref|NP_001065707.1| 2e-21  Os11g0139900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04420.2 5e-23 expressed protein		CCTTTTTATTTGGAAAAGTTGCTGCTTGAGTAAAGTGCGCATTAAGGATTGTAAGATGAA		40728		0

		39986		CUST_41792_PI390587928		8.53001		8.091948		9.669974		8.08067		8.50429		8.001514		7.3751082		7.248319		7.92644		7.98768		8.224298		7.8516946		-1.0179881		-1.0646898		-4.9070845		-1.7805849		-1.5194724		-1.0749485		-2.7239058		-1.1720026		-0.60357046		-0.09043312		-2.294866		-0.8323512		-0.025720596		-0.1042676		-1.4456768		-0.22897577		No		Yes		Yes		U35_44k_v1_39986		LOC_Os12g19381.1		sp|P07398|RBS3_WHEAT 1e-52  Ribulose bisphosphate carboxylase small chain clone 512 (RuBisCO small subunit)		LOC_Os12g19470.2 6e-46 ribulose bisphosphate carboxylase small chain C chloroplast precursor putative expressed		CCAAAGCCGTAATCTCTGGTTTGAATATTGTTATATTTCTCACCGAGTAACAATGGTATA		36259		AT1G67090.1

		47471		CUST_20838_PI390587928		2.891991		2.781868		1.3389136		2.694557		3.1447823		4.0975566		5.422264		4.1969934		3.3286705		4.31991		4.5911527		2.7868967		1.1915103		2.489211		16.951612		2.8332078		1.3534857		2.9040012		9.528435		1.0660977		0.4366796		1.3156886		4.0833507		1.5024364		0.2527914		1.5380421		3.2522392		0.092339754		Yes		Yes		Yes		U35_44k_v1_47471		-		gb|EAZ34304.1| 1e-51  hypothetical protein OsJ_017787 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34220.2 2e-53 disease resistance protein putative expressed		ATTTGACGATATTTGGTCGCTGTTCACGAGGATTGCTTTCAGCAATGACAGCGCTGACAA		None		AT3G14460.1

		26850		CUST_21149_PI390587928		5.10095		5.8079934		4.362725		5.0072374		5.4929957		6.0846066		6.106711		5.2930307		5.294273		6.5434146		6.2391453		5.546744		1.3122531		1.2113478		3.3495936		1.2190804		1.1433944		1.6648835		3.6716294		1.4534752		0.19332314		0.27661324		1.7439861		0.2857933		0.39204597		0.7354212		1.8764205		0.53950644		No		Yes		Yes		U35_44k_v1_26850		LOC_Os11g30030.1		gb|EAY80986.1| 1e-31  hypothetical protein OsI_034945 [Oryza sativa (indica cultivar-group)]		LOC_Os11g30030.1 6e-33 esterase PIR7A putative		AATGGATTGAAAAGAGCTTGCGGGCCCGTGAATCGAGACACCGATGGAGAGCGCCGCCGG		22193		AT2G23600.1

		50829		CUST_25928_PI390587928		4.1024137		4.6771116		5.313425		4.662988		3.648749		3.6875467		4.4356847		4.092293		3.5994332		3.315997		3.2884095		3.7017965		-1.3695145		-1.985586		-1.8374951		-1.4852393		-1.4171382		-2.568836		-4.069963		-1.9469174		-0.5029805		-0.9895649		-0.8777404		-0.5706954		-0.45366454		-1.3611147		-2.0250156		-0.96119165		Yes		Yes		Yes		U35_44k_v1_50829		-		No hits found		No hits found		ACGAAGTCACCAATCGAAACCTTCCCCATTTTTTGGGGCCCGCTGATCCCCGAAATGGGC		2594		0

		43476		CUST_4208_PI390587928		6.0141788		6.643532		6.4760914		5.0432973		5.7464957		5.3828945		3.6825335		2.7724364		5.801513		5.9558206		5.0758147		4.53402		-1.2038728		-2.3960156		-6.9333754		-4.8261104		-1.1588273		-1.6107261		-2.6395218		-1.4233371		-0.21266556		-1.2606373		-2.793558		-2.270861		-0.26768303		-0.68771124		-1.4002767		-0.50927734		Yes		Yes		Yes		U35_44k_v1_43476		LOC_Os01g32730.2		ref|NP_001043167.1| 3e-27  Os01g0510600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32730.2 6e-29 FLU putative expressed		GATAAATGCTTCACTGAGAAGACAAGCCAAGATTGCTACACTGAAGTTGGTGAGCTCGAG		40166		AT3G14110.1

		43840		CUST_32551_PI390587928		11.335761		12.312533		10.783333		11.93558		10.693477		12.600291		12.142301		12.464024		11.129767		12.567973		11.341953		10.37341		-1.5607986		1.2207416		2.565016		1.4423721		-1.1534805		1.1936996		1.4728601		-2.9529767		-0.20599365		0.28775787		1.3589678		0.52844334		-0.6422844		0.25543976		0.55862045		-1.56217		No		Yes		Yes		U35_44k_v1_43840		-		No hits found		LOC_Os03g08330.1 5e-04 ZIM motif family protein expressed		GAAAGGAAGATTGAGATCATAGCAGTAAGCCTTTTTTGTTTGGTTGGTTGACGATTTTTT		41021		0

		47434		CUST_20915_PI390587928		4.389178		4.1426406		3.910722		3.7973204		3.244588		2.6532848		2.2618215		2.7494457		3.3475301		3.4732132		3.1676843		2.718175		-2.2108328		-2.8076358		-3.1359456		-2.067482		-2.0585773		-1.5904416		-1.6736963		-2.1127841		-1.0416477		-1.4893558		-1.6489005		-1.0478747		-1.1445899		-0.6694274		-0.7430377		-1.0791454		Yes		No		No		U35_44k_v1_47434		LOC_Os07g39020.1		gb|EAZ04458.1| 4e-46  hypothetical protein OsI_025690 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39020.1 8e-48 subtilisin-like protease precursor putative expressed		TCATGGGCAAGGTCGTGGTGTGCTCCGATGGTGCAGGAGCTTTGGCCGGCTTTTACGTGC		48496		AT3G14240.1

		50048		CUST_14122_PI390587928		6.728771		7.0329647		6.483379		6.397571		7.275122		7.760563		8.136179		7.2159305		7.5460243		8.15128		7.6309304		6.6847134		1.4603872		1.6558801		3.1444335		1.7633995		1.7620479		2.1709337		2.215376		1.2202208		0.8172531		0.7275982		1.6528001		0.8183594		0.54635096		1.1183157		1.1475515		0.28714228		No		Yes		Yes		U35_44k_v1_50048		LOC_Os04g52614.1		gb|EAZ31985.1| 4e-45  hypothetical protein OsJ_015468 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52600.1 1e-45 protein kinase domain containing protein expressed		CACACTGTTGTTAGGAAGCAGTACATTGTTCCTGTCACGAAGAACTTTCTTGAGATTCAT		52054		AT1G56120.1

		3190		CUST_38430_PI390587928		11.651581		11.353919		11.879432		11.711716		11.193871		10.920503		9.911694		10.784203		11.083549		10.852673		10.249332		11.659852		-1.3733604		-1.3504276		-3.9115438		-1.9019946		-1.4825002		-1.4154359		-3.095343		-1.0366031		-0.56803226		-0.43341637		-1.9677382		-0.9275131		-0.45771027		-0.50124645		-1.6300993		-0.05186367		No		Yes		Yes		U35_44k_v1_3190		LOC_Os06g14370.2		gb|AAS48644.1| 3e-84  putative ABA-induced protein [Cynodon dactylon]		LOC_Os06g14370.2 6e-83 ABA-induced protein putative expressed		GGCGTGCTTGCGAATATGGTTTTATAAATTAACGTTGTAATCTGATTTCGTGTGTTTGTT		None		AT1G70680.1

		12079		CUST_28528_PI390587928		9.507781		9.2991295		9.638944		10.535672		9.477279		9.11866		9.183919		9.534381		9.096536		8.85996		9.127875		10.143323		-1.0213677		-1.1332526		-1.3708063		-2.001791		-1.3298333		-1.355824		-1.4251051		-1.312529		-0.41124535		-0.18046951		-0.45502472		-1.0012913		-0.03050232		-0.43916988		-0.51106834		-0.39234924		No		Yes		Yes		U35_44k_v1_12079		LOC_Os02g08140.1		ref|NP_001046073.1| e-102  Os02g0178000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08140.1 1e-104 CIPK-like protein 1 putative expressed		ATGATTGTGTTGATATTGATGAGACTGGCACAAATAGTGATGGCAGCCACAGCACAGAGG		None		AT5G21326.1

		48264		CUST_24563_PI390587928		13.548598		13.211582		14.420436		14.914394		13.240974		12.544211		13.204811		14.314923		13.161621		12.445255		13.420204		14.83237		-1.2376676		-1.588176		-2.3224134		-1.515161		-1.3076507		-1.7009337		-2.0003214		-1.0585024		-0.3869772		-0.6673708		-1.2156248		-0.5994711		-0.30762386		-0.7663269		-1.0002317		-0.082024574		No		Yes		Yes		U35_44k_v1_48264		LOC_Os05g04380.3		gb|EAZ32780.1| 9e-34  hypothetical protein OsJ_016263 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04380.2 2e-35 peroxidase 1 precursor putative expressed		CAGCGTGCATATGTATGTAAATTATTATTAAGAAGGGACGACGATCGAATTAATTGACGA		1862		0

		20045		CUST_320_PI390587928		9.87074		10.119744		10.155524		10.630378		10.187569		10.220258		11.299736		10.689458		10.360928		10.487121		10.926547		10.639702		1.2455895		1.072155		2.2102535		1.0418013		1.4046276		1.2900047		1.7064792		1.0064839		0.49018764		0.10051346		1.1442118		0.059080124		0.31682873		0.36737633		0.7710228		0.009324074		No		Yes		Yes		U35_44k_v1_20045		LOC_Os01g61780.1		ref|NP_001044718.1| e-146  Os01g0834200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61780.1 1e-148 vacuolar ATP synthase 91 kDa subunit putative expressed		CCACCTTATCATTACTGTGCCCAGACTGTAAGGCATGAAATTTATTAACTATAATATCTG		13933		AT2G28520.1

		2225		CUST_37182_PI390587928		9.213904		7.8419824		6.9869065		9.261753		9.327242		7.8243484		10.452914		11.242303		9.811343		8.75953		9.443008		9.477929		1.0817279		-1.0122979		11.050255		3.9464345		1.5130281		1.8889018		5.487321		1.1616504		0.5974388		-0.017633915		3.4660077		1.9805498		0.11333752		0.9175477		2.456102		0.21617603		Yes		Yes		Yes		U35_44k_v1_2225		LOC_Os01g27210.1		emb|CAD29477.1| 1e-76  glutathione transferase F4 [Triticum aestivum]		LOC_Os01g27210.1 4e-66 glutathione S-transferase IV putative expressed		GGATATGAAATAACCTGTTCGGTGAATTGTTCTCTAATACCCATTAGAAACGTATTCCCA		6238		AT3G62760.1

		4315		CUST_11740_PI390587928		7.5824223		7.82828		7.041132		7.6018405		7.2625785		7.7634263		8.150944		7.6424484		7.1932836		7.4598527		7.9617906		7.8466887		-1.2481954		-1.0459788		2.158175		1.0285472		-1.3096113		-1.2909448		1.8929793		1.1849681		-0.3891387		-0.06485367		1.1098118		0.04060793		-0.31984377		-0.36842728		0.9206586		0.24484825		No		Yes		Yes		U35_44k_v1_4315		LOC_Os01g69910.3		ref|NP_001045240.1| e-140  Os01g0923600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69910.2 1e-142 calmodulin-binding transcription activator 4 putative expressed		CGAACCCTGAAGCTGAGATCAGATGTAAATGATAAATGGCAAGTACTCACATCTAAAAAA		13493		AT1G67310.1

		4253		CUST_30952_PI390587928		12.523045		13.375947		12.671936		12.321687		11.978101		12.717887		11.538531		12.168343		11.793164		12.322888		11.640933		12.203702		-1.4589635		-1.5779594		-2.1937585		-1.1121445		-1.6585015		-2.0749242		-2.0434444		-1.085218		-0.72988033		-0.6580601		-1.1334047		-0.15334415		-0.5449438		-1.0530586		-1.031003		-0.11798477		No		Yes		Yes		U35_44k_v1_4253		LOC_Os04g37550.1		gb|EAZ30892.1| e-101  hypothetical protein OsJ_014375 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37550.1 1e-102 aspartic proteinase nepenthesin-2 precursor putative expressed		ATGGATGATACGATGGATCCGTGTATATGACCAACGGCGATTTATGATCAGTTGTATATC		19056		AT2G03200.1

		10020		CUST_13043_PI390587928		6.827394		7.344297		4.9563622		5.478342		5.7727394		6.273506		3.5778081		4.023404		5.739179		5.341272		3.4057624		4.6301746		-2.077221		-2.1005845		-2.6000767		-2.7414477		-2.126108		-4.008396		-2.929389		-1.8002127		-1.0882149		-1.0707908		-1.3785541		-1.4549379		-1.0546546		-2.003025		-1.5505998		-0.8481674		Yes		Yes		Yes		U35_44k_v1_10020		LOC_Os10g36060.1		gb|EAZ16614.1| 3e-90  hypothetical protein OsJ_030823 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36060.1 8e-92 chorion family 2 protein expressed		AGAGCTAGGCCACGAGAAGAATTTAAATGCAGATCTGCGTCTACAGCTACAAAAAATGCA		19849		AT1G63300.1

		6842		CUST_18595_PI390587928		9.483866		9.468919		10.049729		10.12183		9.151198		9.001571		8.834695		9.392356		8.636859		8.574044		9.055775		10.136357		-1.2593396		-1.3825657		-2.3214633		-1.6580346		-1.7987651		-1.8594482		-1.9916369		1.0101204		-0.8470068		-0.4673481		-1.2150345		-0.72947407		-0.33266735		-0.8948746		-0.99395466		0.014527321		No		Yes		Yes		U35_44k_v1_6842		LOC_Os01g11040.1		gb|EAZ10988.1| 9e-92  hypothetical protein OsJ_000813 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11040.1 2e-93 SCAR-like protein 2 putative expressed		CATGGTAGTGTATCTTAGATCCCTATGGTTGTAGAGATGTTAAATCATTTCAACATCATG		14612		0

		17333		CUST_40579_PI390587928		9.2907915		9.549179		11.2751045		10.029128		9.033801		9.056984		10.067561		9.4444275		9.069321		9.049741		10.134637		9.837068		-1.1949832		-1.4065834		-2.3094404		-1.4997277		-1.1659217		-1.413663		-2.2045248		-1.1423942		-0.22147083		-0.49219513		-1.2075434		-0.5847006		-0.25699043		-0.4994383		-1.1404676		-0.19206047		No		Yes		Yes		U35_44k_v1_17333		LOC_Os05g40990.1		ref|NP_001106072.1| e-139  ferric-chelate reductase (NADH)2 [Zea mays]		LOC_Os05g40990.1 1e-138 NADH-cytochrome b5 reductase putative expressed		AGACAGAAGGCAGAGTTAGTATTATGATGAACTGTTCAAGCTCTTGAGAAATACATCAGT		7709		AT5G17770.1

		13846		CUST_34694_PI390587928		7.421711		8.074658		7.4979568		8.565597		7.420899		7.6563525		8.662681		8.907668		7.8779054		7.8075385		8.102626		8.365471		-1.000563		-1.3363574		2.241903		1.2675754		1.3719181		-1.203403		1.5206299		-1.1487985		0.4561944		-0.41830587		1.1647239		0.34207153		-8.12E-04		-0.26711988		0.6046691		-0.2001257		No		Yes		Yes		U35_44k_v1_13846		LOC_Os02g06640.2		gb|AAA30271.1| e-175  ubiquitin precursor		LOC_Os04g53620.1 1e-159 polyubiquitin OUB2 putative expressed		TGTCTGTCTGTAAATTGTGCTTCCAATCCAAAACGCAGTGTTAAATTTTTGATTTCCTCC		1081		AT4G05320.4

		44303		CUST_28929_PI390587928		7.2850175		7.8287625		8.951465		8.06237		6.8803077		7.3912544		7.6114717		7.365681		6.5526834		6.894546		7.694126		7.8422065		-1.3238226		-1.3542632		-2.5315008		-1.620781		-1.6613247		-1.9108526		-2.3905432		-1.1648659		-0.73233414		-0.4375081		-1.339993		-0.6966891		-0.40470982		-0.9342165		-1.2573385		-0.22016382		No		Yes		Yes		U35_44k_v1_44303		-		gb|EAZ36280.1| 4e-49  hypothetical protein OsJ_019763 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g42800.1 3e-13 kinesin-like protein KIF3A putative expressed		AAGAAGTTCTAGGGTTGAAACTTTCTCTATCAGAGGCTAACGACCAATGCACGCTGCTCT		41922		AT5G65460.1

		15933		CUST_25176_PI390587928		4.852855		5.1290145		3.2211084		4.764277		6.002292		7.523824		6.559934		6.0233645		6.925476		8.388351		6.3605237		4.500488		2.218273		5.2590775		10.117814		2.393443		4.2065015		9.575428		8.811668		-1.2006279		2.0726209		2.3948097		3.3388257		1.2590876		1.149437		3.259337		3.1394153		-0.26378918		Yes		No		No		U35_44k_v1_15933		LOC_Os06g44010.1		emb|CAH68818.1| 7e-37  putative WRKY2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g44010.1 1e-31 OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ATACCGTGAATTCGAGGAAGACATGGAGGAGCAGCGGATGATCGGGCAGACTTGCCTCAG		4388		AT1G80840.1

		29844		CUST_40294_PI390587928		1.6938668		1.6928778		1.4128116		1.3335085		2.617669		2.9566336		2.815999		1.4079198		3.4577196		3.132223		2.2690241		1.344087		1.8971086		2.4012003		2.6448526		1.0529313		3.3960383		2.7119772		1.8102795		1.0073594		1.7638527		1.2637558		1.4031874		0.07441127		0.92380226		1.4393451		0.8562125		0.010578513		Yes		No		No		U35_44k_v1_29844		-		No hits found		No hits found		CCATCGTTGGTGTTGTCGAAAAATGTGTAAAAACGCTCCTCGGGATGGAAAAAGGCATAC		29349		0

		34270		CUST_17459_PI390587928		5.072794		5.055761		5.115025		5.213161		4.4842706		4.371245		3.4916553		4.65074		3.9974124		4.0798287		3.7946904		5.150541		-1.5037069		-1.6071627		-3.080938		-1.4767451		-2.1072793		-1.9669116		-2.4972403		-1.0443608		-1.0753815		-0.68451595		-1.6233697		-0.56242085		-0.5885234		-0.9759321		-1.3203347		-0.06262016		No		Yes		Yes		U35_44k_v1_34270		LOC_Os01g37130.1		gb|ABO32801.1| 3e-46  PP2C [Hordeum vulgare subsp. vulgare]		LOC_Os01g37130.1 7e-46 protein phosphatase 2C PPH1 putative expressed		AACTACTGTAGTTGTACCCTTAAAAGTATCACGATGCTCAGTGAATATGGGCTGCTTACC		10850		AT4G27800.3

		16300		CUST_7881_PI390587928		11.036952		11.088956		11.388848		11.94355		10.525374		10.741406		10.227801		10.912786		10.222694		10.406797		10.354045		11.455559		-1.4256083		-1.2723975		-2.2361965		-2.0431068		-1.758393		-1.6045386		-2.0488343		-1.4024909		-0.8142576		-0.34754944		-1.161047		-1.0307646		-0.5115776		-0.68215847		-1.0348034		-0.48799133		No		Yes		Yes		U35_44k_v1_16300		LOC_Os12g39620.3		gb|EAZ21034.1| 0.0  hypothetical protein OsJ_035243 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39620.3 0.0 disease resistance protein putative expressed		CTTAAGTAGAAATTCACACAAGAGTTATATTGGCCAGGCTAACAGAGACTTTCTATTTGC		12072		AT4G33300.2

		49311		CUST_4035_PI390587928		6.7330375		5.978924		6.102926		6.4518237		7.071533		6.1724725		5.130369		5.6416078		6.9248943		5.8242726		5.075667		5.984524		1.2644376		1.1435732		-1.962315		-1.7534739		1.1422329		-1.1131524		-2.0381482		-1.3825196		0.19185686		0.19354868		-0.9725566		-0.81021595		0.33849573		-0.15465117		-1.0272589		-0.46729994		No		Yes		Yes		U35_44k_v1_49311		-		gb|EAZ31654.1| 4e-08  hypothetical protein OsJ_015137 [Oryza sativa (japonica cultivar-group)]		No hits found		TGGTAGCAAACAAAGGATCATAAGTACCTTACACCATCAATTGTTTCACTGCCCAAAAAA		51588		0

		34592		CUST_37963_PI390587928		4.1237493		3.9949963		5.0797095		4.341954		3.338086		3.964309		4.162396		3.180546		3.9171984		4.2455773		3.614446		3.4411676		-1.7238848		-1.0214987		-1.8885953		-2.2367566		-1.1539261		1.1896862		-2.7611392		-1.8670838		-0.20655084		-0.030687332		-0.9173136		-1.1614082		-0.78566337		0.25058103		-1.4652636		-0.90078664		No		Yes		Yes		U35_44k_v1_34592		LOC_Os01g01060.2		ref|XP_370161.2| 2e-50  40S ribosomal protein S5 [Magnaporthe grisea 70-15]		LOC_Os11g29190.4 4e-31 40S ribosomal protein S5 putative expressed		ATGGCTGTCCGAATTGTCGCCCACGCCTTCGAGATCATCCACCTTATGACCGACCAGAAG		None		AT3G11940.2

		2591		CUST_25292_PI390587928		6.0245748		7.1107864		7.1968637		6.7520814		5.7995434		6.2428436		5.806549		6.216919		5.9985976		6.1358833		6.077482		6.25436		-1.1688026		-1.8250586		-2.6213584		-1.4491053		-1.018169		-1.9655092		-2.172538		-1.4119815		-0.025977135		-0.8679428		-1.3903146		-0.53516245		-0.22503138		-0.9749031		-1.1193814		-0.4977212		No		Yes		Yes		U35_44k_v1_2591		LOC_Os06g30920.1		ref|NP_001046496.1| 1e-10  Os02g0264800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g30920.1 1e-12 AGP16 putative expressed		CGTGTTTGGTGGTGGCATGATTCTGCCATCATGTGAGTGTTTCTCTATTTAGTTCATGCT		6537		AT2G46330.1

		24863		CUST_11952_PI390587928		7.751785		7.492302		7.6704974		6.893057		7.2323956		7.146292		5.9972415		6.0281296		7.220425		7.0937457		6.797257		6.8120933		-1.4333482		-1.2710403		-3.1893356		-1.8212479		-1.4452907		-1.3181881		-1.8317727		-1.0577242		-0.5313597		-0.34600973		-1.6732559		-0.8649273		-0.51938915		-0.39855623		-0.8732405		-0.08096361		No		Yes		Yes		U35_44k_v1_24863		LOC_Os02g17330.1		gb|EAY85338.1| 7e-81  hypothetical protein OsI_006571 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17330.1 1e-82 4-amino-4-deoxychorismate lyase putative expressed		TGTTTCCTTTTTTAAACGAGGTTTGCGGAGTATGAGGAAAAGCTATGTGTTGCTTTGAAA		24207		AT5G57850.1

		3241		CUST_14711_PI390587928		5.4899344		5.440781		6.6118026		6.475533		5.030961		5.2233434		5.107264		4.7930846		4.4273806		4.6917133		5.4793715		6.676933		-1.3745633		-1.1626668		-2.837339		-3.209722		-2.0886257		-1.6807065		-2.1922784		1.1498134		-1.0625539		-0.21743774		-1.5045385		-1.6824484		-0.4589734		-0.7490678		-1.132431		0.2013998		No		Yes		Yes		U35_44k_v1_3241		LOC_Os06g36740.1		ref|NP_001057878.1| 3e-49  Os06g0563000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36740.1 5e-51 pollen-specific protein SF21 putative expressed		TTCCTGTATGATCAACTTGAACCTGAGCCGGTGAAATCAAAATGTACGTTCTGGTGCATT		8805		AT5G11790.1

		10944		CUST_3240_PI390587928		1.9649979		1.8851753		1.3717114		1.3628978		1.5490398		1.9514681		4.09081		6.640713		1.9581107		5.4313703		6.4340644		8.137599		-1.3341844		1.0470227		6.584613		38.795444		-1.0047853		11.681835		33.41336		109.49348		-0.0068871975		0.06629276		2.7190986		5.2778153		-0.41595805		3.546195		5.062353		6.774701		Yes		Yes		Yes		U35_44k_v1_10944		-		No hits found		No hits found		GGCCGGCTCATGTATATGCCCGTAATATATATACACATCAATCAATCAAATTGCAGCTAC		None		0

		1779		CUST_12582_PI390587928		14.935679		14.873802		14.598506		13.866208		14.731606		14.882237		12.850034		12.466225		14.517895		14.382782		13.407098		13.077995		-1.1519467		1.005864		-3.3600256		-2.6389854		-1.3358747		-1.4054384		-2.2837555		-1.7269338		-0.4177847		0.008435249		-1.7484722		-1.3999834		-0.2040739		-0.4910202		-1.1914082		-0.7882128		No		Yes		Yes		U35_44k_v1_1779		LOC_Os06g22870.1		ref|NP_001057554.1| 2e-82  Os06g0335500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22870.1 5e-84 OsIAA21 - Auxin-responsive Aux/IAA gene family member expressed		AACAAGCATGTTAGATCGTGTAAGTTGATGTGTGTGTGTATCTACTACACTACTTTACTT		5251		AT4G29080.1

		15296		CUST_31280_PI390587928		7.6640553		8.285465		7.3359394		7.712026		7.0748277		7.831679		5.874687		6.408569		6.6566625		7.027735		6.331909		7.09236		-1.5044411		-1.3696301		-2.7534726		-2.4681964		-2.0102751		-2.391192		-2.005595		-1.5365195		-1.0073929		-0.45378637		-1.4612522		-1.3034573		-0.5892277		-1.25773		-1.0040302		-0.6196661		No		Yes		Yes		U35_44k_v1_15296		LOC_Os11g48050.1		ref|NP_001044827.1| 2e-29  Os01g0852400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63310.1 4e-31 expressed protein		GAAGGCAGGTTTATGTTCTTCTCCATCTTCATCCAATGTGCCTTGGCTACAATGTGCATA		15972		0

		13605		CUST_18720_PI390587928		8.029178		8.456125		8.201135		8.573524		8.645787		10.48494		9.880506		9.5400305		9.038493		10.160666		9.718543		8.40227		1.5332676		4.0806932		3.2028825		1.9541023		2.012956		3.2592528		2.8627632		-1.1260369		1.0093155		2.0288143		1.6793709		0.966506		0.6166096		1.7045412		1.5174084		-0.17125416		Yes		Yes		Yes		U35_44k_v1_13605		LOC_Os03g20949.1		gb|EAY89840.1| e-104  hypothetical protein OsI_011073 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20949.1 1e-105 phospholipid-transporting ATPase 1 putative expressed		TGTCAACTATCCAAAGGATAGATTTCTTGTAGCCATGCCGTGCATCCGCCTGCATTTTTT		33196		AT5G04930.1

		6443		CUST_36327_PI390587928		2.4294646		1.5284401		2.6134892		2.409601		2.828202		4.5389457		6.486599		3.598957		3.178798		5.1745143		6.7169623		2.8987954		1.3183537		8.058469		14.652854		2.2805095		1.681016		12.519233		17.189709		1.4036609		0.7493334		3.0105057		3.8731098		1.1893561		0.39873743		3.6460743		4.103473		0.4891944		Yes		Yes		Yes		U35_44k_v1_6443		LOC_Os07g33230.1		emb|CAN70385.1| 7e-83  hypothetical protein [Vitis vinifera]		LOC_Os07g32380.1 3e-80 protein phosphatase 2C isoform epsilon putative expressed		CCAGGATTGTAGAAGAGGAGAGCGAAAACAATGTTGATCAAGTGATCAGATGGATGAAAG		13811		AT3G15260.2

		49195		CUST_41549_PI390587928		3.2059472		3.6188412		5.5955453		6.508096		1.711238		2.5669749		2.5708554		5.232125		2.0289314		3.2722569		3.4060318		6.411392		-2.8180733		-2.07321		-8.138088		-2.4216182		-2.2610857		-1.2715466		-4.5615163		-1.0693277		-1.1770158		-1.0518663		-3.02469		-1.2759714		-1.4947091		-0.34658432		-2.1895134		-0.096704006		Yes		No		No		U35_44k_v1_49195		-		No hits found		No hits found		TAGCTCAGCAACTTTGGTCATGTCAGATGTGCAAAACCAGAGCAACTTTGCTCCAAAAAA		51254		0

		44413		CUST_27131_PI390587928		8.61349		9.24557		9.719784		9.788107		8.0204935		7.7930636		8.355556		7.928846		7.8515606		7.705525		8.629658		9.913363		-1.5083765		-2.7368314		-2.5743856		-3.6282177		-1.695757		-2.9080362		-2.1289263		1.0907017		-0.7619295		-1.4525065		-1.3642282		-1.859261		-0.5929966		-1.5400453		-1.090126		0.12525654		Yes		Yes		Yes		U35_44k_v1_44413		-		No hits found		No hits found		CTGTTCCGAATAATTTGATTTGGTTGGAAACGAAAGTAGAAAAGTCATGGTATTTGCAAG		42105		0

		42390		CUST_36934_PI390587928		3.4847662		3.9719203		3.102155		4.662556		4.583326		5.2800555		7.2811685		5.3609357		5.132427		6.203551		6.4269853		3.7243125		2.141408		2.4762127		18.113749		1.6226811		3.1332524		4.6966453		10.020137		-1.916194		1.647661		1.3081353		4.1790133		0.6983795		1.0985596		2.2316306		3.3248303		-0.9382436		Yes		No		No		U35_44k_v1_42390		LOC_Os11g09280.2		gb|AAA70346.1| 2e-17  disulfide isomerase		LOC_Os11g09280.2 1e-16 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		TATCAGCCCAACTCTTGGTGCGTACACAAAACTTATTTAATCCAATGATGGTTGAATTTG		38036		0

		24626		CUST_7997_PI390587928		4.612883		4.3235626		4.6269436		5.474851		5.868283		7.0461135		8.717915		8.339906		6.210762		7.4464507		8.490249		7.2231154		2.387333		6.600388		17.04139		7.2856345		3.0269794		8.7113		14.55361		3.3595414		1.5978789		2.7225509		4.090971		2.8650546		1.2553997		3.122888		3.863305		1.7482643		Yes		Yes		Yes		U35_44k_v1_24626		LOC_Os09g36290.2		gb|EAZ09865.1| 2e-86  hypothetical protein OsI_031097 [Oryza sativa (indica cultivar-group)]		LOC_Os09g36290.2 5e-88 phosphatase DCR2 putative expressed		TGGCTAACAAATCAGTGCTCAACCTGTATTTTCTCGACAGTGGTGACTATTCCACTGTGC		24242		AT5G63140.1

		7921		CUST_33237_PI390587928		3.6348464		3.3763902		2.5697103		2.5582402		1.7434993		1.9215997		1.5877043		1.6067468		2.3547065		3.200103		2.2857387		1.8630701		-3.7098148		-2.7411675		-1.9752098		-1.9338734		-2.4286253		-1.1299721		-1.217542		-1.6190753		-1.2801399		-1.4547905		-0.98200595		-0.9514934		-1.8913472		-0.17628717		-0.28397155		-0.69517004		Yes		No		No		U35_44k_v1_7921		LOC_Os08g38170.5		dbj|BAD09428.1| 2e-12  putative 3-methyladenine-DNA glycosylase [Oryza sativa Japonica Group]		LOC_Os08g38170.5 3e-14 GMP synthase putative expressed		TAGAGTTCTCACAATGCTGAGCACCACGGCACACCACAGCAGCAGGCAGACGCATGCTTT		15843		0

		4904		CUST_1331_PI390587928		6.178987		5.6127605		6.0531983		5.9530144		5.85198		5.591665		7.261154		6.459578		5.798185		5.731175		7.247118		6.173334		-1.2544081		-1.0147299		2.3101008		1.4206623		-1.3020656		1.0855411		2.2877345		1.1649917		-0.38080215		-0.021095753		1.2079558		0.50656366		-0.32700682		0.1184144		1.1939197		0.22031975		No		Yes		Yes		U35_44k_v1_4904		LOC_Os12g42700.1		ref|NP_001067304.1| 0.0  Os12g0621700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42700.1 0.0 expressed protein		CCTTGACTGGTAACTTTAATGGAGTTTCTGGTTATGGAAAACGAAGGGTGAAAACAAAAA		11753		AT3G54750.1

		23214		CUST_24382_PI390587928		1.5738897		2.2620912		2.247553		1.7007995		1.7647761		4.0088305		4.2588053		3.4668896		2.2790766		3.3569434		3.4065783		1.9738032		1.1414648		3.3559923		4.0313196		3.4013093		1.6303558		2.135912		2.233065		1.208321		0.70518684		1.7467394		2.0112522		1.7660902		0.19088638		1.0948522		1.1590252		0.2730037		Yes		No		No		U35_44k_v1_23214		-		dbj|BAB85651.1| 5e-27  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 2e-18 multidrug resistance protein 4 putative expressed		AGAGTGTATGATCAGTTAACAGAGTGCTCTTTTGATCTCCAGGTTGTTCTCAACTTCGTA		18361		AT1G02520.1

		37336		CUST_4041_PI390587928		5.0792994		5.372233		6.2040887		6.399529		4.8406835		5.5022526		5.3505616		5.057408		4.283092		5.490307		5.1028576		5.765465		-1.1798602		1.0943086		-1.806913		-2.5352378		-1.7365301		1.085285		-2.145377		-1.5519308		-0.7962074		0.13001966		-0.85352707		-1.3421211		-0.23861599		0.11807394		-1.1012311		-0.6340642		No		Yes		Yes		U35_44k_v1_37336		-		ref|NP_001056516.1| 1e-05  Os05g0595500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51710.1 2e-07 expressed protein		TCCCAACTTTGTGCCAGAGGATGTAAAAATGAGACACGCCTTCTTAATACTGACCCGACA		33130		0

		11730		CUST_20302_PI390587928		6.992517		7.8906016		10.60706		8.4604		5.9335656		7.0381417		9.985359		6.3802104		5.4420033		7.637995		9.427522		8.230146		-2.0834167		-1.8055769		-1.5386885		-4.2286267		-2.9292142		-1.1913579		-2.2650435		-1.1730409		-1.5505137		-0.8524599		-0.62170124		-2.0801892		-1.0589514		-0.25260687		-1.1795387		-0.23025322		Yes		Yes		Yes		U35_44k_v1_11730		LOC_Os11g03500.1		gb|ABA96345.1| 1e-70  MatE family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g03230.1 3e-72 transparent testa 12 protein putative expressed		ACTGCCCCAGCATGTAAAATAGCCTTGAATCTGTGTGCCGGGTGAACAAGAATTTTGTTG		24145		AT1G33110.1

		40367		CUST_11527_PI390587928		4.1736717		3.7963822		3.7481186		4.232983		4.8623276		4.81333		6.400638		5.9338813		4.6765175		6.2904224		6.149765		5.095671		1.6117811		2.0236335		6.287644		3.2510328		1.4170059		5.633534		5.284058		1.8184233		0.50284576		1.016948		2.6525195		1.7008982		0.68865585		2.4940403		2.4016464		0.86268806		Yes		Yes		Yes		U35_44k_v1_40367		LOC_Os01g04520.1		gb|EAY72439.1| 1e-28  hypothetical protein OsI_000286 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04450.1 2e-30 OsWAK2 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK) expressed		AACATCAGCGCCACAAACAAGCGTCTCGTGTTCTTCTACAACTGCACCGTGCCCGCTGAG		None		0

		938		CUST_27684_PI390587928		8.88798		9.372306		9.687394		8.801378		8.449399		8.866733		8.628079		8.469037		8.219861		8.916125		9.045169		8.672944		-1.3552711		-1.4196874		-2.0839415		-1.2590549		-1.5890003		-1.371905		-1.5607346		-1.0931066		-0.66811943		-0.5055733		-1.0593147		-0.3323412		-0.43858147		-0.45618057		-0.64222527		-0.12843418		No		Yes		Yes		U35_44k_v1_938		LOC_Os09g07570.1		ref|NP_001062675.1| 4e-14  Os09g0249900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07570.1 1e-15 ferredoxin-thioredoxin reductase catalytic chain chloroplast precursor putative expressed		AAACGTCGTCGTCCTGATGCTTCATTTTTCTTCCTGAGTGAATGAATGGTGTGTGGAAGG		2399		AT2G04700.1

		15962		CUST_6439_PI390587928		6.3073807		5.572624		4.4469643		5.13784		6.4402122		5.653666		6.9031963		10.829414		6.5404515		5.1735816		6.1169696		5.2012014		1.0964435		1.0577816		5.487816		51.681446		1.1753341		-1.3186326		3.1821578		1.0448977		0.23307085		0.08104181		2.456232		5.6915746		0.13283157		-0.3990426		1.6700053		0.063361645		No		Yes		Yes		U35_44k_v1_15962		LOC_Os11g28060.1		gb|EAZ05312.1| e-145  hypothetical protein OsI_026544 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01450.1 1e-143 cytochrome P450 71C4 putative expressed		GAAGGAGAAACTATTGTTGGTTCCAAAATCACGCATGTAGTCGCAAAAATTAAACTAAGC		4270		AT3G26300.1

		50362		CUST_33693_PI390587928		8.1290245		8.053853		8.137811		7.78836		7.6561503		7.8921676		6.97936		7.4854426		7.3273163		7.5469565		7.1501718		7.6709213		-1.3878716		-1.1185932		-2.2321758		-1.2336366		-1.743164		-1.4209901		-1.9829371		-1.0848073		-0.8017082		-0.16168547		-1.1584506		-0.30291748		-0.47287416		-0.5068965		-0.98763895		-0.11743879		No		Yes		Yes		U35_44k_v1_50362		LOC_Os02g42670.1		gb|EAZ23947.1| 1e-41  hypothetical protein OsJ_007430 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42670.1 3e-43 expressed protein		CTGCATTTGATTGTTCTAGTGCAGTAGACAGTAGTGACATGTTAACAGATTCCTTTGAAC		52467		0

		18102		CUST_14362_PI390587928		10.842496		10.654182		9.723717		10.786101		11.796711		13.16169		13.95374		13.244533		12.531077		13.434479		13.38438		11.306455		1.9375252		5.6863675		18.765663		5.4961877		3.223396		6.8699346		12.646477		1.4343065		1.6885815		2.5075073		4.2300234		2.4584312		0.95421505		2.7802963		3.6606636		0.5203533		Yes		Yes		Yes		U35_44k_v1_18102		LOC_Os01g64470.1		gb|EAY76595.1| 8e-33  hypothetical protein OsI_004442 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64470.1 8e-34 YLS9 putative expressed		CGCGTCTACGTTCTTTCGTTTTCATTAGATGTGTATATATCTATGAATAATTCGGCACAT		11615		AT2G35980.1

		10656		CUST_23234_PI390587928		10.421563		11.239436		12.105133		10.874475		10.21141		10.955078		10.467405		9.597051		10.041442		10.545681		11.0969095		10.319306		-1.1568114		-1.2178682		-3.1117535		-2.4240575		-1.3014512		-1.6174881		-2.011433		-1.4693398		-0.38012123		-0.28435802		-1.6377277		-1.2774239		-0.21015358		-0.69375515		-1.0082235		-0.55516815		No		Yes		Yes		U35_44k_v1_10656		LOC_Os06g47820.1		gb|EAZ38117.1| 2e-23  hypothetical protein OsJ_021600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g47820.1 4e-25 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		GATTGTCTCATCAGCAGACGACCGCGACGCTCGACGAAAATTTTGCTCCTACCCAACCCA		23277		AT2G18890.1

		15183		CUST_26155_PI390587928		13.267142		13.403554		13.405416		13.737927		13.141749		13.399185		12.021912		12.581721		13.270236		13.564484		12.697655		13.564369		-1.0908048		-1.0030328		-2.6090126		-2.2287056		1.0021467		1.1180073		-1.6332672		-1.1278367		0.0030937195		-0.004368782		-1.3835039		-1.1562061		-0.12539291		0.16092968		-0.7077608		-0.17355824		No		Yes		Yes		U35_44k_v1_15183		LOC_Os03g14170.1		ref|NP_001049540.1| 0.0  Os03g0245700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14170.1 0.0 senescence-associated protein 15 putative expressed		GCTTTTCAAGTGTGAATTACTATAAACGACAATACTCCTCCTTATATATATACGACGAGG		None		AT1G01120.1

		24817		CUST_27806_PI390587928		4.973698		4.4740295		2.9695575		4.1650324		5.0599356		4.6025352		9.085737		7.7525864		6.0281386		5.580567		7.641909		6.0256095		1.061598		1.0931609		69.36709		12.021575		2.0769126		2.1532822		25.498701		3.631529		1.0544405		0.1285057		6.1161795		3.587554		0.08623743		1.1065373		4.672352		1.8605771		Yes		Yes		Yes		U35_44k_v1_24817		LOC_Os01g72900.1		ref|NP_001045459.1| 2e-13  Os01g0959100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72900.1 5e-15 abscisic stress ripening protein 1 putative expressed		CCACGGTGTGTTGTGTTGTTCTTAATTACGTATAACGTCAGTTCTCTTGTATATTGTTTT		20720		0

		603		CUST_12577_PI390587928		7.98226		8.008789		6.676548		7.318531		9.972807		10.5393715		11.797711		12.136411		9.524152		11.078206		12.323883		10.502125		3.9738755		5.778049		34.80357		28.205013		2.9117603		8.3943405		50.120712		9.085675		1.5418916		2.5305824		5.1211634		4.8178797		1.9905467		3.069417		5.647335		3.1835938		Yes		Yes		Yes		U35_44k_v1_603		-		sp|Q01482|WIR1A_WHEAT 3e-06  Protein WIR1A		LOC_Os06g29730.1 7e-06 expressed protein		CTATCAGATTCGGTCTAGCGACAAGGCTCTTCTCGCTCTATTGACTATCATTGTACCTTG		2163		0

		6702		CUST_41987_PI390587928		4.4113603		4.6376705		5.3986907		4.5084844		4.1162667		3.4560478		3.5190496		3.2565286		3.2346475		3.3866158		4.1429667		4.146434		-1.2269645		-2.2683177		-3.6798348		-2.3816407		-2.260611		-2.3801537		-2.3878694		-1.2852514		-1.1767128		-1.1816227		-1.879641		-1.2519557		-0.29509354		-1.2510548		-1.255724		-0.36205053		Yes		No		No		U35_44k_v1_6702		LOC_Os06g09340.1		gb|EAZ36117.1| 9e-17  hypothetical protein OsJ_019600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09340.1 2e-18 pectinesterase U1 precursor putative expressed		CGCGTACCCCGGCGAGGGCCTACCCTCGGTGCGCGCGCACCTGTCGGCCGCACTGACTAA		None		0

		18552		CUST_13284_PI390587928		11.83954		12.485421		12.732106		11.15184		12.0296335		12.589835		10.918648		10.818768		11.456173		12.074223		11.773305		11.2289505		1.140838		1.0750576		-3.5148387		-1.2596934		-1.3043821		-1.3297901		-1.9436942		1.0549029		-0.38336658		0.104413986		-1.8134584		-0.33307266		0.190094		-0.41119862		-0.95880127		0.07711029		No		Yes		Yes		U35_44k_v1_18552		LOC_Os07g30670.2		gb|EAZ03907.1| 2e-31  hypothetical protein OsI_025139 [Oryza sativa (indica cultivar-group)]		LOC_Os07g30670.2 4e-33 electron carrier/ electron transporter/ iron ion binding protein putative expressed		TCATGCTCGACGGCTACATCGACCTCTACGGGCCTTACGATAAGCTGCTGCTCAACTGCT		9478		AT3G16250.1

		48091		CUST_33620_PI390587928		12.209599		12.12434		11.944496		12.107713		12.697236		12.629383		13.235604		12.607063		13.116829		12.835369		12.980695		12.626754		1.4021469		1.4191657		2.4471595		1.4135771		1.8754417		1.6369714		2.0508168		1.4330025		0.9072304		0.505043		1.2911081		0.49935055		0.48763752		0.71102905		1.0361986		0.51904106		No		Yes		Yes		U35_44k_v1_48091		LOC_Os04g48130.1		emb|CAO63691.1| 6e-11  unnamed protein product [Vitis vinifera]		LOC_Os04g48130.1 4e-11 membrane protein putative expressed		CTGTAAATCACTATGCTTTTTCCGTCGCTGAATGAATTGGTGCGATCAGTATGCAAAAAA		None		AT5G07250.2

		12752		CUST_35063_PI390587928		5.4658446		5.256825		5.5275326		6.2361984		6.463797		7.7558045		9.422376		8.097721		6.7092857		8.17703		9.875577		8.503694		1.9971635		5.6528544		14.875261		3.63391		2.367626		7.569535		20.365345		4.814864		1.2434411		2.4989796		3.894843		1.8615227		0.99795246		2.9202046		4.3480444		2.2674952		Yes		Yes		Yes		U35_44k_v1_12752		LOC_Os01g10960.1		ref|NP_001042351.1| 7e-19  Os01g0207600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10960.1 2e-20 peptide-N4-asparagine amidase A putative		TTATGGCAGTCCACAACAAGCCTATGTACGGTCTTGATCTGAAGATCTTATTATTACTAC		33571		0

		5803		CUST_36454_PI390587928		12.51385		12.562692		13.226483		12.784759		12.047867		12.373107		12.09904		12.101687		11.964344		12.170228		12.194652		12.32314		-1.3812585		-1.1404355		-2.1847124		-1.605554		-1.4635847		-1.312633		-2.0446186		-1.3770858		-0.5495062		-0.18958473		-1.1274433		-0.68307114		-0.4659834		-0.39246368		-1.0318317		-0.46161842		No		Yes		Yes		U35_44k_v1_5803		LOC_Os09g37012.1		gb|EAZ09932.1| 6e-45  hypothetical protein OsI_031164 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37012.1 6e-46 aspartic-type endopeptidase/ pepsin A putative expressed		GGTGGACGCGCATGTATATCTAGTGAAACCACAGAATAATATATACTCCACTGCCGTAAA		17143		AT2G17760.1

		16665		CUST_1259_PI390587928		12.100846		12.038185		11.746257		11.683871		12.386973		12.742314		13.682498		12.387471		12.583863		13.094106		13.546372		12.19299		1.2193625		1.629161		3.8270724		1.6285634		1.3976634		2.0790443		3.4824812		1.4231809		0.48301697		0.7041292		1.9362411		0.70359993		0.2861271		1.0559206		1.8001156		0.50911903		No		Yes		Yes		U35_44k_v1_16665		LOC_Os04g42250.4		ref|NP_001053225.1| 0.0  Os04g0500700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42250.1 0.0 anthranilate N-benzoyltransferase protein 2 putative expressed		CATACTGGAGTTTATACGGTGGACAGAACATAATCTTATTCTTGTGGGATATCAATAATG		7816		AT5G48930.1

		31906		CUST_31673_PI390587928		7.7035537		9.518529		7.6630254		7.5604196		9.295976		9.653531		9.261941		8.20647		10.111236		10.176454		8.953427		8.248643		3.0155518		1.0980945		3.0291553		1.5648777		5.3062105		1.5778112		2.445962		1.6112981		2.407682		0.13500214		1.5989156		0.64605		1.592422		0.65792465		1.2904019		0.68822336		Yes		Yes		Yes		U35_44k_v1_31906		LOC_Os12g02500.1		ref|NP_001065997.1| 2e-78  Os12g0117100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02500.1 5e-80 esterase PIR7B putative expressed		ATTTGGCTACCAAACGGAACAAGACATCAAAGATGGCGTACCTGATTTATCCGAGCTTGG		32559		AT3G10870.1

		19007		CUST_4267_PI390587928		7.8593936		8.402801		8.947236		7.916407		7.3337116		7.4345226		7.0586343		7.3411617		7.225325		6.8910394		7.0501275		7.258347		-1.4396139		-1.9565039		-3.702762		-1.4899309		-1.5519354		-2.8515794		-3.7246594		-1.5779594		-0.6340685		-0.96827793		-1.8886018		-0.5752454		-0.525682		-1.5117612		-1.8971086		-0.6580601		Yes		Yes		Yes		U35_44k_v1_19007		LOC_Os10g31820.2		ref|NP_001064755.1| e-122  Os10g0456500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g31820.2 1e-124 protein fluG putative expressed		CTTGAGGATGAAAGATTCGCTAAGTGCCAACTGGGCCCTTTTACATGCTTTCTTATCCAT		12429		AT3G53180.1

		17531		CUST_35387_PI390587928		9.741399		10.493146		8.516498		9.042413		9.669192		10.51233		9.114048		9.050855		9.682303		10.483094		9.647766		9.5180435		-1.0513234		1.0133862		1.5131452		1.0058687		-1.0418123		-1.0069916		2.1905127		1.390526		-0.059095383		0.019184113		0.5975504		0.008441925		-0.0722065		-0.010051727		1.1312685		0.47563076		No		Yes		Yes		U35_44k_v1_17531		LOC_Os04g55570.1		emb|CAJ86178.1| 1e-47  H0212B02.1 [Oryza sativa (indica cultivar-group)]		LOC_Os04g55570.1 5e-49 expressed protein		ACTGGCATTTGCTCTTGGATGTGGCTAATTTATTAGCAGCGTGCTATTATGTGCAAAAAA		11831		0

		8210		CUST_27923_PI390587928		5.5784583		4.8776493		4.2823963		7.179377		5.727913		5.2905717		5.8179317		7.8814945		5.1540747		4.7332		6.1870217		7.8924127		1.10915		1.33138		2.8989599		1.6268908		-1.341999		-1.1053087		3.7441168		1.6392497		-0.42438364		0.41292238		1.5355353		0.70211744		0.1494546		-0.14444923		1.9046254		0.7130356		No		Yes		Yes		U35_44k_v1_8210		LOC_Os01g52010.1		gb|EAY75618.1| e-122  hypothetical protein OsI_003465 [Oryza sativa (indica cultivar-group)]		LOC_Os01g52010.1 1e-123 alliin lyase precursor putative expressed		CTGATAAGGAACGAGAAAGTGGCCAAGAGGGTCAACGACTACATGATACAGAACACCATG		18138		AT1G34060.1

		4615		CUST_33780_PI390587928		8.0911255		7.651956		7.790728		7.989807		8.179723		7.924562		8.930721		8.1610985		8.546479		8.280014		8.643691		8.036881		1.0633358		1.2079878		2.2037997		1.126066		1.3711189		1.5454832		1.8062067		1.0331676		0.45535374		0.2726059		1.1399932		0.17129135		0.0885973		0.62805796		0.852963		0.047074318		No		Yes		Yes		U35_44k_v1_4615		LOC_Os10g35470.1		ref|NP_001064962.1| e-124  Os10g0497800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35470.1 1e-126 oxidoreductase putative expressed		GTGCGAGAGCATTCCTATTCTATTTGCGCAAAGCCTAATTCAAATCGAGATTTAGTTGTT		10492		AT1G20270.1

		6761		CUST_27427_PI390587928		10.460474		9.347991		7.710974		8.484236		11.250094		9.975817		11.4178915		11.390723		11.083709		10.426927		10.999326		9.436822		1.7286196		1.5452344		13.0585		7.497905		1.5403249		2.112477		9.769953		1.9353389		0.62323475		0.62782574		3.7069173		2.9064875		0.7896204		1.0789356		3.2883515		0.9525862		Yes		Yes		Yes		U35_44k_v1_6761		LOC_Os01g43851.1		gb|EAY75047.1| e-113  hypothetical protein OsI_002894 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43851.1 1e-114 cytochrome P450 72A1 putative expressed		GGAGATAGGGCATGATGGATGACTTTTGTTAGATCACTCTCAATAAATTTTTATTTACCC		17284		AT3G14680.1

		22373		CUST_22309_PI390587928		3.6284273		3.840578		3.9087594		2.7925348		4.158365		5.294329		7.3248787		6.8064017		5.264721		6.6946454		6.674318		5.017097		1.4438666		2.7391932		10.674668		16.15453		3.1086617		7.230359		6.800112		4.6736903		1.6362936		1.4537511		3.4161193		4.013867		0.5299375		2.8540673		2.7655585		2.2245622		Yes		Yes		Yes		U35_44k_v1_22373		LOC_Os02g01890.1		gb|AAK38089.1| 2e-18  putative cytochrome P450 [Lolium rigidum]		LOC_Os02g01890.1 1e-19 cytochrome P450 89A2 putative expressed		AAAGCAGAGCTGAGTTGACCATCCCCGCTGCGTTAACAATGGGAATGGAGGGTCTGACGG		18618		0

		21652		CUST_10550_PI390587928		7.6187496		8.096911		6.747438		7.6746306		9.704525		10.941944		10.886081		10.580284		10.238338		10.59525		10.318784		8.369661		4.245032		7.1852217		17.613903		7.4935713		6.145749		5.650344		11.887272		1.6189189		2.6195889		2.8450327		4.138643		2.9056535		2.0857754		2.4983387		3.5713458		0.6950307		Yes		Yes		Yes		U35_44k_v1_21652		LOC_Os04g51150.1		gb|AAU11470.1| 3e-28  mitochondrial alternative oxidase 1d [Saccharum officinarum]		LOC_Os04g51150.1 3e-28 transposon protein putative unclassified expressed		GTTCTTTTGTGTCACATTTGTACCCAAAGATATATGTTTGTGTAAGCAGGTAATGCTTGT		5887		AT3G22370.1

		49240		CUST_22824_PI390587928		9.084652		9.001328		7.8390803		8.924187		10.1780405		10.821369		11.5104065		10.634644		10.532353		11.155067		11.182782		9.766354		2.1337461		3.5309117		12.74029		3.2726443		2.7277312		4.4497952		10.152069		1.7927408		1.4477015		1.8200407		3.6713262		1.7104568		1.0933886		2.153739		3.3437018		0.8421669		Yes		Yes		Yes		U35_44k_v1_49240		LOC_Os01g57870.2		gb|EAY76104.1| 2e-15  hypothetical protein OsI_003951 [Oryza sativa (indica cultivar-group)]		LOC_Os01g57870.2 5e-17 disease resistance protein RPS2 putative expressed		TACATTTCCCCTCACTTATGCCAGGCTTTGCGTCTGATATTCGATGGGCTTTTCTCTGTT		None		0

		20943		CUST_31780_PI390587928		7.4498043		7.4246807		6.5412745		6.960341		8.34629		9.067784		9.31548		8.361161		8.726112		9.380478		8.701125		6.7106094		1.8615254		3.1233702		6.8409925		2.6405168		2.4221833		3.8793023		4.4686856		-1.1889858		1.2763081		1.6431036		2.7742057		1.4008203		0.8964853		1.9557972		2.1598506		-0.24973154		Yes		Yes		Yes		U35_44k_v1_20943		LOC_Os06g14490.2		ref|NP_001057315.1| e-126  Os06g0256300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g14490.2 1e-129 calmodulin-binding heat-shock protein putative expressed		AGATTGTATGCTCCTGGTCGGATGTATCATATCGTCGAGAGGAAATTTTGCAGATGCGGA		13822		AT5G37710.1

		33736		CUST_14414_PI390587928		10.2588625		10.238889		10.467074		9.417388		9.836258		9.746111		8.27488		8.552998		9.585805		9.532777		9.195535		9.219687		-1.3403451		-1.4071517		-4.569999		-1.8205702		-1.5944486		-1.6314015		-2.4141908		-1.146869		-0.67305756		-0.49277782		-2.192194		-0.8643904		-0.42260456		-0.7061119		-1.2715397		-0.1977005		No		Yes		Yes		U35_44k_v1_33736		LOC_Os06g30640.1		gb|EAZ43280.1| 2e-06  hypothetical protein OsJ_026763 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39730.1 3e-08 cytochrome P450 76C2 putative expressed		CGTCTGTCTTATGTACATGTCAACATAACATGTTATCTTATTCTTATCTTGTGGGATAGG		None		0

		870		CUST_13763_PI390587928		7.478707		7.120188		7.0301023		7.161537		8.068939		8.13174		8.473056		7.452003		8.197727		8.406914		8.631516		7.855442		1.5054892		2.016078		2.718769		1.2230351		1.6460639		2.4397368		3.0344062		1.617656		0.71902037		1.0115514		1.4429536		0.29046583		0.5902324		1.2867255		1.6014142		0.6939049		Yes		Yes		Yes		U35_44k_v1_870		LOC_Os10g04690.1		ref|NP_001046440.1| 2e-07  Os02g0249700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g15160.1 3e-09 F-box domain containing protein expressed		CAGTGATAACGAGAACACTTTGATTCACGATGATACTCACTTTGTTCCTAAATACAAGTT		32638		0

		19955		CUST_3856_PI390587928		12.641678		13.021913		14.415013		14.225514		12.447576		12.765956		13.4763565		13.001285		12.065846		12.428661		13.480129		14.06815		-1.1440121		-1.1941273		-1.9167429		-2.3363068		-1.4905362		-1.5086428		-1.911737		-1.1152482		-0.5758314		-0.25595665		-0.9386568		-1.2242298		-0.19410229		-0.5932512		-0.9348841		-0.15736485		No		Yes		Yes		U35_44k_v1_19955		LOC_Os10g40740.1		gb|EAZ16942.1| 8e-30  hypothetical protein OsJ_031151 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40750.1 2e-31 expressed protein		GTATGTACAAGTCACCGCCAGTTGCTTACATGAAGAAGATGTGTTTGTAGTACTAAAAAA		18937		AT4G00050.1

		30271		CUST_1484_PI390587928		3.5745077		3.1681964		5.201773		4.56261		3.1266289		2.6997232		2.7017946		2.995411		1.780372		2.0632353		4.1049194		4.519173		-1.3640332		-1.3836443		-5.65677		-2.9632888		-3.4680765		-2.150931		-2.1388774		-1.0305661		-1.7941357		-0.4684732		-2.4999785		-1.5671992		-0.44787884		-1.1049612		-1.0968537		-0.043437004		Yes		No		No		U35_44k_v1_30271		LOC_Os07g28790.1		ref|NP_001059603.1| 1e-16  Os07g0470700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g28790.1 4e-18 PAP fibrillin family protein expressed		GTACACTTATATTTTGTGCTAAGTATGTTGTGTTGAACTTGCAGCAAAACAGGGAACAAC		30095		0

		15091		CUST_20450_PI390587928		12.769238		12.868285		12.494124		12.785519		13.34773		13.396026		13.924274		13.253319		13.377849		13.583485		13.620793		12.931785		1.4932867		1.4416695		2.6947474		1.3829991		1.5247896		1.6417102		2.1835399		1.1067014		0.60861015		0.5277405		1.43015		0.46780014		0.5784912		0.7151995		1.1266689		0.14626598		No		Yes		Yes		U35_44k_v1_15091		LOC_Os03g32580.1		gb|AAU82111.1| e-103  leucine-rich repeat protein [Triticum aestivum]		LOC_Os03g32580.1 1e-101 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		CATTGATTTGTCTAACAATGACTTATGTGGGACGATCCCCGTCGATGGTCCATTCTCAAG		2932		AT5G21090.1

		36623		CUST_7925_PI390587928		3.4786942		2.8899925		2.3964272		3.363169		3.4409764		4.272943		6.677357		6.048857		2.6149368		3.6401598		6.728445		4.5710597		-1.0264888		2.608012		19.439646		6.4338765		-1.8197715		1.681988		20.140364		2.3099966		-0.8637574		1.3829505		4.28093		2.6856883		-0.03771782		0.75016737		4.332018		1.2078907		Yes		Yes		Yes		U35_44k_v1_36623		LOC_Os06g09120.1		gb|EAY99970.1| 8e-31  hypothetical protein OsI_021203 [Oryza sativa (indica cultivar-group)]		LOC_Os06g09120.1 1e-30 glutamate receptor 2.8 precursor putative expressed		GATCCCATGCTAATGATGCTACGTCATTGTAATTTCAATCGTTGTTCGCGTGTCAAAAAA		23587		0

		12308		CUST_12046_PI390587928		7.5037885		7.6930194		8.670517		8.469629		7.49655		7.4721484		7.0123253		7.588978		7.0241		7.0034738		7.4294186		8.353766		-1.0050299		-1.165437		-3.1562066		-1.8412066		-1.3944427		-1.6127754		-2.3637843		-1.0836229		-0.47968864		-0.22087097		-1.6581917		-0.8806515		-0.007238388		-0.68954563		-1.2410984		-0.11586285		No		Yes		Yes		U35_44k_v1_12308		LOC_Os08g14450.1		ref|NP_001105507.1| 2e-26  sigma factor SIG6 [Zea mays]		LOC_Os08g14450.1 2e-24 RNA polymerase sigma factor rpoD1 putative expressed		TTGCTGGAGTTCCTGCTGGACATGGCTTTGGAACAGCACACGGAAGGGAAGAGCCTCACA		21550		0

		25792		CUST_15379_PI390587928		1.6028905		1.8114853		1.5977436		1.5542812		4.6208625		4.7554045		5.374653		8.293978		1.6564263		1.4203974		2.4955144		1.4808892		8.100281		7.6949887		13.70765		106.86877		1.0378053		-1.3113819		1.8631848		-1.0521877		0.05353582		2.9439192		3.7769094		6.7396965		3.017972		-0.3910879		0.89777076		-0.07339203		Yes		Yes		Yes		U35_44k_v1_25792		-		ref|XP_001588772.1| 2e-08  predicted protein [Sclerotinia sclerotiorum 1980]		No hits found		ACTTGATCCTCGATGAAAGTTTCAGTCCAAAACATATGAGGCGAATGGATGAAGTTATTT		25820		0

		18313		CUST_16237_PI390587928		6.5831757		7.0563006		5.6269507		5.974425		5.276933		5.556559		3.6791744		3.7785053		4.330653		5.325273		3.3190176		5.1904473		-2.4729662		-2.8279204		-3.8577945		-4.581816		-4.765153		-3.3196418		-4.9517317		-1.7218715		-2.2525225		-1.4997416		-1.9477763		-2.1959195		-1.3062425		-1.7310276		-2.307933		-0.7839775		Yes		No		No		U35_44k_v1_18313		LOC_Os01g06580.1		gb|ABI95408.1| 3e-81  fasciclin-like protein FLA18 [Triticum aestivum]		LOC_Os01g06580.1 9e-66 fasciclin-like arabinogalactan protein 7 precursor putative expressed		CTGTGCGTTTGCTTGATGTAGAGGCATGATAAATGTCTTCAAAGATATTGTCTAAGAAAA		10000		AT5G03170.1

		8029		CUST_8490_PI390587928		3.876667		3.9781768		3.5028152		4.6883774		3.8446703		4.115934		5.2538476		4.261035		4.3869967		4.4944725		4.9646497		4.711045		-1.0224262		1.1001934		3.3659935		-1.3447541		1.4243757		1.4302781		2.7545838		1.0158359		0.5103297		0.13775706		1.7510324		-0.4273424		-0.031996727		0.5162957		1.4618344		0.022667408		No		Yes		Yes		U35_44k_v1_8029		LOC_Os01g17430.1		dbj|BAB17749.1| 2e-61  putative coatmer beta subunit (beta-coat protein) (beta-COP) [Oryza sativa Japonica Group]		LOC_Os01g17430.1 7e-60 coatomer subunit beta putative expressed		GGAGATGATCCTCATCTGCCAGAACCTTCGCAACAACCTGCAGCACCCCAACGAGTACAT		None		AT4G31490.1

		3294		CUST_28690_PI390587928		3.5464132		3.10064		3.91426		5.4429555		4.013757		3.1334884		6.261766		7.092092		3.4589636		2.9434268		6.6547794		6.7250543		1.3825619		1.0230299		5.089437		3.1364586		-1.0624902		-1.115131		6.6831098		2.431925		-0.08744955		0.03284836		2.347506		1.6491365		0.46734405		-0.15721321		2.7405195		1.2820988		No		Yes		Yes		U35_44k_v1_3294		LOC_Os01g02840.1		gb|AAF68398.1|AF237568_1 0.0  receptor-like protein kinase [Oryza sativa]		LOC_Os01g02400.1 0.0 Ser/Thr receptor-like kinase putative expressed		ATAAGTATTTAGGTACAGAGGGAGTACATGGTCGCCGGATCTGTACCCTATCATGTTTGT		7366		AT5G38260.1

		14745		CUST_37235_PI390587928		14.152492		13.79741		13.691548		14.519268		15.2684355		14.850707		16.072092		15.289231		15.764623		15.507092		15.75324		15.19		2.1673677		2.075267		5.2073298		1.7052264		3.057031		3.2708883		4.174754		1.59188		1.6121311		1.053297		2.3805437		0.76996326		1.1159439		1.7096825		2.0616913		0.67073154		Yes		Yes		Yes		U35_44k_v1_14745		LOC_Os05g36260.1		ref|NP_001054459.1| e-103  Os05g0114000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g74350.1 1e-105 soluble inorganic pyrophosphatase putative expressed		CCCAACTACCTTATGTAATACGATTTACCTGGCTGAATGAATATGAGATGTTGGCATAAA		2338		AT3G53620.1

		19696		CUST_30347_PI390587928		9.380509		9.736439		10.505504		9.773423		8.701089		9.255013		8.509917		9.034339		8.534541		8.677635		8.793476		8.674079		-1.6014963		-1.3961222		-3.9877815		-1.669116		-1.7974707		-2.083203		-3.2762094		-2.1425729		-0.84596825		-0.4814253		-1.9955864		-0.73908424		-0.6794205		-1.0588036		-1.7120275		-1.0993443		Yes		No		No		U35_44k_v1_19696		LOC_Os03g63140.2		ref|NP_001051894.1| 3e-80  Os03g0848600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63140.2 6e-82 nitrate-induced NOI protein expressed		AAATCTGGAGGTGACAGTCTAGTAAATTCAAACAATGACAACAATCAAGGTCCAGAGCTC		11948		AT3G25070.1

		22792		CUST_2013_PI390587928		5.422479		5.5210376		5.915337		6.213094		5.2746696		6.487288		9.842971		8.986405		5.619633		6.799381		9.7030325		8.412955		-1.1078861		1.9537562		15.217229		6.8367524		1.1464345		2.4256027		13.810517		4.594351		0.19715405		0.9662504		3.9276338		2.7733111		-0.1478095		1.2783432		3.7876954		2.199861		Yes		Yes		Yes		U35_44k_v1_22792		LOC_Os10g18260.1		gb|EAZ15661.1| e-100  hypothetical protein OsJ_029870 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g17960.1 1e-102 receptor-like protein kinase homolog RK20-1 putative expressed		AACGCCCAAAATTTGTTTTAGGCTGACATCGGCCACGTTATAACATTTAGGGGGGTGATC		36195		AT4G21390.1

		43040		CUST_34363_PI390587928		4.2163515		4.353539		5.241835		4.1831627		3.9869583		4.0558133		4.689848		4.2080255		4.0744047		3.8044994		4.205319		3.6618433		-1.1723418		-1.2292051		-1.4661037		1.0173829		-1.1033931		-1.4631114		-2.0512683		-1.4352672		-0.1419468		-0.29772568		-0.5519872		0.024862766		-0.22939324		-0.5490396		-1.0365162		-0.5213194		No		Yes		Yes		U35_44k_v1_43040		LOC_Os12g42600.1		gb|EAZ21255.1| 1e-76  hypothetical protein OsJ_035464 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42600.1 3e-78 ubiquitin carboxyl-terminal hydrolase family protein expressed		AGAAAAGACGAGTTATCATTGACCATGGGTAGCTCAGCTTTTAGCAACGGTGGCATCATG		39192		AT5G22030.1

		19773		CUST_9411_PI390587928		11.486859		11.615293		11.744239		11.47638		11.257126		11.277238		10.524232		10.857468		10.936227		11.08192		10.977437		11.413814		-1.1726183		-1.264051		-2.3294785		-1.5357174		-1.4647276		-1.4473089		-1.7014937		-1.0443221		-0.5506325		-0.33805466		-1.220007		-0.6189127		-0.22973347		-0.5333729		-0.76680183		-0.06256676		No		Yes		Yes		U35_44k_v1_19773		LOC_Os10g39930.2		ref|NP_001065217.1| 1e-07  Os10g0546600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39930.2 2e-09 cytochrome P450 97B2 putative expressed		TTGCGAAACTGTAAAGAAGTGGACCATTGACTTGCTGATTTTGACAGTTAATGTAAATAC		18817		0

		13328		CUST_34262_PI390587928		12.718089		13.01826		12.872555		13.088868		12.18232		12.662206		11.606292		12.083919		11.783101		12.184033		11.615407		12.9103775		-1.4497151		-1.2799206		-2.405377		-2.0068734		-1.9118748		-1.782901		-2.3902273		-1.1316993		-0.934988		-0.3560543		-1.266263		-1.0049496		-0.53576946		-0.8342266		-1.2571478		-0.17849064		No		Yes		Yes		U35_44k_v1_13328		LOC_Os02g49160.1		ref|NP_001042778.1| 5e-18  Os01g0286900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g18360.1 1e-19 OsIAA4 - Auxin-responsive Aux/IAA gene family member expressed		GTCTGCAAAAGTGCGGGACGTATTCCTGAAACAAAAAAGAGCAACACATATATAATACAT		None		AT3G62100.1

		10485		CUST_15672_PI390587928		5.37294		4.7188754		3.3129969		4.2451525		6.369142		6.531315		7.6937885		6.7683673		7.001703		8.489845		7.836825		6.269449		1.9947418		3.512357		20.8329		5.7486167		3.0924766		13.651333		23.004242		4.0679355		1.6287627		1.8124394		4.3807917		2.5232148		0.996202		3.7709699		4.523828		2.0242968		Yes		Yes		Yes		U35_44k_v1_10485		LOC_Os07g35310.1		gb|EAZ04189.1| 1e-79  hypothetical protein OsI_025421 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35390.1 1e-80 serine/threonine kinase-like protein putative expressed		ATAAATGGAGTCGCTCGTGGCATACAGTACCTCCATGAAGACTCTCAACTCAAAGTAGTC		23975		AT4G05200.1

		19873		CUST_25448_PI390587928		8.200977		7.2232003		7.111449		6.828701		7.103353		7.4394646		9.635697		9.711692		6.489553		7.0341835		9.875882		7.9064045		-2.1400201		1.1617215		5.7527375		7.376778		-3.2748399		-1.1399865		6.794811		2.1106737		-1.7114244		0.21626425		2.5242486		2.8829908		-1.0976243		-0.18901682		2.7644334		1.0777035		No		Yes		Yes		U35_44k_v1_19873		LOC_Os06g15370.1		gb|EAZ00430.1| 2e-57  hypothetical protein OsI_021662 [Oryza sativa (indica cultivar-group)]		LOC_Os06g15370.1 5e-59 peptide transporter PTR2 putative expressed		TCGCGGTTATTTGGAAGTGTTTGATGGCAAATTTATGTGGCAAATTTGTCAATGACCGAA		12317		AT1G68570.1

		15216		CUST_26935_PI390587928		13.736404		13.483582		12.199402		12.524952		14.08035		14.236892		14.496994		13.590381		14.377482		14.414121		14.143505		13.104087		1.269223		1.6856561		4.9163656		2.0927918		1.559494		1.9059881		3.8479853		1.4939532		0.641078		0.7533102		2.2975922		1.0654287		0.3439455		0.93053913		1.9441032		0.57913494		Yes		Yes		Yes		U35_44k_v1_15216		LOC_Os09g25760.1		ref|NP_001105285.1| 3e-39  senescence-associated protein DH [Zea mays]		LOC_Os08g34460.1 7e-37 senescence-associated protein DH putative expressed		GGAGGGTTGTGCATATATTTTCAGTTCTTTGATACTATGGCAGACCATTATATATGTAAC		3054		AT5G46700.1

		50901		CUST_7962_PI390587928		1.5214043		1.4755421		1.5187055		1.4710392		1.8093954		2.546065		2.9714725		5.0024924		1.5370241		1.4649583		1.6953889		1.4828829		1.220939		2.1001947		2.7373254		11.563074		1.0108857		-1.0073631		1.1302825		1.0082432		0.015619874		1.070523		1.452767		3.5314531		0.28799117		-0.010583758		0.17668343		0.011843681		Yes		Yes		Yes		U35_44k_v1_50901		-		No hits found		No hits found		ACCCCTTGTATGTTGGCCGAGTAGCCTAAGAGTCAATTCAAAGTCTTTTCCCCGAAAAAA		None		0

		16334		CUST_2891_PI390587928		12.538116		11.739354		13.891944		15.167853		11.472474		11.051925		13.428906		13.974154		10.889892		10.675133		13.55351		15.291858		-2.0931017		-1.6104115		-1.378441		-2.2873845		-3.1344771		-2.091041		-1.2643836		1.0897554		-1.6482248		-0.6874294		-0.4630375		-1.1936989		-1.0656424		-1.0642214		-0.33843422		0.124004364		No		Yes		Yes		U35_44k_v1_16334		LOC_Os07g46520.1		gb|AAZ15733.1| e-120  DT-related protein [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46520.1 1e-126 rhythmically expressed gene 2 protein putative expressed		TTGTAGCAACAATGTGTGTAATTAAGCGAACTCGATTTACCCTTTGGATAGTTCCTGAAA		5021		AT2G41250.1

		6210		CUST_1781_PI390587928		10.311645		10.331444		9.954778		9.589214		9.80959		9.957428		8.588309		8.534566		9.705473		10.17759		8.906625		9.254814		-1.4162287		-1.2959552		-2.5783863		-2.0772119		-1.5222144		-1.112537		-2.0678806		-1.260853		-0.6061716		-0.3740158		-1.3664684		-1.0546484		-0.5020542		-0.15385342		-1.0481529		-0.33440018		No		Yes		Yes		U35_44k_v1_6210		LOC_Os04g48840.1		gb|EAY95254.1| 3e-27  hypothetical protein OsI_016487 [Oryza sativa (indica cultivar-group)]		LOC_Os04g48840.1 7e-29 protein kinase putative expressed		AGTGCACCTCCGTTTGTTGATAATAATGATAAGATGTGGCCAAGCTTTCATTCCAAAAAA		15767		AT1G33265.1

		9180		CUST_2745_PI390587928		10.405262		9.484711		7.564381		8.516717		9.183829		8.282029		5.455729		6.3972545		9.149076		7.548079		4.933035		7.847566		-2.3317816		-2.3016708		-4.3128815		-4.34532		-2.3886335		-3.8281083		-6.196039		-1.5901368		-1.2561855		-1.2026815		-2.108652		-2.1194625		-1.2214327		-1.9366317		-2.6313462		-0.6691508		Yes		Yes		Yes		U35_44k_v1_9180		LOC_Os08g43390.1		gb|EAZ07888.1| 1e-19  hypothetical protein OsI_029120 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43390.1 7e-21 cytochrome P450 78A3 putative expressed		CACAAATTTCTTGTGCTTCCTGTTTGCTGCCTAGAGATGTACTATTTCTACTATGTAAAA		None		AT1G01190.1

		24252		CUST_26583_PI390587928		6.4865475		6.540037		6.6842837		7.3811035		6.90576		7.3576527		8.984463		8.324836		7.436281		7.79184		8.455714		7.5525975		1.3371973		1.7624905		4.9251885		1.9234979		1.9315162		2.3813884		3.413923		1.1262242		0.94973373		0.8176155		2.300179		0.94373226		0.41921234		1.2518029		1.7714305		0.171494		Yes		Yes		Yes		U35_44k_v1_24252		LOC_Os06g43700.1		gb|EAZ37804.1| 2e-26  hypothetical protein OsJ_021287 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43700.1 5e-28 amino acid permease putative expressed		TGAGGTTACTTCTTGTTTGCCTATGATATGACGAAAGCTGCATTCAGAAAATCTACCTTA		None		AT1G80510.1

		11672		CUST_23376_PI390587928		11.011487		11.538508		14.167296		13.58665		10.957435		10.844215		11.557336		11.652286		9.9482355		10.145995		11.924504		13.3918915		-1.0381769		-1.6180913		-6.10487		-3.8220968		-2.0896358		-2.6253564		-4.733122		-1.1445324		-1.0632515		-0.694293		-2.6099606		-1.9343643		-0.054052353		-1.3925133		-2.2427921		-0.19475842		Yes		Yes		Yes		U35_44k_v1_11672		-		No hits found		No hits found		GAAACCTTTTCTATGTACTCCATAGGCCATCTTGGTCTTGTACCTCATATTTGTATTTTC		33669		0

		35433		CUST_32165_PI390587928		8.764619		7.9758987		6.59721		3.9050264		8.432315		7.279268		5.1071134		2.1623034		9.296811		7.842444		5.3200555		2.937371		-1.2590225		-1.6207156		-2.8090777		-3.3466623		1.4461249		-1.0969173		-2.4236047		-1.9556597		0.53219223		-0.69663095		-1.4900966		-1.742723		-0.332304		-0.1334548		-1.2771544		-0.9676554		Yes		No		No		U35_44k_v1_35433		LOC_Os03g19820.1		No hits found		No hits found		CTGTCGATGCATGAATGGATCCACAGGGACATACATACTATTTATTTATAATACCATTCA		None		0

		7025		CUST_41395_PI390587928		12.919838		12.552165		12.801084		12.2031145		12.7556305		12.676666		11.676894		11.608834		12.641189		12.474351		11.837909		12.177471		-1.1205504		1.0901308		-2.1797903		-1.5097193		-1.2130587		-1.0554177		-1.9495955		-1.0179335		-0.27864933		0.12450123		-1.1241894		-0.59428024		-0.16420746		-0.0778141		-0.9631748		-0.025643349		No		Yes		Yes		U35_44k_v1_7025		LOC_Os12g39320.1		gb|EAY83674.1| 9e-93  hypothetical protein OsI_037633 [Oryza sativa (indica cultivar-group)]		LOC_Os12g39320.1 2e-94 HYP1 putative expressed		GTGTGCTTCTTGTTGTATTTTTACACGGTAAAGCAGAACTTAGGACACAAATCATTGTAT		14488		AT3G01100.1

		29766		CUST_30579_PI390587928		8.090406		7.503513		7.22384		6.451451		7.5324035		7.0687785		5.3633046		4.623688		6.788235		6.6211276		6.189179		6.036013		-1.4722298		-1.3516619		-3.6314247		-3.5498612		-2.4659972		-1.8434206		-2.0486326		-1.3337033		-1.3021712		-0.43473434		-1.8605356		-1.8277626		-0.55800295		-0.88238525		-1.0346613		-0.4154377		Yes		No		No		U35_44k_v1_29766		LOC_Os09g36350.2		ref|NP_001063771.1| 2e-90  Os09g0533900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36350.2 5e-92 endoglucanase 1 precursor putative expressed		ATCTAATGCTGAAAACAGTGGACTCAAAATGTACAGAGACACTGCTGAGGCCGTCATTTG		29219		AT1G75680.1

		18302		CUST_16257_PI390587928		8.577412		8.917209		7.794966		7.8791695		9.068408		11.45386		13.613365		13.0462		10.3509245		13.587398		13.300164		11.715687		1.4054152		5.8024073		56.430332		35.92784		3.418854		25.4605		45.41818		14.285873		1.7735128		2.5366516		5.818399		5.1670303		0.49099636		4.670189		5.505198		3.8365173		Yes		Yes		Yes		U35_44k_v1_18302		LOC_Os11g37700.1		emb|CAD59574.1| 0.0  PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		AGAAGGGAAATTGTTAGAGGAATGAGAGCTGGTGGTGACATTGACGTTGATATTAATATA		12949		AT1G66950.1

		3240		CUST_14712_PI390587928		12.567635		13.0590105		13.931996		13.524693		12.173038		12.678517		12.513446		12.401296		11.885296		12.276622		12.792496		13.588872		-1.3145756		-1.3017868		-2.673168		-2.1785932		-1.6047391		-1.7199763		-2.2030475		1.0454901		-0.6823387		-0.38049316		-1.4185505		-1.1233969		-0.39459705		-0.7823887		-1.1395006		0.06417942		No		Yes		Yes		U35_44k_v1_3240		LOC_Os06g36740.1		ref|NP_001057878.1| e-171  Os06g0563000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36740.1 1e-172 pollen-specific protein SF21 putative expressed		GTGGGTTCTATTCCATTGATTCGTGGTAGTATTAAACATTTGTAAATGGTCACAGATTGT		8803		AT5G56750.1

		40562		CUST_2492_PI390587928		4.9570403		5.3408036		6.006594		5.3453155		4.8028464		4.9071755		4.6234703		4.3608594		3.8101492		4.1958885		4.633989		4.443871		-1.1127996		-1.3506259		-2.6083255		-1.9785672		-2.2143621		-2.2113311		-2.5893776		-1.8679352		-1.1468911		-0.43362808		-1.3831239		-0.98445606		-0.15419388		-1.1449151		-1.3726053		-0.90144444		Yes		No		No		U35_44k_v1_40562		LOC_Os03g61620.2		gb|EAY92451.1| 3e-34  hypothetical protein OsI_013684 [Oryza sativa (indica cultivar-group)]		LOC_Os03g61620.2 7e-36 expressed protein		TGCACAGCATAAGTTGTTCTCCCCAGTGAAGAATCCTAATCATGTATCAAGCAGAAATGC		None		0

		7118		CUST_19202_PI390587928		4.7935543		5.233066		2.0028737		3.410453		4.2323046		7.8357296		9.387253		5.91573		4.9463315		6.70565		8.475273		4.165861		-1.4755468		6.07407		167.07817		5.677583		1.1117074		2.7751846		88.79458		1.688109		0.1527772		2.6026635		7.3843794		2.505277		-0.56124973		1.4725838		6.4723997		0.75540805		Yes		Yes		Yes		U35_44k_v1_7118		LOC_Os09g38350.1		gb|EAZ10040.1| 4e-25  hypothetical protein OsI_031272 [Oryza sativa (indica cultivar-group)]		LOC_Os09g38350.1 1e-26 acyl-activating enzyme 11 putative expressed		GACCTCCCGTGAATAAGTAGAGTCAAGACAATATAGTGGTTGTTTATTTATTTTGAGCAA		18026		AT1G21540.1

		7104		CUST_19216_PI390587928		6.5097146		6.331568		5.515446		5.9360547		6.6885495		7.0969396		7.4188995		6.2393823		7.120853		7.605696		7.13192		5.880976		1.1319693		1.699808		3.7410762		1.2339873		1.5274639		2.4185266		3.0662465		-1.0389156		0.61113834		0.7653718		1.9034534		0.30332756		0.17883492		1.2741284		1.6164737		-0.055078506		No		Yes		Yes		U35_44k_v1_7104		LOC_Os07g03240.1		ref|NP_001058805.1| 3e-99  Os07g0124600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03240.1 1e-101 ribonucleoprotein like protein putative expressed		AATCCACGTGGTCCGTCTTTATATCCGGCAGATACATTGATGTTCCGAATGTGCAAAAAA		14763		AT1G58470.1

		5685		CUST_10728_PI390587928		10.046138		10.077085		9.677781		9.923097		10.201314		10.239587		10.6838		10.527724		10.306904		10.531579		10.561946		10.211387		1.1135576		1.1192267		2.008361		1.5205863		1.1981148		1.3703026		1.8456959		1.221192		0.26076603		0.16250229		1.0060186		0.6046276		0.15517616		0.45449448		0.8841648		0.28829002		No		Yes		Yes		U35_44k_v1_5685		LOC_Os08g10450.1		dbj|BAD98465.1| e-160  equilibrative nucleoside transporter 1 [Oryza sativa Japonica Group]		LOC_Os08g10450.1 1e-162 nucleoside transporter putative expressed		CCCACCAAAGGGTATGTAATTTGTTAGTTTAACACACTGTGCAAATGTATGTAAATTTCC		14027		AT1G70330.1

		30415		CUST_16475_PI390587928		5.8016963		6.0175204		7.1770267		6.926914		5.720879		5.672114		6.123401		5.956364		5.6816106		5.4119244		6.274554		6.6176133		-1.057617		-1.2705089		-2.0757399		-1.9595876		-1.0867994		-1.5216073		-1.8692675		-1.2391071		-0.120085716		-0.34540653		-1.0536256		-0.97055006		-0.08081722		-0.60559607		-0.902473		-0.3093009		No		Yes		Yes		U35_44k_v1_30415		LOC_Os03g03790.1		gb|EAY88383.1| 2e-40  hypothetical protein OsI_009616 [Oryza sativa (indica cultivar-group)]		LOC_Os03g03790.1 3e-42 acyl-activating enzyme 11 putative expressed		TTTCAGGACACACAGCCGTTTTCGACCGACACCGCTCGCCGCCCAAGACATGGACCAGCT		30327		AT1G66120.1

		15362		CUST_31358_PI390587928		10.821297		11.154736		11.155258		12.730176		10.679194		10.813754		9.712882		12.113037		10.691738		10.412665		9.784854		13.131119		-1.1035119		-1.266618		-2.717681		-1.5338303		-1.093959		-1.6725742		-2.58543		1.3203704		-0.12955856		-0.34098148		-1.4423761		-0.61713886		-0.14210224		-0.7420702		-1.3704042		0.4009428		No		Yes		Yes		U35_44k_v1_15362		LOC_Os11g20090.1		gb|AAO23335.1| e-169  O-methyltransferase [Secale cereale]		LOC_Os11g20090.1 1e-167 O-methyltransferase ZRP4 putative expressed		CTTATGTTTGCAAGGATATTATCATGTAACAGCTTCAGCGACAAGCTTGTAATTCCTATC		3549		AT4G35160.1

		5588		CUST_23321_PI390587928		9.93692		10.257503		7.8527164		8.092718		9.071357		9.521454		6.7692122		7.1413155		8.787973		8.654397		7.058691		7.468719		-1.822051		-1.6656078		-2.119177		-1.9337518		-2.2175195		-3.0379655		-1.7339057		-1.5411413		-1.1489468		-0.7360487		-1.0835042		-0.95140266		-0.8655634		-1.6031055		-0.7940254		-0.6239991		Yes		Yes		Yes		U35_44k_v1_5588		LOC_Os10g36060.1		gb|EAY79129.1| e-132  hypothetical protein OsI_033088 [Oryza sativa (indica cultivar-group)]		LOC_Os10g36060.1 1e-133 chorion family 2 protein expressed		CCTGGTGTTTGGCTATATGCTGGAAGAAAGAAAAGTGAGAGATGAAAGAAATGAAGGGAC		12291		AT1G63300.1

		4802		CUST_125_PI390587928		4.35037		3.1316261		1.4852728		2.2046168		1.8408397		2.092919		10.09513		5.827394		1.9084783		2.0705106		9.593247		1.5384182		-5.6943455		-2.0543857		390.68378		12.318692		-5.433537		-2.0865443		275.8949		-1.5868862		-2.4418917		-1.038707		8.609858		3.6227772		-2.50953		-1.0611155		8.107975		-0.6661986		No		Yes		Yes		U35_44k_v1_4802		-		No hits found		No hits found		AACTATCTGTGATTTGTATCTGAGTTTCTTTTCAGTGCTCAGCTTCACTAGCTGAGCCTC		12219		0

		43547		CUST_25618_PI390587928		6.0906157		6.6618705		6.379273		6.5689607		5.776056		6.1845536		4.668354		5.1893296		5.7030883		5.9516673		4.694184		6.2399673		-1.2436322		-1.3921521		-3.2736926		-2.602018		-1.3081496		-1.6360345		-3.2156026		-1.2561365		-0.38752747		-0.47731686		-1.7109189		-1.379631		-0.31455994		-0.7102032		-1.6850891		-0.32899332		No		Yes		Yes		U35_44k_v1_43547		LOC_Os09g37060.1		ref|NP_001063823.1| 7e-11  Os09g0542700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37060.1 2e-12 transposon protein putative unclassified expressed		ATGCCTACTGATATCGGACTGAGATAACTGGATTCGTTGATACAATGAAAAGTTCGTCAC		40347		0

		4778		CUST_15937_PI390587928		9.995967		9.523107		9.268878		9.901261		11.044479		11.099032		11.494464		10.660448		11.341896		11.40524		11.365791		10.032613		2.068396		2.9812675		4.677008		1.6925362		2.5419385		3.6861978		4.277931		1.0953193		1.3459291		1.5759258		2.225586		0.75918674		1.0485125		1.8821335		2.0969133		0.13135147		Yes		Yes		Yes		U35_44k_v1_4778		LOC_Os11g12340.2		gb|EAY80419.1| 1e-55  hypothetical protein OsI_034378 [Oryza sativa (indica cultivar-group)]		LOC_Os11g12320.1 7e-55 disease resistance protein RPM1 putative		ATTCCCTCTATTCTTGTGCTGTAAGCCTGTAATTAACTGGTTATTTTGATCAGTCAATGA		12245		0

		14422		CUST_9034_PI390587928		1.8406553		1.9100119		1.3600626		1.3453832		1.5863553		3.0449102		6.5505424		4.356846		2.7129638		5.3988705		6.488188		2.6297886		-1.1927569		2.1960309		36.51658		8.063816		1.8305898		11.226674		34.971924		2.4358165		0.8723085		1.1348983		5.1904798		3.0114627		-0.2543		3.4888587		5.128125		1.2844055		Yes		Yes		Yes		U35_44k_v1_14422		-		emb|CAJ32656.1| 3e-52  putative avenin-like a precursor [Aegilops cylindrica]		LOC_Os06g31070.1 7e-14 prolamin PPROL 17 precursor putative expressed		TGTGGCCGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAATAAAGCTTTTG		1460		0

		34596		CUST_37959_PI390587928		4.6606393		4.9663835		5.7315083		5.040752		4.5842977		4.6165466		4.7022257		4.2805433		4.237497		4.4281316		4.834892		4.4752426		-1.0543411		-1.2744164		-2.041009		-1.6937355		-1.340845		-1.4522117		-1.8616947		-1.4799099		-0.42314243		-0.34983683		-1.0292826		-0.7602086		-0.07634163		-0.5382519		-0.89661646		-0.5655093		No		Yes		Yes		U35_44k_v1_34596		-		ref|XP_389606.1| 1e-17  hypothetical protein FG09430.1 [Gibberella zeae PH-1]		No hits found		TTGAAGCCATACTGGCCTTTCTTCGCCGCCGGTGTTGTCATTGCCTACGGTGTCAACTCC		None		0

		27419		CUST_9925_PI390587928		1.7293582		2.5101972		1.6896356		1.6603726		3.369835		4.205487		4.354668		3.0130165		3.494242		4.4707475		3.9967263		4.016975		3.1176884		3.2384188		6.3424153		2.553797		3.398466		3.8921041		4.948841		5.121627		1.7648838		1.6952896		2.6650324		1.3526438		1.6404767		1.9605503		2.3070908		2.3566022		Yes		Yes		Yes		U35_44k_v1_27419		LOC_Os01g34660.1		gb|EAZ12192.1| 1e-13  hypothetical protein OsJ_002017 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g34660.1 5e-15 expressed protein		GATGCAGTTTGTTTGTTATGCTGTTTGTCCATATCAATAAGCCTTATATGTACCTCTGAC		24064		0

		21781		CUST_693_PI390587928		5.645697		5.6013856		4.4130516		5.5076637		5.7195888		6.9054985		8.427648		7.597669		5.4226913		6.807181		8.619991		7.7111893		1.0525521		2.4693184		16.162697		4.257497		-1.1671628		2.306644		18.467794		4.6060357		-0.22300577		1.3041129		4.014596		2.0900054		0.07389164		1.2057953		4.2069397		2.2035255		Yes		Yes		Yes		U35_44k_v1_21781		LOC_Os01g23620.1		ref|NP_191815.1| 4e-60  GTP-binding protein, putative [Arabidopsis thaliana]		LOC_Os12g37360.1 6e-60 GTP-binding protein SAR1A putative expressed		AACTACGCTACCATCTCGGGCTGCAGTACTACACCACCGGCAAAGGCAACGTCGATCTCT		15933		AT3G62560.1

		13021		CUST_23686_PI390587928		13.67828		14.170799		14.6078		13.087487		13.96716		14.267671		13.527214		12.858453		13.705356		13.790645		14.002355		12.957694		1.2216917		1.0694517		-2.1148942		-1.1720502		1.0189447		-1.3014814		-1.5214479		-1.0941368		0.027075768		0.096871376		-1.0805855		-0.22903442		0.28888035		-0.3801546		-0.6054449		-0.12979317		No		Yes		Yes		U35_44k_v1_13021		LOC_Os10g21330.1		emb|CAB01369.1| 2e-92  alpha subunit of RNA polymerase [Hordeum vulgare subsp. spontaneum]		LOC_Os10g21330.1 2e-86 DNA-directed RNA polymerase alpha chain putative		ATAGATGCTGTATCCATGCCTGTTCGAAATGTGAATTATAGATTTTTTCTTGTGGAATGG		22529		ATCG00740.1

		17324		CUST_25249_PI390587928		10.758147		11.029286		11.460476		11.367869		10.572776		10.804248		10.425072		10.685768		10.282594		10.322649		10.709274		11.226047		-1.1371096		-1.1688085		-2.0496879		-1.6044749		-1.3904516		-1.6319958		-1.6831942		-1.1032982		-0.4755535		-0.22503853		-1.0354042		-0.68210125		-0.1853714		-0.7066374		-0.7512016		-0.14182281		No		Yes		Yes		U35_44k_v1_17324		-		No hits found		No hits found		TGCCTGTGTATGAAAGGCACTGTATATACTCGGTAGTGGTAAATTCCGTCGTTTCTCAAA		13425		0

		13379		CUST_4057_PI390587928		8.749184		8.751655		8.675307		8.713515		9.719874		9.680222		10.131482		9.723197		9.91459		10.275268		9.5810175		8.362645		1.9597787		1.9033843		2.7437992		2.0134668		2.2429636		2.8751016		1.8734666		-1.2753296		1.1654062		0.92856693		1.4561749		1.0096817		0.9706907		1.523613		0.9057102		-0.35087013		Yes		No		No		U35_44k_v1_13379		LOC_Os09g17630.1		dbj|BAD29102.1| 3e-84  leucine-rich repeat family protein /protein kinase family protein-like [Oryza sativa Japonica Group]		LOC_Os09g17630.1 6e-86 receptor-like protein kinase 2 putative expressed		GGAAGCGTAGATTACATCTATCTAACTGGAAATTCACTCACTGGGAACATACCTGATTGG		39803		AT1G07650.1

		30153		CUST_23827_PI390587928		6.7233224		6.6517854		4.757183		5.477795		6.3128433		6.4562798		6.0073376		6.726684		6.3500347		6.872734		5.804975		5.4403634		-1.3291271		-1.1451254		2.378669		2.3765833		-1.2953013		1.1654998		2.0673633		-1.0262852		-0.37328768		-0.19550562		1.2501545		1.248889		-0.41047907		0.2209487		1.047792		-0.037431717		No		Yes		Yes		U35_44k_v1_30153		LOC_Os04g12480.1		gb|EAZ29740.1| 4e-31  hypothetical protein OsJ_013223 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g12480.1 9e-33 pumilio-family RNA binding repeat containing protein expressed		TAGCTGTACATGTTATGGGAGTTGTTAGCTTGGTGAATTGTGACGTTTAATTTGTTCCAA		29908		AT3G10360.1

		24272		CUST_32311_PI390587928		5.279181		4.7212505		4.2382708		4.9661117		5.0974708		6.6897216		9.083205		8.210472		4.917518		7.99		8.937117		8.620469		-1.1342276		3.9135315		28.73893		9.476541		-1.284906		9.6381035		25.971292		12.591318		-0.36166286		1.968471		4.8449345		3.2443604		-0.18171024		3.2687492		4.698846		3.6543574		Yes		Yes		Yes		U35_44k_v1_24272		LOC_Os06g45890.1		gb|EAZ37968.1| 2e-46  hypothetical protein OsJ_021451 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45890.1 4e-48 myb-like DNA-binding domain SHAQKYF class family protein expressed		AGCCTGTGTATGTACGTACATCACATAGGTTTATGTATATATGGTTCCATTTTCTACATG		22028		AT2G40260.1

		5686		CUST_10727_PI390587928		4.509026		5.5617642		4.744262		2.3819096		3.6567526		4.6745644		2.0018606		2.3844092		3.239768		4.388817		2.552687		1.6375078		-1.8053436		-1.8495828		-6.6918335		1.0017341		-2.4103756		-2.2547185		-4.56804		-1.6752795		-1.269258		-0.8871999		-2.7424016		0.0024995804		-0.85227346		-1.1729474		-2.1915753		-0.7444018		Yes		No		No		U35_44k_v1_5686		LOC_Os01g11550.1		gb|EAY73010.1| e-131  hypothetical protein OsI_000857 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11550.1 1e-133 mutant cincinnata putative expressed		AATGGGTGATGGATAGGGAGAGGAGTCTATCACTCCATCTTTCTTTATCTTTCCAAAAAA		18130		AT3G15030.2

		26561		CUST_13164_PI390587928		7.5096054		6.9260764		6.6169205		6.3053946		7.564878		7.3877144		8.841111		7.5131745		7.964086		8.414741		8.2841		6.6340394		1.0390553		1.3771044		4.6724873		2.3098192		1.3702894		2.8062901		3.17593		1.2558331		0.45448065		0.46163797		2.2241907		1.2077799		0.05527258		1.4886642		1.6671791		0.32864475		No		Yes		Yes		U35_44k_v1_26561		LOC_Os04g53994.1		gb|EAZ32098.1| 3e-92  hypothetical protein OsJ_015581 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53994.1 5e-94 ATP binding protein putative expressed		CGATATCTTGTGAAGTCCAATGGTTTGTCATTTATTTTCACCTTGTCAAGTGGAAGAGGC		25378		AT4G21390.1

		3439		CUST_31048_PI390587928		9.320799		9.579432		8.586154		10.17625		9.759063		9.572408		10.9363165		10.887628		9.72663		10.09744		10.57618		10.2490225		1.3549728		-1.0048804		5.098817		1.6373663		1.3248521		1.4319769		3.9724429		1.0517355		0.40583134		-0.0070238113		2.3501625		0.71137714		0.4382639		0.51800823		1.9900265		0.072772026		No		Yes		Yes		U35_44k_v1_3439		LOC_Os02g21250.1		gb|EAY85572.1| 5e-76  hypothetical protein OsI_006805 [Oryza sativa (indica cultivar-group)]		LOC_Os02g21250.1 1e-76 coatomer subunit zeta-1 putative expressed		TGCTTCTTCTGTCACCCCTGTTACAACTTGTGTGTGTTTGAGGTCTGGCTACTATGCTAT		9541		AT4G08520.1

		40762		CUST_26388_PI390587928		7.308349		7.316709		7.9559326		7.3445945		6.938252		6.9922853		6.793587		6.911443		6.840039		6.4134903		6.6849613		7.0493684		-1.2924398		-1.2521642		-2.23821		-1.3501796		-1.3834882		-1.8702339		-2.4132397		-1.2270772		-0.46831036		-0.3244238		-1.1623454		-0.43315125		-0.37009716		-0.90321875		-1.2709713		-0.2952261		No		Yes		Yes		U35_44k_v1_40762		LOC_Os03g49420.2		gb|ABF98397.1| 5e-69  HEAT repeat family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49420.1 1e-70 importin beta-3 putative expressed		GATGACTAAGAATCTTGATCAGGTAGTTGGGATGGTGCTCAATTCCTTCCAGGATCCTCA		13027		AT5G19820.1

		7567		CUST_36688_PI390587928		8.090031		8.080706		8.383164		8.329371		7.829634		8.134429		6.2981086		7.5296674		7.3756347		7.339358		6.829365		8.028411		-1.1978078		1.0379403		-4.242915		-1.740744		-1.6407962		-1.6717368		-2.9358935		-1.2319643		-0.714396		0.053723335		-2.0850558		-0.7997041		-0.26039648		-0.7413478		-1.5537996		-0.30096054		No		Yes		Yes		U35_44k_v1_7567		LOC_Os05g51710.1		ref|NP_001056516.1| 4e-73  Os05g0595500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51710.1 8e-75 expressed protein		CTGGCTTCCTCGCTTCGTTGTCCTACAAGGACAGTGTTTATACTACTATCTGAAGTCTAC		16336		AT4G23895.2

		20839		CUST_10693_PI390587928		4.7261014		4.11148		4.451712		4.6803236		5.8247075		5.5678163		5.803225		5.624195		5.565603		5.7208824		5.3042607		4.2470384		2.1414769		2.7441056		2.5517957		1.9236835		1.7894316		3.0512538		1.8056879		-1.350305		0.8395014		1.456336		1.3515129		0.9438715		1.0986061		1.6094022		0.8525486		-0.43328524		Yes		No		No		U35_44k_v1_20839		LOC_Os03g57310.1		gb|AAP75621.1| 8e-53  syntaxin [Hordeum vulgare subsp. vulgare]		LOC_Os03g57310.1 1e-48 syntaxin 121 putative expressed		TCGAGGAGAATCAAGAAACCGCGCCGGCGTGGTGATCAAGGACATCCATCGATCGAACGA		17186		AT3G11820.1

		12486		CUST_12679_PI390587928		4.8368053		4.877089		5.50577		4.8618793		4.469524		4.3518796		4.511903		3.8143628		4.022513		3.9383104		4.222491		4.0068507		-1.2899199		-1.4391425		-1.9915165		-2.0669687		-1.7584355		-1.9169047		-2.433916		-1.8087946		-0.81429243		-0.5252094		-0.9938674		-1.0475166		-0.36728144		-0.93877864		-1.2832794		-0.8550286		No		Yes		Yes		U35_44k_v1_12486		LOC_Os01g16930.1		emb|CAN73179.1| 6e-09  hypothetical protein [Vitis vinifera]		LOC_Os03g40700.1 2e-04 presenilin putative expressed		CCGGGCTCTGCGGCCACCGTCCTCGACACCCTGGGCGAGGAGGTGCTGGCGGTCATGTCC		22086		0

		29452		CUST_22533_PI390587928		6.7515903		6.445345		6.5016866		6.4582725		6.409823		6.080482		5.337319		5.54073		6.2632365		5.984613		5.4909387		6.4495673		-1.2673081		-1.2877593		-2.2413495		-1.8888949		-1.4028431		-1.3762399		-2.0149555		-1.0060521		-0.48835373		-0.36486292		-1.1643677		-0.91754246		-0.3417673		-0.46073198		-1.0107479		-0.008705139		No		Yes		Yes		U35_44k_v1_29452		-		gb|EAZ32276.1| 6e-14  hypothetical protein OsJ_015759 [Oryza sativa (japonica cultivar-group)]		No hits found		AACAGATTTCATGTACACACGCTGCGAACGGCGTCCGTTGCAGCGCTGGTTGTTTCGTCG		28737		0

		46247		CUST_17470_PI390587928		1.8185073		1.5405974		1.7549286		1.5528971		5.434097		4.989898		6.517126		9.763574		4.5338435		3.3128974		2.8759754		1.8735696		12.257472		10.923027		27.137154		296.251		6.567464		3.415981		2.1750474		1.2489126		2.7153363		3.4493008		4.7621975		8.210676		3.6155896		1.7723		1.1210468		0.3206725		Yes		Yes		Yes		U35_44k_v1_46247		-		ref|XP_381571.1| 1e-11  hypothetical protein FG01395.1 [Gibberella zeae PH-1]		No hits found		GATGTAGAAGTATATGAATTAAGGGACGATCTTCGCGACTCTTCAGTTATCCCATTAAAT		46066		0

		19940		CUST_3891_PI390587928		11.919219		11.746002		12.875264		12.211815		11.982373		11.654338		14.440327		12.672531		11.872428		12.379002		14.032867		12.715526		1.0447475		-1.0655987		2.9589033		1.3762249		-1.0329648		1.5507858		2.230865		1.4178557		-0.046791077		-0.091664314		1.5650625		0.46071625		0.06315422		0.6329994		1.1576033		0.50371075		No		Yes		Yes		U35_44k_v1_19940		LOC_Os08g34280.1		emb|CAC07424.1| 3e-57  cinnamoyl-CoA reductase [Populus trichocarpa]		LOC_Os09g25150.3 9e-54 dihydroflavonol-4-reductase putative expressed		GCAGTTATGTTCTCCGAATTGGAGAAGGAGCTGAAATCTTGAAATGGGATGTTGTGCCCA		14426		AT1G15950.1

		3822		CUST_6397_PI390587928		3.636307		3.5846584		4.630367		3.4659817		4.072013		9.554861		7.841149		6.987065		3.690964		2.733323		3.6808345		3.3274753		1.3525724		62.691696		9.258523		11.480258		1.0386121		-1.80417		-1.9312464		-1.100765		0.054656982		5.9702024		3.210782		3.521083		0.4357059		-0.8513353		-0.9495323		-0.13850641		Yes		Yes		Yes		U35_44k_v1_3822		LOC_Os03g09850.1		gb|EAY88886.1| 1e-58  hypothetical protein OsI_010119 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09850.1 3e-60 dopamine beta-monooxygenase putative expressed		CAATGACAATGAGGAGATTCGATGCGCTGCTGATGCTCGTTGTGGTCGTCGTCCTTCCGA		None		AT2G04850.1

		24692		CUST_19421_PI390587928		9.688785		9.310447		9.691361		9.769385		9.94543		10.066264		11.018074		10.011009		10.133889		10.390759		10.687218		9.815431		1.1946974		1.688588		2.5083046		1.1823227		1.3614128		2.1144943		1.9942639		1.032431		0.4451046		0.7558174		1.3267126		0.24162388		0.2566452		1.0803127		0.9958563		0.046045303		No		Yes		Yes		U35_44k_v1_24692		LOC_Os05g05310.2		gb|ABJ99746.1| 1e-34  VIL3 protein [Triticum monococcum subsp. aegilopoides]		LOC_Os05g05310.2 3e-25 fibronectin type III domain containing protein expressed		CTCTGTATTCTGTCAGAGCCCTGGAAAAATCTTATATGATGTCATGTATGGCTTAAAAAA		33720		AT3G24440.1

		30793		CUST_10290_PI390587928		5.590576		5.1861315		4.9187255		4.8132253		6.075522		6.31015		6.6213174		6.0964217		5.947804		6.04702		6.1565323		4.092249		1.3995333		2.1795325		3.2548518		2.4337761		1.2809621		1.8161564		2.3583972		-1.6482972		0.3572278		1.1240187		1.7025919		1.2831964		0.48494577		0.8608885		1.2378068		-0.72097635		Yes		Yes		Yes		U35_44k_v1_30793		-		No hits found		No hits found		GAGGCGGGAAGATCTTCTTTGTTGTTTTCCGGTTTCGCGTTCCGTGTGTGGTAGTGCATG		30847		0

		4210		CUST_30993_PI390587928		4.8894863		4.626099		4.7301507		4.290422		3.9901745		4.114507		1.860052		2.4536297		3.3616936		3.9922612		2.8055623		3.5577765		-1.865176		-1.4256223		-7.311151		-3.572149		-2.8834434		-1.5516874		-3.7962854		-1.6616833		-1.5277927		-0.5115919		-2.8700986		-1.8367922		-0.8993118		-0.63383794		-1.9245884		-0.7326455		Yes		Yes		Yes		U35_44k_v1_4210		LOC_Os05g44900.1		gb|EAZ34990.1| 6e-32  hypothetical protein OsJ_018473 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g44900.1 1e-33 expressed protein		AAATCAACAAACTACCATAATTTTTTGTGACATCAGACTCCTGTCCCACCACTGCAACTG		10874		0

		14693		CUST_25118_PI390587928		13.572426		13.643196		12.998459		14.022954		13.954521		14.374982		16.298767		14.96448		14.190373		14.930623		15.78464		13.852332		1.3032333		1.6606934		9.85126		1.9205592		1.5346904		2.4409232		6.898016		-1.1255436		0.6179476		0.7317858		3.3003082		0.9415264		0.38209534		1.287427		2.7861814		-0.17062187		Yes		Yes		Yes		U35_44k_v1_14693		LOC_Os07g14270.3		gb|AAW02798.1| 0.0  calreticulin-like protein [Triticum aestivum]		LOC_Os07g14270.4 1e-179 calreticulin precursor putative expressed		GCCTTTGCGCTGCTGCCAGGATTTATTAGTTGTCTCTCATTATGATGTTCCCCTTTTTGT		1903		AT1G56340.2

		16248		CUST_13315_PI390587928		10.599834		11.91246		9.826367		9.907004		10.4863		11.775283		8.5115595		9.06083		10.387984		11.069023		8.3688755		8.286377		-1.0818751		-1.0997515		-2.487692		-1.7977273		-1.1581725		-1.79432		-2.746305		-3.0750873		-0.21185017		-0.13717747		-1.3148079		-0.84617424		-0.11353397		-0.8434372		-1.4574919		-1.6206274		Yes		No		No		U35_44k_v1_16248		LOC_Os02g14160.1		ref|NP_001046392.1| e-127  Os02g0236600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g14160.1 1e-129 peroxidase 52 precursor putative expressed		ATGATGATGATTATAGTTTCAGATATAAGTCTTGTAAGTACGTGGCCCCAACGATGATTG		14036		AT5G05340.1

		49176		CUST_41567_PI390587928		4.2845607		4.7406583		5.2121806		3.4074314		5.7794414		5.4998374		7.553386		4.150374		5.865417		6.6442356		6.8805413		2.7876208		2.8184085		1.6925273		5.0672593		1.6735859		2.9914737		3.7413976		3.1785321		-1.5366734		1.5808563		0.7591791		2.3412056		0.7429426		1.4948807		1.9035773		1.6683607		-0.6198106		Yes		Yes		Yes		U35_44k_v1_49176		LOC_Os11g03430.1		gb|EAZ17274.1| 9e-66  hypothetical protein OsJ_031483 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g03130.1 2e-67 CDC45-related protein putative expressed		GTATGTGCTGGCCTATGCCAGTTATCCTTTTTAGTCCCAAGGAGTTTGAGGCTTAAAAAA		25221		AT3G25100.1

		37257		CUST_22850_PI390587928		4.507553		5.0103927		5.017067		4.271602		3.8945549		3.7990186		3.2855234		3.5453045		3.7160225		3.587476		3.656744		3.8411057		-1.5294344		-2.3155806		-3.3208292		-1.654388		-1.7309098		-2.6812704		-2.5674264		-1.3476973		-0.7915306		-1.211374		-1.7315435		-0.7262976		-0.61299825		-1.4229167		-1.360323		-0.43049645		Yes		No		No		U35_44k_v1_37257		LOC_Os04g55070.1		gb|EAZ32177.1| 4e-42  hypothetical protein OsJ_015660 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g55070.1 6e-44 gibberellin 20 oxidase 2 putative		TTCAGGTATAATGAGTACATGCAGCTGCGCATGAGGAACAAGACCCACCCGCCGTCCAGG		32999		AT5G12270.1

		17540		CUST_35353_PI390587928		11.122043		10.911336		10.388897		10.556973		10.789407		11.956471		12.189247		12.367095		11.02092		11.731392		11.901132		10.29882		-1.2593122		2.0635602		3.4830475		3.5067184		-1.072608		1.7654744		2.8525155		-1.1959474		-0.101122856		1.0451355		1.8003502		1.8101215		-0.33263588		0.82005596		1.5122347		-0.25815392		Yes		Yes		Yes		U35_44k_v1_17540		LOC_Os01g68060.2		ref|NP_001045146.1| 0.0  Os01g0908700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68060.2 0.0 copine-6 putative expressed		GGCATTATTTTATTTTATCTCTGGTTTTCGTTTCGGAATGGAAGTTGCTTCTTGCACAAA		None		AT5G14420.2

		1746		CUST_4689_PI390587928		10.149841		10.337854		11.2597475		10.568688		11.036775		11.199711		12.418782		10.850644		11.40271		12.211873		12.076309		10.828353		1.8492411		1.8173754		2.2330797		1.215842		2.3831482		3.665522		1.7612036		1.1972003		1.2528687		0.86185646		1.1590347		0.28195572		0.8869333		1.8740187		0.8165617		0.25966454		Yes		Yes		Yes		U35_44k_v1_1746		LOC_Os02g08100.1		ref|NP_001105258.1| 0.0  4-coumarate coenzyme A ligase [Zea mays]		LOC_Os02g08100.1 0.0 4-coumarate--CoA ligase 1 putative expressed		CAACAGATACCTTGTTCCAATCATATCAACTATTTTTCCTTCCATTGTGCTTCGTCTCGT		4676		AT1G51680.1

		43322		CUST_28884_PI390587928		6.926562		6.8052673		5.844048		7.154799		6.3636417		7.326097		10.821935		10.815663		6.3448634		7.7881646		10.040465		9.132507		-1.4772563		1.4347801		31.51325		12.648236		-1.49661		1.9764305		18.33359		3.9386694		-0.5816984		0.5208297		4.9778867		3.6608644		-0.5629201		0.9828973		4.1964173		1.9777083		Yes		Yes		Yes		U35_44k_v1_43322		LOC_Os01g69190.1		gb|EAZ14651.1| 5e-19  hypothetical protein OsJ_004476 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69190.1 9e-21 regulatory protein putative expressed		AGGGAGACCCGTCGGAAATTGCTATTACTTTGAATGGGTTCAAAAGCCCCTGCCAAAAAA		39857		0

		5299		CUST_13986_PI390587928		9.838847		9.411497		7.271937		9.262203		8.969081		8.49559		6.214003		8.433856		8.584428		8.226277		6.91322		9.512701		-1.8273668		-1.8867548		-2.0819476		-1.7756499		-2.385711		-2.2739804		-1.282285		1.1896175		-1.2544193		-0.9159069		-1.0579338		-0.8283472		-0.86976624		-1.1852198		-0.35871696		0.25049782		No		Yes		Yes		U35_44k_v1_5299		LOC_Os06g46980.1		No hits found		No hits found		CTTGCAATTCCTTTTGAAAGACTTGTTGAGATGAAGACGAAACTGTTTCTGATTGGTTTC		12648		0

		5380		CUST_16599_PI390587928		9.953778		9.933734		10.547637		10.356155		11.329586		11.7537565		12.452656		12.226268		11.5748825		12.951176		12.002434		11.379712		2.5951316		3.5308673		3.7451377		3.6556106		3.076104		8.097304		2.7411795		2.0329247		1.6211042		1.8200226		1.9050188		1.8701124		1.3758078		3.0174417		1.4547968		1.0235567		Yes		Yes		Yes		U35_44k_v1_5380		LOC_Os04g43070.1		gb|AAR27052.1| e-103  ammonium transporter [Triticum aestivum]		LOC_Os04g43070.1 3e-97 ammonium transporter 1 member 2 putative expressed		AATTGTTGAGATTTGTCCTCTTGTACGGGCTACACCTCTCTATCAAAACTTTGGCGCGTT		11711		AT1G64780.1

		5428		CUST_21484_PI390587928		9.22091		9.318934		10.506532		9.849933		8.899061		9.238392		8.811088		8.616248		8.67805		8.903245		9.277684		9.409266		-1.2499313		-1.0574156		-3.2387657		-2.3516681		-1.4568578		-1.333936		-2.3437967		-1.3572309		-0.54286003		-0.080542564		-1.6954441		-1.2336845		-0.32184887		-0.41568947		-1.2288475		-0.4406662		No		Yes		Yes		U35_44k_v1_5428		LOC_Os05g32210.1		sp|Q60E60|NADK3_ORYSJ e-158  Putative NAD kinase 3		LOC_Os05g32210.1 1e-160 NAD kinase 3 putative expressed		TATTGAGTATAGGCAGTATAATTATGTAAGAGTCGCAGCTACCATGTGACACATGTATCC		11274		AT3G21070.2

		23068		CUST_18508_PI390587928		3.6939318		4.3359046		1.3629867		2.7556374		2.76838		3.8529043		3.975168		3.8282669		3.1101086		3.8709667		3.4833176		2.6334054		-1.8994107		-1.3976473		6.114274		2.1032634		-1.4988159		-1.380258		4.347936		-1.0884174		-0.5838232		-0.48300028		2.6121812		1.0726295		-0.9255519		-0.46493793		2.1203308		-0.12223196		No		Yes		Yes		U35_44k_v1_23068		LOC_Os05g44320.3		ref|NP_001056064.1| 0.0  Os05g0519500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g44320.3 0.0 periodic tryptophan protein 2 putative expressed		TATTGGAGAACAGGTGCTGTTGCGAAGATTCCAGATCACTCGCAATCTTTCATTGGATGG		17146		AT1G15440.2

		10455		CUST_7140_PI390587928		7.4521117		7.611742		6.7851434		7.5177817		9.655833		10.985639		11.722835		11.254921		10.689284		11.880603		11.749257		9.749002		4.6066613		10.366785		30.647367		13.334938		9.429443		19.277697		31.213835		4.695311		3.2371726		3.3738966		4.937691		3.7371392		2.2037215		4.268861		4.9641137		2.2312207		Yes		Yes		Yes		U35_44k_v1_10455		LOC_Os04g10160.1		gb|EAY93225.1| 5e-52  hypothetical protein OsI_014458 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10160.1 9e-54 cytochrome P450 CYP99A1 putative expressed		ACGGGTGAATAGCTCATGTGTGAAGTTTTTGATGCGAATTGGAAAGAATGAAACGTAGTT		25605		AT3G26210.1

		37521		CUST_36744_PI390587928		1.3364235		1.3894572		1.3826755		1.364016		2.4996614		3.2222004		3.7957737		5.6562715		1.3829031		1.5600629		1.3804475		1.8265873		2.2395952		3.5621374		5.3261695		19.59285		1.0327418		1.1255308		-1.0015455		1.3779956		0.046479583		1.8327432		2.4130983		4.2922554		1.1632379		0.17060566		-0.0022280216		0.46257126		Yes		Yes		Yes		U35_44k_v1_37521		LOC_Os03g08060.3		gb|ABB90961.1| e-105  elongation factor 1-alpha [Rhizophlyctis rosea]		LOC_Os03g08060.2 5e-83 elongation factor 1-alpha putative expressed		CTCTGCTATCGTTAAGATGGTTCCCACTAAGCCTATGTGTGTGGAGTCTTACACTGACTA		33231		AT5G60390.3

		31163		CUST_12503_PI390587928		9.085639		9.033939		8.439842		8.832007		8.941729		9.359085		10.330929		9.736312		9.307021		9.505457		9.722859		8.926498		-1.1048958		1.2527909		3.7091448		1.871642		1.1658499		1.3865672		2.4334736		1.0676887		0.22138214		0.32514572		1.8910866		0.9043045		-0.14391041		0.47151756		1.2830172		0.094491005		No		Yes		Yes		U35_44k_v1_31163		LOC_Os06g08170.1		gb|EAZ36030.1| 5e-35  hypothetical protein OsJ_019513 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08170.1 1e-36 sugar porter/ transporter putative expressed		TACAGATGCTGTTTTTCTATTTGCGCCATAGTACCTCTCAGCAAGGGGATTAACAAAAAA		31311		AT2G13100.3

		50937		CUST_10045_PI390587928		5.342028		2.5370407		2.4389846		1.9379381		2.8375778		2.7403462		6.3880067		12.008668		1.7064352		1.4365572		3.8282716		1.4854883		-5.674331		1.1513332		15.444509		1075.4541		-12.428609		-2.1442654		2.6194918		-1.3683618		-3.635593		0.20330548		3.949022		10.07073		-2.5044503		-1.1004835		1.389287		-0.4524498		No		Yes		Yes		U35_44k_v1_50937		LOC_Os11g32650.1		sp|Q96562|CHS2_HORVU 0.0  Chalcone synthase 2 (Naringenin-chalcone synthase 2)		LOC_Os11g32650.1 1e-173 chalcone synthase putative expressed		CGTGATTTGTGTCTACAGTATATTGTAAACGTTCACCCATCAAAGTTGTATTTTCATCCT		53027		AT5G13930.1

		19434		CUST_14441_PI390587928		8.145787		7.7716794		7.857182		8.388947		8.100123		8.146293		9.034255		8.25814		8.095786		8.108778		8.882454		8.652854		-1.032158		1.296492		2.2611756		-1.094906		-1.0352658		1.2632136		2.035343		1.2007264		-0.050001144		0.37461329		1.177073		-0.13080692		-0.045663834		0.3370986		1.0252719		0.26390743		No		Yes		Yes		U35_44k_v1_19434		LOC_Os12g08180.1		gb|EAZ19859.1| 1e-88  hypothetical protein OsJ_034068 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g08180.1 2e-90 receptor-like protein kinase precursor putative expressed		ACAGTGATGGTTATTAGCAGACTTGAGTGCATTGTTTTCTTGTTAATTCGACTAGTACTT		15860		AT1G34420.1

		11552		CUST_6186_PI390587928		9.706799		9.149907		9.870239		9.111289		9.792255		8.633454		8.645954		7.763079		10.09954		8.752813		8.784509		8.648334		1.0610237		-1.4304339		-2.3363965		-2.5459602		1.3128856		-1.3168526		-2.1224499		-1.3783627		0.3927412		-0.5164528		-1.2242851		-1.3482099		0.08545685		-0.39709377		-1.0857306		-0.46295547		No		Yes		Yes		U35_44k_v1_11552		LOC_Os06g43030.1		gb|EAZ01797.1| 1e-49  hypothetical protein OsI_023029 [Oryza sativa (indica cultivar-group)]		LOC_Os06g43030.1 3e-51 HT1 protein kinase putative expressed		AGCACCACCAAACTCCCCTCCATGCCCGTCCACGTCTAATCTTATCGCTTCAAATTTATT		24478		AT1G62400.1

		19377		CUST_15875_PI390587928		7.085051		6.5349617		6.4437346		7.2772727		6.8843694		6.302952		7.951458		8.360187		7.001344		6.591478		7.8182316		8.156323		-1.1492412		-1.1744701		2.8436093		2.1183102		-1.0597374		1.0399514		2.5927749		1.8391647		-0.083706856		-0.23200989		1.5077233		1.0829139		-0.20068169		0.05651617		1.3744969		0.87905073		No		Yes		Yes		U35_44k_v1_19377		LOC_Os05g34940.2		gb|AAS48127.1| e-116  PISTILLATA-like protein [Hordeum vulgare subsp. vulgare]		LOC_Os05g34940.2 1e-101 MADS-box transcription factor 4 putative expressed		AGATGGAGCTCGGGTACCATCAGGGTAGGGATTTCACTTCCCAGATGCCGTTCACCTTCC		11059		AT5G20240.1

		38247		CUST_2504_PI390587928		7.708393		7.863692		7.0220203		7.3568687		7.603293		7.956356		9.455387		8.4222765		7.6493173		8.200718		8.619079		7.816152		-1.075569		1.0663376		5.401525		2.0927613		-1.0417982		1.2631501		3.0252583		1.3748587		-0.059075832		0.09266424		2.4333668		1.0654078		-0.105100155		0.33702612		1.5970583		0.45928335		No		Yes		Yes		U35_44k_v1_38247		LOC_Os02g10040.1		gb|EAZ22068.1| 4e-16  hypothetical protein OsJ_005551 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10040.1 1e-17 guanine nucleotide-exchange protein-like putative expressed		GGCAAATGGATGTATTGCAACAAAGTATGTCTGACTTGGAGGTCCTGCATCAACAGCTTT		34135		0

		41497		CUST_26969_PI390587928		14.362073		14.050029		11.585148		13.833294		13.520149		13.436305		9.772424		12.122722		13.044408		12.675654		10.644806		13.716798		-1.7924386		-1.5302037		-3.51305		-3.272906		-2.4926238		-2.5925546		-1.918983		-1.0840987		-1.3176651		-0.61372375		-1.8127241		-1.7105722		-0.8419237		-1.3743744		-0.94034195		-0.116496086		Yes		Yes		Yes		U35_44k_v1_41497		LOC_Os03g06930.1		ref|NP_001049067.1| 2e-29  Os03g0165300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g06930.1 3e-31 DNA binding protein putative expressed		TTTTGCTAGCCAGCACAGATTGGTGTACTTCATTGACGAATGGATTCAGGATATTGATGA		None		0

		42917		CUST_38098_PI390587928		9.658246		9.683194		8.986886		9.239959		10.369014		11.475345		11.075989		9.624105		11.023915		11.510198		10.779126		8.250278		1.6366749		3.4633076		4.2548337		1.3050877		2.5769584		3.5479937		3.4635227		-1.9857448		1.3656693		1.7921505		2.0891027		0.3841467		0.71076775		1.8270035		1.7922401		-0.9896803		Yes		Yes		Yes		U35_44k_v1_42917		LOC_Os02g09960.1		gb|EAY84835.1| 7e-47  hypothetical protein OsI_006068 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09960.1 1e-47 protein kinase putative expressed		GTATTACAGAGCAAAATCACTTTATGTGTAAGCGAGAGTGAAGAACCCATGTATGTATAT		32748		AT2G33580.1

		45917		CUST_17678_PI390587928		10.303563		10.071109		9.595378		9.726176		10.592271		10.309184		11.321584		10.7611265		10.835273		10.648032		10.828305		10.0713005		1.2215456		1.1794181		3.3085654		2.049043		1.4456414		1.4916648		2.3504343		1.2702603		0.5317097		0.23807526		1.7262058		1.0349503		0.28870773		0.5769234		1.2329273		0.34512424		No		Yes		Yes		U35_44k_v1_45917		LOC_Os01g31980.2		gb|EAY74223.1| 2e-30  hypothetical protein OsI_002070 [Oryza sativa (indica cultivar-group)]		LOC_Os01g31980.2 6e-32 transparent testa 12 protein putative expressed		ACTGCCGGGCTTACATTCTTCGTTACAAAGATCGACAGTCTTAGTGGGATCAGATCTAAG		45316		AT1G15180.1

		30315		CUST_38614_PI390587928		11.406354		11.012818		11.868062		11.428979		10.904742		10.634037		10.352548		10.507938		10.748047		10.434519		10.714093		11.277503		-1.4157944		-1.300243		-2.8590074		-1.8934804		-1.5782295		-1.4930884		-2.2252522		-1.1107051		-0.6583071		-0.37878132		-1.5155144		-0.92104053		-0.5016117		-0.5782995		-1.1539688		-0.1514759		No		Yes		Yes		U35_44k_v1_30315		LOC_Os03g48950.2		ref|NP_001050978.1| 8e-08  Os03g0696000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48950.2 1e-09 expressed protein		CCCCAAATACCGCAGTTTAAATCCATGGTAATATCAATCAATTCCATTCTGACACCTGTT		30176		0

		9350		CUST_373_PI390587928		5.182976		5.502707		5.388411		5.415792		4.072554		4.8516154		3.7795687		3.402071		3.3866794		4.0217457		4.063227		4.1219482		-2.1590874		-1.5703559		-3.05007		-4.038224		-3.4732742		-2.7913468		-2.5056481		-2.4518042		-1.7962964		-0.6510916		-1.6088424		-2.013721		-1.1104217		-1.4809613		-1.3251839		-1.2938437		Yes		No		No		U35_44k_v1_9350		LOC_Os03g03600.1		gb|ABI95392.1| 1e-26  fasciclin-like protein FLA2 [Triticum aestivum]		LOC_Os03g03600.1 3e-14 fasciclin-like arabinogalactan protein 8 precursor putative expressed		ACAACATCACGTCCTTCCTCAGCGGCCACCCGGAGTACAAGCAGTACAACAGGTACCTGA		20044		AT3G60900.1

		46614		CUST_37785_PI390587928		5.017494		5.1033416		4.8398185		4.6078534		4.7512736		4.954583		3.9739754		3.7937896		3.28454		3.744109		3.8242853		3.8178205		-1.202653		-1.108615		-1.8224043		-1.7581569		-3.324078		-2.565487		-2.0216498		-1.7291138		-1.7329543		-0.14875841		-0.86584306		-0.8140638		-0.26622057		-1.3592327		-1.0155332		-0.79003286		Yes		No		No		U35_44k_v1_46614		LOC_Os04g01140.2		emb|CAH67643.1| 8e-17  H0102C09.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01140.2 5e-18 cytochrome P450 93A2 putative expressed		GAGAGGGCCAGCACGGTGCCCGGGAGCGTCACGGAGGAGGCGCAGGTGCTGGTGAAGGCC		46945		0

		8204		CUST_27929_PI390587928		6.597193		6.776508		7.5039783		6.2724915		6.14605		6.0389657		5.3970337		4.218593		5.769722		6.1613827		5.913527		5.476515		-1.3671228		-1.6673329		-4.30778		-4.1522646		-1.7745715		-1.5316908		-3.0114353		-1.7362523		-0.8274708		-0.73754215		-2.1069446		-2.0538983		-0.4511428		-0.6151252		-1.5904512		-0.79597664		Yes		Yes		Yes		U35_44k_v1_8204		LOC_Os03g18110.1		gb|EAY89580.1| 7e-73  hypothetical protein OsI_010813 [Oryza sativa (indica cultivar-group)]		LOC_Os03g18110.1 1e-74 expressed protein		TCTGTACACCTACAGGTTCATGGAGTACGAGCTGGTGGTGTCTTTCTACCGCGCGCCGTA		25486		AT5G58600.2

		6201		CUST_1790_PI390587928		8.335235		8.021626		8.644507		8.113717		7.8630395		7.4625206		6.5893016		6.538774		7.4300065		7.2125435		7.164927		8.259095		-1.3872186		-1.4733558		-4.156029		-2.9792373		-1.8728406		-1.7520974		-2.7886763		1.1060205		-0.90522814		-0.5591059		-2.0552058		-1.5749431		-0.47219515		-0.809083		-1.4795804		0.14537811		Yes		Yes		Yes		U35_44k_v1_6201		LOC_Os01g12320.3		gb|EAY73076.1| 9e-34  hypothetical protein OsI_000923 [Oryza sativa (indica cultivar-group)]		LOC_Os01g12304.1 2e-34 esterase precursor putative expressed		TCATATGGAATTCCAGATTACATCGAGTAATATATTTTAGAGCCAGAAATGTCCTGGTAC		18246		AT5G45910.1

		4266		CUST_30939_PI390587928		9.713497		9.748721		8.293912		9.3740835		9.814649		11.539397		11.741328		12.393231		10.32697		11.684844		11.3690405		9.597251		1.0726292		3.45977		10.908769		8.106886		1.5299377		3.8267586		8.427639		1.1672935		0.61347294		1.7906761		3.4474163		3.0191479		0.10115147		1.9361229		3.0751286		0.22316742		Yes		Yes		Yes		U35_44k_v1_4266		LOC_Os07g43800.1		ref|NP_001060363.1| 1e-42  Os07g0631700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g43800.1 2e-44 EF hand family protein expressed		CGGTCAGTCGTCTTGATAATACACATTGCTCCAAAATCGACCGGAGTTTTCTTCAAAAAA		11653		0

		960		CUST_27655_PI390587928		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		1.770136		1.572947		5.3960752		1.5955092		2.6638312		3.3092937		3.0203507		1.264376		1.4135027		0.65347004		2.4319105		0.67401695		0.82386017		1.7265234		1.5947161		0.33842564		Yes		Yes		Yes		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		GTGTCGAGGATCGATTCTTTTGTCAGATTTTGAGTTAAACGAGTGTAATAGTTTGATGAT		2888		AT5G25880.1

		12976		CUST_34922_PI390587928		12.532295		11.793834		11.236176		11.986453		12.227677		11.141364		9.495052		11.171135		12.35146		10.794125		9.750012		11.758498		-1.2350914		-1.5718566		-3.3429532		-1.7596861		-1.1335396		-1.9995968		-2.8014295		-1.1711736		-0.18083477		-0.65246964		-1.7411232		-0.8153181		-0.30461788		-0.9997091		-1.4861631		-0.22795486		No		Yes		Yes		U35_44k_v1_12976		LOC_Os01g07500.1		gb|EAY72702.1| 4e-11  hypothetical protein OsI_000549 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07500.1 9e-13 alliin lyase precursor putative expressed		CTCTGTTGTTGAGCGTTGGTCTCGTTGTTTCAATTTCAGTTTTTATTTATTCCGAGTTAA		40455		0

		23458		CUST_32169_PI390587928		4.8023744		4.24514		5.1080823		4.3387523		2.9673035		3.8377607		3.538288		3.7851117		3.5795326		3.123703		4.468164		3.280136		-3.5678892		-1.3262745		-2.9686236		-1.467785		-2.3340602		-2.1756358		-1.5582409		-2.0829327		-1.2228417		-0.4073794		-1.5697942		-0.5536406		-1.8350708		-1.1214371		-0.6399183		-1.0586162		Yes		Yes		Yes		U35_44k_v1_23458		LOC_Os02g01140.1		gb|EAY84073.1| 4e-67  hypothetical protein OsI_005306 [Oryza sativa (indica cultivar-group)]		LOC_Os02g01140.1 9e-69 anther-specific proline-rich protein APG precursor putative expressed		TCTACGGGTTCCTGCTGGACATGATGGTGCGGCCGGAAGGGTACGGGTTCAAGGAGTCCA		19210		AT1G75900.1

		25333		CUST_34201_PI390587928		8.395985		8.715987		7.5379996		7.6693063		7.7814903		8.307799		6.262768		6.589804		7.651514		7.775233		6.4185004		7.3089557		-1.5310212		-1.3270179		-2.420377		-2.1133065		-1.6753594		-1.9195317		-2.1727154		-1.2837378		-0.7444706		-0.40818787		-1.2752318		-1.0795021		-0.6144943		-0.9407544		-1.1194992		-0.3603506		No		Yes		Yes		U35_44k_v1_25333		-		No hits found		No hits found		GAGTGTATGTGTGTATGTATAAGCGTTTGTGTCTGTACCGTGTTCAAAAGAAAAGAAAAA		None		0

		19988		CUST_26529_PI390587928		10.172481		9.576138		8.510555		9.427447		12.518804		11.853282		13.587532		11.954753		13.292137		13.515082		13.235421		11.81155		5.085265		4.847176		33.75377		5.7649403		8.69181		15.337005		26.443953		5.220192		3.1196566		2.2771444		5.076977		2.5273056		2.346323		3.9389448		4.724866		2.3841028		Yes		Yes		Yes		U35_44k_v1_19988		-		No hits found		No hits found		CATGTAATCTCAGTGCTGTCATATGATTGATCTTTTGTACTGTTCCAATCTACTTTTACC		14815		0

		2273		CUST_20231_PI390587928		7.310732		7.2717648		6.7379913		6.366319		7.5104127		7.50371		7.500957		6.6764817		7.890841		7.5745854		7.8595414		6.6640263		1.1484442		1.1744173		1.6969755		1.2398474		1.4949623		1.2335539		2.1758063		1.2291893		0.5801091		0.23194504		0.7629657		0.31016254		0.1996808		0.30282068		1.1215501		0.29770708		No		Yes		Yes		U35_44k_v1_2273		LOC_Os02g05680.1		gb|EAY84491.1| e-164  hypothetical protein OsI_005724 [Oryza sativa (indica cultivar-group)]		LOC_Os02g05680.1 1e-166 disulfide oxidoreductase/ electron carrier/ oxidoreductase putative expressed		TTGTGGGAAAGTTAAAAGAAAGCAGCCTGATCTTTGCCAGGCAGACAGTAGTTGCCTTGA		5496		AT5G22140.1

		14103		CUST_30775_PI390587928		10.166785		10.629682		9.53687		10.898246		11.155438		12.519508		13.249302		11.360141		11.450879		13.229275		12.663981		10.645405		1.9843317		3.7059073		13.108511		1.3773497		2.4352906		6.0611567		8.736839		-1.1915512		1.2840939		1.8898268		3.712432		0.461895		0.9886532		2.5995932		3.1271114		-0.252841		Yes		Yes		Yes		U35_44k_v1_14103		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		TGCTTTGGATTTTGTGGTGCCGAAATCGATTTTAGACTGGAACGGAAATGGATTATTTGC		91		AT4G24190.1

		20823		CUST_5250_PI390587928		4.6217136		4.2886715		4.6320558		4.304296		4.1692715		3.1486292		3.468877		3.0815418		4.2241883		3.4043853		2.5673282		3.624502		-1.3683547		-2.2038748		-2.2395031		-2.3339186		-1.3172464		-1.8458511		-4.1835494		-1.6019111		-0.3975253		-1.1400423		-1.1631787		-1.2227542		-0.45244217		-0.88428617		-2.0647275		-0.6797941		Yes		No		No		U35_44k_v1_20823		LOC_Os07g33360.1		ref|NP_001059789.1| 2e-91  Os07g0517300 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g33360.1 1e-108 expressed protein		GGCAAAAAAGGATGGCGTTGTTAGTCCTGAACTAACAAAATATTTTGTAGTACAAATGTC		14560		AT3G16730.1

		42852		CUST_31991_PI390587928		6.9927444		6.7594256		6.3768544		5.575499		8.328252		7.499762		7.927723		6.211951		8.868018		8.014262		7.68263		5.638031		2.5236423		1.6705654		2.9299347		1.5545012		3.6687121		2.3864012		2.472166		1.0442969		1.8752737		0.7403364		1.5508685		0.6364517		1.3355074		1.2548366		1.3057756		0.06253195		Yes		No		No		U35_44k_v1_42852		LOC_Os04g57650.1		gb|EAY96006.1| 1e-31  hypothetical protein OsI_017239 [Oryza sativa (indica cultivar-group)]		LOC_Os04g57650.1 2e-32 expressed protein		ATATTGAGGGTCTGCCTCAACAACCTGATAAATGCTGCACTGGAAGTCCAAAGATGACCA		13625		0

		32481		CUST_3508_PI390587928		5.438375		5.6763206		6.3872128		6.0846562		5.4836082		5.066036		5.582915		4.854704		5.14486		4.816516		5.630024		5.7414985		1.03185		-1.5265601		-1.7462958		-2.3455925		-1.2256229		-1.8147925		-1.6901939		-1.2685301		-0.2935152		-0.6102843		-0.8042979		-1.2299523		0.04523325		-0.85980463		-0.7571888		-0.34315777		No		Yes		Yes		U35_44k_v1_32481		LOC_Os04g39160.1		gb|ABD72708.1| 4e-15  RNA-dependent RNA polymerase [Zea mays]		LOC_Os04g39160.1 2e-16 RNA-dependent RNA polymerase homolog 1 putative expressed		TGCGAGTCTCCAATATCCCGGCCTCCGCCGTCGCTAAAGAGCTCCTACAGTTCTTCGATT		None		0

		50356		CUST_33716_PI390587928		3.8582637		4.032321		3.924428		4.323126		3.5367143		3.128073		3.4895375		3.006115		2.5696213		2.4156463		2.382797		2.6050775		-1.2496719		-1.8715687		-1.3518082		-2.4914937		-2.4429805		-3.0666738		-2.9112344		-3.2899106		-1.2886424		-0.904248		-0.4348905		-1.3170109		-0.32154942		-1.6166747		-1.541631		-1.7180483		Yes		No		No		U35_44k_v1_50356		-		gb|EAZ15525.1| 1e-07  hypothetical protein OsJ_029734 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g17020.1 3e-09 hypothetical protein		AAGTGATGCTAGGTAATTTTGATGCTTGGCTGTTTGGACCTTGTATTTCTTTATGTTGGC		52459		0

		16352		CUST_13555_PI390587928		9.43217		9.0426		7.6620464		8.391904		10.06993		10.260242		11.3477335		10.429084		11.209353		11.2291975		10.502141		7.921978		1.5559117		2.3256643		12.867743		4.1044245		3.427564		4.552307		7.16067		-1.3850383		1.7771835		1.2176428		3.685687		2.03718		0.63776016		2.1865978		2.8400946		-0.46992588		Yes		Yes		Yes		U35_44k_v1_16352		LOC_Os08g10500.2		No hits found		No hits found		GAACCTGAAGTTGCAATGTTGTTGATCCATTTGAATGGTACACTGATTTCACAAATCTAA		5303		0

		6445		CUST_36325_PI390587928		9.394783		9.215724		9.194744		10.25702		9.333751		10.6258		12.3938675		11.925889		9.471744		11.432515		12.468059		12.200009		-1.0432119		2.657512		9.184005		3.1796522		1.0547935		4.6485834		9.66865		3.8450153		0.07696056		1.4100761		3.1991234		1.668869		-0.061032295		2.2167912		3.2733145		1.9429893		Yes		Yes		Yes		U35_44k_v1_6445		LOC_Os07g03900.1		gb|EAZ02665.1| 6e-69  hypothetical protein OsI_023897 [Oryza sativa (indica cultivar-group)]		LOC_Os07g03900.1 3e-70 lectin-like receptor kinase 7 putative		CTTCCCCTTTTGTAATGGAATGGTGTAGTTAATGATGTGTGTGTGTGTCCTTAAAATAAT		16178		AT4G02420.1

		8651		CUST_14058_PI390587928		9.144957		10.168911		10.98453		10.165093		8.580721		9.357592		8.900786		8.130783		8.214692		9.00687		9.364666		10.189679		-1.478604		-1.7548155		-4.239059		-4.0962687		-1.9056253		-2.2377374		-3.0734615		1.0171876		-0.9302645		-0.81131935		-2.083744		-2.0343103		-0.5642357		-1.1620407		-1.6198645		0.024585724		Yes		Yes		Yes		U35_44k_v1_8651		LOC_Os07g36230.4		ref|NP_001059922.1| e-115  Os07g0546400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36230.4 1e-116 transposon protein putative Mutator sub-class expressed		CTGTTCTCGATACATCTCAGTGAACAGAAATGCAAGTAAGATTCCGAGTACAACTGCCAC		35811		AT3G22104.1

		8509		CUST_24763_PI390587928		11.597313		10.942103		8.771867		9.745868		10.756352		10.242011		7.2637315		8.734974		10.426987		9.751123		7.7179627		9.504533		-1.7912422		-1.6246088		-2.8444216		-2.0151591		-2.2506258		-2.2830777		-2.0761404		-1.1820859		-1.1703262		-0.7000923		-1.5081353		-1.0108938		-0.8409605		-1.19098		-1.053904		-0.24133492		Yes		Yes		Yes		U35_44k_v1_8509		-		No hits found		No hits found		CTGTTCCGTGTGTATATATACAAAGTGGAGATGGTATTAATAGGATAGTAGAGTTCCAAT		17657		0

		25206		CUST_17077_PI390587928		4.8353686		3.0822203		4.122725		5.078609		4.7622275		5.9871907		7.468655		6.2497573		5.6936226		7.2454243		7.47621		5.8195844		-1.0520047		7.4900246		10.167761		2.2519085		1.812843		17.916342		10.221147		1.6713054		0.85825396		2.9049704		3.34593		1.1711483		-0.0731411		4.163204		3.353485		0.7409754		Yes		Yes		Yes		U35_44k_v1_25206		LOC_Os01g23970.1		gb|EAZ40122.1| 2e-47  hypothetical protein OsJ_023605 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35004.1 4e-49 receptor-like protein kinase homolog RK20-1 putative expressed		ACGGCAATGGGAACATTGTAAGGTTTCGATTTTATAAGCTTCACATTTGAGGCCAAACTT		None		AT1G61360.2

		15060		CUST_20549_PI390587928		6.0064473		6.497912		4.023541		4.786097		7.112431		7.775888		9.526684		8.057185		7.4120007		8.091599		9.174243		5.831285		2.152456		2.4249854		45.353527		9.653741		2.6491938		3.0181983		35.523502		2.063635		1.4055533		1.277976		5.503143		3.2710881		1.1059837		1.5936875		5.150702		1.045188		Yes		Yes		Yes		U35_44k_v1_15060		LOC_Os03g11440.1		gb|AAK94784.1| 0.0  Sec61 alpha subunit [Hordeum vulgare]		LOC_Os09g17840.1 0.0 protein transport protein Sec61 alpha subunit isoform 2 putative expressed		CTGAGTTTTGGCTACCTTAGTAACCGGATATGTTGCAGTTACTTTTGAACTAAATTGTAT		2595		AT2G34250.2

		1320		CUST_36907_PI390587928		7.423105		7.614908		6.3206916		6.508496		7.590406		7.525669		7.4349523		8.659629		7.4248466		7.6641617		7.4149494		7.6503887		1.1229558		-1.063809		2.1648405		4.441765		1.0012081		1.0347294		2.1350322		2.2067037		0.0017418861		-0.08923912		1.1142607		2.151133		0.16730118		0.049253464		1.0942578		1.1418929		No		Yes		Yes		U35_44k_v1_1320		LOC_Os06g05120.1		dbj|BAF99028.1| 2e-09  cysteine-rich peptide [Digitaria ciliaris]		LOC_Os06g05120.1 5e-09 expressed protein		AAATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTAGAGATGAGTTTCCTTTTAAAAAA		4029		0

		22623		CUST_23251_PI390587928		4.6934032		3.811425		4.8885407		4.7527328		5.9083138		3.8229449		6.513216		5.682879		6.9413114		5.2498946		5.77129		5.317301		2.3212638		1.008017		3.0837274		1.9054691		4.749936		2.7103322		1.8438855		1.4789447		2.247908		0.011519909		1.6246753		0.9301462		1.2149105		1.4384696		0.8827491		0.56456804		Yes		No		No		U35_44k_v1_22623		LOC_Os04g42100.1		gb|EAY94719.1| 1e-79  hypothetical protein OsI_015952 [Oryza sativa (indica cultivar-group)]		LOC_Os04g42100.1 2e-79 peroxidase 18 precursor putative expressed		GCAACCAAATACCAACCAAATCGAACACAATGAACTAGTAATACTTCGTTTTGGGAAAAA		32048		AT2G24800.1

		22864		CUST_861_PI390587928		7.4314103		7.3884983		7.443784		8.261773		6.726435		6.427754		5.506142		7.5155168		6.4764895		6.453408		5.3430257		7.634115		-1.6301166		-1.9463139		-3.8307905		-1.6774344		-1.9384732		-1.9120107		-4.2893486		-1.5450547		-0.95492077		-0.9607444		-1.9376421		-0.74625635		-0.7049751		-0.93509054		-2.1007586		-0.6276579		Yes		Yes		Yes		U35_44k_v1_22864		LOC_Os01g53800.1		gb|EAZ13497.1| 5e-98  hypothetical protein OsJ_003322 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g54010.1 1e-99 glutamate carboxypeptidase 2 putative expressed		GGTCCAGGATATCCTGTTTACCACTCTTTATACGATGATTTCGTGTGGGTGGAGAAGTTC		17370		AT5G19740.1

		23872		CUST_29836_PI390587928		8.211864		8.437024		8.759907		8.522939		7.8951035		8.236733		6.5402837		7.1513925		7.0569243		7.058823		7.2640305		8.193862		-1.2455311		-1.1489298		-4.657717		-2.5874774		-2.2267509		-2.5994403		-2.8203542		-1.2562093		-1.1549401		-0.20029068		-2.219623		-1.3715463		-0.31676102		-1.378201		-1.4958763		-0.32907677		Yes		Yes		Yes		U35_44k_v1_23872		-		No hits found		No hits found		TATGTATGAATGCACGTGACATGTATTCCCTTTATGTGTTGTCACTCAGACGCCCGACTG		18880		0

		43221		CUST_32735_PI390587928		7.0230565		7.0634227		7.276859		7.34265		7.0550137		7.465401		9.679316		8.729778		7.1465373		8.453807		9.506135		8.76818		1.0223981		1.3213187		5.2870274		2.6155753		1.08936		2.6214848		4.688987		2.6861315		0.1234808		0.4019785		2.4024568		1.3871284		0.03195715		1.3903842		2.2292762		1.42553		Yes		Yes		Yes		U35_44k_v1_43221		-		ref|NP_001061767.1| 2e-07  Os08g0404500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g31250.1 3e-09 protein binding protein putative expressed		AACCATGACTCTTCTCACCACGGTTGGGCGGCCTCCTGCTCCTTCGTCGGAGATCACCCA		39653		0

		46982		CUST_34463_PI390587928		13.582615		14.465976		14.123134		14.678769		14.204915		15.014148		15.858844		15.068385		14.54181		15.352674		15.179933		14.559735		1.5393274		1.4622318		3.3304338		1.3100446		1.944225		1.8489392		2.0803106		-1.0860074		0.95919514		0.548172		1.7357101		0.389616		0.62230015		0.88669777		1.0567989		-0.11903381		No		Yes		Yes		U35_44k_v1_46982		-		No hits found		No hits found		CCCTTTGTTTTCGATGAACTTTGTATCCGGTTGGTTCCTCAACTGTTTTGCTGAATTTTT		47708		0

		48709		CUST_34997_PI390587928		4.5178266		4.104753		5.4889083		5.0336432		3.6507473		3.372506		3.8075619		3.548975		3.627674		3.473695		4.1913657		4.656995		-1.8239665		-1.6612246		-3.2072713		-2.7985282		-1.853372		-1.5487003		-2.4580982		-1.2983222		-0.89015245		-0.7322471		-1.6813464		-1.4846683		-0.86707926		-0.631058		-1.2975426		-0.37664843		Yes		No		No		U35_44k_v1_48709		-		No hits found		No hits found		AGCTGCTCTGCCAATAGTATTTAACCGGTAATAGACACATAGAGAAACAGTCAATGTATA		50713		0

		28333		CUST_13536_PI390587928		4.3268104		4.273727		4.3524117		5.014114		3.9945934		5.274435		10.507823		6.7638793		3.8776817		6.1924186		9.687404		3.922457		-1.2589465		2.0009818		71.2793		3.3630388		-1.3652154		3.7808003		40.36385		-2.1311867		-0.44912863		1.0007081		6.1554112		1.7497654		-0.33221698		1.9186916		5.334992		-1.0916569		Yes		Yes		Yes		U35_44k_v1_28333		LOC_Os03g18850.1		ref|NP_001049857.1| 9e-13  Os03g0300400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18850.1 1e-14 pathogenesis-related protein 1 putative expressed		TCCACCAACAGTTGGACCCATGAGATTGAGTCGTCGGACTCTGCATCGCGCATCTTCCGT		27145		0

		24998		CUST_23546_PI390587928		4.6939015		4.367916		4.9352994		4.510326		4.095777		4.3744984		3.8952959		3.6132889		4.1711097		4.0581937		3.9898357		4.5549903		-1.5137475		1.0045729		-2.0562327		-1.8622375		-1.4367329		-1.2394692		-1.9258077		1.0314432		-0.52279186		0.00658226		-1.0400035		-0.897037		-0.5981245		-0.30972242		-0.94546366		0.044664383		No		Yes		Yes		U35_44k_v1_24998		LOC_Os02g11940.1		ref|NP_568452.2| 7e-89  unknown protein [Arabidopsis thaliana]		LOC_Os02g11940.1 1e-20 sterol glucosyltransferase-like protein putative expressed		GAAATAGAACTTAGACTGCATGTTTTTATTTAACAGGAAACCACACATTTTTTGCAGCGG		51828		AT5G24750.1

		2000		CUST_18107_PI390587928		10.681005		11.139541		10.369324		11.371891		11.042911		11.21072		11.764485		11.749211		11.030113		11.31145		11.507804		11.698517		1.2851226		1.0505751		2.6301801		1.298927		1.2737734		1.1265484		2.20149		1.254077		0.3491087		0.07117939		1.3951616		0.3773203		0.36190605		0.17190933		1.1384802		0.32662582		No		Yes		Yes		U35_44k_v1_2000		LOC_Os04g32550.1		sp|Q9SME8|DAD2_HORVU 7e-57  Defender against cell death 2 (DAD-2)		LOC_Os04g32550.1 6e-55 defender against cell death 1 putative expressed		CATGAACTTCCTTGGATGAGCAACTGTGCTCCAAGTTGTCAAGATTTTGTAGTGTCCTAA		5291		AT1G32210.1

		8136		CUST_5743_PI390587928		5.1551185		6.0192604		2.7208805		2.74104		6.65898		6.900856		6.503762		7.6717377		6.0633507		7.046219		6.5827622		4.839476		2.8360076		1.8424119		13.764509		30.499157		1.8767444		2.0377238		14.539258		4.2824492		0.9082322		0.8815956		3.7828813		4.9306974		1.5038614		1.0269585		3.8618817		2.098436		Yes		Yes		Yes		U35_44k_v1_8136		LOC_Os08g01490.1		gb|EAZ05312.1| 1e-87  hypothetical protein OsI_026544 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01490.1 3e-88 cytochrome P450 71C4 putative expressed		ATTGATGGACATGTTTGTGGCAGGCACAGATACTTCATACATAGTTCTCGAGTGCGCCAT		16876		AT3G48310.1

		1024		CUST_8903_PI390587928		2.5911598		2.3365479		1.958211		3.3106987		3.104314		4.486593		3.9256222		4.715463		3.3476143		4.3752384		3.322303		2.058008		1.427167		4.438416		3.9106576		2.6477454		1.6893338		4.1087246		2.574143		-2.3828545		0.75645447		2.150045		1.9674113		1.4047644		0.51315427		2.0386906		1.3640921		-1.2526908		Yes		No		No		U35_44k_v1_1024		LOC_Os10g30450.1		emb|CAO18197.1| 3e-33  unnamed protein product [Vitis vinifera]		LOC_Os10g30450.1 1e-30 metal ion binding protein putative expressed		GCCCTGCATGCACAAGTAAAAAATTACAATCATGATTGTTATTATTGTATAGCCGCCAAA		3058		AT5G60800.1

		50532		CUST_32341_PI390587928		8.960134		8.398368		7.738678		8.408427		8.899444		8.3976755		10.3413725		11.252849		9.21405		8.422661		9.335383		8.436685		-1.0429645		-1.00048		6.0742006		7.182178		1.19244		1.0169811		3.0245185		1.0197796		0.25391674		-6.92E-04		2.6026945		2.8444214		-0.060689926		0.024292946		1.5967054		0.02825737		Yes		Yes		Yes		U35_44k_v1_50532		LOC_Os07g39740.1		ref|NP_001060128.1| 7e-36  Os07g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39740.1 2e-37 esterase precursor putative expressed		CCAGGGCAAAGGGCAATGAACATGATGTTCATTAATTAGACTGTGGATGTAGGATTTTTT		1399		AT3G26430.1

		12383		CUST_38870_PI390587928		5.272802		5.398581		3.843274		5.552076		5.7277966		6.788811		5.594959		6.317427		6.268172		6.1217437		5.6841774		4.862269		1.3707777		2.621205		3.3675158		1.6997838		1.9935917		1.6507969		3.5823426		-1.6130676		0.9953699		1.3902302		1.7516847		0.7653513		0.45499468		0.72316265		1.8409033		-0.68980694		Yes		No		No		U35_44k_v1_12383		LOC_Os06g09310.1		gb|ABF67955.1| 1e-12  ring-H2 zinc finger protein [Zea mays]		LOC_Os06g09310.1 8e-12 znf putative expressed		AAACGGGAATCACTTGTTGTTGAGACGGGCAGGATGTCTTCGCCTCCGACGGTGTCTGGA		30554		0

		16137		CUST_3623_PI390587928		5.5870986		5.0037265		4.7253966		7.0472198		4.9469743		5.72035		9.697897		10.462691		4.802573		5.1990795		9.037837		8.451782		-1.5584635		1.6433313		31.395815		10.669876		-1.7225256		1.1450043		19.868904		2.6473749		-0.7845254		0.7166233		4.9725003		3.4154716		-0.6401243		0.19535303		4.3124404		1.4045625		Yes		Yes		Yes		U35_44k_v1_16137		LOC_Os01g02390.1		gb|AAK20741.1| 1e-78  TAK33 [Triticum aestivum]		LOC_Os01g02390.1 5e-78 TAK14 putative expressed		TATGAGCCATTGTGGCTGTATGTGCTTCCTTCCTCCTGAAACAAACTAATCCTTACCAGT		4996		AT1G66930.1

		249		CUST_16542_PI390587928		10.648491		9.821926		9.484435		9.337395		11.826843		12.083449		14.837032		13.803773		11.942586		13.09673		14.894061		12.067344		2.2631817		4.794975		40.859432		22.106186		2.4522312		9.678638		42.506924		6.6343217		1.294095		2.2615232		5.352597		4.466378		1.1783524		3.274804		5.409626		2.729949		Yes		Yes		Yes		U35_44k_v1_249		LOC_Os10g34910.1		emb|CAA74594.1| e-127  hypothetical protein [Hordeum vulgare]		LOC_Os10g34910.1 1e-76 secretory protein putative		GATTTGTGTACTCCCTCTATCCATATATATATATATAGGACCTAATGCGTTTTTCGAGAC		627		AT2G15220.1

		20005		CUST_7461_PI390587928		9.4674425		10.417468		10.287954		11.029088		8.5844145		9.244527		8.467425		9.264145		7.608999		8.408933		8.782044		11.111988		-1.8442421		-2.254709		-3.5321069		-3.398606		-3.626163		-4.023735		-2.8400373		1.059145		-1.8584437		-1.1729412		-1.820529		-1.7649431		-0.88302803		-2.0085354		-1.5059099		0.08290005		Yes		Yes		Yes		U35_44k_v1_20005		LOC_Os04g45834.2		ref|NP_001053448.1| 1e-36  Os04g0542000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45834.2 3e-38 expressed protein		TTTCTATTTGGTCTTCAATGTATCACCTAATGGCTTGTTATGTGGGCTTTGTTTGTTTGA		14925		0

		24176		CUST_26037_PI390587928		6.9850783		7.135404		8.261454		7.5991344		6.688835		6.8861084		7.309513		6.7093644		6.406195		6.4320335		7.2131953		7.28857		-1.2279427		-1.1886268		-1.9344729		-1.8528807		-1.4936925		-1.6283046		-2.0680318		-1.2401929		-0.5788832		-0.24929571		-0.95194054		-0.88977003		-0.2962432		-0.7033706		-1.0482583		-0.31056452		No		Yes		Yes		U35_44k_v1_24176		LOC_Os08g17080.1		ref|NP_001061426.1| e-128  Os08g0272200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g17080.1 1e-129 conserved hypothetical protein		TTACGCACACTACATGGCAGTGGTCCAAAGGTTTGGTTAAACATGGGATGTATACCACGA		20944		AT1G80880.1

		14158		CUST_38247_PI390587928		12.236005		11.412827		11.506695		11.404903		14.458739		13.822651		16.0915		13.691059		15.31379		15.430997		15.501069		11.69291		4.6677732		5.3140965		23.997372		4.877547		8.443174		16.20279		15.93773		1.2209523		3.0777855		2.4098244		4.5848045		2.2861557		2.2227345		4.0181704		3.9943743		0.28800678		Yes		Yes		Yes		U35_44k_v1_14158		LOC_Os07g44499.1		gb|EAZ04858.1| 6e-82  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 2e-83 peroxidase 56 precursor putative expressed		GTGTGTGTGTCAGTGTGTGTGTTTGTTTCGGTGTATAATAAACAAGTAACTGTGTGTGTT		9413		AT4G33420.1

		4344		CUST_15251_PI390587928		6.177122		6.0152907		6.4053683		6.246057		5.4723954		5.517404		4.9286456		5.3605494		5.2799106		4.9736643		5.523953		6.180773		-1.6298358		-1.4121435		-2.7831578		-1.8474145		-1.8624628		-2.058547		-1.8421817		-1.0462911		-0.89721155		-0.49788666		-1.4767227		-0.8855076		-0.7047267		-1.0416265		-0.88141537		-0.06528425		No		Yes		Yes		U35_44k_v1_4344		LOC_Os08g43640.1		emb|CAJ86260.1| 3e-81  H0801D08.18 [Oryza sativa (indica cultivar-group)]		LOC_Os07g46700.3 3e-68 RNA-binding protein putative expressed		ATGTGCTAATGCGGTTTACATATGGTTTCAACTTAAAAACAAGGCTGCTTCAGCTCTAAA		10403		AT3G47160.1

		39873		CUST_31453_PI390587928		5.1231675		5.298071		5.1181364		5.4090743		3.871127		4.9888206		2.4885015		3.2781754		4.0020647		4.050388		3.2184741		5.380303		-2.3817809		-1.2390637		-6.1886935		-4.3799033		-2.1751318		-2.3745975		-3.7312584		-1.020143		-1.1211028		-0.30925035		-2.6296349		-2.130899		-1.2520406		-1.247683		-1.8996623		-0.0287714		Yes		Yes		Yes		U35_44k_v1_39873		LOC_Os10g04540.1		ref|NP_001064113.1| 4e-35  Os10g0134500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04520.1 9e-37 expressed protein		GATGCGACCGTATGGTGCGCAGACCATATGATACATATCTTTACACTGACAACTTTGTGT		36113		0

		40651		CUST_25404_PI390587928		9.54304		8.787133		8.925033		9.390294		9.985858		10.680917		10.925977		10.357934		10.254792		10.636773		10.673194		9.546216		1.3592565		3.7160852		4.002619		1.9556388		1.6377918		3.6041021		3.3593016		1.1141334		0.71175194		1.8937836		2.0009441		0.9676399		0.4428177		1.8496399		1.7481613		0.15592194		Yes		Yes		Yes		U35_44k_v1_40651		LOC_Os07g38810.1		emb|CAH17379.2| 9e-29  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38810.1 2e-27 lectin receptor-type protein kinase putative expressed		TTCATACAAGGACTTGTTTCATGCGACCAAGGGTTTCAGTGACAAGAACTTGCTTGGGAG		28144		AT3G53810.1

		6546		CUST_40893_PI390587928		2.8571637		2.8134863		2.1789498		3.5052478		3.9451606		4.9320836		5.4720306		4.774916		4.6202292		4.915262		5.4636383		4.1260147		2.1257868		4.342715		9.8020315		2.4110613		3.3941858		4.292374		9.745177		1.5376923		1.7630656		2.1185973		3.2930808		1.2696683		1.087997		2.101776		3.2846885		0.6207669		Yes		No		No		U35_44k_v1_6546		LOC_Os01g59020.1		dbj|BAB92256.1| 6e-77  putative cytochrome P450-dependent fatty acid hydroxylase [Oryza sativa Japonica Group]		LOC_Os01g58970.1 1e-78 cytochrome P450 94A2 putative expressed		TTACACCTGCAAGTCAGGTGGCAGAAACTAATTGGACAACTTTGAGCATTGCTTAAAAAA		25264		AT3G56630.1

		3907		CUST_26707_PI390587928		9.796528		9.307843		9.18769		9.7169		10.737087		11.447659		12.528108		11.65182		11.124166		11.894635		12.219785		10.778297		1.9192723		4.4070563		10.128986		3.82357		2.5099134		6.0076137		8.179967		2.0869522		1.3276377		2.1398153		3.3404179		1.9349203		0.9405594		2.586792		3.032095		1.0613976		Yes		Yes		Yes		U35_44k_v1_3907		LOC_Os01g02300.1		gb|AAD46420.1|AF100771_1 0.0  receptor-like kinase [Hordeum vulgare]		LOC_Os01g02580.1 0.0 receptor kinase ORK10 putative		CATGAGAATCCCGTTGGCGTTGTTATTACTCTTTTCTGTAAAATATTGTTCTCATTCAGT		10743		AT1G66910.1

		39578		CUST_16382_PI390587928		5.55546		3.39305		4.924157		5.118287		5.8135886		2.2357635		3.2219112		3.3983586		5.898456		3.6567307		3.1494884		4.7757306		1.1959264		-2.230375		-3.2540715		-3.294201		1.268388		1.2005377		-3.4215944		-1.2680016		0.34299612		-1.1572864		-1.702246		-1.7199285		0.25812864		0.2636807		-1.7746687		-0.34255648		Yes		No		No		U35_44k_v1_39578		LOC_Os02g57290.4		ref|NP_001048526.1| 1e-85  Os02g0817900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g57290.4 3e-87 cytochrome P450 97B3 putative expressed		CTAAGTCAAGTGTGATACATAATGAGTAGATAATGCGTACGTTCCCATCTTAAATTAGGA		25340		AT1G31800.1

		19176		CUST_20399_PI390587928		6.368643		6.6833453		7.094724		6.850063		6.274437		6.121958		6.205439		6.4401703		6.162679		5.8550954		5.9077067		6.477737		-1.0674777		-1.4756879		-1.8522581		-1.3285868		-1.1534566		-1.7755302		-2.2768157		-1.294438		-0.20596361		-0.56138754		-0.8892851		-0.40989256		-0.09420586		-0.82824993		-1.1870174		-0.3723259		No		Yes		Yes		U35_44k_v1_19176		LOC_Os10g41590.1		gb|EAY79556.1| 6e-52  hypothetical protein OsI_033515 [Oryza sativa (indica cultivar-group)]		LOC_Os10g41590.1 1e-53 zinc finger C3HC4 type family protein expressed		ATGATCACTTGAAAGAGGTTGTTGGCAATGTCCGTGAAGCTATTTCCATCGTCAATGAGA		13557		AT1G55250.1

		18104		CUST_14360_PI390587928		10.388774		10.288947		12.128837		11.869693		10.45946		10.824306		11.700278		10.826617		10.292436		11.008025		11.764412		11.800769		1.0502162		1.4493022		-1.345888		-2.0606158		-1.0690566		1.6461297		-1.2873682		-1.048934		-0.09633827		0.5353584		-0.42855835		-1.0430756		0.07068634		0.71907806		-0.3644247		-0.06892395		No		Yes		Yes		U35_44k_v1_18104		LOC_Os12g05420.1		ref|NP_001066163.1| 0.0  Os12g0149900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05420.1 0.0 calmodulin binding protein putative expressed		AACAATGTATGATTGCACCTTTTCCCGCCAAATATCATTATTGCAGAAATAGCTTCAACA		18345		AT3G52870.1

		31708		CUST_11613_PI390587928		9.615514		9.898896		10.296085		9.763888		9.543834		9.302571		8.976226		9.091221		9.505323		9.046252		8.944884		9.583591		-1.0509398		-1.5118604		-2.496418		-1.5940175		-1.0793706		-1.8058074		-2.5512443		-1.1331171		-0.11019039		-0.5963249		-1.3198595		-0.6726675		-0.07168007		-0.85264397		-1.351201		-0.1802969		No		Yes		Yes		U35_44k_v1_31708		LOC_Os03g18370.1		ref|NP_001049820.1| 3e-36  Os03g0294800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18370.1 3e-38 ATP binding protein putative expressed		GATCAGAGCTGGAATCAGCGAGCGAGGATTTCAGCAATATAATTGGTTCTACATCTAGCT		None		AT4G18640.1

		28571		CUST_21672_PI390587928		10.265063		10.720657		11.073709		10.507525		9.943219		10.024505		9.585962		9.794244		9.094821		9.415914		9.609746		9.838401		-1.2499273		-1.6201785		-2.804505		-1.6395292		-2.250495		-2.4703984		-2.7586503		-1.5901078		-1.1702423		-0.6961527		-1.4877462		-0.71328163		-0.3218441		-1.3047438		-1.4639626		-0.6691246		Yes		Yes		Yes		U35_44k_v1_28571		LOC_Os01g56230.4		gb|EAZ13673.1| 5e-09  hypothetical protein OsJ_003498 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56230.4 2e-09 expressed protein		TTCGTACACCAATGCGTTCATGCCACTGAATGGCTTGCCAAACTTAGCAAAATCATCGGA		27532		0

		45719		CUST_756_PI390587928		1.4866303		1.5979406		1.5660969		1.5179882		7.6540704		8.314294		9.60201		12.045457		2.3982494		2.7580738		1.547239		2.3718247		71.87608		105.15353		262.45248		1475.9915		1.8811555		2.2347806		-1.0131571		1.8073007		0.91161907		6.7163534		8.0359125		10.527469		6.16744		1.1601332		-0.018857956		0.85383654		Yes		Yes		Yes		U35_44k_v1_45719		-		ref|XP_001913063.1| 5e-18  unnamed protein product [Podospora anserina]		LOC_Os02g14059.1 1e-18 60S ribosomal protein L11-1 putative expressed		CCGTTTACAGCAAGGCTCGTTACACCGTCCGAACTTTCGGTGTCCGACGTAACGAAAAGA		44911		AT5G45775.2

		30032		CUST_1415_PI390587928		6.749275		7.3539658		7.5023293		7.316217		6.5579543		6.7739615		7.2405643		7.1315665		6.3993325		6.2720203		6.8343887		6.9379315		-1.1418086		-1.4948536		-1.1989446		-1.1365415		-1.27451		-2.1168888		-1.5888034		-1.2997962		-0.34994268		-0.5800042		-0.261765		-0.18465042		-0.1913209		-1.0819454		-0.6679406		-0.3782854		No		Yes		Yes		U35_44k_v1_30032		LOC_Os03g64320.1		No hits found		No hits found		AATCATCATAAGCGCTCGAGCTCGAAGAAAAAAGGGGGCAAGAAAACCCATATTACCCTC		29683		0

		10249		CUST_40058_PI390587928		10.453166		7.806072		7.243637		9.303315		9.06951		7.051828		3.9827576		7.107475		8.686514		5.9409904		4.7018447		9.557571		-2.6092868		-1.6867479		-9.585671		-4.5815644		-3.4026344		-3.642886		-5.82312		1.1927207		-1.7666521		-0.7542443		-3.2608795		-2.1958404		-1.3836555		-1.8650818		-2.5417924		0.25425625		Yes		Yes		Yes		U35_44k_v1_10249		LOC_Os04g49680.1		ref|NP_001053683.1| 1e-27  Os04g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49680.1 2e-26 expressed protein		CCTGTGCAGTGCGGATGATTTGTTTATTAGAAATGAATACAGGAAAAATAAAGGATCTGA		4062		AT4G17670.1

		37628		CUST_40166_PI390587928		5.656065		5.797132		3.5159435		5.34709		5.532898		6.2056746		6.353262		7.1880126		5.7155056		6.0049896		6.950224		6.6916695		-1.0891231		1.3273443		7.146904		3.582391		1.0420617		1.1549718		10.809894		2.539562		0.059440613		0.40854263		2.8373184		1.8409228		-0.12316704		0.20785761		3.4342804		1.3445797		Yes		Yes		Yes		U35_44k_v1_37628		LOC_Os09g38510.1		gb|ABR25368.1| 3e-05  atpup5 [Oryza sativa (indica cultivar-group)]		LOC_Os09g38510.1 4e-07 ATPUP5 putative expressed		GATGAGTGTATATAGTTCTAGCACATGATTCGTGAATGATGTGTGAAGAGTGATGTAAAA		32455		0

		39853		CUST_31484_PI390587928		4.892732		5.4389663		4.932518		5.3186297		4.402922		6.242846		6.418407		6.0393014		4.426167		6.303412		5.1283116		4.380001		-1.4042599		1.7457896		2.8008971		1.6479491		-1.3818157		1.82064		1.145354		-1.9167055		-0.46656513		0.80387974		1.485889		0.72067165		-0.48981		0.8644457		0.19579363		-0.9386287		No		Yes		Yes		U35_44k_v1_39853		LOC_Os06g10210.2		ref|NP_001057086.1| 6e-21  Os06g0203600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10210.1 1e-24 expressed protein		TGTTGCATCTGAAGAAGTACTTCATACGCTAAGGCAGTCCGATGGCACGTTACATATTTG		36088		AT2G26310.1

		30559		CUST_28376_PI390587928		4.350037		4.8156404		5.454139		4.934895		3.8553073		4.0656104		4.6600595		4.2614274		3.9961727		3.2149937		4.0551596		4.067578		-1.4090568		-1.6818279		-1.733971		-1.5949018		-1.2779793		-3.0327923		-2.63715		-1.8242674		-0.35386443		-0.75003004		-0.7940798		-0.67346764		-0.49472976		-1.6006467		-1.3989797		-0.8673172		Yes		No		No		U35_44k_v1_30559		-		ref|NP_624864.1| 1e-10  hypothetical protein SCO0550 [Streptomyces coelicolor A3(2)]		No hits found		GTCCCCGCGACCCCATCTACGTGCCCTACTGCTAGGGAATGGTGACGTTGAATAATGACT		30529		0

		45639		CUST_15897_PI390587928		8.13157		7.9320064		8.277861		8.271222		7.879268		7.8781943		7.1924043		7.4338155		7.6104674		7.550284		7.7402596		8.425361		-1.191106		-1.038004		-2.1220467		-1.7868353		-1.4350514		-1.3028965		-1.4515568		1.112757		-0.5211024		-0.053812027		-1.0854564		-0.83740664		-0.2523017		-0.38172245		-0.537601		0.15413857		No		Yes		Yes		U35_44k_v1_45639		LOC_Os12g07840.1		No hits found		No hits found		ATATTTCTCAAGAACAAGCGGGAGTAAATAAAAGTTGAGAGCATTCTTCCTGCCAAAAAA		44755		0

		19496		CUST_29437_PI390587928		11.277809		10.947251		11.239445		10.650437		10.755076		10.553874		9.830326		10.25314		10.649953		10.283135		10.067052		10.492045		-1.436674		-1.3134646		-2.6557488		-1.3170379		-1.5452671		-1.5845969		-2.2538521		-1.1160425		-0.62785625		-0.3933773		-1.4091187		-0.3972969		-0.52273273		-0.6641159		-1.1723928		-0.15839195		No		Yes		Yes		U35_44k_v1_19496		LOC_Os02g06890.1		gb|EAY84610.1| e-102  hypothetical protein OsI_005843 [Oryza sativa (indica cultivar-group)]		LOC_Os02g06890.1 1e-104 expressed protein		CTCCGGTTTGGATATTGATTTGGATGTTCATATTGACTGGCATCTTAAAGAATTGAAGAT		11268		AT1G50670.1

		14		CUST_4650_PI390587928		11.919243		10.722211		10.649232		10.3835		12.969733		11.488275		11.541043		10.409603		13.34465		12.923673		12.210923		10.361928		2.0712337		1.7006234		1.8555044		1.0182579		2.6859033		4.5994515		2.951997		-1.015065		1.4254074		0.7660637		0.8918114		0.02610302		1.0504904		2.2014618		1.5616913		-0.021572113		Yes		No		No		U35_44k_v1_14		LOC_Os03g49190.1		emb|CAA57994.1| 3e-19  high molecular weight oleosin [Hordeum vulgare subsp. vulgare]		LOC_Os03g49190.1 6e-16 oleosin 18 kDa putative expressed		ACTGCTCATGTTTGGATGGATCGATCGGTTTAGCACCGAGTTTGTGAATAAGAAAAGGCC		1472		0

		14236		CUST_2681_PI390587928		9.379893		10.627117		13.380622		11.252537		10.6646385		11.713947		12.490899		11.246934		11.059772		12.169841		12.327427		11.117317		2.4363902		2.1240683		-1.8528202		-1.0038911		3.204009		2.9134402		-2.0751204		-1.0982599		1.6798782		1.0868301		-0.8897228		-0.0056028366		1.2847452		1.5427237		-1.053195		-0.13521957		No		Yes		Yes		U35_44k_v1_14236		LOC_Os04g43800.1		sp|Q43210|PALY_WHEAT 0.0  Phenylalanine ammonia-lyase		LOC_Os04g43800.1 0.0 phenylalanine ammonia-lyase putative expressed		GTTGGGTAGCCAGTAGAACTTTTCTTATTTAAGTTATAAAAGGGTACAGTGTGTGATAAG		1800		AT2G37040.1

		23186		CUST_18978_PI390587928		7.1195316		7.2146783		7.120234		6.2307925		6.898018		7.118958		5.590613		5.7552047		6.5794506		7.1293054		6.423242		6.273421		-1.1659564		-1.0685987		-2.8871		-1.3904847		-1.4540542		-1.060962		-1.6211212		1.0299885		-0.540081		-0.09572029		-1.5296211		-0.47558784		-0.22151375		-0.085372925		-0.6969919		0.04262829		No		Yes		Yes		U35_44k_v1_23186		-		emb|CAO69725.1| 5e-46  unnamed protein product [Vitis vinifera]		LOC_Os09g24670.1 7e-07 CAAX amino terminal protease family protein putative expressed		ATAGTCATGAAGGTGGGTACAGTTCATTAACACTTTCGCCACACTTTTACCGTAATCTTA		17088		AT2G20725.1

		31357		CUST_28858_PI390587928		4.061704		4.6033597		2.2417476		2.6219528		3.504432		6.8968887		7.517929		8.642631		3.4524586		7.805086		8.132734		6.921885		-1.4714843		4.902539		38.751526		64.92389		-1.5254612		9.20059		59.342197		19.69739		-0.60924554		2.293529		5.276181		6.0206776		-0.5572722		3.2017264		5.8909864		4.2999325		Yes		Yes		Yes		U35_44k_v1_31357		-		No hits found		No hits found		GTATGCATGTCACCCTCAAAAGGCTTATATTCATGTACAGGAGCTTTGATTTTGTTAAAA		31530		0

		4187		CUST_21431_PI390587928		6.842116		7.447432		4.6769943		5.2393804		7.031568		7.9976044		9.03478		9.293881		7.2867064		8.330358		8.19243		5.9654136		1.1403307		1.4642606		20.503315		16.615997		1.3609278		1.844111		11.435402		1.6540848		0.44459057		0.5501723		4.357785		4.054501		0.18945217		0.8829255		3.5154352		0.7260332		Yes		Yes		Yes		U35_44k_v1_4187		LOC_Os01g40660.1		gb|EAY89485.1| e-124  hypothetical protein OsI_010718 [Oryza sativa (indica cultivar-group)]		LOC_Os01g40660.1 2e-51 embryonic abundant protein-like putative expressed		CAGTTTTATGAAATATGGTATTGTTAATAGAATTTCCAGTCTCATTCCGCGGAGCCAAAA		14107		AT2G41380.1

		4980		CUST_8946_PI390587928		8.662862		10.220858		10.727937		9.706807		8.129735		9.416787		9.629832		9.33557		7.9612594		8.9064865		9.412851		9.463058		-1.4470621		-1.7460204		-2.1407325		-1.2934612		-1.6263102		-2.486939		-2.4881706		-1.1840653		-0.70160246		-0.8040705		-1.0981045		-0.3712368		-0.53312683		-1.3143711		-1.3150854		-0.24374866		No		Yes		Yes		U35_44k_v1_4980		LOC_Os06g49320.1		gb|EAZ02303.1| e-144  hypothetical protein OsI_023535 [Oryza sativa (indica cultivar-group)]		LOC_Os06g49320.1 1e-145 glycosyltransferase putative expressed		CACACATGCAGAGAAAAATGTAATTATTTGCCCACATGGGGACTGAGTGATCGATTTTTT		12043		AT3G18180.1

		21676		CUST_37651_PI390587928		11.391299		10.223414		9.772698		10.307163		11.162429		10.0035925		8.678866		10.015361		11.070443		9.667127		8.874698		10.060412		-1.171917		-1.1645899		-2.134402		-1.2241687		-1.2490715		-1.4704806		-1.8634818		-1.1865319		-0.3208561		-0.21982193		-1.093832		-0.2918024		-0.22887039		-0.55628777		-0.8980007		-0.24675083		No		Yes		Yes		U35_44k_v1_21676		LOC_Os12g02350.1		gb|EAY79719.1| 7e-30  hypothetical protein OsI_033678 [Oryza sativa (indica cultivar-group)]		LOC_Os12g02350.1 5e-30 RING-H2 finger protein ATL5A putative expressed		GCTTGATGCGAATGTTCCTCGTGTCCTTGTCATTTTGGGTTGGAGCATACGATATTTTTT		15937		AT5G01880.1

		175		CUST_38626_PI390587928		5.7975545		6.167525		3.2769415		5.0332074		4.9288797		5.4574986		4.9360943		4.9901032		4.7625203		5.283321		4.8430424		4.9896216		-1.8259848		-1.6358339		3.15831		-1.0303284		-2.0491621		-1.8457458		2.9610336		-1.0306723		-1.0350342		-0.71002626		1.6591527		-0.04310417		-0.86867476		-0.8842039		1.5661008		-0.043585777		No		Yes		Yes		U35_44k_v1_175		LOC_Os10g42110.1		gb|EAY79592.1| 0.0  hypothetical protein OsI_033551 [Oryza sativa (indica cultivar-group)]		LOC_Os10g42110.1 0.0 ATP binding protein putative expressed		GAATGAATTGGTGGTGATTTGCATCAAATAATGTTAGATCATTTTTAGCCCCTCGTCCTG		4777		AT5G46570.1

		46847		CUST_783_PI390587928		3.0174706		3.3626556		2.2172573		2.8153076		6.2799573		5.2344813		7.42116		4.9154353		7.160965		6.679587		6.6244392		2.9943397		9.596356		3.6599545		36.857933		4.287473		17.673239		9.965425		21.217485		1.1321241		4.1434946		1.8718257		5.203903		2.1001277		3.2624867		3.3169312		4.4071817		0.17903209		Yes		Yes		Yes		U35_44k_v1_46847		LOC_Os07g06300.1		gb|EAY90169.1| 1e-10  hypothetical protein OsI_011402 [Oryza sativa (indica cultivar-group)]		LOC_Os03g25340.1 1e-12 peroxidase 47 precursor putative expressed		TGGAACATTAGCGACACGTAGAGGGAAGGCCAACCGAACAAGAACAGCCTGCGAGGGTTA		47460		0

		45853		CUST_174_PI390587928		2.2969913		2.7734191		2.2747662		1.59522		2.893788		4.115035		5.2803783		4.520516		2.3341985		2.8139741		4.487283		1.6132821		1.512355		2.5343502		8.031181		7.5962944		1.0261254		1.0285094		4.634832		1.0125984		0.037207127		1.3416159		3.0056121		2.9252958		0.59679675		0.040555		2.212517		0.018062115		Yes		Yes		Yes		U35_44k_v1_45853		LOC_Os08g04540.1		dbj|BAD11768.1| 3e-33  tryptophan decarboxylase [Hordeum vulgare subsp. spontaneum]		LOC_Os08g04540.1 4e-31 aromatic-L-amino-acid decarboxylase putative expressed		AGCGGCTCAGTTGGCGTGTCCCATATACCACGCCTGGCTGTCTATGCTGCCGACCAAACG		45206		AT2G20340.1

		17625		CUST_31651_PI390587928		14.355075		13.593118		12.662454		10.637871		14.144219		13.44735		11.318578		9.242003		14.113399		13.665566		12.037273		10.358404		-1.1573743		-1.1063195		-2.5383234		-2.631467		-1.1823657		1.0515		-1.5424035		-1.2137461		-0.24167633		-0.14576817		-1.3438759		-1.3958673		-0.21085548		0.07244873		-0.62518024		-0.27946663		No		Yes		Yes		U35_44k_v1_17625		LOC_Os07g49360.1		ref|NP_001060737.1| 6e-19  Os07g0694300 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49360.1 1e-20 peroxidase 21 precursor putative expressed		GCGTTATCCGAATTCGCTGTAGTTTCCAACGTCTGCAACAATGAAATTCTGCCGAAAAAA		15863		AT2G37130.2

		7429		CUST_39417_PI390587928		12.245631		12.488469		12.198703		12.272503		12.648892		13.025958		13.151157		12.213489		12.989033		13.5158415		13.036212		12.475994		1.322494		1.451444		1.9351623		-1.0417538		1.6741184		2.0383084		1.7869623		1.1514815		0.7434015		0.53748894		0.95245457		-0.05901432		0.40326118		1.0273724		0.83750916		0.20349121		No		Yes		Yes		U35_44k_v1_7429		LOC_Os02g36870.1		ref|NP_001047227.1| 2e-65  Os02g0578800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36870.1 4e-67 YGL010w-like protein putative expressed		CGTGTTTGGTGTCGTGTTCGTGTTAGTGAAGATAAGATGAACAGTGAAGTAATAAATTTT		21406		AT1G18720.1

		42320		CUST_34527_PI390587928		4.8196607		3.7855656		2.9313574		4.705239		4.7970424		4.6093907		5.707621		5.3729706		4.5580044		5.1033974		5.579788		5.4909577		-1.0158013		1.770093		6.8507586		1.5885735		-1.1988542		2.4929116		6.26985		1.7239512		-0.26165628		0.8238251		2.7762637		0.66773176		-0.022618294		1.3178318		2.6484308		0.7857189		Yes		No		No		U35_44k_v1_42320		LOC_Os10g30910.2		ref|NP_001064715.1| 1e-95  Os10g0446200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g30910.1 2e-97 expressed protein		GCTTTCATTCATGGCTGTTGTTGGTACATTCATATATATGGCTACAATTAAAGAAGCTTC		37932		AT2G46060.2

		472		CUST_2950_PI390587928		8.461694		7.995237		7.697956		8.321206		8.360447		8.418939		10.163281		9.64954		8.749131		9.299211		9.740106		8.571783		-1.0727001		1.3413649		5.522515		2.511125		1.2204705		2.4690802		4.118587		1.1896828		0.28743744		0.42370176		2.4653254		1.3283339		-0.101246834		1.3039737		2.0421495		0.25057697		Yes		Yes		Yes		U35_44k_v1_472		LOC_Os01g66940.1		sp|Q0JGZ6|SCRK1_ORYSJ e-163  Fructokinase-1 (Fructokinase I) (OsFKI)		LOC_Os01g66940.1 1e-165 fructokinase-1 putative expressed		TGTACATTGCTGTTATGTGAAGGTGCCAAGTGCCAAAATTGTTGTGATTCTCCTGACAAA		101		AT2G31390.1

		10058		CUST_19134_PI390587928		5.231301		5.5733743		5.3694935		4.340679		4.517476		4.8818994		3.9484358		4.4564114		4.029146		4.043476		4.015934		3.9412136		-1.6401466		-1.6149337		-2.6778176		1.0835248		-2.3008304		-2.8876545		-2.5554183		-1.3190192		-1.2021546		-0.6914749		-1.4210577		0.11573219		-0.71382475		-1.5298982		-1.3535595		-0.39946556		Yes		Yes		Yes		U35_44k_v1_10058		LOC_Os10g35940.1		gb|AAG13624.1|AC078840_15 1e-91  putative folylpolyglutamate synthetase [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02030.2 3e-86 folylpolyglutamate synthase mitochondrial precursor putative expressed		TAAAAGCACCTGTAGTTTGTGGGATATCTTCCCTCGGATATGATCACATGGAAATTCTTG		18810		AT5G05980.2

		3466		CUST_31021_PI390587928		6.8646626		6.1002007		6.288479		7.452432		7.234946		7.817959		10.495976		9.302789		7.423365		8.659173		10.688026		8.962681		1.2926065		3.289249		18.474937		3.605893		1.4729439		5.892878		21.105507		2.8485913		0.55870247		1.7177582		4.2074976		1.8503566		0.37028313		2.5589724		4.3995476		1.5102487		Yes		Yes		Yes		U35_44k_v1_3466		LOC_Os03g03350.1		ref|NP_001048813.1| 0.0  Os03g0124900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03350.1 0.0 glycoside hydrolase family 28 putative expressed		AGTCAAGCGATTTGAAAAATGCTGCAGAATAAACACATGTGTGCAATGAAATGACTCCCA		8722		AT3G48950.1

		2172		CUST_37600_PI390587928		10.914734		11.134259		10.783245		10.631398		10.476939		10.751403		9.732581		10.336112		10.338706		10.525375		10.068859		10.624078		-1.3545322		-1.3039209		-2.071483		-1.2271284		-1.4907392		-1.5250789		-1.6407847		-1.005087		-0.57602787		-0.38285637		-1.050664		-0.29528618		-0.4377947		-0.60888386		-0.714386		-0.007320404		No		Yes		Yes		U35_44k_v1_2172		LOC_Os01g08660.1		gb|EAY95175.1| 2e-27  hypothetical protein OsI_016408 [Oryza sativa (indica cultivar-group)]		LOC_Os01g08660.1 3e-22 aquaporin SIP1.1 putative expressed		GTTACACCGATGCTTAGCTTAAAAGTGATAATTTATCAGTCATTCATGTTTACTGTGTGC		6339		AT5G18290.1

		445		CUST_7896_PI390587928		9.448624		8.713429		7.227211		7.535623		11.823075		10.655724		13.375268		13.564868		11.322352		11.0547905		14.124465		9.557926		5.185387		3.8431628		70.91687		65.310585		3.6647854		5.0678053		119.20112		4.062318		1.8737288		1.9422941		6.148057		6.029245		2.3744516		2.341361		6.897254		2.022303		Yes		Yes		Yes		U35_44k_v1_445		LOC_Os01g71670.1		sp|P15737|E13B_HORVU e-151  Glucan endo-1,3-beta-glucosidase GII precursor ((1->3)-beta-glucan endohydrolase GII) ((1->3)-beta-glucanase isoenzyme GII) (Beta-1,3-endoglucanase GII)		LOC_Os01g71670.1 1e-120 glucan endo-13-beta-glucosidase GII precursor putative expressed		GCGTTAACTTCCTGGTGATGATACATCATCATGGTATGAATAAAAGATATGGAAGATGTT		1637		AT4G16260.1

		14425		CUST_9031_PI390587928		1.8658943		1.3907471		1.3835555		1.3695611		1.871957		2.996666		6.9091053		4.747398		2.8424575		5.850372		6.893442		2.836305		1.0042112		3.0438957		46.063427		10.395136		1.9677722		22.002945		45.56603		2.7639735		0.9765632		1.6059189		5.52555		3.3778367		0.006062627		4.459625		5.5098867		1.4667438		Yes		Yes		Yes		U35_44k_v1_14425		-		emb|CAJ32656.1| 2e-47  putative avenin-like a precursor [Aegilops cylindrica]		LOC_Os06g31070.1 3e-15 prolamin PPROL 17 precursor putative expressed		CATCATGTGTGGCCGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAAAAAA		1465		0

		7878		CUST_39873_PI390587928		9.545976		9.617204		9.617045		8.956233		9.3610935		9.357272		8.491207		8.647883		9.08525		9.039934		8.857082		8.880744		-1.1367241		-1.1974219		-2.1822832		-1.2382903		-1.3762339		-1.4920228		-1.6934472		-1.0537182		-0.46072578		-0.25993156		-1.1258383		-0.3083496		-0.18488216		-0.57726955		-0.75996304		-0.075489044		No		Yes		Yes		U35_44k_v1_7878		LOC_Os02g08260.1		ref|NP_001046081.1| 8e-71  Os02g0179100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08260.1 2e-72 HDDC2 protein putative expressed		AACTCGTTGACACCAATACATCGTACTCCTGTTAATCGAGGTCCATCGTTTCGATCATCG		16161		AT2G23820.2

		5789		CUST_11238_PI390587928		4.8263683		4.863273		4.8574734		4.582213		5.1471424		5.2549033		6.479439		4.705493		5.556194		5.76746		6.0042214		4.8978186		1.2490005		1.3118749		3.0779407		1.0892085		1.6584384		1.8714892		2.2141426		1.244534		0.7298255		0.39163017		1.6219654		0.12328005		0.32077408		0.9041867		1.1467481		0.31560564		No		Yes		Yes		U35_44k_v1_5789		LOC_Os10g35294.1		ref|NP_001064953.1| 9e-58  Os10g0495900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35294.1 2e-59 fiber protein Fb34 putative expressed		GGTCCTATGTAAGGTTTTGTTGAAATTAAAAATGGGCCTTAGGCCCATAAAACAAATTTC		12081		AT3G15480.1

		45629		CUST_37658_PI390587928		3.5442142		3.962124		4.60548		3.1815665		4.4518776		3.312913		1.631497		2.4194627		1.7342459		2.614955		2.0097163		2.1642704		1.8760046		-1.5683105		-7.8570256		-1.695962		-3.506346		-2.5441244		-6.04509		-2.0241218		-1.8099684		-0.64921117		-2.9739833		-0.7621038		0.90766335		-1.3471692		-2.595764		-1.0172961		Yes		No		No		U35_44k_v1_45629		-		No hits found		No hits found		GATTCATCTTGTAAGATTGTTACCTTTCTATTAATATAGACGTACTGCCTGCTTTGCTGT		44734		0

		10137		CUST_6067_PI390587928		10.348175		9.960499		11.080098		11.23399		9.968717		9.237675		9.497383		10.40286		9.921117		9.069442		9.865916		10.941032		-1.3008535		-1.6504096		-2.99533		-1.7790784		-1.3444892		-1.8545344		-2.3200917		-1.225149		-0.42705822		-0.7228241		-1.582715		-0.83113		-0.37945843		-0.891057		-1.2141819		-0.2929573		No		Yes		Yes		U35_44k_v1_10137		LOC_Os01g69290.1		gb|EAY77019.1| 4e-15  hypothetical protein OsI_004866 [Oryza sativa (indica cultivar-group)]		LOC_Os01g69290.1 2e-16 expressed protein		ATCTCTGCACTGTACTACTACGCATCGCCATGGCCATGAATGATAGCTCAGCTCAAAAAA		None		0

		41371		CUST_2647_PI390587928		7.8579736		6.4908004		7.5718474		9.450196		8.424357		8.311829		9.4141655		10.242011		8.292103		8.3147335		9.453351		10.581769		1.4808072		3.5333292		3.5858572		1.7312509		1.3510951		3.540451		3.6845887		2.1909745		0.43412924		1.8210282		1.842318		0.7918148		0.56638384		1.8239331		1.8815036		1.1315727		Yes		No		No		U35_44k_v1_41371		LOC_Os02g42110.1		gb|ABB46953.2| 2e-12  Calcium binding EGF domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g10130.1 4e-14 OsWAK112d - OsWAK receptor-like protein kinase expressed		TGGGCATTGTGAATTGTAACATCCTGATACGGACACCATGGTTGTTTAAATGAAGTAATG		11886		0

		25202		CUST_17080_PI390587928		6.9429984		6.5428123		6.892227		6.8720326		6.5144744		6.8978295		6.5668297		6.4798813		6.9280086		7.8063717		7.018919		6.998221		-1.345856		1.2790008		-1.2530097		-1.312349		-1.0104443		2.4008734		1.0917873		1.0914063		-0.014989853		0.3550172		-0.3253975		-0.39215136		-0.42852402		1.2635593		0.12669182		0.12618828		No		Yes		Yes		U35_44k_v1_25202		LOC_Os04g47620.1		No hits found		No hits found		GCTGATCGAATCAATGCAAAGTTGCGCCTCTTCGGTGAGCAAGCTTTTCGGAATGTTAAA		21391		0

		23362		CUST_16902_PI390587928		4.075565		3.2230186		3.6003742		4.625867		3.5383174		3.256449		6.3808713		7.953701		3.2428818		2.8610399		5.873737		6.710547		-1.4512011		1.0234427		6.8708906		10.041021		-1.7809945		-1.2851875		4.8344865		4.2418103		-0.8326831		0.033430338		2.780497		3.3278341		-0.5372474		-0.36197877		2.2733626		2.08468		No		Yes		Yes		U35_44k_v1_23362		LOC_Os03g07200.2		gb|ABF94181.1| 1e-46  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g07200.2 3e-48 expressed protein		CTGTAAATAATGGGCACAAGAATATTCAGTTATACAGAGACCGCTAATCTCAGGATAAAA		25476		AT5G39530.1

		19138		CUST_39613_PI390587928		9.355942		9.465912		7.9156985		8.427131		8.677889		8.236535		6.8341403		7.016218		8.233868		8.465115		6.908006		8.021068		-1.5999789		-2.344657		-2.1163206		-2.6590528		-2.1765966		-2.0011055		-2.0106924		-1.3250649		-1.1220741		-1.2293768		-1.0815582		-1.4109125		-0.6780529		-1.0007973		-1.0076923		-0.40606308		Yes		No		No		U35_44k_v1_19138		LOC_Os01g15320.1		gb|EAY73360.1| 1e-25  hypothetical protein OsI_001207 [Oryza sativa (indica cultivar-group)]		LOC_Os01g15320.1 8e-27 rapid alkalinization factor 1 precursor putative expressed		GTGAAAGTAATTATGCTTACGCATTTTGGTGCATCTGATTTCGGTTGTGCCTAATAAAAA		10667		AT4G15800.1

		48972		CUST_23475_PI390587928		6.5381618		7.40391		6.4702587		5.180391		7.7798123		7.9049096		5.0852437		9.304381		7.4155755		7.037031		5.913832		5.1194677		2.364689		1.4151937		-2.6117468		17.435919		1.837079		-1.2895601		-1.4706221		-1.043133		0.87741375		0.50099945		-1.385015		4.1239905		1.2416506		-0.366879		-0.5564265		-0.0609231		No		Yes		Yes		U35_44k_v1_48972		LOC_Os03g52860.1		gb|AAB70865.1| 7e-77  lipoxygenase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52860.1 1e-73 lipoxygenase 2 putative expressed		GAAAATGTTGAGTGGTTGGCCAAGGGTTAATGTATTTTCCTTTTAAATTTTCCGTTCCAA		50850		AT3G22400.1

		29133		CUST_35936_PI390587928		6.8746905		5.30344		6.3626513		7.657074		7.6110177		7.563336		9.286202		8.852406		7.557436		8.006094		9.066433		8.372154		1.6659293		4.789569		7.5871134		2.2899745		1.6051916		6.5099835		6.5150743		1.6415745		0.68274546		2.2598958		2.923551		1.1953316		0.7363272		2.702654		2.7037816		0.71508026		Yes		Yes		Yes		U35_44k_v1_29133		LOC_Os01g02590.1		gb|EAZ10284.1| 4e-24  hypothetical protein OsJ_000109 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g02370.1 9e-26 receptor-like kinase ARK1AS putative expressed		GATTGGATTGTGGGAATTCTTCTGGTTCAGGGAGATTTCGCAGACTGCGTATTTGATGTG		28324		0

		4312		CUST_11743_PI390587928		11.891101		12.16615		11.200973		11.405622		11.961079		12.568165		11.904475		12.517498		11.693428		12.25623		11.881383		11.1869545		1.0497005		1.3213519		1.6284536		2.1612659		-1.1468469		1.0644294		1.6025956		-1.1636579		-0.19767284		0.40201473		0.70350266		1.1118765		0.06997776		0.09008026		0.6804104		-0.21866703		No		Yes		Yes		U35_44k_v1_4312		LOC_Os06g44160.1		ref|NP_001058224.1| 7e-29  Os06g0650900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g44160.1 2e-30 dnaJ protein putative expressed		CCCCTGTTTTACTGTGGAGGGAATGGACGTAGAAAGAAATTCAGGGTTCTAACTAAAAAA		10137		0

		25997		CUST_13018_PI390587928		5.9964066		5.8750877		5.7476983		6.256685		6.3693404		6.136518		8.116007		7.451901		6.6823907		6.5473466		7.468179		6.814478		1.2949836		1.1986665		5.163354		2.2897913		1.6087991		1.5935661		3.2954624		1.4720157		0.68598413		0.26143026		2.3683085		1.1952162		0.37293386		0.67225885		1.7204809		0.55779314		Yes		Yes		Yes		U35_44k_v1_25997		LOC_Os02g42220.1		emb|CAH67886.1| 4e-95  OSIGBa0153E02-OSIGBa0093I20.15 [Oryza sativa (indica cultivar-group)]		LOC_Os02g42220.1 5e-92 transposon protein putative unclassified expressed		GTTTTATTTCGATTTCTCTCCTACCTATGTTGGAGTCGGGATGATCTGCCCGCACATAGT		36542		AT1G65730.1

		10055		CUST_19140_PI390587928		1.8732458		2.9008262		1.5406293		1.3745824		3.2139862		5.0152287		8.002547		5.2695074		4.4857025		6.1054587		6.7540474		2.8801165		2.5328126		4.3301067		88.15179		14.876107		6.1154423		9.219142		37.101818		2.8392975		2.6124568		2.1144025		6.461918		3.894925		1.3407403		3.2046325		5.213418		1.505534		Yes		Yes		Yes		U35_44k_v1_10055		LOC_Os04g35890.1		ref|NP_001052870.1| 7e-95  Os04g0439600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35890.1 1e-96 protein kinase putative expressed		GCCTAATTGGATAGCAACAAAAGAATTGTATATATTCCTAAGTTGTGACTTTGCTAGTGC		20428		AT5G47850.1

		48362		CUST_36197_PI390587928		6.646679		5.1750245		2.6231678		3.9643772		7.074108		6.7009873		7.073014		7.4028244		6.9384956		7.0673127		6.8688207		5.4263935		1.344835		2.8797884		21.854315		10.84116		1.2241808		3.7122355		18.97007		2.7549312		0.2918167		1.5259628		4.4498463		3.4384472		0.4274292		1.8922882		4.245653		1.4620163		Yes		Yes		Yes		U35_44k_v1_48362		LOC_Os10g04730.1		gb|EAY77642.1| 4e-22  hypothetical protein OsI_031601 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 7e-23 protein kinase putative expressed		CAAATGTGAGATTGTGTACCCTAAAGAGTGTAAAGAAGGTTTCCAAACTAGTTAGAATAC		20782		AT4G03230.1

		18900		CUST_9649_PI390587928		4.783179		5.961346		5.9390883		4.89191		4.4820266		5.3346176		4.626761		3.1022577		4.472823		4.8183703		5.401708		3.813444		-1.232128		-1.5440598		-2.4834185		-3.4573157		-1.2400134		-2.2083607		-1.4513346		-2.1117897		-0.31035566		-0.62672853		-1.3123274		-1.7896523		-0.30115223		-1.1429758		-0.5373802		-1.0784662		Yes		Yes		Yes		U35_44k_v1_18900		-		gb|AAB41585.1| 4e-30  pollen allergen precursor [Hordeum vulgare]		No hits found		AAGACATTTGAGGCCACCTTCGCCGCGGCCTCCAACAAGGCTTTCGCGGAGGTCCTCAAG		9894		0

		20295		CUST_18373_PI390587928		10.534194		10.746556		10.735501		11.069534		9.77979		10.259307		9.005016		9.331109		9.824183		9.9558325		9.525418		10.814649		-1.6869346		-1.4017698		-3.3183935		-3.3367076		-1.6358161		-1.7299422		-2.3135095		-1.1932412		-0.7100105		-0.48724937		-1.730485		-1.7384253		-0.75440407		-0.7907238		-1.210083		-0.25488567		Yes		Yes		Yes		U35_44k_v1_20295		LOC_Os03g14500.1		gb|EAY89261.1| e-101  hypothetical protein OsI_010494 [Oryza sativa (indica cultivar-group)]		LOC_Os03g14500.1 1e-103 expressed protein		ATGGGGTGTTAATTCCGCTCTTGTGATTCAGATTTACTTGATCTCGAACGACATTTCTGC		25392		AT1G12330.1

		12355		CUST_38970_PI390587928		1.4397074		1.4857868		1.5204468		1.4756197		2.7532387		2.6171906		3.6736991		5.252704		1.4799223		1.5147014		1.5031494		1.4938593		2.4854918		2.190718		4.4482946		13.709312		1.028267		1.0202442		-1.0120618		1.012723		0.040214896		1.1314038		2.1532524		3.7770844		1.3135313		0.02891457		-0.017297387		0.018239617		Yes		Yes		Yes		U35_44k_v1_12355		LOC_Os05g31020.1		ref|XP_001273901.1| 3e-96  peptide chain release factor eRF/aRF, subunit 1 [Aspergillus clavatus NRRL 1]		LOC_Os07g39870.3 4e-86 eukaryotic peptide chain release factor subunit 1-1 putative expressed		GATTAACATCGATTTCGAGCCTTTCAAGCCTATCAACACCTCACTGTACCTCTGTGACAA		24073		AT3G26618.1

		43835		CUST_32582_PI390587928		6.8859735		6.9347663		6.557183		6.041077		6.185516		5.993334		4.5977426		5.6736817		6.297924		5.835156		4.6540895		5.4972587		-1.6250201		-1.9204341		-3.8891106		-1.2900218		-1.5032129		-2.142968		-3.7401428		-1.4578259		-0.5880494		-0.9414325		-1.9594402		-0.3673954		-0.7004576		-1.0996103		-1.9030933		-0.5438185		Yes		No		No		U35_44k_v1_43835		LOC_Os10g31850.5		gb|EAZ16311.1| 2e-16  hypothetical protein OsJ_030520 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g31850.5 5e-18 RING finger and CHY zinc finger domain-containing protein 1 putative expressed		TTGATATTTCTGTTTTATATTCCGATTCTCGCCATCAAGATGGGCGCAAGTGGCCGGCAT		41001		AT5G22920.1

		17180		CUST_19880_PI390587928		15.6130705		14.960078		14.028465		14.555593		15.925128		16.02352		16.244673		15.264125		16.145643		16.596632		16.14849		14.92815		1.241477		2.0899107		4.6467032		1.6341408		1.4465064		3.1092222		4.347017		1.294646		0.53257275		1.0634413		2.2162075		0.70853233		0.3120575		1.6365538		2.1200256		0.37255764		Yes		Yes		Yes		U35_44k_v1_17180		LOC_Os09g15330.2		gb|EAZ08597.1| 3e-51  hypothetical protein OsI_029829 [Oryza sativa (indica cultivar-group)]		LOC_Os09g15330.2 7e-53 sugar transport protein 14 putative expressed		CAATTAGGATTCGATCTGTCAGAAGGTGTAATTGGTGGCACGGGGTATGAGATGCAAAAG		20294		AT1G77210.1

		37470		CUST_33854_PI390587928		6.9546947		6.9420624		7.7472663		7.282173		6.796856		6.6591015		6.0244412		5.826755		6.989465		7.055308		7.518007		7.310344		-1.1156147		-1.2166893		-3.3008213		-2.7423604		1.0243938		1.0816588		-1.1722331		1.0197185		0.03477049		-0.2829609		-1.722825		-1.4554181		-0.15783882		0.11324549		-0.22925949		0.028171062		No		Yes		Yes		U35_44k_v1_37470		LOC_Os12g37600.1		gb|EAY83525.1| 1e-80  hypothetical protein OsI_037484 [Oryza sativa (indica cultivar-group)]		LOC_Os12g37600.1 2e-81 glycerol-3-phosphate acyltransferase 1 putative		TACTACCTGGCCAACCCCAGGATGTGCTACACGGTGGAGTTCCTCGGCAGGGTCGATACG		6715		AT4G01950.1

		33488		CUST_20354_PI390587928		14.089042		14.219579		13.612957		13.552114		14.303861		14.85535		14.635224		14.088356		14.590146		15.359795		15.003783		13.966252		1.1605582		1.5537677		2.0311086		1.4501905		1.4152966		2.20414		2.6222882		1.332503		0.50110435		0.6357708		1.0222673		0.5362425		0.21481895		1.1402159		1.3908262		0.4141388		No		Yes		Yes		U35_44k_v1_33488		LOC_Os06g24990.1		sp|Q8L5C6|XIP1_WHEAT 1e-09  Xylanase inhibitor protein 1 precursor (XIP-1) (XIP-I) (Class III chitinase homolog)		LOC_Os08g40740.1 2e-07 xylanase inhibitor protein 1 precursor putative		CGGTACTTCGACAAGCAGACCAACTACAGCAGCTTGATCAAGTACTACGCCTGTAGCTAT		8905		0

		40627		CUST_3789_PI390587928		14.853442		14.604401		13.699069		13.815899		14.410523		14.142436		11.6996355		12.076619		14.212331		13.557143		12.210813		13.05762		-1.3593518		-1.3774163		-3.9984298		-3.3386846		-1.55953		-2.0665975		-2.8054972		-1.6914715		-0.6411114		-0.4619646		-1.9994335		-1.7392797		-0.44291878		-1.0472574		-1.4882565		-0.75827885		Yes		Yes		Yes		U35_44k_v1_40627		LOC_Os02g43280.2		gb|AAR21278.1| 2e-80  fatty aldehyde dehydrogenase 1 [Zea mays]		LOC_Os02g43280.2 4e-80 aldehyde dehydrogenase 3B1 putative expressed		AGAAGCTACGCCAGATGAACGAAAGCATATGGACTCAAACCACATAAATGCTATATACTT		16828		AT4G36250.1

		16101		CUST_16531_PI390587928		10.0624		10.702717		11.205533		10.797089		10.369654		10.902736		9.219377		10.151574		9.585586		9.515202		9.788892		10.213661		1.2373502		1.1487134		-3.961801		-1.5642971		-1.3916672		-2.2776012		-2.6696327		-1.4984049		-0.47681427		0.20001888		-1.9861565		-0.6455145		0.30725384		-1.1875153		-1.4166412		-0.5834274		No		Yes		Yes		U35_44k_v1_16101		LOC_Os03g58350.1		ref|NP_001051565.1| 4e-35  Os03g0797800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58350.1 7e-37 OsIAA14 - Auxin-responsive Aux/IAA gene family member expressed		GTGTCCGTGTAGTAGATAAGTTCTCTCTGCTTAGTTTTACAAGTTTCCCTTTTGTAAAAA		8643		AT3G23030.1

		12374		CUST_38904_PI390587928		1.9440082		1.4066013		1.4181927		1.4032604		1.3820282		1.3590608		2.6080728		7.2297883		1.3675655		1.5266333		3.6216564		6.296453		-1.4762939		-1.0335015		2.2813377		56.749195		-1.4911679		1.086759		4.605838		29.716509		-0.5764427		-0.047540545		1.18988		5.826528		-0.56198		0.12003195		2.2034636		4.893193		No		Yes		Yes		U35_44k_v1_12374		LOC_Os07g09190.1		gb|EAZ38974.1| e-132  hypothetical protein OsJ_022457 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09190.1 1e-133 1-deoxy-D-xylulose-5-phosphate synthase chloroplast precursor putative expressed		GATAATGGACGTGTGTTAATTAAACAGACCTTGTAATGTACAAGTAGTACCCTGTTTTAG		22697		AT4G15560.1

		37425		CUST_38680_PI390587928		6.785067		6.3316226		7.455423		6.6406097		6.1271095		5.7197857		6.3891997		5.2489963		6.117279		6.099321		6.6558022		6.162422		-1.5778472		-1.5282037		-2.0939443		-2.6237195		-1.5886353		-1.1747077		-1.7406434		-1.3929926		-0.667788		-0.6118369		-1.0662231		-1.3916135		-0.65795755		-0.23230171		-0.7996206		-0.47818756		No		Yes		Yes		U35_44k_v1_37425		LOC_Os03g63450.2		gb|EAY92610.1| 1e-28  hypothetical protein OsI_013843 [Oryza sativa (indica cultivar-group)]		LOC_Os03g63450.2 3e-30 snRK1-interacting protein 1 putative expressed		GAAGAGTGTCACTTGTTTTCTGAACAGTACCCATGTGTTAATTCCAGTTACATTTTGTAT		9095		AT5G47870.1

		10787		CUST_41071_PI390587928		9.909863		9.656741		8.2818365		8.880459		10.542561		11.051631		10.545323		11.027299		10.298465		10.961383		10.096619		8.665592		1.5504608		2.6296847		4.8015056		4.4285674		1.3091236		2.4702237		3.518065		-1.1605966		0.3886013		1.3948898		2.2634869		2.14684		0.6326971		1.3046417		1.8147821		-0.21486664		Yes		Yes		Yes		U35_44k_v1_10787		LOC_Os03g31690.1		gb|EAZ27421.1| 2e-07  hypothetical protein OsJ_010904 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g31690.1 4e-09 N-acetyltransferase/ amino-acid N-acetyltransferase putative expressed		TGGAACAGCCGCCCTTGTAGTGTTTTGAATTTATGAGGAGCAATAAACATAGGGGAACAC		33474		0

		48307		CUST_38896_PI390587928		8.809201		8.421212		9.757759		9.859819		8.326705		7.9193425		8.190772		7.9575157		7.4238873		7.348314		8.764478		9.477059		-1.3971591		-1.4160476		-2.962853		-3.7380962		-2.612288		-2.1036553		-1.9907076		-1.3038338		-1.385314		-0.5018697		-1.566987		-1.9023037		-0.48249626		-1.0728984		-0.99328136		-0.38276005		Yes		Yes		Yes		U35_44k_v1_48307		LOC_Os03g02840.4		ref|NP_001048786.1| 7e-47  Os03g0120200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02840.4 2e-48 DNA binding protein putative expressed		GAATATTTTCTCCTGACAAACGACCATTGTACAAATGCTACTGGCTCAGCTTTTTCAGCA		49932		AT2G02170.2

		28767		CUST_4091_PI390587928		5.5163417		4.8520923		4.4892707		5.0411143		6.372352		6.9202523		8.060384		7.1557546		6.740454		7.357558		7.389754		5.890283		1.810026		4.1935153		11.885355		4.33082		2.336117		5.678325		7.466764		1.8014627		1.2241125		2.06816		3.571113		2.1146402		0.85601044		2.5054655		2.9004831		0.8491688		Yes		Yes		Yes		U35_44k_v1_28767		-		gb|AAD46420.1|AF100771_1 6e-65  receptor-like kinase [Hordeum vulgare]		LOC_Os01g02300.1 6e-28 receptor kinase ORK10 putative expressed		ATCGACGTGCGCTTCTTGGGATGTGTAAGGAACAACTCCAAGTCTGACAACAGTAAATTA		27816		0

		22978		CUST_33473_PI390587928		9.676281		9.803883		9.203061		10.009534		10.258109		10.750157		11.254738		10.565492		10.005116		10.422765		11.219228		10.325549		1.4967446		1.9268907		4.1458755		1.4701443		1.2559992		1.5356848		4.045076		1.2448874		0.3288355		0.94627476		2.0516768		0.5559578		0.5818281		0.6188822		2.0161667		0.31601524		Yes		Yes		Yes		U35_44k_v1_22978		LOC_Os06g04880.2		gb|ABL85042.1| 2e-48  serine threonine kinase [Brachypodium sylvaticum]		LOC_Os06g04880.2 5e-44 ATP binding protein putative expressed		GCAGCCATACTGAAAATGTGAATGTGGACCCTCAAAAGAAAATCAAAATGTGAATAAACA		20215		AT5G61550.1

		20296		CUST_18372_PI390587928		6.405321		6.581543		7.2792907		6.725126		6.247583		6.399294		6.2701163		5.9396014		6.060787		6.086474		6.078427		6.6947885		-1.1155369		-1.1346513		-2.012759		-1.7237188		-1.2697407		-1.4093882		-2.2987728		-1.0212508		-0.34453392		-0.18224907		-1.0091743		-0.78552437		-0.15773821		-0.49506903		-1.2008638		-0.030337334		No		Yes		Yes		U35_44k_v1_20296		LOC_Os01g03160.2		dbj|BAB40033.1| 4e-93  putative xylosyltransferase I [Oryza sativa Japonica Group]		LOC_Os01g03160.2 7e-95 xylosyltransferase 1 putative expressed		TGTTTGGTGTAGGGTTGTAGAAATAGTGGCTACTCTGCCTCGTTGGCTCTGATTAAAAAA		13861		AT1G71070.1

		19479		CUST_29482_PI390587928		11.269101		11.310565		11.124935		9.460343		10.917819		10.791015		8.781949		7.9521866		10.873195		10.690948		9.892838		9.238667		-1.2756938		-1.4335084		-5.073517		-2.8444638		-1.3157692		-1.5364677		-2.349083		-1.1660881		-0.39590645		-0.5195503		-2.342986		-1.5081568		-0.35128212		-0.61961746		-1.2320976		-0.22167683		Yes		Yes		Yes		U35_44k_v1_19479		LOC_Os06g13600.1		gb|EAZ36462.1| e-112  hypothetical protein OsJ_019945 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13600.1 1e-113 VEX1 putative expressed		AGATGTTCTTGAGCGTGCTCTCGCTGAGATCATGAAAGCAAAAGATCCAACAGTGATGTG		14836		AT5G62580.1

		44774		CUST_33979_PI390587928		7.614397		7.7253623		7.9701653		7.8800545		7.2449813		7.524563		6.748375		6.9925346		7.0193295		7.137296		7.066336		7.938581		-1.2918296		-1.149335		-2.3323598		-1.849993		-1.5105432		-1.5032303		-1.8710253		1.0414016		-0.5950675		-0.20079947		-1.2217903		-0.88751984		-0.36941576		-0.5880661		-0.9038291		0.058526516		No		Yes		Yes		U35_44k_v1_44774		LOC_Os02g40450.1		ref|NP_001047442.1| 1e-06  Os02g0617500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40450.1 1e-08 ROCK-N-ROLLERS putative expressed		CCTATGTAATGTACCTTTTCCAATCTATTTTCTTTGCATATCACATCTATGTACCAGCAG		42902		0

		7537		CUST_36716_PI390587928		4.2452474		5.451468		5.8925624		6.558291		4.193347		4.542179		4.0014405		5.9476953		2.7249553		3.5587857		3.6424272		7.110026		-1.0366296		-1.8781196		-3.7092354		-1.5268896		-2.8684912		-3.7132497		-4.757274		1.4658474		-1.520292		-0.9092889		-1.8911219		-0.6105957		-0.051900387		-1.8926823		-2.2501352		0.5517349		Yes		Yes		Yes		U35_44k_v1_7537		LOC_Os12g32360.1		ref|NP_001066850.1| 3e-41  Os12g0508200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32360.1 5e-43 expressed protein		AAGCATATGCATTATTATATGTACATCAGAAACTAATTCGTTGCAACCAGAGGAATGCCA		16107		0

		3905		CUST_26710_PI390587928		8.02977		7.583957		6.5817685		6.1065025		7.628897		7.387907		4.23661		4.7126403		7.459232		6.635862		4.938845		5.2257247		-1.3203063		-1.1455578		-5.0811625		-2.6278124		-1.4850773		-1.9293238		-3.12298		-1.8413678		-0.57053804		-0.19605017		-2.3451586		-1.3938622		-0.4008727		-0.9480953		-1.6429234		-0.88077784		Yes		Yes		Yes		U35_44k_v1_3905		LOC_Os03g58170.1		gb|AAT76419.1| e-111  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58170.1 1e-113 stem-specific protein TSJT1 putative expressed		ATAAGGGATTGTAAATATGTAACACTTGTATCCAAATAAAAGGGCAGAGACCTTGCAGAT		9624		AT3G22850.1

		17586		CUST_32520_PI390587928		9.051239		8.821502		8.757676		8.660647		9.317229		9.315972		9.940548		8.967762		9.628129		10.101106		9.834558		9.148833		1.2024611		1.4088037		2.2702825		1.2372308		1.4916303		2.4277232		2.1094713		1.4026799		0.57689		0.4944706		1.1828718		0.3071146		0.26599026		1.279604		1.0768814		0.48818588		No		Yes		Yes		U35_44k_v1_17586		LOC_Os12g43930.1		ref|NP_001067361.1| 3e-81  Os12g0636000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g43930.1 6e-83 RING finger protein 5 putative expressed		TGTAACTCAGGCATGTCAGTGTTCATGTTAGAATACTGAATTCTTACCTTCTTTTTTCTG		9243		AT1G19310.1

		6508		CUST_40930_PI390587928		7.7826858		7.832497		8.798293		8.520285		7.5629373		7.4340916		7.7336745		7.0994363		7.5644574		7.373453		7.760267		8.060037		-1.1645305		-1.3180504		-2.0916169		-2.6774292		-1.1633041		-1.3746306		-2.0534165		-1.3757783		-0.21822834		-0.39840555		-1.0646186		-1.4208484		-0.2197485		-0.45904398		-1.0380263		-0.460248		No		Yes		Yes		U35_44k_v1_6508		LOC_Os09g31300.1		gb|EAZ07555.1| 5e-51  hypothetical protein OsI_028787 [Oryza sativa (indica cultivar-group)]		LOC_Os09g31300.1 2e-52 helix-loop-helix DNA-binding domain containing protein expressed		CACGGCTGATATTTGTTCTCGTTTTTCCCTGTAAAATGGGAAAAAAGTGAAGCTTATTTT		15391		AT2G42280.1

		50863		CUST_15492_PI390587928		9.883975		9.335584		8.306995		9.389466		9.870031		8.921773		9.391601		9.531299		9.778653		8.941317		9.035125		9.380081		-1.0097119		-1.3322		2.120795		1.1033056		-1.0757344		-1.3142749		1.6564898		-1.0065265		-0.105321884		-0.41381073		1.0846052		0.14183235		-0.013943672		-0.39426708		0.7281294		-0.009385109		No		Yes		Yes		U35_44k_v1_50863		-		No hits found		No hits found		TGACGAGTAAAAAACTGTCATAATGGTCGTGGTGGTGATTGTCTTCGTGGTGTCAAAAAA		None		0

		18053		CUST_29913_PI390587928		11.977481		11.980695		10.71764		11.18813		11.989802		12.37984		11.788648		12.313991		12.132169		12.267926		11.39156		10.760791		1.0085772		1.3187263		2.1009004		2.1823163		1.1131808		1.2202963		1.5954016		-1.3447515		0.15468788		0.39914513		1.0710077		1.1258602		0.012321472		0.28723145		0.6739197		-0.42733955		No		Yes		Yes		U35_44k_v1_18053		LOC_Os01g53880.6		gb|EAY75770.1| 9e-93  hypothetical protein OsI_003617 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53880.6 2e-94 OsIAA6 - Auxin-responsive Aux/IAA gene family member expressed		ATAGTTCTTGACTCGGTGTTACATGAATTTGGCGTTTACAGGAGCTCTGATGGCTACACC		8115		AT3G16500.1

		7193		CUST_37006_PI390587928		1.435346		1.6286287		3.422498		1.904911		2.0577507		1.4355348		5.802877		4.3156605		1.968472		3.841759		6.0224986		4.519148		1.539439		-1.1432128		5.206735		5.317505		1.4470613		4.636802		6.062869		6.122992		0.533126		-0.1930939		2.380379		2.4107494		0.6224047		2.2131302		2.6000006		2.6142368		Yes		Yes		Yes		U35_44k_v1_7193		-		No hits found		No hits found		CTGAATGTTTTAACTTATCGTCCTTAAATAATCCATGTCTCCCTCTATCCATTAGCAGTT		14886		0

		6994		CUST_9173_PI390587928		6.3479123		5.753012		4.4244523		5.2239		7.1013966		6.159056		7.7965508		7.504666		7.479706		7.2621517		7.280237		6.6040444		1.6858594		1.3250475		10.353871		4.859359		2.19131		2.8464022		7.238972		2.6029446		1.1317935		0.406044		3.3720984		2.280766		0.75348425		1.5091395		2.855785		1.3801446		Yes		Yes		Yes		U35_44k_v1_6994		LOC_Os05g05620.1		emb|CAD29475.1| 3e-88  glutathione transferase F2 [Triticum aestivum]		LOC_Os01g27210.1 7e-69 glutathione S-transferase IV putative expressed		ACTTCATGCAGACGGAGTACGCGGCAATGGTAGAGGAGCGCCCGCATGTCAAGGCGTGGT		14722		AT3G62760.1

		5205		CUST_17416_PI390587928		9.288623		9.713492		8.160693		7.113539		9.2583065		9.371379		6.402227		7.2027793		9.758639		9.008302		6.0824757		5.0915465		-1.0212361		-1.2676122		-3.3833823		1.0638096		1.3851253		-1.6303601		-4.2228513		-4.061444		0.47001648		-0.3421135		-1.7584662		0.089240074		-0.030316353		-0.70519066		-2.0782175		-2.0219927		Yes		Yes		Yes		U35_44k_v1_5205		LOC_Os01g16450.1		ref|NP_001042703.1| e-126  Os01g0270300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16450.1 1e-128 peroxidase 24 precursor putative expressed		AGTCACGACATGCGTTGCATTCCTCTTGCAATCAGCCAAAGAAGGTGGTTCGGTAAAAAA		15211		AT2G39040.1

		1533		CUST_36069_PI390587928		11.558754		11.754815		11.524812		11.647035		11.940787		12.309883		13.998652		13.738202		12.133884		13.820824		13.841128		13.255798		1.3031772		1.4692379		5.5552073		4.260927		1.4898121		4.187266		4.98059		3.0499036		0.57513046		0.555068		2.4738407		2.0911674		0.38203335		2.0660086		2.3163166		1.6087637		Yes		Yes		Yes		U35_44k_v1_1533		LOC_Os03g50130.1		ref|NP_001051042.1| 5e-62  Os03g0709000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		AATGTAAGATCAAGGTTTTAGCTTTTGCAGTACAGCTTTCGATACGGTTTCCGTAAAAAA		4044		AT1G65820.1

		38607		CUST_7357_PI390587928		9.157798		8.673186		9.032855		8.9058075		8.351456		8.077788		7.959143		8.131031		8.282451		8.099988		7.948996		8.548583		-1.7487719		-1.5108893		-2.104842		-1.710925		-1.8344494		-1.4878182		-2.1196983		-1.2809591		-0.87534714		-0.59539795		-1.0737119		-0.77477646		-0.8063421		-0.5731983		-1.083859		-0.35722446		No		Yes		Yes		U35_44k_v1_38607		LOC_Os03g24880.1		No hits found		No hits found		GTCCAAGGATGACTGGATCACTTTATTGATTATGTTACCAGCTGAAACTTCGACCATAAA		None		0

		22116		CUST_6058_PI390587928		3.984989		5.025492		2.954793		3.672701		3.915774		5.316482		6.0451584		8.21491		3.6669989		5.297821		5.115033		3.8571718		-1.0491456		1.2234795		8.517118		23.299202		-1.2465926		1.2077558		4.4698925		1.1364001		-0.31799006		0.29098988		3.0903654		4.5422087		-0.06921482		0.27232885		2.1602402		0.18447089		No		Yes		Yes		U35_44k_v1_22116		LOC_Os11g43360.1		ref|NP_001068381.1| 4e-85  Os11g0652900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g43200.1 7e-87 tropinone reductase 2 putative		CAAAAGAGCCTGTGCCTTGCATTGGAAACATATACAAATAAAACATTGACCGTTAGTAAA		20405		AT5G06060.1

		50240		CUST_31404_PI390587928		5.864143		5.796766		5.800928		6.881464		7.296698		8.956943		9.798724		9.18694		7.880747		8.777054		9.329307		7.52735		2.6992435		8.939392		15.975576		4.943306		4.046302		7.891437		11.538458		1.5646999		2.016604		3.1601768		3.997796		2.3054762		1.4325552		2.980288		3.5283785		0.64588594		Yes		Yes		Yes		U35_44k_v1_50240		LOC_Os09g38910.1		gb|EAZ45674.1| 2e-54  hypothetical protein OsJ_029157 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38910.1 3e-56 OsWAK92 - OsWAK receptor-like protein kinase expressed		CCAATGGAACACTCAATGACCATCTTCACTCTGCTATTTCTGTCCCTGTAATACATCGAG		52300		AT1G69730.1

		210		CUST_7644_PI390587928		7.0376086		7.4752975		6.0078697		5.9984093		9.116313		10.551006		9.837586		7.896127		9.788547		10.750066		9.956477		6.7495484		4.2242765		8.43103		14.21869		3.7262332		6.7315464		9.678398		15.44007		1.6831213		2.750938		3.0757089		3.8297167		1.897718		2.0787044		3.2747684		3.9486074		0.75113916		Yes		Yes		Yes		U35_44k_v1_210		LOC_Os10g34920.1		gb|ABV22584.1| e-121  PR17d precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34910.1 3e-68 secretory protein putative		GAACATCACGTGGCTTCCTTTAGAAATAGGAACGCTACCGAACTAATATGGTATGAGAGT		538		AT2G15220.1

		49052		CUST_14880_PI390587928		6.8476586		6.6874747		5.999864		6.973412		6.980453		7.1999764		10.287373		9.956914		7.066002		7.489968		9.641934		7.962408		1.0964153		1.4265218		19.52849		7.909036		1.1633968		1.7441125		12.484536		1.9848033		0.21834326		0.5125017		4.2875085		2.983502		0.13279438		0.8024931		3.6420703		0.988996		Yes		Yes		Yes		U35_44k_v1_49052		LOC_Os09g26260.1		No hits found		No hits found		GCATGTGAAATCGTATTATCCCAGTATAATGTAGCAGTGGTAAAATTGCTCGAGCCTAAA		None		0

		9691		CUST_35211_PI390587928		8.156368		8.283888		7.569245		9.567146		8.566012		10.266943		11.6044035		11.521004		8.653396		9.976371		11.488365		10.277335		1.328358		3.9532936		16.394712		3.87409		1.4113027		3.2321248		15.127695		1.6360183		0.4970274		1.9830551		4.0351586		1.9538574		0.40964413		1.692483		3.9191203		0.71018887		Yes		Yes		Yes		U35_44k_v1_9691		-		No hits found		No hits found		GTGTTAATGATGTGACTATATCTGCGATGACACCTAGATAGTTCAACTTTGTATCGACAT		None		0

		7383		CUST_21322_PI390587928		11.758683		12.018383		11.690533		11.52962		11.243764		11.553943		10.650006		10.621835		11.158248		11.436458		11.321282		11.435249		-1.4289142		-1.379782		-2.056978		-1.8761634		-1.516174		-1.4968456		-1.2916814		-1.0675998		-0.60043526		-0.46444035		-1.0405264		-0.9077854		-0.5149193		-0.5819254		-0.3692503		-0.09437084		No		Yes		Yes		U35_44k_v1_7383		LOC_Os01g22660.3		gb|EAY73830.1| 2e-47  hypothetical protein OsI_001677 [Oryza sativa (indica cultivar-group)]		LOC_Os01g22660.3 3e-47 alpha-L-fucosidase 2 precursor putative expressed		GCTGATAGCAGATTAATGTGGACGTGACATCTGTAATCTGGGGGACCTGTGTGTAAAAAA		24735		AT1G56670.1

		46725		CUST_41040_PI390587928		2.2804415		1.7833017		2.4626606		1.5549273		2.3689518		3.183715		6.8880525		5.5038013		2.475867		3.5628078		6.693957		2.8249788		1.0632716		2.6397722		21.487		15.442924		1.1450619		3.4330862		18.78223		2.4117017		0.19542551		1.4004134		4.425392		3.948874		0.088510275		1.7795061		4.2312965		1.2700515		Yes		Yes		Yes		U35_44k_v1_46725		LOC_Os09g19140.1		ref|NP_001062966.1| 4e-61  Os09g0356000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g19140.1 9e-63 senescence-induced receptor-like serine/threonine-protein kinase precursor putative		TATCTGGCAACAGTCTGAATGGACCAATCCCATATTCCCTTTGTAAAAGGAATGCAGGAT		47211		AT1G51910.1

		5521		CUST_13736_PI390587928		9.21038		9.240955		8.490276		9.103408		9.025264		8.515884		11.129552		10.03436		9.679433		8.903037		9.538155		8.413605		-1.1369083		-1.6529819		6.2301874		1.9065337		1.3842008		-1.2639315		2.067487		-1.6130633		0.46905327		-0.72507095		2.6392756		0.9309521		-0.18511581		-0.33791828		1.0478783		-0.6898031		No		Yes		Yes		U35_44k_v1_5521		-		No hits found		No hits found		ATGAGATCAATATGAATAAAGCAAGATGGTCCCGTGATCATCTCGTTTCGCAACAAAAAA		12700		0

		24379		CUST_40754_PI390587928		5.1694884		5.108878		2.9638126		4.0405874		5.2694383		5.6090484		5.5360246		5.653541		5.0064135		5.3910527		5.4997935		4.6554837		1.0717362		1.4143804		5.9472055		3.0587742		-1.1196711		1.2160264		5.7997108		1.5314479		-0.16307497		0.50017023		2.572212		1.6129537		0.09994984		0.2821746		2.535981		0.6148963		Yes		No		No		U35_44k_v1_24379		LOC_Os06g44840.2		gb|ABB70123.1| 2e-79  homogentisate phytyltransferase VTE2-1 [Triticum aestivum]		LOC_Os06g44840.2 5e-62 homogentisate geranylgeranyl transferase putative expressed		AAGGTTAACAAGCCAACTCTTCCATTAGCATCTGGGGAATACTCTCCTGCAACTGGAGTT		21084		AT2G18950.1

		46109		CUST_19466_PI390587928		4.5704465		4.1128936		4.522413		4.3016486		4.1404986		3.8529196		3.4245331		3.1081276		4.2980733		3.4365854		3.1994684		4.1048284		-1.3471849		-1.1974571		-2.1403987		-2.2871025		-1.207793		-1.5980451		-2.5017617		-1.1461694		-0.2723732		-0.259974		-1.0978796		-1.193521		-0.42994785		-0.67630816		-1.3229444		-0.19682026		No		Yes		Yes		U35_44k_v1_46109		-		gb|EAZ31139.1| 1e-10  hypothetical protein OsJ_014622 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g40800.1 2e-12 F-box domain containing protein		ATGATAGGATCAGCAGCTTGCCAAACGACATCCTTGTCAACATTCTGGACCGACTTAAAG		45710		0

		13161		CUST_32866_PI390587928		4.962848		5.0006104		3.8580418		4.7325783		5.2206936		6.3620114		5.017336		4.5149007		5.1234436		6.4091926		5.660944		6.0138345		1.1956917		2.5693457		2.2334812		-1.1628602		1.1177484		2.6547613		3.4892144		2.4305053		0.16059542		1.3614011		1.1592941		-0.2176776		0.2578454		1.4085822		1.8029022		1.2812562		Yes		No		No		U35_44k_v1_13161		LOC_Os07g08000.1		gb|EAZ02953.1| 7e-41  hypothetical protein OsI_024185 [Oryza sativa (indica cultivar-group)]		LOC_Os07g08000.1 2e-42 serine/threonine-protein kinase Nek4 putative expressed		ATGAAGTTCTTGCCACCATCCATCACTGACAAATCGATCACCAAGGACAAATGCACTTTC		22473		0

		16616		CUST_6617_PI390587928		8.48751		8.832874		8.377912		8.479531		7.296785		7.1572413		9.97852		9.777863		7.1139503		7.8021445		9.09109		8.653069		-2.282674		-3.1945949		3.0327127		2.4594424		-2.5910907		-2.0430574		1.6394122		1.1278204		-1.3735595		-1.675633		1.6006088		1.2983313		-1.1907248		-1.0307298		0.71317863		0.17353725		No		Yes		Yes		U35_44k_v1_16616		LOC_Os01g59740.1		gb|EAY76242.1| e-101  hypothetical protein OsI_004089 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59740.1 1e-102 expressed protein		GTGGTGATCTTGGTGTTATGAGGTGACATGCTTAGTCGATATTAGAATAAAGCGTTTATC		7443		AT3G08640.1

		40437		CUST_38206_PI390587928		9.476539		9.809887		10.876834		10.974444		9.403393		9.790417		9.515079		9.999896		7.941192		7.8981094		9.99668		10.800659		-1.0520082		-1.0135872		-2.5699768		-1.9650259		-2.8985803		-3.7627242		-1.8405713		-1.1280142		-1.5353465		-0.019470215		-1.3617554		-0.97454834		-0.07314587		-1.9117775		-0.88015366		-0.17378521		Yes		No		No		U35_44k_v1_40437		-		gb|EAZ13001.1| 3e-35  hypothetical protein OsJ_002826 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47510.1 6e-37 retrotransposon protein putative unclassified		TAACCTTCCATGTGGGACCACCTTGACTTTGTCATGAGAGTTATCTATGCCTGCCTGAAA		41675		0

		48617		CUST_10066_PI390587928		7.9082084		8.663094		7.7069664		8.428832		7.5535665		8.085387		6.7801204		7.7886314		6.7580566		7.2185903		6.7512455		7.3267627		-1.2786682		-1.4924746		-1.9011153		-1.5585458		-2.2193723		-2.7216911		-1.9395486		-2.1466238		-1.1501517		-0.57770634		-0.926846		-0.6402006		-0.3546419		-1.4445033		-0.9557209		-1.1020694		Yes		No		No		U35_44k_v1_48617		LOC_Os02g05980.1		gb|EAZ23215.1| 4e-45  hypothetical protein OsJ_006698 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06090.1 1e-44 phytosulfokine receptor precursor putative expressed		TGAATAATACAGGTACATGATGTATGTTTCTCTAGCCAGCAGGTTTGTAAGAGATGTACG		50566		AT1G17240.1

		42102		CUST_23875_PI390587928		3.654687		3.6805584		4.902323		3.859855		3.5459511		3.1683426		2.879483		3.4850419		2.6677048		2.9504166		3.1798894		3.2737586		-1.078283		-1.4262391		-4.0638294		-1.2966715		-1.9820346		-1.6588023		-3.2999253		-1.5011793		-0.9869821		-0.51221585		-2.0228398		-0.37481308		-0.1087358		-0.7301419		-1.7224333		-0.5860963		Yes		Yes		Yes		U35_44k_v1_42102		-		ref|XP_001795329.1| 6e-48  hypothetical protein SNOG_04916 [Phaeosphaeria nodorum SN15]		No hits found		AGTTTGTTTTTCTGGTTCTACGTAGCATGGCTTGGTCTCTGGACCCTGGATTGAAGTGAA		37502		0

		10551		CUST_29622_PI390587928		12.708099		12.55366		12.579323		12.291557		12.168323		12.171678		11.137519		11.377658		11.953578		11.610127		11.421741		12.313275		-1.4537476		-1.3031316		-2.7166033		-1.8841312		-1.6870718		-1.9232322		-2.2308326		1.0151677		-0.75452137		-0.3819828		-1.4418039		-0.9138994		-0.5397768		-0.94353294		-1.1575823		0.021718025		No		Yes		Yes		U35_44k_v1_10551		LOC_Os06g42030.1		emb|CAD21000.1| 1e-18  putative potasium transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os06g42030.1 3e-20 potassium transporter 10 putative expressed		ACTGCGGATTGAAAAGACCGAGCAGAAATCCAGAAGCTGTGATTTCCGTAGGCCAAAAAA		24156		AT5G14880.1

		9949		CUST_39150_PI390587928		7.38679		6.7451706		6.7835617		4.6923995		7.45493		6.7157044		5.3299527		2.8183842		8.127553		6.740767		5.4590917		3.7998445		1.0483643		-1.0206344		-2.7389235		-3.6655135		1.6710596		-1.003057		-2.5044088		-1.8564609		0.7407632		-0.029466152		-1.453609		-1.8740153		0.06814003		-0.004403591		-1.32447		-0.892555		No		Yes		Yes		U35_44k_v1_9949		LOC_Os08g30070.1		gb|EAZ42614.1| 3e-51  hypothetical protein OsJ_026097 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30070.1 6e-53 expressed protein		TTGCGGGTATCTTGGAATAAAGCATATACTCATGTGTGAATAAAGCATATACTCATGTGT		None		AT2G25800.1

		24207		CUST_36968_PI390587928		11.051738		10.321439		8.04046		7.156143		10.895622		10.146205		6.2294064		6.7334723		10.913957		10.473317		7.1173253		7.549877		-1.1142828		-1.1291474		-3.5089839		-1.3404068		-1.1002117		1.1110151		-1.8962305		1.3137894		-0.13778114		-0.17523384		-1.8110533		-0.42267084		-0.15611553		0.15187836		-0.9231343		0.39373398		No		Yes		Yes		U35_44k_v1_24207		LOC_Os08g42440.1		ref|NP_001062363.1| 1e-99  Os08g0536300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g42440.1 1e-101 CCT motif family protein expressed		AGACCTCTACTTTTCTCCTCAGAACACATAGCTTAATTTTACACTGGTATATAAGGTGCA		34215		AT1G28050.1

		30492		CUST_4826_PI390587928		3.972098		4.4548492		5.159986		4.1009603		3.2121809		3.7780476		3.86582		3.628215		3.2172468		3.1152496		3.865607		3.3728402		-1.6933935		-1.5985919		-2.452352		-1.3877475		-1.6874577		-2.5308108		-2.452714		-1.6564792		-0.75485134		-0.6768017		-1.2941661		-0.47274518		-0.75991726		-1.3395996		-1.294379		-0.7281201		Yes		Yes		Yes		U35_44k_v1_30492		LOC_Os04g46990.1		No hits found		No hits found		ACACACGCTGGAAATTCAATGGCGGTTGACTCCATGGAATCGGTGGCCTTTGTCGCGGAG		30434		0

		2778		CUST_1888_PI390587928		6.9868064		7.039779		5.939491		5.3772035		6.3843117		6.0964828		5.1162887		4.509768		5.9988556		5.9289017		5.1595063		4.9192953		-1.5183399		-1.9229169		-1.7693287		-1.8244169		-1.9833658		-2.1597698		-1.7171124		-1.3735487		-0.9879508		-0.94329643		-0.82320213		-0.86743546		-0.6024947		-1.1108775		-0.7799845		-0.45790815		No		Yes		Yes		U35_44k_v1_2778		LOC_Os05g42330.1		ref|NP_001055977.1| e-134  Os05g0503000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42330.1 1e-136 SC3 protein putative expressed		GCCTTCTGTTTCTGTTAGCAAAGACGATTTACTTGCTTGATTACTGAAGCATTGAAAAAA		6807		AT1G61250.1

		49889		CUST_20026_PI390587928		11.691658		11.766114		12.158635		12.332142		11.307792		11.400093		10.488189		11.166268		11.031123		10.807467		10.940616		12.102971		-1.304834		-1.2887936		-3.1831307		-2.2436903		-1.5806686		-1.9434861		-2.3262715		-1.1721611		-0.66053486		-0.36602116		-1.6704464		-1.1658735		-0.3838663		-0.9586468		-1.2180195		-0.2291708		No		Yes		Yes		U35_44k_v1_49889		-		No hits found		No hits found		AAAGTAGTGCTGATTGATCATCATCCCCTGAGACTGGGACTTAGACCTTTGCTGTAGCTT		51843		0

		7939		CUST_33210_PI390587928		9.414645		9.523452		8.854051		8.846877		9.844509		10.004142		10.057047		9.472964		10.296041		10.380263		9.715541		8.8714		1.3471065		1.3954109		2.302173		1.5433735		1.8421562		1.8110313		1.8169142		1.0171431		0.88139534		0.48069		1.2029963		0.6260872		0.42986393		0.8568115		0.86149025		0.024522781		No		Yes		Yes		U35_44k_v1_7939		LOC_Os10g30600.2		gb|AAF43496.1|AF131222_1 6e-51  protein serine/threonine kinase [Lophopyrum elongatum]		LOC_Os10g30600.2 2e-44 protein kinase APK1A chloroplast precursor putative expressed		CAGCTTAACATGGATTTTGCGTTTTTGCTGACTAAATCTTGAGTTCTTTGCTAGTGCCAA		19663		AT3G09830.2

		39969		CUST_17983_PI390587928		5.132042		3.8875313		5.8329105		5.871534		6.4865475		6.4521394		8.272467		7.1698594		6.9865994		7.4836617		7.9519844		6.9231935		2.5570946		5.9159427		5.424748		2.4594326		3.616408		12.093252		4.34415		2.072913		1.8545575		2.564608		2.4395561		1.2983255		1.3545055		3.5961304		2.1190739		1.0516596		Yes		Yes		Yes		U35_44k_v1_39969		LOC_Os01g49614.1		ref|NP_001043929.1| 3e-41  Os01g0690800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49614.1 8e-43 Ser/Thr protein kinase putative expressed		TACAAGACCGATTGTGAAGATTTCATCAATGAGGTAGCTAGCATTAGCAAAACTTCTCAT		36238		AT5G38260.1

		8650		CUST_14059_PI390587928		6.9927373		7.326128		5.5301743		6.8216643		7.237393		9.767044		9.063891		9.667143		8.243916		9.3624325		8.322547		6.511719		1.1848099		5.429864		11.581235		7.187443		2.3803575		4.1019344		6.927682		-1.2396605		1.2511783		2.440916		3.5337172		2.8454785		0.24465561		2.0363045		2.7923727		-0.3099451		Yes		Yes		Yes		U35_44k_v1_8650		LOC_Os01g72530.1		gb|EAY77274.1| 6e-43  hypothetical protein OsI_005121 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72530.1 4e-44 calmodulin-like protein 41 putative expressed		GTACAAAGTTTGTCATGATGATGCACAACAATAATTGATCTATGTGAATATCCTTCGGTC		25384		AT1G76640.1

		8987		CUST_7489_PI390587928		9.094264		8.886418		8.850141		9.838513		9.905004		9.404877		10.056203		10.775165		10.374139		9.469937		10.151944		10.083251		1.7541103		1.4324238		2.307071		1.9140801		2.428179		1.4984999		2.465369		1.1848773		1.2798748		0.51845837		1.2060623		0.93665123		0.8107395		0.583519		1.3018036		0.24473763		No		Yes		Yes		U35_44k_v1_8987		LOC_Os06g05980.2		gb|EAY99710.1| 6e-41  hypothetical protein OsI_020943 [Oryza sativa (indica cultivar-group)]		LOC_Os06g05980.2 4e-40 solute carrier family 35 member C2 putative expressed		AGATCAAACTGTAAGAGTGACCACACATAGCCCACATGTGCTGCTCCCTTGAAAGTTTAG		25204		AT1G06470.2

		27646		CUST_31821_PI390587928		4.116203		5.125605		5.088844		4.485788		4.08643		4.7898097		3.3379536		4.4990563		2.8741639		3.000293		3.9024913		3.6131852		-1.0208514		-1.262073		-3.3656619		1.0092394		-2.365326		-4.3629746		-2.2757664		-1.8309631		-1.242039		-0.3357954		-1.7508903		0.013268471		-0.029772758		-2.125312		-1.1863525		-0.8726027		Yes		No		No		U35_44k_v1_27646		LOC_Os09g03650.1		gb|ABA97831.1| 7e-60  retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03660.1 4e-62 retrotransposon protein putative unclassified		AAATGGTTCCTTGGTTTAGAATTACAACACATTCCGCGTGATGCCAATCAGAAGGCCGAC		35344		0

		9013		CUST_11446_PI390587928		3.8443146		3.501344		5.0942616		4.0488715		3.6344168		4.224852		5.2810707		4.7921996		1.9000858		3.0992382		3.2326336		2.0852458		-1.1566062		1.6511923		1.1382433		1.6740332		-3.84832		-1.3214353		-3.6341753		-3.9004097		-1.9442288		0.7235081		0.18680906		0.7433281		-0.20989776		-0.4021058		-1.861628		-1.9636257		Yes		No		No		U35_44k_v1_9013		LOC_Os03g18740.1		gb|EAY89648.1| 8e-48  hypothetical protein OsI_010881 [Oryza sativa (indica cultivar-group)]		LOC_Os03g18740.1 2e-49 sex determination protein tasselseed-2 putative expressed		TCACACACTTCCCTCTCATCTCAAGAAGACGACGGTACGTGCGCTGCGCACCAGCCTCGC		25092		AT3G51680.1

		45487		CUST_6558_PI390587928		7.8839684		8.819053		7.6264052		8.733299		8.396277		9.247383		8.911893		8.729458		8.410354		9.214176		9.163852		9.136039		1.4263313		1.3456753		2.4376442		-1.0026662		1.440316		1.3150554		2.9028027		1.3220159		0.5263853		0.42833042		1.2854877		-0.0038414001		0.5123091		0.39512348		1.5374465		0.40273952		No		Yes		Yes		U35_44k_v1_45487		LOC_Os06g48570.1		gb|EAZ38165.1| 3e-67  hypothetical protein OsJ_021648 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g48570.1 8e-69 phosphatase DCR2 putative expressed		ATATGATACTGTTGTATCTTGTTCATATGCAAATCCCTTGCTTGGGTTGTTGAAACCAAA		44448		AT5G57140.1

		18398		CUST_21778_PI390587928		13.557637		14.43139		13.707748		13.162374		13.100629		13.917206		12.222271		11.964574		12.549008		13.458203		12.51152		12.588386		-1.3726923		-1.428186		-2.8000982		-2.2938955		-2.011998		-1.9631718		-2.291398		-1.4886328		-1.0086288		-0.514184		-1.4854774		-1.1977997		-0.45700836		-0.9731865		-1.196228		-0.57398796		No		Yes		Yes		U35_44k_v1_18398		LOC_Os04g14150.1		gb|EAZ29807.1| 5e-95  hypothetical protein OsJ_013290 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g14150.1 7e-96 early response to drought 3 putative expressed		GTAATCAAGCAATCAAGCGGGTTGGCCATATATATTATTTGTTCAAACATTTATGGAGCA		10142		AT1G31850.2

		29026		CUST_35533_PI390587928		4.5846806		5.959982		5.4939747		5.572359		4.4347367		5.068381		4.692606		4.897688		4.315336		4.1521873		4.077404		4.5212784		-1.1095263		-1.8552339		-1.7427537		-1.5962329		-1.2052599		-3.5010667		-2.669502		-2.0720813		-0.26934433		-0.8916011		-0.8013687		-0.6746712		-0.14994383		-1.8077946		-1.4165707		-1.0510807		Yes		No		No		U35_44k_v1_29026		LOC_Os12g07880.1		gb|EAZ19835.1| 2e-86  hypothetical protein OsJ_034044 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07880.1 5e-88 ARC5 putative expressed		GAAGATTGTAGTGATTGGAGCAATGCAACTACAAGGAGAGTGGTGATGCAGGTTGATCCT		28180		AT3G19720.2

		9151		CUST_22563_PI390587928		6.6732736		6.441193		6.9251137		6.2525887		6.4768105		6.3936267		5.855137		5.7565002		6.221934		6.2092576		5.9428177		6.0155144		-1.1458857		-1.0335201		-2.0993996		-1.4103845		-1.3673093		-1.1744095		-1.975607		-1.1786002		-0.45133972		-0.047566414		-1.0699768		-0.4960885		-0.19646311		-0.2319355		-0.982296		-0.23707438		No		Yes		Yes		U35_44k_v1_9151		LOC_Os10g37840.3		gb|ABB47906.2| 2e-80  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37840.3 4e-82 expressed protein		ATATGCAATGATTGATTGGTTCAAGAGCCAGGTGGAACAAGCTGGACTCGACAATCTGAG		20875		AT5G52110.2

		30348		CUST_34532_PI390587928		7.594889		7.2048416		6.4117928		7.368332		7.0745263		7.8731456		7.1142917		8.5593195		6.703072		7.817572		7.0860386		7.3670845		-1.4343159		1.5892036		1.627321		2.2830899		-1.8555117		1.5291506		1.5957624		-1.000865		-0.8918171		0.66830397		0.7024989		1.1909876		-0.52036285		0.6127305		0.67424583		-0.001247406		No		Yes		Yes		U35_44k_v1_30348		LOC_Os05g36260.1		ref|NP_001055658.1| 2e-18  Os05g0438500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36260.1 5e-20 soluble inorganic pyrophosphatase putative expressed		TTGATGGCGTCGACTTATGTTGACGTAAATTGTTTTGATTCTTTTTCATTCAGGGATCTG		30241		AT2G46860.1

		31652		CUST_36635_PI390587928		11.866227		12.787865		13.466611		11.956231		12.327357		12.648769		11.9342985		12.182991		11.598676		12.058087		12.673656		12.01736		1.3766198		-1.1012143		-2.8924909		1.1702039		-1.203763		-1.6583831		-1.732619		1.0432816		-0.26755142		-0.1390953		-1.5323124		0.22675991		0.46113014		-0.72977734		-0.79295444		0.061128616		No		Yes		Yes		U35_44k_v1_31652		LOC_Os05g22840.1		gb|EAZ23244.1| 2e-56  hypothetical protein OsJ_006727 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g32110.1 5e-58 secondary cell wall-related glycosyltransferase family 47 putative expressed		ACCTGGCGAACTGAAACATCTCATGTTTGCTTGAAAGAGGGATCTATTACGATACCGCCA		11321		AT1G27440.1

		4964		CUST_8962_PI390587928		11.656232		10.83255		10.873852		11.427185		12.619992		12.798324		13.609181		12.52369		13.031756		13.261932		13.278262		11.327454		1.950387		3.906221		6.659111		2.1383605		2.5946224		5.3866277		5.2941914		-1.071574		1.3755245		1.9657736		2.7353296		1.0965052		0.9637604		2.4293823		2.4044104		-0.099731445		Yes		Yes		Yes		U35_44k_v1_4964		LOC_Os07g03810.1		dbj|BAC84737.1| 0.0  putative receptor kinase Lecrk [Oryza sativa Japonica Group]		LOC_Os07g03830.1 0.0 lectin-like receptor kinase 7 putative		ACCTCTCTGGCGGAAGATGATACTCACGATGTTTGATATTAATACTGTATCATGTATTTT		15249		AT2G37710.1

		23791		CUST_42041_PI390587928		8.401607		8.230676		8.580169		8.87843		7.933268		7.4361706		7.2915173		7.7897873		7.0762286		6.7934		7.5357985		8.565803		-1.3835152		-1.7344823		-2.442996		-2.126739		-2.5059853		-2.7080903		-2.0624657		-1.2419678		-1.325378		-0.7945051		-1.2886515		-1.0886431		-0.4683385		-1.4372759		-1.0443702		-0.3126278		Yes		Yes		Yes		U35_44k_v1_23791		LOC_Os01g72570.2		gb|EAZ14877.1| 5e-14  hypothetical protein OsJ_004702 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72570.2 1e-15 expressed protein		AAACTCGAGAGCAGGAATTATATATATATGTATACCTGGCAGTAAGGCTCTCTCCGTATG		19050		AT5G12170.2

		23895		CUST_29789_PI390587928		6.542519		6.1695933		5.671835		5.180019		6.2107315		5.4125686		6.2800756		6.4259486		6.179409		5.786837		5.551536		4.573483		-1.2585719		-1.6900017		1.524399		2.3717134		-1.2861956		-1.3038304		-1.08696		-1.5225989		-0.36311007		-0.75702477		0.6082406		1.2459297		-0.3317876		-0.38275623		-0.12029886		-0.6065359		No		Yes		Yes		U35_44k_v1_23895		LOC_Os03g19250.1		gb|EAY89689.1| 1e-87  hypothetical protein OsI_010922 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19250.1 3e-89 AMP-binding protein putative expressed		CCTAAGTCTCTACAATACGCTCTAGGACAAGGGGCCATTGAGTATGAGGATTTCCTGAAA		22997		AT3G16910.1

		49247		CUST_22817_PI390587928		6.1582947		6.227613		6.557779		6.8581414		5.3590775		5.601486		5.0856605		5.2775245		5.238811		5.367904		5.15246		6.6267657		-1.7401567		-1.5434158		-2.7742896		-2.9909773		-1.8914382		-1.814672		-2.648763		-1.1739539		-0.91948366		-0.62612677		-1.4721184		-1.580617		-0.7992172		-0.8597088		-1.4053187		-0.2313757		Yes		No		No		U35_44k_v1_49247		LOC_Os03g18980.1		ref|NP_001049867.1| 6e-14  Os03g0301800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18980.1 2e-15 kinesin-4 putative expressed		GACAATAAGTCCAATTGGTTGTCTCAGTGTGGTGAGTTGTGATCTCAACAGCTGGTGTGT		None		0

		7596		CUST_36660_PI390587928		9.704544		9.19902		9.280257		8.944073		9.32484		9.0466585		8.131709		8.314183		9.08071		8.683568		8.330388		8.819584		-1.3010753		-1.1113875		-2.2169068		-1.5474465		-1.5409645		-1.4294423		-1.9316975		-1.0901214		-0.62383366		-0.15236187		-1.1485481		-0.6298895		-0.37970448		-0.5154524		-0.94986916		-0.12448883		No		Yes		Yes		U35_44k_v1_7596		LOC_Os04g32350.1		emb|CAH66462.1| 3e-73  H0718E12.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32350.1 1e-65 DNA binding protein putative expressed		TTTCATGGTACCGTGGGTGGGTTTTCTCAATTTCTGAGATCTGTCACTTTGGTCAAAAAA		32467		AT5G09380.1

		4133		CUST_3308_PI390587928		8.0415945		8.119412		8.766498		8.695756		7.819147		7.917778		7.077322		7.769855		7.2835846		7.76339		7.773393		8.587678		-1.1667111		-1.1500005		-3.2247238		-1.8998703		-1.6911561		-1.2798922		-1.9904636		-1.0777915		-0.7580099		-0.2016344		-1.6891756		-0.92590094		-0.2224474		-0.35602236		-0.99310446		-0.108078		No		Yes		Yes		U35_44k_v1_4133		LOC_Os08g14450.1		gb|EAZ42008.1| 1e-80  hypothetical protein OsJ_025491 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14450.1 3e-82 RNA polymerase sigma factor rpoD1 putative expressed		CAAAGCTGGTGGTACATGCTACATACATACTGATACTGCAATTAATTTCTTGCAACAAAA		9043		AT2G36990.1

		19576		CUST_209_PI390587928		12.253825		11.886985		11.907306		11.789899		11.98746		11.920617		10.858516		11.219615		11.825127		11.670926		11.32756		11.720296		-1.2027736		1.0235859		-2.068794		-1.4848157		-1.3460188		-1.161556		-1.4945854		-1.0494279		-0.42869854		0.03363228		-1.04879		-0.5702839		-0.26636505		-0.21605873		-0.5797453		-0.06960297		No		Yes		Yes		U35_44k_v1_19576		LOC_Os08g42420.3		gb|EAZ07791.1| e-116  hypothetical protein OsI_029023 [Oryza sativa (indica cultivar-group)]		LOC_Os08g42420.3 1e-117 expressed protein		TTGCCACCAGTCCCCAAAATGTACAGCTTTTATCTTCCAATAAAATGCATCATTTAGTTG		16243		AT3G26890.5

		45104		CUST_1143_PI390587928		8.034667		8.242522		8.198788		9.274991		9.775485		10.441364		11.685449		10.383025		10.149739		10.973782		11.17345		9.880404		3.3422463		4.591107		11.209585		2.1555173		4.332117		6.6403503		7.8607273		1.5214146		2.1150723		2.198842		3.486661		1.1080341		1.740818		2.7312593		2.9746628		0.60541344		Yes		Yes		Yes		U35_44k_v1_45104		LOC_Os04g44900.1		gb|EAZ28732.1| 4e-51  hypothetical protein OsJ_012215 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03870.1 2e-43 lectin-like receptor kinase 7 putative expressed		TGGGCTTGATGTGCTCGCATCCGATGCCCGGCGCGAGGCCGATCATGCGGCAGGTCATGC		43548		AT2G37710.1

		45031		CUST_10140_PI390587928		3.9221046		4.2965837		3.978756		3.5819576		2.710468		2.702936		2.6101575		2.850113		2.4220006		2.2464035		2.4534004		3.1768625		-2.3160021		-3.0181148		-2.582196		-1.6607612		-2.828631		-4.141577		-2.8785765		-1.3241762		-1.500104		-1.5936477		-1.3685985		-0.73184466		-1.2116365		-2.0501802		-1.5253556		-0.4050951		Yes		No		No		U35_44k_v1_45031		LOC_Os07g05420.1		gb|AAV64215.1| 5e-06  bz1 [Zea mays]		No hits found		AAAGCTTCTGTAGCTGCACGCGGTAAGTACGATGGCCGCGGTGCCGCACGTCGTGGTGAT		43396		0

		507		CUST_5614_PI390587928		8.789565		8.480191		8.384255		7.9890766		8.479243		8.168972		6.857691		6.700191		8.268832		7.951143		7.421846		7.847487		-1.2399843		-1.2407558		-2.8809898		-2.4433925		-1.4346839		-1.4429772		-1.9485615		-1.10312		-0.5207329		-0.31121922		-1.5265646		-1.2888856		-0.3103218		-0.52904844		-0.9624095		-0.14158964		No		Yes		Yes		U35_44k_v1_507		LOC_Os10g42400.1		gb|EAY79616.1| 6e-60  hypothetical protein OsI_033575 [Oryza sativa (indica cultivar-group)]		LOC_Os10g42400.1 8e-77 expressed protein		ATCCAATGCTTCATAAGGATTGAAGAATTCACTGTGAGGTTCATGAGCTTCTACAGATCT		26054		AT5G27740.1

		41045		CUST_26722_PI390587928		9.202552		8.649514		9.67446		9.583707		9.046847		8.495865		8.287407		8.876754		8.642962		7.9170265		8.429877		9.4292145		-1.1139655		-1.1123797		-2.6154397		-1.632353		-1.4738497		-1.6615016		-2.3695009		-1.11303		-0.5595894		-0.15364933		-1.3870535		-0.70695305		-0.1557045		-0.7324877		-1.2445831		-0.15449238		No		Yes		Yes		U35_44k_v1_41045		LOC_Os03g56950.5		gb|EAY92064.1| 3e-50  hypothetical protein OsI_013297 [Oryza sativa (indica cultivar-group)]		LOC_Os03g56950.5 4e-52 phytochrome-interacting factor 4 putative expressed		ATGAGGCGATTGAGTACTTGAAGTCCCTCCAAATGCAAGTTCAGGTTATGTGGATGACGA		15652		AT2G20180.1

		17231		CUST_17235_PI390587928		15.577428		15.42624		15.032208		15.7549925		14.935412		14.946915		13.4452715		14.533294		14.708045		14.435992		13.8586645		15.494133		-1.5605077		-1.3940915		-3.0041087		-2.3322117		-1.8268813		-1.986526		-2.255651		-1.1981924		-0.86938286		-0.4793253		-1.586937		-1.2216988		-0.64201546		-0.9902477		-1.1735439		-0.2608595		No		Yes		Yes		U35_44k_v1_17231		LOC_Os09g36520.1		ref|NP_001063782.1| e-154  Os09g0535900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36520.1 1e-155 ki1 protein putative expressed		CTGTAAATACAGAGGAGAATTGCATGTGCAAAGGAATAAGCTAAAGTGTTGGTTGTGAAA		None		AT4G38690.1

		36994		CUST_23488_PI390587928		8.912644		9.02687		8.380332		8.976115		10.484166		11.00085		11.1879015		9.633895		10.758892		11.585106		10.526493		9.12836		2.9721806		3.9285038		7.0010414		1.5776527		3.5956378		5.889871		4.4264836		1.1112971		1.8462477		1.97398		2.8075695		0.6577797		1.5715218		2.5582361		2.146161		0.15224457		Yes		Yes		Yes		U35_44k_v1_36994		LOC_Os08g41280.1		ref|NP_001063579.1| 1e-46  Os09g0500900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32470.1 2e-48 membrane protein putative expressed		TATTTGGTCTACTATAGATCTTTGCGTTGTTCCTGAGGCCCAAGAAGGATCACAAGCTGC		32539		AT4G17280.1

		65		CUST_10560_PI390587928		11.8350525		12.290156		12.000043		11.651894		11.446414		11.627995		10.139713		11.026959		11.12175		11.536191		11.180561		11.800136		-1.3091574		-1.582452		-3.630906		-1.5421405		-1.6395531		-1.6864218		-1.764772		1.1082182		-0.7133026		-0.6621618		-1.8603296		-0.6249342		-0.3886385		-0.7539654		-0.81948185		0.148242		No		Yes		Yes		U35_44k_v1_65		LOC_Os01g37910.2		ref|NP_001043344.1| e-139  Os01g0559600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g37910.2 1e-141 vacuolar processing enzyme precursor putative expressed		CATAATCATGATAGTTTGTGATCAGATGTGCAGCTCGCAATTCCATATACCAAGAAAAAA		2779		AT4G32940.1

		36996		CUST_23486_PI390587928		3.9840963		4.2318325		4.703816		3.9974747		3.4746797		3.561672		3.5371125		3.703949		3.4173145		3.3933773		4.3096886		3.6586359		-1.4234744		-1.5912501		-2.2449813		-1.2256318		-1.4812157		-1.7881345		-1.3141476		-1.2647382		-0.56678176		-0.67016053		-1.1667035		-0.2935257		-0.5094166		-0.8384552		-0.39412737		-0.33883882		No		Yes		Yes		U35_44k_v1_36996		-		ref|NP_001060376.1| 5e-20  Os07g0633800 [Oryza sativa (japonica cultivar-group)]		No hits found		ACTACCATTATCCCATAATTCCCAAAACAAAAATGAAGGCCATGGGGGCTGCATCATGCT		32541		AT1G73177.1

		15756		CUST_21509_PI390587928		4.821123		4.5873103		5.197922		4.666311		4.297894		4.5485983		4.414596		3.4583461		4.1638885		3.983874		4.001451		4.4482517		-1.4371684		-1.0271964		-1.7210943		-2.3101149		-1.5770569		-1.519331		-2.2917843		-1.1631677		-0.65723467		-0.038712025		-0.78332615		-1.2079647		-0.5232291		-0.60343623		-1.1964712		-0.21805906		No		Yes		Yes		U35_44k_v1_15756		LOC_Os06g51510.1		ref|NP_001058666.1| 1e-73  Os06g0731800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g51510.1 2e-75 expressed protein		AAAGAGAATTATGTTCATAGGCCCCTGTTTCGTTTTCTAACAGGTCAGCTAGTGTGATTT		5072		AT2G20760.1

		24023		CUST_41778_PI390587928		8.963796		8.135515		8.796532		8.439298		8.5969095		8.114465		7.4648304		7.8362107		8.314696		7.296017		8.090268		7.9757543		-1.2895665		-1.014698		-2.516993		-1.5189632		-1.5681889		-1.7894274		-1.631573		-1.3789245		-0.64909935		-0.021050453		-1.3317013		-0.60308695		-0.36688614		-0.83949804		-0.70626354		-0.46354342		No		Yes		Yes		U35_44k_v1_24023		LOC_Os07g05370.1		gb|EAZ02770.1| 1e-30  hypothetical protein OsI_024002 [Oryza sativa (indica cultivar-group)]		LOC_Os07g05370.1 4e-32 protein kinase putative expressed		TGCCGAGGTCCCTACAATATACTGAAATTCTTTTGGTACAGTAGAGCAAAAATAGTGCAA		None		AT1G30570.1

		9814		CUST_37480_PI390587928		8.123851		7.4692216		8.124446		9.613387		8.986988		9.662925		11.888973		11.422725		9.530774		10.699646		11.595071		11.424324		1.8189895		4.5747824		13.590507		3.5048134		2.6517105		9.38544		11.085676		3.5087008		1.4069233		2.1937032		3.7645273		1.8093376		0.86313725		3.2304244		3.470625		1.8109369		Yes		Yes		Yes		U35_44k_v1_9814		LOC_Os07g35140.2		ref|NP_001063864.1| 8e-93  Os09g0551000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37834.1 2e-94 serine/threonine-protein kinase receptor precursor putative expressed		GTTGATTTGATGTGTCTTGAAATGGATGGTATTGGTATGAATGTCTTGCTGGATTTGAAT		48978		AT4G23150.1

		5359		CUST_16620_PI390587928		3.9238548		4.4875093		4.2942357		4.392797		3.151995		3.642172		2.5242097		3.1688082		3.5898907		3.2587097		3.549738		4.425903		-1.7074696		-1.7966846		-3.410601		-2.3359165		-1.260472		-2.343719		-1.675391		1.0232126		-0.3339641		-0.84533715		-1.770026		-1.2239888		-0.7718599		-1.2287996		-0.7444978		0.03310585		Yes		No		No		U35_44k_v1_5359		LOC_Os04g20270.2		ref|NP_001052343.1| 0.0  Os04g0271000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g20270.2 0.0 mono-ADP-ribosyltransferase sirtuin-6 putative expressed		TTTATTTTCTTGTAAAGCTTCTTCGAAGTCTGAGCGGCCGCTCTACGGCACCTATGACAT		12164		AT5G55760.1

		14704		CUST_37291_PI390587928		11.24852		11.094743		10.79113		10.919795		11.4194765		11.699956		12.97876		13.131218		10.514295		11.375674		12.967013		12.055314		1.1258048		1.5212035		4.555564		4.631318		-1.6635039		1.214979		4.5186234		2.196976		-0.7342253		0.60521317		2.1876297		2.211423		0.17095661		0.28093147		2.1758833		1.135519		Yes		Yes		Yes		U35_44k_v1_14704		LOC_Os04g08350.2		gb|AAV48542.1| 6e-63  beta-cyanoalanine synthase [Oryza sativa (indica cultivar-group)]		LOC_Os04g08350.2 2e-64 cysteine synthase chloroplast precursor putative expressed		TTTGAGTTGTGGGGATCATTCATGGGTCAAGTGATACTATGTGCACCAGTTTCTGCCAAA		1305		AT3G61440.2

		16142		CUST_3586_PI390587928		4.879751		4.543985		3.424699		3.7854402		3.7072165		3.3544552		2.9567192		2.610275		4.0705953		4.0739827		3.1364577		3.765053		-2.2540736		-2.2807837		-1.3831713		-2.2581873		-1.7521861		-1.3851116		-1.2211508		-1.0142317		-0.80915594		-1.1895297		-0.4679799		-1.1751652		-1.1725347		-0.47000217		-0.2882414		-0.020387173		Yes		No		No		U35_44k_v1_16142		LOC_Os02g48390.2		ref|NP_001047921.1| e-166  Os02g0714600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48390.2 1e-167 ribose-phosphate pyrophosphokinase 4 putative expressed		CTCGTGCTTACCAAATAATCATAAAAAAGCCCTAATAGGATACATCAATCGACACCTGTT		5081		AT2G42910.1

		22002		CUST_13023_PI390587928		9.5600395		10.40401		8.840958		8.13964		9.096143		9.451974		7.5477524		8.75703		9.535573		9.533737		7.780331		7.832171		-1.3792622		-1.9346008		-2.4507194		1.534097		-1.0171036		-1.8280083		-2.0858371		-1.2375346		-0.024466515		-0.9520359		-1.2932053		0.6173897		-0.46389675		-0.87027264		-1.0606265		-0.3074689		No		Yes		Yes		U35_44k_v1_22002		LOC_Os03g50970.1		ref|NP_001051091.1| 2e-81  Os03g0719000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50970.1 4e-83 retrotransposon protein putative Ty1-copia subclass expressed		TGGCCGTGTGTAAATACTTTCACCGGAAGAAATGACGGAACTGTCGATGTGCCCAAAAAA		22425		AT2G01910.2

		716		CUST_41510_PI390587928		15.99675		15.723624		16.0856		16.37469		16.440699		16.415827		17.97283		17.216726		16.87197		17.101643		17.72551		16.083475		1.3603225		1.6157484		3.6992426		1.7925797		1.8342869		2.5991113		3.1164634		-1.2236695		0.87521935		0.69220257		1.8872299		0.8420372		0.44394875		1.3780184		1.6399097		-0.291214		No		Yes		Yes		U35_44k_v1_716		LOC_Os06g06290.3		gb|ABL11233.1| 4e-42  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 1e-36 alpha-L-fucosidase 2 precursor putative expressed		TGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATGGAGAAAAGAATGAAAAGGAAAG		3028		AT5G45910.1

		12985		CUST_34888_PI390587928		5.2854304		5.8276153		5.447237		6.3537254		4.5693974		5.390947		3.7443142		5.045642		4.286293		4.62221		3.6059082		5.9687333		-1.642659		-1.3534751		-3.2555985		-2.476124		-1.9988046		-2.3060203		-3.5833995		-1.3058527		-0.9991374		-0.4366684		-1.7029228		-1.3080835		-0.716033		-1.2054052		-1.8413289		-0.38499212		Yes		Yes		Yes		U35_44k_v1_12985		LOC_Os01g59350.1		sp|Q41558|HBP1C_WHEAT 4e-42  Transcription factor HBP-1b(c1)		LOC_Os01g59350.1 7e-42 transcription factor HBP-1b putative expressed		TAGGTGACATCAGATTATCAACTATTGAACAAAGTCGTAGCATTTTTGAAAACATTGGGG		41859		AT5G06950.4

		42676		CUST_13462_PI390587928		5.417908		5.8480544		5.7107406		5.5003853		4.8227234		4.72671		4.872675		4.3779006		4.6569304		4.331138		4.467443		4.877155		-1.5106661		-2.1754963		-1.7876517		-2.1772163		-1.6946387		-2.8617868		-2.3673904		-1.5403204		-0.76097775		-1.1213446		-0.8380656		-1.1224847		-0.5951848		-1.5169163		-1.2432976		-0.62323046		Yes		No		No		U35_44k_v1_42676		-		No hits found		LOC_Os12g34030.1 1e-04 retrotransposon protein putative unclassified		TTGTAAAAATGGAGCCCCCCTGATCCCTGAAATTTGAATCGGTGCCCAAATGCTTTCAAA		38484		0

		9451		CUST_11120_PI390587928		4.3896713		5.099087		4.673834		4.4113464		3.5549176		3.757947		4.45435		3.8329232		3.330476		3.3638027		3.809068		3.5846832		-1.7835525		-2.5335147		-1.164317		-1.4932164		-2.0837688		-3.3294516		-1.8210441		-1.7735786		-1.0591953		-1.3411403		-0.21948385		-0.57842326		-0.83475375		-1.7352846		-0.8647659		-0.82666326		Yes		No		No		U35_44k_v1_9451		LOC_Os01g06210.1		gb|EAY72585.1| 1e-12  hypothetical protein OsI_000432 [Oryza sativa (indica cultivar-group)]		LOC_Os01g06060.1 4e-13 gibberellin receptor GID1L2 putative expressed		GTCCGCGCATACAGGCCGGCGTCGTCCGTGGCCGGCGGCAGCAAGCTCCCTGTGCTGGTG		19460		0

		33657		CUST_37640_PI390587928		4.6904354		3.5787742		4.880918		5.148195		3.8922255		3.6614296		3.6224003		4.056145		2.9086463		2.6425526		3.3300283		4.6119685		-1.7389421		1.0589653		-2.392498		-2.1317668		-3.438523		-1.9135102		-2.929978		-1.4501742		-1.7817891		0.08265543		-1.2585177		-1.0920496		-0.7982099		-0.9362216		-1.5508897		-0.5362263		Yes		Yes		Yes		U35_44k_v1_33657		LOC_Os08g20660.2		emb|CAE53909.1| 8e-23  putative SWIM protein; putative Zn-finger protein [Triticum aestivum]		LOC_Os08g20660.2 3e-07 sucrose-phosphate synthase 1 putative expressed		CCATGTACTGAAGGTATGTTAAGAGTGTTTGCATTTGCTTTTGGTTGTATTTCTTGCTTG		6624		0

		31317		CUST_35610_PI390587928		6.2075944		6.8587976		5.489504		4.9913936		7.403153		10.013116		13.939223		11.354955		8.502907		11.583362		13.146373		8.96793		2.290335		8.903165		349.6383		82.34226		4.9086027		26.438421		201.8121		15.741883		2.2953124		3.1543183		8.449719		6.363561		1.1955585		4.724564		7.656869		3.9765363		Yes		Yes		Yes		U35_44k_v1_31317		LOC_Os11g07690.1		gb|EAY80163.1| 9e-37  hypothetical protein OsI_034122 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07690.1 2e-38 disease resistance response protein 206 putative		GCTCACATGAGCTCGAGCTAAGAAGAGGACATTGCTTATTTCAATAATTTATTTGGAAAT		31483		AT3G13650.1

		21510		CUST_40215_PI390587928		9.469994		9.074776		7.2816377		8.64059		9.129049		8.85904		10.684784		11.405731		8.718773		9.007543		8.231492		9.054138		-1.2665854		-1.1612958		10.579109		6.7981467		-1.6832165		-1.0477054		1.9316777		1.3319579		-0.7512207		-0.21573544		3.4031463		2.7651415		-0.3409443		-0.067233086		0.9498544		0.41354847		Yes		Yes		Yes		U35_44k_v1_21510		LOC_Os02g10520.1		gb|EAZ22112.1| e-102  hypothetical protein OsJ_005595 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10520.1 1e-103 subtilisin-like protease precursor putative expressed		GACACACATATATTCTTTAGATCTTTATTAGGCCTGTGGAATAATAATCATGTCAAGGGG		14392		AT2G04160.1

		13269		CUST_17001_PI390587928		6.1426387		5.6691527		4.814965		5.542738		5.784126		5.22669		3.329756		4.4115868		5.4641623		5.0089855		3.1992385		4.833391		-1.2821037		-1.3589222		-2.7995768		-2.1903346		-1.6004486		-1.5802658		-3.0646584		-1.6350636		-0.67847633		-0.44246292		-1.4852087		-1.1311512		-0.35851288		-0.6601672		-1.6157262		-0.7093468		No		Yes		Yes		U35_44k_v1_13269		LOC_Os09g34900.1		gb|EAZ45397.1| 2e-55  hypothetical protein OsJ_028880 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g34900.1 1e-56 bile acid sodium symporter putative expressed		TATTGCCAAGCCTTTCTTTGGATTCCTCTTTGGCACTCTTGCAGTGCTGGTATCATGTTG		26045		AT4G22840.1

		15827		CUST_29129_PI390587928		11.219659		11.007613		10.028516		10.7905855		11.8518305		13.221314		16.600374		15.56768		12.694041		14.993549		16.2146		14.240528		1.5498962		4.638638		95.13197		27.418825		2.7786467		15.844785		72.81097		10.927887		1.4743824		2.2137012		6.5718584		4.777095		0.63217163		3.9859362		6.186084		3.4499426		Yes		Yes		Yes		U35_44k_v1_15827		LOC_Os12g36850.2		gb|AAP04429.1| 1e-81  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 3e-40 pathogenesis-related protein 10 putative expressed		CCCTGTTTTAAGCTCGCATTTCGTGTGTAAGTTGCTTCAAGAATTAATGGAGATAAATAT		4406		0

		2870		CUST_37397_PI390587928		8.930788		8.776061		9.0622635		9.8996935		9.388078		9.446771		10.43252		9.989733		9.697761		9.994281		10.28064		10.362418		1.3729601		1.5918558		2.585165		1.0643991		1.7016951		2.3265944		2.3268466		1.3781421		0.76697254		0.6707096		1.3702564		0.09003925		0.4572897		1.2182198		1.2183762		0.4627247		No		Yes		Yes		U35_44k_v1_2870		LOC_Os08g07330.2		gb|AAG37354.1| 0.0  MLA1 [Hordeum vulgare subsp. vulgare]		LOC_Os11g43700.1 1e-175 RGH1A putative expressed		TATTCAGATGAGGCCGCATATAGCAAAAGGTGCTCATGATGACGATTTGTGTGAGGACGA		26718		AT3G46730.1

		24527		CUST_6924_PI390587928		4.4049973		4.4098306		6.6640735		4.379641		4.571828		4.235724		4.228276		4.279856		2.84327		3.2999642		4.0417476		4.13446		1.1225896		-1.1282655		-5.410634		-1.0716137		-2.9520707		-2.1582565		-6.1574197		-1.1852416		-1.5617273		-0.1741066		-2.4357977		-0.09978485		0.16683054		-1.1098664		-2.622326		-0.24518108		Yes		No		No		U35_44k_v1_24527		LOC_Os07g07340.1		ref|NP_001058984.1| 3e-18  Os07g0168600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07340.1 8e-20 glucan endo-13-beta-glucosidase 5 precursor putative expressed		ACACACAGGACTCAAATTCGTTTTCGAGCTTTCTTCTTGGCCGCGCTTTCGTTTTCGTTT		20789		AT3G04010.1

		10081		CUST_39355_PI390587928		4.059335		2.8066056		3.4548137		3.3452995		4.70352		4.8431005		4.7492194		4.2539673		4.8644876		5.0851345		4.3848004		2.4194996		1.5628557		4.102476		2.4527593		1.8773112		1.7473304		4.8518295		1.9052584		-1.8997372		0.8051524		2.036495		1.2944057		0.9086678		0.6441846		2.278529		0.9299867		-0.92579985		Yes		Yes		Yes		U35_44k_v1_10081		LOC_Os07g35390.1		ref|NP_001059875.1| 2e-50  Os07g0537500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35310.2 5e-52 CRK10 putative expressed		TATGCGGCCTGAGCACCTACGCTGCCAAGAGCCAGTACCTGGCCAACATCAACCGCATCG		21175		AT3G22060.1

		15205		CUST_26946_PI390587928		4.3024745		4.850679		5.447435		4.796102		3.1407735		3.8722827		4.459439		3.6498659		3.9863682		3.0419734		4.5494866		3.9860733		-2.2372105		-1.9702739		-1.9834281		-2.213357		-1.244966		-3.5032783		-1.863414		-1.7532464		-0.31610632		-0.9783962		-0.9879961		-1.1462362		-1.161701		-1.8087056		-0.89794827		-0.8100288		Yes		No		No		U35_44k_v1_15205		-		No hits found		No hits found		ATATGCATACCAATGAATAAATAAGGGCCGCTGCTATATATCTGCAGGCCATTTGCTTTT		2578		0

		2912		CUST_17767_PI390587928		8.26215		8.137415		7.7537174		7.7059426		7.879535		7.3834662		6.7482853		6.7783012		7.849854		7.3749175		6.8052464		7.4796844		-1.3037025		-1.6864022		-2.0075448		-1.9021636		-1.3308018		-1.6964247		-1.9298264		-1.1697971		-0.41229582		-0.7539487		-1.0054321		-0.9276414		-0.3826146		-0.7624974		-0.94847107		-0.22625828		No		Yes		Yes		U35_44k_v1_2912		LOC_Os03g04660.1		gb|EAY88477.1| 0.0  hypothetical protein OsI_009710 [Oryza sativa (indica cultivar-group)]		LOC_Os03g04660.1 0.0 cytochrome P450 86A1 putative expressed		CTATATGTGTGTAAGCTGTGTGTGTGTGCCCTAATTAGAAAGAAAATGGACGCGTATGGG		7142		AT4G39490.1

		28547		CUST_32047_PI390587928		6.2229066		5.464256		6.402351		7.145386		6.6860733		7.079553		8.52036		8.374868		6.8552976		7.9869065		8.42522		8.23856		1.3785645		3.0637474		4.340945		2.3448281		1.5501319		5.7463694		4.0639105		2.133428		0.632391		1.6152973		2.118009		1.2294822		0.4631667		2.5226507		2.0228686		1.0931735		Yes		Yes		Yes		U35_44k_v1_28547		LOC_Os01g41770.1		gb|EAY74833.1| 3e-12  hypothetical protein OsI_002680 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41770.1 1e-13 expressed protein		CTCACGAAAGGTCAAGAGAGACTATATACAGGAGAAATCATATATATGGTGAATCTTGAT		27497		0

		4467		CUST_40255_PI390587928		7.105902		6.597815		6.582315		7.141336		7.12942		7.204722		8.041831		7.1994033		7.525982		8.263286		8.155168		7.3269677		1.0164348		1.5229905		2.750161		1.0410702		1.3380015		3.172171		2.9749236		1.1373149		0.4200797		0.6069069		1.459516		0.05806732		0.023517609		1.6654706		1.5728526		0.18563175		No		Yes		Yes		U35_44k_v1_4467		LOC_Os07g46560.1		gb|EAZ40961.1| e-165  hypothetical protein OsJ_024444 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g24040.1 1e-167 ubiquitin ligase SINAT4 putative expressed		TTATGTCAGACCCGAAAATGCCAGACCCGCAAATTTCTGAATTTGTGATGCTGGTATAAA		10293		AT3G61790.1

		21030		CUST_23468_PI390587928		9.490124		10.245162		8.952971		9.692802		8.886486		10.106284		11.092248		10.821872		9.423378		9.677943		9.886855		9.489562		-1.5195432		-1.1010484		4.405411		2.187176		-1.0473515		-1.4816644		1.9104118		-1.1512814		-0.06674576		-0.13887787		2.1392765		1.1290693		-0.6036377		-0.5672188		0.93388367		-0.2032404		No		Yes		Yes		U35_44k_v1_21030		LOC_Os06g13830.1		gb|EAZ36479.1| 4e-74  hypothetical protein OsJ_019962 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13830.1 7e-76 endoglucanase precursor putative expressed		TATGTATATGAAATTAGTCTACTGGCCGGATTTCCAATATATGAGAATGTTTTTCCAGCG		14370		AT2G32990.1

		8300		CUST_20647_PI390587928		4.2771544		5.1945233		2.369395		3.9107685		4.952606		5.462681		6.9308534		6.460714		5.2361712		5.831402		6.259489		4.2383003		1.5970968		1.2042688		23.612167		5.856121		1.9439846		1.5549611		14.826375		1.2548647		0.9590168		0.26815748		4.5614586		2.5499454		0.67545176		0.6368785		3.890094		0.3275318		Yes		Yes		Yes		U35_44k_v1_8300		LOC_Os01g07870.1		gb|EAZ10731.1| e-158  hypothetical protein OsJ_000556 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07870.1 1e-160 multidrug resistance-associated protein 3 putative expressed		GCAAAATTCAGGACAACATACTCTTCGGCAAGGAGATGGACTGTGAGAATATGACAGGGT		22296		AT3G13080.4

		40453		CUST_35484_PI390587928		3.7957003		2.2751853		3.3677814		4.0341887		3.875166		4.9060655		7.084707		7.1388974		4.450581		6.0181537		7.395937		6.4694057		1.0566266		6.1940374		13.149403		8.602218		1.5744858		13.388926		16.31532		5.4084563		0.65488076		2.63088		3.7169254		3.1047087		0.07946563		3.7429683		4.0281553		2.435217		Yes		Yes		Yes		U35_44k_v1_40453		LOC_Os04g54140.1		gb|EAZ32106.1| 4e-50  hypothetical protein OsJ_015589 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g54140.1 1e-51 receptor-like kinase putative expressed		CAGAAGAAGAGCCTAAACGTCTACATATTTGGCAATGTTAACCTCCGTGCCTCACTGAAC		52677		AT2G01820.1

		8632		CUST_14076_PI390587928		9.147298		8.591698		8.852641		9.372809		10.412461		9.447465		12.774875		11.97948		9.876433		9.544571		12.609371		11.007716		2.4035444		1.809721		15.160376		6.0909634		1.6576455		1.9357239		13.517253		3.1056747		0.7291355		0.85576725		3.9222336		2.6066704		1.2651634		0.95287323		3.75673		1.6349068		Yes		Yes		Yes		U35_44k_v1_8632		LOC_Os04g22120.1		gb|EAY93431.1| 8e-15  hypothetical protein OsI_014664 [Oryza sativa (indica cultivar-group)]		LOC_Os04g22120.1 9e-16 protein kinase putative expressed		TCGTGTCCTATCTCTCAGGCTTGTTCCTGACAGATGTCATGTGTATTGTAATAACGTTTG		18530		0

		5923		CUST_24842_PI390587928		3.8043804		4.228031		3.3725646		3.1933756		5.083678		4.5487056		5.6246605		5.4699597		4.9853826		5.5463066		5.0976605		4.339081		2.4272072		1.2489142		4.7637444		4.845294		2.267342		2.4936786		3.3060212		2.2125425		1.1810021		0.32067442		2.252096		2.2765841		1.2792974		1.3182755		1.725096		1.1457052		Yes		No		No		U35_44k_v1_5923		LOC_Os10g28050.1		gb|AAO15366.1|AF330230_1 3e-63  chitinase [Oryza sativa]		LOC_Os10g28050.1 6e-65 chitinase 2 putative expressed		ACCAAACAAAAGCAGGAGTAACAAAAGCTACTATCAATGGGCTCCACAAAGCTCGTCGCA		None		0

		47645		CUST_21855_PI390587928		4.436408		4.841371		5.5222225		5.133183		4.0868134		4.1267047		4.317246		3.9434474		3.9783204		3.0433884		3.759013		4.1497517		-1.2742025		-1.6411036		-2.3053353		-2.2811093		-1.3737197		-3.4773364		-3.3945248		-1.9771624		-0.45808768		-0.71466637		-1.2049766		-1.1897357		-0.3495946		-1.7979827		-1.7632096		-0.98343134		Yes		No		No		U35_44k_v1_47645		LOC_Os03g60950.2		gb|AAW50981.1| 1e-07  ribosomal protein L6 [Triticum aestivum]		LOC_Os02g37862.1 1e-08 60S ribosomal protein L6 putative expressed		TTGATTGGTATTGGGTGATACTAACTTGCCATCCTTCCTTCTCAATCTTCGCTCTTCTCC		48877		0

		13987		CUST_35125_PI390587928		5.0546527		3.794368		5.4525895		4.837141		5.229875		3.6625097		3.3749382		2.7385075		4.279942		2.8332107		4.575917		3.0841906		1.1291385		-1.0957042		-4.2211943		-4.2830353		-1.7108469		-1.946871		-1.8361357		-3.3704715		-0.77471066		-0.13185835		-2.0776513		-2.0986335		0.1752224		-0.9611573		-0.87667274		-1.7529504		Yes		Yes		Yes		U35_44k_v1_13987		LOC_Os08g38300.1		sp|A2WKP3|H2B3_ORYSI 9e-43  Histone H2B.3		LOC_Os01g05970.1 2e-44 core histone H2A/H2B/H3/H4 family protein expressed		GAACTTGCTGACGACCCTGTTTCAGTTAACTGGCAAAAGAGTCGACATCTTCAGAAAAAA		1142		AT5G22880.1

		39024		CUST_20517_PI390587928		9.573638		9.8104105		9.812356		10.4211855		9.5285225		9.163642		11.064008		12.10159		10.205335		9.70828		10.002585		10.071074		-1.0317657		-1.5656574		2.3811388		3.2051785		1.5493861		-1.0733577		1.1409451		-1.2746595		0.6316967		-0.64676857		1.2516518		1.6804047		-0.04511547		-0.10213089		0.19022942		-0.35011196		No		Yes		Yes		U35_44k_v1_39024		LOC_Os10g38350.1		gb|EAY79300.1| 5e-14  hypothetical protein OsI_033259 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38660.1 6e-16 glutathione S-transferase GSTU6 putative expressed		AAGGAGGTGATGCCGGATCCGCAGAGGCTGTTGGAGTACAACCTCATGAGGCGAGCTCGC		35064		0

		15052		CUST_18764_PI390587928		11.914571		12.207943		11.401343		12.627414		11.977717		12.145893		13.036701		12.931488		12.092765		12.381775		12.739555		12.83104		1.0447419		-1.043948		3.106646		1.2346262		1.1314666		1.1280507		2.5283778		1.1515896		0.17819405		-0.062049866		1.6353579		0.3040743		0.06314659		0.17383194		1.338212		0.20362663		No		Yes		Yes		U35_44k_v1_15052		LOC_Os05g06430.2		ref|NP_001054696.1| e-169  Os05g0156300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g06430.2 1e-171 OsPDIL2-1 - Oryza sativa protein disulfide isomerase expressed		TACCATCTGGTGATGACATCGCAATTTGTTTTGCAACACAATAAATTTGCCATTTGAGTT		2576		AT2G47470.1

		2213		CUST_37194_PI390587928		11.74294		12.01405		11.685857		10.738841		11.833812		11.914803		10.51783		10.834351		11.459987		11.650014		11.241219		10.869591		1.0650135		-1.0712142		-2.2470417		1.0684427		-1.2166829		-1.287021		-1.3609728		1.0948625		-0.28295326		-0.09924698		-1.1680269		0.09550953		0.09087181		-0.3640356		-0.44463825		0.1307497		No		Yes		Yes		U35_44k_v1_2213		LOC_Os01g74650.3		ref|NP_001045577.1| e-160  Os01g0978100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g74650.3 1e-161 cysteine synthase mitochondrial precursor putative expressed		TCGCTCGCCCAAAGCAAAATTCAGGCCGGTTATATACATTGAAATTTGAAATGTTTGATG		8183		AT2G43750.1

		1749		CUST_4686_PI390587928		13.046551		13.119972		12.480564		12.946483		13.633842		13.982522		13.91523		13.617547		13.759835		13.932368		13.954312		13.241879		1.5024236		1.818249		2.703195		1.5922472		1.6395324		1.7561256		2.7774255		1.2272224		0.7132845		0.8625498		1.4346657		0.6710644		0.5872917		0.81239605		1.4737482		0.2953968		No		Yes		Yes		U35_44k_v1_1749		LOC_Os04g49510.1		gb|AAV41876.1| 0.0  calcium-dependent protein kinase 2 [Triticum aestivum]		LOC_Os04g49510.1 0.0 calcium-dependent protein kinase isoform AK1 putative expressed		TTTAGCTCGTCAATTGATTCGACGGAACGCATGCTAAGCTGGGTTGAAATGATCTCACAC		4589		AT4G35310.1

		21139		CUST_1163_PI390587928		10.437594		10.5027075		9.905349		10.518281		10.582351		10.928772		11.587315		11.183151		10.671352		11.255627		11.429334		10.854622		1.1055439		1.3435634		3.2086487		1.5854257		1.175894		1.6851993		2.875843		1.2625504		0.23375797		0.4260645		1.6819658		0.66487026		0.14475632		0.7529192		1.5239849		0.3363409		No		Yes		Yes		U35_44k_v1_21139		LOC_Os10g33140.1		ref|NP_001064820.1| e-113  Os10g0469700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33140.1 1e-115 hcrVf2 protein putative expressed		GAAGGTGTCACATCTTGACCAGTTTATTTCAAAAAGCAATAATGATCGATATACGTAGAC		16386		AT4G04220.1

		21632		CUST_10623_PI390587928		10.806954		11.811536		10.757973		10.683407		10.14278		11.102966		8.493923		8.930316		9.640452		10.1288595		9.497653		10.197683		-1.5846608		-1.6341829		-4.8033786		-3.3707995		-2.2446678		-3.2102292		-2.3954883		-1.4002879		-1.166502		-0.7085695		-2.2640495		-1.7530909		-0.6641741		-1.6826763		-1.2603197		-0.4857235		Yes		Yes		Yes		U35_44k_v1_21632		LOC_Os08g39490.3		ref|NP_001062183.1| 1e-94  Os08g0505200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39490.3 2e-96 expressed protein		TATAGGGCATAAATGGACAGCGCTATGGCCCATTTGGAGGTTAAGAAGATTTGGTTTAAA		16468		AT2G42320.2

		24706		CUST_11015_PI390587928		9.533961		9.383811		9.679226		9.173414		9.353699		9.122474		8.375138		8.404944		9.056676		8.854899		8.586432		9.15512		-1.1330901		-1.1985892		-2.4692752		-1.703462		-1.3921218		-1.4428402		-2.1328661		-1.0127614		-0.4772854		-0.26133728		-1.3040876		-0.7684698		-0.18026257		-0.5289116		-1.0927935		-0.018294334		No		Yes		Yes		U35_44k_v1_24706		-		No hits found		No hits found		ACGCACCTTTTAGCGAACTTTTATATGCTTGCATAGTTTTTGCTCTTCGACAATGAACTT		18677		0

		24606		CUST_8032_PI390587928		8.324952		7.823607		7.645656		6.839569		8.263093		7.779448		9.152077		8.297815		8.684341		8.448085		8.728042		6.788772		-1.04381		-1.0310819		2.841043		2.7477415		1.2828827		1.5416528		2.1175346		-1.0358369		0.3593893		-0.044158936		1.5064206		1.4582462		-0.06185913		0.62447786		1.0823855		-0.050796986		No		Yes		Yes		U35_44k_v1_24606		LOC_Os09g28730.1		gb|EAZ45012.1| 2e-34  hypothetical protein OsJ_028495 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28730.1 4e-36 gibberellin receptor GID1L2 putative expressed		CTTGTCCTTTATTTCCATGGTTCTGAATTCAAAAATGAGTGTACTTTCGAGCTCTTGAAA		19755		AT3G48690.1

		15603		CUST_16355_PI390587928		6.0513406		6.099219		6.268472		7.1833425		5.1642666		5.659382		8.335795		9.430001		4.5948977		5.709206		7.773107		8.072118		-1.8494214		-1.356451		4.1910834		4.745825		-2.7443087		-1.310405		2.8375285		1.8516037		-1.4564428		-0.43983698		2.0673232		2.2466588		-0.887074		-0.39001274		1.5046349		0.88877535		No		Yes		Yes		U35_44k_v1_15603		LOC_Os04g32020.1		gb|EAZ30537.1| 3e-68  hypothetical protein OsJ_014020 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32020.1 5e-70 2-oxoglutarate dehydrogenase E1 component mitochondrial precursor putative expressed		GGTTCTGCTTGTGCGGGAAGTGGAAATTAAAGGAGGACCATGTTTGGTTTGCTTTGCTTT		34664		AT3G55410.1

		8941		CUST_7541_PI390587928		12.25655		12.191014		12.20359		12.129344		12.03457		11.724257		11.125947		11.241554		12.110367		11.693322		11.424048		12.02348		-1.1663333		-1.3819993		-2.1105857		-1.8503392		-1.1066377		-1.4119531		-1.7165858		-1.0761384		-0.14618301		-0.46675682		-1.0776434		-0.8877897		-0.2219801		-0.4976921		-0.77954197		-0.10586357		No		Yes		Yes		U35_44k_v1_8941		LOC_Os06g47310.1		gb|EAZ02153.1| 2e-95  hypothetical protein OsI_023385 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47310.1 1e-96 plant-specific domain TIGR01627 family protein expressed		CTGTAAAAATCAGTGATGAGAGGAATGAATTGTTGCGCTCAGTGCTCAGTGCTCAAAAAA		17654		AT5G67210.1

		1858		CUST_36370_PI390587928		8.714209		8.61605		9.125994		9.266421		8.836979		8.718082		8.594713		8.243635		8.583896		8.089656		8.618072		9.10059		1.0888237		1.0732846		-1.4452114		-2.0318391		-1.094531		-1.4403245		-1.4220006		-1.1218125		-0.13031292		0.10203266		-0.5312805		-1.0227861		0.12277031		-0.5263939		-0.5079222		-0.16583157		No		Yes		Yes		U35_44k_v1_1858		-		ref|NP_001045149.1| 1e-08  Os01g0909300 [Oryza sativa (japonica cultivar-group)]		No hits found		ATGTATATGATGCTGACTTTGATAGGCTGAACTGAACAACGTACAAAAAGAGGCTGAACT		4548		0

		46235		CUST_17493_PI390587928		1.480146		1.5344375		1.5836892		1.5372648		3.6828802		5.063747		5.554409		7.486153		1.4642458		1.5661482		1.4912624		1.4875451		4.603509		11.545904		15.678545		61.77231		-1.0110822		1.0222235		-1.0661621		-1.0350637		-0.015900254		3.5293093		3.9707198		5.9488883		2.202734		0.031710625		-0.09242678		-0.04971969		Yes		Yes		Yes		U35_44k_v1_46235		-		No hits found		No hits found		GTGGGACACACAGCAACCTAATCACATAGTTTGCTAGTTAAATATATACGCAAAACATAA		46029		0

		39899		CUST_31435_PI390587928		6.242368		6.9230084		5.231487		5.89603		7.881621		9.96043		10.685356		9.761811		8.362077		10.159648		9.700416		4.399918		3.1150444		8.210225		43.830685		14.57861		4.346061		9.42596		22.145302		-2.8208146		2.1197085		3.0374217		5.4538693		3.8657813		1.6392527		3.2366395		4.468929		-1.4961119		Yes		Yes		Yes		U35_44k_v1_39899		LOC_Os02g47090.1		gb|EAZ24286.1| 3e-66  hypothetical protein OsJ_007769 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47090.1 8e-68 peptide transporter PTR2 putative expressed		TGACATGGGTGCTCCTGTACAACAAGGTGATCGTGCCGGCATTGAGGAGCTTCTCCTCCA		36151		AT2G02040.1

		20558		CUST_22208_PI390587928		11.554198		11.179126		11.6664915		12.546412		12.14277		12.548915		14.147442		13.973213		12.508022		13.390839		14.095698		13.87909		1.5037571		2.584328		5.582651		2.6884985		1.9370002		4.632249		5.3859725		2.5186975		0.95382404		1.3697891		2.4809504		1.4268007		0.58857155		2.2117128		2.4292068		1.3326778		Yes		Yes		Yes		U35_44k_v1_20558		LOC_Os07g28300.1		gb|EAZ03797.1| 3e-32  hypothetical protein OsI_025029 [Oryza sativa (indica cultivar-group)]		LOC_Os07g28300.1 4e-33 hcrVf2 protein putative		TCAAGGTGCATGCCATCGACTGAGATTGGTATGCTGTTTTTCATGTTGTACTAGAACCAG		13517		AT2G25470.1

		3153		CUST_38464_PI390587928		6.6534514		7.0873146		6.773075		6.2756324		6.38752		7.0951805		5.063564		5.654017		6.09691		6.8911896		6.0567074		6.301285		-1.2024122		1.0054672		-3.2705002		-1.538597		-1.4707392		-1.1456171		-1.6430402		1.0179399		-0.55654144		0.007865906		-1.7095113		-0.6216154		-0.2659316		-0.19612503		-0.7163677		0.025652409		No		Yes		Yes		U35_44k_v1_3153		LOC_Os07g04850.2		gb|AAC24050.1| 8e-31  Similar to S. cerevisiae SIK1P protein gb|984964. ESTs gb|F15433 and gb|AA395158 come from this gene. [Arabidopsis thaliana]		LOC_Os07g04850.2 1e-25 pre-mRNA-splicing factor 31 putative expressed		ACATCACAATGTATGAAGTCATGCAGTACACAACATTACAGTTCACGCACTACAACAACA		None		AT1G60170.1

		26367		CUST_25391_PI390587928		9.01567		7.8568664		7.616756		8.662602		9.385597		8.293956		8.962017		9.955559		9.612628		8.529595		8.621646		8.165315		1.2922878		1.3538702		2.5407617		2.4502966		1.5125241		1.5940855		2.0067904		-1.4115573		0.59695816		0.43708944		1.3452611		1.2929564		0.3699274		0.672729		1.00489		-0.49728775		No		Yes		Yes		U35_44k_v1_26367		LOC_Os07g48450.3		No hits found		No hits found		ACCCTTCTTTAGTTTTAAGCTGCTCTTACGGGGAGCTGCTATGCGACTTGGGTGTTTTTT		50972		0

		43396		CUST_5412_PI390587928		7.1967072		7.176045		8.769095		9.687825		7.78365		10.604347		14.580116		13.107791		7.940932		12.548271		14.571457		13.195216		1.5020603		10.765193		56.14248		10.703166		1.6750736		41.419155		55.806507		11.371818		0.74422455		3.4283023		5.811021		3.4199657		0.5869427		5.372226		5.8023615		3.507391		Yes		Yes		Yes		U35_44k_v1_43396		-		No hits found		No hits found		CTTCTTCGATGTCGAATAGTGTCAACACGTTATTATATGTAAGTGCAGATGTGTAATGAA		39999		0

		5665		CUST_10747_PI390587928		7.314818		7.379812		7.7446475		10.175747		7.393125		8.697006		11.256167		12.250613		7.411985		8.62567		11.162918		12.521897		1.0557785		2.4918108		11.40441		4.2130537		1.0696709		2.3715966		10.690598		5.0846567		0.097167015		1.3171945		3.51152		2.0748663		0.07830715		1.2458587		3.4182706		2.3461504		Yes		Yes		Yes		U35_44k_v1_5665		LOC_Os07g41400.1		gb|EAZ04644.1| 2e-07  hypothetical protein OsI_025876 [Oryza sativa (indica cultivar-group)]		LOC_Os07g41410.1 7e-07 EGG APPARATUS-1 protein putative expressed		CAACTGTTAGCTGCTCCTTCCTGCTGTATTCTCAGTTCATATGTCTGTATTGTTTCTATA		12124		0

		43959		CUST_8841_PI390587928		3.390646		3.1432161		1.5960574		2.8690689		3.6617496		3.6393154		4.1051507		7.755039		3.4599073		2.751055		1.7602316		3.9341545		1.2067306		1.410395		5.6926217		29.56811		1.0491793		-1.3123578		1.1205245		2.092294		0.06926131		0.49609923		2.5090933		4.88597		0.27110362		-0.39216113		0.1641742		1.0650856		No		Yes		Yes		U35_44k_v1_43959		-		No hits found		No hits found		GGGACATCACATTGCCCGGATAATGTTTAAAATTATTGTTGTGAATTCCATGGATAATGT		41299		0

		10624		CUST_23295_PI390587928		6.611248		5.829619		5.043773		5.951697		6.1721683		6.3548255		9.933811		9.7893715		6.714915		6.4440575		8.960928		7.3237686		-1.3557392		1.4391396		29.6516		14.297338		1.0745009		1.5309621		15.1071		2.58842		0.10366678		0.52520657		4.890038		3.8376746		-0.43907976		0.61443853		3.9171548		1.3720717		Yes		Yes		Yes		U35_44k_v1_10624		LOC_Os09g31060.1		ref|NP_001044750.1| 7e-38  Os01g0839100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62190.1 1e-39 PEThy putative expressed		GCCTTTTCACAGAGAACATAAGAACATGTACTTACTTGTATAGATAGGATGTGCATACAA		23823		AT2G28710.1

		17620		CUST_31660_PI390587928		6.2065063		6.5541368		6.104714		5.8509965		6.743282		7.3390656		7.8684044		6.8017616		6.997289		7.5121994		7.621599		6.0860314		1.4507265		1.7230073		3.3956563		1.9328974		1.730013		1.9426993		2.8617256		1.1769352		0.7907829		0.7849288		1.7636905		0.95076513		0.5367756		0.95806265		1.5168853		0.23503494		Yes		Yes		Yes		U35_44k_v1_17620		LOC_Os03g21620.1		emb|CAA56313.1| 0.0  putative pp70 ribosomal protein S6 kinase [Avena sativa]		LOC_Os03g21620.1 0.0 serine/threonine-protein kinase AtPK19 putative expressed		AAATGTGTTTCACATATTTGGCGGCCTTTCCCAAAGGGTTCATTATAGAAAGTGATCGTC		8995		AT3G08720.2

		8221		CUST_27912_PI390587928		7.6021647		7.939551		7.154728		8.558713		8.919013		9.4053755		10.85188		10.115851		8.865989		10.244148		10.757192		10.02196		2.4912128		2.762213		12.970409		2.9426959		2.4013138		4.9402957		12.146458		2.757283		1.263824		1.4658246		3.6971521		1.5571384		1.3168483		2.3045974		3.6024637		1.4632473		Yes		Yes		Yes		U35_44k_v1_8221		LOC_Os03g14110.1		gb|AAB36543.1| 1e-19  DnaJ-like protein [Phaseolus vulgaris]		LOC_Os08g43490.1 1e-19 chaperone protein dnaJ 11 chloroplast precursor putative expressed		GTTTATTATGCATGTTCGGCTTGATGTGGTGATCTGACAGTAGGATTTGTTAAATCATAA		17122		AT2G17880.1

		20815		CUST_5268_PI390587928		4.001326		4.575315		5.0633874		4.547274		3.1372993		3.7750044		4.0692344		4.2233224		3.317352		2.7850895		3.8425348		3.2951748		-1.8201114		-1.741476		-1.9919108		-1.2517545		-1.606559		-3.4586895		-2.3308442		-2.3818777		-0.683974		-0.8003106		-0.994153		-0.32395172		-0.8640268		-1.7902255		-1.2208526		-1.2520993		Yes		No		No		U35_44k_v1_20815		LOC_Os09g17910.1		gb|EAZ08736.1| 4e-22  hypothetical protein OsI_029968 [Oryza sativa (indica cultivar-group)]		LOC_Os09g18010.1 2e-22 receptor-like protein kinase putative		TGAAGTATATGTCACATCATGATTTCACAACTGCAGTCCCTACCCTTTGAACTGATGGCC		14243		AT1G51880.1

		32378		CUST_42115_PI390587928		5.108466		5.2171063		5.548714		5.160132		4.779735		4.5763626		4.3131146		3.952279		4.842711		4.5156813		4.9532		4.8447347		-1.2559083		-1.5591327		-2.3547919		-2.309936		-1.2022653		-1.6261102		-1.5110111		-1.2443542		-0.26575518		-0.64074373		-1.2355995		-1.2078528		-0.32873106		-0.7014251		-0.5955143		-0.31539726		No		Yes		Yes		U35_44k_v1_32378		-		gb|EAZ31032.1| 1e-23  hypothetical protein OsJ_014515 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36100.2 5e-11 kinesin-4 putative expressed		TTTTCAAACACTCGTTCCTGCCTGCCTACCGTTGGGACTTGGGGTACAGTGCGGTACGAG		None		AT3G44730.1

		5259		CUST_3691_PI390587928		9.52771		8.785409		9.551599		11.069534		11.248656		11.090812		13.216016		12.855702		11.629772		11.483464		12.908223		12.348823		3.2965257		4.943054		12.679423		3.448976		4.2932262		6.489266		10.243413		2.4271922		2.1020622		2.3054028		3.6644173		1.7861681		1.7209463		2.6980553		3.3566246		1.2792883		Yes		Yes		Yes		U35_44k_v1_5259		LOC_Os12g44320.1		gb|EAY73599.1| 9e-34  hypothetical protein OsI_001446 [Oryza sativa (indica cultivar-group)]		LOC_Os07g20610.1 5e-34 serine/threonine-protein kinase receptor precursor putative		TGTAATCGGGTAGAACAGGTGCATGCACTCGGTGGAATGGAATGGATCTACAAGAAAAAA		22272		AT4G23140.2

		38105		CUST_38258_PI390587928		4.4204655		5.2727666		4.4980664		4.2881126		4.197513		4.437979		3.5837924		3.5413675		4.4328885		3.8430738		3.474475		3.660888		-1.1671196		-1.7835941		-1.8846204		-1.6780028		1.0086482		-2.6938934		-2.0329738		-1.5445908		0.0124230385		-0.83478737		-0.914274		-0.7467451		-0.22295237		-1.4296927		-1.0235915		-0.6272247		No		Yes		Yes		U35_44k_v1_38105		LOC_Os07g46720.2		gb|EAZ05030.1| 1e-26  hypothetical protein OsI_026262 [Oryza sativa (indica cultivar-group)]		LOC_Os07g46720.2 2e-28 nucleolar protein Nop56 putative expressed		GATGGTGGTGGCAGTTCTGCAGATATTAAATTACTGTTAATCCATAATGCAGGGAGTGGT		33935		AT3G12860.1

		23459		CUST_32168_PI390587928		7.5539184		7.4594684		9.493325		8.546955		7.7898345		7.515808		8.248371		7.510021		7.486805		6.8297176		8.689553		7.7119174		1.1776544		1.0398242		-2.37011		-2.0518622		-1.0476185		-1.5472976		-1.7456592		-1.7839037		-0.0671134		0.05633974		-1.2449541		-1.0369339		0.23591614		-0.6297507		-0.803772		-0.8350377		No		Yes		Yes		U35_44k_v1_23459		LOC_Os03g14010.3		gb|EAY89221.1| 6e-72  hypothetical protein OsI_010454 [Oryza sativa (indica cultivar-group)]		LOC_Os03g14010.3 1e-73 hydrolase hydrolyzing O-glycosyl compounds putative expressed		CGTGGTGTTACTAAATTATATACTCCTACTACTAGTGTAGCGATTGTTACGCGTAAAAAA		49907		AT4G38650.1

		46688		CUST_25672_PI390587928		4.04452		3.7716656		3.6732605		4.5884748		3.7575645		2.9451265		2.6507866		2.6294508		3.2321498		2.4198852		2.9570644		3.840428		-1.2200627		-1.7734259		-2.0313993		-3.8879886		-1.756094		-2.552269		-1.6428447		-1.6795173		-0.81237006		-0.82653904		-1.0224738		-1.959024		-0.28695536		-1.3517804		-0.71619606		-0.74804664		Yes		No		No		U35_44k_v1_46688		LOC_Os01g67090.1		gb|EAY76814.1| 4e-38  hypothetical protein OsI_004661 [Oryza sativa (indica cultivar-group)]		LOC_Os01g67090.1 6e-40 SF16 protein putative expressed		ACCAAGCGCAAGGCGGAGGCCGTCATGAAGCGCGAGCGAGCCCTCGCCTACTCCTACTCC		47125		AT2G43680.3

		39254		CUST_31256_PI390587928		5.3509707		3.533037		1.7404684		3.9045506		4.837628		4.822202		8.249378		7.420652		5.610829		6.4479966		7.89258		5.0160317		-1.4273536		2.443866		91.07036		11.440683		1.197361		7.5420656		71.116455		2.1606736		0.25985813		1.2891653		6.5089097		3.5161014		-0.51334286		2.9149597		6.1521115		1.1114812		Yes		Yes		Yes		U35_44k_v1_39254		LOC_Os01g16610.1		gb|EAY73470.1| 1e-48  hypothetical protein OsI_001317 [Oryza sativa (indica cultivar-group)]		LOC_Os01g16610.1 3e-50 early nodulin-like protein 1 precursor putative		GTGGCACTAGTGATTCGTGCTATGCTACTATTATCATAAGTAAATTTGTTATCGTGTGTA		None		AT3G18590.1

		4493		CUST_40232_PI390587928		11.843539		11.153312		12.028358		11.649017		12.057774		10.989095		11.007363		11.025726		12.027553		10.96537		11.256221		11.70477		1.1600881		-1.1205578		-2.0293183		-1.540385		1.1360397		-1.1391373		-1.7077984		1.0394013		0.18401337		-0.164217		-1.0209951		-0.623291		0.21423435		-0.18794155		-0.77213764		0.055752754		No		Yes		Yes		U35_44k_v1_4493		LOC_Os07g05000.1		ref|NP_001058875.1| 2e-91  Os07g0143000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g05000.1 4e-93 aldo-keto reductase yakc putative expressed		TAACGGAAGTAAGTGTATATTCAGGCTCATCGGTCAAATTACATCAAAACGATAGTTGTT		10130		AT1G06690.1

		1802		CUST_21608_PI390587928		10.495303		10.618798		9.794651		10.54046		10.942588		11.773545		13.024536		11.14651		11.2986555		12.352599		12.760868		10.396317		1.3634716		2.2264528		9.381932		1.5220866		1.7451516		3.3260293		7.8148437		-1.105074		0.80335236		1.154747		3.229885		0.6060505		0.4472847		1.7338009		2.966217		-0.1441431		Yes		Yes		Yes		U35_44k_v1_1802		LOC_Os06g39260.1		ref|NP_001057975.1| e-172  Os06g0593100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39260.1 1e-174 solute carrier family 35 member B1 putative expressed		TAAAAACGGCTGGGTAGTCTATTCTACTCAGGGTAGCAATGAATTGTGTTGCTTCTAAAA		13096		AT1G14360.1

		25701		CUST_5228_PI390587928		7.378099		7.32819		7.1687503		7.3496385		6.9394994		7.011065		5.913111		6.7635417		6.5668926		6.5945144		6.4266224		7.372303		-1.3552881		-1.2458452		-2.387729		-1.5011798		-1.754678		-1.66287		-1.672641		1.015834		-0.81120634		-0.31712484		-1.2556391		-0.58609676		-0.4385996		-0.7336755		-0.7421279		0.022664547		No		Yes		Yes		U35_44k_v1_25701		-		gb|EAZ09949.1| 1e-07  hypothetical protein OsI_031181 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37320.1 2e-09 retrotransposon protein putative unclassified		TGCTAGCCAAATGGGGTTGTAACAAAGTAATGCTAAAGACAGACTCAGTTCAGTTAAAGA		21750		0

		2893		CUST_31693_PI390587928		12.434021		11.486199		10.932614		11.79275		13.552028		13.216911		12.831017		12.664261		13.430359		13.758845		12.9154005		11.767833		2.1704688		3.3189156		3.7280009		1.8295774		1.9949297		4.8320856		3.9525568		-1.0174216		0.9963379		1.7307119		1.8984022		0.8715105		1.1180067		2.272646		1.9827862		-0.024917603		Yes		No		No		U35_44k_v1_2893		LOC_Os09g17630.1		gb|EAZ08713.1| 4e-61  hypothetical protein OsI_029945 [Oryza sativa (indica cultivar-group)]		LOC_Os09g17630.1 4e-62 receptor-like protein kinase 2 putative expressed		GTGGATACATGGCTCCTGAGTACGCAATGCGTGGTTATTTGACAGACAAAGCTGATGTTT		10292		AT1G07650.1

		7444		CUST_39402_PI390587928		7.9731865		9.098981		9.3525915		7.7540765		7.233207		8.12536		6.4399095		5.20359		6.33758		7.516195		7.7729783		7.118464		-1.6701518		-1.9637637		-7.530168		-5.8583183		-3.107181		-2.9954777		-2.988897		-1.5535972		-1.6356063		-0.97362137		-2.912682		-2.5504866		-0.73997927		-1.5827861		-1.5796132		-0.6356125		Yes		Yes		Yes		U35_44k_v1_7444		LOC_Os01g52710.1		ref|NP_001044121.1| 6e-74  Os01g0727100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52710.1 1e-75 transferase transferring glycosyl groups putative expressed		TGAACTCACTGTATGGAGCTATGATTCATTTAATTGACATGATGGACTCACTGCAAAAAA		25758		AT5G54690.1

		28451		CUST_27469_PI390587928		5.1246037		5.5783234		5.227017		6.0243382		4.436071		4.735613		3.2709935		5.149093		4.1872764		4.3105145		3.7500503		6.1283765		-1.6116437		-1.7934164		-3.8799107		-1.8343197		-1.9149774		-2.407956		-2.7836285		1.0747776		-0.9373274		-0.8427105		-1.9560235		-0.8752451		-0.6885328		-1.2678089		-1.4769666		0.10403824		Yes		No		No		U35_44k_v1_28451		LOC_Os11g34880.1		gb|AAM47268.1|AF509533_1 2e-70  putative NBS-LRR resistance protein [Aegilops tauschii]		LOC_Os11g34920.1 4e-56 stripe rust resistance protein Yr10 putative expressed		AAAGTAGAGTAATCACAACAACTCGGATTCTTGATGTTGCGCAGCAAGCTGGTGGTGTAT		27324		AT3G07040.1

		33622		CUST_10583_PI390587928		9.1794615		9.2544775		10.156919		9.990811		8.992322		9.135303		9.112674		9.376336		8.766097		8.874072		8.953869		9.572178		-1.1385041		-1.0861136		-2.0622864		-1.531001		-1.331788		-1.3017076		-2.3022583		-1.3366609		-0.4133644		-0.11917496		-1.0442448		-0.61447525		-0.18713951		-0.38040543		-1.2030497		-0.41863346		No		Yes		Yes		U35_44k_v1_33622		-		gb|EAZ05904.1| 7e-23  hypothetical protein OsI_027136 [Oryza sativa (indica cultivar-group)]		LOC_Os08g09670.1 1e-24 ubiquitin-protein ligase putative expressed		GACTCCATGGATGATTATGACCTCCCGTTTAGTTATACAATTCCCAGACCATGCGGTAAT		None		AT4G05470.1

		39326		CUST_31331_PI390587928		4.958002		4.8894625		5.330185		5.381125		4.298376		4.2894425		4.0470166		3.6920655		3.856848		4.208686		4.471621		4.548996		-1.579673		-1.5157375		-2.4337287		-3.2244644		-2.1452622		-1.6030024		-1.8132324		-1.7803106		-1.1011541		-0.60001993		-1.2831683		-1.6890595		-0.659626		-0.6807766		-0.8585639		-0.832129		Yes		Yes		Yes		U35_44k_v1_39326		-		No hits found		No hits found		TATGCCCCCCTGTGTAGAAAAATTTGGTAATGATATGAATTATGAACCACCCGTAAAAAA		35414		0

		44475		CUST_3484_PI390587928		4.812034		4.920627		4.5943713		4.4087834		4.9247813		4.8118286		2.4112835		2.7195141		4.433994		4.005735		2.973244		2.43389		1.0812852		-1.0783298		-4.541245		-3.2249331		-1.2995753		-1.8854282		-3.0761533		-3.9309916		-0.3780403		-0.108798504		-2.1830878		-1.6892693		0.11274719		-0.9148922		-1.6211274		-1.9748933		Yes		Yes		Yes		U35_44k_v1_44475		LOC_Os03g06940.1		ref|NP_001049068.1| 3e-41  Os03g0165400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g06940.1 7e-43 beta-galactosidase precursor putative expressed		GGGCTGTGTGTCTCTTTCTTGAAGAAGAGAAGATGTTGTATCCTTCTTTTGAAAATACTG		42227		AT4G36360.2

		40451		CUST_35487_PI390587928		12.070682		12.99252		13.667736		11.866909		12.456067		12.722764		12.449654		12.17242		12.225999		12.391797		12.597814		11.918953		1.3062087		-1.2056042		-2.326373		1.2358559		1.1136665		-1.5164766		-2.0993204		1.0367327		0.1553173		-0.26975632		-1.2180824		0.30551052		0.3853855		-0.60072327		-1.0699224		0.052043915		No		Yes		Yes		U35_44k_v1_40451		-		ref|YP_874634.1| e-130  maturase K [Hordeum vulgare subsp. vulgare]		No hits found		TTCAAGTGTACCAAAAAGTCCTTTGTTGGTAAGGAATCAAATGCTGGAGAATTCATTTCT		None		ATCG00040.1

		13088		CUST_14977_PI390587928		1.7551111		1.9750961		1.9354948		1.4463868		4.1919208		5.182944		6.239105		3.9802468		4.707358		5.224864		5.545528		1.9212481		5.41443		9.23971		19.747667		5.7911906		7.739534		9.512126		12.210353		1.3897846		2.9522467		3.2078476		4.3036103		2.53386		2.4368095		3.2497678		3.610033		0.47486126		Yes		Yes		Yes		U35_44k_v1_13088		LOC_Os03g08880.1		gb|EAY88839.1| 2e-39  hypothetical protein OsI_010072 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08880.1 5e-41 ATPUP3 putative expressed		ACAAACATACTTGCAGCTCAGCTCAGCTAAGACACGGCATGGCGACCACAGCTGCTAGCG		24291		0

		21363		CUST_9307_PI390587928		1.4098663		1.4720637		1.4862779		1.4491993		1.5399275		1.7822485		5.0460625		3.1979916		1.4668897		3.268442		4.537771		3.0927327		1.0943401		1.2398665		11.792392		3.3607712		1.0403172		3.4734714		8.290696		3.1243007		0.057023406		0.31018484		3.5597844		1.7487923		0.13006115		1.7963783		3.0514932		1.6435333		Yes		Yes		Yes		U35_44k_v1_21363		-		gb|EAY90614.1| 2e-27  hypothetical protein OsI_011847 [Oryza sativa (indica cultivar-group)]		LOC_Os01g24420.1 3e-28 expressed protein		GCGATGCGTATTAAATAAGAAAAGATGTTTTCGTCGACTATAAGACGCCTATGATAACTT		16700		0

		1048		CUST_30702_PI390587928		10.707438		9.912051		9.545566		10.803886		11.801461		10.863918		13.975357		13.739236		12.185303		12.134341		13.518234		12.663292		2.1346843		1.9343745		21.552622		7.649415		2.7853608		4.6663356		15.6997385		3.628581		1.4778643		0.9518671		4.4297915		2.9353495		1.0940228		2.22229		3.9726686		1.8594055		Yes		Yes		Yes		U35_44k_v1_1048		LOC_Os02g17940.6		gb|AAP95024.1| e-173  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		AGAAATAATGAACAATGGAATCTTTAGGAGCCCATTTCACAGAGTGGTGACGAACTTCAA		3564		AT5G20400.1

		25738		CUST_5163_PI390587928		7.784228		7.119911		6.489783		6.331373		8.718745		8.899387		9.898868		9.170348		9.104104		9.12087		9.686634		7.5264697		1.9112512		3.433015		10.6227455		7.155115		2.4964468		4.0026584		9.169552		2.2896016		1.3198762		1.7794762		3.4090848		2.838975		0.9345174		2.0009584		3.1968513		1.1950965		Yes		Yes		Yes		U35_44k_v1_25738		LOC_Os11g47900.1		gb|EAY81911.1| 3e-91  hypothetical protein OsI_035870 [Oryza sativa (indica cultivar-group)]		LOC_Os11g47900.1 6e-93 chitin-inducible gibberellin-responsive protein 2 putative expressed		TTGGTCATCATGGATTGCAGCTGATGCCACCTAGCTTATTTTCTCAATCTAACGTTGATT		22011		AT2G37650.1

		43264		CUST_32664_PI390587928		8.238385		8.2507105		8.869008		9.69155		9.106949		10.672576		11.640557		11.32442		9.547		10.594657		11.27523		9.923837		1.8258442		5.3586345		6.828408		3.1012928		2.4770358		5.076895		5.300845		1.1746951		1.3086147		2.4218655		2.7715492		1.6328697		0.86856365		2.3439465		2.4062223		0.23228645		Yes		Yes		Yes		U35_44k_v1_43264		LOC_Os07g35960.1		gb|EAZ04959.1| 6e-41  hypothetical protein OsI_026191 [Oryza sativa (indica cultivar-group)]		LOC_Os07g46090.1 3e-42 conserved hypothetical protein		AGTCACAAGGTGCTGACATAGTTGTAGAGATTTCATATCTGTAATTTGAACCTGAGATTA		39751		0

		5448		CUST_21464_PI390587928		6.523831		6.222278		7.105717		6.260065		8.657273		9.273523		10.711833		8.67488		9.340186		10.624333		10.520303		7.0623684		4.3876314		8.289271		12.177244		5.3325105		7.043806		21.142225		10.663326		1.7438831		2.8163552		3.0512452		3.6061158		2.414815		2.1334424		4.4020553		3.4145856		0.8023033		Yes		Yes		Yes		U35_44k_v1_5448		LOC_Os10g36848.1		ref|NP_001065043.1| 2e-74  Os10g0512400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36848.1 4e-76 cytochrome P450 84A1 putative expressed		GGCTATTCAGTACCCCAGGGCTCAAGTATCATGATCAACGTCTTCGACATTGGTCGAAAC		11970		AT4G36220.1

		30819		CUST_19560_PI390587928		2.0705948		2.198786		1.7586886		1.6647688		1.7335287		1.9254223		5.206524		6.0692563		1.5528765		3.9704683		5.415491		4.49204		-1.2631851		-1.2086225		10.911938		21.1779		-1.4316891		3.4145188		12.612678		7.097306		-0.5177183		-0.2733637		3.4478354		4.4044876		-0.33706605		1.7716823		3.6568027		2.8272715		Yes		Yes		Yes		U35_44k_v1_30819		-		dbj|BAD73016.1| 9e-21  putative esterase [Oryza sativa Japonica Group]		LOC_Os01g11790.1 2e-22 GDSL-like Lipase/Acylhydrolase family protein expressed		GAAACCGTCATACACATTTTTCTACATGGTGTCTTCTATTTTTACCTCACTCTATGATAC		30894		AT1G28600.1

		49157		CUST_41603_PI390587928		7.55291		7.263059		6.4502883		7.1858444		7.428782		7.3601213		7.783418		7.6503468		7.3675785		7.6276784		7.9475827		7.657202		-1.0898488		1.0695932		2.5194867		1.3798413		-1.137078		1.2875417		2.8231277		1.3864132		-0.18533134		0.09706211		1.3331299		0.46450233		-0.124127865		0.36461926		1.4972944		0.47135735		No		Yes		Yes		U35_44k_v1_49157		-		No hits found		No hits found		CTGCGCATTTTGGCATATGCGAATGAAATATAAGAAACAGTCGAATTTGAGGTTGAAAAA		None		0

		4900		CUST_1337_PI390587928		9.684272		9.678551		9.382549		8.903326		9.0173025		9.13781		8.272503		8.956632		8.648486		8.628409		8.656308		8.832566		-1.5877341		-1.4547194		-2.158526		1.0376397		-2.0502298		-2.0707326		-1.6543232		-1.0502696		-1.0357857		-0.54074097		-1.1100464		0.053305626		-0.6669693		-1.0501413		-0.7262411		-0.07075977		No		Yes		Yes		U35_44k_v1_4900		LOC_Os06g42720.1		ref|NP_001046156.1| 0.0  Os02g0191300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09810.3 0.0 amino acid transporter-like protein putative expressed		CCGAATAAAAATGAAGTGGCCATTGTTACCATCCTTTTCCTCTGAGGAAACCTGTAGATT		13479		AT3G30390.2

		20802		CUST_5281_PI390587928		2.3405337		3.6492584		5.7958527		4.0587964		2.6440876		2.6071124		4.010308		2.915819		1.4050487		2.416013		3.698141		4.06903		1.2341808		-2.0592885		-3.4474864		-2.2083633		-1.9125335		-2.3509524		-4.280299		1.0071185		-0.935485		-1.042146		-1.7855449		-1.1429775		0.30355382		-1.2332454		-2.0977116		0.010233402		Yes		No		No		U35_44k_v1_20802		LOC_Os01g03570.1		gb|EAZ12805.1| 5e-41  hypothetical protein OsJ_002630 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g44230.1 1e-42 transcription factor X1 putative expressed		ATGAAAGCTTGGAAGCAATGTCATCAGCCTTACCTCTCTTGTCCTTCTTCACACCATCAG		21093		AT1G80790.1

		16594		CUST_21681_PI390587928		1.9153681		1.4320196		1.4448795		1.9434571		2.8783894		2.5151174		1.4100176		3.4187977		2.5136979		2.077139		1.7313151		4.5914435		1.949388		2.1185803		-1.0244588		2.7804928		1.5139629		1.5638686		1.2196233		6.2679186		0.5983298		1.0830978		-0.034861922		1.4753406		0.9630213		0.6451193		0.2864356		2.6479864		Yes		No		No		U35_44k_v1_16594		LOC_Os03g61150.2		ref|NP_001051767.1| 6e-09  Os03g0826800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61150.2 1e-10 expressed protein		GGGCTCTATATCTTGTTAAAAAATGAACCATCCATCAGTTATAATGTGTGTGATGCTTCC		5463		0

		20654		CUST_9361_PI390587928		8.541022		8.653144		8.305171		8.040576		8.410066		8.385066		7.0372014		7.773449		7.9659476		8.169386		7.858004		8.068152		-1.0950196		-1.2042024		-2.408224		-1.203409		-1.4897546		-1.3983815		-1.3633603		1.0192984		-0.5750747		-0.26807785		-1.2679696		-0.26712704		-0.13095665		-0.48375797		-0.44716692		0.027576447		No		Yes		Yes		U35_44k_v1_20654		LOC_Os03g03640.1		ref|NP_001048840.1| 1e-19  Os03g0128400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03640.1 3e-21 expressed protein		TGTTATTTCTAGCCATGTCTTCGGCTCATGGCAGCAAGTGCTATTATTTTGGAGAAAAAA		14437		0

		5289		CUST_13995_PI390587928		8.973147		8.340444		8.533423		8.862491		8.640438		7.500979		10.170445		9.057774		9.742718		8.306115		9.334907		7.595844		-1.2593762		-1.789386		3.1102316		1.1449487		1.704762		-1.02408		1.742892		-2.406017		0.76957035		-0.83946466		1.637022		0.19528294		-0.3327093		-0.03432846		0.80148315		-1.2666469		No		Yes		Yes		U35_44k_v1_5289		LOC_Os08g10500.2		No hits found		No hits found		GACCTCCCTTCTGTAATTTGTTGGGCGTGAATTGGATATGCGCGAGTTATTTCCAAAAAA		12361		0

		12162		CUST_14243_PI390587928		8.364448		9.758214		9.009862		8.543072		7.4573097		8.607638		6.099876		6.5259194		6.9973845		7.5141296		7.073816		7.848532		-1.8753214		-2.2200246		-7.516109		-4.04784		-2.5794492		-4.7373633		-3.826555		-1.6183678		-1.367063		-1.1505756		-2.909986		-2.0171523		-0.9071379		-2.2440844		-1.9360461		-0.69453955		Yes		Yes		Yes		U35_44k_v1_12162		LOC_Os08g39490.3		gb|EAZ07546.1| 5e-48  hypothetical protein OsI_028778 [Oryza sativa (indica cultivar-group)]		LOC_Os08g39490.3 1e-49 expressed protein		GATGTGTTAGATGAAGCTCCACATTGCGATCAAAGTACTGGTACTGATGATGAAATTGCT		24488		0

		15058		CUST_18758_PI390587928		14.0662565		14.109868		13.970967		14.402156		14.460103		14.820582		15.207957		15.459134		14.607104		14.785924		14.945493		14.835277		1.3138919		1.6366143		2.3570623		2.080569		1.4548272		1.5977658		1.9649948		1.350151		0.5408478		0.71071434		1.23699		1.0569782		0.3938465		0.6760559		0.97452545		0.43312073		No		Yes		Yes		U35_44k_v1_15058		LOC_Os05g36260.1		ref|NP_001055658.1| e-104  Os05g0438500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36260.1 1e-106 soluble inorganic pyrophosphatase putative expressed		GTATTCAAGACCTTGTGGTTTGGCTCGTGTATTATCTTCAGTTCTTACTGAACAAATAAT		2021		AT2G46860.1

		23669		CUST_21918_PI390587928		12.741074		12.331883		13.308969		13.275004		12.614594		11.84768		11.871144		12.099762		12.640445		11.733615		12.379714		13.262787		-1.0916264		-1.3988132		-2.7091198		-2.2583082		-1.0722407		-1.5138985		-1.9042917		-1.0085045		-0.10062885		-0.48420334		-1.4378242		-1.1752424		-0.12647915		-0.5982685		-0.92925453		-0.012217522		No		Yes		Yes		U35_44k_v1_23669		LOC_Os09g29960.1		emb|CAJ29321.1| 4e-46  dof zinc finger protein 16 [Hordeum vulgare subsp. vulgare]		LOC_Os09g29960.1 7e-18 dof zinc finger protein MNB1A putative expressed		TTTGCTTTAGTGCCTGATCGGAAGGCTAACCTAGAAGGTGAGGTGCCTGTATAAAAACCA		19502		0

		49167		CUST_41585_PI390587928		10.674317		10.836497		10.668907		10.417584		10.408175		10.662624		9.642847		9.611173		10.227628		10.764201		9.906459		10.1683		-1.2025875		-1.1280828		-2.0364552		-1.7488563		-1.3629093		-1.0513887		-1.696367		-1.1886177		-0.4466896		-0.17387295		-1.0260601		-0.80641174		-0.2661419		-0.07229614		-0.7624483		-0.24928474		No		Yes		Yes		U35_44k_v1_49167		LOC_Os07g48130.4		gb|EAY89924.1| 1e-24  hypothetical protein OsI_011157 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48130.4 2e-26 potassium transporter 9 putative expressed		GCATCCGGCTGTATAGTTTACAACAAGTATAGTTTACAACGTCACATTGTTGCCAAAAAA		12572		AT2G40540.2

		50836		CUST_25895_PI390587928		8.269158		8.235899		8.224461		8.126447		7.718582		7.9168725		10.11322		7.8646526		7.861393		8.008915		9.7181425		8.400628		-1.4646705		-1.2474885		3.703167		-1.1989688		-1.3266294		-1.1703857		2.8160675		1.2093077		-0.4077654		-0.31902647		1.8887596		-0.2617941		-0.5505762		-0.22698402		1.4936819		0.27418137		No		Yes		Yes		U35_44k_v1_50836		-		gb|EAY86257.1| 1e-28  hypothetical protein OsI_007490 [Oryza sativa (indica cultivar-group)]		LOC_Os02g34790.1 2e-29 receptor-like protein kinase 5 precursor putative expressed		TTTATGGGATCTCATCCAGGAGATTTGCTCTCGTCGCTCTCCTGTGCCACAAAGAATAAT		36612		AT4G08850.1

		41180		CUST_34767_PI390587928		15.08754		15.159916		14.840576		14.027827		14.918564		15.101497		13.181769		12.718343		14.678365		14.5158		13.726573		13.2797165		-1.1242601		-1.0413241		-3.1575527		-2.4785297		-1.3279262		-1.5627809		-2.164454		-1.6795919		-0.40917492		-0.058419228		-1.6588068		-1.3094845		-0.16897583		-0.64411545		-1.1140032		-0.7481108		No		Yes		Yes		U35_44k_v1_41180		-		No hits found		No hits found		AGTTTCCGCTGAAAATCGGTGTGTTATGCTTGTCCCTCAAACTCGTGCTTTTTGGAGTTC		5251		0

		3856		CUST_6364_PI390587928		3.222946		4.104346		1.5228108		3.8154116		2.7907455		4.269592		4.7789145		3.8232		2.9959185		3.844391		4.6053925		3.9171822		-1.34929		1.1213573		9.553991		1.0054132		-1.1704209		-1.1974411		8.471289		1.0730897		-0.22702742		0.16524601		3.2561035		0.0077884197		-0.43220043		-0.2599547		3.0825815		0.10177064		No		Yes		Yes		U35_44k_v1_3856		LOC_Os09g10910.3		ref|NP_001062767.1| 1e-90  Os09g0281300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g10910.3 3e-92 fiber protein Fb34 putative expressed		AAACATTTGCATTATAGATCATGCCGCAATAATCTTTGCAACAAAGGTCATGTTGCAGAA		8863		AT1G13380.1

		9050		CUST_11414_PI390587928		11.002839		11.506032		11.762973		11.069275		10.7004385		11.019839		10.482256		10.395719		10.656822		10.724769		10.962081		11.251042		-1.2331947		-1.4007434		-2.4295967		-1.5949999		-1.2710465		-1.7186352		-1.7421778		1.1342727		-0.34601688		-0.4861927		-1.2807169		-0.6735563		-0.3024006		-0.78126335		-0.8008919		0.18176746		No		Yes		Yes		U35_44k_v1_9050		LOC_Os02g30610.1		ref|NP_001046928.1| 2e-35  Os02g0509600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g30610.1 4e-37 expressed protein		CATGTGTTCTGGGTTGATGCCGCAAGTAGGAAAAACCAGAGTTGAATCAGTATCTTTTTT		20821		0

		21475		CUST_20441_PI390587928		7.0084453		7.1562448		8.29362		7.451918		6.5795975		6.5535893		4.757528		5.193399		5.813499		5.3397174		6.412543		6.944261		-1.346158		-1.5185089		-11.600317		-4.785001		-2.2893631		-3.5223234		-3.6835		-1.4217395		-1.1949463		-0.6026554		-3.5360923		-2.2585192		-0.4288478		-1.8165274		-1.8810773		-0.50765705		Yes		Yes		Yes		U35_44k_v1_21475		LOC_Os03g02190.1		ref|NP_001048733.1| 8e-26  Os03g0113000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02190.1 2e-27 receptor protein kinase CRINKLY4 precursor putative expressed		ACCTAATGTCCTAGTGGCCAGTGGGATCATTTTTAATAAAACATTCGTTCCATGAAAAAA		17605		0

		1823		CUST_36405_PI390587928		14.014442		13.662235		13.966502		14.008155		13.810364		13.567615		12.8148155		13.5167885		13.378421		13.169131		13.298181		13.910114		-1.1519505		-1.0677847		-2.2217348		-1.4057757		-1.5540378		-1.4074699		-1.589223		-1.0703188		-0.6360216		-0.094620705		-1.1516867		-0.4913664		-0.20407867		-0.49310398		-0.6683216		-0.09804058		No		Yes		Yes		U35_44k_v1_1823		LOC_Os02g47800.1		ref|NP_001047875.1| 0.0  Os02g0707100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47800.1 0.0 monodehydroascorbate reductase cytoplasmic isoform 2 putative expressed		GTACAAACCTGTACGAAAGTGTAATCGTTGCCTCATGTGTAAACAAGTATAGAAATCTCA		4680		AT3G27820.1

		25116		CUST_32919_PI390587928		10.770515		10.754951		11.786466		11.534664		10.474456		10.311417		10.128987		10.272862		10.216315		9.7667055		10.507923		11.316551		-1.2277864		-1.3599315		-3.1546464		-2.3979502		-1.4683543		-1.9837704		-2.4259377		-1.1632111		-0.5542002		-0.4435339		-1.6574783		-1.2618017		-0.2960596		-0.988245		-1.2785425		-0.21811295		No		Yes		Yes		U35_44k_v1_25116		LOC_Os03g46570.1		No hits found		No hits found		GATCAATTGTAAGACAAGAAGGCAAACAGTTCGTAGTATTGCAGATCAATGCTTGAAATT		None		0

		30228		CUST_1571_PI390587928		5.2027416		5.9956994		6.527363		5.807196		5.1184597		5.084158		5.5152164		5.5337205		5.0751157		5.2395344		5.1548657		5.0274234		-1.0601599		-1.8810543		-2.0169096		-1.2087163		-1.0924945		-1.688995		-2.5891833		-1.7168604		-0.12762594		-0.91154146		-1.0121465		-0.27347565		-0.08428192		-0.756165		-1.3724971		-0.77977276		No		Yes		Yes		U35_44k_v1_30228		-		gb|EAZ00256.1| 3e-37  hypothetical protein OsI_021488 [Oryza sativa (indica cultivar-group)]		LOC_Os08g03676.1 2e-19 pentatricopeptide repeat protein PPR1106-17 putative expressed		ATCTCCGGGTATGTCAAGGCTGGGCGGTTCTTGGACGCGCTGGAGGTGTTTGAACAAATG		30041		AT2G35030.1

		37533		CUST_35908_PI390587928		3.923028		3.575545		4.928773		4.1262608		3.7633674		3.0485706		4.104527		3.8305333		3.4137347		2.8626404		3.2230742		3.0296466		-1.1170243		-1.4409043		-1.7706094		-1.2275038		-1.4233528		-1.6391009		-3.2618687		-2.1385221		-0.5092933		-0.52697444		-0.8242459		-0.2957275		-0.15966058		-0.7129047		-1.7056987		-1.0966141		Yes		No		No		U35_44k_v1_37533		LOC_Os12g42850.1		ref|NP_001067309.1| 8e-37  Os12g0623500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42850.1 2e-38 high-affinity cationic amino acid transporter 1 putative expressed		AAATGTTTGGAATGGAAGTATGTGTCTGAACCTATGTATGTTGTTCAGGGGTGGCACGTG		33243		AT1G58030.1

		22903		CUST_39167_PI390587928		2.6367223		3.2208726		1.715432		2.1810892		5.09707		7.783171		8.244855		5.920929		5.960333		7.778433		7.5369782		3.609265		5.5034943		23.625923		92.374504		13.359923		10.011668		23.548447		56.553566		2.6910625		3.3236105		4.562299		6.5294228		3.7398398		2.460348		4.55756		5.821546		1.4281759		Yes		Yes		Yes		U35_44k_v1_22903		LOC_Os05g48010.1		gb|EAZ35207.1| 2e-38  hypothetical protein OsJ_018690 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48010.1 3e-40 anthocyanin regulatory C1 protein putative expressed		CTCCGAGATTGTGTATGAGAGATCAATCACATGTGAATTATGCTATACTAGAATAGATAG		18002		AT4G37780.1

		11863		CUST_3403_PI390587928		7.4137383		7.0972695		7.0113893		6.7121925		7.0910964		6.881111		5.7241764		6.086268		6.908169		6.4869633		6.225569		6.372439		-1.2506186		-1.1616362		-2.440561		-1.5431995		-1.4196836		-1.5265832		-1.7240726		-1.2655405		-0.50556946		-0.21615839		-1.2872128		-0.6259246		-0.32264185		-0.61030626		-0.7858205		-0.33975363		No		Yes		Yes		U35_44k_v1_11863		LOC_Os06g51160.1		gb|EAZ15816.1| 1e-90  hypothetical protein OsJ_030025 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g21890.2 2e-92 transferase transferring glycosyl groups putative expressed		TTAGGTAGAGCAGTGATATGTCTAACATTGTTCAGCATCATAATTTTGTCATTCTTGTGC		21411		AT4G38270.1

		4356		CUST_15239_PI390587928		9.568127		8.851804		8.736295		8.761774		9.28329		9.17542		9.506516		10.255044		9.268245		8.825624		9.506803		9.113391		-1.2182724		1.2514633		1.7055318		2.8152635		-1.2310437		-1.0183117		1.7058702		1.2759899		-0.29988194		0.32361603		0.7702217		1.4932699		-0.28483677		-0.026179314		0.7705078		0.35161686		No		Yes		Yes		U35_44k_v1_4356		LOC_Os01g45640.1		ref|NP_001043696.1| 2e-24  Os01g0644000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45640.1 5e-26 tat pathway signal sequence family protein expressed		ATGTACTAGTAACAATTGAGACCAGACAACCTTGCAAAATAACTTTCCTGTGTCTTCAAA		9871		0

		6646		CUST_29974_PI390587928		10.064569		10.178773		9.393472		10.366342		8.49662		9.194955		6.482734		8.5750885		7.8166175		8.326636		7.05525		9.973495		-2.96483		-1.9776924		-7.5200253		-3.461154		-4.7500806		-3.6103446		-5.056789		-1.312982		-2.247952		-0.98381805		-2.9107375		-1.7912531		-1.5679493		-1.8521366		-2.3382215		-0.39284706		Yes		Yes		Yes		U35_44k_v1_6646		LOC_Os01g04920.1		gb|EAZ10492.1| 0.0  hypothetical protein OsJ_000317 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04920.1 0.0 glycosyl transferase group 1 family protein putative expressed		TGTAATAGTGGAAATGTGAGCATGATCCATCACAACATCGACGTACTGTTGCGGAAAAAA		16651		AT5G01220.1

		10444		CUST_7166_PI390587928		8.283698		7.7029057		7.0148335		7.6162357		9.084723		9.479536		9.078968		8.265149		9.159237		9.893521		10.00534		8.658374		1.742339		3.42625		4.1818304		1.5679867		1.8346932		4.5650024		7.947528		2.0592773		0.8755388		1.7766304		2.0641346		0.6489134		0.8010254		2.1906157		2.9905062		1.0421381		Yes		Yes		Yes		U35_44k_v1_10444		LOC_Os02g52550.1		ref|NP_001048208.1| 2e-62  Os02g0763000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52550.1 3e-64 ORFX protein putative expressed		ATTTGTGATGCGTTCACGACTTGTGCAACCGGTGATGGATTTGATGGTTGCTCGAAAAAA		28793		AT5G35525.1

		30418		CUST_3662_PI390587928		2.334171		1.8791987		2.4605036		4.4880543		2.0227497		3.6905167		6.994825		6.729133		3.1916974		2.825269		5.89261		5.8863983		-1.2409297		3.5096278		23.17217		4.7275047		1.8119289		1.9266177		10.793617		2.6359885		0.8575263		1.811318		4.5343213		2.2410789		-0.3114214		0.9460703		3.4321065		1.398344		Yes		Yes		Yes		U35_44k_v1_30418		-		gb|ABN45792.1| 2e-67  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11890.1 1e-38 protein kinase domain containing protein expressed		CACGCGTTTCAAAATAATTAAGGGGATCTGCGATGGTTTACTTTTTCTTCATAGAATTCC		30331		AT1G11330.1

		48763		CUST_42194_PI390587928		2.607233		3.0274065		2.0763206		1.8990682		5.7672653		8.1368475		8.662554		6.6351132		6.393945		8.195885		8.343886		1.9167277		8.938497		34.52192		96.08459		26.649654		13.801107		35.96391		77.041595		1.0123158		3.7867122		5.109441		6.586233		4.736045		3.1600323		5.168478		6.2675657		0.017659426		Yes		Yes		Yes		U35_44k_v1_48763		LOC_Os03g08880.1		gb|EAZ25868.1| 5e-33  hypothetical protein OsJ_009351 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08880.1 1e-34 ATPUP3 putative expressed		CGTGCTCGCATTTATTCGTAGTTATAGGATTTTCGAATATACCAACTCAGTGTTTTGAAA		30342		AT1G28220.1

		46908		CUST_3155_PI390587928		5.629102		5.1232915		3.6599283		3.4679878		5.604122		5.4596653		4.3617077		4.212229		5.734658		7.305163		4.9526		4.9277525		-1.0174656		1.2625791		1.6265097		1.6750928		1.0759087		4.5374174		2.4498131		2.750635		0.105555534		0.3363738		0.70177937		0.744241		-0.024980068		2.1818714		1.2926717		1.4597647		Yes		No		No		U35_44k_v1_46908		LOC_Os07g09520.1		gb|EAZ39000.1| 1e-98  hypothetical protein OsJ_022483 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09520.1 1e-100 expressed protein		TATCCCCAAAGACAACCCATTCTCCGTGGATCCCAAGTTCGCGCCGGAGGTCTTCGCTAT		47575		AT1G74790.1

		29194		CUST_4194_PI390587928		9.591313		9.527341		10.784867		10.857402		9.492704		9.368056		9.450845		10.015666		8.544721		9.009166		9.857727		10.820305		-1.0707406		-1.1167332		-2.5210462		-1.7922052		-2.0656455		-1.4321426		-1.9015031		-1.0260471		-1.0465927		-0.15928459		-1.3340225		-0.84173584		-0.09860897		-0.5181751		-0.92714024		-0.037096977		No		Yes		Yes		U35_44k_v1_29194		LOC_Os03g10180.2		ref|NP_001049277.1| 5e-42  Os03g0198300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10180.2 1e-43 expressed protein		ATCCAAAATCCGGGAGTGGTCAAAGGGTAAAGAAGGAAATATTCGGTCATTGCTTTCTAC		14413		AT1G75100.1

		18500		CUST_5263_PI390587928		10.367329		10.522544		9.695057		10.13847		10.018067		9.979803		8.68632		9.480699		9.873862		9.873811		8.886811		9.810027		-1.2739081		-1.4567374		-2.0121481		-1.5776434		-1.4078234		-1.5677909		-1.7510808		-1.2556571		-0.49346638		-0.5427408		-1.0087366		-0.6577711		-0.34926128		-0.64873314		-0.80824566		-0.32844257		No		Yes		Yes		U35_44k_v1_18500		LOC_Os03g43420.1		gb|EAY91117.1| e-108  hypothetical protein OsI_012350 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43420.1 1e-109 single-strand binding protein expressed		TGACAAATTATGAACATGACCATGTACGAGAAGCTCTATCATCTGCGCACCAGTTGACGC		10393		AT1G47720.1

		30470		CUST_28106_PI390587928		3.1555398		3.8922958		4.8786464		3.873531		3.0851316		2.985158		2.8955755		3.1984951		3.040187		1.697285		3.0081246		2.042066		-1.0500137		-1.8753214		-3.9533367		-1.5966365		-1.0832399		-4.5789304		-3.6566482		-3.5589828		-0.11535287		-0.9071379		-1.9830709		-0.67503595		-0.070408106		-2.1950107		-1.8705218		-1.831465		Yes		No		No		U35_44k_v1_30470		-		No hits found		No hits found		CACCGCAAGTTGTTAATTTCATTTTTCTCGGCTCTGTTGCTTTGTTTGCTGTTGCTGTGG		30400		0

		4765		CUST_15950_PI390587928		11.244544		10.750987		9.888268		14.044871		10.897858		12.653076		14.592631		13.437576		10.566588		10.151016		14.306477		13.945865		-1.2716365		3.7375402		26.070799		-1.5234003		-1.599871		-1.5156859		21.38027		-1.0710357		-0.6779556		1.9020891		4.704363		-0.60729504		-0.34668636		-0.5999708		4.418208		-0.09900665		No		Yes		Yes		U35_44k_v1_4765		-		No hits found		No hits found		TCACAATATTTTGCTCTCCGCTCTACCTCTTGTGTAAGAAACTTGGCCTACTCGGCTACT		15957		0

		17017		CUST_20178_PI390587928		7.255917		7.1060944		4.2708077		5.8763986		7.1587906		8.7861595		10.235334		9.104388		7.7440953		8.68036		9.100226		5.767372		-1.0696409		3.2044241		62.44554		9.369615		1.4026725		2.9778385		28.431507		-1.0785002		0.48817825		1.6800652		5.9645267		3.2279897		-0.097126484		1.5742655		4.8294187		-0.10902643		Yes		Yes		Yes		U35_44k_v1_17017		LOC_Os07g08070.1		gb|EAY84839.1| 2e-42  hypothetical protein OsI_006072 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09990.1 1e-43 TMV response-related gene product putative expressed		GCCTAACGGCCTAAGTCGATATTAAATAGTTTTATGTAGATTAAGGTCGGAAAGAAGAAA		30358		0

		21158		CUST_1132_PI390587928		3.645916		2.23343		4.414908		4.7106595		2.3196013		2.1404045		2.2731884		3.4156551		2.925258		2.241949		3.6552804		4.0271993		-2.507613		-1.0666046		-4.412877		-2.4537773		-1.6479336		1.0059226		-1.6930535		-1.6059871		-0.72065806		-0.093025446		-2.1417196		-1.2950044		-1.3263147		0.008519173		-0.7596276		-0.68346024		Yes		No		No		U35_44k_v1_21158		LOC_Os06g26234.3		gb|ABN05323.1| e-101  putative starch branching enzyme [Populus trichocarpa]		LOC_Os06g26234.3 3e-95 14-alpha-glucan branching enzyme putative expressed		TACAGCGCCGCATGTTTTTCTTTTGTAGAGCTTTGTTACCAACAGTTTAATAAAAGCGAT		16389		AT3G20440.2

		7865		CUST_6_PI390587928		9.105521		8.534996		7.3298545		7.7466545		10.008679		10.591401		11.204022		9.86444		10.752423		11.342113		11.025238		8.413024		1.8701555		4.1594853		14.663605		4.340272		3.1316047		6.998843		12.954519		1.587074		1.6469021		2.056405		3.874168		2.1177855		0.9031582		2.8071165		3.6953835		0.66636944		Yes		Yes		Yes		U35_44k_v1_7865		LOC_Os01g48360.2		No hits found		No hits found		AGCAAAGTTCGTATCGATGGAGACATGATTAAAATTCCCAGTTTAGGACGGACTAAAAAA		16046		0

		44231		CUST_18407_PI390587928		3.6980717		3.388415		3.7242012		3.066781		3.9660923		4.337635		5.4387164		5.3917255		4.187301		5.36511		4.702908		3.1954224		1.2041546		1.9308283		3.2818635		5.010465		1.403695		3.9359033		1.9706981		1.0932636		0.48922944		0.94921994		1.7145152		2.3249445		0.26802063		1.9766948		0.97870684		0.12864137		Yes		No		No		U35_44k_v1_44231		LOC_Os01g12400.2		gb|EAZ11089.1| 3e-21  hypothetical protein OsJ_000914 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g12400.2 6e-23 ATP binding protein putative expressed		GAGACGCCGAGGTTTTTTCCTTATTTTCACAGAAATGATTGGTTTGGAGAGGGGTTTTTT		41799		AT2G19130.1

		715		CUST_41512_PI390587928		17.634487		17.016247		17.36274		17.617533		18.06859		17.887875		18.912516		18.480392		18.3744		18.479103		18.909752		17.298605		1.3510705		1.8297262		2.927717		1.8186396		1.670074		2.7565358		2.9221137		-1.2474031		0.73991203		0.8716278		1.5497761		0.8628597		0.434103		1.4628563		1.5470123		-0.31892776		No		Yes		Yes		U35_44k_v1_715		-		No hits found		No hits found		CTGCTGTTGTTGTTGTGAACCTGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATGG		3023		0

		41647		CUST_31310_PI390587928		9.782491		9.756958		9.910876		9.465064		10.480866		10.776912		11.763709		10.040932		10.875806		11.160278		11.447352		9.718803		1.6226768		2.027854		3.6120875		1.4905736		2.1336377		2.6450963		2.9008508		1.1922934		1.0933151		1.0199537		1.8528328		0.57586765		0.6983757		1.4033203		1.5364761		0.25373936		Yes		Yes		Yes		U35_44k_v1_41647		LOC_Os01g32660.4		gb|EAZ12083.1| 3e-15  hypothetical protein OsJ_001908 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32660.4 6e-17 OsMKK6 - putative MAPKK based on amino acid sequence homology expressed		TGACGGCGAGCGGTACATTCAAGGATGGTGAACTGCGGCTTAATCAAAGAGGTTTGCAGC		36705		0

		5251		CUST_3699_PI390587928		8.134852		7.8583016		8.013219		8.061764		7.764889		7.6550426		6.97706		7.5543103		7.712251		7.34449		7.506622		8.008839		-1.2923203		-1.1512961		-2.0507605		-1.4215387		-1.340342		-1.4278175		-1.4206952		-1.037366		-0.42260122		-0.20325899		-1.036159		-0.50745344		-0.36996365		-0.5138116		-0.50659704		-0.05292511		No		Yes		Yes		U35_44k_v1_5251		LOC_Os03g06440.2		ref|NP_001049037.1| 4e-77  Os03g0160400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g06440.2 7e-79 RNA helicase SDE3 putative expressed		TGGTAGTGGTATTTTAGACGAGAGAATGTTTTAAACTTGCCAAACTCATGTTTTTCCAAC		23642		AT1G05460.1

		16087		CUST_31610_PI390587928		13.68382		12.573413		12.625865		12.340957		13.535156		12.338769		10.72287		11.732266		13.4019575		12.112808		11.154243		12.021131		-1.1085421		-1.1766163		-3.7398882		-1.5248742		-1.2157632		-1.3761184		-2.7733343		-1.2481802		-0.28186226		-0.23464394		-1.9029951		-0.60869026		-0.14866352		-0.46060467		-1.4716215		-0.31982613		No		Yes		Yes		U35_44k_v1_16087		LOC_Os01g05840.3		ref|NP_001042042.1| e-135  Os01g0151700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g05840.3 1e-137 retinol dehydrogenase 11 putative expressed		CTTGTTTGGTGTCGTGGCTATGATCGAATTGTGTTCTTGTTAATATATTTGTGTCCAGTA		4531		AT5G02540.1

		38617		CUST_7319_PI390587928		15.795911		15.902072		15.529835		16.016726		16.15377		16.191957		16.81315		16.451517		16.590271		16.625278		16.814362		16.461966		1.2815232		1.2225432		2.4339771		1.3517156		1.734308		1.6508471		2.4360213		1.3615407		0.79436016		0.28988552		1.2833157		0.43479156		0.3578596		0.7232065		1.2845268		0.44524002		No		Yes		Yes		U35_44k_v1_38617		LOC_Os04g56160.2		gb|AAY42948.1| 9e-15  plasma membrane H+ ATPase [Lupinus albus]		LOC_Os04g56160.2 3e-15 plasma membrane ATPase putative expressed		ACTAGTCGGTGATCTTGCGGAAGCAAGACGAGAAATAATCACTGCAAATTTTCTGCCAAA		680		AT1G80660.1

		48156		CUST_19289_PI390587928		3.858259		4.6469293		4.845077		4.374102		3.2825797		3.229105		4.1934996		3.5429773		3.3753242		3.0771656		3.9470959		3.1715877		-1.4903791		-2.6718228		-1.570885		-1.7790718		-1.3975837		-2.9685607		-1.8634565		-2.3014042		-0.4829347		-1.4178243		-0.6515775		-0.8311248		-0.5756793		-1.5697637		-0.89798117		-1.2025144		Yes		No		No		U35_44k_v1_48156		-		No hits found		No hits found		TCAAGATTCAAGTCAAGCAAAACGAGGCAGGCCCGGAGCAAAGCAAACCAAATAGATTTC		13143		0

		1402		CUST_4777_PI390587928		14.385796		14.328347		14.242821		13.555939		15.132443		15.050194		16.450071		15.122348		15.4131		15.387273		15.920043		13.55941		1.6778897		1.6492918		4.617944		2.9616663		2.0382128		2.0833795		3.198116		1.0024091		1.0273046		0.7218466		2.2072506		1.5664091		0.74664783		1.0589256		1.6772223		0.0034713745		Yes		Yes		Yes		U35_44k_v1_1402		LOC_Os08g04180.1		gb|AAL73524.1|AF466200_3 0.0  tryptophan synthase beta-subunit [Sorghum bicolor]		LOC_Os08g04180.1 0.0 tryptophan synthase beta chain 1 putative expressed		GGGTACAAATAATCCTGGAAGTCGGTTGGTCTATAAGCTAATTTAGTTTGGTTTTTTGAA		3904		AT4G27070.1

		23023		CUST_30292_PI390587928		5.7501616		5.0348296		4.158932		6.3898053		5.3156185		5.4825034		7.863973		7.8884244		5.0357146		5.741904		7.482235		7.6193523		-1.3514827		1.3638394		13.041528		2.825721		-1.6408541		1.63249		10.009533		2.3449335		-0.714447		0.4476738		3.705041		1.4986191		-0.43454313		0.70707417		3.3233027		1.229547		No		Yes		Yes		U35_44k_v1_23023		LOC_Os02g05950.1		gb|EAY84521.1| 2e-27  hypothetical protein OsI_005754 [Oryza sativa (indica cultivar-group)]		LOC_Os02g05950.1 9e-29 phytosulfokine receptor precursor putative expressed		CTTCACAAGCTTGGGAAAAATAAAAAGCAAGCGATATTATTGCCTTGTTTTCTCGGTGAA		20799		AT1G72300.1

		20701		CUST_16932_PI390587928		9.936355		9.78247		10.877294		10.302316		9.602696		9.110335		9.307054		9.279573		9.376781		8.877274		9.607104		10.06553		-1.2602048		-1.5934286		-2.969541		-2.0317774		-1.4738331		-1.8727992		-2.411932		-1.1783645		-0.5595732		-0.6721344		-1.57024		-1.0227423		-0.33365822		-0.9051962		-1.2701893		-0.23678589		No		Yes		Yes		U35_44k_v1_20701		LOC_Os12g01570.1		gb|EAZ19389.1| 1e-71  hypothetical protein OsJ_033598 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01570.1 2e-73 nodulin-like family protein expressed		GCCCTATGTAAAAGGTAGAACTACTGTTCTGTTTACAGGGCACTAATGTCAACTTAAGGC		14067		AT4G19450.1

		26041		CUST_660_PI390587928		3.3879936		4.386022		2.140468		3.9996212		4.814074		8.89008		6.409654		6.0009136		4.6260333		7.153663		6.8360324		4.510305		2.6871567		22.691158		19.282043		4.003585		2.3587782		6.809935		25.912283		1.4247253		1.2380397		4.5040584		4.269186		2.0012925		1.4260805		2.767641		4.6955643		0.5106838		Yes		Yes		Yes		U35_44k_v1_26041		-		dbj|BAD67714.1| 1e-07  hypothetical protein [Oryza sativa Japonica Group]		No hits found		CCCCTTGTAACCATTTTTATCGGTTCGAGAAAATTGCTCCTCTTTCTGCACATCATGGTG		29082		0

		23673		CUST_21895_PI390587928		7.0698133		7.64489		6.2168427		5.699637		5.9679704		5.783638		3.3986576		2.2190607		5.169562		6.2055855		3.542343		5.9220905		-2.1462867		-3.6332278		-7.052746		-11.162407		-3.7327824		-2.7119007		-6.384173		1.1667161		-1.9002514		-1.8612518		-2.818185		-3.4805763		-1.1018429		-1.4393044		-2.6744998		0.2224536		Yes		No		No		U35_44k_v1_23673		LOC_Os04g16970.1		ref|NP_001052301.1| 1e-33  Os04g0243700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g16970.1 3e-35 zinc finger C3HC4 type family protein expressed		CGTTTATCCCTCTACGAAAGTGGGTGTAAATAAGAAGCACGATCGACTTCGATGAAAAAA		20670		AT5G66160.1

		40712		CUST_8979_PI390587928		1.9137187		1.62054		1.7323993		2.841869		4.9327507		1.8358852		3.50496		6.727373		3.6333084		1.6770185		4.5146527		5.96719		8.106235		1.1609817		3.4165986		14.779279		3.2934272		1.0399243		6.8792596		8.726001		1.7195897		0.21534514		1.7725607		3.885504		3.019032		0.0564785		2.7822533		3.1253207		Yes		Yes		Yes		U35_44k_v1_40712		LOC_Os02g02400.2		gb|AAC17730.1| 6e-36  catalase 2 [Hordeum vulgare]		LOC_Os02g02400.1 1e-26 catalase isozyme A putative expressed		CCGTTATTGAGAATTATCTCGATTGATCTGTGGATGGACGATGCAGTGTGACAAGTCGTG		1845		AT1G20630.1

		171		CUST_38632_PI390587928		5.482773		5.108562		4.865068		2.3781307		4.0735564		4.5538263		2.3817034		2.1024323		3.6795805		4.490149		1.7641821		1.502058		-2.6559286		-1.4688995		-5.592001		-1.21058		-3.489916		-1.5351855		-8.579454		-1.8353722		-1.8031924		-0.55473566		-2.4833646		-0.27569842		-1.4092164		-0.618413		-3.1008859		-0.87607265		Yes		No		No		U35_44k_v1_171		LOC_Os05g13900.1		No hits found		No hits found		TTTGTACGTGGCCCGTTGCTCTTTTTGTGTATCTATGCATGATTTTATCCATTCGCATGA		4971		0

		15397		CUST_24120_PI390587928		8.834892		8.329687		8.429859		7.711367		8.722968		8.312278		7.419168		7.1497498		8.705173		8.126405		7.596357		7.476172		-1.0806686		-1.0121403		-2.0148761		-1.475923		-1.0940812		-1.1513149		-1.7820061		-1.177066		-0.12971973		-0.017409325		-1.0106912		-0.5616174		-0.11192417		-0.20328236		-0.8335023		-0.23519516		No		Yes		Yes		U35_44k_v1_15397		LOC_Os01g11414.1		ref|NP_001042378.1| 0.0  Os01g0212400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11414.1 0.0 calcium ion binding protein putative expressed		AGATTATGGAGTGGCATTTTCTAGGTTGTCATGTGTGTGAGAAAATTTCATTGTGGCAAA		4515		AT1G53210.1

		24406		CUST_21275_PI390587928		7.3703847		5.861364		7.1732526		7.7133083		6.8672805		5.5165677		5.270394		6.561689		6.7677445		5.2476954		6.3418603		7.285603		-1.4172598		-1.2699716		-3.7395346		-2.2216313		-1.5184929		-1.530145		-1.7794018		-1.3450924		-0.60264015		-0.34479618		-1.9028587		-1.1516194		-0.5031042		-0.61366844		-0.8313923		-0.4277053		No		Yes		Yes		U35_44k_v1_24406		LOC_Os02g14490.1		dbj|BAD28879.1| 2e-10  myb family transcription factor-like [Oryza sativa Japonica Group]		LOC_Os02g14490.1 5e-12 myb-like DNA-binding domain SHAQKYF class family protein		TGGCCACATGATCCATGCCTTGTTCTCTTGTGACACGTGAAGCTAAATCGTACCTTTTTT		26593		0

		13619		CUST_18709_PI390587928		12.102112		12.196391		12.541486		12.47762		11.797375		11.969273		11.136925		11.435657		11.394543		11.328425		11.569656		12.371621		-1.2351935		-1.1704948		-2.6473722		-2.0590281		-1.6330502		-1.8250875		-1.9613261		-1.0762393		-0.7075691		-0.22711849		-1.404561		-1.0419636		-0.3047371		-0.8679657		-0.9718294		-0.10599899		No		Yes		Yes		U35_44k_v1_13619		LOC_Os05g37200.1		ref|NP_001055680.1| 4e-40  Os05g0444300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37200.1 9e-42 solute carrier family 35 member F1 putative expressed		TGCAGATTCATAAAGGATCTCTATATCTTAGTCGACTGAGAATCAACCAATTCTCAGTTG		50244		AT3G59310.2

		30532		CUST_13332_PI390587928		5.699991		5.724012		4.9123015		5.9112644		7.0062404		8.441826		7.931084		7.840861		7.600298		8.351534		7.525553		5.96258		2.4729776		6.578752		8.104834		3.8094862		3.7329254		6.1796365		6.1188126		1.0362096		1.9003067		2.717814		3.0187826		1.9295964		1.3062491		2.627522		2.6132517		0.051315784		Yes		Yes		Yes		U35_44k_v1_30532		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-28  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 5e-30 esterase PIR7B putative expressed		TGCTTGGTGTTGGTACAAGACCATGTCACTTCTTGAAGATAGTGGGTTCAAAGTCAATGC		30488		AT3G29770.1

		36564		CUST_15518_PI390587928		13.097371		13.20852		13.238075		13.384006		12.737687		13.037154		12.170308		12.63805		12.442121		12.598315		12.405934		13.275574		-1.2831448		-1.126124		-2.0961866		-1.6770846		-1.5748894		-1.5264758		-1.7803254		-1.0780557		-0.65525055		-0.17136574		-1.0677671		-0.74595547		-0.359684		-0.6102047		-0.8321409		-0.108431816		No		Yes		Yes		U35_44k_v1_36564		LOC_Os03g57530.1		ref|NP_001051508.1| 3e-32  Os03g0789200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57530.1 6e-34 expressed protein		CGATGTAAGTTTTGGCTTTCAAGCTCTGAGGTTGCTGTATAGTGTGTTATTGAGACTAAA		10485		AT5G06560.1

		50929		CUST_10083_PI390587928		4.980234		5.48633		5.880062		5.3089104		4.47161		4.568362		4.499376		4.322642		4.10112		4.0844274		4.753013		4.3879933		-1.4226927		-1.8894519		-2.6039221		-1.9810544		-1.8392456		-2.6424985		-2.1841152		-1.8933184		-0.87911415		-0.9179678		-1.3806863		-0.9862685		-0.5086241		-1.4019027		-1.127049		-0.92091703		Yes		No		No		U35_44k_v1_50929		-		emb|CAA41936.1| 8e-58  flame chlorosis virus-like agent [Hordeum vulgare]		No hits found		AGATTGCATGAAACAGAATCAAAGCTAGTAAAGCGCTTACTGCCAACCCTACGAAGGCCA		53015		0

		18749		CUST_15051_PI390587928		6.9004226		7.1969495		6.760798		8.184863		7.9531264		8.32149		9.38041		8.767433		7.808192		8.502652		9.173347		8.6963		2.074414		2.1803215		6.1458488		1.4975146		1.8761423		2.4720411		5.3241434		1.4254688		0.9077692		1.1245408		2.6196122		0.5825701		1.0527039		1.3057027		2.4125495		0.51143646		Yes		Yes		Yes		U35_44k_v1_18749		LOC_Os06g28124.1		gb|EAZ08408.1| e-108  hypothetical protein OsI_029640 [Oryza sativa (indica cultivar-group)]		LOC_Os06g28124.1 1e-108 glycosyltransferase putative expressed		AATTTGTATGCTTCAACTTATGGCCGAGGTTAAACAGCGTCGCTTTGTGCCGTTAAAAAA		11664		AT3G18170.1

		9048		CUST_11415_PI390587928		8.0976095		9.496043		9.2078285		7.384035		7.6924443		8.533879		6.6361656		5.167228		6.7951684		7.7341366		7.433062		6.8388195		-1.3242406		-1.9482299		-5.9449425		-4.648634		-2.4664588		-3.3914604		-3.4218261		-1.4592384		-1.3024411		-0.9621639		-2.571663		-2.216807		-0.4051652		-1.7619066		-1.7747664		-0.5452156		Yes		No		No		U35_44k_v1_9048		LOC_Os03g08600.2		gb|EAY88814.1| 2e-85  hypothetical protein OsI_010047 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08600.2 5e-87 transferase transferring glycosyl groups putative expressed		TACAACTACAGCAAGTTCCGGCTGTGGCAGCTGACGGAGTACTTCCGCGTGGTCTTCATC		19022		AT4G33330.2

		15061		CUST_20547_PI390587928		12.818944		12.749331		12.796168		13.370148		13.083249		12.953187		13.904621		13.299916		13.305453		13.410993		13.615795		13.434634		1.2010574		1.1517723		2.156143		-1.049885		1.4010508		1.581903		1.7649494		1.0457127		0.48650932		0.20385551		1.1084528		-0.07023144		0.2643051		0.66166115		0.8196268		0.0644865		No		Yes		Yes		U35_44k_v1_15061		LOC_Os09g17840.1		gb|AAF80449.1|AF161718_1 0.0  Sec61p [Triticum aestivum]		LOC_Os09g17840.1 0.0 protein transport protein Sec61 alpha subunit isoform 2 putative expressed		GTTTTGGGACCAATTTAGTCATCTGGAGATGAGTATATGTTTTTCTTGCCTGCCAAAAAA		2596		AT2G34250.2

		4323		CUST_15272_PI390587928		8.577563		8.492095		8.87153		9.113862		9.282303		9.940841		10.944028		9.677566		9.870998		10.303184		10.326808		8.883597		1.6298504		2.7297063		4.2061443		1.4780587		2.45111		3.5090697		2.7420948		-1.1730502		1.2934351		1.4487457		2.0724983		0.56370354		0.7047396		1.8110886		1.4552784		-0.23026466		Yes		Yes		Yes		U35_44k_v1_4323		-		No hits found		No hits found		TGCAAGGTTCCAAAATGCTCTCTTCTGTGTAATGATATGTATGTTGCACTCTGCAAAAAA		10545		0

		48113		CUST_26089_PI390587928		7.19224		6.5719323		6.1553864		7.2313023		7.860457		8.34353		8.919385		7.801487		8.14247		9.118512		8.974732		8.050713		1.5891075		3.4143178		6.7927628		1.4847137		1.9321809		5.842476		7.0584235		1.7646846		0.9502301		1.7715974		2.7639985		0.5701847		0.6682167		2.5465798		2.819346		0.8194103		Yes		Yes		Yes		U35_44k_v1_48113		LOC_Os12g24040.1		No hits found		No hits found		CTCTCAGCATCCTTGTTAACTACAGAAAAAGGACATATTCCAAATTTACAATCAGCTAGT		50706		0

		31141		CUST_20092_PI390587928		3.335986		2.1898305		1.8457812		1.5382881		2.8329897		2.4948263		7.947412		3.1144302		3.3710215		3.9458692		6.436413		1.7250913		-1.4171537		1.235415		68.671074		2.9817145		1.0245821		3.3776941		24.094492		1.1382388		0.03503561		0.30499578		6.1016307		1.5761421		-0.5029962		1.7560387		4.5906315		0.18680322		No		Yes		Yes		U35_44k_v1_31141		-		ref|XP_221434.4| 1e-07  PREDICTED: similar to AAT1-alpha [Rattus norvegicus]		LOC_Os02g04540.1 3e-05 vegetative cell wall protein gp1 precursor putative expressed		TTATTCACCCAGTTCCTGATCCATGACGTAAAAGTCTTAGCCCCGTAATAGAAGAGCCTG		31288		0

		2025		CUST_2442_PI390587928		5.639895		4.512837		4.704304		7.2542872		6.291485		8.034855		11.540733		10.461321		6.587915		8.28518		10.387572		8.566057		1.5708984		11.4876995		114.28		9.234499		1.9292231		13.664333		51.38474		2.482459		0.94802		3.522018		6.836429		3.2070336		0.6515899		3.7723432		5.683268		1.31177		Yes		Yes		Yes		U35_44k_v1_2025		LOC_Os03g61470.1		ref|NP_001051784.1| 8e-41  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 2e-42 PGPS/D12 putative expressed		GGACCTTTGATTCCTTGGACTAAGTTATGGAGCCACTATTTACAATAGTGCTTCAAAAAA		5469		AT1G14870.1

		35085		CUST_12356_PI390587928		2.487437		2.5195396		2.5596755		2.8591022		2.0117233		4.1741166		7.0731964		4.6341677		2.5348608		4.9066157		6.124287		3.7514114		-1.390606		3.1483088		22.840483		3.4225354		1.0334179		5.2309613		11.831915		1.8561447		0.04742384		1.654577		4.513521		1.7750654		-0.47571373		2.3870761		3.5646117		0.8923092		Yes		No		No		U35_44k_v1_35085		LOC_Os03g27250.1		gb|EAZ09182.1| 5e-48  hypothetical protein OsI_030414 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25980.1 3e-43 glutamate receptor 2.6 precursor putative		TTCAAAAAATTGATGTCCGTGTTCCGTATCGCAGTGTCATCCCTTTGTCGGGAAAAAATA		46756		AT2G24720.1

		21681		CUST_15895_PI390587928		5.5493965		5.952453		6.346836		5.743914		5.1180816		5.1135273		5.6553206		5.5195403		5.3310447		4.869127		5.271358		5.174969		-1.3484621		-1.7887179		-1.614979		-1.1682701		-1.1634037		-2.118916		-2.1074202		-1.4834383		-0.21835184		-0.83892584		-0.69151545		-0.22437382		-0.43131495		-1.0833263		-1.0754781		-0.56894493		No		Yes		Yes		U35_44k_v1_21681		LOC_Os01g62650.2		ref|NP_001044782.1| 1e-82  Os01g0844800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62650.2 2e-84 nucleic acid binding NABP putative expressed		AACAAAGTTTCAGCGAGAGATAAGAGACTACCATAATTTTGCTCTTGGGCCGCAAGCTGC		15477		AT2G29200.1

		250		CUST_16541_PI390587928		1.7800175		1.5331155		1.567884		1.5239078		2.6394882		3.2345037		5.209272		4.575135		3.0706174		3.326094		4.4976873		2.112323		1.8143725		3.2521374		12.478633		8.289169		2.4462976		3.4652956		7.620065		1.5035942		1.2906		1.7013882		3.641388		3.0512276		0.8594707		1.7929784		2.9298034		0.58841527		Yes		Yes		Yes		U35_44k_v1_250		LOC_Os10g34920.1		emb|CAA74594.1| 9e-79  hypothetical protein [Hordeum vulgare]		LOC_Os10g34920.1 1e-61 secretory protein putative expressed		CAATGGCAGTGTCCTACCATCCTGCAATTCATAATTTCACACAATTAAATTATCACTACA		590		AT2G15220.1

		14234		CUST_2683_PI390587928		9.600352		10.412724		12.83448		9.77522		11.530692		12.159211		13.489632		11.256488		12.116844		12.9823265		13.384551		10.571933		3.8114495		3.3554068		1.5747812		2.79194		5.7218904		5.9364605		1.4641575		1.7371386		2.516492		1.7464876		0.65515137		1.4812679		1.9303398		2.569603		0.55007076		0.7967129		Yes		Yes		Yes		U35_44k_v1_14234		LOC_Os05g35290.1		ref|NP_001055608.1| 4e-94  Os05g0427400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g35290.1 8e-96 phenylalanine ammonia-lyase putative expressed		GGGCAGAATGTTTTTTCTTTCAAGTTTCTTGTATGCAAAGCTGCAAAACAAATTCAACTG		18558		AT3G53260.1

		42578		CUST_29283_PI390587928		5.055163		4.7551465		5.929474		4.8426294		4.721172		4.812864		4.5631466		4.3635664		4.147131		3.7754943		4.596599		4.248844		-1.2604955		1.0408176		-2.578134		-1.3938382		-1.8764839		-1.9719899		-2.5190413		-1.5092013		-0.90803194		0.057717323		-1.3663273		-0.47906303		-0.33399105		-0.97965217		-1.3328748		-0.5937853		No		Yes		Yes		U35_44k_v1_42578		LOC_Os04g49430.1		gb|EAY95299.1| e-111  hypothetical protein OsI_016532 [Oryza sativa (indica cultivar-group)]		LOC_Os04g49430.1 1e-112 ZR1 protein putative		CTTCAGGTATCATGTGGGATGGCTCTGACTGTTGTGCTAACATCTAATGGGGTGGTATTT		38324		AT5G42140.1

		39679		CUST_14175_PI390587928		7.156378		6.72481		7.1578045		8.19583		8.46896		9.478982		11.115551		10.385879		8.810599		10.203191		10.887425		9.335995		2.483857		6.7466526		15.53819		4.563207		3.1475332		11.145432		13.265627		2.2040613		1.6542215		2.7541718		3.9577465		2.1900482		1.312582		3.4783807		3.729621		1.1401644		Yes		Yes		Yes		U35_44k_v1_39679		LOC_Os01g02410.1		gb|AAK20744.1| 2e-38  TAK14 [Triticum aestivum]		LOC_Os01g02390.1 5e-39 TAK14 putative expressed		TGTTTGCCTGTTTGGTTGCAAACTGATTACCATTATGTGCATGTAGCACGATGTTGCAAA		4998		AT1G66930.1

		16985		CUST_23741_PI390587928		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		1.3584974		1.0808786		15.352709		40.821445		1.4949391		1.3755533		6.0043726		1.057733		0.5800867		0.11220455		3.9404213		5.3512554		0.44201183		0.46001196		2.5860136		0.08097553		Yes		Yes		Yes		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		TCATCATAAAGAATTTTATTTTACAAATAACCACTAGCTTGTACCAGGCTCACAGGTGAG		5876		AT2G36750.1

		38551		CUST_13116_PI390587928		13.223474		13.780976		14.522939		13.090837		13.53649		13.92311		13.435384		13.524788		13.141486		13.435746		13.896267		13.152851		1.2423028		1.103536		-2.1251357		1.3509285		-1.0584751		-1.2703536		-1.543999		1.0439224		-0.08198738		0.14213371		-1.0875549		0.43395138		0.3130169		-0.3452301		-0.6266718		0.06201458		No		Yes		Yes		U35_44k_v1_38551		-		ref|YP_874664.1| 5e-31  chloroplast envelope membrane protein [Hordeum vulgare subsp. vulgare]		No hits found		CTTGGACGAGATGATAAAAGGGAAACTAAAGACACATGTACAAAAACCTCCTACAGGAAT		None		ATCG00530.1

		31431		CUST_35990_PI390587928		5.7234764		5.7962074		6.6803784		6.157226		5.356531		5.1219015		5.250569		5.6949844		5.3341956		4.633947		5.4053497		5.8340626		-1.2896193		-1.5958288		-2.6941116		-1.3776808		-1.3097403		-2.2380784		-2.4200363		-1.2510709		-0.3892808		-0.6743059		-1.4298096		-0.46224165		-0.36694527		-1.1622605		-1.2750287		-0.3231635		No		Yes		Yes		U35_44k_v1_31431		LOC_Os08g20570.1		gb|AAQ56538.1| 4e-56  putative chloride channel [Oryza sativa (japonica cultivar-group)]		LOC_Os08g20570.1 1e-57 chloride channel-like protein CLC-g putative expressed		TCGAGAGCCTCGACTACGAGATCATCGAGAACGACCTGTTCGACCAGAACTGGAGGACGA		None		AT5G49890.1

		7755		CUST_5820_PI390587928		8.955665		9.432361		9.990109		9.975615		8.925881		8.88008		8.9288		8.970224		8.431364		8.539449		8.942552		10.060979		-1.0208588		-1.4664018		-2.0868254		-2.0074863		-1.4382361		-1.8569204		-2.0670278		1.0609556		-0.5243006		-0.5522804		-1.0613098		-1.0053902		-0.029783249		-0.8929119		-1.0475578		0.08536434		No		Yes		Yes		U35_44k_v1_7755		LOC_Os12g18140.1		ref|NP_001051628.1| 2e-16  Os03g0805400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59070.1 3e-18 phosphoric ester hydrolase putative expressed		GCAACATATTCATGAATTCTGCATTGGAAAATGATGTCTTTTGAAATCATGCTGGTCCTC		15701		AT3G58490.2

		44457		CUST_3510_PI390587928		11.933032		11.450442		11.176951		11.660365		11.272289		10.697853		10.426777		10.614795		10.888946		10.480529		10.452984		11.690392		-1.5808964		-1.6848139		-1.6819963		-2.0641823		-2.06206		-1.9587232		-1.6517181		1.0210308		-1.0440865		-0.7525892		-0.7501745		-1.0455704		-0.66074276		-0.9699135		-0.72396755		0.030026436		No		Yes		Yes		U35_44k_v1_44457		-		No hits found		No hits found		CACAAATAACGGTCTCTAGGTTTAATCGATGGTGTAAAAAGTTGCAATCCCAGCAAAAAA		42190		0

		4739		CUST_15974_PI390587928		10.246812		9.885247		9.7866745		9.704276		10.711941		10.637412		10.868985		10.004834		11.179622		10.646143		10.790399		9.769222		1.3804407		1.6843183		2.1174247		1.2316208		1.9089904		1.6945424		2.0051694		1.0460459		0.9328098		0.75216484		1.0823107		0.3005581		0.4651289		0.7608957		1.0037241		0.064946175		No		Yes		Yes		U35_44k_v1_4739		LOC_Os03g53280.1		gb|EAZ28552.1| e-105  hypothetical protein OsJ_012035 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53280.1 1e-107 beige/BEACH domain containing protein expressed		TGAGTTCATTGCACATACATACATGCAAGCCAGTGTGATTTTATTGGCTCCATCAAAAAA		11862		AT1G03060.1

		31559		CUST_30459_PI390587928		5.073984		5.056803		5.7739635		5.8188224		5.69961		5.578932		6.9716816		6.0264974		5.694094		6.0766835		6.1274333		5.616314		1.5428803		1.4360725		2.2937658		1.1548256		1.5369924		2.0277507		1.2776297		-1.1506974		0.62011003		0.5221286		1.1977181		0.20767498		0.6256261		1.0198803		0.35346985		-0.20250845		No		Yes		Yes		U35_44k_v1_31559		LOC_Os03g56160.1		gb|EAZ28732.1| 7e-34  hypothetical protein OsJ_012215 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56160.1 1e-35 lectin-like receptor kinase 7 putative expressed		TACTCCGACCTCAGCGGTCACGGCATCGTCTTCTTCGTCGGGAAGGACAACTTCTCGGCC		None		AT2G37710.1

		8637		CUST_14072_PI390587928		10.935632		10.909268		11.084824		11.012005		11.419823		11.68745		13.131607		12.005706		11.851932		12.060586		12.4702		11.355327		1.3988012		1.7149684		4.1318374		1.9912868		1.8872687		2.2211666		2.6124003		1.2686744		0.9162998		0.778182		2.0467834		0.993701		0.48419094		1.1513176		1.385376		0.3433218		Yes		Yes		Yes		U35_44k_v1_8637		-		No hits found		No hits found		CGTGAGTTGCTGGGGACGGACGGATTGTAGTTTTGACCAAACAGAGGAATGTATAAAAAA		29904		0

		50851		CUST_15525_PI390587928		12.753369		12.92643		12.82442		13.332194		12.32557		12.527135		10.586434		12.317544		11.66998		11.9782715		11.398656		13.277448		-1.34518		-1.3188632		-4.717379		-2.0204132		-2.1190083		-1.9294081		-2.6865675		-1.0386766		-1.0833893		-0.39929485		-2.2379856		-1.0146503		-0.42779922		-0.94815826		-1.4257641		-0.054746628		Yes		Yes		Yes		U35_44k_v1_50851		-		No hits found		No hits found		CAAAGAAACCAGCTTTCATTTAAAGGGAAGCTATGTCAATGGTTGGTTGGTGTCAAAAAA		6974		0

		49958		CUST_12995_PI390587928		4.779		4.5976467		5.4746976		4.9665656		4.1832733		4.2114205		4.586071		4.428621		3.7916698		3.3407834		4.180635		4.4635987		-1.5112334		-1.3069701		-1.8514128		-1.4519027		-1.9825125		-2.389756		-2.452176		-1.4171249		-0.98732996		-0.38622618		-0.8886266		-0.5379448		-0.5957265		-1.2568634		-1.2940626		-0.5029669		Yes		No		No		U35_44k_v1_49958		LOC_Os12g01922.1		ref|NP_001065961.1| e-114  Os12g0110000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01922.1 1e-115 regulatory associated protein of mTOR putative expressed		AGATGGAGGGCACGCATATTTTATCAGGTTTCTTGATAGTTTGGATGCTTACCCGGAGCA		51936		AT3G08850.1

		13266		CUST_17004_PI390587928		5.364338		5.562961		5.4087358		6.068356		5.146463		5.7375207		6.99213		6.1393504		5.6273117		5.8276463		6.6269536		6.0650215		-1.1630193		1.1286198		2.9967403		1.0504404		1.1999496		1.2013738		2.3265915		-1.002314		0.2629738		0.1745596		1.583394		0.07099438		-0.217875		0.26468515		1.2182178		-0.0033345222		No		Yes		Yes		U35_44k_v1_13266		LOC_Os02g22090.1		gb|EAY85635.1| 4e-68  hypothetical protein OsI_006868 [Oryza sativa (indica cultivar-group)]		LOC_Os02g22090.1 8e-70 pattern formation protein EMB30 putative expressed		TGAGGGGGCACTTGCAGATCACAAGGAACGAAACTGATACATGATCAATTTCATGTTACA		21432		AT1G13980.1

		23790		CUST_42042_PI390587928		11.36813		11.199489		10.824437		10.095516		11.03625		11.291795		9.768054		10.07677		11.058927		10.8710985		10.258243		10.217528		-1.2586521		1.066073		-2.0797112		-1.0130788		-1.2390232		-1.2556114		-1.4806129		1.0882516		-0.30920315		0.09230614		-1.0563831		-0.018746376		-0.33187962		-0.32839012		-0.56619453		0.12201214		No		Yes		Yes		U35_44k_v1_23790		LOC_Os08g31830.1		ref|NP_001063029.1| 2e-47  Os09g0373000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20660.1 5e-49 brain protein 44-like protein putative expressed		TGGAAACAAACTATGATGTAGAGCGATATCGGACATGGAGTTGTTTTTGTTCCGCAGAAA		20778		AT5G20090.2

		6078		CUST_37351_PI390587928		7.3213716		7.454222		6.4610786		7.3853936		7.454456		7.4722533		8.226792		8.209489		7.7402515		7.7225595		7.776628		8.074159		1.0966357		1.0125767		3.4004219		1.7704244		1.3368893		1.2044189		2.488971		1.6119032		0.41888		0.01803112		1.7657137		0.82409525		0.1330843		0.26833725		1.3155494		0.68876505		No		Yes		Yes		U35_44k_v1_6078		LOC_Os07g27450.1		gb|EAZ03753.1| 2e-53  hypothetical protein OsI_024985 [Oryza sativa (indica cultivar-group)]		LOC_Os07g27450.1 9e-54 expressed protein		CACCCAATGGAATGGAATGTCCATACTGCCAAATTAAATTAGTTCACAATTTGAAAAAGG		13864		AT2G32380.1

		20343		CUST_28955_PI390587928		5.2076507		5.234608		5.516785		5.1037807		4.7337036		4.853262		3.8118916		4.72327		4.71254		4.3360066		4.2034125		4.829519		-1.3889042		-1.3025568		-3.2600489		-1.3018028		-1.4094287		-1.864258		-2.4852183		-1.2093753		-0.4951105		-0.38134623		-1.7048936		-0.3805108		-0.47394705		-0.89860153		-1.3133726		-0.27426195		No		Yes		Yes		U35_44k_v1_20343		LOC_Os05g05480.1		gb|AAT93972.1| e-173  putative DegP2 protease [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05480.1 1e-175 protease Do-like 2 chloroplast precursor putative expressed		AACAAGTTTTGATGGTGTCTCGGTAGGATGTGAAGGAACAGTACCATTTCGGTCCACTGA		12531		AT2G47940.2

		31307		CUST_20184_PI390587928		4.9133606		4.770584		4.194263		5.236628		5.9653835		6.969889		6.2643685		5.967239		6.139772		6.446451		6.608005		5.2568803		2.073435		4.592581		4.199174		1.6593416		2.3398423		3.1951132		5.3285465		1.0141368		1.2264113		2.199305		2.0701056		0.73061085		1.0520229		1.6758671		2.413742		0.020252228		Yes		Yes		Yes		U35_44k_v1_31307		LOC_Os02g39910.1		gb|EAY86661.1| 4e-58  hypothetical protein OsI_007894 [Oryza sativa (indica cultivar-group)]		LOC_Os02g39910.1 8e-60 protein binding protein putative expressed		ATCACGGAGCAAGCTGATGAGCAGGAAGAAGGTGCACGCCGAGGAGACGTGCTATCTCTA		31471		AT2G24240.1

		30677		CUST_32981_PI390587928		11.163381		10.6202		10.0995455		10.775303		11.132611		10.5991745		8.807333		10.111678		10.729922		10.0986395		9.254424		10.698242		-1.0215567		-1.0146806		-2.4490335		-1.5840576		-1.350467		-1.4355073		-1.7964159		-1.0548667		-0.43345833		-0.021025658		-1.2922125		-0.66362476		-0.030769348		-0.52156067		-0.8451214		-0.0770607		No		Yes		Yes		U35_44k_v1_30677		LOC_Os11g44810.2		gb|ABA95234.1| 8e-29  auxin-repressed protein-like protein ARP1, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g44810.2 2e-30 auxin-repressed 12.5 kDa protein putative expressed		TTTGATAGCACTGTCTACTGGGGCTTGGAACGGGTTAGCAGCATGCATGGAAATAATAAC		30695		AT2G33830.2

		17817		CUST_997_PI390587928		6.010673		6.4639816		6.892439		6.9808955		6.396401		7.667436		8.941428		7.731773		6.618023		7.5803456		8.343616		7.2108054		1.3065188		2.3029044		4.1381598		1.6828159		1.5234581		2.1679988		2.7343097		1.1727617		0.6073499		1.2034545		2.0489893		0.7508774		0.38572788		1.116364		1.4511766		0.2299099		Yes		Yes		Yes		U35_44k_v1_17817		LOC_Os08g31410.7		gb|EAZ06949.1| 9e-87  hypothetical protein OsI_028181 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31410.7 2e-87 sulfate transporter 1.2 putative expressed		TTATAGAGTTCTTGCCACATGCTGCAATTGTTGGATTCCATGGGGGGTGCTGACATTACT		11730		AT1G78000.2

		22379		CUST_22303_PI390587928		9.448888		8.909374		6.5466638		7.4626718		9.868557		9.684405		9.709704		7.9723873		9.973475		9.361412		9.384467		7.2042356		1.3376207		1.7112269		8.957155		1.4237695		1.4385223		1.3679712		7.149307		-1.1961814		0.52458763		0.7750311		3.1630406		0.50971556		0.41966915		0.4520378		2.8378034		-0.2584362		Yes		Yes		Yes		U35_44k_v1_22379		LOC_Os06g19370.2		gb|EAZ36716.1| 6e-51  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.2 1e-52 embryogenesis transmembrane protein putative expressed		CAACCTCCAAAGTTGTAATTTGTGTTTTTCTTGCTCAACGCCGTCACGTAATATTATTTG		49972		0

		47111		CUST_19051_PI390587928		2.681155		1.5164839		1.5434068		2.8028576		1.8228035		2.3372762		4.8640614		4.0330567		1.8583393		2.8753922		5.2769465		4.400513		-1.8129655		1.7663758		9.991176		2.3459935		-1.7688549		2.5649102		13.301708		3.026511		-0.82281566		0.8207923		3.3206544		1.2301991		-0.85835147		1.3589083		3.7335396		1.5976555		Yes		Yes		Yes		U35_44k_v1_47111		LOC_Os05g39180.1		gb|EAZ33548.1| 2e-44  hypothetical protein OsJ_017031 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g16100.1 4e-46 hypothetical protein		ATGGCATGGAATCGACAGATGATCCGGTTATTAGTTGTGTCTAGATATGATGAATGGGTA		None		0

		43380		CUST_5431_PI390587928		9.889552		9.608985		11.6557665		11.050652		9.412253		8.8446245		10.46645		9.688647		8.735734		8.736109		10.733447		10.956315		-1.3921347		-1.6986169		-2.2804472		-2.5704203		-2.2250197		-1.8313102		-1.8951597		-1.0675743		-1.1538181		-0.7643604		-1.1893167		-1.3620043		-0.47729874		-0.87287617		-0.9223194		-0.09433651		No		Yes		Yes		U35_44k_v1_43380		LOC_Os12g39240.1		ref|NP_001067139.1| 4e-36  Os12g0582000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39240.1 6e-38 cytochrome P450 family protein		TCAAAAGTGTGCTTTTTGCCTCCACTTCATGGACATAAAGACAGGTTTTTAAAGAAAAAG		39973		AT4G37360.1

		30676		CUST_32983_PI390587928		6.4797645		6.020148		4.2105727		4.814982		5.893043		5.6999836		3.2035115		3.959842		5.150712		4.7077193		2.2909393		4.7619514		-1.5018299		-1.2484727		-2.009813		-1.8089342		-2.512376		-2.4835925		-3.7832692		-1.0374418		-1.3290524		-0.3201642		-1.0070612		-0.85514		-0.5867214		-1.3124285		-1.9196334		-0.05303049		Yes		No		No		U35_44k_v1_30676		LOC_Os06g47000.3		ref|NP_001058394.1| 2e-26  Os06g0684000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g47000.3 4e-28 expressed protein		ATTAGTAGACTATCACTTTTGATGTGTCGGTATTAGAATGAGACAGACATACCATTTCAG		30694		AT2G20800.1

		8993		CUST_7481_PI390587928		2.2060225		1.6768432		2.2511938		1.7272946		1.5053339		2.013672		4.8391347		4.0585403		1.566038		1.7299618		4.495298		4.8311763		-1.6252804		1.2629775		6.0123997		5.0323977		-1.5583124		1.0375053		4.737428		8.597289		-0.6399845		0.33682895		2.587941		2.331246		-0.7006886		0.053118587		2.2441041		3.1038818		No		Yes		Yes		U35_44k_v1_8993		-		No hits found		LOC_Os06g49060.1 3e-04 ternary complex factor MIP1 putative expressed		TGTGTGCCTGCAGCTCTGATCTGCGGTACTTATGATATACTAGTACAATTTATAAGCAAA		27232		0

		42694		CUST_13433_PI390587928		5.3803887		5.6883597		6.343633		5.893946		4.7732596		5.4782486		5.146315		4.7002573		3.9175541		4.5491233		4.616078		5.608605		-1.5232251		-1.1567773		-2.29313		-2.2873685		-2.7564943		-2.202644		-3.3116617		-1.2186985		-1.4628346		-0.21011114		-1.1973181		-1.1936889		-0.6071291		-1.1392365		-1.7275553		-0.28534126		Yes		Yes		Yes		U35_44k_v1_42694		LOC_Os04g53670.1		gb|EAY95668.1| 2e-14  hypothetical protein OsI_016901 [Oryza sativa (indica cultivar-group)]		LOC_Os04g53670.1 6e-16 expressed protein		ATTAGTAGGGATGATAAATGCAGGCATAAAGCTTCAGGAATCTGCATGTGTCAGGCAAAA		38523		0

		48027		CUST_28463_PI390587928		6.079148		5.2933307		3.4783604		4.9169183		6.549093		5.384341		7.1035247		11.018928		6.5864906		5.0344405		6.2583694		4.6066647		1.3850566		1.0651157		12.339091		68.6891		1.4214298		-1.1965579		6.8685665		-1.2399256		0.5073428		0.09101009		3.6251643		6.1020093		0.46994495		-0.25889015		2.780009		-0.31025362		Yes		Yes		Yes		U35_44k_v1_48027		-		No hits found		No hits found		TGACTGGGAACTTACCCCTTGGGGTTGGGAGAAAAGACATTGATATGACAAGGTGTTTGT		49754		0

		18114		CUST_15143_PI390587928		6.5557466		6.4427185		7.129846		6.596703		6.3521504		6.2953415		6.0498786		5.355848		6.334734		6.323405		6.425171		6.726002		-1.1515652		-1.107554		-2.1139884		-2.363386		-1.1655514		-1.086218		-1.6297777		1.0937623		-0.22101259		-0.14737701		-1.0799675		-1.2408552		-0.20359612		-0.11931372		-0.7046752		0.12929916		No		Yes		Yes		U35_44k_v1_18114		LOC_Os02g48350.1		gb|EAY87275.1| e-106  hypothetical protein OsI_008508 [Oryza sativa (indica cultivar-group)]		LOC_Os02g48350.1 1e-108 diacylglycerol O-acyltransferase 1 putative expressed		ACTTTGAAATGAATATTTGTGCTATTTTCTATTAGAGCCATGTGTACAAGTGGTGGAGAC		9954		AT3G51520.1

		42343		CUST_18875_PI390587928		4.424375		4.134769		4.4689655		4.8549867		3.3690243		3.6516685		2.8976047		3.5625904		3.0754402		2.9633353		3.6812599		3.7873287		-2.0782235		-1.3977443		-2.971849		-2.4493456		-2.54724		-2.2523541		-1.7263268		-2.0960279		-1.3489349		-0.4831004		-1.5713608		-1.2923963		-1.0553508		-1.1714337		-0.78770566		-1.067658		Yes		No		No		U35_44k_v1_42343		LOC_Os10g04520.1		gb|EAY77628.1| 1e-15  hypothetical protein OsI_031587 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04520.1 3e-17 expressed protein		TATCTGCCGTAACAGGTGAGCTCGTGAGCCGATTCGTCTCCTTCCTCGCTGACAAGTACC		37964		0

		17280		CUST_25607_PI390587928		12.516524		12.636727		14.048646		13.286784		12.139117		12.230385		12.99076		12.236253		12.043488		12.307406		13.35802		13.106437		-1.299005		-1.3253217		-2.081879		-2.0712926		-1.3880281		-1.2564218		-1.6139839		-1.1331568		-0.47303677		-0.4063425		-1.0578861		-1.0505314		-0.37740707		-0.3293209		-0.69062614		-0.18034744		No		Yes		Yes		U35_44k_v1_17280		LOC_Os08g44870.1		gb|EAZ06832.1| e-149  hypothetical protein OsI_028064 [Oryza sativa (indica cultivar-group)]		LOC_Os08g44870.1 1e-151 transparent testa 12 protein putative expressed		TAAGTGTATTCTGTTATCTGAAAAGATTATCATGAGGGCAACCAAACTATTGCCTGCTAA		8458		AT4G25640.1

		7315		CUST_36141_PI390587928		3.3381605		6.1048737		5.2662044		5.276119		3.5038135		5.300955		1.434626		1.5216385		2.7186394		3.3852386		2.5630796		4.00339		1.1216737		-1.745837		-14.237049		-13.496195		-1.5363652		-6.5870614		-6.512109		-2.4161825		-0.61952114		-0.80391884		-3.8315783		-3.7544808		0.16565299		-2.719635		-2.7031248		-1.2727294		Yes		Yes		Yes		U35_44k_v1_7315		LOC_Os02g51720.1		gb|EAY87561.1| 4e-26  hypothetical protein OsI_008794 [Oryza sativa (indica cultivar-group)]		LOC_Os02g51720.1 7e-28 expressed protein		TAAGGCGTTAAGCTGACTGTACATGATTTGTTGATTTCTGTTTGTATACCTGGAAGAATT		None		0

		20306		CUST_28678_PI390587928		12.368758		11.710624		12.256027		13.241635		12.940379		13.2927885		14.784065		14.477252		13.324936		13.547169		14.4904585		13.81485		1.4861925		2.9941878		5.7678676		2.3548198		1.9401628		3.5715368		4.7057714		1.4878349		0.9561777		1.5821648		2.528038		1.2356167		0.57162094		1.836545		2.2344313		0.57321453		Yes		Yes		Yes		U35_44k_v1_20306		LOC_Os07g38800.1		emb|CAH17379.2| 3e-55  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 2e-45 lectin-like receptor kinase 7 putative expressed		CGCGTGTCTGAACTGGCCGATTTTCATTATTTGAATGTTGGCTAATCAATGTATGTATTA		13749		AT4G02420.1

		8580		CUST_24697_PI390587928		5.2445087		5.8916855		4.2868934		6.262533		6.058679		6.6322083		6.9314666		6.1825314		6.355953		7.232523		6.7367916		6.504265		1.7582867		1.6707813		6.253107		-1.0570194		2.1606188		2.532983		5.4637756		1.1824111		1.1114445		0.74052286		2.6445732		-0.08000183		0.81417036		1.3408375		2.4498982		0.24173164		Yes		Yes		Yes		U35_44k_v1_8580		LOC_Os04g33690.1		gb|EAZ30677.1| 4e-59  hypothetical protein OsJ_014160 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33690.1 9e-61 sec23/Sec24 trunk domain containing protein expressed		CACTTTGGTGACGATTTTGCTTTGTATGCTATTACTTGTTATAATGTTTGTGCACTTGCT		49959		AT2G27460.1

		38975		CUST_2112_PI390587928		5.0101786		4.591352		3.13196		3.4302719		4.875059		5.6637597		9.542953		8.98814		3.8490267		6.519975		10.128434		6.8691096		-1.0981838		2.10294		85.09442		47.10695		-2.2363591		3.8069172		127.68757		10.844095		-1.1611519		1.0724077		6.4109926		5.557868		-0.13511944		1.9286232		6.9964743		3.4388378		Yes		Yes		Yes		U35_44k_v1_38975		-		No hits found		No hits found		TGGGAAACTCTCGGCAAAAAAGTTAAATCGGATCAAAACGGTGCATGCCCCTTTAAAAAA		34976		0

		553		CUST_4999_PI390587928		10.552085		10.836558		9.772293		6.115408		10.543586		10.907524		7.0170937		4.9897		9.996577		11.391871		9.288185		4.355431		-1.0059085		1.0504196		-6.7514596		-2.1820862		-1.4696857		1.4694875		-1.3987207		-3.386927		-0.55550766		0.07096577		-2.7551994		-1.1257081		-0.0084991455		0.5553131		-0.48410797		-1.7599769		No		Yes		Yes		U35_44k_v1_553		LOC_Os05g10310.1		emb|CAB71336.2| e-111  putative acid phosphatase [Hordeum vulgare subsp. vulgare]		LOC_Os05g10210.1 8e-74 stem 28 kDa glycoprotein precursor putative expressed		CCTGTTGTTGCTTGGTCATTTTCCTTTGTTGAGAACTTGAGATCAGTTACTTGTATTAAT		2429		AT4G29260.1

		19202		CUST_40203_PI390587928		5.728233		6.6741524		5.626564		4.842461		4.4986978		5.3519096		2.6525395		3.4197567		4.5213447		4.7264304		4.1547623		3.9040565		-2.3449142		-2.5005453		-7.85725		-2.680876		-2.308392		-3.857649		-2.7736807		-1.9164077		-1.2068882		-1.3222427		-2.9740245		-1.4227045		-1.2295351		-1.947722		-1.4718018		-0.93840456		Yes		Yes		Yes		U35_44k_v1_19202		LOC_Os04g58180.1		ref|NP_001054272.1| 0.0  Os04g0678300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58180.1 0.0 signal transducer putative expressed		CTCACTTTAAAAACCACACTATTCTTTGATACAAGCTTCTGTAATTGTGTGGTTAACACC		11715		AT5G54200.1

		15706		CUST_14086_PI390587928		5.117117		5.2937126		5.1567025		4.8766294		5.2087855		5.8268456		6.6941514		5.0867944		5.5628695		6.3669605		6.268991		4.8362412		1.065602		1.4470683		2.9028075		1.1568205		1.3620244		2.104165		2.161883		-1.0283904		0.44575262		0.53313303		1.5374489		0.21016502		0.091668606		1.0732479		1.1122885		-0.040388107		No		Yes		Yes		U35_44k_v1_15706		LOC_Os05g07650.1		ref|NP_001048399.1| 0.0  Os02g0797700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55440.2 0.0 transmembrane 9 superfamily protein member 2 precursor putative expressed		TCTTTTTCTTGAAGAGAATGTTTCCTGTCAGTGTTGTGATAATCGCAAGCTTAAATTTGG		4329		AT4G12650.1

		36916		CUST_39756_PI390587928		8.73011		9.138143		7.956103		8.664497		8.463241		8.808544		9.274089		8.776101		8.489681		8.946041		9.177106		8.832182		-1.2031943		-1.2566636		2.4931781		1.0804286		-1.1813438		-1.1424266		2.3310874		1.1232543		-0.24042892		-0.32959843		1.317986		0.11160374		-0.26686954		-0.19210148		1.221003		0.16768456		No		Yes		Yes		U35_44k_v1_36916		-		No hits found		No hits found		ACTCTACTGTCAGGTGTTTCTGGTTCAGGTGTGAGCATGTTATGTGCCAGTGCAATCAAA		32393		0

		38110		CUST_38229_PI390587928		4.7147036		4.434937		5.1393533		4.6513176		3.7891586		3.3385143		3.0648081		3.975711		3.966637		3.018027		2.7546947		4.0954533		-1.8994015		-2.1382384		-4.212116		-1.5972681		-1.6795406		-2.67013		-5.2222033		-1.4700491		-0.74806666		-1.0964227		-2.0745451		-0.6756065		-0.925545		-1.4169099		-2.3846586		-0.55586433		Yes		No		No		U35_44k_v1_38110		LOC_Os02g01100.3		gb|EAY93040.1| 4e-09  hypothetical protein OsI_014273 [Oryza sativa (indica cultivar-group)]		LOC_Os04g12530.1 8e-11 amino acid permease/ amino acid-polyamine transporter putative		TTACAGGCAATCGATCGACATTTTGAGCAGCGTGCAGTCGCCGAGCCTGGGTTTTCTCGG		33940		0

		25073		CUST_14941_PI390587928		11.594032		11.470012		12.175488		11.819081		10.87782		10.999226		10.501321		11.058739		10.785911		10.570867		10.934754		11.729377		-1.6428632		-1.3858644		-3.1913517		-1.6938928		-1.7509303		-1.8649606		-2.3631876		-1.0641522		-0.8081217		-0.4707861		-1.6741676		-0.7603426		-0.7162123		-0.8991451		-1.2407341		-0.08970451		No		Yes		Yes		U35_44k_v1_25073		LOC_Os02g02730.1		No hits found		LOC_Os02g02730.1 8e-06 expressed protein		CGGGAACACAGTAACTCAACGAGATGTCTAAATTCCGAACCATCGATTCTGTGCAAAAAA		None		0

		11386		CUST_20676_PI390587928		2.287115		2.4971302		1.6029423		1.9550864		1.7038358		2.487682		4.8282685		4.0877743		2.7046897		1.888424		3.2970917		2.3302732		-1.498251		-1.0065703		9.352331		4.385338		1.3356802		-1.524891		3.2358603		1.2970074		0.41757464		-0.009448051		3.225326		2.132688		-0.58327925		-0.6087061		1.6941494		0.3751868		No		Yes		Yes		U35_44k_v1_11386		LOC_Os06g10780.1		gb|EAZ36230.1| 1e-30  hypothetical protein OsJ_019713 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10780.1 3e-32 DNA binding protein putative expressed		AAACCAAAACCATCGACCGTCGCATCGGAGGAGAGGAACCGACTGAGCAGTCTGAGCTAG		21962		AT1G44830.1

		21958		CUST_17696_PI390587928		4.310415		4.7016845		3.061991		4.623977		3.8907483		4.265878		2.4753845		3.6615658		3.1494682		3.6849587		3.4009018		4.373218		-1.3376184		-1.3526666		-1.5017103		-1.9485642		-2.2360408		-2.0233219		1.2648014		-1.189833		-1.1609466		-0.43580627		-0.5866065		-0.9624114		-0.41966653		-1.0167258		0.33891082		-0.25075912		No		Yes		Yes		U35_44k_v1_21958		LOC_Os05g44360.1		gb|EAZ34968.1| 2e-52  hypothetical protein OsJ_018451 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g44360.1 3e-54 oligosaccharyl transferase STT3 subunit putative expressed		ATGTTGAAGTGGTATGATTGGCACTGTGTTAGAGAAAGTATTGTTTGTAACCTGTATAAG		19735		AT5G19690.1

		7724		CUST_5850_PI390587928		6.4522285		6.68219		5.237404		5.2390285		5.7242618		5.464993		2.9430573		3.3559906		5.244011		5.207301		2.9009488		4.6829143		-1.6563032		-2.3249457		-4.905318		-3.6885092		-2.3105202		-2.779622		-5.050601		-1.4703037		-1.2082176		-1.217197		-2.2943466		-1.8830378		-0.7279668		-1.4748888		-2.336455		-0.5561142		Yes		No		No		U35_44k_v1_7724		LOC_Os10g12750.1		gb|EAZ15582.1| 5e-79  hypothetical protein OsJ_029791 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g12750.1 1e-80 expressed protein		TAACCAATTAAGTCAGCTTTTGTGTGTACATAATTGCAAAGCATTGTAACCGTTAAAAAA		23037		AT2G41610.1

		43418		CUST_35967_PI390587928		6.0871444		5.9238315		6.591635		6.451908		6.2226353		6.260269		8.468469		7.264273		6.5400987		6.840967		8.088196		6.75944		1.0984665		1.262635		3.6726806		1.7560879		1.3688405		1.8883625		2.821692		1.2375886		0.4529543		0.3364377		1.8768334		0.81236506		0.1354909		0.9171357		1.4965606		0.30753183		No		Yes		Yes		U35_44k_v1_43418		LOC_Os01g41750.1		emb|CAD42634.1| 3e-49  putative Cf2/Cf5 disease resistance protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g41750.1 2e-31 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		AATGACTTCAACGGCACAAGCATCCCTGTCTTCCTGGCTTCTCTAAAGAACCTAAGGAAA		40036		AT2G34930.1

		40499		CUST_22626_PI390587928		4.53986		4.9820404		4.2830625		5.340538		4.3838277		6.5086093		6.5809865		6.4883347		4.61694		6.388912		6.052442		4.5117035		-1.1142185		2.8809984		4.9174967		2.2157524		1.054881		2.6516159		3.4090734		-1.7762499		0.07708025		1.5265689		2.297924		1.1477966		-0.15603209		1.4068718		1.7693796		-0.82883453		No		Yes		Yes		U35_44k_v1_40499		-		No hits found		No hits found		CCTTGTTCCTAGGGATATTACTTCGGTTTTTTAATTAATAAAGGTCGGGAGGTTTTTTCA		36546		0

		17563		CUST_32597_PI390587928		2.608211		2.945199		1.4806656		2.277726		3.2037494		4.285504		4.617766		1.6286534		3.5925407		3.977932		5.2311		1.8393139		1.5110364		2.5320482		8.797541		-1.5681597		1.9783939		2.0458963		13.458394		-1.355112		0.9843297		1.3403049		3.1371002		-0.6490725		0.5955384		1.032733		3.7504344		-0.43841207		Yes		Yes		Yes		U35_44k_v1_17563		LOC_Os01g54300.1		sp|Q0JJD4|MAN2_ORYSJ 0.0  Mannan endo-1,4-beta-mannosidase 2 precursor (Beta-mannanase 2) (Endo-beta-1,4-mannanase 2) (OsMAN2)		LOC_Os01g54300.1 0.0 hydrolase hydrolyzing O-glycosyl compounds putative expressed		AGAAAAATGTAGGCATGTTCTGCATGGAAATAGTGCACCGACAAATCTTTGCTCAAAAAA		10084		AT2G20680.1

		30462		CUST_28139_PI390587928		3.8020732		3.7581189		2.4340122		3.763835		4.514951		4.663708		5.07009		4.839804		5.368105		5.2645626		5.078061		3.7263813		1.6390706		1.8733096		6.2163925		2.1081378		2.9608917		2.8410885		6.250835		-1.0263008		1.5660317		0.90558934		2.6360776		1.0759692		0.712878		1.5064437		2.644049		-0.03745365		Yes		No		No		U35_44k_v1_30462		-		emb|CAM96512.1| 4e-05  putative PF02458-family acyl transferase 2 [Triticum aestivum]		No hits found		AACCAAGCCAAGCAAGGAGCAGGGAGCGCTGCCAAGCAAGCTTACCAATACTGTCTCCTC		30388		0

		37456		CUST_33891_PI390587928		5.3447876		5.509398		5.9978156		6.1311126		4.911366		5.012917		4.739061		5.041726		4.6628265		4.2195163		4.715248		5.8549905		-1.3504326		-1.4107682		-2.3928912		-2.1278353		-1.604319		-2.44508		-2.4327154		-1.2109356		-0.68196106		-0.49648094		-1.2587547		-1.0893865		-0.4334216		-1.2898817		-1.2825675		-0.2761221		No		Yes		Yes		U35_44k_v1_37456		-		No hits found		No hits found		TTCTTAAAGAACAGACGCAAGTGTTTTGTCTTGCATGTCATGTGCTTGGCAACAGGCACC		None		0

		20143		CUST_41231_PI390587928		8.535677		9.207814		7.8633676		8.732567		8.97836		10.575984		10.172058		10.678046		9.244166		10.023159		9.602708		8.315423		1.3591298		2.5814288		4.954332		3.8516574		1.6340922		1.7597187		3.3388245		-1.3352814		0.7084894		1.3681698		2.3086905		1.9454794		0.44268322		0.8153448		1.7393403		-0.41714382		Yes		Yes		Yes		U35_44k_v1_20143		LOC_Os09g19970.1		gb|EAZ44467.1| 1e-31  hypothetical protein OsJ_027950 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g19970.1 2e-33 expressed protein		CATTTTGGATTTGCCTGTATGTACCGCATGTCGTGTTCTTTTATTTGTATGCACATTCTT		16744		0

		39079		CUST_2600_PI390587928		4.3838406		3.1041956		3.18503		4.584581		4.7049637		5.4377		5.587749		4.8579187		4.8717823		5.7543716		5.188519		5.0621953		1.2493027		5.0402813		5.2879887		1.2086009		1.4024426		6.2774386		4.0096855		1.3924392		0.48794174		2.3335042		2.402719		0.27333784		0.32112312		2.650176		2.003489		0.4776144		Yes		No		No		U35_44k_v1_39079		LOC_Os03g11900.1		gb|EAZ26081.1| 1e-43  hypothetical protein OsJ_009564 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 3e-45 sugar transport protein 8 putative expressed		TACTTTCCGTATTGTTGTGTTCTCATGGCTGCCTTGGGACGAGAGAATCAAACCATCTGA		None		AT5G26340.1

		36245		CUST_32333_PI390587928		3.7199914		2.156577		2.2572358		3.7403386		3.719816		3.2659187		4.4294744		5.3309226		4.251911		5.157307		5.0733886		5.063076		-1.0001216		2.1574717		4.507222		3.0117126		1.4458518		8.004049		7.042818		2.5014029		0.5319197		1.1093416		2.1722386		1.590584		-1.75E-04		3.00073		2.8161528		1.3227375		Yes		Yes		Yes		U35_44k_v1_36245		LOC_Os01g05960.1		ref|XP_381020.1| 2e-66  hypothetical protein FG00844.1 [Gibberella zeae PH-1]		LOC_Os01g05870.1 2e-28 receptor-like protein kinase precursor putative expressed		TATTGATAAGAAATGCAGCGGTAGAGATGCATGCAATCAGAGATGCATACCTCGTGTTTG		None		0

		45745		CUST_29478_PI390587928		10.548572		10.632289		10.234337		10.578967		10.519637		9.852024		9.214339		9.608989		10.492926		9.549691		9.424464		10.392394		-1.0202583		-1.7174461		-2.0279155		-1.9588112		-1.0393243		-2.117846		-1.7530566		-1.1380571		-0.055645943		-0.78026485		-1.0199976		-0.96997833		-0.028934479		-1.0825977		-0.8098726		-0.18657303		No		Yes		Yes		U35_44k_v1_45745		LOC_Os03g09080.1		ref|NP_001049228.1| 2e-05  Os03g0190800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09080.1 4e-07 ubiquitin carboxyl-terminal hydrolase 4 putative expressed		GCACAAGCCTGAATCGATCCGGAAAAATGTTTTTTAAAAGGGTTTTATCATCATATCATG		44972		0

		5541		CUST_13718_PI390587928		8.076903		8.071514		7.989822		9.266322		8.661437		9.542665		10.6466875		10.879802		8.81514		10.043815		10.623861		11.41933		1.4995543		2.7724288		6.306614		3.0598896		1.6681354		3.9239333		6.2076163		4.44754		0.7382364		1.4711504		2.6568656		1.6134796		0.5845337		1.9723005		2.6340394		2.1530075		Yes		Yes		Yes		U35_44k_v1_5541		LOC_Os03g38590.2		ref|NP_001050560.1| 2e-72  Os03g0582200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38590.1 3e-74 SC3 protein putative expressed		GCAGAGGCTTGTAAGTTAACTGGCATGTAGGACTTTGTTTGTCCTATGCAAAAGTTTTTA		47528		AT2G20840.1

		39971		CUST_41820_PI390587928		13.30041		13.345675		13.190598		14.074673		13.095262		12.672696		11.956254		13.325128		12.633911		12.105026		11.801781		13.34325		-1.1528052		-1.5943621		-2.3527427		-1.6812626		-1.5872167		-2.3630486		-2.6186383		-1.6602752		-0.66649914		-0.67297935		-1.2343435		-0.7495451		-0.2051487		-1.2406492		-1.3888168		-0.7314224		Yes		No		No		U35_44k_v1_39971		LOC_Os01g12190.1		dbj|BAA94540.1| 2e-24  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g12190.1 4e-26 expressed protein		GTGCTACTGTATTATCCGTATATGCAAAGATCGATTAGCTAGCTAGCTACGATGTTTTTT		36241		AT5G41761.1

		26738		CUST_22116_PI390587928		10.404403		10.152047		10.689527		10.507328		10.38741		10.045911		9.359551		9.685979		9.997376		9.528515		9.636528		10.436985		-1.011848		-1.0763419		-2.5139835		-1.7670577		-1.3259499		-1.5406426		-2.0748377		-1.0499663		-0.4070263		-0.10613632		-1.3299751		-0.82134914		-0.016992569		-0.6235323		-1.0529985		-0.07034302		No		Yes		Yes		U35_44k_v1_26738		-		No hits found		No hits found		TAATACGCCAACGTGTCAAGGGATCATTATAATAAGAACCCCTTTACCAGATGGAAAAAA		38982		0

		11081		CUST_18533_PI390587928		4.9132943		5.307565		4.3442945		6.831722		4.980264		8.137688		7.844732		8.962155		5.3385506		5.8556895		7.5915256		7.4249787		1.0475142		7.1113453		11.317138		4.3784904		1.342811		1.4621835		9.495415		1.5086488		0.42525625		2.8301225		3.5004373		2.1304336		0.06696987		0.5481243		3.247231		0.59325695		Yes		Yes		Yes		U35_44k_v1_11081		LOC_Os01g20910.1		gb|EAY73709.1| 1e-09  hypothetical protein OsI_001556 [Oryza sativa (indica cultivar-group)]		LOC_Os01g20910.1 3e-11 RING-H2 finger protein ATL2L putative expressed		TTCATTGTTTACCAAGAGATGGTCGATGTTACGTCTTGTACAGTTGATCAATGTTATACT		22374		0

		17735		CUST_25801_PI390587928		2.4533727		2.8574		1.5964012		1.5383781		4.7785587		5.446853		5.4290195		1.8073401		3.9779882		4.443524		5.527846		1.7662458		5.011304		6.0187054		14.247315		1.2049406		2.8771002		3.0024161		15.257479		1.1711028		1.5246155		2.5894532		3.8326182		0.26896203		2.325186		1.586124		3.9314446		0.22786772		Yes		Yes		Yes		U35_44k_v1_17735		LOC_Os03g25330.1		ref|NP_001105580.1| e-146  peroxidase [Zea mays]		LOC_Os03g25330.1 1e-143 peroxidase 66 precursor putative expressed		TGCGAATCAATGTTCTCTGTTGAAATAATAAAGTGATGCATGCAGCATGTTTTGAACTCG		8631		AT5G58390.1

		14274		CUST_2564_PI390587928		8.429208		8.505268		8.00508		8.078929		8.808857		9.746253		9.226515		9.0421295		9.181248		10.03935		9.414235		8.325951		1.3010254		2.3635983		2.3317847		1.9496303		1.6841725		2.89604		2.6558154		1.1867546		0.7520399		1.2409849		1.2214346		0.96320057		0.37964916		1.5340815		1.4091549		0.24702168		No		Yes		Yes		U35_44k_v1_14274		LOC_Os06g25010.1		sp|Q8L5C6|XIP1_WHEAT e-165  Xylanase inhibitor protein 1 precursor (XIP-1) (XIP-I) (Class III chitinase homolog)		LOC_Os06g25010.1 2e-93 xylanase inhibitor protein 1 precursor putative expressed		GTTTAGCTTCCAGTTTACACGCAAACTTACAGGAATAAGAGTTTGATTGTGAGATTTCAA		8905		AT5G24090.1

		24793		CUST_42225_PI390587928		8.133918		9.154531		8.997661		9.43267		7.855692		8.591896		7.834516		8.413022		7.5491967		8.172713		7.5188003		10.425834		-1.2127026		-1.4769638		-2.2394502		-2.0274236		-1.4997491		-1.9749515		-2.7872846		1.9905457		-0.5847211		-0.56263447		-1.1631446		-1.0196476		-0.2782259		-0.98181725		-1.4788604		0.99316406		No		Yes		Yes		U35_44k_v1_24793		LOC_Os05g03530.2		gb|EAZ32728.1| 3e-59  hypothetical protein OsJ_016211 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03530.2 5e-61 senescence-associated protein-like putative expressed		AGAAGACAAGAGATTGCTTGTCTATGGTGGGAAATCCAGTCAGCTATATATATGGCCAAA		21080		AT3G12090.1

		25422		CUST_38736_PI390587928		11.398769		12.637004		12.6917925		10.525597		10.518355		11.670419		9.301454		7.8122582		10.005609		10.677882		10.506518		9.778928		-1.8409035		-1.9542096		-10.48561		-6.558375		-2.626535		-3.888252		-4.548132		-1.677914		-1.3931608		-0.96658516		-3.390339		-2.7133384		-0.880414		-1.9591217		-2.1852741		-0.7466688		Yes		Yes		Yes		U35_44k_v1_25422		LOC_Os03g08600.2		gb|EAZ25844.1| 3e-17  hypothetical protein OsJ_009327 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08600.2 5e-19 transferase transferring glycosyl groups putative expressed		GCATGTGGCCGTTGCCCAAACTTTGGTTGAATAATGACTAGTCATTCAGTGAGGAAAAAA		41552		0

		17124		CUST_41406_PI390587928		6.348186		6.233167		8.893949		8.348244		5.5467534		4.6069217		7.390219		7.3676705		3.8683357		4.9951634		7.3238907		9.005184		-1.7428309		-3.0870857		-2.835748		-1.9732492		-5.578396		-2.3587193		-2.9691663		1.5767353		-2.4798503		-1.6262455		-1.5037293		-0.9805732		-0.8014326		-1.2380037		-1.5700579		0.65694046		Yes		No		No		U35_44k_v1_17124		LOC_Os01g60830.1		ref|NP_001044661.1| 3e-57  Os01g0823600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60830.1 6e-59 expressed protein		TTATCTACCAACAAGTGCTCCTCAAGCCCTAGGCTGAATACAGGAGAAGCTTAACAGAAA		6150		AT3G56290.1

		17869		CUST_40299_PI390587928		8.59246		8.353861		8.312522		9.537351		9.432311		9.728814		8.724221		11.772788		9.375206		8.455291		8.257723		10.133241		1.7898657		2.593595		1.3302517		4.7090545		1.7204027		1.0728363		-1.0387144		1.5114048		0.7827463		1.3749533		0.4116993		2.2354374		0.8398514		0.10142994		-0.05479908		0.59589005		Yes		No		No		U35_44k_v1_17869		LOC_Os10g02880.1		ref|NP_001064059.1| 7e-62  Os10g0118200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g02880.1 1e-63 O-methyltransferase ZRP4 putative expressed		GACCGGGATTCGCTCAATTATTGAAGTCTATCCTTAAATATAAATCTTCAGACTTCATGT		8811		AT4G35160.1

		40065		CUST_17762_PI390587928		8.662555		8.522472		8.205403		8.57218		8.503517		8.391412		7.148523		7.533092		8.476239		8.093617		7.4033604		8.305812		-1.1165421		-1.0950985		-2.0804281		-2.0549278		-1.1378541		-1.3461647		-1.7435684		-1.202776		-0.18631554		-0.1310606		-1.0568805		-1.0390878		-0.15903759		-0.42885494		-0.80204296		-0.2663679		No		Yes		Yes		U35_44k_v1_40065		LOC_Os03g20580.1		gb|EAY89807.1| 9e-05  hypothetical protein OsI_011040 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20580.1 2e-06 expressed protein		GTTGTGATATTTATGTATGCTAAGGTTCACACACGTCTATACCAATGTTGGCCTAACTAT		36367		0

		1167		CUST_7039_PI390587928		11.256058		11.392859		11.834442		11.00026		11.066731		10.74919		10.504045		10.007503		11.217094		10.741276		10.702647		10.543571		-1.1402311		-1.5622975		-2.5147197		-1.9899853		-1.0273753		-1.5708916		-2.191312		-1.3723885		-0.038963318		-0.6436691		-1.3303976		-0.9927578		-0.18932629		-0.6515837		-1.1317949		-0.45668888		No		Yes		Yes		U35_44k_v1_1167		LOC_Os02g19820.1		ref|NP_001046621.1| e-106  Os02g0301100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g19820.1 1e-108 expressed protein		TGGGTTCACAGGATGCCTTTGCATCCTTGGTTTGTAATAACAGTGTGCTAAATGTATTTA		3401		AT4G10850.1

		24985		CUST_34818_PI390587928		10.518531		9.747502		12.242673		10.927737		9.988801		8.668877		10.560302		10.0436325		9.926196		8.581845		10.902635		10.174401		-1.4436588		-2.112023		-3.2095501		-1.845619		-1.5076847		-2.2433536		-2.5315804		-1.6856861		-0.59233475		-1.0786257		-1.6823711		-0.8841047		-0.52972984		-1.165657		-1.3400383		-0.75333595		Yes		Yes		Yes		U35_44k_v1_24985		LOC_Os03g37080.1		gb|EAY90695.1| 4e-88  hypothetical protein OsI_011928 [Oryza sativa (indica cultivar-group)]		LOC_Os03g37080.1 7e-78 cytochrome P450 71E1 putative		TGTGTGTTAGATCGAAGACGTAAGAGACGTCCGGCTTTATAAAATAATAAAGGCCACAAA		22570		AT3G26290.1

		6104		CUST_12150_PI390587928		5.360298		5.2611065		4.95868		4.773268		5.1668053		4.8363004		7.869131		6.663568		6.1216617		5.241509		6.86066		4.339906		-1.1435289		-1.3423921		7.518532		3.7071226		1.695092		-1.0136766		3.7372575		-1.3503768		0.7613635		-0.42480612		2.910451		1.8902998		-0.19349289		-0.01959753		1.9019799		-0.433362		No		Yes		Yes		U35_44k_v1_6104		LOC_Os02g48190.1		gb|EAZ00760.1| 4e-48  hypothetical protein OsI_021992 [Oryza sativa (indica cultivar-group)]		LOC_Os06g22330.1 3e-49 expressed protein		CCCCTAGATCTGTGTAAACTGATGATGTTGGCTTTTTACTACTGCTAGATTATTTCAAAA		19086		AT2G33570.1

		28142		CUST_28153_PI390587928		4.685757		4.317577		4.653106		5.0693173		3.3306255		4.668321		2.3624647		2.2633371		3.120856		3.7054403		3.316048		4.7914596		-2.5582047		1.2752184		-4.8927364		-6.993333		-2.9585721		-1.5285213		-2.5263567		-1.2123933		-1.5649011		0.35074425		-2.2906415		-2.8059802		-1.3551316		-0.6121366		-1.3370583		-0.27785778		Yes		No		No		U35_44k_v1_28142		LOC_Os10g04520.1		ref|NP_001064113.1| 2e-49  Os10g0134500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04520.1 5e-51 expressed protein		TCTCGCTGCAAATTTGTTTGCAGATGTAATGAGAACCTAACCCGATGTTCATTTCTGGCT		26418		0

		50204		CUST_31431_PI390587928		4.8825636		4.2154384		4.915232		4.4552994		4.9898267		4.8999906		5.2516627		6.0826836		4.237023		4.1893163		4.165466		4.1330695		1.0771828		1.607203		1.2626288		3.089523		-1.5643255		-1.0182713		-1.6815205		-1.2502615		-0.6455407		0.6845522		0.33643055		1.6273842		0.10726309		-0.026122093		-0.74976635		-0.32222986		No		Yes		Yes		U35_44k_v1_50204		LOC_Os03g38930.1		gb|EAY90799.1| 2e-40  hypothetical protein OsI_012032 [Oryza sativa (indica cultivar-group)]		LOC_Os03g38930.1 4e-42 expressed protein		ATGGACTTTATCCTCACCTGGGTGCACCACCTCACTGGCCTCGGGGTAGACAATCTCCTT		52254		AT2G35610.1

		47862		CUST_29764_PI390587928		5.7172318		3.9031534		1.720641		3.1557496		5.5104194		5.145965		3.605029		3.8717086		5.26195		4.315927		1.9820938		4.4955063		-1.1541353		2.3665931		3.691963		1.6425748		-1.3710505		1.3312427		1.1986852		2.5310864		-0.45528173		1.2428117		1.8843881		0.7159591		-0.20681238		0.4127736		0.2614528		1.3397567		No		Yes		Yes		U35_44k_v1_47862		-		dbj|BAD25932.1| 3e-20  putative RPS2 [Oryza sativa Japonica Group]		LOC_Os09g10054.2 4e-22 disease resistance protein RPS2 putative expressed		GAACAAAGCTGAGTGCATCTCCTTGAGTTTCAACAGAATTCCTATCAGGTTTAATATTGA		49368		0

		44440		CUST_3548_PI390587928		6.129167		5.8781037		5.96409		6.501859		6.8131294		7.193106		8.083594		6.851448		6.918356		7.4033895		7.6856217		6.96547		1.606546		2.4880276		4.3454466		1.2741975		1.7281026		2.8784373		3.297864		1.3789887		0.78918886		1.3150024		2.1195045		0.34958887		0.68396235		1.5252857		1.7215319		0.46361065		Yes		Yes		Yes		U35_44k_v1_44440		-		No hits found		No hits found		GGGGAAGATACACGTTGTATCTAAATGTGCACAAAGTTTCACAAACAAAATTCATGAAGA		42161		0

		31131		CUST_20112_PI390587928		4.1790824		4.2229652		4.372562		3.787488		2.8176587		3.256366		2.5324023		2.0501955		3.2383401		3.8424883		4.36002		3.8096006		-2.5693862		-1.9542286		-3.5804965		-3.3340888		-1.9195156		-1.3017721		-1.0087312		1.0154454		-0.94074225		-0.9665992		-1.8401597		-1.7372925		-1.3614237		-0.38047695		-0.012541771		0.022112608		Yes		No		No		U35_44k_v1_31131		-		No hits found		No hits found		GCAATGCAGCCCCAATTGGAAGGAGGATTTGAATGTATATTATGTATGTCAAAGATGTTT		31276		0

		43942		CUST_8882_PI390587928		6.188917		5.9571457		5.9196973		5.6033044		5.92165		5.606947		3.982878		4.8114543		5.784443		4.9149327		4.1258082		5.683689		-1.2035259		-1.2747362		-3.8286064		-1.7312932		-1.3236065		-2.059384		-3.4674835		1.0573		-0.40447426		-0.35019875		-1.9368193		-0.7918501		-0.26726723		-1.042213		-1.793889		0.08038473		No		Yes		Yes		U35_44k_v1_43942		LOC_Os07g04900.1		gb|EAY95650.1| 3e-51  hypothetical protein OsI_016883 [Oryza sativa (indica cultivar-group)]		LOC_Os04g53496.1 9e-53 NBS-LRR disease resistance protein putative expressed		TTTTGTTATATGTTATGCATGACCTACTACATGATTTGGCAATGAAGGTTGCATCGCAAA		41257		AT3G14470.1

		31517		CUST_17258_PI390587928		4.5176053		3.5462306		2.323386		3.401889		4.5301776		4.5788765		4.5865345		4.1903667		4.5843544		4.6209087		4.097618		2.3212888		1.0087526		2.0457728		4.8003798		1.7272509		1.047354		2.1062522		3.4205592		-2.1149158		0.066749096		1.032646		2.2631485		0.78847766		0.0125722885		1.0746782		1.7742321		-1.0806003		Yes		No		No		U35_44k_v1_31517		LOC_Os08g40280.1		ref|NP_001062229.1| 3e-70  Os08g0514100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40280.1 6e-72 lectin-like protein kinase putative expressed		CGACGGCTTTCACTTCCTCGTCGACTGGGTGTGGCGCCTTCACCGCGATGGCCGCGCGCT		None		AT5G55830.1

		37808		CUST_34676_PI390587928		7.397171		8.211803		7.6343837		8.349351		6.538856		6.616837		6.624541		7.633301		6.210876		7.20726		6.537976		8.239098		-1.8129196		-3.0208747		-2.0136917		-1.6426785		-2.2756758		-2.0063083		-2.1382165		-1.0794177		-1.186295		-1.5949664		-1.0098429		-0.71605015		-0.858315		-1.0045433		-1.0964079		-0.110253334		Yes		No		No		U35_44k_v1_37808		LOC_Os12g25700.3		gb|AAR32717.1| 2e-06  UDP-glucose dehydrogenase [Populus tomentosa]		LOC_Os12g25700.3 8e-08 UDP-glucose 6-dehydrogenase putative expressed		CCTCAATCCTTGTGCTGTTTTGAGGATTGTAAAAGAATGTTTATTTGTATCCAATGAGCT		49823		0

		34286		CUST_17448_PI390587928		5.3702145		3.7308712		5.57019		5.1097617		4.411439		4.460049		3.7636669		4.066749		3.9217784		3.6204996		4.4482417		5.319199		-1.9436595		1.6576942		-3.4979825		-2.060526		-2.7291203		-1.0795063		-2.1764069		1.1562371		-1.448436		0.72917795		-1.8065231		-1.0430126		-0.9587755		-0.11037159		-1.1219482		0.20943737		No		Yes		Yes		U35_44k_v1_34286		LOC_Os03g52130.1		No hits found		No hits found		TGTCATGCTCAACACTAGCTAGCTACTTGTTCTTGTCAAGCCACGCGAGAATTCCTTTCT		14813		0

		5166		CUST_28566_PI390587928		6.5997486		6.6718717		6.441423		6.728426		6.708908		6.724054		9.358254		9.026971		6.5575356		6.611721		8.890098		7.1251564		1.0785997		1.036832		7.5518575		4.9196134		-1.029692		-1.0425746		5.4591436		1.3165209		-0.042212963		0.052182198		2.9168315		2.298545		0.10915947		-0.060150623		2.4486747		0.39673042		Yes		Yes		Yes		U35_44k_v1_5166		LOC_Os03g58790.1		ref|NP_001051601.1| e-137  Os03g0802500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58790.1 1e-139 ATPase 3 putative expressed		GCTATCGACCGACACCTCTTTTATCGCTGCTCATTTGACATTTATTATTAAGCTTCGGGT		12302		AT3G28510.1

		26719		CUST_37241_PI390587928		13.087232		12.56384		14.826888		15.0495405		12.352753		12.122802		12.450748		13.370372		11.40467		11.6870165		13.489777		14.756005		-1.6637964		-1.3575809		-5.1914577		-3.2024336		-3.2099745		-1.8363276		-2.5264497		-1.2256399		-1.6825619		-0.44103813		-2.3761396		-1.6791687		-0.73447895		-0.8768234		-1.3371115		-0.29353523		Yes		Yes		Yes		U35_44k_v1_26719		LOC_Os04g36720.1		gb|EAY94278.1| 5e-05  hypothetical protein OsI_015511 [Oryza sativa (indica cultivar-group)]		LOC_Os04g36720.1 7e-07 ferric reductase-like transmembrane component putative expressed		GCTCCCTGTGTGTGTATAACTGTATATATGCTACTATGAATGATCCTACATGTAAACAAA		19438		0

		19180		CUST_20377_PI390587928		8.459764		8.805371		8.762902		8.388303		8.25553		8.255497		7.532229		8.016076		8.142156		8.053531		8.090156		8.294128		-1.1520739		-1.4639581		-2.3467648		-1.2943491		-1.2462624		-1.6839398		-1.594105		-1.0674543		-0.31760788		-0.5498743		-1.2306733		-0.37222672		-0.20423317		-0.7518406		-0.67274666		-0.094174385		No		Yes		Yes		U35_44k_v1_19180		LOC_Os05g05480.2		ref|NP_001054642.1| 1e-71  Os05g0147500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05480.2 2e-73 protease Do-like 2 chloroplast precursor putative expressed		TTGGCCGCCCTTTGTACAACTAGGTGACAAACAATTCTTTAAATTCTCATAAGTGCAATA		10868		AT2G47940.2

		5352		CUST_16627_PI390587928		7.989174		8.326192		7.9990363		8.76904		8.345536		8.697998		9.8944435		9.401702		8.486877		8.973178		9.77808		9.4457445		1.2801939		1.2939718		3.7202697		1.5504229		1.4119643		1.5658934		3.431986		1.5984842		0.49770355		0.37180614		1.8954072		0.6326618		0.35636234		0.646986		1.7790437		0.6767044		No		Yes		Yes		U35_44k_v1_5352		LOC_Os10g30910.1		gb|ABB47721.2| e-152  transmembrane protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g30910.1 1e-154 expressed protein		GCTGTGGGTATTGTTGTTAATATGTTTAGATGATACGTGCTTATGTGGAACGAGAATATT		12080		AT2G46060.1

		30055		CUST_1376_PI390587928		13.496452		13.413616		13.169623		13.977801		13.411567		13.706917		15.131023		14.323769		13.5633		13.53654		14.662969		14.143978		-1.0606036		1.2254406		3.8943973		1.2710029		1.0474256		1.0889395		2.8154104		1.1220809		0.0668478		0.29330063		1.9614		0.3459673		-0.0848856		0.12292385		1.4933453		0.1661768		No		Yes		Yes		U35_44k_v1_30055		-		No hits found		No hits found		GTGTATGATGAGGTGGAAATACGTATTCCCTCTATGAATAATACTCCTAGTTGGATTAAA		29735		0

		46543		CUST_38007_PI390587928		5.690653		5.5701127		4.9439244		5.900211		4.611365		5.5861344		3.6920586		5.925791		3.9413216		4.2157574		2.891547		5.93045		-2.112993		1.0111673		-2.3814924		1.0178888		-3.362027		-2.5568285		-4.1478896		1.0211813		-1.7493312		0.016021729		-1.2518659		0.02557993		-1.079288		-1.3543553		-2.0523775		0.030239105		Yes		Yes		Yes		U35_44k_v1_46543		-		No hits found		No hits found		GTGAGAGAGATTGTTCATATTTTTGCATGCATGCTAGTCAAATTACCAATAGTCCTTCAA		46782		0

		17029		CUST_35603_PI390587928		9.217059		9.660687		10.514447		10.686841		8.761842		8.3989725		8.038668		8.490993		9.013194		8.175403		7.7505994		9.881906		-1.3709893		-2.397806		-5.562678		-4.58159		-1.1517799		-2.7997243		-6.7920537		-1.7470676		-0.20386505		-1.2617149		-2.4757795		-2.1958485		-0.45521736		-1.4852848		-2.7638478		-0.80493546		Yes		Yes		Yes		U35_44k_v1_17029		LOC_Os02g41904.1		dbj|BAC10287.1| 7e-25  defensin [Triticum aestivum]		LOC_Os02g41904.1 2e-19 low-molecular-weight cysteine-rich protein LCR69 precursor putative expressed		TTAATCTCTGAGGTGGTGATGTAATATGGTCGTTGCGTTGTTTCACGCTGTCAGCATGGA		6932		0

		2840		CUST_37427_PI390587928		15.900609		15.819435		17.135992		16.869226		15.495168		15.526393		16.185102		15.411575		15.444859		15.894062		16.521593		16.537844		-1.324494		-1.2252212		-1.9330642		-2.7466083		-1.3714961		1.0530887		-1.53092		-1.2582188		-0.45575047		-0.29304218		-0.9508896		-1.4576511		-0.40544128		0.07462692		-0.61439896		-0.33138275		No		Yes		Yes		U35_44k_v1_2840		LOC_Os03g60509.2		sp|Q8S3X0|CFI_HORVU 1e-51  Chalcone--flavonone isomerase (Chalcone isomerase)		LOC_Os03g60509.2 4e-41 expressed protein		CCATGGATAACTACTCGTATGATTCTGATGATGATTTACTTGGATTTGGATGATTTGGAT		9047		AT3G55120.1

		40633		CUST_3764_PI390587928		6.886398		5.952431		6.13073		5.4349766		7.3558764		6.367168		7.0022674		7.8692727		7.431311		7.0401077		6.6022153		4.3185086		1.384609		1.3330554		1.8296113		5.4050055		1.4589326		2.1253147		1.386536		-2.1681552		0.5449133		0.41473675		0.8715372		2.4342961		0.4694786		1.0876765		0.47148514		-1.116468		Yes		Yes		Yes		U35_44k_v1_40633		-		gb|EAZ06783.1| 8e-36  hypothetical protein OsI_028015 [Oryza sativa (indica cultivar-group)]		LOC_Os08g28570.1 5e-34 resistance protein putative expressed		TGATTACAGCTTATTGTTGGAAGAATGGTGCCCCACTCCGGTTGGCCTCCAAAAACTTAT		None		0

		38510		CUST_6708_PI390587928		8.431053		7.9954543		8.585845		8.886968		8.456767		8.005525		8.786962		8.743336		8.086713		9.26098		8.569693		8.981444		1.0179833		1.0070046		1.1495878		-1.1046826		-1.2695704		2.4041474		-1.0112588		1.0676781		-0.34434032		0.010070324		0.20111656		-0.14363194		0.02571392		1.2655253		-0.016152382		0.0944767		No		Yes		Yes		U35_44k_v1_38510		LOC_Os02g56860.1		gb|EAY87986.1| 2e-30  hypothetical protein OsI_009219 [Oryza sativa (indica cultivar-group)]		LOC_Os02g56860.1 3e-32 acyltransferase putative expressed		AACTGGTACAACGGCACCGACAAGTCCATGATGCTCGGCAACTGCCTCTTCCGCTGCGGC		34518		AT1G07720.1

		42855		CUST_31985_PI390587928		3.3256958		3.7159793		1.8973265		2.7196186		4.157994		6.0203967		5.97601		8.3203745		4.0028076		5.4251876		6.2322354		2.3306577		1.7805192		4.939679		16.896862		48.528343		1.5989356		3.2698133		20.180765		-1.3094499		0.67711186		2.3044174		4.0786834		5.6007557		0.83229804		1.7092083		4.334909		-0.38896084		Yes		Yes		Yes		U35_44k_v1_42855		-		No hits found		No hits found		GAATCGTCGGTTGTGCACGTTTTTAAGCTTCAATATTCGGGTTTGAATTCAGTCAAAAAA		38811		0

		26035		CUST_1624_PI390587928		9.927893		10.300553		9.128736		9.142127		9.337407		8.94203		7.5523243		7.608458		9.184497		9.1551285		7.858616		8.643493		-1.5057535		-2.564226		-2.9822707		-2.895212		-1.6741117		-2.2121127		-2.4118156		-1.4128755		-0.7433958		-1.3585234		-1.5764112		-1.533669		-0.5904856		-1.1454248		-1.2701197		-0.49863434		Yes		No		No		U35_44k_v1_26035		LOC_Os03g30250.1		gb|EAZ27328.1| 6e-12  hypothetical protein OsJ_010811 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g30250.1 9e-14 phytochelatin synthetase-like conserved region family protein expressed		GTGTGTGTGGTTGTCATGTCAAGATTAAATAATCTCATACTAGTGTTCGTCTCAGAAAAA		23169		0

		5065		CUST_12586_PI390587928		11.676482		11.230535		10.761314		10.825795		12.548688		12.69382		12.36248		11.067136		12.614009		13.280606		12.246007		10.722202		1.8304594		2.757356		3.0338836		1.1820906		1.915242		4.1412654		2.7985754		-1.074446		0.9375267		1.4632854		1.6011658		0.24134064		0.87220573		2.0500717		1.4846926		-0.10359287		Yes		Yes		Yes		U35_44k_v1_5065		LOC_Os01g51870.1		gb|EAZ13333.1| e-124  hypothetical protein OsJ_003158 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51870.1 1e-125 S-adenosylmethionine-dependent methyltransferase putative expressed		CTCATGGTCAGAATAATATGTAGAGTAAAAGTTGACTGCTTATTACTCCATCCGTTTCAA		11378		AT5G10830.1

		38665		CUST_25066_PI390587928		3.4037426		2.6775684		2.09814		4.1379523		4.4386306		4.5019207		5.9688168		4.020654		4.2711415		5.058907		5.2911105		2.994276		2.0489547		3.5414796		14.628163		-1.0847015		1.8243707		5.2101994		9.144919		-2.209433		0.867399		1.8243523		3.8706768		-0.117298126		1.034888		2.3813386		3.1929705		-1.1436763		Yes		Yes		Yes		U35_44k_v1_38665		LOC_Os02g02410.1		gb|AAA62325.1| 7e-50  HSP70		LOC_Os02g02410.1 4e-51 luminal-binding protein 3 precursor putative expressed		ATAACATCCTGTGCAAGGCTGACTGAATGTGTGTATTTGTCTGGAACTCTCCTTTCAGGG		34545		AT5G28540.1

		28295		CUST_29268_PI390587928		6.2866235		6.730909		7.539182		6.8653655		5.90762		6.424694		6.46524		6.630359		5.8257694		5.707598		6.4107056		6.6242123		-1.3004433		-1.2364594		-2.1051779		-1.176912		-1.3763564		-2.032578		-2.1862776		-1.1819371		-0.46085405		-0.3062148		-1.0739422		-0.23500633		-0.37900352		-1.0233107		-1.1284766		-0.24115324		No		Yes		Yes		U35_44k_v1_28295		LOC_Os04g52500.1		gb|EAY95546.1| 3e-17  hypothetical protein OsI_016779 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52500.1 5e-19 lecithine cholesterol acyltransferase-like protein putative expressed		TTTTTCTATCCTCGAGGCCGTGGACGAGGGCGGGAACAAGGATCTTTTGTGGGTGCGCAT		27085		0

		27075		CUST_2660_PI390587928		5.2384887		4.1593018		3.727232		4.51269		5.235315		5.228216		5.2250943		4.937348		5.4542794		5.553993		5.241056		4.483583		-1.0022024		2.0978541		2.8242393		1.3422542		1.1613402		2.6293232		2.8556595		-1.0203804		0.21579075		1.0689144		1.4978623		0.42465782		-0.0031738281		1.3946915		1.513824		-0.029107094		No		Yes		Yes		U35_44k_v1_27075		LOC_Os08g01610.2		ref|NP_001060797.1| 5e-38  Os08g0107400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01610.1 9e-40 GDP-mannose transporter putative expressed		CTGCAGCATGATTTTAGTTAACAAGTTTGTTTTGTCTGGCTATGGTTTTAATGCTGGAAT		24548		AT2G13650.2

		42943		CUST_1211_PI390587928		5.0736556		3.4113865		3.2414296		3.2111566		5.5431976		4.563835		5.3776746		5.401596		6.117807		4.6251907		5.355646		4.5628552		1.3846699		2.2229087		4.3961635		4.564445		2.0621529		2.3194845		4.3295484		2.5521243		1.0441513		1.1524487		2.136245		2.1904395		0.46954203		1.2138042		2.1142166		1.3516986		Yes		No		No		U35_44k_v1_42943		LOC_Os05g41400.1		gb|EAZ34785.1| 2e-42  hypothetical protein OsJ_018268 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41400.1 4e-44 indole-3-acetate beta-glucosyltransferase putative expressed		GATGTAATTGTCTGTAGCTACATCTACATTTGAGAATGAACTCAATCAGTATTCCTTGGT		38966		AT2G30140.2

		6014		CUST_39088_PI390587928		3.8036387		3.84504		4.854132		4.2521076		4.4110546		3.3022356		3.6721325		3.7991886		3.0112054		2.6163225		3.0266092		3.3492558		1.5235279		-1.4568017		-2.2689104		-1.368807		-1.7319932		-2.3435857		-3.5492716		-1.8697584		-0.79243326		-0.5428045		-1.1819997		-0.452919		0.6074159		-1.2287176		-1.827523		-0.9028518		Yes		No		No		U35_44k_v1_6014		LOC_Os05g32380.1		emb|CAO22638.1| 2e-31  unnamed protein product [Vitis vinifera]		LOC_Os05g32380.1 5e-33 triacylglycerol lipase putative expressed		ACGTACGTACGTGCATCTCGCAATCACAGTAACAAGAATGGCCATGCCCTCCAACCTCGC		24963		AT1G06800.2

		2376		CUST_41472_PI390587928		4.2283444		3.3586788		3.2376728		4.016287		6.6613603		4.807608		6.4000716		7.223182		4.891897		4.4027977		7.38856		6.7077193		5.4002113		2.7300537		8.953172		9.233614		1.5839785		2.0621066		17.76403		6.4595447		0.66355276		1.4489293		3.1623988		3.2068954		2.4330158		1.0441189		4.150887		2.6914325		Yes		No		No		U35_44k_v1_2376		LOC_Os01g14550.1		sp|P16273|PRPX_HORVU 3e-90  Pathogen-related protein		LOC_Os01g14590.1 7e-71 pathogen-related protein putative expressed		GGTTTAAGTGGCCTGCAACACTGTGATGCATGATATCTATATAGGTTGATGAGGACATCA		5605		AT1G78780.2

		34168		CUST_6833_PI390587928		8.154907		8.232215		8.236731		8.152825		7.9693127		8.016021		7.04965		7.445982		7.4760823		7.510353		7.5274014		7.74864		-1.1372856		-1.1616651		-2.2769148		-1.6322289		-1.6008353		-1.6493092		-1.6350436		-1.3233414		-0.6788249		-0.21619415		-1.1870804		-0.7068434		-0.18559456		-0.72186184		-0.7093291		-0.4041853		No		Yes		Yes		U35_44k_v1_34168		LOC_Os04g39410.1		gb|EAZ31041.1| 6e-32  hypothetical protein OsJ_014524 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39410.1 9e-34 pentatricopeptide repeat protein PPR986-12 putative expressed		TTGTTCTTGTGGCGACTTCTGGTGAATGGTTCTCCCTTCATGAAACTTAATAGAGGATTA		49776		AT4G37380.1

		29801		CUST_984_PI390587928		5.097528		4.544695		3.2578714		3.1592681		5.3358383		5.102712		6.4730225		8.999093		5.890793		5.8918915		5.7496696		2.841026		1.1796103		1.4722445		9.286604		57.274643		1.7329918		2.5441728		5.624786		-1.2468104		0.79326487		0.55801725		3.215151		5.8398247		0.23831034		1.3471966		2.4917982		-0.31824207		Yes		No		No		U35_44k_v1_29801		LOC_Os01g64120.1		gb|EAY76570.1| 5e-42  hypothetical protein OsI_004417 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64120.1 1e-43 ferredoxin-6 chloroplast precursor putative expressed		AGAGTTTTCGTGTCGCGTCCGGTAGTTTGTGTCTTGCACAAGTATATGCTGATGTGTAGT		29274		AT2G27510.1

		11065		CUST_30245_PI390587928		2.919913		2.547847		3.195094		4.029478		2.952327		5.066279		6.0026107		7.162684		2.0443695		4.921165		7.413826		7.926867		1.0227219		5.72959		7.0007844		8.773825		-1.8346993		5.181314		18.619364		14.901534		-0.8755436		2.518432		2.8075166		3.133206		0.03241396		2.373318		4.218732		3.897389		Yes		Yes		Yes		U35_44k_v1_11065		-		No hits found		No hits found		AATGTGACAAGTTGATTAGTCTACCTGTCGGCATTGCCTAATCGAACAGTTTATATTGCA		31366		0

		9819		CUST_37475_PI390587928		2.2629359		2.6227865		2.0511017		3.5424693		3.4919446		3.58019		5.0166087		3.8492553		3.2511113		4.0409594		3.9741993		3.221172		2.3440588		1.9418118		7.810999		1.2369491		1.9836746		2.6724682		3.7923644		-1.2494534		0.9881754		0.9574034		2.965507		0.30678606		1.2290087		1.4181728		1.9230976		-0.32129717		Yes		Yes		Yes		U35_44k_v1_9819		LOC_Os01g15580.1		gb|EAY73380.1| 3e-77  hypothetical protein OsI_001227 [Oryza sativa (indica cultivar-group)]		LOC_Os01g15580.1 8e-79 disease resistance protein RGA2 putative expressed		CATTTTATCACATCATGCACGGAGTTTGGCATTGCCCATAGCAACCAGTCACCTACCAAA		20242		AT1G69545.1

		14822		CUST_5552_PI390587928		16.26304		16.445276		16.055578		15.169057		15.800293		16.02717		14.329097		13.642281		15.794774		16.054493		14.765178		14.401975		-1.378164		-1.3361723		-3.3091977		-2.8814127		-1.3834461		-1.3111051		-2.4459596		-1.7018244		-0.4682665		-0.41810608		-1.7264814		-1.5267763		-0.46274757		-0.3907833		-1.2904005		-0.7670822		Yes		Yes		Yes		U35_44k_v1_14822		LOC_Os08g35760.1		gb|ABG46233.1| e-105  germin-like protein 2a [Hordeum vulgare subsp. vulgare]		LOC_Os08g35760.1 4e-99 auxin-binding protein ABP20 precursor putative expressed		CTATCGCCAATTGGAGATTCGTGCAACATTTTTTAGTTTTGTCAAAATTGTCTTGTCCTA		2770		AT1G72610.1

		31079		CUST_24903_PI390587928		15.278878		15.695339		15.129054		15.437482		14.9424515		15.150551		14.026145		14.555782		14.866028		14.773625		14.183116		15.040916		-1.2626255		-1.4588063		-2.1478736		-1.8425447		-1.3313135		-1.8943644		-1.9264412		-1.3163704		-0.41285038		-0.54478836		-1.1029091		-0.88169956		-0.33642673		-0.9217138		-0.9459381		-0.39656544		No		Yes		Yes		U35_44k_v1_31079		LOC_Os05g13940.1		No hits found		No hits found		CATGACTCGGTTGTTCTTTCGTGTATGTACACATGATCTTATTCATTTACATGAATGACA		31223		0

		4630		CUST_33765_PI390587928		6.4445148		7.6997705		7.6993165		7.8792515		6.9517922		8.107841		8.322106		9.123994		7.019666		7.797131		8.198367		8.788819		1.4213654		1.3269095		1.53985		2.3697624		1.4898338		1.0698144		1.4132832		1.8784827		0.57515144		0.4080701		0.62278986		1.2447424		0.5072775		0.09736061		0.49905062		0.90956783		No		Yes		Yes		U35_44k_v1_4630		LOC_Os01g43520.2		gb|ABX76295.1| 0.0  neutral ceramidase [Triticum aestivum]		LOC_Os01g43520.2 0.0 ceramidase putative expressed		TGTCCCGGATGTGTAAATTTGATAGAGTCCGATCATACGAAGCTGCTGCTTTATATGCTT		10984		AT2G38010.2

		4293		CUST_4300_PI390587928		13.93518		13.522946		13.485801		13.867209		14.431698		14.619185		14.812637		14.638832		14.882791		14.772896		14.725727		13.887876		1.4108045		2.1379662		2.5085204		1.7071888		1.928676		2.378331		2.3618648		1.0144278		0.94761086		1.0962391		1.3268366		0.77162266		0.49651814		1.2499495		1.2399263		0.020666122		No		Yes		Yes		U35_44k_v1_4293		LOC_Os02g24080.5		gb|AAP79417.1| 5e-80  SNAP-34 [Hordeum vulgare subsp. vulgare]		LOC_Os02g24080.5 6e-67 SNAP25 homologous protein SNAP30 putative expressed		ACTCCTTATCTTCTGCATTTGCTTTCGTGGGCTGTTAATTCAGATCATTTTGTGCATAAA		12026		AT5G61210.1

		42759		CUST_10333_PI390587928		5.653456		5.2713184		5.911583		5.826325		5.417883		5.169787		4.5841064		4.637502		4.87302		4.826504		5.1312723		6.1029053		-1.1773745		-1.0729119		-2.509633		-2.2796664		-1.7176499		-1.3611388		-1.7175007		1.2113203		-0.78043604		-0.101531506		-1.3274765		-1.1888227		-0.23557329		-0.4448142		-0.78031063		0.27658033		No		Yes		Yes		U35_44k_v1_42759		-		No hits found		No hits found		CACATTTTAGAACCATGTAAATCGCTGGAGTATTTTTCTTCTCCATTCACATTTTAGACG		38634		0

		45770		CUST_29424_PI390587928		4.6539774		5.1338143		5.7256026		5.0705633		4.518973		4.23102		4.782637		3.77118		4.1775327		3.7067177		4.6677356		3.9828272		-1.0980963		-1.8696839		-1.9224759		-2.4612367		-1.3913108		-2.68905		-2.0818512		-2.1254027		-0.47644472		-0.90279436		-0.9429655		-1.2993834		-0.13500452		-1.4270966		-1.057867		-1.0877361		Yes		No		No		U35_44k_v1_45770		-		No hits found		No hits found		CAGTTGTTCAATGTTATAAGACACCCGGGGCGATGTTTAGTAATATTGCACTCAACCTTG		45040		0

		29850		CUST_40279_PI390587928		7.2060184		7.5022025		7.113186		7.2181187		6.8391895		7.2633214		5.818547		6.663959		6.4317055		6.8106866		6.289869		7.26136		-1.2895154		-1.1800771		-2.4531562		-1.4683131		-1.7103753		-1.6149796		-1.7694697		1.0304264		-0.774313		-0.23888111		-1.2946391		-0.55415964		-0.36682892		-0.6915159		-0.82331705		0.0432415		No		Yes		Yes		U35_44k_v1_29850		-		No hits found		No hits found		AGACAAAGACAAACATATTGGTGATTCCTTGGAGGAGGATGAGGAGGATGAAAGCCTTGG		29356		0

		30976		CUST_28326_PI390587928		9.862813		10.048594		8.66199		9.632785		10.188621		11.784489		12.02348		12.581696		10.688052		11.786758		11.679035		9.882057		1.2533659		3.3308587		10.278019		7.721658		1.7718288		3.3361032		8.095078		1.1886075		0.8252392		1.7358942		3.3614902		2.9489107		0.32580757		1.738164		3.017045		0.24927235		Yes		Yes		Yes		U35_44k_v1_30976		LOC_Os07g43800.1		ref|NP_001060363.1| 3e-16  Os07g0631700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g43800.1 8e-18 EF hand family protein expressed		CTGATCTCGCCAATTTGATCATAAATAACTTTGGCGATCTCGGTCAGTCGTCTTGATAAT		31113		0

		41533		CUST_10518_PI390587928		7.9930024		8.640054		8.809218		7.7793612		7.643641		8.080205		7.7814136		8.0048895		7.6514473		7.444986		7.318358		7.567		-1.2739966		-1.4741147		-2.0389194		1.1692053		-1.2671217		-2.289556		-2.8105655		-1.1585829		-0.34155512		-0.5598488		-1.0278049		0.22552824		-0.34936142		-1.1950679		-1.4908605		-0.21236134		No		Yes		Yes		U35_44k_v1_41533		LOC_Os12g44360.4		gb|ACB47885.1| 4e-48  plasma membrane Na+/H+ antiporter [Triticum turgidum subsp. durum]		LOC_Os12g44360.4 2e-40 sodium/hydrogen exchanger 7 putative expressed		AAGCACATCCCCATGATGTTCCTGACAAGGATGATCACGTGCATACCTTGAATTTGAAGG		None		AT2G01980.1

		22093		CUST_39263_PI390587928		10.783612		9.1015215		6.4322867		9.548333		10.832062		9.432586		8.902175		9.824225		10.566979		9.858233		8.56603		10.2290945		1.0341529		1.257941		5.5400085		1.2107427		-1.1620183		1.6896354		4.3885455		1.6029855		-0.21663284		0.33106422		2.4698882		0.27589226		0.048449516		0.75671196		2.1337428		0.68076134		No		Yes		Yes		U35_44k_v1_22093		-		gb|ABC73058.1| 2e-23  resistance protein [Hordeum vulgare subsp. vulgare]		LOC_Os04g30030.1 2e-05 resistance protein putative		AAGGTATAGGTAGAAACATAATGCCACCTGTGGAAAAATGCTCATCGACTATGCAAAAAA		50291		0

		26891		CUST_37525_PI390587928		5.332462		5.2214565		3.7356155		5.6723275		8.298305		9.772332		11.576266		9.102847		9.047998		9.76393		10.755001		5.462717		7.8128166		23.439594		229.22977		10.781751		13.136751		23.303484		129.73154		-1.1563759		3.7155366		4.5508757		7.8406506		3.4305196		2.9658427		4.542474		7.0193853		-0.20961046		Yes		Yes		Yes		U35_44k_v1_26891		-		No hits found		No hits found		GTAGCATAAAAACCGTACTTTGTTGCGAGGATTATAAGATGTTTCTAGTGAGTTTGTTTG		22115		0

		30430		CUST_3594_PI390587928		10.284013		11.164851		10.382765		9.626406		9.455819		9.624017		7.906564		7.0537796		8.635621		9.50169		8.223437		9.059636		-1.775461		-2.9096274		-5.5643015		-5.948913		-3.1348398		-3.1670976		-4.467066		-1.4812032		-1.6483917		-1.5408344		-2.4762006		-2.572626		-0.82819366		-1.6631613		-2.1593275		-0.5667696		Yes		No		No		U35_44k_v1_30430		LOC_Os01g57050.1		dbj|BAD52839.1| 5e-21  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g57050.1 1e-22 expressed protein		TTGGTTGATTGACGCGTCGTTTTCTGTCTAAGACTGCACCTGGATGCGGCTCTTTTAAAA		30344		0

		26345		CUST_3754_PI390587928		5.5165772		6.1410995		6.0495014		6.050785		5.2084785		5.4992213		4.0922766		5.20044		5.2605042		4.6934943		3.7731297		5.982258		-1.238075		-1.5603591		-3.883143		-1.8029321		-1.1942236		-2.727549		-4.84458		-1.0486456		-0.256073		-0.6418781		-1.9572248		-0.85034513		-0.3080988		-1.4476051		-2.2763717		-0.06852722		Yes		Yes		Yes		U35_44k_v1_26345		-		gb|EAZ32059.1| 1e-43  hypothetical protein OsJ_015542 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53496.1 3e-45 NBS-LRR disease resistance protein putative expressed		TTGTGCCATTTTTATGTCCCAAGTGATGATCAGCTTCATTCGTATATTTATAATGTGGGA		None		0

		17642		CUST_38389_PI390587928		12.024695		12.829864		13.039416		13.175397		11.181106		12.530646		11.482585		12.023151		10.476911		11.495601		11.821159		13.287163		-1.7945098		-1.2304766		-2.9420695		-2.2225957		-2.9236789		-2.521466		-2.3266544		1.0805501		-1.5477848		-0.29921722		-1.5568314		-1.1522455		-0.8435898		-1.3342628		-1.218257		0.11176586		No		Yes		Yes		U35_44k_v1_17642		LOC_Os03g60480.1		ref|NP_001051712.1| 1e-51  Os03g0819400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60480.1 2e-53 metal ion binding protein putative expressed		TCGTGATGTTTTTGTTTGGTTGTGTTCGGCGCGTGGTGTTTCTTCTCTTGTCATCAGACT		8109		AT2G37390.1

		20473		CUST_27092_PI390587928		7.1060386		6.1695		7.727274		8.111236		7.894726		7.6413884		10.0126295		9.140756		8.163696		8.249837		9.648187		8.5872345		1.7275019		2.7738476		4.874842		2.0413451		2.0815492		4.22906		3.7866254		1.390881		1.0576577		1.4718885		2.2853556		1.02952		0.7886872		2.080337		1.9209127		0.47599888		Yes		Yes		Yes		U35_44k_v1_20473		LOC_Os01g02400.1		gb|EAY72284.1| 1e-77  hypothetical protein OsI_000131 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02400.1 1e-79 Ser/Thr receptor-like kinase putative expressed		AGTGTGAACATAAAGGTCGGCATTGTGGATTCAGCTCACAAAGCAATCAAGCTTTCTGCC		13029		0

		10732		CUST_23188_PI390587928		7.3889885		7.0852313		6.1954627		5.987247		7.400004		6.75301		6.74086		8.094176		7.758915		7.2218666		6.833059		6.239979		1.0076646		-1.2589505		1.4594222		4.3077345		1.292287		1.0993382		1.5557348		1.1914611		0.36992645		-0.3322215		0.5453973		2.1069293		0.011015415		0.1366353		0.63759613		0.2527318		No		Yes		Yes		U35_44k_v1_10732		LOC_Os01g53790.1		gb|EAY75765.1| 2e-56  hypothetical protein OsI_003612 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53790.1 6e-58 expressed protein		CCGGGGAGACCGTGGTGGCGCGCGACGGGTGGGTGGACGTGAGGAAGCCGGCGTCGTCCG		None		AT4G29310.1

		19838		CUST_25503_PI390587928		8.143845		8.051972		7.6876087		6.977326		8.274906		8.51944		8.793316		7.4391103		8.966936		9.520958		8.408846		6.9678226		1.0950992		1.38268		2.1520433		1.3772442		1.769193		2.7682717		1.6485952		-1.006609		0.8230915		0.4674673		1.1057072		0.46178436		0.13106155		1.4689856		0.7212372		-0.009503365		No		Yes		Yes		U35_44k_v1_19838		LOC_Os03g25750.1		ref|NP_001050212.1| e-133  Os03g0374400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g25750.1 1e-134 expressed protein		TCGAGTTTTGCCACAACACTTTTTCAGACTAGATCTTGTTAATAAACACCTTCTGATTGC		16853		AT2G02370.2

		39053		CUST_2653_PI390587928		6.1821513		6.1902976		6.2304897		5.844099		5.679271		5.5838165		4.3274803		4.7884407		5.126989		5.079798		4.997544		5.7324853		-1.4170396		-1.522541		-3.7399251		-2.0786664		-2.0779521		-2.1592038		-2.3504646		-1.0804361		-1.0551624		-0.6064811		-1.9030094		-1.0556583		-0.5028801		-1.1104994		-1.2329459		-0.11161375		Yes		Yes		Yes		U35_44k_v1_39053		LOC_Os08g18150.1		gb|EAZ06376.1| 4e-45  hypothetical protein OsI_027608 [Oryza sativa (indica cultivar-group)]		LOC_Os08g18150.1 8e-47 expressed protein		GTGGCGCACCAGGCGGCACCACACAAGGTTTACAGCTCTAGCCGTAAGGGTGAAATTTGT		48296		0

		27003		CUST_18835_PI390587928		2.1512027		2.5069935		1.9227533		1.9493427		1.4661564		1.5336877		4.0644307		5.358107		1.6216545		2.188255		4.0687943		3.0279484		-1.6077536		-1.9633343		4.412748		10.620386		-1.443477		-1.2472395		4.426115		2.1119938		-0.52954817		-0.9733058		2.1416774		3.4087644		-0.6850463		-0.31873846		2.146041		1.0786057		No		Yes		Yes		U35_44k_v1_27003		LOC_Os04g09900.2		gb|AAS98158.1| 2e-54  syn-copalyl diphosphate synthase [Oryza sativa (indica cultivar-group)]		LOC_Os04g09900.1 5e-56 ent-kaurene synthase A chloroplast precursor putative expressed		ATGAGCAGATTACTAGAACAGGAACAGGACTGGATGCCATGTGGCTTCGAGATTAACTTC		28408		AT4G02780.1

		34900		CUST_3226_PI390587928		1.6742405		1.612199		2.390374		1.632032		1.4262873		2.6367102		5.576988		2.2275074		1.5161451		2.907771		4.2255435		1.823742		-1.1875211		2.03427		9.104717		1.5109704		-1.115813		2.4547434		3.5681334		1.1421167		-0.15809536		1.0245112		3.1866143		0.5954753		-0.24795318		1.2955722		1.8351696		0.19171		No		Yes		Yes		U35_44k_v1_34900		-		gb|EAZ09182.1| 2e-48  hypothetical protein OsI_030414 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25960.1 4e-37 glutamate receptor 2.7 precursor putative		TGCTTGTGATAGACTAGCTCCTAAACGAATTTGGAAAGCTCCTGCTTAGGCTTTAGGAAT		15754		AT5G27100.1

		4297		CUST_4296_PI390587928		10.847951		11.166415		10.779389		11.640236		10.817428		11.070561		11.857982		11.878746		10.758302		11.229119		11.544915		11.829947		-1.0213826		-1.0686977		2.1119742		1.1797737		-1.0641114		1.0444216		1.6999894		1.1405357		-0.0896492		-0.095853806		1.0785923		0.23851013		-0.0305233		0.06270409		0.7655258		0.18971157		No		Yes		Yes		U35_44k_v1_4297		LOC_Os01g46510.2		ref|NP_001043744.1| 4e-62  Os01g0653800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46510.2 8e-64 peptidase S8 and S53 subtilisin kexin sedolisin putative expressed		GAAGAGAACTCTGTAGCTCATGCTTTTTTGTGATTTGTCATGTGATGCTGTTTTGTGAAA		None		AT5G24710.1

		32977		CUST_26239_PI390587928		7.833017		7.545977		7.0856166		8.489559		9.828226		9.510037		10.026767		9.571311		10.437421		9.222603		9.333647		8.144707		3.9867392		3.9015849		7.6802335		2.1166046		6.081402		3.1967938		4.750338		-1.2700211		2.604404		1.9640603		2.9411502		1.0817518		1.9952092		1.6766257		2.2480302		-0.34485245		Yes		Yes		Yes		U35_44k_v1_32977		LOC_Os09g38910.1		gb|AAY34779.1| 1e-35  wall-associated kinase-like 1 [Triticum aestivum]		LOC_Os12g16520.1 5e-18 wall-associated kinase-like 1 putative expressed		CTTGTGTGACCAGTTTACTTTGACAGTTAATGATTCGTTCTGTAATTGGATATAACAAGG		None		0

		13414		CUST_38788_PI390587928		5.8822994		5.9140887		6.1353745		5.628174		5.4432507		5.156004		4.8953876		4.7601137		5.0543137		4.9422264		4.7006974		5.7131515		-1.3557101		-1.691244		-2.361964		-1.825207		-1.7752051		-1.9613708		-2.7032166		1.0606713		-0.82798576		-0.7580848		-1.2399869		-0.8680601		-0.43904877		-0.9718623		-1.4346771		0.08497763		No		Yes		Yes		U35_44k_v1_13414		LOC_Os03g13820.2		gb|ABF94898.1| 2e-67  protein kinase family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13820.2 6e-69 ATP binding protein putative expressed		AAGAAGTACTCCTTCGGCGGCTCGACCTGCCTCGCCAAGTACTGTGCCAAGAAGCTCCCG		24033		AT2G16750.1

		20305		CUST_28679_PI390587928		10.68026		10.077892		10.662423		11.503109		11.223942		11.487804		12.879832		12.630267		11.661186		11.823794		12.823115		12.12853		1.4576881		2.6572096		4.650575		2.1842806		1.9737326		3.3540452		4.4712934		1.5426605		0.9809265		1.4099121		2.2174091		1.1271582		0.5436821		1.7459021		2.1606922		0.6254206		Yes		Yes		Yes		U35_44k_v1_20305		-		emb|CAH17379.2| 8e-48  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 1e-38 lectin-like receptor kinase 7 putative expressed		TTGATTTGATAAAGGAAGTAAGGGGTTGTATTAAATGTTGGACTGCTCCGCCCCGCGTGT		13747		AT4G02420.1

		6744		CUST_41947_PI390587928		2.1323261		1.4755712		5.1379595		4.277427		1.8399049		1.520589		2.3719568		2.6955273		1.9009899		1.5037199		3.530305		4.406164		-1.2246939		1.031696		-6.8022056		-2.9936383		-1.1739217		1.0197028		-3.04756		1.0933361		-0.23133624		0.04501784		-2.7660027		-1.5818999		-0.29242122		0.02814877		-1.6076546		0.12873697		Yes		Yes		Yes		U35_44k_v1_6744		LOC_Os01g49200.1		ref|NP_001043901.1| 3e-80  Os01g0685900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49200.1 6e-82 microtubule-associated protein putative expressed		GGCACTGGATCATCTTGAATCTGTTTGATTAAATACTAGATCAGCACTGTTTTTAATCCA		18011		AT5G51600.1

		12890		CUST_11939_PI390587928		11.85693		11.993739		11.412538		12.386682		11.831426		12.071114		13.098706		12.538932		11.854027		12.195863		12.798945		12.719425		-1.0178353		1.0550961		3.2180097		1.1113015		-1.0020143		1.1503905		2.6142695		1.2594062		-0.0029029846		0.07737446		1.6861687		0.15225029		-0.025504112		0.20212364		1.3864079		0.33274364		No		Yes		Yes		U35_44k_v1_12890		LOC_Os02g01960.1		dbj|BAC78579.1| 9e-44  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os02g01960.1 2e-45 kinesin light chain putative expressed		GAGTTCTTTTGTTTTACAGTAAGTTAACTGGCTCTTCTGCTGCTGTTGTATCTGATAATT		25102		AT4G10840.1

		6031		CUST_39071_PI390587928		6.2236366		6.355784		5.6942725		6.4729753		6.231955		6.510683		6.7414823		6.7505155		6.232284		6.5150657		6.6144166		6.922062		1.0057826		1.1133437		2.0665293		1.2121265		1.006012		1.116731		1.8923043		1.3651757		0.008647442		0.15489912		1.0472097		0.2775402		0.008318424		0.15928173		0.9201441		0.44908667		No		Yes		Yes		U35_44k_v1_6031		LOC_Os07g08729.1		ref|NP_001059061.1| 0.0  Os07g0184900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g08729.1 0.0 ATP-dependent DNA helicase 2 subunit 1 putative expressed		GGATGCACCTCGTGCTACAGATGAGCAAATAAAGAAAGCTTCGAATCTGTTGAGACGTAT		14068		AT1G16970.1

		8802		CUST_20017_PI390587928		11.368665		10.98383		9.298866		10.436083		10.885377		10.686103		7.9612503		9.962636		10.620995		10.093308		8.430896		10.030264		-1.3979259		-1.2292068		-2.5273333		-1.3884227		-1.679079		-1.8538468		-1.8250936		-1.3248408		-0.7476702		-0.29772758		-1.337616		-0.47344685		-0.4832878		-0.890522		-0.86797047		-0.40581894		No		Yes		Yes		U35_44k_v1_8802		LOC_Os01g51420.1		dbj|BAD81532.1| 3e-14  calcineurin B-like [Oryza sativa Japonica Group]		LOC_Os01g51420.1 4e-13 calcineurin B-like protein 10 putative expressed		TCTCGGTGGTGGGAACGAGGTGGAGGCCCTGTACGAGCTGTACAAGAAAATCAGCTGCTC		17253		0

		4932		CUST_38520_PI390587928		4.3712516		5.1516337		4.740505		6.654448		3.8820877		4.2115936		2.8731155		3.2514439		3.6694071		2.746619		1.8397542		6.8706717		-1.4036312		-1.9185816		-3.648718		-10.578068		-1.626583		-5.2964096		-7.468151		1.1616888		-0.70184445		-0.9400401		-1.8673897		-3.4030042		-0.48916388		-2.4050148		-2.900751		0.21622372		Yes		Yes		Yes		U35_44k_v1_4932		LOC_Os02g43970.1		gb|AAX23704.1| 4e-71  HvCBF7 [Hordeum vulgare subsp. vulgare]		LOC_Os02g43970.1 8e-51 dehydration-responsive element-binding protein 1A putative expressed		ATTGTGGGGCAAGAATATGTTTGTTTGTGCAATTAACAACGCATCTCTTCCTTCAAAAAA		11552		AT2G44940.1

		15765		CUST_10404_PI390587928		12.551315		12.718895		12.950988		15.356125		12.421353		13.953877		16.938772		17.857462		11.929748		13.920209		17.054926		18.075836		-1.0942649		2.3537848		15.865096		5.6620994		-1.5385462		2.29949		17.19525		6.58741		-0.6215677		1.2349825		3.9877844		2.501337		-0.12996197		1.201314		4.103938		2.7197113		Yes		No		No		U35_44k_v1_15765		-		No hits found		No hits found		AAGGTGGAAAAGAAATATGGATCGATATATTGCATGTTTGTAGTTTGTACGTCCTTGATG		6700		0

		467		CUST_7864_PI390587928		8.832458		8.006818		8.75962		8.291977		8.912034		8.12315		10.946958		10.543712		9.064358		8.117741		10.28194		8.09084		1.0567077		1.0839754		4.5546427		4.762552		1.1743808		1.0799187		2.8725276		-1.1496037		0.23190022		0.116332054		2.1873379		2.2517347		0.07957649		0.11092281		1.5223207		-0.20113659		Yes		Yes		Yes		U35_44k_v1_467		LOC_Os01g71080.1		gb|ABU55396.1| 3e-54  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 1e-51 xylanase inhibitor TAXI-IV putative expressed		GATATTACCTCCGTCACGTTTAAAAAGCACGGTTAAATTTACGTGCATTTTCCCAAAAAA		4632		AT1G03230.1

		774		CUST_6610_PI390587928		13.534568		12.368014		11.423131		11.511074		13.591477		13.109071		16.263758		16.187946		13.588351		13.501819		16.22473		12.717564		1.040235		1.6713994		28.653246		25.578722		1.0379834		2.1943662		27.888502		2.3077543		0.053783417		0.74105644		4.8406267		4.6768723		0.05690956		1.1338043		4.8015985		1.2064896		Yes		Yes		Yes		U35_44k_v1_774		LOC_Os11g37950.1		emb|CAA71774.1| 2e-72  pathogenesis-related protein 4 [Hordeum vulgare]		LOC_Os11g37950.1 4e-64 win2 precursor putative expressed		GCACGTGATGCTGCATTGTACTCCCTCCGTATCTAAATATAAGTCTTTTAAGATAAAAAA		2550		AT3G04720.1

		13456		CUST_38718_PI390587928		2.4886057		2.144768		1.4905528		1.7369248		4.4787993		3.2620175		4.912979		4.6503124		3.6170692		2.98647		6.0744686		2.1949513		3.972903		2.16933		10.721436		7.5338526		2.1862578		1.7921631		23.982592		1.3736615		1.1284635		1.1172495		3.4224262		2.9133878		1.9901936		0.841702		4.5839157		0.45802653		Yes		Yes		Yes		U35_44k_v1_13456		LOC_Os01g71860.1		sp|Q02437|E13D_HORVU 8e-90  Glucan endo-1,3-beta-glucosidase GIV ((1->3)-beta-glucan endohydrolase GIV) ((1->3)-beta-glucanase isoenzyme GIV) (Beta-1,3-endoglucanase GIV)		LOC_Os01g71380.1 2e-55 glucan endo-13-beta-glucosidase GII precursor putative expressed		TTCCTTCAGGCGTACAATCCATCGGCGTGTGTTACGGCATCATCGCAAACAACCTCCCGC		26592		AT4G34480.1

		44559		CUST_17357_PI390587928		3.786424		5.3624587		3.1131742		3.0011146		2.886338		4.0711923		2.341035		2.0262582		1.7267274		2.4113548		1.9304487		2.864701		-1.8661771		-2.447428		-1.7078004		-1.9654455		-4.1689863		-7.733406		-2.2700524		-1.0991693		-2.0596967		-1.2912664		-0.7721393		-0.9748564		-0.9000859		-2.951104		-1.1827255		-0.13641357		Yes		No		No		U35_44k_v1_44559		-		gb|EAY73513.1| 5e-35  hypothetical protein OsI_001360 [Oryza sativa (indica cultivar-group)]		LOC_Os09g30458.1 2e-14 subtilisin-like protein putative expressed		GATACCGTGCAAGAGCCGTATCCTAAATAAAATACAACAACCTCTCTTTCTCAATAAAAA		42445		AT1G20160.2

		46455		CUST_15573_PI390587928		4.716534		4.8356586		3.2369452		4.091677		5.04651		4.752192		6.8378186		6.5051064		5.0868006		5.0835733		4.9659266		2.6580245		1.2569926		-1.0595609		12.133077		5.327391		1.2925916		1.1874895		3.314937		-2.7012978		0.37026644		-0.08346653		3.6008735		2.4134293		0.32997608		0.24791479		1.7289815		-1.4336526		Yes		Yes		Yes		U35_44k_v1_46455		LOC_Os07g02460.1		ref|NP_001051361.1| 2e-21  Os03g0762500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02460.1 6e-12 expressed protein		TTTCAGAGATTTCCGAGGAGAGTGAAAAGAGAGCGATCAAGAACCGAAGATGTGCATGGA		46596		0

		6714		CUST_41975_PI390587928		5.2853074		5.0222297		2.837505		4.232117		5.5925593		5.307117		5.3993645		6.263805		5.3597884		5.8099937		5.227609		5.1714063		1.2373486		1.2183151		5.904682		4.088829		1.0529822		1.7263968		5.2419515		1.9175831		0.07448101		0.2848873		2.5618594		2.0316877		0.30725193		0.7877641		2.390104		0.9392891		Yes		No		No		U35_44k_v1_6714		LOC_Os04g45900.1		ref|NP_001053450.1| e-119  Os04g0542800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45900.1 1e-121 transposon protein putative unclassified expressed		AAGTCATCCTCGTCACCCTCAAGAGCATACACGAGAAATCGCAGCGCGGCCGTCTCAACA		15053		AT5G53550.1

		16427		CUST_37089_PI390587928		2.8030508		3.103646		2.1782405		1.6342794		7.3222985		8.175281		9.866292		6.88259		8.258372		8.938999		9.372003		2.1626205		22.931328		33.62901		206.22154		38.01009		43.87482		57.09739		146.39899		1.4422699		5.4553213		5.0716343		7.688051		5.2483106		4.519248		5.835353		7.193762		0.5283412		Yes		Yes		Yes		U35_44k_v1_16427		LOC_Os09g39940.1		ref|NP_001060957.1| 1e-31  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 2e-33 blue copper protein precursor putative expressed		CATAGTGTAATACTTATAGGGTATGTTGTATGTATCTAAGCTCCGCGTTTTTGCATATTC		5014		AT3G27200.1

		27575		CUST_16160_PI390587928		5.3731055		4.9219527		3.998026		4.162523		5.091504		4.6519585		6.295525		9.677892		5.582461		5.743229		5.619532		5.8665004		-1.2155434		-1.205803		4.9160485		45.73951		1.1561714		1.7669684		3.076961		3.2579796		0.20935535		-0.26999426		2.2974992		5.515369		-0.28160143		0.8212762		1.6215062		1.7039776		Yes		Yes		Yes		U35_44k_v1_27575		-		No hits found		No hits found		GTGTATCTATGAATAAAATGGATGGAATAACCAAAGCGATGGTTTTGAGCGTGCAAAAAA		36793		0

		24485		CUST_8613_PI390587928		11.202793		10.971824		12.593709		12.130483		10.472602		10.449346		11.218511		11.079022		9.97718		10.109628		11.512769		11.916938		-1.658859		-1.4364204		-2.5940359		-2.0726266		-2.338549		-1.8178031		-2.1154144		-1.1595337		-1.2256136		-0.5224781		-1.3751984		-1.0514603		-0.73019123		-0.86219597		-1.0809402		-0.21354485		No		Yes		Yes		U35_44k_v1_24485		LOC_Os04g50710.1		gb|EAY95375.1| 2e-46  hypothetical protein OsI_016608 [Oryza sativa (indica cultivar-group)]		LOC_Os04g50710.1 3e-47 pathogenesis-related 10 protein PR10-1 putative		GTTGTAAGAACAAAGCATCTCCACAGTGTAAAATAAGTTCAGAGCAACTTTCTTTATAGC		21485		0

		41141		CUST_34798_PI390587928		8.366546		8.149735		7.2900543		7.779444		9.520096		10.66032		12.9715395		12.0153		10.275737		11.606692		12.688488		10.054188		2.2246065		5.69851		51.321278		18.841679		3.7559845		10.981147		42.178436		4.839116		1.9091911		2.5105848		5.681485		4.2358556		1.1535501		3.4569569		5.3984337		2.2747436		Yes		Yes		Yes		U35_44k_v1_41141		LOC_Os08g42580.4		emb|CAJ14969.2| 2e-30  LysM receptor-like kinase [Hordeum vulgare subsp. vulgare]		LOC_Os08g42580.1 4e-22 lysM receptor-like kinase putative expressed		GTGCCGAAATGTTTCTCGTTGTAACTTGTGAAAATACTGTTTCTGCACATTGTTCCTGTT		9408		AT3G21630.1

		19167		CUST_20426_PI390587928		5.2074685		5.5952163		3.3536625		6.417707		5.13216		4.4109707		9.27813		9.5704565		5.7568555		6.3481975		7.947801		5.8732247		-1.0535861		-2.2724454		60.73546		8.893489		1.4634637		1.6852717		24.153135		-1.4584968		0.549387		-1.1842456		5.924467		3.1527495		-0.07530832		0.7529812		4.5941386		-0.54448223		No		Yes		Yes		U35_44k_v1_19167		LOC_Os07g07930.1		ref|NP_001059015.1| 2e-38  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 5e-40 lipid transfer protein putative expressed		ATTCCATTTGTTGTACCGTGACATGCATGAGCTTGTCTACTTGATATATTCATTGTTGCC		22666		AT3G22600.1

		17408		CUST_11627_PI390587928		11.745727		11.540275		11.021874		10.772068		11.858696		11.569165		9.777776		10.19921		11.755229		11.224032		10.03917		10.249711		1.0814518		1.0202273		-2.3687053		-1.4874672		1.0066084		-1.2450832		-1.976166		-1.4362999		0.009502411		0.02889061		-1.2440987		-0.57285786		0.1129694		-0.31624222		-0.98270416		-0.522357		No		Yes		Yes		U35_44k_v1_17408		LOC_Os03g38540.3		ref|NP_001050558.1| e-120  Os03g0582000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38540.1 1e-122 glutamate formiminotransferase putative expressed		TCTAGAAACTTCACCCGAGTAACTGCCAGATAACAGGTCTGGTCACTGAATGAGAATCCT		None		AT2G20830.1

		42222		CUST_1529_PI390587928		1.794681		3.459469		2.4206467		1.8294282		1.656271		4.4190392		7.0184975		6.096186		2.8800085		3.8197594		5.060337		1.5276089		-1.1006913		1.9447304		24.215364		19.249619		2.1218572		1.2836841		6.231979		-1.232698		1.0853275		0.95957017		4.597851		4.266758		-0.13840997		0.3602903		2.6396904		-0.30181932		Yes		Yes		Yes		U35_44k_v1_42222		LOC_Os01g50100.1		dbj|BAB85651.1| 3e-97  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 2e-88 multidrug resistance protein 4 putative expressed		TGGATTGTCATTACAAGTAGCGAATGGAACGACAATGGCCATAGTTGGAGAGAGTGGAAG		37742		AT2G47000.1

		12576		CUST_25950_PI390587928		2.5710843		4.017767		1.5589508		4.319295		3.6695511		5.5691986		4.285772		4.3526726		2.0033457		4.041876		6.0270114		4.326593		2.1412702		2.9310787		6.6199527		1.0234053		-1.4821984		1.0168514		22.131979		1.0050714		-0.56773853		1.5514317		2.726821		0.033377647		1.0984669		0.024108887		4.4680605		0.0072979927		No		Yes		Yes		U35_44k_v1_12576		LOC_Os06g38340.1		ref|NP_001057939.1| 1e-32  Os06g0581500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g38340.1 2e-34 receptor-like protein kinase precursor putative expressed		GATCGTCTTCCATTTTACAAGTAAATCTATGTTCGTCGTGTATGTAAACTGTGGTTCAAT		24926		AT3G47580.1

		3554		CUST_34319_PI390587928		4.5571756		3.6587372		1.5455812		2.4353144		4.7207847		4.572762		5.8700023		5.3089356		4.951678		5.2100677		5.0305386		3.3356838		1.1200856		1.884295		20.034588		7.329025		1.3144891		2.9308732		11.196355		1.8665439		0.39450216		0.91402483		4.324421		2.8736212		0.16360903		1.5513306		3.4849572		0.9003694		Yes		Yes		Yes		U35_44k_v1_3554		LOC_Os01g07870.1		gb|AAQ10074.1| e-131  multidrug resistance associated protein MRP2 [Triticum aestivum]		LOC_Os01g07870.1 1e-132 multidrug resistance-associated protein 3 putative expressed		TTCAGTGGTGAATTCGTCAGTGATGGCTTGCATTTTCAGGACAGCTTTTCTTTGTCTAAA		9422		AT3G13080.1

		46391		CUST_8248_PI390587928		4.1569934		3.219819		4.3937993		4.384768		3.9358413		3.326357		3.2759392		3.1722615		3.919038		3.511453		3.8471715		4.2322006		-1.1656641		1.0766414		-2.1702483		-2.317399		-1.1793201		1.2240257		-1.4606675		-1.1115458		-0.23795533		0.10653782		-1.1178601		-1.2125065		-0.22115207		0.29163384		-0.54662776		-0.15256739		No		Yes		Yes		U35_44k_v1_46391		LOC_Os12g07874.1		ref|XP_001351598.1| 0.0  P-type ATPase, putative [Plasmodium falciparum 3D7]		LOC_Os12g07874.1 2e-28 signal transducer putative expressed		TGAAGCCCAAGACGTGGTGCACCATCCGCTCCTACGAGAACTTCTACTGCAAGGACGTCT		46469		AT5G02430.1

		25828		CUST_34682_PI390587928		2.5042284		1.7116541		1.5158825		1.8601319		4.144728		5.5926743		7.7185555		6.299318		4.623882		5.211223		7.523151		4.1713495		3.1177382		14.733417		73.65303		21.693428		4.3458953		11.3103285		64.32325		4.9630184		2.1196535		3.88102		6.202673		4.439186		1.6404998		3.499569		6.0072684		2.3112178		Yes		Yes		Yes		U35_44k_v1_25828		-		No hits found		No hits found		ACTACTCAAAATACTCAGCAGTGAGGGGCAGTAATGACATTTCACAACCCCTCCAAAAAA		25181		0

		22663		CUST_37776_PI390587928		4.9302635		4.7991424		3.6301954		3.9611664		3.5855038		3.9928722		3.1152275		2.9920604		3.6274872		3.1335967		2.30258		3.289156		-2.5398788		-1.7486846		-1.4289623		-1.957627		-2.467032		-3.1723363		-2.5098746		-1.5932918		-1.3027763		-0.8062701		-0.5149679		-0.96910596		-1.3447597		-1.6655457		-1.3276153		-0.6720104		Yes		No		No		U35_44k_v1_22663		LOC_Os07g37010.1		ref|NP_001059961.1| 8e-37  Os07g0556000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37010.1 2e-38 CYCD6 putative expressed		GAGATTGGAGAGAAAAACTGGTGGTGGTAACTGGTAGCTGTCATTTACTAATTGTTTTTT		48254		0

		22598		CUST_37996_PI390587928		4.1450057		3.9969504		4.1569543		3.1242802		7.415322		7.842708		9.135113		7.0364594		8.311383		8.3246155		8.665081		4.110968		9.648577		14.377667		31.519188		15.055088		17.955793		20.079693		22.755238		1.9816304		4.1663775		3.8457577		4.9781585		3.9121792		3.2703161		4.3276653		4.5081267		0.9866879		Yes		Yes		Yes		U35_44k_v1_22598		LOC_Os02g17150.1		ref|NP_001046523.1| e-118  Os02g0271600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17150.1 1e-120 xylem serine proteinase 1 precursor putative expressed		CTTGTTATTGTACCCGATTCTTTGGGTATTCATTTAGATCACATAAAAACCATAGGGGAA		22733		AT1G32950.1

		26994		CUST_2128_PI390587928		5.707557		5.7507877		6.1480045		5.478273		4.804316		5.018304		3.612602		3.6980846		3.7303982		4.1391344		3.4948692		4.55934		-1.870263		-1.6614972		-5.797386		-3.43471		-3.93717		-3.0560186		-6.290328		-1.8907163		-1.977159		-0.73248386		-2.5354025		-1.7801883		-0.90324116		-1.6116533		-2.6531353		-0.9189329		Yes		Yes		Yes		U35_44k_v1_26994		LOC_Os12g01560.1		ref|NP_001065939.1| 8e-56  Os12g0106300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01560.1 2e-57 expressed protein		CTCGAAAAGCTGAGGAACAAGAGGATGGTCTTCGTGGGCGACTCAATCAACAGGAACCAA		38904		AT2G38320.1

		48033		CUST_33732_PI390587928		11.817937		12.882159		12.908082		12.515016		11.705421		12.56858		11.182277		11.419856		11.420421		12.041664		11.578723		11.930896		-1.0811116		-1.2427875		-3.307647		-2.136367		-1.3172382		-1.7906646		-2.5129101		-1.499124		-0.39751625		-0.31357956		-1.7258053		-1.0951595		-0.11251545		-0.8404951		-1.329359		-0.5841198		No		Yes		Yes		U35_44k_v1_48033		LOC_Os03g06630.2		gb|EAY88649.1| 2e-37  hypothetical protein OsI_009882 [Oryza sativa (indica cultivar-group)]		LOC_Os03g06630.2 4e-39 heat shock factor protein 1 putative expressed		TAGACTGATTGTATTGCGGTTCCACACCGATTATGTGGTATATACCTAGTGGTAGGAAAA		49772		0

		43244		CUST_32699_PI390587928		9.806994		9.120487		7.005165		8.34797		10.215589		10.143014		10.165122		10.755712		10.033565		10.338124		10.13286		9.712077		1.3273916		2.0314739		8.93803		5.30643		1.1700499		2.325655		8.740375		2.5741696		0.22657013		1.0225267		3.159957		2.4077415		0.40859413		1.2176371		3.127695		1.3641071		Yes		Yes		Yes		U35_44k_v1_43244		LOC_Os04g45900.1		gb|EAZ31502.1| 6e-36  hypothetical protein OsJ_014985 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45900.1 1e-37 transposon protein putative unclassified expressed		CAATTGCTTGTTGTCGCCTACAGACTACAGAGAGTATGGTGTCTTGCCTTCGTTAAAAAA		39707		AT5G24380.1

		19339		CUST_10569_PI390587928		5.439859		5.720299		6.590697		5.867375		5.0083227		5.0964513		5.39958		5.3546295		5.0979877		4.5491366		5.203174		5.7176166		-1.3486689		-1.5409793		-2.2832942		-1.4267627		-1.2673994		-2.2519302		-2.6162903		-1.1093836		-0.34187126		-0.6238475		-1.1911168		-0.5127454		-0.4315362		-1.1711621		-1.3875227		-0.14975834		No		Yes		Yes		U35_44k_v1_19339		-		gb|EAZ41211.1| 5e-20  hypothetical protein OsJ_024694 [Oryza sativa (japonica cultivar-group)]		No hits found		GTCGATTCTTGTGAAGGTTCGACACTTTCACCTAGCATGTGGTGATTACTGTTGAGGAAG		17154		0

		40698		CUST_432_PI390587928		2.052618		1.9739038		2.2787793		1.749503		3.0703633		3.7583103		4.656344		4.270292		2.5655468		3.4495475		4.6082253		3.8521338		2.0247521		3.4447672		5.196588		5.7389574		1.426944		2.7810771		5.0261235		4.294918		0.5129287		1.7844065		2.3775647		2.5207887		1.0177453		1.4756438		2.329446		2.1026306		Yes		Yes		Yes		U35_44k_v1_40698		-		gb|EAZ38534.1| 2e-42  hypothetical protein OsJ_022017 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03000.1 5e-44 receptor-like protein kinase precursor putative expressed		CCTAATATCCCTATATAATTTAGATGGCCCAATACCTCCGGAGATTAGCAATCTTAAGCA		None		AT3G47090.1

		29876		CUST_24346_PI390587928		4.9969316		5.4138484		3.8714857		4.2528753		3.9093866		4.592941		2.2892268		2.5517762		3.3468482		2.8836863		2.604849		3.7832298		-2.1251209		-1.7665169		-2.9943833		-3.2514858		-3.1385176		-5.7763658		-2.406		-1.3847692		-1.6500833		-0.8209076		-1.5822589		-1.7010992		-1.0875449		-2.530162		-1.2666366		-0.4696455		Yes		No		No		U35_44k_v1_29876		-		No hits found		No hits found		AGCAGAACCAACAGCTCCTCCAGCATGCGCTTGCGGTTTGTGTGTAACCATACTGTAGTC		29419		0

		22658		CUST_37801_PI390587928		6.7595897		6.8026867		6.773395		6.9017043		6.412331		6.5998173		5.683925		5.900442		6.137071		6.3050594		6.15575		6.601502		-1.272141		-1.1509854		-2.1279583		-2.0017505		-1.5395604		-1.4118896		-1.5343688		-1.2313172		-0.62251854		-0.20286942		-1.0894699		-1.0012622		-0.34725857		-0.49762726		-0.61764526		-0.30020237		No		Yes		Yes		U35_44k_v1_22658		LOC_Os01g02890.1		ref|NP_001041859.1| e-133  Os01g0118300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g02890.1 1e-121 phosphatidylserine synthase 1 putative		GGCCCGACCTTCTTCGATTAATTGGAAGTAATGAAAATAAGGTTATTCTGTTCCAAAAAA		16873		AT1G15110.1

		40427		CUST_38236_PI390587928		4.4819846		4.7172346		6.8596663		6.9413857		4.6706314		5.905401		8.335961		7.2096734		4.5446577		6.5443177		8.424523		8.594129		1.1396942		2.27863		2.782333		1.2043775		1.044399		3.5481896		2.9584818		3.1443088		0.06267309		1.1881666		1.476295		0.26828766		0.1886468		1.8270831		1.564857		1.6527429		Yes		Yes		Yes		U35_44k_v1_40427		LOC_Os01g66820.1		gb|EAZ34308.1| 3e-58  hypothetical protein OsJ_017791 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34270.1 7e-60 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TAACCAATTCAGCGGTCAAATTCCACCGCAATTCAATCGGCTTACTCGGTTAAGCACGTT		22055		AT5G48380.1

		26068		CUST_591_PI390587928		8.856313		8.879172		10.939824		10.684041		8.650528		8.543588		9.021824		9.004308		7.7261124		7.773276		9.160344		10.468407		-1.1533135		-1.2618886		-3.7789888		-3.2036872		-2.1888914		-2.1523259		-3.4330242		-1.1612144		-1.1302004		-0.33558464		-1.9180002		-1.6797333		-0.2057848		-1.1058965		-1.77948		-0.21563435		Yes		Yes		Yes		U35_44k_v1_26068		-		No hits found		No hits found		ATGTGGCGCTCAGACGCTCGGCTATGGCATGCATCTTATTATTTTCATATAAGCCCTTTA		26143		0

		9664		CUST_35236_PI390587928		6.3050976		6.653324		6.805637		5.1687355		7.3580527		7.42145		7.9515114		6.859366		6.8626475		7.5891857		8.7228985		6.303709		2.0747755		1.7030562		2.2128022		3.2279773		1.4717677		1.9130328		3.7770545		2.1961453		0.55754995		0.768126		1.1458745		1.6906304		1.0529552		0.9358616		1.9172616		1.1349735		Yes		Yes		Yes		U35_44k_v1_9664		LOC_Os03g50530.2		No hits found		No hits found		TACGAGGATGTAGGTGTATGTGTAAAATTTCAGGATGAAATACCTTAAATTGCGAGCTGT		49548		0

		13596		CUST_35861_PI390587928		2.724495		2.3115418		1.6663793		1.9946799		2.930455		2.6892636		4.407893		4.560612		2.4777758		2.0825655		4.800839		1.5440966		1.1534537		1.2992885		6.6877165		5.9213753		-1.1865058		-1.172003		8.781452		-1.3665928		-0.24671912		0.3777218		2.7415137		2.5659323		0.20596004		-0.22897625		3.1344595		-0.45058334		No		Yes		Yes		U35_44k_v1_13596		LOC_Os05g47660.1		ref|NP_001043945.1| 1e-57  Os01g0693300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g47660.1 1e-60 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		ATTCTTGGCCTTCTGTTTTCCGTTCTCATAACTGCTATCCTGACCGTTGCGGTTAAGGAT		25999		AT3G02600.5

		882		CUST_31970_PI390587928		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		2.0248964		2.0489807		8.057664		27.462767		1.8586667		2.2372375		14.08894		1.8818415		0.89426804		1.0349064		3.0103617		4.779405		1.017848		1.1617184		3.8164911		0.91214514		Yes		Yes		Yes		U35_44k_v1_882		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		CTGTTTTGTTTTGTTGTACACAAGGCGAATGTATAACAGGGAGGCCGTTGTGATAAAAAA		2990		AT3G12500.1

		47198		CUST_12155_PI390587928		6.175411		6.380317		5.731171		5.809667		5.5377145		5.9493413		4.468584		4.7493634		5.2786016		5.693411		4.7882977		5.647675		-1.5558432		-1.3481452		-2.399256		-2.0853705		-1.8619438		-1.6098278		-1.9223533		-1.1188309		-0.8968096		-0.4309759		-1.2625871		-1.0603037		-0.63769674		-0.68690634		-0.9428735		-0.16199207		No		Yes		Yes		U35_44k_v1_47198		-		No hits found		No hits found		CACAGCAAGTTCAGTTTCAGTTTAGTTCCAAAGCATGATCATGACTAAACTGAATTTAGT		None		0

		19678		CUST_30395_PI390587928		9.857041		10.6629095		10.093812		9.818451		9.114179		10.348435		8.071996		8.409734		8.697955		9.318957		8.8445015		9.223916		-1.6734933		-1.2435583		-4.060947		-2.6550097		-2.2331593		-2.5384576		-2.3772779		-1.5099857		-1.1590862		-0.3144741		-2.0218163		-1.4087172		-0.7428627		-1.3439522		-1.2493105		-0.5945349		Yes		Yes		Yes		U35_44k_v1_19678		LOC_Os09g27700.2		gb|EAZ09322.1| 5e-34  hypothetical protein OsI_030554 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27700.2 1e-35 microtubule-associated protein MAP65-1a putative expressed		CTACGTACAGATGTAACATATCATACTTCTGCAGTAGTTTCTAGTTCTTTCTCTTGTGTA		15227		AT1G14690.2

		9930		CUST_12308_PI390587928		7.8575916		8.092415		7.1168027		6.8659863		7.2477136		7.6602063		5.0479817		4.9231296		6.526592		6.6502285		5.478562		6.429142		-1.5261302		-1.3492975		-4.1954365		-3.844662		-2.5157697		-2.7173235		-3.1128602		-1.3536402		-1.3309999		-0.43220854		-2.068821		-1.9428568		-0.60987806		-1.4421864		-1.6382408		-0.43684435		Yes		Yes		Yes		U35_44k_v1_9930		LOC_Os02g01380.2		gb|EAZ21411.1| 1e-23  hypothetical protein OsJ_004894 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g01380.2 2e-25 expressed protein		GTCATCACTTACTTGTTAGTACTACTACTGCTACTGCTGCTTATATATCTACAAGAAGAT		19599		AT1G76890.2

		39766		CUST_29572_PI390587928		4.0734334		3.9097931		4.2655873		4.591139		5.451608		6.503018		6.431022		4.8135943		5.293163		6.2215085		6.3744354		5.0263596		2.5993931		6.0344605		4.4860163		1.1667176		2.3290303		4.9647303		4.3134675		1.3521177		1.2197294		2.5932248		2.1654348		0.2224555		1.3781748		2.3117154		2.108848		0.43522072		Yes		Yes		Yes		U35_44k_v1_39766		LOC_Os01g49820.2		ref|NP_001043945.1| 2e-39  Os01g0693300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49820.2 5e-41 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		AACTGCAGTTTTAACTGATGCGATTAAGAATGGTGTTGGTCGGCCACGGCCAGATTTCTT		35972		AT1G15080.1

		1684		CUST_5615_PI390587928		12.03827		11.987728		11.143689		12.331223		12.093422		13.471171		12.591701		13.014592		12.352765		13.024757		12.435844		11.886894		1.0389686		2.7961528		2.7283173		1.6058862		1.2435764		2.051998		2.4489362		-1.3606805		0.3144951		1.4834433		1.4480114		0.68336964		0.05515194		1.0370293		1.2921553		-0.4443283		No		Yes		Yes		U35_44k_v1_1684		LOC_Os04g57200.1		emb|CAE02799.1| 3e-20  OSJNBa0043A12.4 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57200.1 6e-22 metal ion binding protein putative expressed		GCGGCTGTTGTTCCTGTGCATCTGCTTAGTTTATAAAGTGCAGATATGCAATTTATTACA		4641		AT1G01490.2

		5084		CUST_6124_PI390587928		7.6135287		7.0745583		8.111581		8.357855		7.4740067		8.159251		10.135472		9.426007		7.876271		8.556523		9.456888		8.832801		-1.1015401		2.120924		4.0667925		2.0967464		1.1997569		2.7932894		2.5408432		1.3898662		0.26274204		1.084693		2.0238914		1.0681524		-0.13952208		1.4819651		1.3453074		0.47494602		Yes		Yes		Yes		U35_44k_v1_5084		LOC_Os01g45250.1		gb|EAY75117.1| 7e-48  hypothetical protein OsI_002964 [Oryza sativa (indica cultivar-group)]		LOC_Os01g45250.1 2e-49 expressed protein		TGTTACCTGTACATGCATGTATATTCAACTACTCCGTAGAAGAATAGATTGGTCCGCAAA		19553		AT1G70420.1

		7934		CUST_33218_PI390587928		5.8480363		6.5656743		5.9128613		6.6852264		5.9359164		6.8172393		7.4014764		6.2892213		6.3769107		7.2870317		7.0451665		7.0701118		1.0628073		1.1904979		2.8061945		-1.3158592		1.442803		1.6487325		2.1920872		1.305756		0.5288744		0.25156498		1.488615		-0.39600515		0.087880135		0.72135735		1.1323051		0.3848853		No		Yes		Yes		U35_44k_v1_7934		LOC_Os11g35400.1		gb|EAZ18741.1| e-118  hypothetical protein OsJ_032950 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g35400.1 1e-119 acyl CoA synthetase putative expressed		GAACACCTCCTCAAATTGACAGATAAAGTGGTGGATGAATATGATTCATACTTTTTCCTA		16600		AT1G49430.1

		17264		CUST_30462_PI390587928		15.335381		14.513702		16.574549		16.40302		15.055129		14.446958		15.63181		14.948911		15.259273		14.537094		15.815877		16.073921		-1.2144066		-1.0473509		-1.9221735		-2.739875		-1.0541704		1.0163461		-1.6919322		-1.2562292		-0.07610798		-0.066744804		-0.94273853		-1.4541101		-0.2802515		0.023391724		-0.75867176		-0.32909966		No		Yes		Yes		U35_44k_v1_17264		LOC_Os10g21910.2		gb|AAA19970.1| e-148  cytosolic acetyl-CoA carboxylase [Triticum aestivum]		LOC_Os10g21910.2 1e-106 acetyl-coenzyme A carboxylase ACC1A putative expressed		GCTATGCGATATGTATACCCTGAGAACTTTGGGGTGATGATGAATGTTTTTTCTTCTAAA		11326		AT1G36160.1

		9840		CUST_37454_PI390587928		10.649878		12.015719		11.45115		11.252524		10.081974		11.3425255		9.478798		9.860947		10.007961		10.661313		9.897465		10.732432		-1.4823679		-1.5945992		-3.9240735		-2.6236544		-1.5604004		-2.5569189		-2.9356606		-1.4340467		-0.6419163		-0.67319393		-1.972352		-1.3915777		-0.5679035		-1.3544064		-1.5536852		-0.520092		Yes		Yes		Yes		U35_44k_v1_9840		LOC_Os01g68700.2		gb|EAZ14608.1| 2e-13  hypothetical protein OsJ_004433 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68700.2 5e-15 BHLH transcription factor putative expressed		CTCAAATGAGAGGGGATTGCATTGAAGATGTGTAATAGTACATCATTTGTATTGCCATTA		20361		0

		20068		CUST_267_PI390587928		8.401754		8.44745		8.529442		9.09547		9.774254		10.734061		12.112598		12.015495		10.302832		11.257506		11.965371		12.01617		2.5891876		4.8790884		11.984988		7.5685916		3.7349198		7.013121		10.822255		7.5721297		1.9010773		2.2866116		3.5831566		2.9200249		1.3724995		2.8100567		3.4359293		2.9206991		Yes		Yes		Yes		U35_44k_v1_20068		LOC_Os03g37840.1		ref|NP_001050530.1| 0.0  Os03g0575200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g37840.1 0.0 potassium transporter 16 putative expressed		GCGTACGGATATATGTCTATGGGGCAGAATGAATGCATTCCATATGTAGAAGGACGGAAA		18758		AT4G13420.1

		46282		CUST_17430_PI390587928		8.467019		8.795775		8.603835		8.7471285		9.539481		10.041648		10.546026		9.941346		10.0052595		10.282294		9.997201		8.499169		2.1030192		2.3716195		3.8428886		2.2882073		2.9044006		2.8021202		2.6269083		-1.187526		1.5382404		1.2458725		1.9421911		1.1942177		1.0724621		1.4865189		1.3933659		-0.24795914		Yes		Yes		Yes		U35_44k_v1_46282		LOC_Os01g42410.1		gb|EAZ12650.1| 1e-59  hypothetical protein OsJ_002475 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42410.1 2e-61 PDR5-like ABC transporter putative expressed		ATGCAAATTTAACTGGTAAAGCTCTAGAGGGTCATAAGGAAAAGAATTCTAAGAAGCAGG		46165		AT1G15520.1

		8636		CUST_14073_PI390587928		8.652691		8.712596		8.421647		9.082473		8.703809		8.70618		9.428969		9.061843		8.543805		8.7816		9.06165		9.172971		1.0360675		-1.0044574		2.0101767		-1.0144023		-1.078395		1.0489923		1.5583326		1.0647377		-0.108885765		-0.006416321		1.0073223		-0.020629883		0.051117897		0.06900406		0.6400032		0.09049797		No		Yes		Yes		U35_44k_v1_8636		LOC_Os08g04110.1		gb|EAZ05505.1| 2e-28  hypothetical protein OsI_026737 [Oryza sativa (indica cultivar-group)]		LOC_Os08g04110.1 3e-29 phosphate/phosphoenolpyruvate translocator putative expressed		GGACCTTGTATATGAAGTACTATGTCTGTATGCACATTGTGCTTCTTCAAATATGAAAGA		20066		AT3G14410.1

		16335		CUST_2890_PI390587928		11.59097		10.906766		12.93135		14.243973		10.47488		10.051917		12.451573		13.064312		9.872832		9.710177		12.622312		14.476853		-2.1675868		-1.8085693		-1.3945276		-2.2652352		-3.2901144		-2.2919705		-1.2388815		1.175179		-1.7181377		-0.85484886		-0.47977638		-1.1796608		-1.1160898		-1.1965885		-0.30903816		0.23288059		No		Yes		Yes		U35_44k_v1_16335		LOC_Os07g46520.1		gb|AAZ15733.1| 6e-27  DT-related protein [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46520.1 1e-28 rhythmically expressed gene 2 protein putative expressed		TCTCTTTGTGACAGGCCCTTAATTTCCTATAAGTCTATATTGGTAGCAACAATGTAATGT		None		AT2G41250.1

		21239		CUST_21377_PI390587928		7.0966144		6.8041177		7.026239		6.996469		6.9505577		6.4335265		5.8164062		6.4313836		6.671171		5.9635653		6.075401		6.803594		-1.1065408		-1.2928824		-2.313108		-1.4794751		-1.342985		-1.7907356		-1.9329952		-1.1430392		-0.42544317		-0.37059116		-1.2098327		-0.5650854		-0.14605665		-0.84055233		-0.9508381		-0.19287491		No		Yes		Yes		U35_44k_v1_21239		LOC_Os04g58080.1		gb|EAZ32413.1| 3e-19  hypothetical protein OsJ_015896 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58080.1 5e-21 polygalacturonase inhibitor 3 precursor putative expressed		GATTGCTTCGCAGCTTGACAGTCGAAAAGAAGAACTCTGTTCAGGCCTAAGAAAGTTGAA		14241		0

		31159		CUST_20065_PI390587928		3.6634123		3.9842236		4.850292		3.8224723		3.6190183		3.4320743		3.2257493		3.4671803		3.0391111		3.0441473		3.7863762		3.3259308		-1.0312499		-1.4662685		-3.0834446		-1.2792445		-1.541464		-1.9186298		-2.0905983		-1.4108274		-0.6243012		-0.5521493		-1.624543		-0.35529208		-0.044394016		-0.94007635		-1.063916		-0.4965415		No		Yes		Yes		U35_44k_v1_31159		-		No hits found		No hits found		TCTGTACTTTATTGATCCCACCTCACCCCCATGGGTACGGTTTCCCGTCCTGGGGGTATG		31307		0

		48200		CUST_26600_PI390587928		6.5642414		7.1304364		5.865774		5.5595803		5.3489385		5.498796		3.6168263		3.2722037		5.029616		5.4307003		3.5614374		5.2882333		-2.3218954		-3.0986514		-4.7533607		-4.881676		-2.8971322		-3.2484155		-4.9394035		-1.2069342		-1.5346255		-1.6316404		-2.2489479		-2.2873766		-1.215303		-1.6997361		-2.3043368		-0.27134705		Yes		No		No		U35_44k_v1_48200		-		No hits found		No hits found		GAGTAGGATTTAGAACCAAAAGGATCTGCAACATTTCGAATCCAAGATTCTTGATTTCAA		10489		0

		26262		CUST_2518_PI390587928		8.617924		8.219608		8.722276		9.351882		9.558103		10.987943		12.65603		12.098947		10.507159		11.74743		12.537422		10.914109		1.9187661		6.8132086		15.28192		6.7134976		3.7043886		11.534004		14.075814		2.953094		1.8892355		2.7683344		3.933754		2.7470646		0.9401789		3.5278215		3.8151464		1.5622272		Yes		Yes		Yes		U35_44k_v1_26262		-		ref|NP_001060079.1| 9e-13  Os07g0575600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38800.1 1e-14 lectin-like receptor kinase 7 putative expressed		TACAGTATGTTGGTGATGATGCAGAACGAGGGCTTCGATTCGTATGTTATGTCGTACGCT		None		0

		22517		CUST_29652_PI390587928		2.090192		1.8482722		1.4969444		2.6890335		1.5512606		2.6159077		3.9482327		2.472929		1.473683		1.8864957		5.4538236		3.7311344		-1.452896		1.7024772		5.4690423		-1.1615928		-1.5331609		1.0268487		15.528851		2.0592241		-0.6165091		0.76763546		2.4512882		-0.2161045		-0.5389315		0.038223505		3.9568791		1.0421009		No		Yes		Yes		U35_44k_v1_22517		-		gb|EAZ40558.1| 8e-13  hypothetical protein OsJ_024041 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g40690.1 2e-13 leucoanthocyanidin reductase putative expressed		ACATGTATTATATCAGACCCCGAGGGGCATTTTCGGAACAAAAAATATTTCGAACTGAAA		40996		0

		7363		CUST_21340_PI390587928		7.222175		7.026015		7.2870355		7.477038		7.077929		5.275894		4.6590915		6.034903		6.7030425		5.1828456		5.533562		6.752388		-1.105153		-3.363867		-6.1814446		-2.7172265		-1.4330934		-3.5879734		-3.3716931		-1.6524996		-0.5191326		-1.7501206		-2.627944		-1.4421349		-0.1442461		-1.8431692		-1.7534733		-0.7246499		Yes		No		No		U35_44k_v1_7363		LOC_Os01g65660.1		gb|EAY76696.1| e-135  hypothetical protein OsI_004543 [Oryza sativa (indica cultivar-group)]		LOC_Os01g65660.1 1e-136 AAP8 putative expressed		ACCATGAAGAAGGCAGCAATGTATGGAATCGGAGCCACCACCATATTCTACATCTCTGTT		15568		AT5G49630.1

		44974		CUST_26777_PI390587928		5.150467		5.4631124		5.0017524		5.5556183		4.444075		4.2678633		3.8340905		4.449245		4.6738496		4.6183896		4.5440288		5.285403		-1.631718		-2.2898436		-2.2464733		-2.1530373		-1.3914772		-1.7959195		-1.3733732		-1.2059879		-0.47661734		-1.1952491		-1.1676619		-1.1063733		-0.7063918		-0.84472275		-0.45772362		-0.2702155		Yes		Yes		Yes		U35_44k_v1_44974		-		ref|NP_001055432.1| 6e-06  Os05g0389300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32310.1 8e-08 SAD1 putative expressed		GAAACGCGGTAAAGTGTGACCCTTGTATTGGGGAAGCGTTGATTATTTACTTGGTGGAAT		43291		0

		49733		CUST_15701_PI390587928		6.329698		5.7509513		5.745972		5.8557134		5.728771		5.4752502		4.3443527		4.085318		5.317604		5.1494527		4.575538		5.5975547		-1.5166906		-1.2105823		-2.6419797		-3.4114742		-2.0168364		-1.5172918		-2.250794		-1.1959513		-1.012094		-0.27570105		-1.4016194		-1.7703953		-0.6009269		-0.6014986		-1.170434		-0.25815868		Yes		No		No		U35_44k_v1_49733		LOC_Os01g12320.1		ref|NP_001042442.1| 5e-55  Os01g0223200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g12320.1 1e-56 alpha-L-fucosidase 2 precursor putative expressed		TCTCTTTGCCGCAACACCCAAGAGTGCGAGGCATTCTTCAGCAGGTCCCTCTTCTTGGTG		23466		AT5G45910.1

		21287		CUST_27206_PI390587928		6.4011207		6.934648		6.4177365		7.530847		5.119273		5.8167324		3.9559374		6.313521		4.8754516		4.8899846		4.1722984		6.647694		-2.4315014		-2.1703317		-5.509033		-2.3251538		-2.8792021		-4.12577		-4.741811		-1.8444018		-1.5256691		-1.1179156		-2.4617991		-1.2173262		-1.2818475		-2.0446634		-2.245438		-0.88315296		Yes		No		No		U35_44k_v1_21287		LOC_Os05g41760.1		ref|NP_001055941.1| 3e-34  Os05g0497200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41760.1 7e-36 ethylene-responsive transcription factor 12 putative expressed		ATACCTATTTGTGGAAAGCTTGGCCTTTCTTCTTGGTCATTTCCCGTCCGTTTCGCTCAT		15717		AT1G28360.1

		5293		CUST_13992_PI390587928		7.2790713		7.305149		6.6961265		6.6955743		6.609127		6.8589664		5.6189065		6.5183234		6.6703544		6.7408333		6.022531		6.822799		-1.5910115		-1.3624306		-2.1099663		-1.1307272		-1.5249025		-1.4786861		-1.5950431		1.0921909		-0.60871696		-0.44618273		-1.07722		-0.17725086		-0.6699443		-0.5643158		-0.6735954		0.12722492		No		Yes		Yes		U35_44k_v1_5293		LOC_Os11g07450.2		ref|NP_001065879.1| e-173  Os11g0175500 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g07450.2 1e-174 zinc finger C3HC4 type family protein expressed		ACATTCCATGTTCCAAACTGTCATGTTTATTTTGTGCTCCCTTAACGGCCAAGCTCACCT		14866		AT1G47570.2

		22685		CUST_25750_PI390587928		9.299453		9.543301		8.631319		9.422152		9.728019		10.223733		10.616162		9.710734		9.867184		10.279176		10.128678		9.5996275		1.345895		1.6026199		3.9581966		1.2214398		1.4821905		1.6654074		2.8232546		1.1309036		0.5677309		0.6804323		1.9848433		0.2885828		0.42856598		0.7358751		1.4973593		0.17747593		No		Yes		Yes		U35_44k_v1_22685		LOC_Os01g15580.1		ref|NP_001042644.1| 1e-49  Os01g0260500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g15580.1 3e-51 disease resistance protein RGA2 putative expressed		TAGATTGTATCTGCTCCTGCTGCGGCTCAGACAAATAATACTATTGAGAGCTAGTTAAAA		17942		0

		26270		CUST_2490_PI390587928		6.6285663		7.1782174		7.2044373		6.047933		6.453902		6.8595443		5.822992		5.1986384		6.383838		6.7298007		6.0856094		5.278934		-1.1287019		-1.247183		-2.6052926		-1.8016199		-1.1848694		-1.3645419		-2.1717045		-1.7040871		-0.24472809		-0.31867313		-1.3814454		-0.84929466		-0.1746645		-0.4484167		-1.1188278		-0.7689991		No		Yes		Yes		U35_44k_v1_26270		LOC_Os11g02464.1		gb|EAZ19442.1| 1e-66  hypothetical protein OsJ_033651 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g02464.1 1e-73 vacuolar sorting receptor 1 precursor putative expressed		TGGATACACCTGAAGAGAGCGGAAGGGCTGATTATTTAGAGAACATCACCATAGCATCAG		25887		AT3G52850.1

		1808		CUST_21602_PI390587928		9.565717		9.405609		8.680068		9.077136		10.243103		10.336288		10.470076		10.021042		10.469185		10.867756		9.935401		9.015555		1.5992398		1.9061733		3.458167		1.9237293		1.8705573		2.7551804		2.3872223		-1.0436085		0.90346813		0.9306793		1.7900076		0.94390583		0.6773863		1.4621468		1.255333		-0.061580658		Yes		Yes		Yes		U35_44k_v1_1808		LOC_Os05g04520.1		ref|NP_001054576.1| 6e-90  Os05g0135800 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04520.1 1e-91 pto kinase interactor 1 putative expressed		TGAGTTTGCCACTATGGGCTCTCTTCATGATATGCTTCATGGAAGGAAAGGTGTTAAAGG		5015		AT2G47060.4

		47238		CUST_12901_PI390587928		5.2004304		5.589136		5.761563		6.2115517		4.426657		4.802611		4.8936124		4.64678		4.0812707		4.2783456		4.10492		6.1268563		-1.7097355		-1.724915		-1.8250682		-2.9583068		-2.1722043		-2.4807744		-3.1528203		-1.0604638		-1.1191597		-0.78652525		-0.86795044		-1.5647717		-0.7737732		-1.3107905		-1.6566429		-0.08469534		Yes		No		No		U35_44k_v1_47238		-		No hits found		No hits found		TCTGGTTTCGTGAACACTATGTAAAGACTGTAATAGGCTAATTTTGGCTACCATTTGAAG		48081		0

		24508		CUST_6960_PI390587928		6.0213523		5.1372075		5.4931026		6.0141053		5.8809867		5.5504627		5.121243		4.832869		6.2269053		4.9954467		5.2682014		5.4965916		-1.1021844		1.3316872		-1.2940197		-2.2677102		1.1531283		-1.1032509		-1.1686972		-1.4314862		0.20555305		0.4132552		-0.37185955		-1.1812363		-0.1403656		-0.14176083		-0.2249012		-0.51751375		No		Yes		Yes		U35_44k_v1_24508		LOC_Os06g46240.1		ref|NP_001058343.1| 2e-97  Os06g0674800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46240.1 4e-70 BTB/POZ domain containing protein expressed		TTCATAGCCATAAAATCGTGCTGACCATGAGCTGCGATTACCTGCGGGCATTATTTCGAT		19964		AT1G04390.1

		27576		CUST_16158_PI390587928		8.012119		7.479931		6.5189433		6.142536		8.553704		8.376626		8.958831		7.874462		8.707131		9.128041		8.532029		7.5767922		1.4555707		1.8617961		5.4259944		3.3217096		1.618898		3.1342285		4.0364466		2.7024279		0.6950121		0.89669514		2.4398875		1.731926		0.54158497		1.6481104		2.0130858		1.4342561		Yes		Yes		Yes		U35_44k_v1_27576		LOC_Os01g27210.1		ref|NP_001054652.1| 7e-52  Os05g0148900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05620.1 2e-53 glutathione S-transferase GSTF1 putative expressed		TGACTCTCTTCGAATCGCACGCGATTTCTCGGTACGTGCTCCGCAAGTACGGAGGAACCA		21335		AT3G62760.1

		5032		CUST_12619_PI390587928		3.6436882		3.4225843		3.8241565		4.407701		4.243048		5.9319496		6.4495354		5.3166385		4.8918185		6.2660255		6.5412593		5.8143177		1.5150443		5.6936955		6.1704636		1.8776621		2.3753338		7.1773		6.57551		2.6511471		1.2481303		2.5093653		2.6253788		0.90893745		0.59936		2.8434412		2.7171028		1.4066167		Yes		Yes		Yes		U35_44k_v1_5032		-		dbj|BAB08193.1| 6e-07  unnamed protein product [Oryza sativa Japonica Group]		LOC_Os05g29910.1 2e-09 retrotransposon protein putative LINE subclass		ATATGTTGTACTATAAATATTCCCGAGTCCTATGGGCTATGGTGACGGTCCGTTGGATAA		22455		0

		13		CUST_4651_PI390587928		4.234097		3.7791135		5.6636066		4.8069425		5.66277		5.917378		8.692216		5.7816224		5.300306		7.126865		8.164202		5.1565576		2.6919894		4.4023213		8.160227		1.9652052		2.0939236		10.180605		5.6591883		1.2742206		1.0662088		2.1382644		3.0286093		0.97467995		1.4286728		3.3477514		2.500595		0.3496151		Yes		Yes		Yes		U35_44k_v1_13		LOC_Os03g16920.1		gb|EAY89457.1| 6e-39  hypothetical protein OsI_010690 [Oryza sativa (indica cultivar-group)]		LOC_Os03g16920.1 1e-40 heat shock cognate 70 kDa protein putative expressed		GTGGTTCTTGTACTGTGTTGTTTTTGCCTAAGTTCAGGAGCTGATAAATACTTTTATCAA		44		AT3G12580.1

		21975		CUST_17641_PI390587928		2.3319652		2.0144393		2.1619117		2.6778507		2.0136108		3.5699751		5.348006		5.0080886		2.482849		3.3546574		3.9430625		2.4163787		-1.2469075		2.9394288		9.101435		5.0288825		1.1102493		2.5318959		3.4370024		-1.1987011		0.15088367		1.5555358		3.186094		2.3302379		-0.31835437		1.3402181		1.7811508		-0.261472		Yes		Yes		Yes		U35_44k_v1_21975		LOC_Os09g16540.1		gb|EAZ44316.1| 5e-45  hypothetical protein OsJ_027799 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16540.1 1e-46 protein kinase putative expressed		ATAGACGTCAACTCCATCAACTCGCAGAACTCCACAGAAGTGCTCAAGCGCCTGGGCTCC		15775		AT5G06740.1

		15549		CUST_21049_PI390587928		6.3029823		6.4146996		6.191641		6.591091		6.783894		6.7915554		7.9854455		8.271506		6.6135197		7.2747364		8.2079315		7.88986		1.3956254		1.2985089		3.4672806		3.2052016		1.2401695		1.8150847		4.0454235		2.4601886		0.31053734		0.37685585		1.7938046		1.6804152		0.48091173		0.86003685		2.0162907		1.298769		Yes		Yes		Yes		U35_44k_v1_15549		LOC_Os01g11160.1		ref|NP_001042365.1| 2e-05  Os01g0209800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11160.1 5e-07 cationic amino acid transporter 4 putative expressed		CGTACGGAGCAAAATGAGTGAATATACACTCTAAAATATGTCTATGTACATCCGTATGTT		38521		0

		11985		CUST_33366_PI390587928		5.6625714		4.8563313		5.3470097		6.064054		4.6784177		4.164806		3.4823258		4.5433917		4.378285		3.9711993		3.2892368		6.5181623		-1.9781526		-1.6149902		-3.6418812		-2.8692274		-2.4356158		-1.8469337		-4.1634307		1.3699358		-1.2842865		-0.69152546		-1.8646839		-1.5206623		-0.98415375		-0.8851321		-2.0577729		0.45410824		Yes		No		No		U35_44k_v1_11985		LOC_Os06g01840.1		ref|NP_001056569.1| 9e-17  Os06g0107600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01840.1 2e-18 nodulin-like protein putative expressed		CAGACAACAGTCAGTAGGATATGTTGATCTAAAGGTTCTATACTAGATGTCATCACTTTT		51223		0

		38805		CUST_21213_PI390587928		3.332856		4.691667		5.3918114		4.474859		2.9415102		3.3454494		2.2309456		2.8318713		3.0982006		3.4023306		3.2283974		4.5841928		-1.3116163		-2.5424469		-8.943663		-3.1231198		-1.1766256		-2.4441562		-4.479737		1.0787297		-0.23465538		-1.3462176		-3.1608658		-1.642988		-0.39134574		-1.2893364		-2.163414		0.109333515		Yes		No		No		U35_44k_v1_38805		LOC_Os07g36230.4		gb|EAZ40200.1| 3e-28  hypothetical protein OsJ_023683 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36230.1 7e-30 transposon protein putative Mutator sub-class expressed		TTCCAGGACGCTCTTGCACCGTTCAGCCGCAAGATCAAGAATCTGTTCGAGGAGGAGCTG		34741		0

		22017		CUST_12985_PI390587928		7.629706		8.806762		9.16922		8.9588995		6.939529		8.049078		7.576597		7.407556		6.140911		6.760161		7.5842113		8.220016		-1.6134814		-1.690774		-3.0159714		-2.9308994		-2.8065443		-4.1313143		-3.0000958		-1.6688844		-1.4887948		-0.75768375		-1.5926228		-1.5513434		-0.69017696		-2.0466008		-1.5850086		-0.738884		Yes		Yes		Yes		U35_44k_v1_22017		LOC_Os03g52080.1		gb|AAO38465.1| 1e-91  putative serine carboxypeptidase I [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52080.1 2e-85 SNG2 putative expressed		TAATAGCAGGAAGCAACAGGAAATAACAAGGTGGTCAAGGTCCTAGGACCAGAAGTAAGA		17621		AT5G09640.1

		25172		CUST_41670_PI390587928		6.2724814		5.153093		5.5616627		4.9139056		6.7587433		5.1860647		4.346312		3.687299		7.15719		5.5294075		4.384478		4.14695		1.4008106		1.0231175		-2.3219721		-2.3401592		1.8463914		1.2980218		-2.2613504		-1.7016754		0.8847084		0.03297186		-1.2153506		-1.2266066		0.48626184		0.37631464		-1.1771846		-0.76695585		No		Yes		Yes		U35_44k_v1_25172		LOC_Os05g02890.1		gb|EAY96335.1| 2e-19  hypothetical protein OsI_017568 [Oryza sativa (indica cultivar-group)]		LOC_Os05g02890.1 2e-21 stigma/style ABC transporter putative expressed		TCTATCGATCTTTACCATGTCCAACTCCGGCCACATCGCCGTCGAGGTCGACGACGCGGC		23098		0

		6252		CUST_3047_PI390587928		6.9520416		7.8263474		7.078573		8.13779		5.8586273		6.7913795		5.5755615		7.1715293		5.6448226		5.9079366		5.87548		7.775072		-2.1337843		-2.049068		-2.8343377		-1.9537697		-2.4746406		-3.7800643		-2.3023274		-1.2858458		-1.307219		-1.0349679		-1.5030117		-0.96626043		-1.0934143		-1.9184108		-1.203093		-0.36271763		Yes		Yes		Yes		U35_44k_v1_6252		LOC_Os01g55750.3		ref|NP_001044333.1| 3e-12  Os01g0763200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55750.3 5e-14 TCP family transcription factor containing protein expressed		TTGCTGTGTGTGACATACGAATTTCTTACTTCTTTCCATATATAAAGAAGTAAGCGGTGT		42950		0

		17157		CUST_35946_PI390587928		6.2016582		6.114311		5.211064		6.6078014		6.417755		7.100908		7.3019347		6.9271007		7.0637016		7.1220717		7.0965514		5.79055		1.1615868		1.9815049		4.2600513		1.2477243		1.8176109		2.0107872		3.6947777		-1.7620455		0.8620434		0.9865966		2.0908709		0.31929922		0.21609688		1.0077605		1.8854876		-0.8172512		No		Yes		Yes		U35_44k_v1_17157		LOC_Os06g02180.1		ref|NP_001056589.1| 0.0  Os06g0111800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g02180.1 0.0 CSLD2 - cellulose synthase-like family D expressed		ATAAAGAAGATCCTGATCTTTTTTGGCAAAGTGTAGTTCTCGGACCAGGTTGGATTATTT		9375		AT5G16910.1

		7660		CUST_11085_PI390587928		5.2765217		5.6029296		6.7653947		8.569966		5.1937485		5.3342595		5.52569		6.192137		4.698355		5.1408315		5.9994454		8.165352		-1.0590519		-1.2046968		-2.3615017		-5.197542		-1.4929507		-1.3775437		-1.7004884		-1.3237351		-0.5781665		-0.26867008		-1.2397046		-2.3778296		-0.08277321		-0.46209812		-0.76594925		-0.40461445		No		Yes		Yes		U35_44k_v1_7660		LOC_Os04g43990.1		ref|NP_172635.1| 6e-22  unknown protein [Arabidopsis thaliana]		LOC_Os07g33270.1 5e-16 expressed protein		TGGCGTATGTGTAGCCTTTCTGTTGTACTCCCTCCATTCATAAATAGGAGTATACTTTTT		16113		AT1G11700.1

		37091		CUST_14857_PI390587928		6.266365		6.03169		5.778879		4.4987373		5.115822		4.999323		3.486089		3.6105416		4.403513		4.416638		4.5708303		4.11638		-2.2199748		-2.0453777		-4.9000287		-1.85086		-3.6372602		-3.063227		-2.3102498		-1.3034698		-1.8628521		-1.0323672		-2.2927902		-0.88819575		-1.1505432		-1.6150522		-1.2080488		-0.38235712		Yes		No		No		U35_44k_v1_37091		LOC_Os01g10930.1		gb|EAZ10975.1| 9e-45  hypothetical protein OsJ_000800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10930.1 1e-46 peptide-N4-asparagine amidase A putative expressed		GATCGCCGTGTAGTGGTGTCAAATTCTCCTCCAATAAAAATCAACCAGCTCCAAAAAGGT		32719		AT3G14920.1

		10421		CUST_16560_PI390587928		7.839109		8.455398		8.602101		8.300411		7.3315773		7.614858		6.602919		6.441607		6.9896865		6.8554397		7.3079667		7.942701		-1.4216158		-1.7907196		-3.9977334		-3.627069		-1.8017795		-3.0313447		-2.4522986		-1.2813907		-0.84942245		-0.84053946		-1.9991822		-1.8588042		-0.50753164		-1.599958		-1.2941346		-0.35771036		Yes		Yes		Yes		U35_44k_v1_10421		LOC_Os06g04680.2		ref|NP_001056740.1| 1e-10  Os06g0138500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04680.2 7e-05 expressed protein		CACGGCGCGGGCGGGAGGGATCCCCGGCTGCCGGCTTGCTCAGCGAGAGCGAGTGGAGTT		41933		0

		10265		CUST_40019_PI390587928		7.172877		6.7089367		6.3293366		7.01104		7.4739685		8.116542		9.718247		9.266953		6.7407174		7.3149548		8.706882		6.614469		1.2320764		2.652964		10.475236		4.7763658		-1.3492516		1.5220524		5.1965203		-1.3163756		-0.43215942		1.4076052		3.3889108		2.2559133		0.30109167		0.60601807		2.3775458		-0.39657116		Yes		Yes		Yes		U35_44k_v1_10265		-		No hits found		No hits found		TGCGTTTGTGCCTGGTTCTGGTTGTGTGTGTCTTCTGTAACTCTTGATTAAGCACTCATG		24662		0

		24297		CUST_32238_PI390587928		3.4371898		2.860473		1.9838862		3.630334		3.4508274		4.112144		6.0387383		5.6309066		4.1037107		5.197044		5.6671453		5.039184		1.0094976		2.3811707		16.62004		4.0015883		1.5872406		5.051007		12.846105		2.6552546		0.66652083		1.2516711		4.054852		2.0005727		0.013637543		2.336571		3.683259		1.4088502		Yes		Yes		Yes		U35_44k_v1_24297		-		gb|EAZ12089.1| 8e-11  hypothetical protein OsJ_001914 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32770.1 1e-13 seed specific protein Bn15D17A putative expressed		TCATCCCCCTGTTTCTTATACTCTAGAGCAATTTGAATGAAGCGACCCATTTCGTCCAAA		19701		0

		30653		CUST_13523_PI390587928		8.407495		8.341253		8.741023		8.3903055		7.9461007		8.01646		7.709095		7.7845845		7.9144645		7.62686		7.94088		8.171772		-1.3768715		-1.2524846		-2.044755		-1.521739		-1.4073977		-1.6407928		-1.741274		-1.1635503		-0.49303007		-0.32479286		-1.0319281		-0.605721		-0.46139383		-0.71439314		-0.80014324		-0.21853352		No		Yes		Yes		U35_44k_v1_30653		-		No hits found		No hits found		CGCCCTGCTATTATAATGTAGAGTGTGTGATCCAAAGATAAATCATGAATCAAAACACAC		30663		0

		16758		CUST_4150_PI390587928		9.903371		10.221561		9.751911		10.529969		9.842605		10.024538		10.664463		10.928142		9.907826		10.425368		10.822394		10.966109		-1.0430195		-1.1463307		1.8823721		1.3178374		1.0030931		1.1517334		2.1001368		1.3529795		0.0044555664		-0.19702339		0.9125519		0.39817238		-0.06076622		0.20380688		1.0704832		0.43614006		No		Yes		Yes		U35_44k_v1_16758		-		No hits found		LOC_Os04g51480.1 9e-05 expressed protein		GCACTGCTTTGAGTATTTTCTTTAGGCGTTTGAGTTGTCAAGACAAGTCTTTATCAATAA		6192		0

		9713		CUST_19668_PI390587928		6.7812824		6.7971587		6.5776467		6.4915123		7.8839965		8.457573		10.1119		8.419078		8.366118		8.54526		9.447784		5.6948333		2.1475832		3.1610727		11.585542		3.8041275		2.999737		3.3591628		7.3113494		-1.7370979		1.584836		1.6604142		3.5342536		1.9275656		1.1027141		1.7481017		2.8701377		-0.796679		Yes		Yes		Yes		U35_44k_v1_9713		LOC_Os09g37200.1		ref|NP_001063829.1| 7e-55  Os09g0544000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37200.1 1e-56 agmatine coumaroyltransferase putative expressed		ACTTCATGCCGTCCTACTTCCCAACGGAGGGGATGCTCTTCCTGGTGCCGTCCTACCTCG		20247		AT5G48930.1

		13717		CUST_5242_PI390587928		12.233246		11.803009		12.239619		13.147254		12.386989		12.830479		14.155067		13.786114		12.443751		12.160228		13.7009325		14.18027		1.1124518		2.038446		3.7723098		1.557098		1.1570935		1.2809541		2.753589		2.046298		0.21050549		1.0274696		1.9154482		0.63885975		0.15374279		0.35721874		1.4613132		1.0330162		No		Yes		Yes		U35_44k_v1_13717		LOC_Os03g24930.2		gb|EAY90119.1| 3e-84  hypothetical protein OsI_011352 [Oryza sativa (indica cultivar-group)]		LOC_Os03g24930.2 6e-86 protein kinase APK1A chloroplast precursor putative expressed		TAATAATGTCAATTTTGCGTGGCGATCGTGAGCAGTAATTCGAACATAATAGTAAATGGC		35898		AT1G61590.1

		14955		CUST_4541_PI390587928		12.799304		12.26537		12.61411		13.487937		14.583656		14.713889		17.48258		15.61227		14.951912		15.159213		16.70241		15.175204		3.4446378		5.458554		29.211615		4.360016		4.446308		7.432475		17.009865		3.2204611		2.152608		2.4485188		4.86847		2.1243334		1.7843523		2.8938427		4.0882998		1.6872673		Yes		Yes		Yes		U35_44k_v1_14955		LOC_Os08g09040.1		emb|CAA63659.1| 3e-99  oxalate oxidase-like protein or germin-like protein [Hordeum vulgare subsp. vulgare]		LOC_Os08g08990.1 8e-87 germin-like protein subfamily 1 member 11 precursor putative expressed		ACACACGTGCGTAAATTAAGGGCATGGTTGAGTTCCTAGATATGCATCCTAATTTATAAA		3154		AT5G39110.1

		27142		CUST_26205_PI390587928		7.282129		8.048505		7.88971		7.053566		5.716186		6.2528057		5.784776		7.4470744		5.569391		6.2934117		6.5202928		4.506779		-2.960709		-3.4718368		-4.3017797		1.313584		-3.2778232		-3.375481		-2.5836618		-5.8433137		-1.712738		-1.7956991		-2.1049337		0.39350843		-1.5659428		-1.7550931		-1.3694172		-2.5467868		Yes		No		No		U35_44k_v1_27142		LOC_Os05g35010.1		gb|EAZ41245.1| 1e-50  hypothetical protein OsJ_024728 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01490.1 3e-52 cytochrome P450 71C4 putative expressed		CGCAGGAATAACTGTACTTTTTGCAGGAACTGTTTCTTTTGGAGAGATAATTAAATACAC		26116		AT4G31500.1

		27478		CUST_24994_PI390587928		7.7811203		7.2501826		7.0588365		7.0652375		7.5012774		7.198925		6.3042846		6.754025		7.3374543		6.939932		6.007433		6.567432		-1.2140627		-1.0361677		-1.6871074		-1.2407501		-1.3600559		-1.2399232		-2.072545		-1.4120641		-0.44366598		-0.05125761		-0.7545519		-0.31121254		-0.27984285		-0.31025076		-1.0514035		-0.4978056		No		Yes		Yes		U35_44k_v1_27478		LOC_Os10g41820.2		gb|EAY79571.1| e-115  hypothetical protein OsI_033530 [Oryza sativa (indica cultivar-group)]		LOC_Os10g41820.2 1e-117 dynamin-related protein 1C putative expressed		TATGCTCATTTAGCCAGCAGGATGGGTTCAGAATATCTTGCTAAACTTCTTTCACAGCAA		22395		AT3G60190.1

		32952		CUST_26310_PI390587928		4.9055915		4.520125		5.292931		5.45361		5.6053715		6.7987404		8.026147		7.131738		6.4534125		7.3982034		7.8513217		6.6194534		1.6242571		4.852121		6.6493616		3.200125		2.9237523		7.3517027		5.890502		2.2436435		1.547821		2.2786155		2.7332158		1.6781282		0.69978		2.8780785		2.5583906		1.1658435		Yes		Yes		Yes		U35_44k_v1_32952		LOC_Os04g44910.1		gb|EAZ40398.1| 3e-33  hypothetical protein OsJ_023881 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38800.1 5e-35 lectin-like receptor kinase 7 putative expressed		TGAAAACATGAATGGATGCCTTGGCGATTTTGAGCAACGGTTCCATGATCGTATAACCTT		None		AT5G59270.1

		5447		CUST_21465_PI390587928		6.1741576		5.7065463		6.892723		4.4217167		8.196499		9.060317		10.424045		8.574182		8.990237		10.335017		10.344329		6.7937512		4.062425		10.22317		11.562019		17.783468		7.042461		24.73481		10.940493		5.176707		2.8160796		3.3537707		3.5313215		4.152465		2.0223413		4.628471		3.4516058		2.3720345		Yes		Yes		Yes		U35_44k_v1_5447		LOC_Os10g36848.1		ref|NP_001065043.1| e-122  Os10g0512400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36848.1 1e-124 cytochrome P450 84A1 putative expressed		CCATTCGTCCATGGATCCAAAATTTAATCAAACTTTGTACACAATTGACCAAGTTTATGG		11969		AT4G36220.1

		40297		CUST_24252_PI390587928		4.5866895		4.2982774		4.069934		4.283984		4.9637437		6.766245		5.954202		5.909868		5.10515		6.3968654		5.7170434		4.310873		1.2986875		5.532638		3.6916564		3.0863113		1.4324261		4.2829		3.1320548		1.0188127		0.51846075		2.4679675		1.8842683		1.6258836		0.3770542		2.098588		1.6471095		0.026888847		Yes		No		No		U35_44k_v1_40297		LOC_Os03g20949.1		gb|EAZ26773.1| 1e-85  hypothetical protein OsJ_010256 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20949.1 3e-87 phospholipid-transporting ATPase 1 putative expressed		TCTAGCTATTGGAGATGGTGCAAATGATGTGTCCATGATCCAAATGGGCGATGTTGGCAT		None		AT5G04930.1

		29694		CUST_8778_PI390587928		6.7563834		6.907212		5.578834		6.59803		6.9425645		6.5976014		7.365589		7.438185		6.816912		6.748009		7.22176		7.0601234		1.137748		-1.239373		3.4503796		1.7902427		1.0428479		-1.1166698		3.1229851		1.3775392		0.060528755		-0.30961037		1.7867551		0.8401551		0.18618107		-0.15920258		1.6429257		0.46209335		No		Yes		Yes		U35_44k_v1_29694		LOC_Os09g36030.1		gb|ABG73447.1| 1e-45  putative dehydroxydec aldolase [Oryza brachyantha]		LOC_Os09g36030.1 3e-47 4-hydroxy-2-oxovalerate aldolase putative expressed		GGATCCCGGGAACAGGAAGGTGCGAGCGGCGCTGAGGGAGGCTGAGCGGAAGGTGTTGGA		29110		AT4G10750.1

		10385		CUST_22347_PI390587928		11.144489		10.895423		10.8940325		10.285115		10.709576		11.079061		9.64714		9.050548		10.270085		11.098618		10.255208		10.326928		-1.3518299		1.135744		-2.3732975		-2.3531082		-1.8332505		1.1512448		-1.5570599		1.0294065		-0.87440395		0.18363762		-1.2468929		-1.2345676		-0.43491364		0.20319462		-0.63882446		0.041812897		No		Yes		Yes		U35_44k_v1_10385		LOC_Os03g43990.2		gb|EAZ27905.1| 3e-16  hypothetical protein OsJ_011388 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43990.2 7e-18 transposon protein putative Mutator sub-class expressed		GCGAGGACTCGAATAATACTATCTATGCACATATCTTTGGTTAATTGAACTTGTAGTAGA		31838		0

		9896		CUST_35680_PI390587928		5.827558		5.7273808		5.555532		5.959624		5.295337		5.103383		4.5248837		4.4418974		5.3978		5.1049643		4.5929112		5.1259975		-1.4461536		-1.5411397		-2.042942		-2.8633945		-1.3470076		-1.5394516		-1.9488468		-1.7821592		-0.42975807		-0.6239977		-1.0306482		-1.5177264		-0.53222084		-0.6224165		-0.96262074		-0.8336263		No		Yes		Yes		U35_44k_v1_9896		LOC_Os07g08140.1		gb|EAZ02967.1| e-121  hypothetical protein OsI_024199 [Oryza sativa (indica cultivar-group)]		LOC_Os07g08140.1 1e-122 heat shock factor protein HSF30 putative expressed		AATTCTTAAAGCAACTGATTTCCCGAAATGGCATGAGGAAGGAGCTCCATGAGGCCATCT		19729		AT3G22830.1

		7435		CUST_39411_PI390587928		6.255195		6.787676		5.7577224		6.895679		7.1082664		7.5219593		7.8052		7.345389		7.436954		7.794106		7.5687385		7.023088		1.8063421		1.663571		4.1338263		1.3657656		2.2685318		2.008934		3.5088933		1.0923302		1.1817589		0.73428345		2.0474777		0.4497099		0.8530712		1.0064301		1.8110161		0.12740898		Yes		Yes		Yes		U35_44k_v1_7435		LOC_Os02g47350.1		ref|NP_001047846.1| 3e-30  Os02g0701900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47350.1 6e-32 3-ketodihydrosphingosine reductase precursor putative expressed		TGGAGAAGCAGGACATGGAGGAGGTCAAGTGGATGGTGGACATCAACCTCATGGGGACCT		16310		AT5G19200.1

		26126		CUST_38264_PI390587928		5.465589		3.740097		3.267381		2.4755468		4.429706		2.1964855		1.7481879		2.2446094		4.152222		2.1824703		2.1213067		2.2885225		-2.050368		-2.9152336		-2.8663068		-1.1735973		-2.4852085		-2.943692		-2.2131088		-1.1384132		-1.3133669		-1.5436115		-1.519193		-0.23093748		-1.035883		-1.5576267		-1.1460743		-0.18702435		Yes		No		No		U35_44k_v1_26126		LOC_Os05g43940.1		ref|NP_001105689.1| 3e-49  Zea root preferential4 [Zea mays]		LOC_Os05g43940.1 2e-49 O-methyltransferase ZRP4 putative expressed		GCTGCGGACTGTATGTTTAATCACAAGAAAAGAATAAAATATTACTTCCTCCCTTCCTAA		24771		AT4G35160.1

		47835		CUST_29817_PI390587928		5.0383534		4.735597		5.2471695		4.9759808		4.9164877		4.4008436		3.9809172		3.6444347		4.336775		4.7983074		4.823668		4.6013865		-1.0881412		-1.2611619		-2.405359		-2.5167224		-1.6262833		1.044426		-1.3411787		-1.2964748		-0.7015786		-0.3347535		-1.2662523		-1.3315461		-0.12186575		0.062710285		-0.4235015		-0.3745942		No		Yes		Yes		U35_44k_v1_47835		LOC_Os04g53850.1		ref|NP_001053973.1| 8e-51  Os04g0630300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53800.1 2e-52 leucoanthocyanidin reductase putative expressed		AGAAGAATTCCCACCTCAAGGACTTGCAAGCACTTGGCCCCTTGGAGATCATCCGTGCCC		49314		AT1G61720.1

		6423		CUST_36347_PI390587928		9.501094		9.44845		9.546533		9.506644		9.153363		8.832735		7.9593906		8.5639925		8.906644		8.770728		8.304077		9.199747		-1.2725573		-1.5323173		-3.0045354		-1.9220579		-1.5098969		-1.599612		-2.3660088		-1.2370443		-0.59445		-0.615715		-1.587142		-0.94265175		-0.34773064		-0.677722		-1.2424555		-0.30689716		No		Yes		Yes		U35_44k_v1_6423		LOC_Os04g32150.1		ref|NP_001052646.1| e-155  Os04g0391900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32150.1 1e-135 amidohydrolase family protein expressed		TAATAAATCCAATAGCTCTTCCTTCTGCCAACCTTTCTGCTCCCCAATAAGGGTACAAAG		13953		AT2G35450.1

		5943		CUST_24807_PI390587928		4.8981104		3.8548954		5.0787234		4.6518207		4.6202073		3.8869002		9.11168		9.136934		4.863546		3.4206924		8.597514		6.3537154		-1.2124313		1.022432		16.369707		22.395138		-1.0242476		-1.3511641		11.46203		3.2532794		-0.034564495		0.032004833		4.0329566		4.4851136		-0.27790308		-0.4342029		3.5187907		1.7018948		Yes		Yes		Yes		U35_44k_v1_5943		LOC_Os04g37820.1		ref|NP_001052946.1| e-135  Os04g0451200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37820.1 1e-136 cytokinin-O-glucosyltransferase 2 putative expressed		CTCTCCGGCGGAAAACCGCGTGATTAAATTAATATGCTATTGTATTTCATATTATTGGTT		16077		AT1G22400.1

		23743		CUST_30193_PI390587928		9.52406		10.644427		10.408398		10.3940735		9.198009		10.301811		11.655261		11.515819		9.175459		10.064818		11.202327		10.72049		-1.253578		-1.2680539		2.3732488		2.1761005		-1.2733256		-1.4944441		1.7337899		1.2538954		-0.34860134		-0.34261608		1.2468634		1.1217451		-0.3260517		-0.5796089		0.7939291		0.32641697		No		Yes		Yes		U35_44k_v1_23743		LOC_Os01g70240.2		gb|EAZ14697.1| 2e-21  hypothetical protein OsJ_004522 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70240.2 5e-23 expressed protein		GGAAATAATGCATGCTGGTAGAGTGGCAGTGGTAATCAATGTGTATATTGCAAGGTGCTA		None		0

		236		CUST_7609_PI390587928		12.970382		13.134053		12.835495		11.87827		12.210262		12.510167		11.068688		10.726639		11.505029		11.840619		11.774621		11.577339		-1.6936308		-1.5410205		-3.4029987		-2.2216496		-2.7613103		-2.4511082		-2.086195		-1.2319391		-1.465353		-0.6238861		-1.7668066		-1.1516314		-0.76011944		-1.2934341		-1.060874		-0.30093098		Yes		Yes		Yes		U35_44k_v1_236		LOC_Os03g57460.1		gb|ABI95416.1| e-165  fasciclin-like protein FLA26 [Triticum aestivum]		LOC_Os03g57460.1 1e-151 fasciclin domain putative expressed		AAGTTCTTTGCGTCTGTTTATTTTGTGCTGTCAAATCAAATGGGGTCTCGAGCGAAAAAA		5827		AT2G35860.1

		10939		CUST_3253_PI390587928		7.837162		7.743356		6.863973		7.246367		8.575471		9.459579		9.320916		8.151889		8.881818		9.520612		8.740697		6.451706		1.6682192		3.285751		5.490521		1.873222		2.062874		3.4277349		3.6724014		-1.7346698		1.0446558		1.7162232		2.456943		0.90552187		0.7383089		1.7772555		1.8767238		-0.79466105		Yes		No		No		U35_44k_v1_10939		LOC_Os02g09960.1		gb|EAY84835.1| 7e-72  hypothetical protein OsI_006068 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09960.1 2e-73 protein kinase putative expressed		TCATTACACCAACCCGCCGTGCGTGCACAAGAACCTCAAGAGCAGCAATGTCCTCCTCGA		38914		AT2G33580.1

		6858		CUST_18580_PI390587928		4.281156		5.2768264		5.9958014		5.040709		4.0582585		4.1999574		4.8722563		4.619415		4.175772		3.371691		4.332085		4.208704		-1.1670752		-2.1094532		-2.1788173		-1.3391284		-1.0757806		-3.7454405		-3.1683161		-1.7801577		-0.10538387		-1.076869		-1.1235452		-0.4212942		-0.22289753		-1.9051354		-1.6637163		-0.832005		Yes		No		No		U35_44k_v1_6858		LOC_Os04g52950.1		gb|EAY95602.1| 4e-22  hypothetical protein OsI_016835 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52950.1 9e-24 nitrate-induced NOI protein expressed		AATAATAATTTGTATCGAATAAAGGGGGGAGGTGACTAGTGAAGTAAAACGACCCGTGAC		14652		AT5G55850.2

		33929		CUST_17716_PI390587928		6.244259		5.880428		5.6993446		7.1879487		6.3859677		6.279197		7.428805		7.586109		6.0281796		6.221252		7.2264576		7.7789674		1.103211		1.3183829		3.3160374		1.3178265		-1.1615726		1.2664798		2.882085		1.50631		-0.21607924		0.39876938		1.7294602		0.39816046		0.14170885		0.34082413		1.527113		0.5910187		No		Yes		Yes		U35_44k_v1_33929		-		emb|CAD45032.1| 2e-44  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		No hits found		AATGTAACACTCCCTTCAATTGGAGAACTCCTTTACTTGCAGATTATAGACCTGAGCAGT		45365		0

		4285		CUST_4308_PI390587928		8.378749		8.14325		7.341966		7.798804		8.435219		8.879964		8.585946		7.930158		8.639626		8.957878		8.762946		8.047729		1.0399181		1.6663754		2.3685102		1.0953214		1.1982065		1.7588441		2.6776733		1.1883211		0.26087666		0.7367134		1.2439799		0.13135433		0.056469917		0.81462765		1.42098		0.24892473		No		Yes		Yes		U35_44k_v1_4285		LOC_Os03g19870.3		ref|NP_001049925.1| e-133  Os03g0312600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19870.3 1e-134 XPA-binding protein 1 putative expressed		AGCAGGCAAAGTCTCAACTTGCTGAGCGAATGCTTGGTTGATTCCAAGAAGTTTAGCAGT		10324		AT4G21800.2

		16745		CUST_31923_PI390587928		9.683394		9.571732		9.561332		9.413712		9.538431		9.28106		8.512875		9.064369		9.306419		9.090987		8.999898		9.286521		-1.1057025		-1.2232094		-2.0683167		-1.2739798		-1.2986162		-1.3954635		-1.4757351		-1.0921649		-0.37697506		-0.29067135		-1.0484571		-0.34934235		-0.14496326		-0.48074436		-0.5614338		-0.12719059		No		Yes		Yes		U35_44k_v1_16745		LOC_Os08g22149.1		ref|NP_001061514.1| 1e-81  Os08g0313200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g22149.1 3e-83 IMP dehydrogenase putative expressed		TTCGTACGTTGCATTGAACACTCTTAACTGCATCCCGCAAAACGCAATCGGTTGCAGAAT		5710		AT4G36910.1

		12395		CUST_40772_PI390587928		5.847323		6.1738224		6.2800636		6.156857		5.379666		7.1426525		8.820954		8.330869		5.026981		6.498131		8.43575		6.403017		-1.3828619		1.9572529		5.819482		4.5127654		-1.7658247		1.2520641		4.455806		1.186046		-0.82034206		0.9688301		2.5408907		2.1740117		-0.4676571		0.3243084		2.1556864		0.24616003		Yes		Yes		Yes		U35_44k_v1_12395		LOC_Os01g53350.1		gb|EAZ35010.1| 4e-50  hypothetical protein OsJ_018493 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53350.1 2e-51 anthocyanidin 53-O-glucosyltransferase putative expressed		AATTGCAAGTTGCTACTGCTCTTTGCTTTCTACTACAGTACTAGCCCCGTTCTGTTTTTT		25368		AT1G01390.1

		28403		CUST_37078_PI390587928		5.887768		5.4662895		4.3867645		4.6926517		6.011909		5.9441504		5.969677		5.4076085		6.0127716		5.3864474		5.5170517		3.9239166		1.0898588		1.3926772		2.9957402		1.6414341		1.0905106		-1.0569024		2.189023		-1.7037754		0.12500381		0.47786093		1.5829124		0.71495676		0.12414122		-0.07984209		1.1302872		-0.7687352		No		Yes		Yes		U35_44k_v1_28403		LOC_Os06g19370.2		gb|EAZ36716.1| 1e-64  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.1 2e-66 embryogenesis transmembrane protein putative expressed		TCCTAGTCCTCCTGGGTGTTCGCCTATGTTGTACTTCATATTCTATATGTACCTCCCAAT		27247		0

		16351		CUST_13557_PI390587928		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		-1.1149379		1.7990279		8.252222		3.4423752		1.7357818		3.3092806		4.1486635		-1.1320442		0.79558563		0.84721756		3.0447826		1.7834044		-0.15696335		1.7265177		2.0526466		-0.17893028		Yes		Yes		Yes		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		ATGGTGTGCGTTGTTTTCGTTCGTATGATCCAGATAAATAGACATGTGACAGTCAAAAAA		5302		0

		48782		CUST_42171_PI390587928		4.91433		3.7211075		3.3453143		5.166635		4.596546		3.1432774		7.105887		7.6201625		5.412272		4.2121687		6.9420323		7.047375		-1.2464144		-1.4926026		13.553304		5.4775376		1.4121976		1.4054784		12.09818		3.6826394		0.49794197		-0.5778301		3.7605727		2.4535275		-0.31778383		0.4910612		3.596718		1.8807402		Yes		Yes		Yes		U35_44k_v1_48782		-		No hits found		No hits found		GGAGGACGATGTAATTTGGTCCGTGCAGTGATACAATATTACATATTTACAATAAATGGT		38850		0

		32901		CUST_12224_PI390587928		4.409987		3.2861874		2.130872		2.6117232		7.755982		7.907839		5.854696		4.5945497		8.357802		9.799043		6.601635		3.258684		10.168218		24.61817		13.212429		3.9526672		15.431597		91.319786		22.17348		1.565866		3.9478154		4.6216516		3.7238238		1.9828265		3.345995		6.5128555		4.470763		0.64696074		Yes		Yes		Yes		U35_44k_v1_32901		LOC_Os08g44590.1		gb|EAZ43657.1| 5e-07  hypothetical protein OsJ_027140 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44590.1 7e-09 gibberellin 20 oxidase 2 putative expressed		TAATATGAATTATGTGTCATCGAAGATGTACCGGATGCACGCACATGCATGCTCTGCTTA		19877		0

		7513		CUST_36739_PI390587928		6.8844657		5.22786		5.8665767		3.0541801		11.046803		10.78371		13.354065		8.173765		12.060173		11.394822		13.012474		4.829015		17.905586		47.04109		179.45624		34.765514		36.144577		71.85229		141.62158		3.4219878		5.1757073		5.5558496		7.4874883		5.119585		4.162338		6.166962		7.1458974		1.7748346		Yes		Yes		Yes		U35_44k_v1_7513		LOC_Os05g04490.1		gb|EAY96461.1| 1e-77  hypothetical protein OsI_017694 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04490.1 2e-79 peroxidase 1 precursor putative expressed		TGGATCTCAGTGTGCGTTCGTTTGTGTAGAATGTGATATCATTTTGTGAAGTCATTTTTT		35618		AT1G05260.1

		949		CUST_27673_PI390587928		13.356537		13.098221		13.158932		14.60436		14.444045		15.025832		16.55252		15.754731		14.765338		15.56564		16.117088		15.600838		2.1250668		3.804248		10.509259		2.2197106		2.6551642		5.530537		7.771303		1.9951235		1.4088011		1.9276114		3.393589		1.1503716		1.0875082		2.4674196		2.9581566		0.9964781		Yes		Yes		Yes		U35_44k_v1_949		LOC_Os09g04310.1		gb|EAZ08193.1| 1e-25  hypothetical protein OsI_029425 [Oryza sativa (indica cultivar-group)]		LOC_Os09g04310.1 3e-27 expressed protein		GTGGTGCTTCCTACCTGTGTGATCATTATCATTGTACTACATACTATTTTACTATGTCAA		36642		0

		28733		CUST_4146_PI390587928		2.2873805		1.6928428		1.8254269		1.7399791		1.452412		1.6529666		1.6569389		5.0762515		1.5539265		1.4820751		2.1436517		4.1641936		-1.783818		-1.0280256		-1.12388		10.099922		-1.6626148		-1.1573039		1.2467954		5.3673663		-0.733454		-0.039876223		-0.16848803		3.3362722		-0.83496845		-0.21076775		0.3182248		2.4242144		No		Yes		Yes		U35_44k_v1_28733		LOC_Os04g34320.1		gb|EAY93236.1| 5e-83  hypothetical protein OsI_014469 [Oryza sativa (indica cultivar-group)]		LOC_Os04g34330.1 9e-84 serine/threonine-protein kinase receptor precursor putative		TTTGGAAACAACTCTACACCATTGAATTGGACTGTTAGGTACCACATAGCCCTGGGAGTC		27766		AT2G19130.1

		12912		CUST_39843_PI390587928		4.7704997		3.4694798		4.966723		5.786013		5.6729736		4.2490215		6.5581927		6.443108		5.741848		5.2870507		6.3322177		6.6269956		1.8692687		1.7165855		3.013562		1.5769042		1.9606721		3.524872		2.5766468		1.7912695		0.9713483		0.77954173		1.5914698		0.65709496		0.9024739		1.8175709		1.3654947		0.84098244		Yes		No		No		U35_44k_v1_12912		-		ref|NP_001065043.1| 1e-34  Os10g0512400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36848.1 2e-36 cytochrome P450 84A1 putative expressed		GTCATGAAATTGTGTGTCAGGCTTTAGATACAAACATGTGGTACACAAATATACACCAAA		None		AT4G36220.1

		39380		CUST_24040_PI390587928		5.4496274		3.8333473		3.0784433		5.188272		4.97912		3.2625458		2.322093		2.8529942		4.700353		3.6318958		3.4446764		4.6208835		-1.3855969		-1.4853486		-1.6892118		-5.046481		-1.6809471		-1.1498547		1.2889829		-1.4818388		-0.74927425		-0.5708015		-0.7563503		-2.3352778		-0.47050762		-0.20145154		0.3662331		-0.56738853		No		Yes		Yes		U35_44k_v1_39380		LOC_Os01g50720.1		gb|EAY75516.1| 2e-26  hypothetical protein OsI_003363 [Oryza sativa (indica cultivar-group)]		LOC_Os01g50720.1 4e-28 myb-related protein Hv33 putative expressed		CCAACCGGGAGATTAGAGACTGTACTTTGTTAATTTTCTCTAGTCTTTATTACTCCTTTT		35495		0

		46034		CUST_39296_PI390587928		4.3441644		4.4737678		4.561608		4.838229		3.7201936		4.117382		4.1713996		3.5620244		3.548644		3.291213		3.2340202		3.797868		-1.541111		-1.2802147		-1.3105825		-2.42201		-1.7357032		-2.2697835		-2.5098264		-2.0567424		-0.7955203		-0.3563857		-0.39020824		-1.2762048		-0.62397075		-1.1825547		-1.3275876		-1.0403612		Yes		No		No		U35_44k_v1_46034		LOC_Os01g33260.1		gb|EAZ12118.1| 5e-40  hypothetical protein OsJ_001943 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g33260.1 9e-42 retrotransposon protein putative unclassified		GCATTCGTCGCGTTAACAATTTTCTGGAACAGTAATATGCATCGCGATTCATTGACTGAT		45561		AT1G15520.1

		20842		CUST_10677_PI390587928		4.882139		5.125868		5.2462306		4.934227		4.542854		4.384884		4.5704446		3.9488952		4.1714225		4.2295623		3.6451519		3.8970177		-1.2651298		-1.6713153		-1.5974668		-1.9797685		-1.636617		-1.8612934		-3.0337007		-2.052254		-0.7107167		-0.74098396		-0.675786		-0.9853318		-0.33928537		-0.89630556		-1.6010787		-1.0372093		Yes		No		No		U35_44k_v1_20842		LOC_Os09g25640.2		gb|EAZ09151.1| e-101  hypothetical protein OsI_030383 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25640.2 1e-102 5-nucleotidase putative expressed		GATGCTCCTTATGTATACGAGGATGTAAACCAAGCGATTCAGCATGTCCACAGAAGTGGT		13395		AT2G23890.1

		18207		CUST_15166_PI390587928		7.6326327		7.882725		7.767002		8.06217		7.7061324		7.937078		9.054841		8.233825		8.110143		8.4628725		8.6469755		8.142616		1.0522661		1.0383935		2.4416203		1.1263496		1.3923385		1.4950024		1.8403413		1.057345		0.47750998		0.054353237		1.2878389		0.1716547		0.07349968		0.58014774		0.8799734		0.08044624		No		Yes		Yes		U35_44k_v1_18207		LOC_Os01g42480.1		ref|NP_001043545.1| e-137  Os01g0610500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42480.1 1e-139 yip1 domain family member 1 putative expressed		CGGGGTTAAACAGTGTTTTTTGTGGTTTACTTTCTGTTCCATTCACTTGAGATTATGAAT		9005		AT5G27490.1

		45708		CUST_14430_PI390587928		5.7406383		6.327945		2.918732		4.7725043		4.878058		5.1638885		1.7520968		2.7842464		4.0594907		5.4962754		2.3882635		4.923609		-1.8182875		-2.2408667		-2.244875		-3.967576		-3.2068293		-1.779744		-1.4443982		1.1104193		-1.6811476		-1.1640568		-1.1666352		-1.9882579		-0.8625803		-0.8316698		-0.53046846		0.15110445		Yes		Yes		Yes		U35_44k_v1_45708		LOC_Os07g49370.1		ref|NP_001049780.1| 3e-27  Os03g0287800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49370.1 2e-28 beta3-glucuronyltransferase putative expressed		CGTGTGGTTCCGCGGAACAACAAATTAAGAAATACAACAGTTTTTAAACGAATCTCAAAT		44893		AT2G37090.1

		14436		CUST_9012_PI390587928		9.765707		9.713679		9.34231		9.947864		10.008083		9.418938		10.582221		10.252846		10.091029		10.047908		9.994596		9.905346		1.1829395		-1.2266653		2.3618398		1.2354034		1.2529442		1.2607031		1.5716561		-1.0299096		0.32532215		-0.29474163		1.2399111		0.3049822		0.24237633		0.33422852		0.6522856		-0.042517662		No		Yes		Yes		U35_44k_v1_14436		LOC_Os02g48720.2		gb|EAY87310.1| 2e-70  hypothetical protein OsI_008543 [Oryza sativa (indica cultivar-group)]		LOC_Os02g48720.2 2e-71 ADPATP carrier protein mitochondrial precursor putative expressed		TCAAGGAAGAAGGCTTTGGCTCATTGTGGAGAGGAAATACTGCCAACGTCATCCGTTACT		1533		AT3G08580.2

		42866		CUST_21668_PI390587928		6.8800945		7.606085		8.384965		7.540521		6.5410933		6.7857003		7.4937077		6.9991837		6.3186927		6.114802		7.0281467		6.5059648		-1.2648805		-1.7658765		-1.8547919		-1.4553211		-1.4757024		-2.8113887		-2.561197		-2.0484836		-0.56140184		-0.8203845		-0.8912573		-0.5413375		-0.33900118		-1.4912829		-1.3568182		-1.0345564		Yes		No		No		U35_44k_v1_42866		-		ref|XP_001805426.1| 9e-63  hypothetical protein SNOG_15270 [Phaeosphaeria nodorum SN15]		No hits found		GGCGATGCGGGTCGTTCGAACTAGTCCGTAATGTGTCAATCTAATCGCTCGTTCAAAAAA		38825		0

		9851		CUST_37445_PI390587928		9.266532		9.319858		9.309602		9.255982		9.053643		9.33529		7.847072		8.718923		8.440049		8.749381		8.329777		9.373356		-1.1590066		1.0107543		-2.7559116		-1.4510124		-1.7733567		-1.485014		-1.9722261		1.0847582		-0.8264828		0.015432358		-1.4625297		-0.5370598		-0.21288872		-0.57047653		-0.979825		0.11737347		No		Yes		Yes		U35_44k_v1_9851		-		No hits found		LOC_Os02g42550.1 8e-05 expressed protein		TCCTTCCATCTTTCAGATGATACCCCTGTCAGTTATACAAGTCACATTACAAGTTGGAAA		21489		0

		7009		CUST_33603_PI390587928		7.450711		7.101831		7.428472		7.1023297		6.945904		6.7967477		6.4050674		6.4781337		6.874876		6.7365746		6.6066895		6.7999		-1.4189335		-1.23549		-2.0327103		-1.5413517		-1.4905397		-1.2881105		-1.7675886		-1.2332195		-0.57583475		-0.30508327		-1.0234046		-0.62419605		-0.504807		-0.3652563		-0.8217826		-0.30242968		No		Yes		Yes		U35_44k_v1_7009		LOC_Os02g48964.1		gb|AAX19865.1| 8e-45  unknown [Doryanthes excelsa]		LOC_Os02g48964.1 8e-46 WD-repeat protein-like putative expressed		ATTTAGTATGGGCCACATCTAAGCATGATGCCTACCTAATATCGCATTACTCGGTGCTAC		14872		AT5G56190.2

		21034		CUST_23464_PI390587928		8.548566		8.473626		10.351541		9.226115		8.105007		8.145241		8.789059		8.102557		7.8396854		8.046792		9.208024		9.150719		-1.3599548		-1.2556074		-2.9536152		-2.1788366		-1.6345352		-1.3442804		-2.2091885		-1.0536506		-0.7088804		-0.32838535		-1.5624819		-1.123558		-0.4435587		-0.4268341		-1.1435165		-0.07539654		No		Yes		Yes		U35_44k_v1_21034		LOC_Os02g43340.2		dbj|BAD25578.1| 0.0  putative late embryonic abundant protein EMB8 [Oryza sativa Japonica Group]		LOC_Os02g43340.2 0.0 embryogenesis-associated protein EMB8 putative expressed		AACACTTGAACTGTAGAATTCTGGAATGTGCCAAAACCAGAGCACGAGTTTGGAGTCGTG		14089		AT3G50790.1

		5726		CUST_1918_PI390587928		10.907734		10.568904		10.345096		10.81208		11.113641		10.903726		11.306149		10.681525		11.077682		10.924315		11.349735		11.118366		1.1534111		1.2612215		1.9467301		-1.0947149		1.1250176		1.2793505		2.0064423		1.2365203		0.16994762		0.3348217		0.9610529		-0.13055515		0.20590687		0.35541153		1.0046396		0.30628586		No		Yes		Yes		U35_44k_v1_5726		LOC_Os12g07540.1		ref|NP_001066285.1| e-175  Os12g0174100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07540.1 1e-176 growth regulator protein putative expressed		ATTTGACGGTCATGATCAAAACTGGAGTGAAGTCGAGCATTTGGAGCTCCTCAGGAGATT		11748		AT1G35510.1

		24774		CUST_42271_PI390587928		8.50272		8.384301		8.371361		8.058503		8.136888		8.10758		7.1804976		7.4399185		7.9832673		8.0013685		7.345471		7.67721		-1.2886249		-1.2114384		-2.282893		-1.5353682		-1.4334112		-1.3039899		-2.036215		-1.302509		-0.5194526		-0.276721		-1.1908631		-0.61858463		-0.36583233		-0.38293266		-1.0258899		-0.3812933		No		Yes		Yes		U35_44k_v1_24774		LOC_Os04g49940.1		ref|NP_001053697.1| 1e-48  Os04g0589200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49940.1 2e-50 expressed protein		CAGGGCAAGTGTCATCACTTTAATCAACCGGCTAAATTTATGTATGCAACTATATTAGGT		20794		AT3G17668.1

		50546		CUST_32298_PI390587928		5.8405643		5.4961		5.983934		5.988561		5.505781		5.55455		5.1003933		4.8997083		5.0737844		5.4146247		5.3495564		5.795681		-1.2611878		1.0413465		-1.8448975		-2.1270485		-1.7014679		-1.0580995		-1.5522678		-1.1430434		-0.7667799		0.058450222		-0.88354063		-1.0888529		-0.33478308		-0.08147526		-0.6343775		-0.19288015		No		Yes		Yes		U35_44k_v1_50546		LOC_Os12g30180.1		gb|EAY80413.1| 4e-06  hypothetical protein OsI_034372 [Oryza sativa (indica cultivar-group)]		LOC_Os11g39530.1 3e-05 jacalin-like lectin domain containing protein expressed		GGCACGTATCATGTGTTTCAGCCCCCACTCTCAACTTCTTCATGTTATTTATCATTGATT		52750		0

		11377		CUST_20710_PI390587928		7.7146225		7.7945156		9.448874		7.9273567		7.8730865		7.271876		7.473982		5.7915606		7.7589936		6.598001		7.6330924		7.758044		1.1160982		-1.4365814		-3.9309897		-4.3947954		1.0312335		-2.2918532		-3.5205042		-1.1245228		0.044371128		-0.52263975		-1.9748926		-2.135796		0.15846395		-1.1965146		-1.8157821		-0.16931295		Yes		Yes		Yes		U35_44k_v1_11377		LOC_Os12g22284.1		ref|NP_001066644.1| 1e-20  Os12g0411700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g22284.1 3e-22 ATP-binding cassette sub-family G member 2 putative expressed		TTCGTCATCCCCATCATCTGATCAGTTCATCCTTCATCGCCATGCATGCAATGATGCAAA		21915		AT1G51500.1

		40653		CUST_25401_PI390587928		5.77364		7.81105		11.09439		8.397144		5.228744		7.5961742		8.805591		5.4402294		4.3529706		6.6752295		8.802507		8.411435		-1.4589154		-1.1606039		-4.8864927		-7.764618		-2.6770973		-2.197435		-4.896947		1.0099548		-1.4206696		-0.2148757		-2.2887993		-2.956915		-0.5448961		-1.1358204		-2.2918825		0.01429081		Yes		Yes		Yes		U35_44k_v1_40653		LOC_Os07g48770.1		gb|EAZ05198.1| 5e-38  hypothetical protein OsI_026430 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48770.1 2e-39 expressed protein		CGCTTTCTTGTGAATAGAATTGAGAGGCGGATTGTTTGTCTTTTACAGATGAGGCATCTG		None		AT5G65400.1

		1101		CUST_41886_PI390587928		10.764283		11.211328		11.064042		11.480052		11.574089		12.41304		14.341737		12.936291		12.14589		12.947207		13.502658		11.712795		1.7529756		2.3001256		9.6980505		2.7439206		2.6055846		3.3308258		5.4212136		1.1750672		1.381607		1.2017126		3.2776947		1.4562387		0.80980587		1.7358799		2.4386158		0.23274326		Yes		Yes		Yes		U35_44k_v1_1101		-		No hits found		LOC_Os06g47200.2 8e-04 lipid binding protein putative expressed		CACTATTTTATTTCCTTTTTGGATTTGTGCTAATAAGAGGAGGGCACTGACGCCTAGAAC		3698		0

		48772		CUST_42180_PI390587928		2.4092705		1.8472447		2.0568254		2.2740824		3.114827		2.4787104		3.5846722		2.7028866		2.095297		3.5772183		3.5759647		1.9536806		1.6307734		1.549138		2.8835516		1.3461174		-1.2431267		3.3172174		2.8662		-1.2486782		-0.31397343		0.6314657		1.5278468		0.42880416		0.7055564		1.7299736		1.5191393		-0.3204018		No		Yes		Yes		U35_44k_v1_48772		-		No hits found		LOC_Os02g35429.1 1e-05 zinc finger C3HC4 type family protein		AAATCTGTAATCCTCCCGGAAAATGTCATGTTGCTCTGAAAAAATCATCATCCCCGATAC		None		0

		41387		CUST_2613_PI390587928		5.1584496		4.9430594		5.797312		6.722979		7.242621		8.439666		10.565429		9.543296		7.459355		8.381387		10.238214		8.60398		4.2403145		11.287127		27.248728		7.0631747		4.9276686		10.840259		21.71924		3.6833053		2.3009052		3.4966063		4.768117		2.8203168		2.0841713		3.4383273		4.4409018		1.881001		Yes		Yes		Yes		U35_44k_v1_41387		LOC_Os04g29680.1		gb|EAZ30169.1| 1e-25  hypothetical protein OsJ_013652 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24300.1 3e-27 protein kinase domain containing protein expressed		ACTGTGGTCAAGAGTGTTAGATTTTTCTATGGCTGTTTATCAGCATATTTCTTCTTGCAA		None		0

		38348		CUST_25384_PI390587928		6.639384		6.6887794		7.233599		8.070638		6.376915		6.8135505		4.9260306		5.62435		5.095656		5.6866794		6.3553653		8.346667		-1.1995296		1.0903348		-4.9504805		-5.4501185		-2.9154687		-2.0029132		-1.8381238		1.2108579		-1.5437279		0.12477112		-2.3075686		-2.4462876		-0.2624688		-1.0021		-0.8782339		0.2760296		Yes		Yes		Yes		U35_44k_v1_38348		LOC_Os12g42090.1		gb|ABA99848.2| 7e-55  37 kDa inner envelope membrane protein, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42090.1 2e-56 inner envelope membrane protein chloroplast precursor putative expressed		CTTGCAGGTACTTCATTCATTTGACACTGATTGAGGTTTTGGCTTTGTCATAAGTTAAAA		2892		AT3G63410.1

		19806		CUST_7070_PI390587928		7.974823		8.229398		8.548957		8.257757		7.2020392		7.89978		7.2005157		7.5360007		6.9551864		7.725847		7.7352805		8.373223		-1.7085633		-1.2566806		-2.5463684		-1.6491886		-2.0274084		-1.4176987		-1.7576848		1.083325		-1.0196366		-0.32961798		-1.3484411		-0.72175646		-0.77278376		-0.503551		-0.81367636		0.11546612		No		Yes		Yes		U35_44k_v1_19806		LOC_Os12g38730.2		gb|ABA99007.2| 1e-60  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g38730.2 2e-62 expressed protein		TGCCCAGGGGAAAAGAAGAAGCAAAATGTTAGTTTGGTGAAATCTTCTGGTGATATAAAA		12333		0

		32574		CUST_17376_PI390587928		6.370074		4.6620803		4.430594		4.3057156		7.9634705		5.853794		7.0104485		6.5577655		8.7947855		7.7006803		6.092379		4.8179917		3.0175898		2.2842393		5.978794		4.7635922		5.369217		8.216933		3.164078		1.4262987		2.4247117		1.1917138		2.5798545		2.25205		1.5933967		3.0386		1.6617851		0.5122762		Yes		Yes		Yes		U35_44k_v1_32574		LOC_Os07g44460.1		dbj|BAF97642.1| 9e-26  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os04g59150.2 2e-14 peroxidase 12 precursor putative expressed		ACCTAGCTAGGTCCAGGTGCAAGAAGAAGCTCAGCTTCAGCAATGGCGTCCAGAGCAGCA		1855		AT5G14130.1

		5388		CUST_16591_PI390587928		6.0792365		5.3168416		4.9978		5.365435		7.323071		7.4588876		10.351559		10.186363		6.93109		7.6767707		9.909982		7.3175316		2.3682716		4.4138756		40.89234		28.264673		1.804818		5.1334515		30.110231		3.869364		0.8518534		2.142046		5.353759		4.820928		1.2438345		2.359929		4.912182		1.9520965		Yes		Yes		Yes		U35_44k_v1_5388		LOC_Os04g22120.1		gb|EAZ08979.1| 4e-29  hypothetical protein OsI_030211 [Oryza sativa (indica cultivar-group)]		LOC_Os09g16540.1 3e-26 protein kinase putative expressed		CAGCAGTGGCAGATGAACAAACTTGCCTTACTGGATCCTGTTATACGTGACAGTTTACCA		13252		AT3G53380.1

		14136		CUST_30733_PI390587928		10.189259		9.021193		6.6255927		7.272587		10.421483		9.522076		12.388084		13.312278		10.285037		9.146272		12.666682		9.604581		1.1746447		1.4150795		54.285378		65.785194		1.0686419		1.0905676		65.849		5.035008		0.095778465		0.5008831		5.7624917		6.039691		0.23222446		0.12507915		6.0410895		2.331994		Yes		Yes		Yes		U35_44k_v1_14136		-		No hits found		No hits found		GCATGCATGACTAGTGCGTGTATGTCGACCAATAATAAATAAATGGTTAAGCATATAAGT		2790		0

		5524		CUST_13733_PI390587928		10.607274		10.339129		11.489839		11.114581		10.017182		9.939162		9.895952		9.834259		9.872402		9.41561		10.238545		10.680606		-1.5053425		-1.3194779		-3.0186143		-2.428932		-1.6642497		-1.8967363		-2.380547		-1.3509508		-0.73487186		-0.3999672		-1.5938864		-1.2803221		-0.5900917		-0.92351913		-1.2512932		-0.43397522		No		Yes		Yes		U35_44k_v1_5524		LOC_Os02g57250.1		sp|A2XB18|IAA10_ORYSI 5e-87  Auxin-responsive protein IAA10 (Indoleacetic acid-induced protein 10)		LOC_Os02g57250.1 1e-88 OsIAA10 - Auxin-responsive Aux/IAA gene family member expressed		ACATGTTCTTGTGTGTGGCACAGGTGTGTTGTTCTGTTGCGTTCAGTTGTGAGATGAGAA		15125		AT2G33310.3

		5159		CUST_28573_PI390587928		6.7623086		6.6868806		7.3394227		6.707516		6.100185		6.1663284		5.1990037		5.52479		5.871678		6.364713		5.954376		6.446918		-1.5824102		-1.4345042		-4.4089007		-2.2700536		-1.8539865		-1.2502073		-2.6118038		-1.1979753		-0.8906307		-0.52055216		-2.140419		-1.1827264		-0.6621237		-0.3221674		-1.3850465		-0.26059818		Yes		Yes		Yes		U35_44k_v1_5159		LOC_Os01g40590.1		gb|EAY74738.1| 0.0  hypothetical protein OsI_002585 [Oryza sativa (indica cultivar-group)]		LOC_Os01g40590.1 0.0 protein kinase APK1A chloroplast precursor putative expressed		GGGCAGATTTTTTACTTGTTAAAAGAAAAATGAAAGACAAACGTCGTCTTCGCCATCAAA		11783		AT5G15080.1

		44738		CUST_34068_PI390587928		2.073763		2.0840762		1.7707876		1.8772578		2.1823142		3.5151756		4.190729		4.9067445		2.4600267		1.8328706		3.149166		1.900555		1.078145		2.6965213		5.351493		8.165191		1.3070042		-1.1902013		2.59976		1.0162795		0.38626385		1.4310994		2.4199414		3.0294867		0.108551264		-0.25120556		1.3783785		0.02329719		Yes		Yes		Yes		U35_44k_v1_44738		LOC_Os01g58130.1		ref|NP_001044500.1| 1e-32  Os01g0793800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58130.1 3e-34 expressed protein		AGTTCTTGCCTGCGAGGGGGATCAGAAAAAGTTGGACGAGCTAGGCTAGACTCGAGCTCC		42828		0

		3229		CUST_14723_PI390587928		2.0988104		1.8986596		1.7502872		1.6743522		4.973564		4.9567733		5.9460855		5.053373		5.4018364		5.09058		5.232101		2.7330735		7.33478		8.328829		18.325726		10.40367		9.869835		9.138265		11.171988		2.0830843		3.303026		3.0581136		4.1957984		3.3790207		2.8747537		3.1919203		3.481814		1.0587213		Yes		Yes		Yes		U35_44k_v1_3229		LOC_Os05g04490.1		gb|EAY96461.1| e-137  hypothetical protein OsI_017694 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04490.1 1e-139 peroxidase 1 precursor putative expressed		CCTAGTATTTTCTTGATAGAAACACATGTAACTTTATTCGTACTCGCAACCATTGATCCA		19929		AT1G05260.1

		48778		CUST_42174_PI390587928		2.8341656		2.0807822		2.7670574		2.032834		1.6683073		2.973663		4.754373		6.921131		1.9164299		2.9893322		5.3043275		2.7082226		-2.2436666		1.8568804		3.9649856		29.615839		-1.889148		1.8771579		5.8048954		1.5970268		-0.9177357		0.8928809		1.9873157		4.888297		-1.1658583		0.90855		2.53727		0.6753886		No		Yes		Yes		U35_44k_v1_48778		LOC_Os11g35040.1		gb|EAZ18717.1| 1e-24  hypothetical protein OsJ_032926 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g35040.1 4e-26 tyrosine aminotransferase putative expressed		CTTGTTGTAACACCAAGTATGTGTAGGTGTCAATTTTAGGGAATCTCCGTTTTGATTATT		None		AT4G28420.2

		6887		CUST_18551_PI390587928		1.8955721		1.7845778		1.5969335		2.0307617		2.6356158		2.1136427		4.6761575		4.2301154		2.5022933		4.1195083		4.0793204		3.2014816		1.6702265		1.2561989		8.451598		4.5927353		1.5227945		5.045266		5.5882134		2.25124		0.6067213		0.32906485		3.079224		2.1993537		0.74004376		2.3349304		2.482387		1.1707199		Yes		Yes		Yes		U35_44k_v1_6887		LOC_Os04g34300.1		emb|CAE04623.3| 1e-61  OSJNBa0028I23.5 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g34300.1 2e-63 serine/threonine-protein kinase receptor precursor putative		TTTCTGGAAGAACTCAATCAACCCAGCTACTGGTGGTATCGTTACGAGTTAGACCATAGG		19076		AT4G21380.1

		18477		CUST_34046_PI390587928		12.625084		12.286748		12.051265		13.943504		12.593961		12.5476885		14.207652		13.871773		12.485896		12.011281		14.134635		13.979482		-1.0218073		1.1982596		4.457971		-1.0509773		-1.101285		-1.2103858		4.237961		1.0252512		-0.13918781		0.26094055		2.1563873		-0.07173157		-0.031123161		-0.27546692		2.0833702		0.035977364		No		Yes		Yes		U35_44k_v1_18477		LOC_Os03g21030.1		emb|CAA09372.1| e-114  GRAB2 protein [Triticum sp.]		LOC_Os07g48550.1 2e-77 NAC domain-containing protein 21/22 putative expressed		ACCGAGTTGATTGGTAAATCTGATTGTGTGCTGCTGATTGAAATGAATTATTCCCCTTCT		9031		AT5G39610.1

		26867		CUST_37572_PI390587928		4.0663896		4.464454		4.7657394		3.8261058		3.6869848		3.919114		3.8372257		4.5498834		5.7533436		5.234094		5.7036195		4.8106446		-1.3008051		-1.4593643		-1.9033142		1.6515007		3.2197618		1.7048442		1.9157112		1.9786806		1.686954		-0.54534006		-0.92851377		0.72377753		-0.37940478		0.76963997		0.93788004		0.9845388		Yes		No		No		U35_44k_v1_26867		-		No hits found		No hits found		ATTGATTGACTGACTGACTGATTGGAGGGGTGTCGAGGCCGCGGAGCGGGTCTGGGAGTG		22407		0

		38649		CUST_25122_PI390587928		4.5604615		4.954977		5.1471286		5.6046314		4.308598		3.8100665		3.9012501		4.098345		3.5963442		2.929127		3.6935368		4.6500545		-1.1907442		-2.2113242		-2.3716292		-2.840779		-1.9508696		-4.0723176		-2.738891		-1.9380113		-0.9641173		-1.1449106		-1.2458785		-1.5062866		-0.25186348		-2.02585		-1.4535918		-0.95457697		Yes		No		No		U35_44k_v1_38649		LOC_Os02g08230.1		ref|NP_001046080.1| 4e-37  Os02g0178800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08230.1 1e-38 gl1 protein putative expressed		ATGTTTTTCCTCGTTGACTGACACCGCCGTTGTGCTGCAACTGCATGATCGCCGGACGGA		4822		AT5G57800.1

		19169		CUST_20423_PI390587928		8.286963		8.271213		9.079792		9.770774		9.024526		8.291726		8.216209		8.516176		9.750884		9.103488		8.141338		9.6083555		1.667356		1.0143205		-1.8195511		-2.3860059		2.75857		1.7804914		-1.916473		-1.1191616		1.4639206		0.020513535		-0.8635826		-1.2545977		0.7375622		0.8322754		-0.9384537		-0.16241837		No		Yes		Yes		U35_44k_v1_19169		LOC_Os06g28820.1		ref|NP_001045853.1| e-162  Os02g0140400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04750.2 1e-164 cycloartenol synthase putative expressed		CCTTCTACAAGGATTATGGACAAACTACATCTATGTGTAAGACATACATCAATAACATGC		13511		AT2G07050.1

		35225		CUST_40411_PI390587928		10.126415		9.962085		10.729007		10.938525		10.159846		9.487962		9.690356		9.97917		10.113559		9.302749		9.769984		10.357854		1.0234432		-1.3890736		-2.054305		-1.9444408		-1.0089513		-1.5793556		-1.9439924		-1.495545		-0.012856483		-0.474123		-1.0386505		-0.95935535		0.033431053		-0.6593361		-0.9590225		-0.5806713		No		Yes		Yes		U35_44k_v1_35225		LOC_Os07g47590.3		gb|EAZ41055.1| 7e-14  hypothetical protein OsJ_024538 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g47590.3 3e-15 expressed protein		TCGAATGTATATTTACAGTTAATCCAGACTGTTTGGGTTTGGGATTTGAAGCAAGGGTAC		None		0

		15399		CUST_24116_PI390587928		14.351802		14.758029		14.47704		15.139379		14.525765		14.838582		15.91618		16.175758		14.617835		14.889732		15.615651		15.439545		1.1281537		1.0574234		2.7115905		2.0510743		1.2024969		1.0955865		2.2016892		1.2312862		0.26603317		0.080553055		1.4391394		1.0363798		0.17396355		0.13170338		1.1386108		0.30016613		No		Yes		Yes		U35_44k_v1_15399		LOC_Os08g02120.1		gb|EAZ05375.1| e-163  hypothetical protein OsI_026607 [Oryza sativa (indica cultivar-group)]		LOC_Os08g02120.1 1e-165 fructokinase-2 putative expressed		GGTTGTTGTAGCCTTCACCCAGAATTTATCAGTCTTATGAATGGACAAGTTTATCAAAAT		624		AT4G10260.1

		7088		CUST_41334_PI390587928		10.946896		10.946767		11.980415		12.21766		10.489726		10.495979		10.67596		11.41624		10.194186		10.131126		10.77238		12.113102		-1.3728458		-1.3667861		-2.4699054		-1.742816		-1.6849542		-1.7600793		-2.3102283		-1.0751649		-0.7527094		-0.45078754		-1.3044558		-0.8014202		-0.45716953		-0.81564045		-1.2080355		-0.10455799		No		Yes		Yes		U35_44k_v1_7088		LOC_Os02g55080.1		ref|NP_001048372.1| 5e-76  Os02g0793900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55080.1 1e-77 expressed protein		TAGGTTTGTTGCAGATGTATGGAGACATTTGTGACACTTTTTATTTGAAATGCAAGAGTG		20955		AT1G80940.1

		23904		CUST_11368_PI390587928		8.972876		9.338019		9.913575		9.087569		9.573395		9.68352		10.439347		10.235134		9.753455		9.484029		10.071344		9.229083		1.5162622		1.2705921		1.4397038		2.2153964		1.7178209		1.1065046		1.1155609		1.1030619		0.78057957		0.34550095		0.5257721		1.1475649		0.6005192		0.14600945		0.1577692		0.14151382		No		Yes		Yes		U35_44k_v1_23904		LOC_Os03g60260.1		gb|EAZ29058.1| 5e-22  hypothetical protein OsJ_012541 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60260.1 1e-23 ANT1 putative expressed		GGTTGTGTTGCAGAGACCGGATCGTTTTACAACAATTTTTAGAACATATGTTAAGTAGTA		21904		AT3G11900.1

		31069		CUST_34364_PI390587928		7.6557994		8.177037		6.440468		7.4102674		7.3246746		7.7510314		6.1604047		7.213158		7.0195756		7.110073		6.6404605		7.289637		-1.2579938		-1.3435088		-1.2142481		-1.146399		-1.5542556		-2.0950203		1.1486925		-1.0872097		-0.6362238		-0.42600584		-0.28006315		-0.19710922		-0.33112478		-1.0669641		0.19999266		-0.120630264		No		Yes		Yes		U35_44k_v1_31069		LOC_Os05g31480.2		gb|EAZ34114.1| 1e-25  hypothetical protein OsJ_017597 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g31480.2 3e-27 ankyrin like protein putative expressed		AAAGCAGAGGACATGACTGGGATTTCCTTATCTTCAGCCTGCTTTTCCAGTGCTTGTTGT		31213		AT5G04060.1

		8742		CUST_15288_PI390587928		10.350451		9.34637		9.677197		10.675984		9.80413		9.024159		8.560187		9.434897		9.478417		8.620407		8.93876		10.575249		-1.4603578		-1.2502445		-2.16897		-2.3637655		-1.8302416		-1.6540039		-1.6683681		-1.0723201		-0.8720341		-0.3222103		-1.1170101		-1.241087		-0.54632187		-0.72596264		-0.73843765		-0.100735664		No		Yes		Yes		U35_44k_v1_8742		-		No hits found		No hits found		AGATCGAACAATTCTTATGCCTTTCCCCCATAATTTTTTCAGATGATGCGTTCATCTTTA		None		0

		15622		CUST_16337_PI390587928		8.445981		8.361844		8.033993		8.246291		9.980523		11.4759245		11.856164		10.178356		10.68119		11.796475		11.680078		8.239436		2.8969646		8.658279		14.144519		3.8160102		4.7083073		10.812524		12.519324		-1.0047629		2.2352085		3.1140804		3.8221712		1.932065		1.5345421		3.4346313		3.6460848		-0.006855011		Yes		Yes		Yes		U35_44k_v1_15622		LOC_Os02g39330.1		gb|AAD28730.1|AF112963_1 8e-82  chitinase II precursor [Triticum aestivum]		LOC_Os04g41680.1 6e-81 endochitinase A precursor putative expressed		GTAGTACTGTTCACGAGCTCTACTCTTTTTTCTCAATCAATAAAAGGAGTTATGTTCTTG		4324		AT2G43590.1

		43303		CUST_35573_PI390587928		8.654283		9.155144		10.526212		9.625171		8.811249		8.823895		9.255063		8.441802		8.807918		8.784027		9.2854395		9.1023445		1.11494		-1.2581015		-2.4135365		-2.2710645		1.1123687		-1.2933534		-2.36325		-1.4367671		0.15363503		-0.33124828		-1.2711487		-1.1833687		0.15696621		-0.37111664		-1.2407722		-0.5228262		No		Yes		Yes		U35_44k_v1_43303		LOC_Os05g36360.1		gb|EAY98198.1| 4e-56  hypothetical protein OsI_019431 [Oryza sativa (indica cultivar-group)]		LOC_Os05g36360.1 1e-57 photoperiod responsive protein putative expressed		AAGCAGGCCTCCGTCGCGTCTGCCGTCGCCGCTGATCTCGATTCCACCGTGCCGGCGCTC		39822		AT3G18710.1

		39400		CUST_9899_PI390587928		11.549241		11.830685		12.18269		11.845641		11.59924		11.343837		10.936122		10.657395		11.11734		10.830459		11.321007		11.650333		1.0352644		-1.4013797		-2.3727624		-2.278755		-1.34901		-2.0003133		-1.8171568		-1.1449684		-0.43190098		-0.48684788		-1.2465677		-1.1882458		0.049999237		-1.000226		-0.8616829		-0.19530773		No		Yes		Yes		U35_44k_v1_39400		LOC_Os12g41720.1		gb|EAZ21189.1| 1e-50  hypothetical protein OsJ_035398 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41720.1 2e-52 patatin-like phospholipase family protein expressed		CGCCGGGGCTCCTCCCCAACGTGGCCATCAAGCAAGTGTCGCCGACGCCCCCGCGGTTCT		35526		AT2G39220.1

		4222		CUST_30982_PI390587928		7.1178803		7.88093		6.0391297		4.986046		6.7960773		8.005799		3.453885		3.090585		6.168402		7.4636807		4.111469		4.039728		-1.2498918		1.0904089		-6.0011735		-3.720408		-1.931174		-1.335379		-3.804379		-1.9269481		-0.94947815		0.12486935		-2.5852447		-1.8954608		-0.3218031		-0.4172492		-1.927661		-0.9463177		Yes		Yes		Yes		U35_44k_v1_4222		LOC_Os06g02380.2		gb|EAY80321.1| 0.0  hypothetical protein OsI_034280 [Oryza sativa (indica cultivar-group)]		LOC_Os06g02380.2 0.0 ruBisCO large subunit-binding protein subunit beta chloroplast putative expressed		ATTATGTCAGGATGGTCTGTTTAAAATCAGCCGGAGGCAGGAACACGGGTAATTATTCGG		9313		AT1G26230.1

		41095		CUST_23059_PI390587928		4.17156		5.529742		5.908673		4.7960267		2.3962853		4.39418		4.009724		4.0463004		3.2382812		3.4415038		4.398792		4.6110716		-3.4230313		-2.1970413		-3.7294133		-1.6814739		-1.9096107		-4.252284		-2.8478656		-1.1367816		-0.93327856		-1.135562		-1.8989487		-0.7497263		-1.7752745		-2.088238		-1.509881		-0.18495512		Yes		Yes		Yes		U35_44k_v1_41095		LOC_Os06g46670.1		gb|EAZ02098.1| 7e-68  hypothetical protein OsI_023330 [Oryza sativa (indica cultivar-group)]		LOC_Os06g46670.1 2e-69 glutamate receptor 3.4 precursor putative expressed		TTGATCAATGATGTACTGTTTAGAGCAAACATGATGGAATCCACGGTGTTTGTTGTGCAT		None		AT2G32390.2

		34658		CUST_37735_PI390587928		3.1846817		3.7712886		4.1583724		4.678551		4.476213		4.5932846		5.2244287		6.7457643		4.6941686		4.619039		4.6799026		3.6521766		2.4478774		1.7678502		2.093702		4.1907635		2.8470876		1.7996925		1.4354769		-2.036899		1.5094869		0.821996		1.0660563		2.067213		1.2915313		0.8477504		0.52153015		-1.0263746		Yes		No		No		U35_44k_v1_34658		LOC_Os01g08760.1		gb|EAY72803.1| 3e-18  hypothetical protein OsI_000650 [Oryza sativa (indica cultivar-group)]		LOC_Os01g08760.1 7e-20 choline/ethanolamine kinase putative expressed		ACAGAAATGTTAGTCGGACGAGATTTTACAGGCTCTTGCGGGGTCTTGCCATCTAAGTAA		11743		AT1G74320.1

		45909		CUST_17704_PI390587928		4.323339		3.075472		2.867548		5.6305275		2.6822937		4.3717494		5.7735367		6.898154		3.2334344		2.7966278		6.551844		6.775786		-3.1189175		2.4559433		7.4953127		2.407651		-2.1285996		-1.2132226		12.855343		2.2118576		-1.0899045		1.2962773		2.9059887		1.2676263		-1.6410453		-0.27884436		3.6842961		1.1452584		No		Yes		Yes		U35_44k_v1_45909		-		No hits found		No hits found		TGTGCTGCTATAGAACAGTGTTTGCTTTTGTTGTAAGTTGCAGTTGTTTCCACTAAAAAA		45304		0

		48718		CUST_34966_PI390587928		5.6281238		4.7668557		4.9465		5.3791556		6.1941133		7.3517685		9.568028		9.688168		5.6550765		7.830868		8.912848		7.357756		1.4804025		5.999793		24.616072		19.821743		1.0188578		8.36295		15.631113		3.9411058		0.026952744		2.5849128		4.6215286		4.309012		0.5659895		3.064012		3.9663486		1.9786005		Yes		Yes		Yes		U35_44k_v1_48718		LOC_Os02g34790.1		gb|EAZ23420.1| 5e-70  hypothetical protein OsJ_006903 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g34790.1 1e-71 receptor-like protein kinase 5 precursor putative expressed		TGTTGTCAACAGCTGAACGTCCTGCTAACAATCTTGATTATCTCCACACTAGCATTGCCA		50725		AT1G35710.1

		23107		CUST_37297_PI390587928		6.584273		6.9516563		6.473249		3.2627041		6.187386		5.2582955		4.925836		2.4112983		6.5181007		5.5426383		3.9528363		4.771443		-1.3166636		-3.2340922		-2.9229252		-1.8042582		-1.0469352		-2.6555636		-5.737462		2.8456116		-0.06617212		-1.6933608		-1.5474129		-0.85140586		-0.39688683		-1.409018		-2.5204127		1.5087388		Yes		No		No		U35_44k_v1_23107		-		No hits found		No hits found		CCAAGCAGATGAATCTTTGATGAGCAGAGAGTCTGCTCGATCGTGTTTCCTGTCAAAAAA		19596		0

		1795		CUST_12548_PI390587928		7.4380984		7.360831		6.8121953		6.525139		6.5030427		6.3854127		5.7051315		5.497612		6.4426246		6.417849		5.807135		6.5128593		-1.9119645		-1.966211		-2.154068		-2.0385268		-1.9937353		-1.9224975		-2.0070271		-1.0085478		-0.99547386		-0.9754181		-1.1070638		-1.0275269		-0.93505573		-0.9429817		-1.0050602		-0.0122795105		Yes		No		No		U35_44k_v1_1795		LOC_Os02g07410.1		ref|NP_001058315.1| 2e-66  Os06g0667600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45670.1 4e-68 glycine cleavage system H protein 1 mitochondrial precursor putative expressed		CTCTGATTTAAGCTCTCTTCTGATTAATTGGTATCCAAATTCTTCGTGCGTGATGATTGT		5029		AT2G35120.1

		15321		CUST_28778_PI390587928		6.962383		6.896128		7.7656326		7.0631967		6.483971		6.5615788		6.439083		6.398268		6.3856964		6.0316586		6.806095		7.0770307		-1.393209		-1.2609835		-2.508021		-1.5854896		-1.4914198		-1.8206701		-1.9446864		1.0096351		-0.5766864		-0.33454943		-1.3265495		-0.66492844		-0.47841167		-0.8644695		-0.9595375		0.013834		No		Yes		Yes		U35_44k_v1_15321		LOC_Os08g14440.2		gb|EAZ42007.1| 1e-97  hypothetical protein OsJ_025490 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14440.2 1e-106 expressed protein		GTTGTCACGTTCATTGCGCATAAATTGCCATCGTAATTATACTAAAGTTGTCATGATATG		2963		AT1G16880.1

		30172		CUST_23791_PI390587928		3.9938421		2.0459986		5.20894		5.036205		3.8154194		2.88495		4.0297313		3.4758167		3.9163024		2.8646994		4.152887		5.10424		-1.1316459		1.7887495		-2.2645254		-2.9493318		-1.055217		1.7638168		-2.0792356		1.048288		-0.07753968		0.83895135		-1.1792088		-1.5603881		-0.17842269		0.8187008		-1.0560532		0.068035126		No		Yes		Yes		U35_44k_v1_30172		-		No hits found		No hits found		GATGGTTGTAATGATTTTCCAATCCAGTTTTGAGGATGATGATTTCATATTTGTCGCCCC		29940		0

		21097		CUST_33284_PI390587928		4.519731		4.0213904		4.321814		2.1312084		3.878957		3.9997666		1.9419188		1.8600178		3.140337		3.3816502		2.3051693		1.5179514		-1.5591655		-1.0151014		-5.2049894		-1.2068033		-2.6015909		-1.5580486		-4.0464163		-1.5297089		-1.379394		-0.02162385		-2.3798952		-0.27119064		-0.640774		-0.6397402		-2.0166447		-0.61325705		Yes		Yes		Yes		U35_44k_v1_21097		LOC_Os06g49770.2		gb|EAZ02331.1| 2e-35  hypothetical protein OsI_023563 [Oryza sativa (indica cultivar-group)]		LOC_Os06g49770.1 3e-37 lipid binding protein putative expressed		GTTTCTTTCAGTACATTTTGGTGCATGTGCCTTTGTACATGGCCTACACATCCCAAAAAA		14889		AT1G62790.2

		4641		CUST_33754_PI390587928		11.36242		11.354512		11.064099		11.397588		11.79739		12.235992		12.689387		11.763766		12.248734		12.652668		12.517547		11.712926		1.3518826		1.8422645		3.0850375		1.2889341		1.8484479		2.4591432		2.7386167		1.2443032		0.8863144		0.8814802		1.625288		0.3661785		0.4349699		1.2981558		1.4534473		0.31533813		No		Yes		Yes		U35_44k_v1_4641		LOC_Os04g52540.1		gb|EAZ31977.1| e-177  hypothetical protein OsJ_015460 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52540.1 1e-179 eukaryotic translation initiation factor 2C 2 putative expressed		CTGTCATTGTGCGTGTGCTTCAGGTCTGTGTCTTTTATACTATAGTTATGTGGTTGCCTG		10694		AT1G31280.1

		22473		CUST_15629_PI390587928		7.7735505		8.091414		7.7548714		9.175136		7.998099		9.7609215		10.51775		10.27576		8.430825		9.678375		10.180419		9.666894		1.1684114		3.181059		6.7874913		2.1444743		1.5771006		3.0041583		5.3723288		1.4061576		0.6572747		1.669507		2.7628784		1.1006241		0.22454834		1.5869608		2.4255476		0.49175835		Yes		Yes		Yes		U35_44k_v1_22473		-		ref|NP_001048210.1| 9e-05  Os02g0763300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g05240.1 2e-06 retrotransposon protein putative unclassified		GTTGTCCTTTTAACCCTCATAATGCTGTAAACAATTCTGGGTTTCAGACCTTATATGAAA		17715		0

		3376		CUST_14408_PI390587928		5.215018		5.4950523		4.4646993		5.3300686		4.505213		4.836672		3.2214031		4.5420785		3.5422986		4.168057		3.1055152		5.4202313		-1.635583		-1.5783099		-2.367388		-1.7266673		-3.1881495		-2.5087965		-2.5654004		1.0644903		-1.6727192		-0.6583805		-1.2432961		-0.7879901		-0.709805		-1.3269954		-1.359184		0.090162754		Yes		No		No		U35_44k_v1_3376		LOC_Os03g21160.2		ref|NP_001060660.1| 2e-71  Os07g0682400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48410.2 5e-73 nucleic acid binding protein putative expressed		ATGTTCGGCAACACTGGCAGCCATGAGGCGTTTCTGCGGAGGAAGCTGGAGGAGCAGCAG		None		AT3G51950.2

		28131		CUST_28190_PI390587928		4.149593		5.505956		5.9311333		5.212105		3.6076095		4.6766257		3.4211972		3.7427127		3.5519097		4.837783		4.5703125		6.2378044		-1.4559728		-1.7768605		-5.6959486		-2.7690518		-1.5132844		-1.5890597		-2.5683126		2.0359464		-0.5976832		-0.82933044		-2.509936		-1.4693921		-0.54198337		-0.6681733		-1.3608208		1.0256996		Yes		No		No		U35_44k_v1_28131		LOC_Os11g07020.8		gb|AAF74220.1|AF216582_1 2e-19  fructose 1,6-bisphosphate aldolase precursor [Avena sativa]		LOC_Os11g07020.8 6e-21 fructose-bisphosphate aldolase chloroplast precursor putative expressed		TTTGCATGGTTACTGCAAAATTTTGCATGTACGTACTTGTACTTGTCCCTAAAGACAAAT		26813		AT4G38970.1

		43450		CUST_19867_PI390587928		3.8389595		3.4443693		3.3847682		3.1292686		4.3474874		5.3559494		7.7229323		6.4959846		4.3421445		6.3985996		7.2693944		5.373724		1.422598		3.7622092		20.226353		10.315314		1.4173392		7.7501826		14.770289		4.7385817		0.50318503		1.9115801		4.3381643		3.366716		0.508528		2.9542303		3.8846262		2.2444553		Yes		Yes		Yes		U35_44k_v1_43450		LOC_Os03g62200.1		gb|AAR87397.1| 1e-79  ammonium transporter AMT2.1 [Triticum aestivum]		LOC_Os03g62200.1 2e-71 ammonium transporter 2 putative expressed		TTTTTCCCGATGGCCACCGTCGTCTACTTCCAGTGCGTGTTCGCGGCCATCACGCTCATC		40110		AT2G38290.1

		21775		CUST_718_PI390587928		6.7019935		7.513971		7.934984		7.764712		6.5901585		6.8280597		6.5793915		6.784451		6.4054904		6.086519		6.403139		7.2886767		-1.0806018		-1.6087177		-2.5590224		-1.9728221		-1.2281638		-2.6897128		-2.891554		-1.3909159		-0.29650307		-0.6859112		-1.3555927		-0.98026085		-0.111835		-1.4274521		-1.5318451		-0.47603512		No		Yes		Yes		U35_44k_v1_21775		LOC_Os04g05030.1		gb|EAY92915.1| 1e-27  hypothetical protein OsI_014148 [Oryza sativa (indica cultivar-group)]		LOC_Os04g05030.1 9e-29 serine-rich 25 kDa antigen protein putative expressed		CAGAAAATGGAAACTGAACACAGTAAAGTTAACCCTTCTCAAAGTTGAAGGGTAGTGGAA		16304		0

		11038		CUST_30322_PI390587928		7.6133447		7.6563144		7.3721604		7.880867		9.87205		11.219403		11.61761		10.501441		10.855512		11.737254		11.380402		9.367069		4.7856193		11.819433		18.967394		6.149947		9.462143		16.92331		16.09166		2.8015053		3.242167		3.563089		4.2454495		2.620574		2.2587056		4.08094		4.008241		1.4862022		Yes		Yes		Yes		U35_44k_v1_11038		LOC_Os03g29410.1		ref|NP_001050336.1| 6e-97  Os03g0407900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29410.1 1e-98 protein kinase APK1B chloroplast precursor putative expressed		CGCCTAGAGAAGGAAAAATCTAGTGTAGTAGCATGACACTATCGTGTGGAACATGGATGT		30881		AT2G05940.1

		7007		CUST_33605_PI390587928		3.77444		3.3963578		2.9262908		3.9256651		2.2789629		3.1000664		2.0405967		2.3816874		2.6232607		2.3889332		2.352667		2.8751087		-2.8195739		-1.2279836		-1.8476533		-2.9159737		-2.2209537		-2.0103192		-1.4882569		-2.0713286		-1.1511793		-0.29629135		-0.885694		-1.5439777		-1.4954772		-1.0074246		-0.57362366		-1.0505564		Yes		No		No		U35_44k_v1_7007		LOC_Os06g11320.2		ref|NP_001057148.1| 4e-30  Os06g0216800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11320.2 8e-32 peptidyl-prolyl cis-trans isomerase CYP40 putative expressed		GCTGTTTAATTTCTGAACCAGGCGTGCAAAGTTGCTAATGTTTATTTTCATTCCAACACT		14897		AT2G15790.1

		39197		CUST_26954_PI390587928		3.0789146		1.9296738		6.06588		4.8908706		2.5047343		2.155381		3.4118721		3.2295027		1.5632843		1.6384306		4.776121		3.8332653		-1.4888314		1.1693503		-6.294133		-3.163163		-2.8592372		-1.2236943		-2.4448717		-2.0814736		-1.5156304		0.22570717		-2.6540077		-1.6613679		-0.57418036		-0.2912432		-1.2897587		-1.0576053		Yes		No		No		U35_44k_v1_39197		LOC_Os10g32810.1		gb|EAY78842.1| 1e-24  hypothetical protein OsI_032801 [Oryza sativa (indica cultivar-group)]		LOC_Os10g32810.1 5e-26 beta-amylase putative expressed		GCATCGGACGATTTGGGGTTTGTTCGGGAATATATCGATTGCCATTTTCCAACCAAAAAA		35219		AT3G23920.1

		48858		CUST_11852_PI390587928		9.250693		8.991093		8.771469		9.632883		9.142835		10.263472		10.109558		10.518741		9.59798		10.367644		9.816222		9.437569		-1.0776275		2.4155955		2.5281622		1.8478627		1.2721654		2.59647		2.0630133		-1.1449736		0.34728622		1.2723789		1.338089		0.8858576		-0.10785866		1.3765516		1.0447531		-0.1953144		No		Yes		Yes		U35_44k_v1_48858		LOC_Os06g11150.1		gb|EAZ36265.1| 3e-07  hypothetical protein OsJ_019748 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11150.1 9e-09 expressed protein		GCATGATCATTGTACTGTCAACATATACGTGTACCCATAATAGAATGGAAGAGATTATGA		30862		0

		22479		CUST_15624_PI390587928		8.992849		9.234527		9.184034		9.15995		9.480979		9.646893		11.638133		10.202216		9.4633875		9.755142		10.99725		9.544658		1.4026252		1.3308666		5.479707		2.0594597		1.3856262		1.4345672		3.5142462		1.305595		0.47053814		0.4123659		2.4540987		1.0422659		0.48812962		0.5206156		1.8132153		0.38470745		Yes		Yes		Yes		U35_44k_v1_22479		LOC_Os06g36090.2		gb|EAZ37335.1| 6e-22  hypothetical protein OsJ_020818 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36090.2 1e-23 ATPase coupled to transmembrane movement of substances putative expressed		ATGAGCAGAATTTGTTCATGGCCTATAAATACATTGGAGTTTTTTCTAGCGGCCGCTCGA		20004		AT3G16340.1

		23916		CUST_11348_PI390587928		7.3975587		6.3756127		6.7229266		9.815659		7.1167016		6.5831714		8.676936		10.788405		6.636991		6.158684		7.843899		10.637355		-1.2149165		1.1547325		3.8744984		1.9625738		-1.6941571		-1.1622568		2.1749349		1.7674829		-0.76056767		0.20755863		1.9540095		0.97274685		-0.2808571		-0.21692896		1.1209722		0.8216963		No		Yes		Yes		U35_44k_v1_23916		LOC_Os01g02770.1		gb|AAM09944.1| 3e-76  receptor kinase LRK10 [Avena sativa]		LOC_Os01g02840.1 5e-75 LRK14 putative expressed		ACTACTACCAGGTATATGCAAGACCCATATGAGAACTTCATTTGACTGTATAATAACAGT		19611		AT1G70250.1

		6022		CUST_39080_PI390587928		13.043178		12.789662		10.848026		11.818314		12.687741		13.413386		12.226352		13.260758		13.076009		13.16171		11.915378		10.668746		-1.2793725		1.5408474		2.5996644		2.7178104		1.0230178		1.2941881		2.0955825		-2.218474		0.032831192		0.623724		1.3783255		1.4424448		-0.35543633		0.37204742		1.0673513		-1.1495676		No		Yes		Yes		U35_44k_v1_6022		LOC_Os06g43810.1		ref|NP_001058197.1| 7e-15  Os06g0646100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43810.1 2e-16 expressed protein		GCAACTGCACCATGTACTTACATACATACTCCCTTCGTTCCTAAATATAAGATCTTTTAA		14712		0

		25032		CUST_28032_PI390587928		2.4401312		2.7418797		3.3526824		5.1524787		2.5398495		3.9121997		6.4689765		5.6697655		3.0014107		4.5976243		5.7058754		5.6151924		1.0715642		2.250616		8.671576		1.431261		1.4755774		3.619385		5.1095386		1.3781316		0.56127954		1.17032		3.1162941		0.5172868		0.09971833		1.8557446		2.353193		0.46271372		Yes		No		No		U35_44k_v1_25032		LOC_Os11g09350.1		gb|EAY80283.1| 9e-13  hypothetical protein OsI_034242 [Oryza sativa (indica cultivar-group)]		LOC_Os11g09350.1 2e-14 expressed protein		CTTCTTGCTTCCTTAGAACTGATTTTTAGTTCTTGACTACTGAAAAAGGTTTCTACCAAC		23655		0

		34182		CUST_6798_PI390587928		1.8065962		1.5228004		1.96949		1.5091114		1.5261599		1.9677004		4.53733		3.4698536		1.7947497		4.6324277		5.6414437		4.282351		-1.214562		1.3612196		5.9292107		3.892622		-1.0082451		8.631596		12.745832		6.8364134		-0.011846423		0.44489992		2.56784		1.9607422		-0.28043628		3.1096272		3.6719537		2.7732396		Yes		Yes		Yes		U35_44k_v1_34182		LOC_Os12g36770.1		gb|EAZ20830.1| 2e-14  hypothetical protein OsJ_035039 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36770.1 4e-16 triacylglycerol lipase putative expressed		ACTACCTGGTGACATATATTGATGATTGCAATGTGCACATGCATGTTTTTTGAGCGGCCG		50818		0

		18912		CUST_9637_PI390587928		5.963777		6.65048		5.6699033		5.1445937		5.721016		5.776278		5.9029636		4.0691934		4.7393866		5.8409314		4.7780128		2.7058742		-1.1832551		-1.8329936		1.1753255		-2.1073067		-2.3365672		-1.7526627		-1.8556062		-5.421603		-1.2243905		-0.8742018		0.23306036		-1.0754004		-0.24276114		-0.8095484		-0.8918905		-2.4387195		Yes		No		No		U35_44k_v1_18912		LOC_Os10g03990.1		gb|EAZ29391.1| 5e-69  hypothetical protein OsJ_012874 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g03579.1 1e-70 ATP binding protein putative expressed		GACCCATCATTTGCTTTGTAACGGAATAAATAGCAACGAGGAAGAAATAGTAAAGTTTCA		None		AT5G55830.1

		9328		CUST_390_PI390587928		5.4328246		5.141147		4.6716313		4.98893		6.560553		7.0760484		8.703697		7.045033		6.609341		6.6454225		8.951037		6.4200387		2.1851442		3.8235195		16.359604		4.1586137		2.2603035		2.8368213		19.419123		2.6965382		1.1765165		1.9349012		4.032066		2.0561028		1.1277285		1.5042753		4.279406		1.4311085		Yes		Yes		Yes		U35_44k_v1_9328		LOC_Os08g02560.1		ref|NP_001060871.1| 6e-55  Os08g0119300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02560.1 1e-53 conserved hypothetical protein		CCATTCATGTGACATCACCTCTTGTATTTCTACGTTTGTTTGTGAAGCAATAGCTTTTTT		None		AT1G54520.1

		5490		CUST_29711_PI390587928		8.913998		7.5183587		7.18639		7.5859475		8.562664		6.7619915		5.4381886		7.347486		8.648679		6.7030845		5.3957725		7.29166		-1.2757393		-1.6892316		-3.3593948		-1.1797339		-1.2019017		-1.7596326		-3.4596293		-1.2262794		-0.26531887		-0.7563672		-1.7482014		-0.2384615		-0.35133362		-0.81527424		-1.7906175		-0.29428768		No		Yes		Yes		U35_44k_v1_5490		LOC_Os05g45020.1		ref|NP_001056099.1| 5e-74  Os05g0525900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g45020.1 1e-75 CCCH transcription factor putative expressed		TGGATTACCCGATTAAATGAGTGTAATGCATGGGTTAGTAGCCTCCCCCTGTTTCGTGAT		37249		AT4G29190.1

		11709		CUST_20327_PI390587928		6.2172947		6.5056205		5.992208		5.6110573		5.6890006		6.6303024		7.660252		7.5606484		6.0207705		6.6265264		7.395872		5.6142387		-1.4422228		1.0902673		3.1778347		3.8626506		-1.1459341		1.0874175		2.645727		1.0022076		-0.19652414		0.12468195		1.6680441		1.9495912		-0.5282941		0.120905876		1.4036641		0.0031814575		No		Yes		Yes		U35_44k_v1_11709		-		No hits found		No hits found		TATGACATTGTTTCGAGGGTGAGACGTAAGATGTAATGTGTGTTCATGTCCTTGAAAAAA		24217		0

		11940		CUST_11344_PI390587928		7.142304		6.76845		5.9362397		7.6975956		7.512404		7.688208		8.990566		9.000923		7.318197		7.864193		8.640534		8.224279		1.2924424		1.8917984		8.306994		2.4679747		1.1296633		2.1372316		6.5173917		1.440614		0.17589283		0.9197583		3.0543265		1.3033276		0.37010002		1.0957432		2.7042947		0.5266838		Yes		Yes		Yes		U35_44k_v1_11940		LOC_Os01g70080.1		gb|EAZ14682.1| 1e-33  hypothetical protein OsJ_004507 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70080.1 4e-35 NB-ARC domain containing protein expressed		GTTTAAAACTATGTATCTGTGGGAATGACTATAGCTCCGACACTGGTTACCTGCAAAAAA		25955		AT1G59780.1

		21316		CUST_4278_PI390587928		6.6274037		6.542721		6.4386134		7.0392404		6.7768		6.4938035		8.421886		6.9778075		7.0868263		6.299927		7.6261144		6.99787		1.1091053		-1.0344883		3.9538908		-1.0435016		1.3749914		-1.1832817		2.2775788		-1.0290909		0.4594226		-0.048917294		1.983273		-0.06143284		0.14939642		-0.24279356		1.187501		-0.04137039		No		Yes		Yes		U35_44k_v1_21316		LOC_Os07g18230.1		gb|EAZ39416.1| e-117  hypothetical protein OsJ_022899 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g18230.1 1e-119 lectin receptor-type protein kinase putative expressed		CAACAGTAGCTAGGGAGTATGTTAAACATTTAATGTTACTCTCGATGTCTATGTTCAGCT		16710		AT3G53810.1

		905		CUST_27713_PI390587928		5.8558064		3.968633		4.1017423		6.5846252		6.4880123		8.0400095		6.2346177		10.727188		4.5714192		7.3135567		6.4685874		4.0760093		1.5499331		16.811502		4.3859076		17.661829		-2.4357855		10.16067		5.158119		-5.6907387		-1.2843871		4.071377		2.1328754		4.142563		0.63220596		3.3449237		2.3668451		-2.508616		Yes		No		No		U35_44k_v1_905		LOC_Os12g36240.1		gb|AAM22829.1|AF427791_20 1e-20  CI2D [Hordeum vulgare]		LOC_Os12g36210.1 3e-18 subtilisin-chymotrypsin inhibitor CI-1B putative expressed		CCCAGCATGCTACCTGTGGATCAATGTACTTGACCAGTTATTTATAATTTGTGCTTCATA		452		0

		353		CUST_9766_PI390587928		7.0351505		6.6836753		6.557672		2.063777		6.0892167		6.767608		2.748985		1.5181423		5.6003604		6.6326656		4.314268		1.7475643		-1.9264355		1.0599035		-14.012932		-1.4596623		-2.7034283		-1.0359896		-4.73513		-1.2450577		-1.4347901		0.08393288		-3.808687		-0.5456346		-0.9459338		-0.051009655		-2.243404		-0.31621265		No		Yes		Yes		U35_44k_v1_353		LOC_Os10g05990.1		No hits found		No hits found		GCACCCATGATGAGTATTACTCCTACTACTCTGTAATTGTTATTTACTTGTTGGTATATG		4973		0

		24528		CUST_6923_PI390587928		7.2960167		6.7407928		9.362676		8.708886		7.1365314		6.1605606		7.828732		8.431792		6.414284		6.1249695		8.165151		8.378962		-1.1168886		-1.4950898		-2.8957632		-1.2117515		-1.8425866		-1.5324322		-2.293459		-1.2569476		-0.88173246		-0.58023214		-1.5339437		-0.2770939		-0.15948534		-0.61582327		-1.197525		-0.32992458		No		Yes		Yes		U35_44k_v1_24528		LOC_Os02g10350.1		ref|NP_001046197.1| 1e-53  Os02g0197200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10350.1 1e-55 MLO-like protein 2 putative expressed		TCTTTGTACTTGGTGTGGTGCATGTTTTGTTCTGTGTTACAACGCTGTTACTCGGTGGAG		19941		AT4G24250.1

		24645		CUST_7936_PI390587928		9.475449		9.310571		9.407777		10.116561		10.218878		10.113742		11.025653		10.452683		10.408436		10.804634		10.768548		10.571192		1.6741505		1.7449324		3.0692284		1.2623593		1.9092251		2.8168123		2.5682242		1.3704321		0.9329872		0.80317116		1.617876		0.3361225		0.7434292		1.4940634		1.3607712		0.45463085		Yes		Yes		Yes		U35_44k_v1_24645		-		dbj|BAD08776.1| 4e-25  zinc finger POZ domain protein-like [Oryza sativa Japonica Group]		LOC_Os08g41190.1 9e-26 ATBPM1 putative		TGGAAGCTAGAAATTGTAGAATCTTATTCCTGAAGTTTTGGTCTTAGTTGCTATCGAGTA		21100		AT5G19000.1

		46742		CUST_2023_PI390587928		3.8315594		3.3178768		3.8615506		3.1410367		2.8484042		2.2702954		2.1756504		2.1488004		2.883419		3.0578241		3.0104926		2.933589		-1.976784		-2.0670617		-3.217411		-1.9892663		-1.9293841		-1.1975224		-1.8038232		-1.1546438		-0.9481404		-1.0475814		-1.6859002		-0.9922364		-0.98315525		-0.26005268		-0.851058		-0.20744777		Yes		No		No		U35_44k_v1_46742		-		No hits found		No hits found		TATGACTAACAGAAGAGTTGATGAAGCTCATAAATGCTTCATATTGTGGAACCCAACATC		47238		0

		27815		CUST_29104_PI390587928		9.060194		9.245735		9.234415		9.627267		9.123698		10.207929		11.13959		10.217486		9.193055		10.242116		10.831054		10.079687		1.0450009		1.9482698		3.745544		1.5054758		1.0964661		1.994989		3.0243785		1.3683338		0.13286114		0.9621935		1.9051752		0.5902195		0.06350422		0.9963808		1.5966387		0.45242023		No		Yes		Yes		U35_44k_v1_27815		LOC_Os12g40419.3		gb|EAY83755.1| 3e-63  hypothetical protein OsI_037714 [Oryza sativa (indica cultivar-group)]		LOC_Os12g40419.3 7e-65 WAK-like kinase putative expressed		GCTGCACATGTATCACTACTACGAGCACAAGAACAACTCACATGTTTGAATGGGAAAAAA		12629		AT2G23450.1

		38693		CUST_35297_PI390587928		7.2584977		7.4984736		7.6823654		7.1625953		6.716746		6.8984437		6.480129		6.7578683		6.3276253		6.0093017		6.3783507		6.900955		-1.4557391		-1.515748		-2.3009613		-1.3238384		-1.9064286		-2.8072782		-2.4691503		-1.1988407		-0.93087244		-0.60002995		-1.2022367		-0.40472698		-0.54175186		-1.489172		-1.3040147		-0.26164007		No		Yes		Yes		U35_44k_v1_38693		LOC_Os04g26834.1		gb|EAZ30262.1| 7e-72  hypothetical protein OsJ_013745 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g27360.2 4e-64 pepsin A putative expressed		ACCAGGCCCTTGATGGAATTATTGGGTTTGGCCAATCAAATACATCAATGCTATCACAGC		34585		AT1G05840.1

		12650		CUST_7983_PI390587928		3.913563		2.9409714		2.9755821		3.6299706		4.8176465		3.4406633		5.4564095		4.6348786		4.4107504		4.0821977		5.3640003		2.5585086		1.8713553		1.4139116		5.582175		2.0068157		1.4114592		2.2056842		5.23583		-2.1015618		0.49718738		0.49969196		2.4808273		1.0049081		0.9040835		1.1412263		2.3884182		-1.0714619		Yes		No		No		U35_44k_v1_12650		LOC_Os07g35350.3		ref|NP_001059878.1| 2e-50  Os07g0538000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35350.3 5e-52 hydrolase hydrolyzing O-glycosyl compounds putative expressed		AGAGGCTCCTCAGCTTAACTCTCAGCTAGTCCCGGCCATGAAGAAAGTGCATGCGGCGTT		26500		AT5G55180.2

		7153		CUST_37044_PI390587928		9.021144		8.563516		8.737045		8.647002		8.709481		8.863632		10.381701		9.898595		9.259311		9.086011		10.036758		8.331547		-1.2411373		1.2312438		3.1267333		2.3810413		1.179493		1.4364376		2.4617994		-1.2444044		0.23816681		0.30011654		1.6446562		1.2515926		-0.31166267		0.52249527		1.2997131		-0.31545544		No		Yes		Yes		U35_44k_v1_7153		LOC_Os09g21710.1		ref|NP_001063070.1| 1e-57  Os09g0385700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g21710.1 3e-59 AN1-type zinc finger protein 2B putative expressed		CGTTGTGGCTGGGATTTAAGTTGAAATTGTGCACATTTGTTGTTAAATGAAGAATCAAGT		17795		AT3G28210.1

		19948		CUST_3882_PI390587928		8.60899		8.930073		8.71786		8.460357		9.413985		10.930764		10.135211		9.462195		10.347595		12.411517		10.6342745		8.766931		1.7471404		4.0019174		2.670946		2.0025506		3.3371246		11.169126		3.7748368		1.2367672		1.7386055		2.0006914		1.4173508		1.0018387		0.80499554		3.4814444		1.9164143		0.30657387		Yes		Yes		Yes		U35_44k_v1_19948		LOC_Os04g48850.1		gb|AAB18416.1| 9e-82  ACC synthase		LOC_Os04g48850.1 6e-63 1-aminocyclopropane-1-carboxylate synthase putative expressed		TACCACACACCGCGTGAGTGATGAGTCTATACCTAAAGGTTTATCTACATTTGTTATTTA		15816		AT1G01480.2

		24620		CUST_8003_PI390587928		10.163684		9.567374		10.3526		10.026878		10.165372		9.298252		8.65459		9.495705		9.524662		8.959081		9.337371		9.702382		1.0011708		-1.2050743		-3.244532		-1.4451044		-1.557273		-1.524455		-2.021224		-1.2522272		-0.6390219		-0.26912212		-1.6980104		-0.5311737		0.0016880035		-0.60829353		-1.0152292		-0.32449627		No		Yes		Yes		U35_44k_v1_24620		LOC_Os08g06630.3		emb|CAA10725.1| 2e-88  chloroplast sigma factor [Triticum aestivum]		LOC_Os08g06630.4 4e-83 RNA polymerase sigma factor rpoD putative expressed		AAAGTTCGATGCATCCAGGGGGTTCAGAATTTCCACTTACGTATACTGGTGGATTCGTCA		18895		AT1G64860.1

		22506		CUST_29671_PI390587928		6.804135		6.6130996		7.222612		7.586184		6.817524		6.569935		6.042475		6.4715447		6.626995		6.113115		6.337293		7.306837		1.0093238		-1.0303715		-2.2659824		-2.1654086		-1.1306401		-1.4141986		-1.8471727		-1.2136453		-0.17713976		-0.04316473		-1.1801367		-1.1146393		0.013389111		-0.49998474		-0.88531876		-0.27934694		No		Yes		Yes		U35_44k_v1_22506		LOC_Os05g41910.1		gb|EAY98570.1| e-104  hypothetical protein OsI_019803 [Oryza sativa (indica cultivar-group)]		LOC_Os05g41910.1 1e-106 expressed protein		AGAAACCATCAAAGAGGTATCCCCATCAACCCTGTGCCAGAAATGAAGAGGAAGATGACA		17646		AT1G50660.1

		46540		CUST_38009_PI390587928		11.465115		11.915778		11.060528		11.825916		11.660122		13.055359		14.4254465		13.609639		12.462422		13.414849		13.512158		11.445863		1.14473		2.2031698		10.302472		3.4431353		1.9962713		2.8266065		5.4703403		-1.3013902		0.9973078		1.1395807		3.3649187		1.7837229		0.19500732		1.4990711		2.4516306		-0.38005352		Yes		Yes		Yes		U35_44k_v1_46540		LOC_Os01g72080.1		gb|EAY77223.1| 1e-19  hypothetical protein OsI_005070 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72080.1 4e-21 calmodulin-like protein 1 putative expressed		TAGTTAAATCACGACATGTAAAATTTGTTGGTGAGCTGGATCGACCGAGGGTGTGTGCGT		46774		0

		8822		CUST_19999_PI390587928		9.567294		8.729434		11.584252		10.477548		9.224695		8.49233		10.093398		9.158502		9.48935		8.815162		9.929479		9.791848		-1.2680389		-1.1786247		-2.8105536		-2.4950106		-1.0555125		1.0612229		-3.148738		-1.6084816		-0.0779438		-0.23710442		-1.4908543		-1.319046		-0.34259892		0.08572769		-1.6547737		-0.68569946		No		Yes		Yes		U35_44k_v1_8822		LOC_Os10g21910.1		gb|AAC49275.1| 0.0  acetyl-CoA carboxylase		LOC_Os10g21910.1 0.0 acetyl-coenzyme A carboxylase ACC1A putative expressed		TGTTATTACTGGAAGAGCTAAGCTGGGTGGGATTCCAGTTGGTATCATAGCTGTGGAAAC		20443		AT1G36180.1

		41435		CUST_26206_PI390587928		7.918649		7.436275		8.45151		9.620952		8.880161		10.172624		11.540828		10.942206		9.273112		10.260739		11.334644		10.427505		1.9473498		6.6638165		8.510933		2.4988334		2.5570195		7.0835094		7.3775096		1.7490274		1.3544631		2.7363486		3.0893173		1.3212547		0.9615121		2.8244643		2.883134		0.8065529		Yes		Yes		Yes		U35_44k_v1_41435		LOC_Os07g03870.1		emb|CAH17379.2| 3e-63  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 8e-37 lectin-like receptor kinase 7 putative expressed		GGCTGAGAACTTCTTGTACTATGGTACGAATTCAACGTTTCATAGTGGACTGGATTATGG		50672		AT3G45390.1

		9018		CUST_11441_PI390587928		9.41674		9.605897		10.273527		10.039838		9.381114		9.388141		9.109333		9.24655		9.09055		8.9951		8.894635		9.582198		-1.0250018		-1.1629236		-2.24108		-1.73302		-1.2536981		-1.5271026		-2.6006856		-1.3732932		-0.32619		-0.21775627		-1.1641941		-0.79328823		-0.03562641		-0.6107969		-1.378892		-0.4576397		No		Yes		Yes		U35_44k_v1_9018		LOC_Os06g39520.2		gb|EAZ37535.1| 3e-51  hypothetical protein OsJ_021018 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39520.2 6e-53 myristoyl-acyl carrier protein thioesterase chloroplast precursor putative expressed		GCTGGGTTTCGGCACCATTGTACACGACGGGTTCATGTTCAGGCAGAACTTCTCCATCAG		22662		AT1G08510.1

		22642		CUST_37842_PI390587928		8.900502		9.421914		8.972135		9.622249		9.127402		9.449867		10.3114		9.761256		9.18562		9.541213		9.960854		9.482105		1.1703176		1.0195646		2.5302253		1.1011474		1.21851		1.0862069		1.9844222		-1.1020147		0.2851181		0.027953148		1.3392658		0.13900757		0.2269001		0.119298935		0.988719		-0.1401434		No		Yes		Yes		U35_44k_v1_22642		LOC_Os06g06280.2		gb|ABL11234.1| 2e-63  UCW98, putative galactosyltransferease [Hordeum vulgare subsp. vulgare]		LOC_Os06g06280.2 1e-61 beta-13-galactosyltransferase 6 putative expressed		ATCCGATTCGATTCGATTCCGTCACCAGGTAGTACGTACAATGATTGCCGTTTTGCAAGA		16902		AT1G53290.1

		26505		CUST_34108_PI390587928		6.353592		6.4845924		6.2932744		7.7026553		6.8541145		7.1582093		9.917578		8.786841		7.295212		7.4652905		9.715101		9.712303		1.4147259		1.5950669		12.33173		2.120179		1.9206836		1.9734201		10.716983		4.0268393		0.9416199		0.6736169		3.6243033		1.0841861		0.5005226		0.9806981		3.4218268		2.0096478		Yes		Yes		Yes		U35_44k_v1_26505		-		No hits found		No hits found		TTCTCATCTTCGGTCGTGACGCGGCTTTGAAGCTCGGTGTACACCCTCCTCGTCGTTCAT		22031		0

		21356		CUST_4908_PI390587928		6.3860908		6.458781		5.2638264		6.7492256		6.7901816		6.846187		8.030441		7.3623295		6.895869		7.3986697		7.7783103		7.167019		1.3232548		1.3080397		6.8050933		1.5295464		1.4238311		1.9183806		5.713932		1.3358827		0.509778		0.38740635		2.766615		0.61310387		0.40409088		0.93988895		2.514484		0.41779327		Yes		Yes		Yes		U35_44k_v1_21356		LOC_Os06g28124.1		ref|NP_001057635.1| 4e-66  Os06g0475400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g28124.1 8e-68 glycosyltransferase putative expressed		AAGGACCAGTCCCGCAAGTACCTGGAGTATATCGACAAGGTGACGGTGAAGACCCTGAGC		14311		AT3G18180.1

		19805		CUST_7071_PI390587928		12.628296		12.499661		12.883717		12.32948		12.080699		12.083546		11.449933		11.571156		12.066933		11.978969		11.986137		12.159438		-1.4616491		-1.3343302		-2.7015429		-1.6915251		-1.475663		-1.434644		-1.8629375		-1.1250913		-0.5613632		-0.41611576		-1.4337835		-0.7583246		-0.54759693		-0.5206928		-0.8975792		-0.17004204		No		Yes		Yes		U35_44k_v1_19805		LOC_Os03g49150.1		ref|NP_001050981.1| 2e-58  Os03g0698500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49150.1 5e-60 protein yippee-like putative expressed		CCCTAAAAGCTGTTTGTTATGGTTGCTGGAATGCCAATAAATTCTGTGTCTGAAGTGATC		12174		AT2G40110.1

		24552		CUST_25944_PI390587928		7.4182887		6.878614		3.6106777		6.238889		7.527167		7.260321		7.7314277		9.392621		6.99912		7.018627		7.5322113		7.658788		1.0783893		1.3028827		17.3968		8.899547		-1.3371567		1.1019152		15.153022		2.6756678		-0.41916847		0.3817072		4.12075		3.1537318		0.108878136		0.14001322		3.9215336		1.419899		Yes		Yes		Yes		U35_44k_v1_24552		-		ref|NP_001054956.1| 2e-27  Os05g0224700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g13770.1 4e-29 RNA polymerase Rpb7 N-terminal domain containing protein expressed		GAGGATGCCATTTATGAGACTCAATATCACCACTCATCATAATGTATTTCTACAATAAGG		21059		AT4G02420.1

		50335		CUST_28482_PI390587928		11.584743		11.581959		11.469494		11.290521		11.17455		11.190227		10.336171		10.968833		10.962436		10.791545		10.489034		11.340534		-1.3288631		-1.3119677		-2.1936338		-1.2497917		-1.5393345		-1.7295705		-1.9730947		1.0352746		-0.6223068		-0.39173222		-1.1333227		-0.3216877		-0.4101925		-0.79041386		-0.98046017		0.050013542		No		Yes		Yes		U35_44k_v1_50335		LOC_Os09g01590.1		emb|CAO70840.1| 4e-50  unnamed protein product [Vitis vinifera]		LOC_Os09g01590.1 2e-61 gastric triacylglycerol lipase precursor putative expressed		ATGTATATTATGAGATTGTACGTCTCAAGAGATAAATGTAGGAGTAGTACGGTATGGAAC		52426		AT2G15230.1

		2255		CUST_37152_PI390587928		7.311684		7.284052		7.1490855		6.6256833		7.774517		7.9919257		8.82724		6.526324		8.265123		8.2203		8.86041		6.7385406		1.3782456		1.6333951		3.2001832		-1.0712978		1.9364835		1.913545		3.2746124		1.0813679		0.95343924		0.7078738		1.6781545		-0.09935951		0.46283293		0.9362478		1.7113242		0.11285734		No		Yes		Yes		U35_44k_v1_2255		LOC_Os01g32660.1		gb|ABG45894.1| 0.0  mitogen-activated protein kinase kinase 6 [Oryza sativa (indica cultivar-group)]		LOC_Os01g32660.1 0.0 OsMKK6 - putative MAPKK based on amino acid sequence homology expressed		GCAAACAGAATCAAGCTGGTTGAGAAGTTGAGAATCAGGCAGTTTGTCCTCTCTAAAAAA		6018		AT5G56580.1

		24142		CUST_14234_PI390587928		7.4710402		6.9559		7.6132584		6.962911		7.1760383		6.723331		6.045137		5.94682		6.9531083		6.4769044		6.8531747		6.883639		-1.2268866		-1.1749254		-2.9651835		-2.0224323		-1.4319012		-1.3937732		-1.6935889		-1.0564849		-0.51793194		-0.23256922		-1.5681214		-1.0160913		-0.29500198		-0.4789958		-0.7600837		-0.07927227		No		Yes		Yes		U35_44k_v1_24142		LOC_Os06g12870.1		ref|NP_001057240.1| 8e-25  Os06g0235200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12870.1 2e-26 expressed protein		CTGTAAGTTGTAACTTTCAGAAAGAGATTGCTAGTTATCAGGGTTGTGTTTTGCCAAAAA		21789		AT1G70230.1

		17121		CUST_41412_PI390587928		3.9080784		3.6743937		4.398892		4.0543976		4.000562		3.9921653		6.3971367		6.2719765		4.448464		5.0143733		5.5576515		4.5987086		1.0662042		1.2464039		3.9951365		4.6511226		1.4543611		2.5314775		2.2326539		1.4583237		0.5403855		0.31777167		1.9982448		2.217579		0.09248376		1.3399796		1.1587596		0.54431105		Yes		Yes		Yes		U35_44k_v1_17121		LOC_Os01g45140.1		ref|NP_001043671.1| 0.0  Os01g0638000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		GTGTGGTTTTCTAAAATTTGAGAAAATTGTACTACTTTTGATCATGTGGAGCCTAGCTGA		14077		AT2G15480.1

		18640		CUST_31741_PI390587928		5.9791694		4.4824214		2.854194		3.2057645		6.6316857		6.044525		6.3470592		6.725239		6.3391113		6.263909		6.382692		5.372354		1.5719075		2.952841		11.257896		11.467463		1.2833743		3.4378045		11.539413		4.489608		0.35994196		1.5621037		3.4928653		3.5194743		0.65251637		1.7814875		3.528498		2.1665895		Yes		Yes		Yes		U35_44k_v1_18640		LOC_Os10g04730.1		gb|EAY77642.1| e-106  hypothetical protein OsI_031601 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 1e-108 protein kinase putative expressed		AACAATGTGGAGAATTCATCAATCTGCTTGGACATGCATGGCAATTATGGGAAGATGGAA		20782		AT1G11340.1

		22214		CUST_16390_PI390587928		5.859545		7.257229		6.511146		4.8221335		4.755922		6.7271667		5.5551553		2.9831765		4.9937835		6.758579		6.256061		4.953241		-2.1489372		-1.4439914		-1.9399115		-3.5775132		-1.8223016		-1.4128909		-1.1934061		1.0951339		-0.86576176		-0.5300622		-0.9559908		-1.8389571		-1.1036234		-0.49865007		-0.255085		0.13110733		Yes		No		No		U35_44k_v1_22214		LOC_Os11g02830.1		ref|NP_001065612.1| 0.0  Os11g0121400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g02830.2 0.0 serine/threonine-protein kinase NAK putative expressed		TTAACCCTAGAGATGAACTGCTGAGCTCTTATGTTGATATGGAGAGGTGTTGTTTACTTG		23774		AT5G01020.1

		20708		CUST_16925_PI390587928		3.8901489		3.3857622		3.9197805		5.3164787		2.9315414		4.143814		7.9795837		8.50121		3.1202366		3.5866566		7.307841		6.2595177		-1.943433		1.6912054		16.677176		9.092843		-1.7051661		1.1494107		10.469063		1.9225738		-0.76991224		0.7580519		4.059803		3.1847315		-0.95860744		0.20089436		3.3880603		0.94303894		No		Yes		Yes		U35_44k_v1_20708		LOC_Os01g02570.1		gb|EAY72272.1| 5e-56  hypothetical protein OsI_000119 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02570.1 2e-56 receptor-like kinase putative expressed		TGAAGTAAAAACTGTGAAGGATTGGGTTTTGTCCCTTGCTACTGTCGACCTCTTTTTCGG		13787		0

		703		CUST_41536_PI390587928		12.182055		10.3489685		9.763835		9.750929		10.382317		10.860088		14.105201		15.102337		9.712504		9.721732		14.917404		12.509888		-3.4815722		1.425156		20.271288		40.825764		-5.538714		-1.5446033		35.594173		6.7690754		-2.469551		0.51111984		4.341366		5.351408		-1.7997389		-0.62723637		5.153569		2.7589588		No		Yes		Yes		U35_44k_v1_703		LOC_Os01g28450.1		emb|CAA52893.1| 6e-79  PR-1a pathogenesis related protein (Hv-1a) [Hordeum vulgare subsp. vulgare]		LOC_Os01g28500.1 2e-60 pathogenesis-related protein PRMS precursor putative expressed		GCTATGTATTCTCCTCTCCATCATGGACAGTAATAAATAATGAGCTTTTTTACTGTACTG		2209		AT4G33720.1

		49425		CUST_33912_PI390587928		8.917357		9.316282		8.006926		8.257117		10.144984		10.469985		11.617595		10.420751		10.719861		9.639735		10.401311		7.909863		2.3418145		2.2248418		12.215738		4.480418		3.4882503		1.2513219		5.2575307		-1.2721372		1.8025036		1.1537027		3.6106691		2.1636333		1.2276268		0.32345295		2.3943853		-0.34725428		Yes		Yes		Yes		U35_44k_v1_49425		LOC_Os11g13970.1		gb|EAZ17962.1| 9e-29  hypothetical protein OsJ_032171 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g13970.1 1e-30 transferase putative		CGGCGGTGCGGAGCGGGAGGGCGAACAAGAATGACGGGAGGACGGTGCTGTACCCCGGGT		51134		AT2G39980.1

		20744		CUST_2044_PI390587928		9.482262		8.841099		8.923369		9.325467		9.355868		8.886784		7.672039		8.098973		8.894457		8.351769		8.101401		9.249742		-1.0915614		1.032173		-2.3806086		-2.339976		-1.502958		-1.4037921		-1.767816		-1.053891		-0.5878048		0.045684814		-1.2513304		-1.2264938		-0.12639332		-0.48932934		-0.8219681		-0.075725555		No		Yes		Yes		U35_44k_v1_20744		-		emb|CAE53909.1| 7e-25  putative SWIM protein; putative Zn-finger protein [Triticum aestivum]		LOC_Os09g10380.1 2e-17 transposon protein putative unclassified		CAGATCAGAACAGAGCTATGGAGGTGGCTATAAGTAAAATCTATCGTTAGACTGTGTACA		13737		AT4G38180.1

		2806		CUST_26833_PI390587928		8.252685		8.714894		8.257979		6.2580433		7.588728		7.766627		5.7341576		5.271011		8.161232		8.217908		7.268549		5.947326		-1.584422		-1.9295541		-5.7510357		-1.9821037		-1.0654424		-1.4112625		-1.985401		-1.240324		-0.0914526		-0.94826746		-2.5238218		-0.9870324		-0.66395664		-0.4969864		-0.9894304		-0.3107171		Yes		No		No		U35_44k_v1_2806		LOC_Os01g54540.1		ref|NP_001044246.1| e-102  Os01g0749200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g54540.1 1e-104 50S ribosomal protein L13 chloroplast precursor putative expressed		CTTTCCATTGGATGGTGTAAATTTTGACCAGAATCTCAGTTACGTTCAAAAGATGTTATC		6936		AT1G78630.1

		17816		CUST_998_PI390587928		9.705884		9.934475		9.870336		10.927444		10.564765		11.563515		12.92748		11.538349		10.506734		11.983043		12.435489		11.412743		1.813631		3.0930705		8.323234		1.5272166		1.7421272		4.1369505		5.918178		1.3998752		0.8008499		1.6290398		3.0571442		0.6109047		0.858881		2.0485678		2.5651531		0.48529816		Yes		Yes		Yes		U35_44k_v1_17816		LOC_Os08g31410.7		gb|EAZ06949.1| 0.0  hypothetical protein OsI_028181 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31410.7 0.0 sulfate transporter 1.2 putative expressed		CGTGGTGGTAGTGTTGCAAAATAAGTACTCCCTATCCGTTTTATAATATAAGAACGTTTT		9827		AT1G78000.2

		16514		CUST_19590_PI390587928		9.322635		10.366292		11.569781		10.696019		9.373267		9.660836		11.264781		9.564544		9.620095		9.565202		10.789429		10.319361		1.0357189		-1.6306597		-1.2354189		-2.190827		1.2289792		-1.7424173		-1.7175506		-1.2983311		0.29746056		-0.7054558		-0.3050003		-1.1314754		0.050632477		-0.80109024		-0.7803526		-0.37665844		No		Yes		Yes		U35_44k_v1_16514		LOC_Os03g12910.1		ref|NP_001049463.1| 0.0  Os03g0231800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12910.1 0.0 squalene monooxygenase putative expressed		GCTGAACCCCGTTATAGACCATGATATGTCTTCAGTTATACGGGCCAGCCCATCAAAAAA		5809		AT1G58440.1

		31710		CUST_11607_PI390587928		6.0815854		6.471893		7.289538		6.8540816		5.7671413		5.8900323		6.241165		5.7058883		5.738102		5.093055		6.4666805		6.042151		-1.2435324		-1.4967782		-2.0681958		-2.2163618		-1.2688165		-2.6005883		-1.768906		-1.7555592		-0.34348345		-0.58186054		-1.0483727		-1.1481934		-0.31444407		-1.3788381		-0.8228574		-0.81193066		No		Yes		Yes		U35_44k_v1_31710		-		gb|EAZ24096.1| 2e-30  hypothetical protein OsJ_007579 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g44440.1 4e-32 retrotransposon protein putative unclassified		ATTGAGCCTGTCAAGGTGTGCCGAAAAGCCCCACGAGTTTCCCACCTGTTGTTCGCAGAT		None		0

		14093		CUST_580_PI390587928		13.924161		14.320308		13.419258		14.518748		14.740647		15.604648		16.587763		14.899132		14.933362		16.220163		16.10555		14.430317		1.7611116		2.435706		8.991144		1.3016878		2.0127962		3.7317584		6.4365726		-1.0632135		1.009201		1.2843399		3.1685047		0.3803835		0.81648636		1.8998556		2.6862926		-0.08843136		Yes		Yes		Yes		U35_44k_v1_14093		LOC_Os06g50300.2		No hits found		No hits found		CGTGTAATGTACTACTGTACCTAGTTTCTTGTTTAATGACGATACCCTAGCTAGTTGGAA		630		0

		13334		CUST_34250_PI390587928		4.164074		3.2198226		3.5367515		4.4055085		5.526545		7.240265		7.252831		6.4965873		6.50156		7.205078		7.1767764		5.103254		2.571252		16.228323		13.141695		4.2606654		5.054212		15.837311		12.466848		1.6219679		2.3374863		4.020442		3.7160795		2.0910788		1.3624711		3.9852555		3.640025		0.6977453		Yes		Yes		Yes		U35_44k_v1_13334		LOC_Os03g29410.1		ref|NP_001050336.1| 1e-60  Os03g0407900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29410.1 3e-62 protein kinase APK1B chloroplast precursor putative expressed		CAGCATGCCGCAATTAAAGAAAGCAAACGTACAGCAATAGCCGCGTACACTTGTGTTAAA		30881		AT2G05940.1

		47294		CUST_1797_PI390587928		5.2949557		4.5433097		6.8244476		7.116711		4.569156		3.53247		5.5655894		5.48416		4.5218086		4.4288445		5.9029937		7.0674305		-1.6538169		-2.0150836		-2.3930628		-3.100608		-1.7089937		-1.0825737		-1.8940232		-1.0347488		-0.7731471		-1.0108397		-1.2588582		-1.6325512		-0.72579956		-0.11446524		-0.92145395		-0.049280643		Yes		Yes		Yes		U35_44k_v1_47294		LOC_Os08g34550.1		ref|NP_001061924.1| 2e-53  Os08g0445000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34550.1 5e-55 RING-H2 finger protein ATL2C putative expressed		CTCTCGAAGCCCACGATGGACAAGAAAGAGAGCTTTTCCATCTCCAAGATATGGATGCGG		48196		AT4G30400.1

		12596		CUST_25880_PI390587928		6.261872		6.841415		7.1642404		6.5950146		5.483011		6.2672553		5.2149677		5.626014		5.560333		6.0132155		5.6425724		6.2377105		-1.7157758		-1.48881		-3.8617978		-1.9574838		-1.6262387		-1.775468		-2.8712282		-1.2810298		-0.70153904		-0.5741596		-1.9492726		-0.96900034		-0.77886105		-0.8281994		-1.521668		-0.3573041		Yes		Yes		Yes		U35_44k_v1_12596		LOC_Os03g03570.2		gb|EAY88364.1| e-149  hypothetical protein OsI_009597 [Oryza sativa (indica cultivar-group)]		LOC_Os03g03570.2 1e-150 ATP binding protein putative expressed		CTGCTATCTGGAACATAGTAGCAGAATAGGGTGTTAAAACAGGAAAAGGGTTTTCTGATT		47891		AT1G12460.1

		43458		CUST_19853_PI390587928		7.0947704		6.4531264		7.172083		7.3781166		8.333768		8.380005		9.135337		7.9280353		8.839568		8.9335785		8.835488		7.631084		2.3603446		3.802316		3.899405		1.4640031		3.3514786		5.5807233		3.1676335		1.1916556		1.7447977		1.9268785		1.963254		0.54991865		1.2389975		2.480452		1.6634054		0.25296736		Yes		Yes		Yes		U35_44k_v1_43458		LOC_Os01g36790.1		emb|CAO64291.1| 5e-31  unnamed protein product [Vitis vinifera]		LOC_Os01g36790.1 3e-44 protein kinase putative expressed		GCGACTCCAAGAAAAACTCCATCACCACGCTGGATGGGTTCTCTGACGCGGTCTATACCG		40130		AT1G70520.1

		7375		CUST_21329_PI390587928		7.554489		6.9702754		6.2281036		6.8221493		8.38139		8.858552		8.623157		8.320682		8.36253		8.68803		8.61707		7.2922845		1.7738702		3.7019274		5.259964		2.825551		1.750832		3.2892413		5.23782		1.3852392		0.8080406		1.8882766		2.395053		1.4985323		0.8269005		1.7177548		2.3889666		0.4701352		Yes		No		No		U35_44k_v1_7375		LOC_Os06g40650.4		gb|EAZ01627.1| e-112  hypothetical protein OsI_022859 [Oryza sativa (indica cultivar-group)]		LOC_Os06g40650.4 1e-113 copine-1 putative expressed		TCTGATAATTGCTGATGGACAGGTTACTCGAAGTGTGGATACACAGTCTGGGCAGTTAAG		15123		AT3G01650.1

		1801		CUST_21609_PI390587928		7.600554		8.559589		8.086876		5.981115		7.3356285		7.9164624		4.8626285		4.0534973		7.4953704		7.1413307		5.8206573		5.3431		-1.201574		-1.5617105		-9.345342		-3.8042645		-1.0756313		-2.6726272		-4.810606		-1.5561863		-0.1051836		-0.64312696		-3.2242475		-1.9276175		-0.26492548		-1.4182587		-2.2662187		-0.6380148		Yes		Yes		Yes		U35_44k_v1_1801		LOC_Os04g54810.1		gb|AAK38481.1| 0.0  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		TTTCATCAGCTCCATTCGATTCGAGTCATGTTATAAGGAAAATGTCAACTTGATTCACAG		7032		AT5G64570.1

		12938		CUST_39813_PI390587928		5.9541435		5.971645		5.0982833		5.0381703		7.1243057		8.391599		10.784873		8.927873		8.018586		10.692253		10.527814		7.9951224		2.25037		5.351539		51.503185		14.8223505		4.1827235		26.366026		43.09745		7.7648177		2.0644426		2.4199538		5.6865897		3.8897023		1.1701622		4.720608		5.4295306		2.956952		Yes		Yes		Yes		U35_44k_v1_12938		-		ref|NP_001057538.1| 7e-51  Os06g0329900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22440.1 2e-52 benzoate carboxyl methyltransferase putative expressed		TTTGTGAATATGACGAGAGCCGTATTCGAGCCGGTAATAGTCCTGCATTTTGGAGAAGTC		24056		AT3G11480.1

		17228		CUST_17251_PI390587928		3.6897857		4.535223		2.161292		2.152813		4.7782817		2.5934408		6.885484		5.4234567		4.346124		3.156812		6.8383503		4.06382		2.1265223		-3.8417995		26.431604		9.650767		1.5760775		-2.5998187		25.58202		3.7607148		0.65633845		-1.9417822		4.724192		3.2706437		1.088496		-1.378411		4.677058		1.9110069		No		Yes		Yes		U35_44k_v1_17228		LOC_Os11g37950.1		gb|AAT67050.1| 3e-57  pathogenesis-related protein 4 [Triticum monococcum]		LOC_Os11g37950.1 3e-50 win2 precursor putative expressed		CTAGGAAACAATTACGGACGAATAATATATAAAGATGTCGTCTGTTGGATGTGGGAAAAA		6576		AT3G04720.1

		40574		CUST_2467_PI390587928		8.022492		8.193256		7.8286705		8.357381		8.495402		9.06855		9.700344		9.1009245		8.777612		9.2485		9.384581		8.791013		1.3879061		1.8343816		3.6595685		1.6742833		1.6877712		2.078069		2.9401915		1.3506294		0.7551193		0.87529373		1.8716736		0.7435436		0.47290993		1.0552435		1.5559101		0.4336319		No		Yes		Yes		U35_44k_v1_40574		-		gb|AAN23087.1| 2e-13  putative rp3 protein [Zea mays]		LOC_Os01g71106.2 1e-12 NBS-LRR disease resistance protein putative expressed		GCATTACAAACACTGGTATTTAAGCATAGGTCAAATCCTATCAGATAGTTGTCACAATGT		50503		0

		14227		CUST_2700_PI390587928		11.420807		10.682309		10.484538		9.891364		11.701495		11.259021		11.762034		10.666606		11.877294		11.46774		11.472435		10.048745		1.2147743		1.4914459		2.424179		1.7114769		1.3721961		1.7236071		1.9832917		1.1152607		0.4564867		0.57671165		1.2774963		0.77524185		0.2806883		0.7854309		0.9878969		0.15738106		No		Yes		Yes		U35_44k_v1_14227		LOC_Os02g48200.1		gb|EAY87267.1| 2e-07  hypothetical protein OsI_008500 [Oryza sativa (indica cultivar-group)]		LOC_Os02g48210.1 4e-09 lectin-like protein kinase putative expressed		GGCCGCTGGTCAAAAGAGAACCTATACGAGGGCTACGTATTATGTATTGTATACTGTATT		23149		0

		3047		CUST_33569_PI390587928		8.469653		8.873439		7.4964557		8.827582		8.806075		8.694907		8.97743		9.084056		8.661907		8.659465		8.667928		9.153064		1.2626213		-1.1317314		2.7913725		1.1945552		1.1425475		-1.1598787		2.252414		1.2530825		0.19225407		-0.17853165		1.4809747		0.25647354		0.33642197		-0.213974		1.1714721		0.3254814		No		Yes		Yes		U35_44k_v1_3047		LOC_Os02g30310.1		ref|NP_001046919.1| e-173  Os02g0506500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g30310.1 1e-175 ubiquitin-activating enzyme E1 domain-containing protein 1 putative expressed		AACAGACATCCTTCCAGAAGGCCTTGTCCGTGAACTTCCAGATGAAGATTCCTACATAGA		8176		AT1G05350.1

		17330		CUST_40585_PI390587928		14.733238		14.690612		14.532418		15.027271		15.357842		15.407496		16.289175		15.499321		15.817887		15.808984		15.645816		15.360881		1.5417879		1.643629		3.3793757		1.3870788		2.1208596		2.1710184		2.1635456		1.2601624		1.0846491		0.7168846		1.7567568		0.4720497		0.6246042		1.118372		1.1133976		0.33360958		No		Yes		Yes		U35_44k_v1_17330		LOC_Os02g06690.1		gb|AAY16797.1| 2e-57  cold acclimation induced protein 2-1 [Triticum aestivum]		LOC_Os06g46740.1 1e-36 early nodulin 20 precursor putative expressed		CTCTGCAGAGGATTTTACCTTTGTACGTAGGAGTATTTGTTTTCCGATTGTGAAATAATA		10022		AT3G20570.1

		20160		CUST_41190_PI390587928		5.323917		4.767107		4.5388017		4.339067		6.3016567		6.5874805		6.5073314		5.1895385		6.6054344		6.6101813		7.026116		4.9457874		1.9693776		3.5317264		3.9136906		1.8030901		2.4309454		3.5877376		5.607331		1.5227937		1.2815175		1.8203735		1.9685297		0.8504715		0.9777398		1.8430743		2.4873142		0.60672045		Yes		No		No		U35_44k_v1_20160		-		gb|EAZ43407.1| 2e-31  hypothetical protein OsJ_026890 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32690.2 9e-22 ubiquitin-protein ligase/ zinc ion binding protein putative expressed		ATGCACATAAACAGGCATCATGCATGTCTCGGATCAATCGGTAGATTTTTTGAAAAATGA		18060		AT5G48655.3

		41558		CUST_10439_PI390587928		12.153798		11.906208		10.991063		11.7682085		11.985219		13.238933		12.832531		13.452386		12.055527		13.119511		12.854531		11.69604		-1.123951		2.518779		3.5837448		3.213571		-1.07049		2.3186781		3.6388137		-1.0512956		-0.09827137		1.3327246		1.8414679		1.6841774		-0.1685791		1.2133026		1.8634682		-0.07216835		Yes		Yes		Yes		U35_44k_v1_41558		LOC_Os01g09100.1		gb|AAZ86537.1| 2e-59  WRKY1 [Lolium perenne]		LOC_Os01g09100.1 3e-41 OsWRKY10 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GCCGCTGGCCTACTGCAATTCTGAACCAAACCAGCTAATTCCGTTCTGCTTTTCATACAG		18462		AT5G26170.1

		45625		CUST_37666_PI390587928		5.697964		6.19906		6.8774357		6.122063		5.0808454		5.4711185		5.5970097		5.62581		5.0437303		4.95756		5.691866		5.7550087		-1.533809		-1.6562742		-2.429107		-1.4105453		-1.5737801		-2.3644423		-2.274532		-1.289717		-0.65423393		-0.7279415		-1.280426		-0.496253		-0.61711884		-1.2414999		-1.1855698		-0.36705446		No		Yes		Yes		U35_44k_v1_45625		LOC_Os07g25390.1		ref|NP_001059497.1| 5e-62  Os07g0434500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g25390.1 1e-63 DRD1 putative expressed		TTTCTGGTGAAGAATTTAGTCTCTGACAAACCAGGAGGTTGCATTCTAGCTCATGCCCCT		44726		AT2G16390.1

		23366		CUST_16899_PI390587928		4.408568		4.3569245		5.0065293		4.4223127		4.3566947		4.04807		3.3532321		2.3141088		4.060871		3.3721046		4.332236		4.734901		-1.03661		-1.2387239		-3.145517		-4.311542		-1.2725275		-1.9790663		-1.5958151		1.2419337		-0.34769678		-0.30885458		-1.6532972		-2.108204		-0.051873207		-0.9848199		-0.6742935		0.3125882		Yes		No		No		U35_44k_v1_23366		-		No hits found		No hits found		CAAGTACGCCTTCGGTTTTAGCCACCAGGGGCTTGTCTATGAATAAACTTTTGCAAAAAA		19283		0

		76		CUST_37703_PI390587928		8.717704		9.0886		8.950466		9.516887		7.7204		8.9656105		7.410244		7.384252		7.246959		8.175458		7.6171393		9.182465		-1.996266		-1.0889893		-2.908393		-4.3851757		-2.7716491		-1.8831426		-2.5198307		-1.2608722		-1.4707446		-0.122989655		-1.5402222		-2.1326346		-0.99730396		-0.9131422		-1.3333268		-0.3344221		Yes		Yes		Yes		U35_44k_v1_76		LOC_Os04g40950.2		sp|P08477|G3PC_HORVU 2e-86  Glyceraldehyde-3-phosphate dehydrogenase, cytosolic		LOC_Os04g40950.1 1e-85 glyceraldehyde-3-phosphate dehydrogenase cytosolic 3 putative expressed		GTCTTGTGCATGTGTAGTCTTAATTGCTGTAATATGTTATGAAAACCTTCCCTATGATCA		235		AT3G04120.1

		47092		CUST_39159_PI390587928		4.180865		4.12888		4.9106946		3.7111282		2.666722		3.3680117		2.8789032		2.3977132		2.8524253		2.8371022		2.361602		3.2711365		-2.8562906		-1.6945102		-4.089123		-2.4852915		-2.511309		-2.4482958		-5.85266		-1.3565966		-1.3284395		-0.7608683		-2.0317914		-1.313415		-1.5141428		-1.2917778		-2.5490925		-0.4399917		Yes		No		No		U35_44k_v1_47092		LOC_Os01g26000.1		ref|NP_001043024.1| e-109  Os01g0361700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g26000.1 1e-110 acyltransferase/ catalytic putative expressed		TAACATGTCTACTATCCTGAAGCATACGAATATACTGGACAAACTACCAGAAGACACACT		47894		AT1G54570.1

		43793		CUST_22409_PI390587928		6.212685		6.6452084		5.959928		5.750267		5.7328677		5.858078		4.474964		4.9137125		5.4499745		5.660689		4.5613704		4.9575043		-1.3945671		-1.7256386		-2.7991016		-1.7857802		-1.6966754		-1.9786541		-2.6363788		-1.7323889		-0.7627106		-0.78713036		-1.4849639		-0.8365545		-0.4798174		-0.9845195		-1.3985577		-0.79276276		No		Yes		Yes		U35_44k_v1_43793		-		gb|EAZ31637.1| 5e-12  hypothetical protein OsJ_015120 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g47480.1 1e-13 conserved hypothetical protein		ATATGTCTATGGTGGTATGGTGGTGTCTCTTTTCTAATGGAAAATGTTGGGCCTAAAAAA		40872		0

		18936		CUST_9615_PI390587928		7.8233337		8.043363		7.615605		5.9079723		6.9701214		7.178141		5.116167		5.0455823		7.162748		7.383182		6.509657		5.628858		-1.8065189		-1.8216193		-5.65465		-1.8180476		-1.5807245		-1.5802804		-2.1524026		-1.2134496		-0.6605859		-0.8652215		-2.4994378		-0.86239004		-0.85321236		-0.66018057		-1.105948		-0.27911425		Yes		No		No		U35_44k_v1_18936		LOC_Os12g35630.3		ref|NP_001066956.1| 9e-48  Os12g0541500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g35630.3 2e-49 elongation factor TS family protein expressed		CTTCTTGTGGTATTGTTCCTTACGTTGGTAAATGACCCAAGAAACAATGCACTTATTTTT		9936		AT4G29060.2

		21939		CUST_39895_PI390587928		5.3064613		5.4329033		6.0596085		5.8524227		4.579949		4.7876697		3.3293655		4.0371537		3.8595264		3.9946177		3.652156		5.435161		-1.6546344		-1.5639925		-6.635674		-3.5192523		-2.7262824		-2.7099864		-5.305366		-1.3353904		-1.4469349		-0.64523363		-2.730243		-1.815269		-0.72651243		-1.4382856		-2.4074523		-0.4172616		Yes		Yes		Yes		U35_44k_v1_21939		LOC_Os08g03420.4		ref|NP_001060908.1| 3e-63  Os08g0128000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03420.4 7e-65 kelch motif family protein expressed		TAATTGCTATGGCGTTCCCAGCAGTTCTTGTGAACTGTCTGCTGTTTAGTGTTTAAAAAA		36924		AT1G51540.1

		6850		CUST_18587_PI390587928		7.7649074		6.8952584		4.5307026		3.9833062		7.40657		7.5130982		7.3058662		7.2443337		7.9655976		7.346725		6.6678967		4.8941975		-1.2819477		1.5345757		6.8455367		9.586656		1.1492481		1.3674296		4.3990564		1.8802067		0.20069027		0.6178398		2.7751637		3.2610276		-0.3583374		0.45146656		2.1371942		0.9108913		Yes		No		No		U35_44k_v1_6850		LOC_Os04g32320.1		gb|EAZ23212.1| 2e-41  hypothetical protein OsJ_006695 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g31030.1 4e-43 glycerophosphodiester phosphodiesterase putative expressed		TTGTAAATTCGGACCCTTAAATATCTACGAACACGCCCGATCAGTGACCAGACGTGTTTC		14377		AT3G02040.1

		14211		CUST_2716_PI390587928		15.885797		15.985374		15.5314455		16.015076		16.160841		16.206055		16.930902		16.431814		16.598934		16.897512		16.853006		16.487354		1.2100314		1.1652828		2.6380227		1.3349063		1.6393656		1.8818322		2.4993637		1.3872988		0.7131376		0.22068024		1.399457		0.4167385		0.27504444		0.912138		1.3215609		0.4722786		No		Yes		Yes		U35_44k_v1_14211		LOC_Os04g56160.1		sp|P83970|PMA1_WHEAT 0.0  Plasma membrane ATPase (Proton pump)		LOC_Os04g56160.1 0.0 plasma membrane ATPase putative expressed		ACTAGTCGGTGATCTTGCGGAAGCAAGACGAGAAATAATCACTGCAAATTTTCTGCCAAA		680		AT4G30190.1

		18541		CUST_10638_PI390587928		5.5786433		3.649254		2.9064987		2.1537323		4.4395905		4.3122687		7.9559007		7.718366		4.7212763		5.59942		8.040523		3.381298		-2.202364		1.5833879		33.114754		47.32839		-1.8117288		3.8641899		35.115196		2.3417153		-0.85736704		0.66301465		5.049402		5.564634		-1.1390529		1.950166		5.1340237		1.2275658		Yes		Yes		Yes		U35_44k_v1_18541		LOC_Os01g71060.1		gb|EAY77143.1| 4e-47  hypothetical protein OsI_004990 [Oryza sativa (indica cultivar-group)]		LOC_Os01g71060.1 2e-36 xylanase inhibitor putative expressed		CGACACGTCCTATGTGTTGTGTAACGAAAACAGCCAACACGTCTATTTGTGGATAAAAAA		12382		AT1G03220.1

		423		CUST_35728_PI390587928		11.036334		11.365407		10.913823		9.356874		13.205711		13.312051		13.0750265		10.968147		12.582355		13.57447		13.931201		9.825857		4.498292		3.8547676		4.472878		3.0552127		2.9201055		4.6237473		8.096946		1.3841331		1.5460205		1.9466438		2.1612034		1.6112728		2.1693773		2.2090626		3.0173779		0.4689827		Yes		Yes		Yes		U35_44k_v1_423		LOC_Os01g71350.1		gb|AAD28732.1|AF112965_1 e-142  beta-1,3-glucanase precursor [Triticum aestivum]		LOC_Os01g51570.1 1e-115 glucan endo-13-beta-glucosidase GII precursor putative expressed		GTGATGCAAACAGCATGCATTTCAGTCAACCACTCGTGTGTGCGTTATGTTCTATTTTTT		1639		AT3G57260.1

		14163		CUST_38218_PI390587928		2.9876664		1.9724698		2.2024362		2.7094228		4.0138664		4.6334996		5.8456		5.876391		4.7175207		5.3736625		6.488935		5.5652237		2.0366528		6.3248434		12.494003		8.981573		3.3169432		10.564794		19.51483		7.2390523		1.7298543		2.6610298		3.643164		3.166968		1.0262		3.4011927		4.286499		2.8558009		Yes		Yes		Yes		U35_44k_v1_14163		LOC_Os07g44499.1		gb|EAZ04858.1| 2e-70  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 3e-72 peroxidase 56 precursor putative expressed		ACTCCGTATAGGTGCTGTCATTGTTGGCTTTCTCATACTACCAAGGTGGTGTTTCTTTTC		7082		AT2G39040.1

		22436		CUST_7129_PI390587928		10.602078		10.148114		9.731208		10.451511		11.601909		11.972069		12.189593		11.293908		11.865918		12.762054		12.180654		11.361743		1.9997647		3.5405035		5.496013		1.7930264		2.40134		6.1217337		5.4620624		1.8793472		1.2638397		1.8239546		2.4583855		0.84239674		0.99983025		2.6139402		2.4494457		0.9102316		Yes		Yes		Yes		U35_44k_v1_22436		LOC_Os07g35660.1		gb|EAZ04183.1| 3e-09  hypothetical protein OsI_025415 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35330.1 1e-08 receptor-like protein kinase homolog RK20-1 putative expressed		TTTGACCTCTTGGGTGCGGGACTCGTATTTCAAGCAATTGGATTTGCATGGCTTTTCTTC		18906		0

		3451		CUST_31036_PI390587928		9.891513		10.534637		10.097255		8.3411		9.397834		9.635104		7.9294357		7.4906936		9.645429		9.92974		9.015079		8.0636		-1.408031		-1.8654624		-4.493436		-1.8030084		-1.1859838		-1.5208707		-2.1172273		-1.2120928		-0.24608421		-0.8995333		-2.167819		-0.85040617		-0.49367905		-0.6048975		-1.0821762		-0.27750015		Yes		No		No		U35_44k_v1_3451		LOC_Os05g49320.1		sp|Q06030|RK121_SECCE 4e-45  50S ribosomal protein L12-1, chloroplast precursor (CL12-1)		LOC_Os01g47330.1 2e-43 50S ribosomal protein L12-1 chloroplast precursor putative expressed		ATTACTGGATGTTGAATTCTTTAGATTCCTAATTGGTACTGTTGGTTTTGGATGAAAAAA		8125		AT3G27850.1

		38037		CUST_615_PI390587928		4.494766		4.3670382		3.7667487		5.3056164		5.1782403		5.6188674		7.008905		5.4987454		5.582029		6.052694		6.4056745		5.2848682		1.6060024		2.3814316		9.462072		1.1432406		2.124705		3.2168655		6.2286773		-1.0144855		1.0872626		1.2518291		3.2421563		0.19312906		0.68347406		1.6856556		2.6389258		-0.020748138		Yes		Yes		Yes		U35_44k_v1_38037		LOC_Os04g32950.5		gb|EAY93972.1| 3e-75  hypothetical protein OsI_015205 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32950.3 2e-78 calnexin homolog precursor putative expressed		CCATACAAGATCAAGATCATTGTAAGGACCAAGAACCTTTGTCTCCTCTGTTCAAACGGT		33816		AT5G61790.1

		17916		CUST_29242_PI390587928		1.7730535		2.272556		1.9042786		1.7995763		3.045334		4.925346		5.9504056		6.6492486		4.4037757		5.884146		4.872438		2.0148623		2.4154308		6.288822		16.519829		28.833466		6.193359		12.223539		7.8253713		1.1609341		2.630722		2.6527898		4.046127		4.8496723		1.2722806		3.6115901		2.9681592		0.21528602		Yes		Yes		Yes		U35_44k_v1_17916		LOC_Os01g62260.1		ref|NP_001044756.1| e-104  Os01g0839900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62260.1 1e-106 osmotin-like protein precursor putative expressed		ATGTTTAGATGGGCACTGATCTGGTGGTCACTTGGTCGACCAATGTCTTCAGTCAAAAAA		9094		AT2G28790.1

		47593		CUST_40943_PI390587928		4.0067677		4.654471		5.316511		4.420689		3.7556489		3.908624		3.8565476		4.3320756		3.4496534		3.2449083		4.3243275		3.7865222		-1.1901298		-1.6769584		-2.7510142		-1.0633478		-1.4713234		-2.6565661		-1.9891936		-1.5520413		-0.55711436		-0.745847		-1.4599636		-0.08861351		-0.2511189		-1.4095626		-0.9921837		-0.63416696		No		Yes		Yes		U35_44k_v1_47593		LOC_Os04g54840.1		gb|EAZ32160.1| 2e-76  hypothetical protein OsJ_015643 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g54840.1 5e-78 NRPD2a putative expressed		AATTACACAAAGCTGGTTTTTCAAGGTGGGGAGGTGAGAGCGTTCTAAATGGCCAGAATG		48772		AT3G23780.1

		25908		CUST_39497_PI390587928		4.0053406		5.0942574		3.506307		4.3966427		2.7450292		5.1942716		8.7659645		7.3920918		2.283548		3.411815		8.24677		6.251816		-2.3954744		1.071784		38.31023		7.974804		-3.2984598		-3.209709		26.731396		3.6179516		-1.7217925		0.10001421		5.259658		2.995449		-1.2603114		-1.6824424		4.7404633		1.8551731		No		Yes		Yes		U35_44k_v1_25908		LOC_Os11g38780.1		gb|EAY81495.1| 3e-35  hypothetical protein OsI_035454 [Oryza sativa (indica cultivar-group)]		LOC_Os11g38780.1 1e-36 calcium ion binding protein putative		GATCTGATGGAGTTCACTAAGGTTTTGGAGGATAGCTTTTGCTAAACATACTTATTTCTG		24557		AT5G39670.1

		12465		CUST_12748_PI390587928		7.9157867		8.545124		6.591917		7.4929466		6.974043		6.5072007		5.9074616		6.674517		7.2706084		7.4940076		5.1826735		7.5141397		-1.9208486		-4.1065397		-1.6070952		-1.7634852		-1.5639325		-2.0721328		-2.6559787		1.0147983		-0.6451783		-2.0379233		-0.6844554		-0.81842947		-0.94174385		-1.0511165		-1.4092436		0.021193027		Yes		No		No		U35_44k_v1_12465		LOC_Os08g16810.1		ref|NP_001061413.1| 5e-09  Os08g0269500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g16810.1 1e-10 expressed protein		ACATGTTTGTACACCAAGCAATCGACAGTATGCGTGGATAAAATGGAATTCAGACATGCA		3553		0

		15950		CUST_6465_PI390587928		6.570316		6.567056		6.6453624		6.5147424		5.0351057		5.1046414		5.0925336		4.87961		5.2036376		5.4552536		5.0997505		6.166828		-2.8983064		-2.7556922		-2.9339185		-3.1061604		-2.5787613		-2.161155		-2.9192786		-1.2727193		-1.3666782		-1.4624147		-1.5528288		-1.6351323		-1.5352101		-1.1118026		-1.5456119		-0.34791422		Yes		Yes		Yes		U35_44k_v1_15950		LOC_Os07g37850.1		gb|EAZ40326.1| 1e-29  hypothetical protein OsJ_023809 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37850.1 2e-31 expressed protein		GCATGTCTCGCTTGGTTTGTTGTTACCAGTGTAATGTGTTTCAGTTCAGTACGCTTTTTT		7651		0

		19197		CUST_6581_PI390587928		6.909321		7.3876014		6.280079		7.4587836		6.5643525		6.9757113		7.348629		7.940348		6.4940867		7.1013618		7.018831		7.764282		-1.2701231		-1.3304276		2.0973246		1.396257		-1.333515		-1.2194576		1.6687316		1.2358457		-0.4152341		-0.41189003		1.0685501		0.48156452		-0.34496832		-0.28623962		0.7387519		0.3054986		No		Yes		Yes		U35_44k_v1_19197		LOC_Os02g11030.3		ref|NP_001046245.1| 4e-78  Os02g0205000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11030.1 7e-80 structural constituent of ribosome putative expressed		ATCATGAGATTTTCATGTATAACTTTGATGGCCCGTTTGTGATGCAAGAAATTGGATGGC		11086		AT5G11750.1

		12060		CUST_41722_PI390587928		8.496532		8.580512		9.901138		9.232353		8.680741		8.391847		8.218722		9.886756		7.939911		7.8053823		8.519961		9.140542		1.1361938		-1.1397089		-3.20965		1.5739642		-1.4708209		-1.711344		-2.6048079		-1.0657072		-0.55662155		-0.18866539		-1.682416		0.65440273		0.18420887		-0.7751298		-1.381177		-0.09181118		No		Yes		Yes		U35_44k_v1_12060		LOC_Os02g03840.1		gb|EAY84349.1| 1e-52  hypothetical protein OsI_005582 [Oryza sativa (indica cultivar-group)]		LOC_Os02g03840.1 3e-52 expressed protein		TGAACCTGATAATGGGAAAAGAGAGCAATGAGCCAGATGGAAATTCAGAATTTGAAGCTG		24309		0

		6914		CUST_506_PI390587928		12.370102		12.019244		12.07986		11.8442335		11.734314		11.375759		11.048267		11.129444		11.656539		11.356793		11.210236		11.817882		-1.5537862		-1.5620981		-2.0442793		-1.6412436		-1.639849		-1.582769		-1.8271868		-1.0184336		-0.71356297		-0.64348507		-1.0315924		-0.7147894		-0.63578796		-0.6624508		-0.86962414		-0.026351929		No		Yes		Yes		U35_44k_v1_6914		-		No hits found		LOC_Os03g07130.5 2e-04 RING finger protein 13 putative expressed		AATGCCTTGTGCTAGTAAGATGACGTATATATTCTGTTCACGAATGCTTGACAGAAATAT		21895		0

		6565		CUST_3128_PI390587928		7.557016		8.045531		5.775108		7.950348		8.590371		10.1741495		9.569754		9.335727		9.3307905		10.004699		8.757614		6.1079254		2.046779		4.3729844		13.877212		2.6124055		3.4194746		3.8883753		7.90358		-3.5861168		1.7737746		2.1286182		3.7946458		1.3853788		1.0333552		1.9591675		2.9825063		-1.8424225		Yes		Yes		Yes		U35_44k_v1_6565		LOC_Os01g72360.1		ref|NP_001045423.1| 6e-47  Os01g0952900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72360.1 1e-48 expressed protein		AGAGAAAATTTGGAAGTGAGAGCACATATGTGATTGCTAGTGCTGATGCCTGTTAAAAAA		14777		0

		29683		CUST_8794_PI390587928		8.595358		8.849383		9.738595		8.546354		8.501769		8.128989		8.324569		7.688324		8.38324		7.4385867		8.253473		8.296718		-1.0670213		-1.6476321		-2.6647983		-1.812562		-1.1583877		-2.6588395		-2.799408		-1.1889076		-0.21211815		-0.72039413		-1.4140263		-0.8580303		-0.09358883		-1.4107966		-1.4851217		-0.24963665		No		Yes		Yes		U35_44k_v1_29683		LOC_Os08g02060.1		No hits found		No hits found		TCCACAACGATATTAAATTTATTTTTTGTGGGGGAGTGCCCATCACGGTAGCTTGCTGCC		29090		0

		5765		CUST_11260_PI390587928		10.262408		9.544892		9.69089		9.653548		10.286297		10.345005		10.727435		10.187591		10.163346		10.4030905		10.684997		9.787911		1.0166962		1.7412372		2.0513089		1.4479806		-1.0710769		1.8127729		1.9918462		1.0976082		-0.099061966		0.8001127		1.0365448		0.53404236		0.023888588		0.85819817		0.9941063		0.13436317		No		Yes		Yes		U35_44k_v1_5765		LOC_Os05g08640.1		gb|EAY96756.1| 5e-43  hypothetical protein OsI_017989 [Oryza sativa (indica cultivar-group)]		LOC_Os05g08640.1 3e-44 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		ATTCTCTAGTGGTTTTTGTCCATGTATAATCGAAAAACAGCTCATCTTCGTGTTGTCAAA		16826		AT3G62160.1

		48603		CUST_7909_PI390587928		3.9199426		4.5629845		4.034		4.2205977		2.8633983		3.817519		2.6065376		2.6660192		3.1712952		3.93876		3.1811962		3.3303053		-2.0799434		-1.6765151		-2.6897318		-2.937479		-1.6802169		-1.541382		-1.8060073		-1.8535517		-0.74864745		-0.7454655		-1.4274623		-1.5545785		-1.0565443		-0.6242244		-0.8528037		-0.8902924		Yes		Yes		Yes		U35_44k_v1_48603		LOC_Os01g68870.2		gb|EAZ14626.1| 6e-28  hypothetical protein OsJ_004451 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68870.2 1e-29 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		AGAATAAGCTTCAGTTATCTGGAGACTGGTAACGAATCACTGCAGCAATGGTGCTGCTGA		50527		0

		27271		CUST_31271_PI390587928		5.4668984		6.412386		6.4676013		6.674988		6.743504		8.450996		10.396748		11.355095		7.331988		7.9180617		9.397171		8.256238		2.422683		4.108496		15.2331915		25.636139		3.642905		2.8395765		7.618831		2.9922905		1.8650894		2.0386105		3.9291463		4.680107		1.2766056		1.5056758		2.9295697		1.5812502		Yes		Yes		Yes		U35_44k_v1_27271		LOC_Os04g58090.1		ref|NP_001054263.1| 3e-26  Os04g0677300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58090.1 8e-28 NHL25 putative expressed		GTATTCATTTGCTACGAATTCCTCCGGAGAAGGTAATAAAGAGGACATGTTATGTTAAAA		24867		0

		14708		CUST_37287_PI390587928		9.348424		9.222987		9.383578		9.031753		9.098802		9.204173		8.130099		8.077071		8.869348		8.947442		8.561768		9.127305		-1.1888958		-1.0131264		-2.3841567		-1.9381516		-1.393851		-1.2104514		-1.7676232		1.0684745		-0.4790764		-0.018814087		-1.253479		-0.9546814		-0.24962234		-0.27554512		-0.8218107		0.095552444		No		Yes		Yes		U35_44k_v1_14708		LOC_Os12g42980.2		gb|EAY84085.1| 5e-45  hypothetical protein OsI_005318 [Oryza sativa (indica cultivar-group)]		LOC_Os02g01250.1 3e-46 small nuclear ribonucleoprotein Sm D3 putative expressed		CCCTGTTCAATTCGCGCATCTATTTAGTTGTGCAACTAAATGATGATTTTATACATTCCA		1302		AT1G20580.1

		33874		CUST_186_PI390587928		9.576198		8.482147		8.942737		8.468863		8.962392		8.227075		7.5137877		8.279758		8.698986		7.9204345		7.6533685		8.090592		-1.5302907		-1.1933957		-2.6925046		-1.1400555		-1.8368217		-1.4760205		-2.4442098		-1.2997824		-0.8772116		-0.2550726		-1.4289489		-0.18910408		-0.6138058		-0.56171274		-1.2893682		-0.37827015		No		Yes		Yes		U35_44k_v1_33874		LOC_Os05g15510.2		gb|EAZ15855.1| 1e-20  hypothetical protein OsJ_030064 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g22570.1 3e-22 cellulase containing protein expressed		GACTCTTGAAATAAATTTGTAACGACTCATGAAATTGATTTCTGGAACGATGGATGCATC		6415		0

		39943		CUST_18048_PI390587928		7.8055186		8.176878		8.476699		8.3758745		7.3608327		7.713103		7.699421		6.9967484		6.8033195		7.1746		7.881436		8.202973		-1.3610178		-1.379146		-1.7138941		-2.6011076		-2.003051		-2.0031602		-1.510748		-1.1273232		-1.0021992		-0.46377516		-0.77727795		-1.3791261		-0.44468594		-1.0022779		-0.595263		-0.17290115		No		Yes		Yes		U35_44k_v1_39943		LOC_Os05g04830.1		gb|EAY73556.1| 1e-05  hypothetical protein OsI_001403 [Oryza sativa (indica cultivar-group)]		LOC_Os01g18220.1 2e-07 expressed protein		TGCAAATGTGCATGCGCGATAGTACTCAAATTAACGTGTGTTGCGAACTTGTGATTGCCA		36201		0

		5889		CUST_39201_PI390587928		6.7483063		7.6731696		5.7614875		7.52836		6.4886365		6.9825597		6.997339		7.8057446		6.624311		6.676597		6.765362		7.5982018		-1.1972046		-1.6139657		2.3552027		1.2119958		-1.0897486		-1.9952542		2.0053782		1.0496017		-0.123995304		-0.69060993		1.2358513		0.27738476		-0.25966978		-0.9965725		1.0038743		0.06984186		No		Yes		Yes		U35_44k_v1_5889		LOC_Os02g37130.3		ref|NP_001056470.1| e-136  Os05g0587400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51000.3 1e-138 expressed protein		CCAGTTGCTAGGGCTAAGGTAGCTTAGGAAACTGAACTTGGACGAGTGTTGTATAGGTTT		14057		AT4G27610.3

		11928		CUST_11373_PI390587928		4.830917		4.838817		5.5283318		5.5359597		4.6666636		4.990094		5.026147		5.074346		4.3776717		4.37109		4.4698105		5.2849274		-1.1205859		1.1105521		-1.4163569		-1.3770813		-1.3691164		-1.3829291		-2.0827956		-1.1900584		-0.45324516		0.15127707		-0.50218487		-0.46161366		-0.16425323		-0.46772718		-1.0585213		-0.25103235		No		Yes		Yes		U35_44k_v1_11928		LOC_Os06g08720.3		sp|P55748|CBP22_HORVU 7e-13  Serine carboxypeptidase II-2 precursor (CP-MII.2) [Contains: Serine carboxypeptidase II-2 chain A; Serine carboxypeptidase II-2 chain B]		LOC_Os06g08720.3 1e-13 serine carboxypeptidase K10B2.2 precursor putative expressed		AAACTGTGCTCTATGCTGTAGACTTGGGATTCAGTTAGTTTATTTCCCCAAAACTGTACA		25649		0

		46527		CUST_38057_PI390587928		2.6999664		1.7633921		1.9007282		1.8903848		1.4820358		2.3471167		1.6573373		1.5589185		4.247877		5.172213		4.3292556		3.8675563		-2.3261282		1.4987135		-1.1837717		-1.2582916		2.923934		10.620804		5.383436		3.9372041		1.5479107		0.5837246		-0.24339092		-0.33146632		-1.2179307		3.408821		2.4285274		1.9771715		Yes		Yes		Yes		U35_44k_v1_46527		LOC_Os01g04300.1		gb|EAZ10439.1| 6e-43  hypothetical protein OsJ_000264 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04300.1 9e-45 endo-14-beta-xylanase putative expressed		ACTACTTCACCAAGCACTTCGACTGGGCGGTGTTCGAGAGCGAGCTCAAGTGGTACCACA		46751		AT4G08160.2

		31584		CUST_25573_PI390587928		2.8140297		1.62149		2.097037		1.7373538		5.286178		4.357018		5.8318043		4.9413567		4.537996		5.567041		6.366745		2.5458581		5.5486946		6.660027		13.313031		9.215119		3.3034332		15.407393		19.289017		1.7513949		1.7239661		2.735528		3.7347672		3.2040029		2.4721484		3.945551		4.2697077		0.80850434		Yes		Yes		Yes		U35_44k_v1_31584		-		gb|AAV48782.1| 1e-12  glucanase [Linum usitatissimum]		LOC_Os02g53200.2 3e-13 glucan endo-13-beta-glucosidase 7 precursor putative expressed		TTACAACGCTAACCTCGTTAAGCACGTGCAATCTGGCGGAGCCAGCACCACGTACAGCTC		19626		AT5G42100.2

		19648		CUST_17683_PI390587928		5.5961213		5.278396		6.61161		5.9879518		5.148825		4.7157865		5.2906623		5.08721		4.5771127		4.247074		5.7373643		6.023319		-1.3634825		-1.4769384		-2.4983015		-1.8670254		-2.026526		-2.0438962		-1.8330494		1.0248175		-1.0190086		-0.5626097		-1.3209476		-0.9007416		-0.44729614		-1.031322		-0.87424564		0.035367012		No		Yes		Yes		U35_44k_v1_19648		LOC_Os03g21090.1		gb|EAZ27289.1| 4e-60  hypothetical protein OsJ_010772 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21090.1 8e-62 axi 1 protein putative expressed		TTTTGTAAGTGCAAATGACTGGCATGTCGATGCAAGGCATTGAGCTGGTATGACACTAGG		11393		AT1G14020.1

		21322		CUST_4262_PI390587928		13.536807		13.791663		12.107959		12.067386		12.875838		12.888946		9.220883		8.986332		12.77068		12.294007		10.0447855		10.360978		-1.581144		-1.8695844		-7.397693		-8.462323		-1.7006975		-2.8238351		-4.179045		-3.2634718		-0.76612663		-0.9027176		-2.8870754		-3.0810537		-0.6609688		-1.4976559		-2.0631733		-1.7064075		Yes		Yes		Yes		U35_44k_v1_21322		LOC_Os10g33250.2		gb|ABF51011.1| 5e-75  putative aldehyde decarbonylase enzyme CER1;1 [Hordeum vulgare]		LOC_Os10g33250.2 6e-56 CER1 putative expressed		CTTTACTGCACTATTTATCTTCTTTGCGAATAGACCAGCAATGAATTTATTCGGTATCAC		14570		AT1G02205.2

		19032		CUST_4932_PI390587928		4.923994		5.7897797		5.0101676		5.4022365		4.2722774		4.642842		3.545831		4.4233966		4.090733		4.294087		4.014505		5.114284		-1.5710365		-2.2144337		-2.7593656		-1.9708799		-1.7817081		-2.8199952		-1.9939963		-1.2209063		-0.833261		-1.1469378		-1.4643366		-0.9788399		-0.6517167		-1.4956927		-0.9956627		-0.28795242		Yes		Yes		Yes		U35_44k_v1_19032		LOC_Os03g07790.1		gb|EAZ25768.1| e-112  hypothetical protein OsJ_009251 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g07790.1 1e-111 protein binding protein putative expressed		CATGTGTTTGTGACTGAAACTCTGAGCTTCTTTTGGGGGAAGCTAGGCTCAGCCAAAAAA		10899		AT3G63530.2

		43974		CUST_8798_PI390587928		3.580703		3.6403835		5.622256		4.7040677		2.418804		2.8666208		4.1509624		3.6524372		2.2668192		2.4367046		3.7611163		4.4940257		-2.2375176		-1.7097231		-2.7727036		-2.0728712		-2.486099		-2.3032625		-3.632945		-1.1567218		-1.3138838		-0.7737627		-1.4712934		-1.0516305		-1.1618991		-1.2036788		-1.8611395		-0.210042		Yes		No		No		U35_44k_v1_43974		-		gb|ABA95373.1| 7e-08  NB-ARC domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g46080.1 9e-10 NB-ARC domain containing protein expressed		AAGACCTGCTCTCTGTATTTGAGCATATTGGCGAAGGGACAGAAAATTATTAGGAAGCGT		41333		0

		18204		CUST_15169_PI390587928		11.2330065		10.68233		10.46565		13.4070215		12.072047		12.568805		11.867475		13.173455		12.050018		12.827289		12.596904		14.215592		1.7888603		3.6973064		2.6423562		-1.1757377		1.7617532		4.4227953		4.380982		1.7514756		0.81701183		1.8864746		1.401825		-0.23356628		0.83904076		2.1449585		2.1312542		0.80857086		Yes		Yes		Yes		U35_44k_v1_18204		LOC_Os11g32580.1		gb|EAY96966.1| 1e-50  hypothetical protein OsI_018199 [Oryza sativa (indica cultivar-group)]		LOC_Os05g12180.1 2e-51 chalcone synthase 8 putative		GTCCCTTATTTACGAAAAGCTAGCAAAGTAATCATATATGTAGTACCCTGGTGTAATATG		12562		AT5G13930.1

		23307		CUST_2974_PI390587928		10.029926		10.147665		11.072928		10.192275		9.4487915		9.356567		9.707223		9.65215		9.16657		8.988709		9.738923		10.079275		-1.4960256		-1.7303905		-2.577023		-1.4540983		-1.8192661		-2.2329571		-2.5210161		-1.0814747		-0.8633566		-0.79109764		-1.3657055		-0.5401249		-0.5811348		-1.1589556		-1.3340054		-0.112999916		No		Yes		Yes		U35_44k_v1_23307		LOC_Os09g04440.2		gb|EAZ43826.1| e-118  hypothetical protein OsJ_027309 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g04440.2 1e-119 ATP binding protein putative expressed		AAATTGTCAGGTACTGGGCTTAACATTGTACGAGTTGGAAATCCTGCTAGGATATCTCCA		18579		AT5G35970.1

		12319		CUST_12036_PI390587928		5.072713		3.630373		5.4799056		5.831444		6.108555		4.652001		7.646169		8.395488		5.3564763		4.750833		7.1407866		6.1212096		2.05031		2.0302086		4.488594		5.91363		1.2173663		2.1741629		3.1620958		1.2224418		0.2837634		1.0216279		2.1662636		2.564044		1.035842		1.12046		1.660881		0.28976583		Yes		Yes		Yes		U35_44k_v1_12319		LOC_Os03g59090.1		gb|AAS07229.1| 3e-81  putative iron-sulfur cluster-binding protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59090.1 4e-74 pheophorbide a oxygenase chloroplast precursor putative expressed		CATAGAAGAGCGCAATTTCGCCAAGGCAGGCATCGAGAACTGGCAGAAGAGCGTGTACGT		48936		AT4G25650.1

		29454		CUST_22529_PI390587928		3.4366894		3.5203943		4.4139543		4.509317		4.065127		3.3577468		3.3231523		2.9116964		2.852994		2.5847628		2.7024653		3.1377118		1.5458899		-1.1193393		-2.129924		-3.0264373		-1.4986832		-1.9127277		-3.2749865		-2.587583		-0.5836954		-0.16264749		-1.090802		-1.5976205		0.6284375		-0.9356315		-1.711489		-1.3716052		Yes		No		No		U35_44k_v1_29454		-		No hits found		No hits found		GCCAAGCTTGTCATCGACTCATCCTCCGTCAACCCTGATTCGGCCTGGTTCTGTAGCCTT		28740		0

		28493		CUST_10261_PI390587928		6.255047		6.3280144		4.334858		5.858907		6.246635		6.723316		6.782564		7.0877934		6.0706906		5.834619		5.590349		5.028253		-1.0058477		1.3152179		5.45548		2.3438597		-1.1363097		-1.4077541		2.3874843		-1.7784916		-0.18435621		0.39530182		2.4477062		1.2288861		-0.008411884		-0.49339533		1.2554913		-0.83065414		Yes		Yes		Yes		U35_44k_v1_28493		LOC_Os07g44140.1		gb|AAT68297.1| 1e-92  cytochrome P450 CYP709C1 [Triticum aestivum]		LOC_Os07g23570.1 8e-78 cytochrome P450 72A1 putative expressed		TTTGAGTATGGACGAGATCATAGATGAGTGCAAGACATTCTTCTTTGCCGGGCATGACAC		27392		AT2G46950.1

		6760		CUST_27428_PI390587928		8.392738		8.634652		7.819697		8.87363		8.633794		7.776441		9.088159		12.202843		8.546664		8.522539		8.3649645		10.436315		1.181857		-1.8127891		2.4090457		10.050624		1.1125929		-1.0808101		1.459291		2.954031		0.1539259		-0.85821104		1.2684617		3.3292131		0.24105549		-0.112113		0.5452676		1.562685		No		Yes		Yes		U35_44k_v1_6760		LOC_Os08g02230.1		gb|EAZ41305.1| e-176  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 1e-177 FAD binding domain containing protein putative expressed		TGTTGTACTATGTTATGGGCTATCGTTACTACTCCCTCGGAGTATTGCTATCTATGCATC		14510		AT2G46750.1

		23534		CUST_6175_PI390587928		3.997303		4.3040414		3.3239748		3.4840367		3.3097546		3.6985714		2.4420164		2.294038		2.6744378		3.0997317		2.6607497		2.5029528		-1.6105443		-1.5214742		-1.8428754		-2.2815254		-2.5016246		-2.3042698		-1.5836189		-1.9739479		-1.3228652		-0.60546994		-0.8819585		-1.1899986		-0.6875484		-1.2043097		-0.6632252		-0.98108387		Yes		No		No		U35_44k_v1_23534		LOC_Os04g46650.1		gb|AAQ57591.1| 6e-65  beta-expansin 1 precursor [Hordeum vulgare]		LOC_Os04g46650.1 6e-47 beta-expansin 2 precursor putative expressed		TGATAGATCATCAATGGCGGCTAGTCGAGGCACACTGCTGTTGGCGACGGTGCTCGTCAT		23942		AT2G45110.1

		4851		CUST_32486_PI390587928		7.3353558		7.784176		7.1508613		8.246415		7.8029494		8.12046		9.707175		8.76785		8.4166155		8.790986		9.445586		8.678173		1.382801		1.2625003		5.8820295		1.435382		2.1158829		2.0094633		4.9066043		1.3488762		1.0812597		0.33628368		2.556314		0.5214348		0.46759367		1.0068102		2.294725		0.43175793		Yes		Yes		Yes		U35_44k_v1_4851		LOC_Os04g43824.1		emb|CAE05625.1| 3e-29  OSJNBb0061C13.7 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43824.1 6e-29 expressed protein		TGGGAATGTAGCTACTCCCATCAGACTAAATCAGCGTCAATTGGTATGGATATGAGGTTT		13177		AT1G06515.1

		2194		CUST_37578_PI390587928		8.650437		8.74442		7.9162726		8.768954		9.079591		8.953991		9.822305		9.025047		9.3816805		9.484792		9.607451		9.059957		1.3464433		1.1563442		3.747769		1.1942402		1.6600689		1.6706063		3.2292044		1.22349		0.73124313		0.20957088		1.9060321		0.25609303		0.42915344		0.7403717		1.6911788		0.29100227		No		Yes		Yes		U35_44k_v1_2194		LOC_Os11g01300.1		ref|NP_001065241.1| 2e-15  Os12g0103300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01260.1 5e-17 protein transport protein Sec61 beta subunit putative expressed		CTTGTGCTTGTCAATTGAGATCATCACAAGTGTGTGTTTCTTGGGGATTGGGGCAAAAAA		48716		AT5G60460.1

		19328		CUST_10604_PI390587928		7.0705147		7.311245		6.395967		5.78899		7.7287483		7.2611146		8.695401		7.4349275		7.7306905		8.425118		8.662323		6.0547314		1.5781492		-1.0353584		4.9226465		3.1295114		1.5802752		2.1642594		4.811064		1.2022537		0.6601758		-0.050130367		2.2994342		1.6459374		0.65823364		1.1138735		2.266356		0.26574135		Yes		Yes		Yes		U35_44k_v1_19328		LOC_Os02g16630.2		dbj|BAD27896.1| 2e-94  putative phosphoribosylanthranilate isomerase 1 (PAI1) [Oryza sativa Japonica Group]		LOC_Os02g16630.1 4e-96 tryptophan biosynthesis protein trpCF putative expressed		ATCAATTCTCCTCCCAGTGAAGAATATGACATCGACTGGTTTTTGGTGGACAGTGCAGAG		11064		AT1G07780.2

		21014		CUST_23521_PI390587928		5.3922653		5.7379646		5.4787297		6.2438774		5.6646867		6.464319		7.2966175		6.2858543		6.0429606		6.7533593		7.1508026		6.3793564		1.2078333		1.6544533		3.5256464		1.0295236		1.5699247		2.0214558		3.1867213		1.0984575		0.6506953		0.7263546		1.8178878		0.04197693		0.27242136		1.0153947		1.6720729		0.13547897		No		Yes		Yes		U35_44k_v1_21014		LOC_Os02g51430.2		gb|EAY87537.1| 5e-93  hypothetical protein OsI_008770 [Oryza sativa (indica cultivar-group)]		LOC_Os02g51430.2 1e-94 SEC6 putative expressed		GGAGAGTTCCAGTTATCATTCAGCAACTGTAACATTCTCTGGTTACATACTTTGATTTAT		15859		AT1G71820.1

		21237		CUST_21379_PI390587928		9.05696		9.001752		9.67035		9.444156		9.128422		8.745148		11.599822		9.870228		8.916343		9.5472555		10.894362		9.775201		1.0507808		-1.1946634		3.8091576		1.3435706		-1.1023767		1.4595298		2.335955		1.2579243		-0.14061737		-0.2566042		1.929472		0.42607212		0.07146168		0.5455036		1.2240124		0.33104515		No		Yes		Yes		U35_44k_v1_21237		LOC_Os09g25150.2		gb|AAN71760.1| 2e-73  cinnamoyl CoA reductase [Hordeum vulgare]		LOC_Os09g25150.2 8e-73 dihydroflavonol-4-reductase putative expressed		TGGAGCGACCTCGAGTTCTGCAAGAAGACCAAGAACTGGTACTGCTACGGGAAGACGGTG		16977		AT1G15950.2

		32771		CUST_34025_PI390587928		12.67056		12.857486		11.932537		13.057368		12.987109		13.686427		15.347627		13.31715		13.417233		14.471202		14.684703		12.6154785		1.2453483		1.7763814		10.667052		1.1972977		1.6779196		3.0603912		6.737278		-1.3583825		0.7466736		0.82894135		3.4150896		0.25978184		0.3165493		1.6137161		2.7521658		-0.44188976		Yes		Yes		Yes		U35_44k_v1_32771		LOC_Os06g05720.1		gb|EAY99708.1| 4e-22  hypothetical protein OsI_020941 [Oryza sativa (indica cultivar-group)]		LOC_Os06g05720.1 5e-23 expressed protein		CTTCCTTCTGATGTTTTTTCGTTTTGTTATTATATAGCCGCATGGATTCGCATCGCAATT		12276		AT4G32960.1

		6269		CUST_3030_PI390587928		8.679675		10.452172		10.004733		9.116447		7.889042		9.618324		7.2828827		6.4126487		6.7653975		8.527394		8.255912		8.693013		-1.7298335		-1.7824332		-6.597184		-6.5151515		-3.7692502		-3.7967842		-3.3608387		-1.3411162		-1.9142776		-0.833848		-2.7218504		-2.7037988		-0.7906332		-1.924778		-1.7488213		-0.42343426		Yes		Yes		Yes		U35_44k_v1_6269		LOC_Os07g44090.2		No hits found		No hits found		CACAGAAGGATATCGATGGAGGGATACACATCATATATTACTCCTACTATAGACTATATA		41630		0

		46073		CUST_7567_PI390587928		1.6718206		2.1518407		2.2263358		2.2895858		7.05689		6.2214255		7.4956517		9.998298		3.6928189		3.4009607		1.8926786		2.3815672		41.789524		16.790634		38.567554		209.19603		4.0586452		2.3769639		-1.2602038		1.065833		2.0209982		4.069585		5.2693157		7.7087116		5.3850694		1.24912		-0.33365715		0.09198141		Yes		Yes		Yes		U35_44k_v1_46073		-		ref|XP_001542556.1| 4e-05  predicted protein [Ajellomyces capsulatus NAm1]		No hits found		AATAAAATTTCAACAGATGGCCACTAGCGTAGCCACCACAACTCTACATGAACGAAAAAA		45653		0

		37730		CUST_15772_PI390587928		6.179348		5.5006065		6.1216817		6.533966		5.706549		5.3196244		3.7312374		4.8452153		4.9040837		4.36979		4.0907		6.09123		-1.3877991		-1.1336553		-5.243188		-3.2237742		-2.4204316		-2.1898263		-4.086828		-1.3591796		-1.2752643		-0.18098211		-2.3904443		-1.6887507		-0.47279882		-1.1308165		-2.0309815		-0.44273615		Yes		Yes		Yes		U35_44k_v1_37730		-		No hits found		No hits found		TCCCTTCTAGATGGTAGTGATGTGGAGACACAAGAGATTGTCTAGCATATGCATATAAAT		33408		0

		47953		CUST_7449_PI390587928		5.578018		6.613249		5.771767		4.9252696		4.920236		5.165497		4.2266393		3.9978464		5.4998946		5.551372		4.5775714		4.5567317		-1.5776553		-2.7278266		-2.9182994		-1.9018761		-1.0556442		-2.0876455		-2.2881725		-1.2910438		-0.07812357		-1.447752		-1.5451279		-0.92742324		-0.6577821		-1.0618768		-1.1941957		-0.3685379		Yes		No		No		U35_44k_v1_47953		-		emb|CAF95088.1| 9e-29  unnamed protein product [Tetraodon nigroviridis]		No hits found		ATATTGCAACAAATAGATGCACTGATTTCAACAGTGGTGGCTGGTGGTACAGCAAGTGCG		49560		0

		22055		CUST_39363_PI390587928		7.3513007		7.225076		6.256201		5.7204947		7.4525847		9.504591		12.260722		12.400707		8.489273		12.155786		12.246465		11.529103		1.0727278		4.8551464		64.20089		102.55205		2.200715		30.499409		63.56955		56.048683		1.1379724		2.2795148		6.0045214		6.6802125		0.10128403		4.9307094		5.990264		5.8086085		Yes		Yes		Yes		U35_44k_v1_22055		LOC_Os04g10160.1		gb|EAZ29928.1| 1e-70  hypothetical protein OsJ_013411 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g10160.1 2e-72 cytochrome P450 CYP99A1 putative expressed		ATCATGGGAGGTTGTATTTATGTCGGTTTTGTTGAAACTTGTACATGGATCAATCACATC		25605		AT3G26210.1

		44366		CUST_42086_PI390587928		4.3997307		3.961869		4.681394		3.851865		3.752631		3.2825146		3.83601		4.03413		3.2752593		2.959301		3.2907257		3.0854814		-1.5660168		-1.601423		-1.796743		1.1346639		-2.1802166		-2.0035632		-2.6220012		-1.7010006		-1.1244714		-0.6793544		-0.8453841		0.18226504		-0.64709973		-1.002568		-1.3906684		-0.76638365		Yes		No		No		U35_44k_v1_44366		LOC_Os02g40730.1		gb|AAS19466.1| 2e-54  ammonium transporter Amt1;1 [Triticum aestivum]		LOC_Os02g40730.1 3e-54 ammonium transporter 1 member 2 putative expressed		TCTTGCTGTGGTTTGGCTGGTACGGGTTTAACCCCGGCTCGTTCCTCACCATCCTCAAGT		42009		AT1G64780.1

		24187		CUST_26009_PI390587928		12.604514		12.5720825		13.010329		13.11325		12.4600525		12.448474		11.9545555		12.551482		12.323947		12.172245		12.081506		13.049454		-1.1053181		-1.0894564		-2.0788329		-1.4760766		-1.2146723		-1.3193593		-1.9037229		-1.0452123		-0.28056717		-0.12360859		-1.0557737		-0.5617676		-0.14446163		-0.3998375		-0.9288235		-0.06379604		No		Yes		Yes		U35_44k_v1_24187		LOC_Os08g45080.1		gb|EAZ43688.1| 2e-27  hypothetical protein OsJ_027171 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g45080.1 3e-29 expressed protein		GGGACGGGTGGCATTTCGAGCAACTCCATCTAAATAAAGAAAACGTTTCGTGTGAAAAAA		21538		AT1G15780.1

		18817		CUST_34735_PI390587928		11.886109		11.733981		11.74845		11.067622		11.5084		11.244655		10.035987		10.160068		11.418227		11.14181		10.715037		10.687646		-1.2992773		-1.4037894		-3.2771993		-1.8758632		-1.3830776		-1.5075133		-2.0468607		-1.3013204		-0.46788216		-0.48932648		-1.7124634		-0.9075546		-0.3777094		-0.5921707		-1.0334129		-0.37997627		No		Yes		Yes		U35_44k_v1_18817		LOC_Os12g29760.1		gb|ABE41792.1| e-173  L-galactose dehydrogenase [Hordeum vulgare]		LOC_Os12g29760.1 1e-164 expressed protein		CCTGGGAGCCGACACTAACAATAAAAGGTGAATGATGATTGATCATTGAATAAATTGTTT		10498		AT4G33670.1

		675		CUST_19578_PI390587928		12.517264		12.850383		12.274985		12.73326		12.702167		13.498517		14.383911		13.145261		13.023125		13.938487		14.230144		12.610286		1.1367399		1.5671402		4.3136997		1.3305297		1.4199699		2.1259449		3.8775845		-1.0889777		0.5058603		0.64813423		2.1089258		0.41200066		0.18490219		1.0881042		1.9551582		-0.122974396		No		Yes		Yes		U35_44k_v1_675		LOC_Os09g27830.1		ref|NP_001063331.1| 0.0  Os09g0451500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27830.1 0.0 OsPDIL2-3 - Oryza sativa protein disulfide isomerase expressed		TGATGTGTACACTGTACAATTTGGACGGGACACTTTTTGGAATGCCTTTTCTTTATCTCA		2442		AT1G04980.1

		20508		CUST_15185_PI390587928		8.748776		8.853042		8.67791		8.782784		8.233467		8.5620165		7.4550567		8.226962		7.907994		8.246379		7.8765564		8.688042		-1.4293005		-1.2235094		-2.3340786		-1.4700063		-1.7910215		-1.5227327		-1.7427353		-1.067875		-0.84078264		-0.29102516		-1.2228532		-0.5558224		-0.51530933		-0.60666275		-0.80135345		-0.094742775		No		Yes		Yes		U35_44k_v1_20508		LOC_Os05g01060.1		ref|NP_001054377.1| e-132  Os05g0100900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01060.1 1e-136 expressed protein		ATCTCTCTGTTTATCACTCTTCCATGTGTGTAAAGGAAGTAAGAAATATGCATATGGTTG		13116		AT5G23490.1

		7794		CUST_5782_PI390587928		8.094942		7.956016		7.6205754		7.9179015		8.956443		9.613979		9.494092		9.013513		9.220451		9.865756		9.114755		7.7338443		1.8169273		3.1557071		3.6642466		2.1370358		2.1817856		3.7574136		2.8170385		-1.1360743		1.1255093		1.6579633		1.8735166		1.0956111		0.86150074		1.90974		1.4941792		-0.18405724		Yes		Yes		Yes		U35_44k_v1_7794		LOC_Os01g60700.2		ref|NP_001044652.1| e-124  Os01g0822200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60700.2 1e-125 serine/threonine-protein kinase NAK putative expressed		AACCTCGATGTACGTTCCACCAAAGAAGAACGTAATATTGTCAAGTGGGGTAGGCCTTTC		15660		AT3G08760.1

		35461		CUST_20901_PI390587928		14.21407		14.545253		14.00204		14.164435		14.077922		14.686755		15.528359		16.375925		14.356853		14.76267		15.397294		15.249805		-1.0989673		1.1030532		2.8805006		4.6315327		1.1040322		1.1626499		2.630349		2.1219196		0.14278221		0.14150238		1.5263195		2.2114897		-0.13614845		0.21741676		1.3952541		1.0853701		No		Yes		Yes		U35_44k_v1_35461		-		No hits found		No hits found		GGAGCGTGTAATTGTAATCATATATACGTCCATGCAAATGTCTTTCCTTTTGTTTTCTTG		2208		0

		10872		CUST_2771_PI390587928		8.962478		7.1742854		9.839311		9.801915		8.728441		7.4414344		8.593528		8.704038		8.769851		8.006542		8.962089		9.71638		-1.176121		1.2034273		-2.3714721		-2.1403956		-1.1428428		1.7804683		-1.836835		-1.0610812		-0.19262695		0.26714897		-1.2457829		-1.0978775		-0.23403645		0.8322568		-0.87722206		-0.08553505		No		Yes		Yes		U35_44k_v1_10872		LOC_Os05g13360.1		No hits found		LOC_Os05g13360.1 3e-05 expressed protein		CCGGTGGATGTGTATTTTTCTGGAGAAGTAATTGATCATTTCTAGTATTATTAGCCTACA		None		0

		13262		CUST_17008_PI390587928		9.84102		9.560809		10.299637		9.955671		9.624799		9.314935		8.936315		9.253457		9.369012		9.018832		9.402597		10.000247		-1.1616865		-1.1858113		-2.5727696		-1.627		-1.3870385		-1.4559662		-1.8622406		1.0313798		-0.47200775		-0.2458744		-1.3633223		-0.70221424		-0.21622086		-0.5419769		-0.8970394		0.04457569		No		Yes		Yes		U35_44k_v1_13262		LOC_Os04g52300.1		ref|NP_001053850.1| 2e-37  Os04g0612900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52300.1 4e-39 expressed protein		AACTCTGTGCTTGCCTGAGCTCGTAGTGAACAATGTGTCCTTGCTAGAGGAGTTTGTTTA		48757		AT1G05780.1

		5780		CUST_11247_PI390587928		7.71019		7.7855134		7.952845		7.1309543		7.1644764		7.313501		6.677433		6.119634		6.971184		6.742874		7.1658797		6.8176045		-1.4597421		-1.387043		-2.4206796		-2.0157547		-1.6690255		-2.0599928		-1.7254412		-1.2425895		-0.73900604		-0.47201252		-1.2754121		-1.0113201		-0.5457134		-1.0426393		-0.78696537		-0.31334972		No		Yes		Yes		U35_44k_v1_5780		LOC_Os01g13530.1		ref|NP_001042529.1| 3e-65  Os01g0236400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g13530.1 7e-67 protein ABIL1 putative expressed		AGCAACTAAATACAATGTTCAGATGAGCAGATTCAGTACCATACCGTCACCCACATCAAA		323		AT3G49290.2

		41570		CUST_31251_PI390587928		5.8826203		6.0487905		6.122193		7.0904527		7.217172		8.259477		9.322434		7.85669		7.3229823		8.837192		9.229065		7.645163		2.5219712		4.628954		9.191126		1.700828		2.7138896		6.908637		8.615128		1.4688737		1.440362		2.2106862		3.2002416		0.76623726		1.3345518		2.7884011		3.106872		0.5547104		Yes		Yes		Yes		U35_44k_v1_41570		LOC_Os05g38020.1		gb|EAZ24191.1| 3e-26  hypothetical protein OsJ_007674 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13080.1 3e-06 nod-factor receptor 5 putative		CGGGCGACCTCTTCGGCGTCAGCCGCTTCATGCTCGCGCACGCCAACAACCTGTCCACCT		None		0

		1060		CUST_30670_PI390587928		13.417821		13.650279		13.46168		13.761318		13.134534		13.138774		12.147983		12.863574		13.071641		12.934746		12.160499		13.597412		-1.2169645		-1.4255366		-2.4857786		-1.8631505		-1.2711903		-1.6420901		-2.4643066		-1.1203163		-0.34617996		-0.5115051		-1.3136978		-0.8977442		-0.28328705		-0.71553326		-1.3011818		-0.1639061		No		Yes		Yes		U35_44k_v1_1060		LOC_Os04g47690.3		emb|CAI64395.1| 2e-29  putative high mobility group protein [Triticum aestivum]		LOC_Os04g47690.3 9e-22 HMG1/2-like protein putative expressed		TTGTTTTTATCTACTGGTCTGATGACTAGCCCGCTGTTGGCTTGCTGTTAATTGTTGGCC		2970		0

		19067		CUST_9258_PI390587928		5.963309		4.3706822		4.056085		5.3010044		5.238666		3.731516		2.1839733		3.5784585		4.579054		3.228013		1.7627739		4.645464		-1.6524913		-1.557429		-3.6606803		-3.3001826		-2.610371		-2.2078915		-4.9017982		-1.5752059		-1.3842549		-0.63916636		-1.8721118		-1.7225459		-0.72464275		-1.1426692		-2.293311		-0.65554047		Yes		No		No		U35_44k_v1_19067		LOC_Os03g46610.1		gb|EAZ28064.1| 5e-66  hypothetical protein OsJ_011547 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g46610.1 1e-67 ATP-dependent RNA helicase DDX47 putative expressed		CTCTCCAAATGAACACCCAGAAATCGCAGCGAGGAGAAGAAAAACGAAGAATCGAAGAGA		12717		AT5G60990.1

		30755		CUST_27522_PI390587928		3.1949604		2.3021545		3.0649529		5.3145204		4.174078		2.3804817		5.702217		5.6744494		3.7686036		2.7304103		4.0113435		4.884997		1.9712594		1.0557932		6.2215075		1.2833629		1.4882772		1.3456057		1.9270455		-1.3467886		0.5736432		0.07832718		2.6372643		0.35992908		0.97911763		0.4282558		0.9463906		-0.42952347		No		Yes		Yes		U35_44k_v1_30755		LOC_Os04g37880.1		gb|EAZ30920.1| 1e-09  hypothetical protein OsJ_014403 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37880.1 4e-11 expressed protein		CATTCCGGATGTAAATGTTTTTGGAAAGGATGGAGGATTACTTAAACTACTATGTTTTCC		30798		0

		38891		CUST_37502_PI390587928		5.776169		6.374161		6.3552513		6.6910872		5.1735663		5.353091		5.4901633		4.637219		4.888842		5.310969		5.8693695		6.83725		-1.5184532		-2.0294235		-1.8214507		-4.152178		-1.8497454		-2.0895495		-1.4004415		1.1066223		-0.8873267		-1.02107		-0.865088		-2.0538683		-0.6026025		-1.0631919		-0.4858818		0.14616299		Yes		No		No		U35_44k_v1_38891		LOC_Os10g40584.1		gb|ABG66242.1| 3e-10  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40584.1 6e-12 nucleic acid binding protein putative expressed		GCCGGAGGCCGAGGTGGAGGCGCTCTTCCGGGTGCACGGCACGGCGCGCGCGCTGGCGCG		34863		0

		26301		CUST_8698_PI390587928		1.6416721		1.9190974		2.1535103		2.4596853		1.4950174		1.738609		5.0022583		2.0866625		1.8857926		2.3990896		4.119371		1.6433344		-1.1069996		-1.1332675		7.203749		-1.2950635		1.1843705		1.394736		3.9064567		-1.7609463		0.24412048		-0.18048847		2.848748		-0.3730228		-0.14665473		0.47999215		1.9658606		-0.81635094		No		Yes		Yes		U35_44k_v1_26301		-		No hits found		No hits found		TACGTTCTGCCATGGCATGAGACAAAGCTCTAAGCAGAAAAATGAAACCACCACACTCCA		23080		0

		22009		CUST_13011_PI390587928		5.3985877		6.3573403		6.871015		5.646231		5.301907		5.224951		5.2084994		5.1470428		5.0031505		4.826354		5.303987		4.544109		-1.0693103		-2.1922154		-3.1656804		-1.4134182		-1.3153414		-2.8898335		-2.962937		-2.1467025		-0.39543724		-1.1323895		-1.6625156		-0.49918842		-0.09668064		-1.5309863		-1.567028		-1.1021223		Yes		No		No		U35_44k_v1_22009		LOC_Os08g44360.1		ref|NP_001062488.1| 2e-54  Os08g0557800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44360.1 4e-56 male sterility protein 2 putative expressed		TTATGAAAGATATGACGTTGCGTTGGATGTGAATGTGATGGGGGTGAAATACCTGTGCCA		16425		AT3G11980.1

		44698		CUST_21753_PI390587928		2.3143733		2.8740337		1.805016		1.8535901		4.215254		5.123996		5.7010827		6.245479		4.8845935		7.5457273		6.1451173		6.079563		3.7344105		4.7567034		14.887882		20.993767		5.9390006		25.487074		20.253527		18.713055		2.5702202		2.249962		3.8960667		4.391889		1.9008806		4.671694		4.3401012		4.225973		Yes		Yes		Yes		U35_44k_v1_44698		LOC_Os01g18400.1		ref|NP_001054590.1| 4e-26  Os05g0138200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04690.1 1e-27 basic endochitinase C precursor putative expressed		CGGGAAAGGATGTGTCTACCGTTTATCGAGACTTAATCAAGTCACATCTAACTCAAAAAA		42728		AT1G02360.1

		25022		CUST_28050_PI390587928		4.8056893		4.094442		2.5235546		4.407183		6.0145097		6.4428763		6.8913417		7.176018		5.910887		6.916153		6.6034007		5.9939237		2.3114855		5.092713		20.645956		6.8155737		2.1512833		7.070004		16.910488		3.0036995		1.1051974		2.3484344		4.3677874		2.768835		1.2088203		2.821711		4.0798464		1.5867405		Yes		Yes		Yes		U35_44k_v1_25022		LOC_Os04g15660.1		ref|NP_001052285.1| 9e-59  Os04g0227200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15660.1 2e-60 receptor-like protein kinase 5 precursor putative		TCTGCTCAACCGTAGATTTCGACGGCGGTGAATTCAAGGCCATAGTATATGAAGTTCATG		25609		AT3G47580.1

		15346		CUST_28727_PI390587928		7.4317317		5.2174726		5.6124935		6.099685		7.8921475		5.8916245		6.8468056		7.248093		8.70781		6.5690436		4.6091385		3.2922432		1.3759384		1.5956584		2.3526914		2.2166915		2.4217982		2.5518987		-2.0046566		-7.0004225		1.2760787		0.6741519		1.234312		1.1484079		0.46041584		1.3515711		-1.003355		-2.807442		No		Yes		Yes		U35_44k_v1_15346		LOC_Os07g47790.1		gb|AAP56251.1| 6e-28  AP2 domain transcription factor EREBP [Oryza sativa (japonica cultivar-group)]		LOC_Os07g47790.1 1e-29 ERF-like protein putative expressed		CAGCTGGATTTGTAGCGTGTTCTCTGCAAAACATGGCATGGATTAACTCGTATCAAAAAA		37066		AT3G16770.1

		23763		CUST_30140_PI390587928		3.529379		2.339908		1.5614929		2.3515337		4.261193		3.6398876		4.6407743		3.021063		4.75632		6.318641		5.185848		4.6299496		1.6607258		2.462254		8.451933		1.5905541		2.3407018		15.765875		12.332174		4.8514495		1.2269411		1.2999797		3.0792813		0.66952944		0.7318139		3.9787333		3.6243553		2.278416		Yes		Yes		Yes		U35_44k_v1_23763		LOC_Os08g34650.2		ref|NP_001061926.1| 2e-69  Os08g0446200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34640.1 5e-71 receptor-like protein kinase precursor putative expressed		AGGAATTTTGGGTGAGAGGCGACTCTGGGTTCATACTGTATGACTTTATGGAGCATGGTA		20541		AT1G73080.1

		21581		CUST_18185_PI390587928		6.4410415		6.711715		5.91209		6.8155904		6.5321255		7.1558824		7.455775		6.749372		6.880343		7.161489		7.037187		6.824108		1.0651702		1.3605285		2.9153821		-1.0469687		1.3559476		1.3658261		2.1811626		1.0059215		0.4393015		0.44416714		1.543685		-0.066218376		0.091084		0.4497738		1.1250973		0.008517742		No		Yes		Yes		U35_44k_v1_21581		LOC_Os02g57400.2		gb|EAY88043.1| 3e-57  hypothetical protein OsI_009276 [Oryza sativa (indica cultivar-group)]		LOC_Os02g57400.2 6e-59 expressed protein		TATATTGGCGTCGAAAGTTGGTGCAGACGATGGACACATACTCCACCAGTTTGAAAATAT		14814		AT3G45090.1

		1235		CUST_7756_PI390587928		7.2214684		6.768352		7.060922		7.4971747		7.4477043		7.373047		8.88767		8.488782		7.264981		7.609428		8.577774		7.786041		1.169779		1.5206571		3.547364		1.9883989		1.0306199		1.7913855		2.8616593		1.2216797		0.043512344		0.60469484		1.8267474		0.9916072		0.22623587		0.8410759		1.5168519		0.28886604		No		Yes		Yes		U35_44k_v1_1235		LOC_Os05g51420.2		gb|AAN17464.1| 1e-91  hypersensitive-induced reaction protein 3 [Hordeum vulgare subsp. vulgare]		LOC_Os05g51420.2 3e-84 hypersensitive-induced response protein putative expressed		CCAATCATTATCTCTTTTGTCCTGCCGTTTCAAGTTTCAGCTTGGGAAGCCTGCAGTATG		3628		AT5G62740.1

		3105		CUST_5349_PI390587928		8.216389		7.8378234		7.924891		8.114619		8.337722		8.452678		9.319677		8.547124		8.650746		8.688177		8.982492		8.395962		1.0877395		1.5314034		2.629496		1.3495746		1.3513091		1.8029429		2.081468		1.2153252		0.43435764		0.61485434		1.3947864		0.43250465		0.12133312		0.8503537		1.0576015		0.2813425		No		Yes		Yes		U35_44k_v1_3105		LOC_Os02g47110.2		dbj|BAD07876.1| e-103  putative ADP-ribosylation factor [Oryza sativa Japonica Group]		LOC_Os02g47110.2 1e-104 ADP-ribosylation factor putative expressed		ATAATTTTGGCAGATACAGTTTATCCCTGAGAATGTGGTAGCAGTACCTGCGATAAAAAA		8507		AT5G17060.1

		8521		CUST_24752_PI390587928		12.200782		11.273313		12.698949		12.952395		11.694386		11.812186		12.017507		11.315033		11.357567		11.546977		12.497097		12.387464		-1.4204975		1.4528378		-1.6037422		-3.1109657		-1.7940437		1.2088745		-1.1501738		-1.4793177		-0.843215		0.5388737		-0.68144226		-1.6373625		-0.5063963		0.27366447		-0.20185184		-0.56493187		No		Yes		Yes		U35_44k_v1_8521		LOC_Os10g27330.1		ref|NP_001064591.1| 8e-67  Os10g0413400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g27330.1 2e-68 glycerol-3-phosphate acyltransferase 8 putative expressed		CCTTGCCCGGACAATGATTTGTTGATCCGTATATTTGTACATAACAAATCATTGATAAAC		19601		AT3G11430.1

		10209		CUST_16431_PI390587928		11.707966		11.438067		10.005828		10.707908		11.96083		13.21938		12.318096		12.449506		12.206609		13.000225		12.245431		10.231845		1.1915702		3.4373887		4.9666333		3.344054		1.4128839		2.9529514		4.722671		-1.3909425		0.49864292		1.781313		2.3122683		1.7415981		0.25286388		1.5621576		2.239603		-0.47606277		Yes		No		No		U35_44k_v1_10209		LOC_Os07g35140.1		gb|EAZ04181.1| 5e-44  hypothetical protein OsI_025413 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35140.1 1e-45 receptor-like serine-threonine protein kinase putative expressed		ACACGTACGGACTATACACATAGTGCATAGGACAAGAGGAGCCCTGAAATTGTTAAAAAA		None		AT4G23280.1

		20997		CUST_26250_PI390587928		5.9047046		5.8547077		6.2904677		5.7333207		5.0338254		4.8516097		5.2970147		5.050179		4.856607		5.4172344		5.0828457		5.2859216		-1.828777		-2.0042994		-1.9909445		-1.6056324		-2.0678015		-1.3542305		-2.3095665		-1.3635798		-1.0480976		-1.003098		-0.993453		-0.6831417		-0.8708792		-0.4374733		-1.207622		-0.44739914		No		Yes		Yes		U35_44k_v1_20997		LOC_Os11g36240.1		gb|EAY81365.1| 3e-80  hypothetical protein OsI_035324 [Oryza sativa (indica cultivar-group)]		LOC_Os11g36240.1 2e-81 pectinesterase precursor putative		TGTCCTATGTGTGTGTGGCCTCTCGTGAAATAAGAGCTGTGCGCCTGTCTATGTAAAAAA		13335		AT3G43270.1

		15199		CUST_27037_PI390587928		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		1.2365267		1.7197876		4.2225723		2.0043542		1.5792742		1.9527658		3.3583336		1.1479269		0.6592617		0.7822304		2.0781221		1.0031376		0.3062935		0.96551895		1.7477455		0.19903088		Yes		Yes		Yes		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		ATAGGATGGTATGTCCTATAGTATCCTACAGAATTGGAAAGAATGTTTGATAGCACAGAA		2946		AT3G52880.1

		18307		CUST_16252_PI390587928		5.096123		4.899159		5.544187		5.7196083		4.493387		4.603739		4.4341607		4.726521		4.4152184		3.689045		4.7676177		5.64955		-1.5185938		-1.2272424		-2.158496		-1.9904399		-1.6031449		-2.3135593		-1.7130525		-1.0497591		-0.68090487		-0.29542017		-1.1100264		-0.9930873		-0.602736		-1.210114		-0.77656937		-0.070058346		No		Yes		Yes		U35_44k_v1_18307		LOC_Os06g42790.3		gb|EAZ01784.1| 1e-09  hypothetical protein OsI_023016 [Oryza sativa (indica cultivar-group)]		LOC_Os06g42790.3 3e-11 nudix hydrolase 2 putative expressed		CTCTCTCATGTGGGTATCTCTATCTACGAATGTGCAGGCAGAGCCACAAAGCTTATTTTG		9359		0

		4781		CUST_15934_PI390587928		4.142561		4.997417		5.262936		4.803123		3.2391253		4.1255274		2.7354424		3.7715347		2.8382652		2.910052		3.1402388		4.555095		-1.8705152		-1.8300583		-5.7656918		-2.0442736		-2.4696314		-4.2497115		-4.3550744		-1.1875825		-1.3042958		-0.8718896		-2.5274937		-1.0315883		-0.9034357		-2.087365		-2.1226974		-0.2480278		Yes		Yes		Yes		U35_44k_v1_4781		LOC_Os06g10230.2		gb|AAL68842.1|AF466199_1 9e-39  putative receptor protein kinase [Sorghum bicolor]		LOC_Os06g10230.2 3e-37 receptor-like protein kinase 5 precursor putative expressed		TTGATTTGAAGTCGAATGGGCTGACCGGCCAGATCCCGGATGAGATTGGGGACTGCTCGT		None		AT2G26330.1

		19513		CUST_12817_PI390587928		14.564523		14.424657		14.239239		14.55383		13.861915		14.20726		13.195751		13.368924		13.446487		13.924896		13.775283		14.496442		-1.6274443		-1.1626338		-2.0612044		-2.273486		-2.170512		-1.4139789		-1.3793187		-1.0405803		-1.1180353		-0.21739674		-1.0434875		-1.184906		-0.7026081		-0.49976063		-0.46395588		-0.057388306		No		Yes		Yes		U35_44k_v1_19513		-		No hits found		No hits found		CATGTAACTGTGTCTGTAAGATGCTTGTACCTTTTCTGAAATATATTGCCCCTTTGTAAA		None		0

		24344		CUST_38927_PI390587928		7.526161		8.219539		8.739617		8.246127		6.711619		7.296902		6.455155		6.7810326		6.2679005		6.440571		6.798573		7.598559		-1.7587401		-1.8955762		-4.8718257		-2.7608156		-2.392072		-3.4318056		-3.839835		-1.5665255		-1.2582607		-0.9226365		-2.2844625		-1.4650946		-0.8145423		-1.7789679		-1.9410443		-0.6475682		Yes		Yes		Yes		U35_44k_v1_24344		LOC_Os03g43684.1		gb|ABF97797.1| e-102  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43684.1 1e-104 expressed protein		AAGTTGGTAGCTCACATGCAAATGGCCTTGATGAATGCAGCTCTGTTCAAGGAGAAGATC		21134		AT4G14760.1

		31126		CUST_20127_PI390587928		18.351217		18.425158		16.727163		18.186457		18.472471		18.437584		17.904594		18.07318		18.453852		18.11836		17.725698		18.20668		1.0876799		1.0086505		2.2617369		-1.0816828		1.0737324		-1.2369584		1.9979703		1.0141166		0.10263443		0.012426376		1.1774311		-0.113277435		0.12125397		-0.30679703		0.99853516		0.020223618		No		Yes		Yes		U35_44k_v1_31126		LOC_Os03g46770.2		gb|AAA75104.1| 2e-07  single-stranded nucleic acid binding protein [Triticum aestivum]		LOC_Os03g46770.2 1e-06 glycine-rich RNA-binding protein 2 putative expressed		GGTGATCCTATGTTTGAACTCGGTTTGAATCGATGAAGAAAAATGCAAGTCATAGCTGCG		31270		0

		12177		CUST_26125_PI390587928		6.387095		6.8330855		6.055261		6.688604		6.3809304		6.4617467		7.180332		6.5504513		6.5618286		6.7885895		6.8813605		6.8063583		-1.0042821		-1.2935528		2.1811228		-1.100495		1.1287559		-1.0313228		1.7728856		1.0850447		0.17473364		-0.37133884		1.125071		-0.1381526		-0.006164551		-0.04449606		0.8260994		0.11775446		No		Yes		Yes		U35_44k_v1_12177		LOC_Os12g07970.3		gb|EAZ19842.1| 4e-99  hypothetical protein OsJ_034051 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07970.3 1e-101 inorganic phosphate cotransporter putative expressed		ACACATATTATAAGTTATGTTATGTTAGGAGGAATAGCACTTGTTTGTCACCCACCCCAA		47117		AT5G44370.1

		6199		CUST_24430_PI390587928		12.389485		12.674558		12.691691		12.688642		12.350591		12.942464		13.996602		12.970105		12.593707		13.366997		13.738998		13.01724		-1.0273265		1.2040591		2.4706843		1.2154273		1.1520647		1.6160133		2.0666685		1.2557924		0.20422173		0.2679062		1.3049107		0.28146362		-0.038894653		0.6924391		1.047307		0.32859802		No		Yes		Yes		U35_44k_v1_6199		LOC_Os08g37060.1		gb|EAZ43069.1| 2e-22  hypothetical protein OsJ_026552 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37060.1 5e-24 gibberellin receptor GID1L2 putative expressed		GTAGTATACTTGTTGTATTGGACCCATTGTTTTCTTTGCAGTATATGTACTTTGGCGTTC		19545		0

		38073		CUST_11476_PI390587928		9.214046		9.61939		10.362861		10.502732		9.073478		10.779766		11.694753		11.245439		9.567162		10.708404		11.048325		10.523645		-1.1023389		2.2351575		2.5173259		1.6733118		1.2773165		2.127286		1.608219		1.0146015		0.35311604		1.1603765		1.331892		0.7427063		-0.14056778		1.089014		0.6854639		0.020913124		No		Yes		Yes		U35_44k_v1_38073		LOC_Os02g21040.1		gb|EAY85563.1| 1e-42  hypothetical protein OsI_006796 [Oryza sativa (indica cultivar-group)]		LOC_Os02g21040.1 3e-44 aspartic proteinase nepenthesin-2 precursor putative expressed		AACTTTTGGGTTTTGTGTTCATATGTACAACAGATGGGATTACTAGCTAGCTAGGACTGT		13955		AT3G59080.2

		23834		CUST_3416_PI390587928		8.130499		7.961386		8.73174		8.648235		8.022807		8.0682		7.475085		7.858082		7.5661893		7.6303954		7.63945		8.737943		-1.077503		1.0768474		-2.3894112		-1.7292584		-1.4786797		-1.257877		-2.1321218		1.0641543		-0.5643096		0.10681391		-1.2566552		-0.7901535		-0.107691765		-0.3309908		-1.0922899		0.089707375		No		Yes		Yes		U35_44k_v1_23834		LOC_Os01g34930.1		gb|EAY74398.1| 2e-29  hypothetical protein OsI_002245 [Oryza sativa (indica cultivar-group)]		LOC_Os01g34930.1 7e-31 ATGSL07 putative expressed		GAGTATCACCCTGCTCTGTAGCATGCATGTTCATGTGTTTATATTGTTTATTGAAAAATC		22973		AT1G06490.1

		19084		CUST_11811_PI390587928		11.467		12.465939		10.926797		12.054631		10.846542		12.770131		12.288503		12.592637		11.245968		12.664204		11.478871		10.490094		-1.5373628		1.2347274		2.5698886		1.4519641		-1.1655672		1.1473178		1.4661924		-2.9578257		-0.22103214		0.30419254		1.3617058		0.5380058		-0.62045765		0.19826508		0.55207443		-1.564537		No		Yes		Yes		U35_44k_v1_19084		LOC_Os03g08330.1		ref|NP_001049168.1| 2e-28  Os03g0181100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08330.1 4e-30 ZIM motif family protein expressed		CATAGCAGTAAGCCTTTTTTGTTTGCTTGGTTGACGATTCTTTTCGATTAATAACTTGCA		11225		0

		36209		CUST_26668_PI390587928		4.9561324		4.458649		4.5058827		4.5536957		4.8500476		5.338239		8.560285		7.629267		5.234298		5.9177322		8.324594		6.210318		-1.0763034		1.8398525		16.614857		8.430227		1.2126522		2.7493358		14.110633		3.1527755		0.27816582		0.87959003		4.054402		3.0755715		-0.10608482		1.4590831		3.8187108		1.6566224		Yes		Yes		Yes		U35_44k_v1_36209		LOC_Os04g12080.1		ref|XP_388440.1| 8e-72  hypothetical protein FG08264.1 [Gibberella zeae PH-1]		LOC_Os04g12180.1 1e-37 CRK10 putative		TCATAGTTATAGAGATTGTGACTGGTCGGAGGAACAGTAGATCACTTGACGATGATGCTG		None		AT4G23270.1

		44857		CUST_17165_PI390587928		4.6431623		5.126432		5.369329		4.545044		4.0292506		4.3249216		4.0837817		3.5724533		3.9566047		4.047029		4.1380754		4.1681404		-1.530403		-1.7429248		-2.437745		-1.9623613		-1.6094385		-2.1131613		-2.347709		-1.2985518		-0.68655753		-0.80151033		-1.2855473		-0.9725907		-0.6139116		-1.0794029		-1.2312536		-0.37690353		No		Yes		Yes		U35_44k_v1_44857		LOC_Os01g11860.1		gb|AAP96742.1| 1e-07  ThiJ-like protein [Brassica rapa subsp. pekinensis]		LOC_Os06g34040.1 1e-08 4-methyl-5-thiazole monophosphate biosynthesis protein putative expressed		ACGGGGTGCCAGTTGTTGATAAAATGCTGGGCCGGGACAAGGCGGGGAGACTGGCGAAAG		43074		0

		23508		CUST_6230_PI390587928		8.409377		8.470553		8.750252		10.207957		9.621125		11.103648		12.185948		11.157855		10.321302		11.5592165		12.0759325		10.905341		2.3161812		6.203553		10.82051		1.9317358		3.7631097		8.507074		10.026045		1.6215616		1.9119253		2.6330948		3.4356966		0.94989777		1.2117481		3.088663		3.3256807		0.6973839		Yes		Yes		Yes		U35_44k_v1_23508		LOC_Os03g03280.1		gb|EAY88338.1| 4e-93  hypothetical protein OsI_009571 [Oryza sativa (indica cultivar-group)]		LOC_Os03g03280.1 8e-95 ATP binding protein putative expressed		ATGGTTTCGGGGAAAATCTTTACATACAAGTACAATTAGAATCATACTGACAAAGGGGAA		39779		AT5G24010.1

		23621		CUST_23438_PI390587928		10.755847		11.148216		11.677391		11.437524		10.293228		10.101754		10.417312		10.607245		10.175559		10.208844		10.887924		11.21606		-1.378041		-2.0654585		-2.3950891		-1.7780285		-1.4951476		-1.9176934		-1.7284356		-1.1659162		-0.58028793		-1.046462		-1.2600794		-0.8302784		-0.46261883		-0.93937206		-0.78946686		-0.22146416		No		Yes		Yes		U35_44k_v1_23621		LOC_Os04g42840.1		ref|NP_001053263.1| 8e-36  Os04g0507500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42840.1 2e-37 HEAT repeat family protein expressed		TGTCTTGGGTTGTACGAGTAGGTGACAATGTACAAAGAAAGGAGTTGTAACGTAATGGAG		49864		AT2G20190.1

		48891		CUST_79_PI390587928		6.892423		7.437195		5.4519157		5.6719823		6.081797		5.9933		4.094106		4.123472		6.254516		6.5208564		4.1797676		5.5913434		-1.7539724		-2.7205434		-2.5629575		-2.925149		-1.5560701		-1.8873192		-2.415209		-1.0574862		-0.637907		-1.4438949		-1.3578095		-1.5485101		-0.81062603		-0.91633844		-1.2721481		-0.080638885		Yes		No		No		U35_44k_v1_48891		LOC_Os12g10320.1		gb|EAZ27036.1| 4e-39  hypothetical protein OsJ_010519 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g10320.1 1e-40 plant-specific domain TIGR01627 family protein expressed		CCATATCATACATACACCATTGGAGGTAATTAATTATGTTATGTGGCACTTGATGAAAGC		7822		AT1G33800.1

		22859		CUST_890_PI390587928		10.155462		10.23673		10.030103		10.239854		10.16803		10.582622		10.978133		11.281593		10.379361		10.743846		10.988217		11.313678		1.0087492		1.2709365		1.9292371		2.0587084		1.1678855		1.4212066		1.9427693		2.1050055		0.22389889		0.34589195		0.9480305		1.0417395		0.01256752		0.5071163		0.9581146		1.0738239		No		Yes		Yes		U35_44k_v1_22859		-		gb|AAT58770.1| 4e-14  putative polyprotein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g39130.1 8e-16 retrotransposon protein putative unclassified expressed		TCCCCTAAACTCATGCACTTCCTCCTTCCAATAAGACGGTCGCAAGTTGTTGGTAAAAAA		17683		0

		16538		CUST_19821_PI390587928		9.084404		8.464598		8.590894		8.364384		9.697438		9.41913		10.776324		9.474305		9.82191		11.149732		10.892007		9.062346		1.5294726		1.9379517		4.548625		2.158339		1.6672909		6.431405		4.9283786		1.6222124		0.7375059		0.9545326		2.1854305		1.1099215		0.61303425		2.685134		2.3011131		0.69796276		Yes		Yes		Yes		U35_44k_v1_16538		LOC_Os10g22520.1		ref|NP_001055011.1| 0.0  Os05g0244500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g15510.2 0.0 cellulase containing protein expressed		TTTGGCCATTTTCTATACATGTCTCATTCCTTGAAATGTATGGCTAACTTTTTCCCGAAA		6414		0

		4349		CUST_15246_PI390587928		6.7756906		6.382681		6.7372336		6.495932		6.025511		6.1297345		5.840489		6.284546		5.6777406		5.838865		5.502851		6.123961		-1.6820024		-1.1916382		-1.8618602		-1.1578001		-2.1405032		-1.4578235		-2.3528063		-1.2941197		-1.09795		-0.25294638		-0.8967447		-0.2113862		-0.75017977		-0.5438161		-1.2343826		-0.37197113		No		Yes		Yes		U35_44k_v1_4349		LOC_Os12g04240.2		gb|EAZ19582.1| 3e-62  hypothetical protein OsJ_033791 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g04240.2 6e-64 grancalcin putative expressed		TAATGTTTACTGCTAATCGGTTTCTTCCACTTAAGCGTGAAATGCCCTGTCCAACTTGTG		10795		AT3G10300.2

		7597		CUST_36659_PI390587928		9.166209		9.314922		9.373924		9.539947		9.756204		10.523494		11.207432		10.733353		10.133689		10.673305		10.857326		10.078845		1.5052409		2.311087		3.5640252		2.2869203		1.9554216		2.563975		2.7960715		1.4528627		0.9674797		1.2085714		1.8335075		1.1934061		0.58999443		1.3583822		1.4834013		0.53889847		Yes		Yes		Yes		U35_44k_v1_7597		LOC_Os01g57510.1		ref|NP_001044460.1| 3e-97  Os01g0784200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57510.1 7e-99 receptor protein kinase putative expressed		TCACAACCTCTTGGAATGTTTTAACTAGGACATGCAAAGTTTAATAACTCATCAAAGAGC		38476		AT1G65800.1

		7826		CUST_45_PI390587928		3.795084		2.7867243		5.8288302		4.5919223		2.882963		1.9297557		3.9469013		3.4725974		2.9606345		2.0196908		3.8659256		3.7384758		-1.8818101		-1.8112286		-3.6856751		-2.172453		-1.7831765		-1.7017671		-3.8984609		-1.806812		-0.8344495		-0.85696864		-1.8819289		-1.1193249		-0.91212106		-0.7670336		-1.9629047		-0.8534465		Yes		No		No		U35_44k_v1_7826		LOC_Os02g09510.1		gb|EAZ22024.1| 9e-36  hypothetical protein OsJ_005507 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09510.1 2e-37 limonoid UDP-glucosyltransferase putative expressed		ATCTGCACCAGTGTAGCCTCAGCTCAGTATCAGGCAAGAAGAGAAGACGACATTTATTTC		18210		AT4G15490.1

		49711		CUST_15762_PI390587928		6.901108		6.1498113		5.577541		7.3150043		9.670224		8.949225		10.033109		12.863716		8.723241		8.741524		9.95975		10.697823		6.8169026		6.961577		21.941158		46.808926		3.5360363		6.028138		20.85338		10.431091		1.8221331		2.7994142		4.455568		5.548712		2.7691164		2.5917125		4.3822093		3.3828182		Yes		Yes		Yes		U35_44k_v1_49711		LOC_Os02g02400.1		emb|CAH61266.1| 1e-32  catalase [Secale cereale]		LOC_Os02g02400.1 7e-26 catalase isozyme A putative expressed		ATGAACCACTGTATTCCCTTTGCTTCTGCCGTTTCGAAGTCGCCTTATTGTTGATCAAAA		51580		AT1G20630.1

		15974		CUST_6411_PI390587928		11.823524		11.858617		11.79095		11.953277		12.070197		12.121699		13.409684		12.630527		12.515145		12.27251		13.257244		12.32682		1.1864675		1.20004		3.071055		1.5990887		1.615097		1.3322757		2.7631125		1.2955312		0.6916208		0.2630825		1.6187344		0.6772499		0.24667263		0.41389275		1.4662943		0.37354374		No		Yes		Yes		U35_44k_v1_15974		LOC_Os05g35740.1		gb|ABR25786.1| 1e-32  pi starvation-induced protein [Oryza sativa (indica cultivar-group)]		LOC_Os05g35740.1 2e-34 Pi starvation-induced protein putative expressed		GTAATAGAAACTGCAAAATCGATGTATCCCTGCTGAAACCTGGACCGATCGAAGCATGGT		4508		AT1G71950.1

		6614		CUST_30006_PI390587928		6.699822		6.869997		6.4066234		6.5698485		6.938356		7.5368004		7.975698		6.860991		6.8054657		7.3870244		7.975641		7.3464055		1.1797932		1.5875515		2.9671433		1.2236089		1.0759743		1.4310037		2.9670258		1.7130377		0.10564375		0.66680336		1.5690746		0.29114246		0.23853397		0.5170274		1.5690174		0.77655697		No		Yes		Yes		U35_44k_v1_6614		LOC_Os12g36910.1		gb|EAY83482.1| e-145  hypothetical protein OsI_037441 [Oryza sativa (indica cultivar-group)]		LOC_Os12g36910.1 1e-147 calmodulin binding protein putative expressed		CCAAACAGCCAGAGTACTTTCCAAGGATCGATCATGCTGGAACCTAAATTTATGCAAGGA		13780		AT5G57580.1

		750		CUST_6660_PI390587928		8.646442		9.074994		9.639812		9.151116		8.097011		8.346807		7.7753425		8.085162		7.801657		8.33923		8.530067		8.833727		-1.4635092		-1.6565567		-3.6413414		-2.093554		-1.7959974		-1.6652797		-2.158075		-1.2460737		-0.8447852		-0.72818756		-1.86447		-1.0659542		-0.5494318		-0.7357645		-1.109745		-0.3173895		Yes		Yes		Yes		U35_44k_v1_750		LOC_Os02g57290.4		ref|NP_001048526.1| 0.0  Os02g0817900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g57290.4 0.0 cytochrome P450 97B3 putative expressed		TAGTATATAAAAGTCCTTTGCTGCTGGTTTTGTCGTGTGTTCTGTTACTCACCTATTACT		2360		AT1G31800.1

		2791		CUST_1875_PI390587928		8.327508		8.608689		8.350461		5.9404755		7.8016496		7.78733		5.899407		4.484744		7.8853087		8.053526		7.283676		5.682978		-1.43979		-1.7670699		-5.468155		-2.742956		-1.3586739		-1.4693351		-2.09476		-1.1954032		-0.44219923		-0.82135916		-2.451054		-1.4557314		-0.5258584		-0.5551634		-1.0667849		-0.2574973		Yes		No		No		U35_44k_v1_2791		LOC_Os04g38750.1		sp|O48609|RRP3_HORVU 6e-54  Plastid-specific 30S ribosomal protein 3, chloroplast precursor (PSRP-3)		LOC_Os04g38750.1 1e-45 plastid-specific 30S ribosomal protein 3 chloroplast precursor putative expressed		CAAGGAAGATAAATTTGGGTTCGGTTATTGGCAAGGACGGTGTTTAAGATGATCAAAAAA		6675		AT1G68590.1

		5714		CUST_1928_PI390587928		5.7163873		6.4308605		6.418196		5.8106847		5.7538223		5.7807527		3.968195		5.771828		4.2189293		5.1405025		4.883311		5.749209		1.0262876		-1.5692855		-5.4641657		-1.0272993		-2.823448		-2.4458876		-2.897654		-1.0435326		-1.497458		-0.65010786		-2.4500012		-0.038856506		0.037435055		-1.2903581		-1.5348854		-0.061475754		Yes		Yes		Yes		U35_44k_v1_5714		LOC_Os09g12290.1		ref|NP_001062794.1| 2e-44  Os09g0294000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g12290.1 4e-46 bifunctional aspartokinase/homoserine dehydrogenase 2 chloroplast precursor putative expressed		TAATTGTCTCTGCAATGTCCAAGTTACTGACATGATGTACAGTCTCGTGCATAGGCTCAG		None		AT4G19710.2

		30149		CUST_23841_PI390587928		5.260579		4.773319		4.558289		5.2630305		4.496163		3.9702692		2.7808907		4.1223874		4.3839374		3.9042778		3.5271482		4.7801347		-1.6986825		-1.7447853		-3.4280741		-2.204793		-1.8360963		-1.8264483		-2.0436397		-1.397546		-0.87664175		-0.80304956		-1.7773983		-1.1406431		-0.7644162		-0.86904097		-1.0311408		-0.48289585		Yes		No		No		U35_44k_v1_30149		-		No hits found		No hits found		TTTTCATGCTTTTCAAGATCCTTTTTTGGGCATACAGCCTACAAACTCTTTGGAAAGGAA		29902		0

		26665		CUST_25135_PI390587928		1.5130587		1.6005183		2.014436		3.3836334		2.3166115		3.3379123		5.4726834		6.819744		3.2721894		3.3263366		2.3640196		2.0475051		1.7453941		3.3343232		10.990974		10.823617		3.384941		3.3076768		1.2741928		-2.5247285		1.7591307		1.737394		3.4582474		3.4361107		0.80355287		1.7258183		0.34958363		-1.3361282		Yes		No		No		U35_44k_v1_26665		-		emb|CAG11814.1| 6e-19  unnamed protein product [Tetraodon nigroviridis]		LOC_Os05g37330.1 1e-11 60S acidic ribosomal protein P2B putative expressed		CGAAGATATGGGCTTTGGACTCTTTGATTAATCTGTCTTTTCTGTACTCAAAAAGCAATA		22703		0

		14579		CUST_13206_PI390587928		12.3480425		12.748988		13.337654		12.635072		12.144772		12.390338		12.101456		11.680756		11.945896		12.16771		12.124622		12.220542		-1.1513057		-1.2822257		-2.3557696		-1.9376609		-1.3214724		-1.4961739		-2.318243		-1.3328642		-0.40214634		-0.3586502		-1.2361984		-0.95431614		-0.20327091		-0.58127785		-1.2130318		-0.4145298		No		Yes		Yes		U35_44k_v1_14579		LOC_Os04g38220.1		gb|EAY94357.1| 5e-89  hypothetical protein OsI_015590 [Oryza sativa (indica cultivar-group)]		LOC_Os04g38220.1 1e-90 sugar transport protein 5 putative expressed		GTTTCGTGGTGTTGTACGTCCATTCGTCTTATCGGATTGAATAACATTCTTTTCAAAAAA		46551		AT1G34580.1

		36772		CUST_42218_PI390587928		5.870973		5.9356575		6.2819686		6.077664		5.63359		5.993009		5.3801026		5.5907216		5.3165746		5.658014		4.995976		6.112131		-1.1788522		1.0405538		-1.868481		-1.4014714		-1.4685563		-1.2122134		-2.4384978		1.0241785		-0.55439854		0.05735159		-0.90186596		-0.4869423		-0.23738289		-0.27764368		-1.2859926		0.03446722		No		Yes		Yes		U35_44k_v1_36772		LOC_Os01g34880.1		ref|NP_001043251.1| 2e-52  Os01g0532900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g34880.1 3e-54 ATGSL07 putative expressed		GAAGTTTGCTGATAATTATCACATGTACTCCCGAAGCCACTTTGTTAAAGGACTTGAGCT		32074		AT1G06490.1

		6811		CUST_18626_PI390587928		8.821679		8.710503		7.757996		8.616146		12.420199		12.439313		12.498094		11.852157		12.947304		13.007057		12.341762		8.822108		12.113302		13.258175		26.72462		9.421851		17.45568		19.651323		23.980095		1.1534554		4.1256247		3.7288103		4.7400975		3.2360106		3.5985203		4.2965546		4.5837655		0.20596218		Yes		Yes		Yes		U35_44k_v1_6811		LOC_Os09g32952.1		ref|NP_001063614.1| 5e-88  Os09g0507300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32952.1 9e-90 L-ascorbate oxidase precursor putative expressed		TCGATGCATAATATGTCCTATCCTGTTATTTTTGGTGGTCACTTTAACTTGGTTAGATCT		16976		AT4G39830.1

		48116		CUST_26086_PI390587928		5.08875		4.950997		3.9284298		4.3955073		4.3539824		4.0110116		3.2853155		2.1696463		3.9222496		3.7457428		3.5676868		4.090818		-1.6641291		-1.9185086		-1.5616968		-4.6779003		-2.2446654		-2.3057787		-1.2840871		-1.2351527		-1.1665003		-0.9399853		-0.6431143		-2.225861		-0.73476744		-1.2052541		-0.36074305		-0.3046894		Yes		No		No		U35_44k_v1_48116		LOC_Os05g42060.1		ref|NP_001055958.1| 2e-13  Os05g0499600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42020.1 4e-15 cytokinin-O-glucosyltransferase 1 putative expressed		CTGTAGGCCTGTAACGAGTTTTGTGAAATCACTCAATACCACGTCGTCAACATGAAAAAA		None		0

		40197		CUST_1017_PI390587928		11.820511		10.942333		11.778362		10.002523		11.366212		10.402823		9.978691		8.970828		11.2126665		10.33627		10.540877		9.383234		-1.3701168		-1.4534786		-3.4814086		-2.0444252		-1.5239804		-1.5220997		-2.3578713		-1.5361184		-0.60784435		-0.5395098		-1.7996712		-1.0316954		-0.45429897		-0.6060629		-1.2374849		-0.6192894		No		Yes		Yes		U35_44k_v1_40197		LOC_Os11g24510.2		gb|AAO38465.1| 1e-40  putative serine carboxypeptidase I [Oryza sativa (japonica cultivar-group)]		LOC_Os11g24510.2 1e-38 serine carboxypeptidase 1 precursor putative expressed		GAGCTATGTTGGATTTTTCTCCAAAGAGGAAGGGTGAAGCAATATAGTAGCAGTAAAAAA		35006		AT3G12203.1

		10171		CUST_19482_PI390587928		6.57326		6.182199		7.1863227		6.8791604		6.3040357		5.846784		5.1462035		6.4960227		5.6708293		6.8576007		6.055061		9.112958		-1.2051595		-1.2617402		-4.112795		-1.3041753		-1.8692124		1.5970414		-2.1905024		4.703705		-0.90243053		-0.3354149		-2.0401192		-0.3831377		-0.26922417		0.6754017		-1.1312618		2.2337976		No		Yes		Yes		U35_44k_v1_10171		LOC_Os04g28990.1		gb|EAZ30362.1| 3e-57  hypothetical protein OsJ_013845 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g28990.1 6e-59 chloroplastic quinone-oxidoreductase putative expressed		TTCAGCCGTTATACTTGGAACTGTTAATATCCCGAATCCCTTATTGTGAAATTGTACATG		20441		AT4G13010.1

		50816		CUST_25962_PI390587928		7.280235		7.2963333		7.109053		7.948958		7.951427		8.72097		9.75058		8.651277		8.422797		9.677956		9.515423		8.75344		1.5923883		2.6844692		6.2399163		1.6271178		2.207728		5.211224		5.3013864		1.7465186		1.1425624		1.4246368		2.6415267		0.70231867		0.67119217		2.3816223		2.4063697		0.804482		Yes		Yes		Yes		U35_44k_v1_50816		-		No hits found		No hits found		TATAGTGATGATCAAGCCATACAGGGAAATGAAAATGATGGTTTGGTTGCAGGACAAAAA		None		0

		25754		CUST_15777_PI390587928		6.9410553		6.811163		9.362244		7.8574796		6.5630608		5.621128		7.677897		7.043016		6.3266683		5.145126		7.6863236		7.011683		-1.2995341		-2.2815826		-3.2139482		-1.7586442		-1.5309074		-3.1734169		-3.1952305		-1.7972568		-0.61438704		-1.1900349		-1.6843467		-0.8144636		-0.37799454		-1.6660371		-1.67592		-0.8457966		Yes		Yes		Yes		U35_44k_v1_25754		LOC_Os03g37070.1		gb|EAY92595.1| 6e-50  hypothetical protein OsI_013828 [Oryza sativa (indica cultivar-group)]		LOC_Os03g63310.1 2e-51 cytochrome P450 71E1 putative expressed		CATCTTCGCCACGGTGGACGGGATCATCGGCTCATTCGCCTTTGGAGAAAATTACGCATC		21947		AT3G26330.1

		39932		CUST_18075_PI390587928		8.075504		7.7194886		8.064085		8.569352		8.690006		9.625503		9.65098		8.269081		8.918997		9.895103		9.737111		8.6017		1.5310293		3.7477221		3.0040212		-1.2313757		1.7943888		4.5177827		3.1888275		1.0226749		0.8434925		1.906014		1.586895		-0.30027103		0.61450195		2.1756148		1.6730261		0.03234768		Yes		Yes		Yes		U35_44k_v1_39932		LOC_Os01g67054.1		No hits found		No hits found		ACTGTGTGACACTGTGACTGTGTAAGACATCGTATACAAATGAATGAATGATTTACTGAC		2747		0

		49017		CUST_14976_PI390587928		15.851425		15.727862		14.20663		14.529625		15.396473		15.058724		13.039554		13.610871		15.498597		15.007816		13.251633		14.348701		-1.3707374		-1.5901226		-2.2455614		-1.8904814		-1.2770615		-1.6472346		-1.9385757		-1.13361		-0.35282803		-0.66913795		-1.1670761		-0.9187536		-0.45495224		-0.72004604		-0.95499706		-0.18092442		No		Yes		Yes		U35_44k_v1_49017		LOC_Os06g43660.3		gb|ABX10014.1| 2e-74  vacuolar H+-pyrophosphatase [Triticum aestivum]		LOC_Os06g43660.3 7e-74 pyrophosphate-energized vacuolar membrane proton pump putative expressed		GATGACGACGACGACGATGATGAATCTTGTATGCCCATTGCGGATTTCGTGTCTTAATTT		50954		AT1G15690.2

		15829		CUST_29127_PI390587928		10.505927		10.220059		9.507381		10.243478		10.581748		11.75287		15.793315		14.539235		11.37027		13.491142		15.526093		13.587447		1.0539606		2.8934891		78.02873		19.640467		1.82051		9.653706		64.83546		10.153952		0.8643427		1.5328102		6.2859335		4.2957573		0.07582092		3.2710829		6.018711		3.3439693		Yes		Yes		Yes		U35_44k_v1_15829		LOC_Os12g36850.2		gb|AAP04429.1| 6e-74  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 1e-37 pathogenesis-related protein 10 putative expressed		CGTGTGTAAGTTGCTTCAAGCATTGATGGAGATAAATATTTGAGCAGTTTGGTTTTGTGA		4405		0

		5278		CUST_3672_PI390587928		8.387725		8.097044		8.681394		7.5024853		8.242479		8.066824		6.860798		6.8489323		7.633268		7.8182354		7.5586452		7.343432		-1.1059189		-1.0211679		-3.5322702		-1.5730374		-1.6869965		-1.2131926		-2.1776142		-1.1165543		-0.754457		-0.030220032		-1.8205957		-0.653553		-0.14524555		-0.2788086		-1.1227484		-0.15905333		No		Yes		Yes		U35_44k_v1_5278		LOC_Os02g37600.2		gb|EAY86480.1| 7e-44  hypothetical protein OsI_007713 [Oryza sativa (indica cultivar-group)]		LOC_Os02g37600.1 3e-52 expressed protein		GTAAAGAAATATAAGAAATGCACCTTGAGGAATTTCTTGGCTGGAGCTTGAAGCAAAAAA		11406		AT2G04790.2

		6094		CUST_37335_PI390587928		7.4730134		6.4696546		6.855444		6.696655		7.063526		5.610865		3.0152562		4.774946		6.1523623		4.8777986		5.8985324		5.741835		-1.3282137		-1.813516		-14.322266		-3.788715		-2.497788		-3.014369		-1.94115		-1.9383373		-1.320651		-0.85878944		-3.8401878		-1.9217086		-0.40948725		-1.591856		-0.95691156		-0.9548197		Yes		No		No		U35_44k_v1_6094		LOC_Os09g37620.1		gb|EAZ45570.1| 5e-98  hypothetical protein OsJ_029053 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37620.1 1e-99 monooxygenase/ oxidoreductase putative expressed		CTATGGACTACTCTTACATGGATAATGCGGCAGAATTTGTTAAAGAAAAAAGTGTGACAA		12698		AT1G19250.1

		2231		CUST_37176_PI390587928		8.383718		9.004752		9.632014		9.291753		8.346936		8.718928		8.461848		8.550923		8.012685		8.143144		8.704452		9.348035		-1.0258226		-1.2191062		-2.250376		-1.6711364		-1.2932782		-1.8170631		-1.9020599		1.0397826		-0.3710327		-0.28582382		-1.170166		-0.74082947		-0.03678131		-0.8616085		-0.9275627		0.056282043		No		Yes		Yes		U35_44k_v1_2231		LOC_Os04g56730.2		ref|NP_001054160.1| e-103  Os04g0662900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g56730.2 1e-105 repressor of RNA polymerase III transcription MAF1 putative expressed		GTCTGTATGTGGTGTATGCAATGTAAGGTGATATAGTGCAGCTTGAGCTGAATTAAAAAA		5880		AT5G13240.1

		34422		CUST_7104_PI390587928		8.813129		8.894521		9.242001		10.619552		10.1382475		11.7441		12.911582		11.969841		10.801972		12.043239		12.537098		11.373962		2.505534		7.207899		12.724891		2.5496325		3.9691854		8.86867		9.8157425		1.6869425		1.988843		2.8495789		3.6695814		1.3502893		1.3251181		3.1487179		3.2950974		0.75441074		Yes		Yes		Yes		U35_44k_v1_34422		LOC_Os03g17470.1		gb|ABF95327.1| 3e-23  IN2-1 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17470.1 7e-25 IN2-1 protein putative expressed		CAAACGAATATGATTAATCCAGGATTCGATCATTATGTAAGCCACCACAGACTTTATAAG		31637		AT3G55040.1

		13713		CUST_14000_PI390587928		9.827973		10.507735		9.100558		8.518052		9.551324		9.699446		9.359428		10.05956		9.77114		9.505179		9.2219925		8.273816		-1.2113783		-1.751134		1.1965412		2.9109857		-1.0401801		-2.0035462		1.0878158		-1.1844653		-0.056833267		-0.8082895		0.25887012		1.5415077		-0.27664948		-1.0025558		0.12143421		-0.24423599		No		Yes		Yes		U35_44k_v1_13713		LOC_Os05g04380.1		gb|EAY96453.1| e-151  hypothetical protein OsI_017686 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04380.1 1e-152 peroxidase 1 precursor putative expressed		GCATCCAATGCTCATGTAATAATAAGGGTAAAAGAAGATAATGTAGTACTACACGTCTGT		1862		AT4G33420.1

		20630		CUST_16230_PI390587928		6.432917		5.843476		5.956241		7.2415657		7.692984		9.570835		11.094661		9.994919		8.303231		10.020313		10.685575		9.105491		2.3950686		13.244847		35.22236		6.742825		3.6561217		18.08645		26.525967		3.639966		1.8703141		3.7273593		5.1384196		2.753353		1.260067		4.1768374		4.7293334		1.863925		Yes		Yes		Yes		U35_44k_v1_20630		LOC_Os03g15080.1		gb|EAY89302.1| 4e-64  hypothetical protein OsI_010535 [Oryza sativa (indica cultivar-group)]		LOC_Os03g15080.1 1e-65 expressed protein		GCAGTCGATTTCGAGTAACAAACTACATTAGCGATAATAATTTCTACCAAGTGTAGGATA		17563		0

		31913		CUST_31661_PI390587928		3.8770087		3.7269964		4.8315077		3.7499063		3.1784286		2.7727396		3.5420654		2.9293423		2.577191		2.3474019		2.102541		2.993346		-1.6229067		-1.9375812		-2.4443355		-1.7660964		-2.4619775		-2.6019523		-6.629806		-1.6894578		-1.2998176		-0.9542568		-1.2894423		-0.82056403		-0.69858		-1.3795946		-2.7289667		-0.7565603		Yes		No		No		U35_44k_v1_31913		LOC_Os05g51440.1		gb|EAY99252.1| 2e-24  hypothetical protein OsI_020485 [Oryza sativa (indica cultivar-group)]		LOC_Os05g51440.1 5e-26 cell envelope integrity inner membrane protein TolA putative		TTTCTCTCTCACACACAGAACCACGGCTGTCCCCATCACGATCACGATTCCTTGCCTACG		47188		0

		49296		CUST_27937_PI390587928		3.6638021		3.3351905		2.5313952		6.0225196		3.1565456		4.1578465		5.338733		6.4136186		3.5276184		4.1443324		6.0497894		7.264239		-1.4213448		1.768659		6.999918		1.311392		-1.0989941		1.7521689		11.45888		2.3648016		-0.13618374		0.8226559		2.807338		0.39109898		-0.5072565		0.8091419		3.5183942		1.2417192		Yes		Yes		Yes		U35_44k_v1_49296		-		gb|AAO18080.1| 5e-10  MLA1-2 [Hordeum vulgare subsp. vulgare]		No hits found		TAACGACTGAAATTCTAGGCTCACCCGAGCTCCTTAATTCGAAAACAACTTTGACTCAAA		11946		0

		9592		CUST_10974_PI390587928		1.8629465		2.3474932		1.7492341		2.3856678		1.9610583		4.204693		6.1240525		3.4140089		2.2696388		2.578963		4.939904		3.1762125		1.0703716		3.6230373		20.74682		2.0396774		1.325643		1.1740305		9.130349		1.7297275		0.40669227		1.8571997		4.3748183		1.028341		0.09811175		0.23146987		3.19067		0.79054475		Yes		Yes		Yes		U35_44k_v1_9592		LOC_Os10g13970.1		gb|EAZ00468.1| 1e-52  hypothetical protein OsI_021700 [Oryza sativa (indica cultivar-group)]		LOC_Os06g16070.1 3e-54 receptor-like protein kinase precursor putative		TTTTATGAGAAAGGCTGGCTTGTGACGTAGGAGTAAAATTGGACGCAACAAATTTCTAAA		31703		AT3G47570.1

		48109		CUST_26119_PI390587928		7.553164		7.0714173		6.5025725		4.2565274		7.2910995		6.6716423		4.9002724		4.91863		7.422294		6.7897143		5.1570163		2.4924364		-1.1991935		-1.3193022		-3.0362701		1.5823872		-1.0949537		-1.215629		-2.5412817		-3.3965993		-0.13086987		-0.39977503		-1.6023002		0.6621027		-0.26206446		-0.281703		-1.3455563		-1.764091		No		Yes		Yes		U35_44k_v1_48109		LOC_Os10g41150.1		ref|NP_001065381.1| 1e-24  Os10g0560900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41150.1 3e-26 8-amino-7-oxononanoate synthase putative expressed		GGGATAACTCCCCCGATTTCATTAAAGAAACCAAATCTGCTTGTGATACAATAAAGATAA		None		AT5G04620.1

		30460		CUST_28141_PI390587928		5.206368		5.700428		7.657158		5.3338795		6.906323		7.233908		8.418113		6.209416		7.223823		8.3560915		8.280357		5.328322		3.2489083		2.894833		1.6946118		1.8346902		4.04869		6.301361		1.5402873		-1.0038596		2.017455		1.5334802		0.76095486		0.87553644		1.699955		2.6556635		0.62319946		-0.005557537		Yes		No		No		U35_44k_v1_30460		LOC_Os02g41680.1		dbj|BAF93189.1| e-102  putative phenylalanine ammonia-lyase [Hordeum vulgare]		LOC_Os02g41680.1 1e-103 phenylalanine ammonia-lyase putative expressed		AGAGCTTGTCAATGACCTTTACAATAATGGTCTACCATCAAACCTATCCGGTGGCCGCAA		30385		AT2G37040.1

		15131		CUST_22747_PI390587928		11.063773		11.364499		11.133388		11.390659		13.067341		12.931767		13.641075		12.810031		13.380145		13.168017		13.36909		11.925659		4.009904		2.963431		5.687078		2.6746898		4.9807806		3.4907045		4.70992		1.448942		2.316372		1.5672684		2.5076876		1.4193716		2.0035677		1.8035183		2.2357025		0.53499985		Yes		Yes		Yes		U35_44k_v1_15131		LOC_Os07g47700.1		gb|AAT80328.1| 0.0  UDP-D-glucuronate decarboxylase [Hordeum vulgare]		LOC_Os07g47700.1 0.0 UDP-glucuronic acid decarboxylase 1 putative expressed		ATGGATTTAGTAGCTAGAAGATGGATGCCGAGAGTAAGTCAGTGATCTTAACTGCGACCG		None		AT2G47650.1

		50708		CUST_12759_PI390587928		8.95217		8.135167		8.96444		9.089554		8.424687		7.3128476		7.340643		7.432135		7.862698		7.3117814		7.6682525		8.988503		-1.4414122		-1.7682467		-3.0818517		-3.1545162		-2.1279619		-1.7695539		-2.4557912		-1.0725541		-1.0894723		-0.8223195		-1.6237974		-1.6574187		-0.527483		-0.8233857		-1.2961879		-0.10105038		Yes		Yes		Yes		U35_44k_v1_50708		LOC_Os03g22010.2		gb|AAW52720.1| 2e-30  peroxidase 6 [Triticum monococcum]		LOC_Os02g14430.1 2e-18 peroxidase 68 precursor putative expressed		CACGACTGCTTTGTCCAAGTCCCTAAATTAGATGAAATCTTAAGCAAAGATACTTTTTGT		3243		AT5G19890.1

		13236		CUST_17069_PI390587928		10.754434		9.963178		9.562654		10.530937		11.288478		11.362964		11.862056		11.69173		11.636584		11.831902		11.58212		10.845349		1.4479825		2.6386244		4.922538		2.235802		1.8431208		3.652094		4.054338		1.2435049		0.88215065		1.399786		2.2994022		1.1607924		0.53404427		1.8687239		2.0194664		0.31441212		Yes		Yes		Yes		U35_44k_v1_13236		LOC_Os09g37840.1		dbj|BAC79581.1| 5e-62  putative receptor-like protein kinase 4 [Oryza sativa Japonica Group]		LOC_Os07g35004.1 4e-45 receptor-like protein kinase homolog RK20-1 putative expressed		CTTCACCCATTTGTCCTATTCCTGCATATGTAACAAGATTTTCCATCATATGCAATATTC		None		AT4G03230.1

		2193		CUST_37579_PI390587928		11.003636		11.502118		10.846276		11.51257		11.308716		11.409026		12.011691		11.570729		11.532815		11.618337		11.6560545		11.505015		1.2354866		-1.0666537		2.242977		1.0411363		1.4431074		1.0838902		1.752942		-1.0052505		0.5291786		-0.093091965		1.1654148		0.058158875		0.30507946		0.11621857		0.8097782		-0.007555008		No		Yes		Yes		U35_44k_v1_2193		LOC_Os11g01300.1		gb|ABA91053.1| 4e-20  Sec61beta family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01300.1 9e-22 protein transport protein Sec61 beta subunit putative expressed		ACCTTGTTGCGACGAATTGTGGCTAATCACCTGTGAATTTGCAATCACCATACTAGTAAA		36972		AT5G60460.1

		42553		CUST_29350_PI390587928		4.3848147		3.34474		3.6678078		3.9554594		3.5966434		2.0260918		3.1376762		3.2153845		3.4623044		1.8279554		2.151283		2.4967015		-1.7268841		-2.4943228		-1.4440609		-1.6702626		-1.8954105		-2.8615258		-2.8610106		-2.748716		-0.9225104		-1.3186481		-0.5301316		-0.7400749		-0.7881713		-1.5167845		-1.5165248		-1.4587579		Yes		No		No		U35_44k_v1_42553		-		No hits found		No hits found		TCTTTGGGTGTGTCTAGGTTTCAGTCGACCGAGTCTCGGTCAAATAGTACAGTATGCAAA		38278		0

		44018		CUST_276_PI390587928		4.21022		4.321253		4.8559575		4.530073		3.626295		3.401796		3.792041		3.0560856		4.1300664		3.245143		3.5708256		3.6875622		-1.4989214		-1.891403		-2.090599		-2.7778864		-1.0571305		-2.1083434		-2.4370434		-1.7931683		-0.080153465		-0.9194567		-1.0639164		-1.4739876		-0.5839248		-1.0761099		-1.2851319		-0.84251094		Yes		Yes		Yes		U35_44k_v1_44018		LOC_Os04g53300.1		gb|ABA62017.1| 6e-22  polyphenol oxidase [synthetic construct]		LOC_Os04g53300.1 2e-14 polyphenol oxidase II chloroplast precursor putative expressed		GTCGGCCTGCCGTGGCTGGAGGCCAAGCCGGCCAAGAGATCCGGTGCGACGCCGGCGCCC		41420		0

		9525		CUST_33091_PI390587928		4.955752		6.3317504		6.5808334		6.0669503		4.4497523		5.561901		5.782806		5.864386		4.5446534		4.7421374		5.29328		6.0886264		-1.4201069		-1.7050917		-1.7387223		-1.1507418		-1.3296978		-3.009686		-2.441137		1.0151381		-0.41109848		-0.7698493		-0.7980275		-0.20256424		-0.50599957		-1.589613		-1.2875533		0.021676064		No		Yes		Yes		U35_44k_v1_9525		LOC_Os01g56790.1		gb|EAY76009.1| 3e-30  hypothetical protein OsI_003856 [Oryza sativa (indica cultivar-group)]		LOC_Os01g56790.1 8e-32 expressed protein		TTCTACAGGGAATTGATCTGCAAAACTCACAAGTCAGAGATCTCATCCTTGGCCTTCTGC		None		AT1G74830.1

		11862		CUST_3404_PI390587928		6.505735		6.7839828		6.1163163		7.332905		6.7547917		8.291131		7.9944787		8.204618		7.017128		7.8162093		8.118524		7.079786		1.18843		2.8424761		3.6760652		1.829835		1.4254259		2.0451782		4.0061245		-1.1917809		0.5113931		1.5071483		1.8781624		0.87171364		0.24905682		1.0322266		2.0022073		-0.253119		Yes		Yes		Yes		U35_44k_v1_11862		LOC_Os02g50710.1		gb|EAY87472.1| 1e-08  hypothetical protein OsI_008705 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50710.1 2e-10 expressed protein		ATCGATTGAGACCGTTCGGTTTGGTTTGTCGATCGATGGAGCGCAAGAGCTCGTTCGGCG		26291		0

		6283		CUST_3016_PI390587928		4.930961		5.483455		4.4588766		5.4009094		4.867103		6.2202034		6.569389		5.136535		5.2417483		6.545646		6.686712		6.362865		-1.0452572		1.6664156		4.318446		-1.201115		1.2403843		2.0881002		4.6843057		1.9479486		0.3107872		0.7367482		2.1105123		-0.26437426		-0.06385803		1.062191		2.2278352		0.96195555		Yes		Yes		Yes		U35_44k_v1_6283		LOC_Os04g56470.2		emb|CAH67806.1| 8e-42  OSIGBa0132E09-OSIGBa0108L24.20 [Oryza sativa (indica cultivar-group)]		LOC_Os04g56470.2 2e-43 AAP7 putative expressed		GTGGGTGATGATGAACAACCGAAAAAACAAACTATCAAATGCACATTTGCTAGTGTTAAA		45375		AT5G23810.1

		10798		CUST_41038_PI390587928		9.205185		8.677295		7.7059174		6.679397		8.946751		8.102048		5.414499		6.254637		8.617189		7.8401055		6.028504		5.468363		-1.1961799		-1.4899323		-4.8953724		-1.3423495		-1.5031568		-1.786566		-3.19854		-2.3150356		-0.5879955		-0.5752468		-2.2914186		-0.42476034		-0.2584343		-0.8371892		-1.6774135		-1.2110343		Yes		No		No		U35_44k_v1_10798		LOC_Os04g38670.1		gb|EAY94399.1| 5e-26  hypothetical protein OsI_015632 [Oryza sativa (indica cultivar-group)]		LOC_Os04g38670.1 1e-27 amino acid permease putative		CGCTCCGATGCATTGTCTCTTAAGTGTTGTAATCTAAGTGATGCTGCATTTAGTGTTCAG		None		AT3G28960.1

		27965		CUST_18055_PI390587928		4.3567376		2.8355436		3.4652956		4.763874		5.256317		5.184529		6.312166		5.2562723		5.7928147		5.1772513		6.112616		4.9336863		1.8655221		5.0946574		7.1943817		1.4067814		2.705841		5.069023		6.265026		1.124912		1.4360771		2.3489852		2.8468707		0.49239826		0.8995795		2.3417077		2.6473205		0.1698122		Yes		Yes		Yes		U35_44k_v1_27965		LOC_Os11g39320.1		gb|AAD27570.1|AF114171_11 5e-23  disease resistance protein RPM1 homolog [Sorghum bicolor]		LOC_Os12g37770.1 7e-16 RGH1A putative expressed		TCAAAATCTCAGGACTATCAGAGGCACCGAGCGAATCGCCAGGAGGAGCACCTCCCTTCA		48817		0

		13509		CUST_36856_PI390587928		7.900875		7.1741757		6.273838		7.481381		7.277286		8.668379		8.2320795		8.764599		7.2638297		7.987236		7.697939		7.221618		-1.5407033		2.817085		3.8858802		2.4338124		-1.555141		1.7569344		2.6834722		-1.1972818		-0.6370454		1.4942031		1.9582415		1.2832179		-0.62358904		0.8130603		1.4241009		-0.25976276		Yes		Yes		Yes		U35_44k_v1_13509		LOC_Os06g33970.1		No hits found		No hits found		CGTCTAATACTGGGTTGATTGATTCTCCACTACTACCACTGTAAACTAATATAAAATCGT		None		0

		47924		CUST_33333_PI390587928		6.052311		5.7043214		6.547699		6.973212		5.745657		5.4905505		5.7268662		5.7437286		5.4712777		5.311399		6.129879		6.982945		-1.2368358		-1.1597154		-1.7664253		-2.3448296		-1.4959202		-1.3130505		-1.3359073		1.0067693		-0.58103323		-0.21377087		-0.8208327		-1.2294831		-0.30665398		-0.3929224		-0.41781998		0.0097332		No		Yes		Yes		U35_44k_v1_47924		LOC_Os07g39510.1		ref|NP_001060117.1| 4e-26  Os07g0584000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39510.1 9e-28 protein yippee-like OJ1003C07.11 putative expressed		ATTATTGTTGACATGTTAATCTGGGGTGAATGTGACATCCAGGGTGAATGTGAGCCTTGG		49497		AT4G27745.1

		36504		CUST_6918_PI390587928		11.206204		10.24882		9.828789		9.66537		11.135356		10.00929		11.259797		10.607208		11.563237		10.817772		11.039428		10.242721		-1.0503342		-1.1806084		2.696351		1.9209744		1.280789		1.4834452		2.3144011		1.4921066		0.35703278		-0.23953056		1.4310083		0.94183826		-0.070848465		0.5689516		1.210639		0.5773506		No		Yes		Yes		U35_44k_v1_36504		-		No hits found		No hits found		GGAGGCGATGAGACGTTGTAATTACTATTTTCTTCAACAAGATAGGAAAATGGACTAAAA		None		0

		20792		CUST_34034_PI390587928		5.8276877		4.78035		5.120787		6.9476943		6.779087		6.444265		10.847263		9.756162		6.993572		7.6219788		10.445771		8.955609		1.9337474		3.168752		52.946968		7.0053997		2.2437074		7.1682878		40.08482		4.0220056		1.1658845		1.6639147		5.726476		2.8084674		0.9513993		2.8416286		5.324984		2.007915		Yes		Yes		Yes		U35_44k_v1_20792		LOC_Os01g72610.1		emb|CAI30069.1| 0.0  glycosyltransferase [Triticum aestivum]		LOC_Os01g72610.1 1e-141 glycosyltransferase putative expressed		GGACTCTTGTTCGACAGCACAGACACCACAATGGTTTTTGTTTTGTTTTATTAATTTGTT		13583		AT2G41640.1

		17230		CUST_17237_PI390587928		6.572193		6.879421		6.513094		6.791367		6.3549514		6.025339		5.1464686		5.597586		6.037748		5.8679442		5.3147063		6.1982117		-1.1625088		-1.8076084		-2.5786667		-2.2875144		-1.4483851		-2.015974		-2.2948306		-1.5085425		-0.5344453		-0.8540821		-1.3666253		-1.1937809		-0.21724176		-1.011477		-1.1983876		-0.5931554		No		Yes		Yes		U35_44k_v1_17230		LOC_Os09g36520.1		ref|NP_001063782.1| 1e-38  Os09g0535900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36520.1 3e-40 ki1 protein putative expressed		TATAGGAGGATCTGACCATGTCTTCGCCCCCCAATAGCAACGACAGCGGCAAGAAGGACC		9890		AT4G38690.1

		43240		CUST_32702_PI390587928		4.9657555		4.6820335		4.479709		5.886593		5.6135087		4.9550066		5.7599015		5.5823784		5.323043		4.8520484		5.5788326		6.1350994		1.5667263		1.2082952		2.4287136		-1.2347461		1.281015		1.1250701		2.142245		1.1879767		0.3572874		0.27297306		1.2801924		-0.30421448		0.64775324		0.17001486		1.0991235		0.24850655		No		Yes		Yes		U35_44k_v1_43240		-		gb|EAZ14120.1| 3e-32  hypothetical protein OsJ_003945 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37600.1 7e-34 expressed protein		CCTGAAGACGCAGGTTGCTTAAGCAATAAGCATGGACTTTGAAAATTAATTTTTTCCCTT		39693		0

		31645		CUST_40515_PI390587928		6.2492824		6.368895		6.980354		7.265537		5.548605		5.386431		6.129402		5.7377086		5.431293		5.565164		5.6571507		5.568936		-1.6252677		-1.9758369		-1.8036903		-2.8835144		-1.7629473		-1.7456096		-2.5022104		-3.2413638		-0.81798935		-0.98246384		-0.8509517		-1.5278282		-0.7006774		-0.80373096		-1.3232031		-1.6966009		Yes		No		No		U35_44k_v1_31645		LOC_Os11g30910.1		gb|AAY34254.1| 4e-69  flavonol-sulfotransferase [Hordeum vulgare]		LOC_Os11g30810.1 5e-41 flavonol sulfotransferase-like putative expressed		AAGAAAAAGAAAAAGAAAAGCTTTGGTGGGACGCACGGCGCGATCAATTCATGCATGGCA		25969		AT3G45070.1

		13004		CUST_23720_PI390587928		8.264512		8.180501		9.644287		8.845493		8.063567		7.771502		7.8660607		7.0736046		7.982512		8.0687685		8.160268		8.265981		-1.1494509		-1.3277642		-3.4300423		-3.4150074		-1.2158793		-1.080525		-2.7972696		-1.4943444		-0.28200006		-0.40899897		-1.7782264		-1.7718887		-0.2009449		-0.11173248		-1.4840193		-0.5795126		Yes		Yes		Yes		U35_44k_v1_13004		LOC_Os02g27070.2		ref|NP_001046830.1| 5e-28  Os02g0470000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g27070.2 1e-29 rf1 protein mitochondrial precursor putative expressed		CCCGCCGGCCGTCGTCGCCTGCAACATCCTCATCAAGAAGCTCTGCGCCCAGCGCCGCCT		24786		0

		48478		CUST_8518_PI390587928		6.9105906		7.989771		5.964626		7.0350914		7.0907693		8.027179		7.775101		6.9750175		7.325151		7.8728843		7.1898575		6.6374774		1.1330242		1.0262682		3.5075784		-1.0425191		1.3328924		-1.0843922		2.33793		-1.3173275		0.41456032		0.037407875		1.8104753		-0.060073853		0.18017864		-0.116886616		1.2252316		-0.397614		No		Yes		Yes		U35_44k_v1_48478		LOC_Os06g48570.1		dbj|BAD53995.1| 1e-11  calcineurin-like phosphoesterase-like [Oryza sativa Japonica Group]		LOC_Os06g48570.1 3e-13 phosphatase DCR2 putative expressed		CCTTACCAGTGTCTACTTGTAAGCTGAGGACACGAAATTGTCTGTATGTTGTGAACATGT		50299		AT5G57140.1

		3801		CUST_17118_PI390587928		12.644162		13.160751		13.1450205		13.067807		12.542722		12.549477		12.096345		12.033234		12.488144		12.172534		12.302368		12.454857		-1.072844		-1.5276084		-2.06863		-2.048508		-1.1142077		-1.9837323		-1.7933441		-1.5293837		-0.15601826		-0.6112747		-1.0486755		-1.0345736		-0.10144043		-0.98821735		-0.8426523		-0.6129503		No		Yes		Yes		U35_44k_v1_3801		LOC_Os01g04710.2		gb|EAY72467.1| 8e-77  hypothetical protein OsI_000314 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04710.2 3e-78 aspartic proteinase nepenthesin-1 precursor putative expressed		CGTGCGTGCTGCTTCTACTACTGCCACGTGAACGAATTTGTTCATGGTTGCCCCTTTTTT		11988		AT1G25510.1

		2144		CUST_37625_PI390587928		5.213325		5.2265124		3.7154007		5.069985		5.1388106		5.087928		5.698874		5.8392997		4.8392553		5.6380806		5.6844864		5.811573		-1.0530065		-1.1008246		3.9544396		1.70446		-1.2960036		1.3301308		3.915199		1.6720154		-0.3740697		-0.13858461		1.9834733		0.76931477		-0.07451439		0.41156816		1.9690857		0.7415881		No		Yes		Yes		U35_44k_v1_2144		LOC_Os05g22940.1		ref|NP_001061226.1| 7e-39  Os08g0203800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g10340.1 1e-40 F-box domain containing protein expressed		ATTGCATGCATATGCATACGAATAAGTGAAAATTGATGTCAACTGGTTACGATTGATGTC		10218		0

		29781		CUST_30554_PI390587928		11.300466		11.380391		10.284554		11.597		11.708904		11.481475		12.230367		11.826846		11.864865		12.103761		12.083367		11.930916		1.3272487		1.0725789		3.8525486		1.1727097		1.478772		1.6510338		3.4793403		1.2604297		0.5643997		0.101083755		1.9458132		0.229846		0.40843868		0.7233696		1.7988138		0.3339157		No		Yes		Yes		U35_44k_v1_29781		LOC_Os11g01300.1		ref|NP_001065241.1| 4e-14  Os12g0103300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01260.1 5e-16 protein transport protein Sec61 beta subunit putative expressed		TTTGGTGTGTAACAAAGAGGTTGTGGTTGCTACCTGACGAGTTAGATCTGCCAAAGTACC		29244		AT5G60460.1

		42670		CUST_13471_PI390587928		7.6654763		7.772793		8.040683		8.05011		8.045863		8.726565		9.6085415		9.098203		8.346845		8.909212		9.120526		8.441429		1.3016908		1.936931		2.9646437		2.0677946		1.6036601		2.1983473		2.1138067		1.3115922		0.68136835		0.95377254		1.5678587		1.0480928		0.38038683		1.1364193		1.0798435		0.39131927		No		Yes		Yes		U35_44k_v1_42670		LOC_Os01g57510.1		gb|EAZ13776.1| 1e-34  hypothetical protein OsJ_003601 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57510.1 3e-36 receptor protein kinase putative expressed		TCTACGATCTAGAAGTGATTCTCACTGCAACGGATGACTTCTCCCCGGATTGTAAGATAG		38475		AT1G65790.1

		28150		CUST_28119_PI390587928		5.497597		5.697357		6.720822		6.419514		4.752786		5.273037		5.342912		5.487292		4.553291		4.649792		5.443854		5.905066		-1.6757548		-1.34194		-2.5989153		-1.9082131		-1.9242635		-2.067038		-2.4232917		-1.4284476		-0.9443064		-0.42432022		-1.3779097		-0.93222237		-0.74481106		-1.047565		-1.276968		-0.51444817		No		Yes		Yes		U35_44k_v1_28150		LOC_Os01g51040.1		gb|EAZ13266.1| 8e-30  hypothetical protein OsJ_003091 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51040.1 1e-31 expressed protein		TGTTGAGCGTGTGGAGGAAAAGAAATTTGATGATGAGCCTGCTGAGAAAAGGAGATTGCA		26841		AT1G73020.1

		40132		CUST_1070_PI390587928		1.780521		2.108402		2.1028006		2.0697582		2.2478206		3.0670996		4.621998		3.929858		3.0264928		2.8097675		4.524818		3.5626595		1.3825192		1.9435545		5.7326303		3.6303277		2.3717825		1.6260431		5.3591986		2.8145442		1.2459718		0.95869756		2.5191972		1.8600998		0.46729958		0.7013655		2.4220173		1.4929013		Yes		Yes		Yes		U35_44k_v1_40132		-		gb|EAY93147.1| 3e-22  hypothetical protein OsI_014380 [Oryza sativa (indica cultivar-group)]		LOC_Os04g14710.2 5e-24 monooxygenase/ oxidoreductase putative expressed		AATGTAAACGGCCCGAAGTATCCATGCACAATGATATGTCGTACGAAGCGATGGATCATC		36437		0

		16483		CUST_27448_PI390587928		7.8723617		7.2286453		6.1585355		6.751129		7.740024		7.087686		7.3157883		8.075191		8.183166		7.8737106		7.196989		6.6686764		-1.0960681		-1.102638		2.2303233		2.5036995		1.2403986		1.5638101		2.0540247		-1.0588167		0.3108039		-0.14095926		1.1572528		1.3240614		-0.13233757		0.6450653		1.0384536		-0.082452774		No		Yes		Yes		U35_44k_v1_16483		LOC_Os10g42610.1		ref|NP_001065486.1| 4e-37  Os10g0576600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42610.1 8e-39 TPR domain protein putative expressed		TAATTACATGCCGATCGGGATAACCTTTGCTTCGATCAGGCTGTTTCCATCCAATAATCA		5277		AT4G17940.1

		1377		CUST_7663_PI390587928		7.9006596		9.020879		7.681413		7.3258777		7.1471086		8.235639		6.27237		5.829736		6.4208665		7.5422206		7.3044925		6.8966007		-1.6859374		-1.7233793		-2.65561		-2.8208725		-2.7890873		-2.786894		-1.2985672		-1.3465586		-1.4797931		-0.7852402		-1.4090433		-1.4961414		-0.753551		-1.4786582		-0.3769207		-0.42927694		Yes		No		No		U35_44k_v1_1377		LOC_Os01g73790.1		ref|NP_001045523.1| 0.0  Os01g0969100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73790.1 0.0 bifunctional polymyxin resistance arnA protein putative expressed		CCCTTTGGTTAGTGAGCTTCATTCAGTCACAGTAGTAATATGAACAATAATGGTATGAAA		4481		AT1G08200.1

		2224		CUST_37183_PI390587928		8.120182		6.7551537		5.6597733		8.120778		8.11382		6.3704133		9.352458		10.007133		8.545349		7.543346		8.223723		8.297794		-1.0044196		-1.3056248		12.930307		3.6969984		1.342728		1.7269093		5.913245		1.1305434		0.42516708		-0.38474035		3.6926847		1.8863544		-0.0063619614		0.7881923		2.56395		0.17701626		No		Yes		Yes		U35_44k_v1_2224		LOC_Os01g27210.1		emb|CAD29477.1| e-105  glutathione transferase F4 [Triticum aestivum]		LOC_Os01g27210.1 3e-94 glutathione S-transferase IV putative expressed		TTGAAGGTCTATGTCCACTATTTTTGTCAGTATTACCATGGTTTTCGCGCCAAAAACAAA		6237		AT3G62760.1

		16872		CUST_41237_PI390587928		9.628772		9.519544		10.781555		10.727252		9.61555		9.424381		9.77293		9.744573		9.145898		9.194073		9.923164		10.765538		-1.0092068		-1.0681857		-2.0119927		-1.976132		-1.3975248		-1.2530735		-1.813015		1.0268933		-0.48287392		-0.09516239		-1.008625		-0.98267937		-0.013221741		-0.32547092		-0.8583908		0.03828621		No		Yes		Yes		U35_44k_v1_16872		-		ref|NP_001047510.1| 2e-20  Os02g0633400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42230.1 4e-22 replication factor A putative expressed		CGTGGTAACGGAGCAAATAATGATTGGTAGATATACACTACTATTGATAATTGCCATTTC		7271		AT2G24490.2

		5257		CUST_3693_PI390587928		8.148641		7.374705		8.180087		9.438543		9.51624		9.390975		11.86008		11.286163		10.01657		10.04613		11.470225		10.644544		2.5804086		4.045366		12.817053		3.5990596		3.6500835		6.3705826		9.78206		2.3069718		1.8679295		2.0162702		3.6799927		1.84762		1.3675995		2.6714253		3.2901382		1.2060003		Yes		Yes		Yes		U35_44k_v1_5257		LOC_Os07g20610.1		ref|NP_001059425.1| e-115  Os07g0301500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42210.1 2e-86 serine/threonine-protein kinase receptor precursor putative expressed		GGATCTGCACAAGAAGTGACCTCTTAATCTGTAAAATAATACCTATGTTATTCAAGGAGA		22272		AT4G21390.1

		4841		CUST_32496_PI390587928		4.4140887		4.6155386		4.60006		4.9505997		3.2850316		4.331922		4.280495		4.827353		3.694196		3.4125392		3.5838022		3.6767893		-2.1871576		-1.2172425		-1.247954		-1.0891832		-1.6470596		-2.302178		-2.0226655		-2.4179935		-0.71989274		-0.28361654		-0.31956482		-0.12324667		-1.1290572		-1.2029994		-1.0162578		-1.2738104		Yes		No		No		U35_44k_v1_4841		LOC_Os03g56220.1		gb|EAZ28736.1| 0.0  hypothetical protein OsJ_012219 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56220.1 0.0 expressed protein		TACTCCATTTCGATTTTGACCCTTTGTAGTAGAACACGAGTCCTTTTGCAAGATAAAAAA		13740		AT1G10020.1

		19292		CUST_17941_PI390587928		8.134667		9.343204		9.562722		10.316105		7.1174126		8.326655		7.883348		8.676772		6.9609084		7.52117		8.247814		9.822057		-2.0240638		-2.0230727		-3.20289		-3.1152172		-2.2559874		-3.535792		-2.4878647		-1.4083912		-1.173759		-1.0165482		-1.6793742		-1.6393328		-1.0172548		-1.8220334		-1.314908		-0.49404812		Yes		Yes		Yes		U35_44k_v1_19292		LOC_Os03g46260.3		ref|NP_001050841.1| 2e-99  Os03g0665200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g46260.1 1e-101 expressed protein		GATGCTCCAAGTTAAATTTTCGCTAGATAAGCCATTTTGGCCAGAATTTACTCTGAAGAT		10815		AT3G22550.1

		47874		CUST_29750_PI390587928		4.08837		4.377725		4.17791		3.842451		3.8463795		4.637055		4.7714634		5.6819625		3.9589405		4.041139		4.2285647		1.6758617		-1.182623		1.1969225		1.5089589		3.578888		-1.093861		-1.2627648		1.035735		-4.4896073		-0.12942934		0.2593298		0.59355354		1.8395114		-0.24199033		-0.336586		0.05065489		-2.1665893		No		Yes		Yes		U35_44k_v1_47874		LOC_Os05g09580.1		gb|EAZ35361.1| 3e-32  hypothetical protein OsJ_018844 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49840.1 8e-34 triacylglycerol lipase putative expressed		CTAAATAACGGCTTACGGTTTGCCGACCGCTCCTAGTATATTTCCCATTTTATGCAAAAT		49383		AT2G31100.1

		13917		CUST_39517_PI390587928		13.69226		14.009972		13.52887		14.055688		13.925944		14.017568		14.759261		14.17905		14.030513		14.193283		14.306161		14.241473		1.1758341		1.0052791		2.3463066		1.0892707		1.2642248		1.1354872		1.71391		1.1374359		0.33825302		0.007596016		1.2303915		0.12336254		0.23368454		0.18331146		0.7772913		0.1857853		No		Yes		Yes		U35_44k_v1_13917		LOC_Os03g59740.4		gb|EAY92309.1| 6e-99  hypothetical protein OsI_013542 [Oryza sativa (indica cultivar-group)]		LOC_Os01g16030.4 1e-100 ADP-ribosylation factor putative expressed		ATTTTGAGCCCTAAGATGTTTCTGAAGTAAACAGCTAAAGAGAGTCCTGTTCAATTTCGT		144		AT5G14670.1

		19387		CUST_15843_PI390587928		3.7511222		3.1858914		2.5723727		4.750117		4.224153		4.6337023		6.789335		6.2785497		4.5634294		4.819018		5.725483		5.023748		1.3880223		2.7279382		18.596535		2.8847232		1.7560173		3.1018448		8.895713		1.2088466		0.8123071		1.4478109		4.216962		1.5284328		0.4730308		1.6331265		3.1531103		0.2736311		Yes		Yes		Yes		U35_44k_v1_19387		LOC_Os12g17490.1		gb|AAM94294.1| 7e-08  putative stripe rust resistance protein Yr10 [Sorghum bicolor]		LOC_Os10g03570.1 7e-09 RGH1A putative		CAAGAACATTGCATTTGTCTTTGTTTTGATTTTTCTTCCTTACGCAATGACATGCAGCTC		18459		0

		4846		CUST_32491_PI390587928		10.903012		10.371447		11.629048		11.196855		10.338565		9.922962		9.966868		10.226798		10.083378		9.664318		10.355092		10.993541		-1.4788209		-1.3646059		-3.164944		-1.9589174		-1.7649587		-1.6325516		-2.4182382		-1.1513399		-0.81963444		-0.44848442		-1.66218		-0.97005653		-0.5644474		-0.7071285		-1.2739563		-0.20331383		No		Yes		Yes		U35_44k_v1_4846		LOC_Os06g04910.1		gb|EAZ35782.1| 2e-96  hypothetical protein OsJ_019265 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04910.1 3e-98 hydrolase NUDIX family protein expressed		TTCAAGTGTATGATACTCCTATATAAGAAGTTGCACGGATGTACTTGCATAGACACATGT		None		AT5G20070.1

		19674		CUST_30400_PI390587928		8.76798		7.562002		7.510477		8.568055		9.127998		8.533005		9.253726		8.618381		8.7319		9.207608		9.524148		9.179491		1.2834426		1.9602023		3.3478825		1.0354985		-1.0253236		3.1287925		4.038084		1.527779		-0.036079407		0.9710026		1.7432489		0.050325394		0.36001873		1.645606		2.013671		0.6114359		Yes		Yes		Yes		U35_44k_v1_19674		LOC_Os04g10410.1		emb|CAH65854.1| e-123  OSIGBa0140C02.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10460.1 1e-124 amidase putative expressed		CCCTAGCTGACTATAGGGCCAGTTTTTTCCAGATTTTTAGCTTATTTTAAAATAAACCAG		11736		AT4G34880.1

		41188		CUST_34762_PI390587928		1.5017858		1.5741752		1.6710143		1.5489593		4.2745404		3.6164463		4.474524		5.9214706		1.537126		1.4810381		1.5579246		2.4688175		6.8341155		4.118934		6.9813676		20.71367		1.0247984		-1.0666872		-1.081542		1.8919294		0.03534019		2.0422711		2.8035097		4.3725114		2.7727547		-0.093137145		-0.11308968		0.9198582		Yes		Yes		Yes		U35_44k_v1_41188		-		ref|XP_001586574.1| 5e-36  hypothetical protein SS1G_12561 [Sclerotinia sclerotiorum 1980]		No hits found		TTAGTTTATTTCAACTGTCAGCGGAGTAAATCGTCCGCACCACTTGACATTCCTGTCGAC		None		0

		6788		CUST_27402_PI390587928		7.311239		7.317379		6.382293		6.314596		7.2371526		7.6919074		6.8411613		6.5985656		7.372162		7.6068397		7.417093		6.54431		-1.0526941		1.2964157		1.374463		1.2175401		1.043133		1.2221833		2.048829		1.1726024		0.0609231		0.3745284		0.45886803		0.2839694		-0.07408619		0.28946066		1.0347996		0.22971392		No		Yes		Yes		U35_44k_v1_6788		LOC_Os07g04230.1		ref|NP_001058844.1| e-147  Os07g0134700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g04230.1 1e-149 EMB2219 putative expressed		AAGGTAGAACATCATCATCACTACTTATAAATATCTGGTTGGGCACGAAAGCAGCTATTA		3476		AT2G21710.1

		9329		CUST_389_PI390587928		6.4208446		6.6768837		6.9787807		6.170564		5.674541		6.060264		5.5211716		5.425804		5.523283		5.8004684		5.918504		5.6607513		-1.6774893		-1.5332783		-2.7465284		-1.6756955		-1.8629146		-1.835808		-2.0853312		-1.4238654		-0.89756155		-0.6166196		-1.4576092		-0.74476004		-0.74630356		-0.87641525		-1.0602765		-0.50981283		No		Yes		Yes		U35_44k_v1_9329		LOC_Os04g53200.2		gb|EAY95623.1| 2e-34  hypothetical protein OsI_016856 [Oryza sativa (indica cultivar-group)]		LOC_Os04g53200.2 4e-36 DNA polymerase III epsilon subunit putative expressed		TGAACCATTGATATTAACCCTGCAAGCTCCAGACATTGGCGAATGAGAGCCATCAAAAAA		39396		AT5G26940.4

		30801		CUST_19601_PI390587928		8.443791		8.082507		7.791685		8.834805		8.481973		9.60276		9.065061		9.725013		8.869873		9.562662		8.95345		8.617194		1.0268186		2.868414		2.4172647		1.8534436		1.3435794		2.789787		2.23731		-1.1628059		0.42608166		1.5202532		1.2733755		0.89020824		0.038181305		1.480155		1.1617651		-0.21761036		No		Yes		Yes		U35_44k_v1_30801		LOC_Os06g11150.1		gb|EAZ36265.1| 3e-10  hypothetical protein OsJ_019748 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11150.1 6e-12 expressed protein		TCCATGCATGGCCTTAGCCGCCATTTTTACTCGCTCTGTTCATAGAAGAAGAGATGGCGT		30862		0

		39909		CUST_6466_PI390587928		4.3511558		3.9452572		4.7094994		6.1842422		4.5059133		6.1033673		8.438949		8.415566		3.4588816		4.8552938		7.705452		7.605846		1.1132345		4.463298		13.264049		4.6956477		-1.8560996		1.8790932		7.9775877		2.678831		-0.89227414		2.1581101		3.7294493		2.2313242		0.1547575		0.91003656		2.9959526		1.4216037		Yes		Yes		Yes		U35_44k_v1_39909		LOC_Os11g17380.1		gb|ABN45792.1| 1e-55  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11780.1 1e-46 serine/threonine protein kinase putative expressed		CTTCCATGCGAGCATGAAACTAGGATCTTCTATCAACGAAAACTAAAGAAGGGCAACATG		36165		AT4G04500.1

		26639		CUST_7326_PI390587928		6.249678		6.56198		5.7178993		6.4015794		5.384199		6.058321		4.5082645		4.523784		4.895779		5.62635		5.0166073		6.2025127		-1.8219445		-1.4178046		-2.3127909		-3.67513		-2.5560198		-1.9127254		-1.6259604		-1.1479554		-1.353899		-0.5036588		-1.2096348		-1.8777952		-0.865479		-0.93562984		-0.70129204		-0.19906664		Yes		No		No		U35_44k_v1_26639		LOC_Os08g39740.1		gb|EAZ43281.1| 8e-93  hypothetical protein OsJ_026764 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39740.1 2e-94 expressed protein		AAGCTCTCATGAACCAAGCGATGTATCAAGACTTCGAGAACTGCACGTTCCATAAGAACG		25630		AT5G12900.1

		11398		CUST_16879_PI390587928		7.7548504		7.989908		7.9396343		7.6689725		7.4616184		7.2542815		6.5324936		6.5683155		7.110602		7.2306576		7.073626		7.3631225		-1.2253823		-1.6651206		-2.65211		-2.1445234		-1.562925		-1.6926112		-1.822613		-1.2361468		-0.6442485		-0.7356267		-1.4071407		-1.100657		-0.29323196		-0.75925064		-0.8660083		-0.30585003		No		Yes		Yes		U35_44k_v1_11398		LOC_Os08g39590.1		gb|EAZ43274.1| 8e-43  hypothetical protein OsJ_026757 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39590.1 2e-44 ATP binding protein putative expressed		GGTCGTTCCCGGCCGCGGCACCGCCGTATCCGTCCGCCGTCTCAGCGAGCCCGACTACGG		22237		AT3G57830.1

		36527		CUST_25959_PI390587928		4.386719		5.1195436		5.7913547		4.815162		3.5256853		3.7438307		4.3017006		4.086206		3.6493194		3.0080426		3.7846673		3.63318		-1.8163395		-2.594961		-2.8082163		-1.6574395		-1.6671684		-4.3214064		-4.0185843		-2.268883		-0.7373998		-1.3757129		-1.4896541		-0.7289562		-0.8610339		-2.111501		-2.0066874		-1.1819823		Yes		Yes		Yes		U35_44k_v1_36527		LOC_Os06g12330.1		gb|EAZ36355.1| 6e-71  hypothetical protein OsJ_019838 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12330.1 2e-72 AAP8 putative expressed		AACAATGGGCGGCACTGAAATCGGGATAGACGTCACTAATTCAGCACAGAAGATATGGTT		31595		AT1G58360.1

		21306		CUST_4288_PI390587928		7.6423936		7.4480605		8.25963		7.806954		7.380983		6.989118		7.168953		7.087324		7.301779		6.9637504		7.3575897		7.6821713		-1.1986502		-1.3745338		-2.12974		-1.6467594		-1.2662961		-1.3989168		-1.8687072		-1.0903434		-0.3406148		-0.4589424		-1.0906773		-0.71962976		-0.2614107		-0.48431015		-0.9020405		-0.12478256		No		Yes		Yes		U35_44k_v1_21306		LOC_Os12g20150.1		gb|EAZ20228.1| 3e-83  hypothetical protein OsJ_034437 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g20150.1 6e-85 chloroplast alpha-glucan water dikinase isoform 3 putative expressed		GTTGAAGTCCTTAGGAATTTGCACTGCATTGATTTTGGGAAAATTTTCCAACCGCGTAAA		16062		AT5G26570.1

		48339		CUST_40740_PI390587928		8.453591		8.521081		7.8446717		8.30464		8.666261		8.777793		9.188594		8.601111		8.641499		8.773686		9.020864		8.556006		1.1588304		1.1947527		2.5384047		1.2281371		1.1391101		1.1913567		2.259795		1.1903342		0.18790722		0.25671196		1.3439221		0.2964716		0.21266937		0.25260544		1.1761918		0.25136662		No		Yes		Yes		U35_44k_v1_48339		LOC_Os03g63920.1		gb|AAS01977.1| 3e-37  putative H-box binding protein, KAP2, with alternative splicing isoforms [Oryza sativa (japonica cultivar-group)]		LOC_Os03g63920.1 6e-39 KAP-2 putative expressed		TACTGTTTGGATTCCCAGTATGTATGTTAATTCGCAACCGTTGTGAAAGGGAAAAGTTCT		49997		AT1G48050.1

		22865		CUST_860_PI390587928		3.9460495		3.8500347		3.3627656		3.5566695		4.355938		6.842709		9.921168		7.200251		4.98087		7.6828284		9.270409		6.2862167		1.3285831		7.959481		94.24884		12.497622		2.0488584		14.249049		60.031315		6.632475		1.0348203		2.9926744		6.558403		3.6435816		0.4098885		3.8327937		5.9076433		2.7295473		Yes		Yes		Yes		U35_44k_v1_22865		-		No hits found		No hits found		CTCGAATTGAATTGAATCTAGAAAAGGCTCTGCACGACTGCACGTATTGTGTCTAAAAAA		21797		0

		6150		CUST_12107_PI390587928		13.363847		13.155307		13.23536		14.107793		13.4884615		14.135776		15.041981		14.608716		13.831832		14.314552		14.67134		14.5007715		1.0902165		1.9731064		3.498219		1.4151188		1.3831764		2.2334058		2.7056587		1.3131018		0.46798515		0.98046875		1.8066206		0.50092316		0.124614716		1.1592455		1.4359798		0.39297867		No		Yes		Yes		U35_44k_v1_6150		LOC_Os06g50390.1		gb|EAZ02384.1| 3e-14  hypothetical protein OsI_023616 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50390.1 7e-16 aspartic-type endopeptidase/ pepsin A putative expressed		TACATGCGGCATGGCACATGCAGATGCGAATAAAACACATACAGATGTTTTCATAAAAAA		13091		0

		24013		CUST_41801_PI390587928		6.677372		6.3746896		5.7078843		6.494983		6.795971		7.028545		6.8811913		6.3023834		6.810529		7.080466		7.1303363		6.5329475		1.08568		1.5733671		2.2552805		-1.1428213		1.0966911		1.631022		2.6804068		1.0266641		0.13315725		0.6538553		1.173307		-0.19259977		0.11859894		0.7057762		1.422452		0.037964344		No		Yes		Yes		U35_44k_v1_24013		-		No hits found		No hits found		CCTGAATTAGTGTTGTCTACTGATGTTGCAGTGTTTCTTCAGTTATAAATCCTGAATTTG		31568		0

		21492		CUST_20385_PI390587928		6.9876695		6.8626313		7.598898		8.867698		7.504331		9.660983		12.462689		11.662946		8.063323		11.378808		12.781258		12.049958		1.4306409		6.9564524		29.117033		6.9415026		2.1076767		22.882563		36.311626		9.077283		1.0756536		2.7983518		4.8637915		2.795248		0.51666164		4.5161767		5.1823597		3.1822605		Yes		Yes		Yes		U35_44k_v1_21492		-		No hits found		No hits found		CTTCATGATCGTGTAATCATACCGTGATTACTATACTCACGTATACTCTCCATGTATTAA		36598		0

		8215		CUST_27918_PI390587928		4.8353996		5.6679535		4.755689		5.123568		3.8615005		3.791107		4.081165		3.540654		4.2989078		3.7490737		2.622421		4.628215		-1.9641418		-3.672714		-1.5960704		-2.9957435		-1.4504412		-3.7812932		-4.3871017		-1.4096658		-0.5364919		-1.8768466		-0.6745243		-1.5829141		-0.9738991		-1.9188797		-2.133268		-0.49535322		Yes		No		No		U35_44k_v1_8215		LOC_Os04g37550.1		gb|EAY89779.1| 1e-20  hypothetical protein OsI_011012 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20290.1 3e-22 aspartic proteinase nepenthesin-1 precursor putative expressed		TGCAATGCCCATTCGGAACACGGCTGCTTCCTCCACGGGTGCACCTACGTCTCCGGTTAC		17316		AT2G03200.1

		31829		CUST_35378_PI390587928		3.9523551		5.185982		5.1340733		4.16666		3.3117902		4.2802896		3.6061878		3.4352276		2.2054503		3.6749945		4.189005		3.5373306		-1.5589395		-1.8734436		-2.8836288		-1.6602864		-3.3563771		-2.850051		-1.9252801		-1.5468456		-1.7469049		-0.9056926		-1.5278854		-0.7314322		-0.6405649		-1.5109878		-0.94506836		-0.6293292		Yes		Yes		Yes		U35_44k_v1_31829		LOC_Os06g04870.1		gb|ABC86568.1| 3e-23  homeodomain-leucine zipper transcription factor TaHDZipII-1 [Triticum aestivum]		LOC_Os06g04870.1 7e-15 homeobox-leucine zipper protein HAT1 putative expressed		CTCCGTCGTCGGCCTGCCGCAGGACTGCGGAGTCCCGCGGAAGGAGGAGCCGGGGATGAG		23838		0

		9588		CUST_10977_PI390587928		2.942239		2.811118		2.659867		3.514685		5.2338157		4.869454		7.7044315		7.670943		4.7462277		5.8308196		7.925934		7.1112027		4.895909		4.165056		33.00389		17.830282		3.491843		8.109999		38.48079		12.0965		1.8039887		2.058336		5.0445642		4.1562576		2.2915766		3.0197017		5.2660666		3.5965178		Yes		Yes		Yes		U35_44k_v1_9588		LOC_Os12g24320.1		gb|AAV49988.1| 7e-24  ATPase 3 [Hordeum vulgare subsp. vulgare]		LOC_Os12g24320.1 2e-20 cell Division Protein AAA ATPase family putative expressed		AATGTTGCTATAGGTAGAGCATAAGTGGTGCAATGCATAATCCCAACACTGTGTGCTTGT		52757		AT3G28540.2

		35155		CUST_18994_PI390587928		6.5144753		5.9238873		7.271951		7.4781985		6.137654		5.3800373		5.433197		6.1442165		5.4910054		5.281338		6.4712386		7.0558915		-1.298478		-1.4578577		-3.5770102		-2.5209754		-2.0328023		-1.561085		-1.7419614		-1.3400687		-1.0234699		-0.54384995		-1.8387542		-1.333982		-0.37682152		-0.64254904		-0.8007126		-0.422307		Yes		No		No		U35_44k_v1_35155		-		gb|EAZ40703.1| 2e-10  hypothetical protein OsJ_024186 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g42994.1 3e-12 hydrolase putative expressed		CAAAAATACCTGATGTGATATTTCCTCGAGCAATGTAATCATCGGTTATGTGAACTGGCA		16937		0

		39143		CUST_27053_PI390587928		7.7242928		7.3522687		7.7504253		7.4028625		7.2553		6.4002876		5.779886		5.802044		7.1281967		5.6857605		6.449295		6.7942944		-1.3841428		-1.9345273		-3.9191468		-3.0331538		-1.5116205		-3.1744535		-2.4642186		-1.5247452		-0.59609604		-0.95198107		-1.9705396		-1.6008186		-0.4689927		-1.6665082		-1.3011303		-0.6085682		Yes		Yes		Yes		U35_44k_v1_39143		LOC_Os01g04080.1		gb|EAY72406.1| 4e-08  hypothetical protein OsI_000253 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04080.1 1e-09 expressed protein		TCGGAAGATAAACCAAGCCATGTGAGTTGAGACCGATTATGGGTTCAGAGATTGAAAAAA		35143		0

		15763		CUST_10406_PI390587928		13.130493		13.245584		13.587666		16.026838		12.835109		14.380185		17.505732		18.457266		12.458213		14.46186		17.603888		18.656523		-1.227212		2.1955793		15.116645		5.3905315		-1.5935898		2.3234622		16.180923		6.188906		-0.6722803		1.1346016		3.918066		2.4304276		-0.2953844		1.2162762		4.016222		2.6296844		Yes		No		No		U35_44k_v1_15763		-		No hits found		No hits found		GTCCTTGATGAATTTCGTCGCTGTCCTAAGTTCATGTATTGGTATTGTATTGAATTCACA		6701		0

		24031		CUST_41747_PI390587928		4.2640853		4.0409026		4.80821		4.495438		3.9751015		3.6754847		3.2461994		3.8833437		3.8176003		3.2058022		2.2199523		4.131674		-1.2217793		-1.2882547		-2.9526503		-1.5284765		-1.3627161		-1.7839812		-6.0137196		-1.286779		-0.44648504		-0.36541796		-1.5620105		-0.6120944		-0.28898382		-0.8351004		-2.5882576		-0.3637643		Yes		No		No		U35_44k_v1_24031		LOC_Os04g37810.2		emb|CAH67107.1| 1e-23  H0818E04.24 [Oryza sativa (indica cultivar-group)]		LOC_Os04g37810.2 2e-34 expressed protein		CTCTGTTTTCAAGTGTCTTCCTTTTCTTTCTTTTACAGAGAGCTACATATACCAGTTAGA		42948		AT5G10320.1

		15269		CUST_10520_PI390587928		8.927171		8.409667		6.7777276		7.2590194		10.45564		10.161547		13.373033		11.700849		11.2701645		11.799924		12.815869		8.854222		2.8847957		3.367971		96.69068		21.733208		5.0735435		10.485014		65.714584		3.0213702		2.3429937		1.7518797		6.595305		4.441829		1.5284691		3.390257		6.0381417		1.5952029		Yes		Yes		Yes		U35_44k_v1_15269		LOC_Os06g08041.1		gb|EAY99893.1| 3e-36  hypothetical protein OsI_021126 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08032.1 6e-38 flavonol synthase/flavanone 3-hydroxylase putative expressed		TATGGTAATGACATGGTCGTAAAAGAGAATCAGGTCCTTGACTGGAACGACCGGCTCAAT		4272		AT1G49390.1

		6837		CUST_18600_PI390587928		5.215197		5.031879		5.731171		5.2462897		6.8618965		6.156391		7.7788415		5.300916		7.3639226		7.3076463		7.8240285		6.222261		3.1311648		2.180278		4.134378		1.0385902		4.4343586		4.842551		4.265921		1.966965		2.1487255		1.1245122		2.0476704		0.054626465		1.6466994		2.2757673		2.0928574		0.9759712		Yes		Yes		Yes		U35_44k_v1_6837		LOC_Os04g03980.1		emb|CAH65864.1| 3e-32  OSIGBa0126J24.9 [Oryza sativa (indica cultivar-group)]		LOC_Os04g03980.1 6e-34 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative expressed		TAGTGGGAGTACTACTATGTAATGTATCTACCGTGTCAAGCTGTTTTGAGTCTTAAAAAA		18108		AT4G28720.1

		20146		CUST_41228_PI390587928		8.322791		8.093379		7.550979		8.020405		8.592204		8.683655		9.667764		9.310292		8.989881		9.562847		9.4449005		8.513434		1.2053173		1.5055345		4.337262		2.4450898		1.5878663		2.7691977		3.7164402		1.4073973		0.66708946		0.59027576		2.1167846		1.2898874		0.269413		1.4694681		1.8939214		0.4930296		Yes		Yes		Yes		U35_44k_v1_20146		LOC_Os03g04270.1		ref|NP_001048887.1| e-174  Os03g0135400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04270.1 1e-176 Leucine Rich Repeat family protein expressed		CTATGTATGTTGTGTCCAGATTCTGGATGTTATTTATGGAAACGTTTGCTTCCTCATTAA		12442		AT2G17020.1

		6683		CUST_20351_PI390587928		10.735677		11.573601		11.781548		11.288455		10.195891		10.308521		10.780431		10.029489		10.156602		10.205544		10.7006		10.984883		-1.4537562		-2.4034045		-2.0015488		-2.3932424		-1.493891		-2.5812256		-2.1154256		-1.2341962		-0.57907486		-1.2650795		-1.0011168		-1.2589664		-0.5397854		-1.3680563		-1.0809479		-0.3035717		Yes		Yes		Yes		U35_44k_v1_6683		LOC_Os02g26720.1		emb|CAL49035.1| 5e-17  inositol phosphate kinase [Hordeum vulgare]		LOC_Os02g26720.1 1e-17 inositol-tetrakisphosphate 1-kinase 1 putative expressed		TGATCTTTGCCTCGTTGGTTTTGGAAATTAAAGGTGATGGCAACGTCCGAACAGCTTTGC		24754		AT5G16760.1

		16558		CUST_19743_PI390587928		12.091666		11.491063		13.844135		14.025429		11.263036		11.009273		11.442121		12.287829		10.373025		10.640392		12.475549		13.713997		-1.7759986		-1.3964758		-5.2854075		-3.334798		-3.2912629		-1.8033392		-2.5821745		-1.2409388		-1.7186413		-0.48179054		-2.4020147		-1.7375994		-0.82863045		-0.8506708		-1.3685865		-0.31143188		Yes		Yes		Yes		U35_44k_v1_16558		LOC_Os03g04260.1		ref|NP_001048886.1| e-108  Os03g0135300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04260.1 1e-110 glutathione S-transferase putative expressed		AATAGTGCTCGTATAGCTGGTAATTTCTACGGATGAGAGGAGTGCTCTCAGTTCAGGCAT		6332		AT3G03190.1

		47678		CUST_21804_PI390587928		3.0901406		2.5122943		3.4234378		2.9970024		2.9837415		3.4052236		5.352371		4.4929986		4.0522676		4.514273		4.7597723		3.6625912		-1.0765378		1.8569428		3.807736		2.8205886		1.94818		4.0054903		2.5250895		1.5862156		0.962127		0.8929293		1.9289334		1.4959962		-0.10639906		2.0019789		1.3363345		0.66558886		Yes		No		No		U35_44k_v1_47678		LOC_Os06g08690.1		gb|EAZ23421.1| 1e-22  hypothetical protein OsJ_006904 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g34800.1 4e-24 leucine-rich repeat receptor protein kinase EXS precursor putative		CTGATGCTCCATGACAACCAAATCTCCGGCGAAATACCGGTGCGGATAGGAGAAATGGGC		48946		AT4G26540.1

		12061		CUST_41721_PI390587928		9.863569		10.411195		10.24015		10.8893		9.710255		10.281941		9.103695		10.093705		8.322843		8.458038		9.629022		10.688675		-1.1121216		-1.0937276		-2.1984024		-1.7357934		-2.90941		-3.872208		-1.5274539		-1.1491964		-1.5407267		-0.12925339		-1.1364555		-0.79559517		-0.15331459		-1.9531565		-0.6111288		-0.20062542		Yes		No		No		U35_44k_v1_12061		-		No hits found		No hits found		CTGGAACTTATTTTCCAAAAAACCGGTCATCACAAGTGTCTCACACTGAAATAAAGATAA		24039		0

		40631		CUST_3767_PI390587928		6.0923295		6.875496		6.648798		6.295527		5.86848		5.6924186		5.484921		5.248903		5.679436		5.589586		5.4955926		6.3787003		-1.1678454		-2.2706058		-2.2405875		-2.0656905		-1.3313532		-2.4383583		-2.2240748		1.0593456		-0.4128933		-1.1830773		-1.163877		-1.0466242		-0.2238493		-1.2859101		-1.1532054		0.083173275		No		Yes		Yes		U35_44k_v1_40631		LOC_Os06g41750.1		gb|EAZ01716.1| 1e-18  hypothetical protein OsI_022948 [Oryza sativa (indica cultivar-group)]		LOC_Os06g41750.1 3e-20 cell division cycle protein 27 putative expressed		CGTTCAAACGAATTCTGTTCACTTAATGTTGCATATGTACGCATGCTTTTGTGAAACTAA		None		0

		7051		CUST_41369_PI390587928		5.9414306		6.371189		2.3635404		4.4832616		4.9140763		5.7196383		3.1604855		4.105725		4.6769805		4.9656463		2.5073295		4.452401		-2.0382829		-1.5708559		1.7374183		-1.2991219		-2.4023561		-2.6491745		1.104803		-1.0216212		-1.2644501		-0.65155077		0.7969451		-0.37753677		-1.0273542		-1.4055429		0.14378905		-0.030860424		No		Yes		Yes		U35_44k_v1_7051		LOC_Os11g01200.2		ref|NP_001065520.1| e-144  Os11g0102900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01200.2 1e-146 transposon protein putative unclassified expressed		TCTGGAACTGTTGTTTTCTGCTTCAGAATGGTTTCAAACCGTTAAGAGGTCCCCAAAAAA		16878		AT2G37050.3

		14779		CUST_22071_PI390587928		7.019854		7.4584503		7.2873077		7.204374		6.8424454		7.067385		6.2692924		5.698853		6.3556933		6.615686		6.2500896		6.5553594		-1.1308509		-1.3113612		-2.0251312		-2.8392715		-1.5846461		-1.7934834		-2.0522666		-1.5680966		-0.6641607		-0.39106512		-1.0180154		-1.5055208		-0.1774087		-0.8427644		-1.0372181		-0.6490145		No		Yes		Yes		U35_44k_v1_14779		LOC_Os03g01270.1		gb|AAT99292.1| 6e-83  beta-expansin TaEXPB1 [Triticum aestivum]		LOC_Os03g01270.1 7e-69 beta-expansin 1a precursor putative expressed		GATCATCACGGACATGAACTACTACCCGGTCTCCCGCTATCATTTTGACCTCAGCGGCAC		23798		AT1G65680.1

		5721		CUST_1922_PI390587928		10.589188		10.391899		9.968793		10.314523		9.954298		9.843112		8.86132		9.503177		9.38195		9.473816		9.102145		10.135968		-1.5528189		-1.4628553		-2.1546795		-1.754848		-2.3089504		-1.889603		-1.823421		-1.1317494		-1.2072372		-0.5487871		-1.1074734		-0.81134605		-0.6348896		-0.9180832		-0.8666477		-0.17855453		No		Yes		Yes		U35_44k_v1_5721		LOC_Os08g01140.1		ref|NP_001060763.1| 2e-48  Os08g0101700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01140.1 4e-50 cytochrome b561 putative expressed		CAGATACCCCTGTGTGTTTCATTCCATGAAATTTTAGACCAGCACGACTGTCGAGGTAAA		21998		AT4G25570.1

		490		CUST_2888_PI390587928		6.3960633		6.6824403		7.1763167		5.753945		6.5538616		5.866089		3.698756		2.6641228		6.062979		5.2709184		5.590182		5.455707		1.1155833		-1.7609469		-11.1391		-8.513911		-1.2597034		-2.6601763		-3.002439		-1.2296416		-0.3330841		-0.8163514		-3.4775608		-3.089822		0.15779829		-1.4115219		-1.5861349		-0.2982378		Yes		No		No		U35_44k_v1_490		LOC_Os04g41340.1		gb|AAA33396.1| 3e-43  light-harvesting chlorophyll a/b protein precursor		LOC_Os01g52240.1 1e-44 chlorophyll a-b binding protein 2 chloroplast precursor putative expressed		GGATGTATGCTAAATCGGATCGTTATGTTGACACCATCAAAGATGTTACAATTAGGGCCC		951		AT2G34420.1

		25832		CUST_34663_PI390587928		6.6194606		6.461861		7.374206		7.12042		6.0602303		5.481357		5.4784646		6.2901382		5.7461286		5.16136		5.4972496		6.7772274		-1.473483		-1.9731547		-3.7211318		-1.7780325		-1.8318889		-2.4631445		-3.672994		-1.2685608		-0.873332		-0.98050404		-1.8957415		-0.83028173		-0.5592303		-1.3005013		-1.8769565		-0.34319258		Yes		Yes		Yes		U35_44k_v1_25832		LOC_Os03g43720.7		gb|EAZ27889.1| 3e-50  hypothetical protein OsJ_011372 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43720.7 5e-51 synaptic vesicle 2-related protein putative expressed		TTTCAGCTCTGTTCACTAGCGGAATGGGTTTCTTAAGTGCTTGGTCTCCCAACTATTTAT		25338		AT3G13050.1

		48632		CUST_10007_PI390587928		6.8704715		7.1653457		6.3772483		6.090754		6.2083917		6.8830256		4.6303124		5.522692		6.145939		6.237909		5.4513035		5.878071		-1.5823622		-1.216149		-3.3564494		-1.4825306		-1.6523652		-1.901894		-1.8999281		-1.1588415		-0.7245326		-0.28232002		-1.7469358		-0.5680618		-0.6620798		-0.9274368		-0.9259448		-0.2126832		No		Yes		Yes		U35_44k_v1_48632		LOC_Os04g52040.4		emb|CAH67752.1| 4e-19  H0702G05.11 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52040.4 9e-21 zinc finger domain LSD1 subclass family protein expressed		CAATCATTTTTGCTGATGTGTGTGATGACAAAGGAGTGTTTGCCTAACAGAAGCAAAATT		50588		0

		9074		CUST_30802_PI390587928		4.919027		4.1607833		4.413569		4.988623		5.577619		5.225561		7.2885337		6.657617		6.063234		6.154451		6.5853105		5.6445827		1.5785415		2.0918477		7.335853		3.1799276		2.210246		3.9824812		4.5056696		1.5756637		1.144207		1.0647779		2.8749647		1.668994		0.6585922		1.9936676		2.1717415		0.6559596		Yes		Yes		Yes		U35_44k_v1_9074		LOC_Os01g04280.1		ref|NP_001041945.1| 1e-66  Os01g0134700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04280.1 3e-68 calmodulin binding protein putative expressed		GTGAAGCCGGACGTGCTCCGCGCCATAATGGGCGACGGCATGACCGACCGCATGTGGGAG		19043		AT2G18750.2

		26386		CUST_25333_PI390587928		5.332544		5.613022		5.210388		5.855169		6.2410946		6.1040826		7.000033		6.4061666		6.354132		6.3642364		6.654488		5.931709		1.8771589		1.4054779		3.4572973		1.4650986		2.0301528		1.6832092		2.72093		1.054486		1.0215883		0.49106073		1.7896447		0.55099773		0.90855074		0.7512145		1.4440999		0.07653999		No		Yes		Yes		U35_44k_v1_26386		LOC_Os07g20670.1		gb|EAZ06451.1| 6e-48  hypothetical protein OsI_027683 [Oryza sativa (indica cultivar-group)]		LOC_Os07g20670.1 6e-45 retrotransposon protein putative Ty3-gypsy subclass		GTTCGAGTTCCAGTTCACCGACACCGCCGACGAGGTCTCCTACATGTACCACGCCTACCC		18445		AT4G21380.1

		1720		CUST_10226_PI390587928		13.766986		13.602329		12.748481		12.173589		14.642114		14.418668		17.012053		15.188403		15.31734		15.24912		16.625364		13.052535		1.8341706		1.7609313		19.207153		8.082572		2.92889		3.1313624		14.691233		1.8390317		1.550354		0.81633854		4.2635717		3.0148144		0.8751278		1.6467905		3.8768835		0.8789463		Yes		Yes		Yes		U35_44k_v1_1720		LOC_Os04g38540.1		gb|EAY94387.1| e-170  hypothetical protein OsI_015620 [Oryza sativa (indica cultivar-group)]		LOC_Os04g38540.1 1e-170 aldose 1-epimerase putative expressed		ATGTGTTCGCTCTGGATTTGGAGGTGGCGCGATTCGTGGGACTCGATGCTGTTATGCCGT		5649		AT5G15140.1

		13032		CUST_28074_PI390587928		7.0462775		7.48599		8.185496		7.6175904		6.2548804		6.848835		5.820263		5.827999		5.5271726		6.1882515		6.31899		7.1392937		-1.7307497		-1.5552592		-5.15236		-3.4571695		-2.8661318		-2.4584322		-3.6464841		-1.393098		-1.519105		-0.63715506		-2.3652334		-1.7895913		-0.7913971		-1.2977386		-1.8665061		-0.47829676		Yes		Yes		Yes		U35_44k_v1_13032		LOC_Os04g46940.1		gb|AAT42168.1| 3e-97  putative copper-exporting ATPase [Sorghum bicolor]		LOC_Os04g46940.1 3e-95 copper-transporting ATPase 3 putative expressed		AGTGTCATTGTGGGCAACAAGAGCTTTATGTTGTCATTGGACATTGATGTCCCCGTGGAA		25690		AT1G63440.1

		46641		CUST_25735_PI390587928		9.759794		11.0783		10.295463		9.66885		9.917916		10.384515		7.758921		7.401895		9.577595		9.675254		8.085061		9.743981		1.1158338		-1.6175224		-5.8019643		-4.8130617		-1.1346123		-2.6445947		-4.628041		1.053457		-0.18219948		-0.69378567		-2.5365415		-2.266955		0.15812206		-1.4030466		-2.2104015		0.07513142		Yes		No		No		U35_44k_v1_46641		LOC_Os03g20270.1		gb|EAY89778.1| 1e-15  hypothetical protein OsI_011011 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20260.1 4e-17 aspartic proteinase nepenthesin-1 precursor putative		TCGTTTCAGGTGAAAACGAACTACCGACAACATCCATCGGACCAGTGACTATGTAAAAAA		47012		0

		21326		CUST_4258_PI390587928		8.841575		9.300819		6.910669		7.511953		8.382547		10.0775385		10.649643		10.071494		8.764961		10.3131895		10.566505		9.019898		-1.3746147		1.7132303		13.351909		5.8952017		-1.0545397		2.0172224		12.604235		2.8440475		-0.076613426		0.7767191		3.738974		2.5595412		-0.4590273		1.0123701		3.6558366		1.5079455		Yes		Yes		Yes		U35_44k_v1_21326		LOC_Os01g11520.1		gb|EAY73008.1| 7e-31  hypothetical protein OsI_000855 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11520.1 3e-32 RING-H2 finger protein ATL5I putative expressed		GGCTCGGGATGTATTTAAGACTGTGATTATCCTTACCCGTAAAATAAATAAATAAGAGAC		16456		AT2G27940.1

		30956		CUST_1263_PI390587928		3.477431		2.9193308		2.317277		3.247214		4.108049		7.0679097		8.285562		7.471489		4.3724656		5.9875107		7.8497186		4.9043255		1.5482279		17.73563		62.608414		18.691036		1.8596544		8.387145		46.284		3.153844		0.89503455		4.1485786		5.9682846		4.2242746		0.63061786		3.0681798		5.5324416		1.6571114		Yes		Yes		Yes		U35_44k_v1_30956		LOC_Os08g04540.1		dbj|BAD11769.1| 5e-98  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 1e-88 aromatic-L-amino-acid decarboxylase putative expressed		ATGGATTAATTGGATGGACCTATCATCACAAAAAGTTCCAGAGCTGCACAAATCCCTATA		31089		AT2G20340.1

		33081		CUST_33261_PI390587928		6.9865766		6.6562424		8.280765		8.34584		8.272901		7.4322777		11.497594		9.7187805		8.954722		8.3473425		10.438889		8.188588		2.4390578		1.7124184		9.297413		2.5899785		3.9126494		3.2290285		4.4633408		-1.1151612		1.9681458		0.7760353		3.2168293		1.3729401		1.286324		1.6911001		2.158124		-0.15725231		Yes		Yes		Yes		U35_44k_v1_33081		-		emb|CAA58110.1| 2e-08  jasmonate induced protein [Hordeum vulgare subsp. vulgare]		No hits found		TATTTCGTGATGCCATGATCTTATACACTTGATGAATGAATGTACTTGAGCTTTCTTGTG		2899		0

		21010		CUST_23525_PI390587928		9.224964		9.355481		9.43747		9.960101		10.08538		10.201032		10.764748		9.829812		9.969253		10.257386		10.450236		10.121219		1.815561		1.7969503		2.5092864		-1.0945129		1.6751479		1.8685317		2.0177758		1.118153		0.74428844		0.84555054		1.3272772		-0.13028908		0.86041546		0.90190506		1.0127659		0.16111755		No		Yes		Yes		U35_44k_v1_21010		LOC_Os12g42700.1		gb|EAZ21264.1| 4e-17  hypothetical protein OsJ_035473 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42700.1 3e-18 expressed protein		GGAGGTAGTTTCGAAATTATGACCCAGCTGTAGACGGATCAACTCCAAACATGATTACGC		18485		0

		47482		CUST_20828_PI390587928		13.697116		14.596141		14.920979		12.736275		13.451836		13.54298		13.070628		12.257907		13.785098		13.706074		13.391616		12.4557905		-1.185323		-2.0750709		-3.6058774		-1.3931667		1.0628825		-1.8532623		-2.8865829		-1.2146025		0.08798218		-1.0531607		-1.8503504		-0.4783678		-0.24528027		-0.8900671		-1.5293627		-0.2804842		No		Yes		Yes		U35_44k_v1_47482		LOC_Os02g24590.1		prf||1603356CM 4e-52  trnA intron ORF 109		LOC_Os02g24590.1 4e-37 conserved hypothetical protein		ATTCGGCAGTTCGATCTATGATTTCACATTCATGGACGTTGATAAGATCTTTCCATTTAG		48586		0

		20490		CUST_3542_PI390587928		8.65396		8.296388		7.8366446		8.1965475		9.2246275		9.719357		11.379994		10.239293		9.244522		8.571813		10.700273		8.913879		1.4852103		2.6813674		11.658819		4.1202893		1.5058331		1.2103505		7.2784333		1.6441386		0.59056187		1.4229689		3.5433497		2.0427456		0.57066727		0.27542496		2.863628		0.7173319		Yes		Yes		Yes		U35_44k_v1_20490		-		No hits found		No hits found		TATGTGGCTGATCGTTCATGCTCTGGCCCTGGCCGAGACAGTGCTACCATTTTCAGTGGC		17662		0

		25252		CUST_22923_PI390587928		10.015962		10.334729		9.011037		9.634738		10.706513		12.037239		13.106819		11.038856		10.992557		12.233361		12.537654		9.502919		1.6139007		3.2546668		17.098316		2.6465585		1.9678154		3.7285948		11.524379		-1.0956742		0.9765949		1.7025099		4.0957823		1.4041176		0.69055176		1.898632		3.526617		-0.13181877		Yes		Yes		Yes		U35_44k_v1_25252		-		No hits found		No hits found		GCGTACGAGGCAATCTGGCAAAGTGCAGTACATTATGTCTATTTCTTGATTAATTAATTT		23462		0

		21275		CUST_27230_PI390587928		9.617332		9.421493		9.920245		9.974773		10.9370165		10.689686		11.464424		10.088746		11.353957		10.986919		11.26706		10.087061		2.4961143		2.4085975		2.9163804		1.0822041		3.3325458		2.9596505		2.5435		1.0809408		1.7366247		1.2681932		1.544179		0.113972664		1.319684		1.5654268		1.3468151		0.11228752		Yes		Yes		Yes		U35_44k_v1_21275		LOC_Os09g25500.1		gb|EAZ09140.1| e-128  hypothetical protein OsI_030372 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25500.1 1e-130 expressed protein		CTCCTTTTAGTTTCTTTTCGAGGGTAGTGAGTGCCCCATTCTTTTCCGCTGTAATTTTTT		24828		AT4G30710.1

		23506		CUST_6232_PI390587928		7.948912		7.675348		6.726961		7.8144927		8.049509		9.264287		9.490576		9.917499		8.177032		8.889136		9.357924		7.481474		1.072217		3.0082808		6.790956		4.2960353		1.1713079		2.3194592		6.1943946		-1.2596464		0.22812033		1.5889392		2.7636147		2.103006		0.100596905		1.2137885		2.6309633		-0.33301878		Yes		No		No		U35_44k_v1_23506		LOC_Os05g09020.2		tpg|DAA05091.1| 2e-21  TPA: TPA_inf: WRKY transcription factor 26 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51690.1 6e-23 OsWRKY26 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TACGGCAAGAAGTCTGTCAAGAACAGCCCTAATCCAAAGAACTACTATCGGTGTTCAACG		19230		0

		20663		CUST_9336_PI390587928		7.8399253		7.900118		7.9093413		8.120094		7.657869		7.584719		6.8734317		7.432056		7.19747		6.8209786		6.784632		7.596784		-1.1344999		-1.2443554		-2.050406		-1.6110914		-1.5609833		-2.112775		-2.1805758		-1.4372492		-0.6424551		-0.3153987		-1.0359097		-0.68803835		-0.18205643		-1.0791392		-1.1247091		-0.5233102		No		Yes		Yes		U35_44k_v1_20663		LOC_Os01g48270.1		gb|EAY75336.1| 2e-70  hypothetical protein OsI_003183 [Oryza sativa (indica cultivar-group)]		LOC_Os01g48270.1 4e-72 katanin p60 ATPase-containing subunit putative expressed		AAAGACAATGCTGGCAAAAGCTGTGGCTACCGAGTGCAAAACAACCTTTTTCAACATTTC		21744		AT2G34560.2

		6122		CUST_12134_PI390587928		6.1328015		6.741362		7.6426406		6.9412208		5.9003587		6.0668297		6.279143		5.9606185		5.8555756		5.234808		6.4058247		6.0436234		-1.1748226		-1.5960793		-2.5730824		-1.973289		-1.2118624		-2.8413057		-2.3567781		-1.8629608		-0.27722597		-0.6745324		-1.3634977		-0.98060226		-0.23244286		-1.5065541		-1.2368159		-0.8975973		No		Yes		Yes		U35_44k_v1_6122		LOC_Os03g13010.1		gb|EAZ26169.1| 8e-51  hypothetical protein OsJ_009652 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13010.1 2e-52 ubiquitin-protein ligase putative expressed		ATAAGTCGCCCCATGATTCACCGCATCATTCCGTCTCCTGCGCGACTGTGCTAAAAGGGC		13604		AT3G49810.1

		5639		CUST_10772_PI390587928		9.434181		9.3507185		9.669347		9.44352		10.379684		10.322011		11.556048		10.060885		10.89684		11.063553		11.17178		9.673592		1.9258605		1.9605963		3.6978881		1.5340716		2.7561586		3.278042		2.8332007		1.1728935		1.4626589		0.9712925		1.8867016		0.61736584		0.94550323		1.7128344		1.5024328		0.23007202		Yes		Yes		Yes		U35_44k_v1_5639		LOC_Os06g13160.1		ref|NP_001057257.1| 3e-63  Os06g0238900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13160.1 6e-65 TMV response-related gene product putative expressed		GTACGTACATTGTTGTAATGTGGTCGATTCAGATAGTTTTCTGAGGAATAAAGTTAACTC		24895		AT3G01360.2

		13052		CUST_28040_PI390587928		4.026775		3.955251		3.1233635		3.0555494		3.1369724		3.5740058		6.4332085		5.691587		3.7729785		4.2947097		6.422495		5.2295184		-1.8529224		-1.3024654		9.916595		6.21622		-1.1923405		1.2652818		9.843227		4.512632		-0.25379634		-0.38124514		3.309845		2.6360376		-0.88980246		0.3394587		3.2991314		2.173969		Yes		Yes		Yes		U35_44k_v1_13052		LOC_Os05g03610.1		gb|EAY96397.1| 3e-83  hypothetical protein OsI_017630 [Oryza sativa (indica cultivar-group)]		LOC_Os05g03610.1 7e-85 phospholipase C putative expressed		TGGGCATGCTCTTGCTGTATATGATGTGATTAGAACTCAATGGCGACTATTATTGTCAAA		22073		AT3G55940.1

		2028		CUST_2439_PI390587928		10.954385		10.958411		10.8201685		10.568315		11.704365		11.756142		15.159996		12.005711		12.232799		12.248855		14.2236595		10.443745		1.6817695		1.7383643		20.249685		2.7083158		2.4257212		2.4460323		10.581637		-1.0901827		1.2784138		0.79773045		4.3398275		1.437396		0.74998		1.2904434		3.403491		-0.12456989		Yes		Yes		Yes		U35_44k_v1_2028		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-37  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 6e-39 PGPS/D12 putative expressed		GCTAGCCAGCCAGCCAGCCTCTGGTTTTGAATAAAAAATCGTGTTTGCTATTTCCTTAAA		5468		AT1G14870.1

		18455		CUST_24189_PI390587928		11.991775		11.281761		11.91937		11.597207		12.7405405		12.406845		13.462041		12.508182		13.071046		13.66472		12.990157		12.189987		1.6803548		2.1811423		2.9133341		1.8803152		2.1129687		5.2160525		2.1005795		1.5081502		1.0792713		1.1250839		1.5426712		0.9109745		0.74876595		2.3829584		1.0707874		0.5927801		Yes		Yes		Yes		U35_44k_v1_18455		LOC_Os10g36703.1		ref|NP_001065037.1| 2e-40  Os10g0510500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36703.1 3e-42 OsSAUR56 - Auxin-responsive SAUR gene family member expressed		GGACGAATTCGATGTTGATGACGACGACAAATTATGATCCAAGTGTAAAGAGATAATATA		8857		AT4G00880.1

		20709		CUST_16924_PI390587928		7.646067		8.540841		7.35617		6.5690804		6.2647877		6.740145		4.699034		4.932638		5.7362046		6.7499046		5.763809		5.303427		-2.6049929		-3.4838824		-6.307796		-3.1089818		-3.7577329		-3.4603944		-3.0154243		-2.4043603		-1.9098625		-1.8006959		-2.657136		-1.6364422		-1.3812795		-1.7909365		-1.592361		-1.2656531		Yes		No		No		U35_44k_v1_20709		LOC_Os02g43660.1		dbj|BAD24983.1| 2e-38  putative uclacyanin 3 [Oryza sativa Japonica Group]		LOC_Os02g43660.1 4e-40 blue copper protein precursor putative expressed		TCCTCCGATTCGATCACGACTCGTGCTTGTACGACCACTTCCAAATATATACTCTTTTTT		17957		AT3G60270.1

		21528		CUST_40883_PI390587928		7.5424995		7.364857		6.9394226		6.5258064		7.192244		7.2465253		5.7008348		5.896466		6.995568		6.987684		6.3270993		6.626229		-1.2747864		-1.085479		-2.3596745		-1.5468578		-1.4609753		-1.2987947		-1.5287191		1.0720873		-0.54693174		-0.11833191		-1.2385879		-0.62934065		-0.3502555		-0.37717342		-0.6123233		0.10042238		No		Yes		Yes		U35_44k_v1_21528		LOC_Os07g07310.2		gb|EAZ38821.1| 5e-10  hypothetical protein OsJ_022304 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07310.2 1e-11 polynucleotide phosphorylase putative expressed		TGTCAAATGAATCAAGCACATGTGTTGCCACGCAACACCAAGCAAATATTGGCGCATCAG		16172		0

		7883		CUST_39868_PI390587928		9.953404		10.393609		10.51171		10.436351		9.155263		9.597684		8.377528		8.76357		8.6289015		8.806672		8.985463		9.928623		-1.7388597		-1.7361903		-4.3898816		-3.1882858		-2.5044658		-3.0041087		-2.8803558		-1.421809		-1.324503		-0.79592514		-2.134182		-1.672781		-0.7981415		-1.586937		-1.526247		-0.5077276		Yes		Yes		Yes		U35_44k_v1_7883		LOC_Os03g43684.1		gb|EAY91136.1| 1e-84  hypothetical protein OsI_012369 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43684.1 5e-85 expressed protein		CCCGGAGAGCATTTTTGTGTGGTATTTTGTACATTCATCAATATCTGATCATTTGTCAAA		15671		AT1G03080.1

		22188		CUST_6838_PI390587928		6.1499977		5.8388214		5.660303		5.948305		6.2890778		6.4029		7.487108		6.521154		6.5021076		6.6969757		7.367691		6.266477		1.1012027		1.4784431		3.547506		1.4874579		1.276426		1.8127178		3.26569		1.2467498		0.3521099		0.5640788		1.8268051		0.5728488		0.13908005		0.8581543		1.7073879		0.31817198		No		Yes		Yes		U35_44k_v1_22188		LOC_Os02g27360.1		gb|EAY93595.1| 4e-35  hypothetical protein OsI_014828 [Oryza sativa (indica cultivar-group)]		LOC_Os04g26834.1 1e-36 pepsin A putative expressed		GCTGATGGCGTCAACTGCATATGATGTTCTGTTGGTTAATAGACATATTTTCTGTCATGA		43959		AT3G02740.1

		42565		CUST_29310_PI390587928		4.958977		5.417872		4.9839177		5.020414		4.1357126		5.4506984		5.6456833		6.3513265		4.1863317		5.175724		4.8705187		4.731322		-1.7694054		1.0230144		1.5820175		2.5156176		-1.7083997		-1.1827523		-1.0817739		-1.221871		-0.7726455		0.032826424		0.6617656		1.3309126		-0.8232646		-0.24214792		-0.11339903		-0.28909206		No		Yes		Yes		U35_44k_v1_42565		LOC_Os06g30970.1		gb|AAM63450.1| 2e-20  E2, ubiquitin-conjugating enzyme 10 (UBC10) [Arabidopsis thaliana]		LOC_Os01g46926.2 3e-21 ubiquitin-conjugating enzyme E2-17 kDa 9 putative expressed		GCAATAGCACCATGAGAACTATATTAAGGCTCCAATGTATGACTAAAATACCTGGTTTTC		38298		AT5G53300.3

		14906		CUST_35670_PI390587928		10.236129		10.337474		9.600051		5.504772		9.766411		10.371321		7.6764016		5.607656		9.99646		10.71103		9.627532		4.7104545		-1.3848387		1.0237383		-3.793815		1.073918		-1.1807216		1.2955424		1.019231		-1.734257		-0.23966885		0.033846855		-1.9236493		0.102883816		-0.46971798		0.37355614		0.02748108		-0.7943177		No		Yes		Yes		U35_44k_v1_14906		LOC_Os04g23440.1		No hits found		No hits found		GGTGTGTTGCTTTATCAAGATTTTGTAACTTCGGTGTGTTTTCTCGTACAAGAGATATTT		704		0

		16255		CUST_28411_PI390587928		15.149009		14.51942		14.080532		11.165303		14.159392		13.827481		11.712514		11.214237		14.245069		14.291358		13.3808365		9.385592		-1.985657		-1.6154525		-5.162315		1.0345002		-1.8711694		-1.1712602		-1.6241621		-3.4335732		-0.9039402		-0.6919384		-2.3680182		0.048933983		-0.9896164		-0.22806168		-0.6996956		-1.7797108		No		Yes		Yes		U35_44k_v1_16255		LOC_Os09g36680.1		gb|AAM80567.1| e-134  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 1e-114 ribonuclease 3 precursor putative expressed		CTGTGGCCAGAACTCTAGACCATTATATTGTGCTATGTCTTTCCTATATGCATGTGTATC		5059		AT1G14220.1

		22165		CUST_19432_PI390587928		5.783447		5.4189277		6.466144		6.355974		5.437556		5.0697827		4.8980556		5.0039687		5.3767376		4.9929338		5.3953986		5.915095		-1.2709357		-1.2738054		-2.965116		-2.5526671		-1.3256586		-1.3434978		-2.1005185		-1.3574314		-0.4067092		-0.34914494		-1.5680885		-1.3520055		-0.345891		-0.42599392		-1.0707455		-0.44087934		No		Yes		Yes		U35_44k_v1_22165		LOC_Os06g09420.1		gb|EAY99998.1| 6e-37  hypothetical protein OsI_021231 [Oryza sativa (indica cultivar-group)]		LOC_Os06g09420.1 1e-38 DNA binding protein putative expressed		TAAAGTTTGTCATGTGACGGCAAGTGTGGAACTTGGTTGTTGCGTTTCTTTCCGTCCAAA		17815		AT3G19184.1

		49573		CUST_24783_PI390587928		4.1531873		4.5686545		4.0484924		3.5783327		3.019787		3.979112		2.7360153		2.2132893		3.5479403		3.5696723		2.6591551		3.4717362		-2.1937516		-1.5047696		-2.4836762		-2.5758407		-1.5212392		-1.9985895		-2.6195831		-1.0766852		-0.605247		-0.5895426		-1.3124771		-1.3650434		-1.1334002		-0.9989822		-1.3893373		-0.10659647		Yes		No		No		U35_44k_v1_49573		LOC_Os03g15550.1		ref|NP_001049624.1| 3e-16  Os03g0262000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15550.1 9e-18 phosphatidylinositol-4-phosphate 5-kinase 2 putative expressed		AAGTGCCTACTCCATGATTGCAGAGCTATGGCTTCAGATATTCCATGGCTAGTTAGCTAG		51372		AT1G21980.1

		40018		CUST_17813_PI390587928		7.914894		8.201961		7.1963897		7.0543556		7.1428437		7.1561913		5.4721293		4.599443		5.908462		6.697796		5.3328032		6.90573		-1.707695		-2.0644667		-3.3041067		-5.4827995		-4.0178733		-2.8366039		-3.639112		-1.1085131		-2.006432		-1.0457692		-1.7242603		-2.4549127		-0.7720504		-1.5041647		-1.8635864		-0.14862585		Yes		No		No		U35_44k_v1_40018		LOC_Os01g50080.1		ref|NP_001043962.1| 4e-85  Os01g0695700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50080.1 1e-86 multidrug resistance protein 4 putative expressed		AGGGATACAACACTAATGTTGGTGAGAGAGGAACACAACTCTCTGGTGGGCAAAAACAAC		36300		AT4G18050.1

		5936		CUST_24819_PI390587928		6.985977		7.4047017		8.711272		9.461389		7.010679		8.510025		10.744357		9.839546		7.4231753		9.141162		10.121907		10.222386		1.0172693		2.151471		4.0927906		1.2996811		1.3539722		3.332166		2.6585414		1.6946622		0.43719816		1.1053233		2.0330849		0.37815762		0.024701595		1.7364602		1.410635		0.7609978		Yes		No		No		U35_44k_v1_5936		-		No hits found		No hits found		TACTATCCCCTGTTTGTACATGTTTGTATGCAAGCTTTTTGTTGTCAGTAGTTGTTAAAC		13218		0

		4845		CUST_32492_PI390587928		7.7265983		7.3866334		8.528377		8.033639		6.9502463		6.5780907		6.629808		6.5698814		6.812226		6.373935		6.976152		7.8165817		-1.7127943		-1.7514414		-3.728431		-2.758258		-1.884749		-2.0176811		-2.9326901		-1.1623602		-0.91437244		-0.8085427		-1.8985686		-1.4637575		-0.7763519		-1.0126982		-1.5522246		-0.21705723		Yes		Yes		Yes		U35_44k_v1_4845		LOC_Os06g04910.1		gb|EAZ35782.1| e-126  hypothetical protein OsJ_019265 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04910.1 1e-127 hydrolase NUDIX family protein expressed		GTTGTTGGTGATTTGATTTCAAGTGTATGATATATAAGAAGTTGCCCGGATGTACTTGCA		10832		AT5G20070.1

		29072		CUST_5467_PI390587928		2.5415294		2.154006		3.033884		3.9638956		2.3087494		3.5657456		6.1334043		4.730616		2.585553		4.168343		5.4747148		5.0051837		-1.1750971		2.6605778		8.571337		1.7013979		1.0309851		4.039949		5.4295425		2.0580645		0.044023514		1.4117396		3.0995202		0.76672053		-0.23277998		2.014337		2.4408307		1.0412881		Yes		Yes		Yes		U35_44k_v1_29072		LOC_Os09g29510.1		gb|EAZ45074.1| 7e-41  hypothetical protein OsJ_028557 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29560.1 2e-42 OsWAK83 - OsWAK pseudogene expressed		ATACTCTCGCTTATATGAGGAGCTCTGCTTATGTAATAGGCTGTGCCTCCACATGTGAGA		28234		AT1G21270.1

		41790		CUST_24941_PI390587928		6.1203504		6.7321625		5.2953324		6.127563		5.5370154		6.262263		4.4833612		5.5765786		5.275533		5.5654655		4.5565715		6.3236165		-1.4983088		-1.3850131		-1.7556086		-1.465085		-1.7960371		-2.2449713		-1.6687421		1.1455604		-0.84481716		-0.46989965		-0.8119712		-0.5509844		-0.5833349		-1.166697		-0.73876095		0.1960535		No		Yes		Yes		U35_44k_v1_41790		LOC_Os01g15790.3		gb|EAY73393.1| 1e-36  hypothetical protein OsI_001240 [Oryza sativa (indica cultivar-group)]		LOC_Os01g15790.3 3e-38 expressed protein		TCTGAAATCAGCTTTTCGAGTTTTCTTCTTTGCATCTTCCATCGAAAGAAACCAAATGTT		36999		AT4G36440.1

		48879		CUST_90_PI390587928		5.9861465		6.9716625		6.07362		4.175834		4.595648		6.0349693		2.865487		2.0279706		3.6924732		5.576359		4.5671206		3.7303877		-2.621693		-1.9141358		-9.241536		-4.4317102		-4.903029		-2.6304393		-2.8411977		-1.3617355		-2.2936733		-0.9366932		-3.2081327		-2.1478636		-1.3904986		-1.3953037		-1.5064993		-0.4454465		Yes		Yes		Yes		U35_44k_v1_48879		LOC_Os02g52190.1		gb|EAZ24688.1| 5e-31  hypothetical protein OsJ_008171 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52190.1 1e-32 DNA binding protein putative expressed		GCAAACATGTAGCGTGCTATGTTTTCTGCCTTTCCGGCGCCAATTATTTGTGTCAAAAAA		None		AT1G72210.1

		47361		CUST_16801_PI390587928		4.317373		4.7661524		4.9963636		5.0249715		3.3745067		3.7420957		4.0925035		3.5174885		3.29762		3.9565442		4.471411		3.7096634		-1.9223434		-2.0336292		-1.8710655		-2.8431358		-2.0275714		-1.7527354		-1.4388862		-2.4885547		-1.0197527		-1.0240567		-0.9038601		-1.507483		-0.9428661		-0.8096082		-0.5249524		-1.3153081		Yes		No		No		U35_44k_v1_47361		LOC_Os10g40920.1		gb|EAY79493.1| 1e-39  hypothetical protein OsI_033452 [Oryza sativa (indica cultivar-group)]		LOC_Os10g40920.1 2e-41 pentatricopeptide repeat protein PPR986-12 putative expressed		TATTGGCAGCGTGGCATGTATGGGGAGTCTGTGGCCCTGTTTTTGGAGATGGCTCGCTCT		48356		AT3G02330.1

		25188		CUST_41639_PI390587928		7.8773055		7.573185		6.403459		7.0623646		8.240655		8.274857		8.518185		8.095649		8.403319		9.09838		8.377162		7.9564776		1.286409		1.6263882		4.331076		2.046678		1.4399451		2.8782563		3.9277494		1.858467		0.52601385		0.7016716		2.1147256		1.0332842		0.36334944		1.5251951		1.9737029		0.89411306		Yes		Yes		Yes		U35_44k_v1_25188		LOC_Os04g52600.1		gb|EAY95563.1| e-125  hypothetical protein OsI_016796 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52600.1 1e-124 protein kinase domain containing protein expressed		CGAAGGACGAGAACAAGGTTTATATTTTCGAATGGGTGTGGGAACTATACGAGGACAACC		24111		AT1G56140.1

		23829		CUST_3435_PI390587928		5.3776946		5.6332526		3.7186623		4.4020534		5.3494415		5.5227637		6.441639		4.641728		5.7978783		5.2481666		5.7173734		2.9053705		-1.0197766		-1.079594		6.6023364		1.1807263		1.3380979		-1.3059376		3.996428		-2.8219314		0.42018366		-0.11048889		2.7229767		0.23967457		-0.028253078		-0.38508606		1.9987111		-1.4966829		No		Yes		Yes		U35_44k_v1_23829		LOC_Os03g10240.1		gb|ABR25727.1| 1e-11  unknown [Oryza sativa (indica cultivar-group)]		LOC_Os03g10240.1 3e-13 expressed protein		CAACTCTGAGGTATATGATTGCAACAGGAGAAAATGGTTGAAACATTTGTGATTGCTTGA		19910		0

		41559		CUST_10437_PI390587928		9.490829		9.26556		11.806206		11.600652		8.883775		8.575229		9.406167		9.580867		7.9593024		7.78268		10.083028		11.157893		-1.5231465		-1.6136543		-5.2781734		-4.0552335		-2.8909168		-2.7950616		-3.3016288		-1.3592007		-1.531527		-0.69033146		-2.4000387		-2.019785		-0.6070547		-1.4828801		-1.7231779		-0.44275856		Yes		Yes		Yes		U35_44k_v1_41559		LOC_Os10g02240.1		ref|NP_001105925.1| 7e-36  low affinity nitrate transporter [Zea mays]		LOC_Os10g22560.3 3e-37 peptide transporter PTR2 putative expressed		CGAGGGGGTCAATGAACCACACAAATACATCATTGAATTATTGAGAGTCACAATAAAAAA		26311		AT5G01180.1

		3417		CUST_31069_PI390587928		10.242901		10.582589		10.406803		10.945813		10.648678		11.256803		11.512509		11.244087		11.05471		11.091281		11.222386		10.231926		1.3248022		1.5957265		2.152042		1.2296724		1.7554119		1.4227595		1.7600095		-1.6402175		0.81180954		0.6742134		1.1057062		0.29827404		0.40577698		0.5086918		0.8155832		-0.7138872		No		Yes		Yes		U35_44k_v1_3417		LOC_Os09g07800.1		ref|NP_001062683.1| 1e-70  Os09g0251800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07800.1 2e-72 GTPase activating protein putative expressed		CGTCAAATGACGCTGAGACCCGTTGAATCCTGAGAAAGTCCATGTATTAGTTGGTTTAAA		9391		AT5G47710.2

		25274		CUST_22858_PI390587928		4.5429096		4.091731		4.6117134		4.370503		3.5862067		2.832464		2.5968099		3.1758034		3.60938		3.3826358		2.9380836		3.2538052		-1.9408692		-2.3937411		-4.0415354		-2.2889714		-1.909943		-1.6347786		-3.1901622		-2.1685004		-0.9335296		-1.2592671		-2.0149035		-1.1946995		-0.95670295		-0.70909524		-1.6736298		-1.1166978		Yes		No		No		U35_44k_v1_25274		LOC_Os02g55090.1		gb|EAY87840.1| 5e-59  hypothetical protein OsI_009073 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55090.1 2e-60 expressed protein		GGCAGCCTTTTAAATTGTCGGACACCTGGATGTTTCCTTTTCATAGATATATATAGATAT		24018		0

		14518		CUST_34124_PI390587928		14.373807		14.022807		14.793472		16.457237		15.216144		15.435368		17.256918		17.022991		15.384631		15.931779		16.876007		16.971815		1.7929517		2.662092		5.515324		1.4801608		2.0150619		3.7554135		4.2355075		1.4285761		1.0108242		1.4125605		2.4634457		0.56575394		0.84233665		1.9089718		2.0825348		0.51457787		Yes		Yes		Yes		U35_44k_v1_14518		LOC_Os02g36940.1		ref|NP_001047231.1| 6e-67  Os02g0579800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36940.1 1e-68 expressed protein		CGCTCCGTACGTGCAGGTCTTTTCTTCCTCCAACACACATCTAAGTGTGCATCTTTATCA		6798		AT1G14870.1

		16923		CUST_30081_PI390587928		12.041515		12.539729		13.456782		13.130336		11.523907		12.06942		12.416111		12.288795		11.205597		11.568719		12.61481		12.999417		-1.4315803		-1.3854064		-2.0571847		-1.7919624		-1.784993		-1.9602127		-1.7924991		-1.0949906		-0.8359184		-0.47030926		-1.0406713		-0.84154034		-0.51760864		-0.9710102		-0.84197235		-0.1309185		No		Yes		Yes		U35_44k_v1_16923		LOC_Os01g50450.1		ref|NP_001043982.1| 5e-12  Os01g0700000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50450.1 9e-14 expressed protein		CTATACTTATTTGTCGGGAGGTATCATCTGTTACGTCCCTTTTAATGGCTCTGTTACAAA		6940		0

		3110		CUST_5344_PI390587928		8.979492		8.773872		7.705974		8.672387		7.194617		7.327314		10.26797		10.147597		7.67151		7.9063644		8.563506		7.927057		-3.445887		-2.725571		5.905241		2.7802415		-2.4759495		-1.8245085		1.811936		-1.6763581		-1.307982		-1.4465585		2.561996		1.4752102		-1.7848754		-0.86750793		0.857532		-0.74533033		No		Yes		Yes		U35_44k_v1_3110		LOC_Os08g31090.1		gb|EAZ06923.1| 1e-30  hypothetical protein OsI_028155 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31090.1 3e-32 expressed protein		TTGATTGATGGATCATTCCCACAGAGAATGCAACAGCAGTACAGCACACAGTTTTGGATT		8295		0

		7207		CUST_24511_PI390587928		4.8215833		4.23835		3.4703948		4.159958		5.2909155		4.3829665		5.6641746		5.9252048		5.7261353		4.992367		5.1285357		4.3912306		1.3844684		1.1054368		4.575025		3.3993216		1.871963		1.686482		3.1560955		1.1738701		0.904552		0.1446166		2.1937797		1.7652469		0.46933222		0.7540169		1.6581409		0.2312727		Yes		Yes		Yes		U35_44k_v1_7207		LOC_Os07g44780.1		gb|EAZ04881.1| 4e-63  hypothetical protein OsI_026113 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44780.1 8e-65 esterase precursor putative expressed		ATGTCCACATGCAACCGCAACTTCTAGACTTGCGTGACTACAAGAGATGCTAGCTAAGAA		15214		AT1G28570.1

		17806		CUST_1008_PI390587928		9.781418		10.639581		11.390523		10.734505		9.728121		10.281246		9.993048		9.853586		9.545762		9.704107		10.286832		10.42135		-1.0376335		-1.2819451		-2.6344016		-1.8415474		-1.1774418		-1.9125181		-2.149038		-1.2424219		-0.23565578		-0.35833454		-1.3974752		-0.8809185		-0.053297043		-0.93547344		-1.1036911		-0.31315517		No		Yes		Yes		U35_44k_v1_17806		LOC_Os04g59520.1		gb|EAZ32519.1| 1e-72  hypothetical protein OsJ_016002 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59520.1 2e-74 phosphoribosylanthranilate transferase putative expressed		AGTTGAGTAGTACAAGGGAAGAGAACAAAGCGGCAGATACGGCATTGTTTTCATCCAGCA		8520		AT1G22610.1

		5672		CUST_10741_PI390587928		7.592373		7.3052964		7.7753067		7.4046836		7.209474		6.953443		6.576401		6.3967757		7.2043595		6.755195		6.8477573		7.21903		-1.3039593		-1.2761991		-2.2956543		-2.0109928		-1.3085902		-1.4641885		-1.9020424		-1.1373322		-0.38801336		-0.35185337		-1.1989055		-1.0079079		-0.3828988		-0.5501013		-0.92754936		-0.18565369		No		Yes		Yes		U35_44k_v1_5672		LOC_Os12g18120.4		gb|ABA97111.1| e-170  Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g18120.3 1e-172 zinc finger CCCH type domain-containing protein ZFN-like 6 putative expressed		CGTCACAAAAGCCCACTTTTCATCTATCATGCATGTATTCCTAATCTAGAAAAAAGCAAA		12085		AT5G63260.1

		43382		CUST_5430_PI390587928		9.923604		10.396867		11.139084		10.396266		8.889562		9.669994		8.630333		8.4598055		8.471127		9.015824		9.329888		9.983821		-2.0477538		-1.6550473		-5.6912713		-3.8276541		-2.736776		-2.6045651		-3.5044682		-1.3309395		-1.4524775		-0.72687244		-2.508751		-1.9364605		-1.0340424		-1.3810425		-1.8091955		-0.41244507		Yes		Yes		Yes		U35_44k_v1_43382		LOC_Os02g10290.1		gb|EAZ31593.1| 4e-31  hypothetical protein OsJ_015076 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10290.1 1e-25 copper-transporting ATPase 3 putative expressed		CGTGTGGTAGAATGACGAATTAAGCAGCAGTCCTTTGATGAAAATGTATATAATAACTCT		39976		AT1G63440.1

		40035		CUST_17799_PI390587928		2.8542764		2.7067778		2.4145062		3.8288844		2.7645905		4.161619		5.056463		4.71808		2.150849		3.4794445		4.7925735		4.2680554		-1.0641385		2.741264		6.241776		1.8521433		-1.6283686		1.7084247		5.1983986		1.3558251		-0.7034273		1.4548414		2.6419566		0.8891957		-0.08968592		0.7726667		2.3780673		0.43917108		Yes		Yes		Yes		U35_44k_v1_40035		LOC_Os10g04730.1		gb|EAY77642.1| 8e-51  hypothetical protein OsI_031601 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 4e-52 protein kinase putative expressed		AGCAGATAGAACAAGAAAAGTGGTTGGCACATAGTAAGTTTCATCTGAATTACTCCACTT		36320		AT4G03230.1

		28502		CUST_19547_PI390587928		3.8853645		3.8328886		4.4753747		3.412339		3.8899434		3.5554183		1.9253979		2.122419		2.731145		3.1318455		2.7959468		3.7110062		1.0031788		-1.2120677		-5.856249		-2.4451447		-2.225639		-1.6256799		-3.2030091		1.2300075		-1.1542196		-0.27747035		-2.5499768		-1.2899199		0.004578829		-0.7010431		-1.6794279		0.2986672		Yes		Yes		Yes		U35_44k_v1_28502		-		gb|EAZ25927.1| 4e-57  hypothetical protein OsJ_009410 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g39790.2 2e-43 esterase putative expressed		CTGTTGACTGTATTTCCATCATACCTTTAGTCAATTGCATATTTTGATTTAGTGTCTCCG		27420		AT1G29840.1

		47165		CUST_12188_PI390587928		4.2506404		4.8735843		5.6211133		3.5126228		3.9006672		3.4791558		3.132696		2.4028807		3.752416		3.1040905		3.558502		2.564059		-1.274537		-2.628844		-5.6116204		-2.1580708		-1.4124742		-3.4093432		-4.1774173		-1.9299505		-0.4982245		-1.3944285		-2.4884174		-1.1097422		-0.3499732		-1.7694938		-2.0626113		-0.9485638		Yes		Yes		Yes		U35_44k_v1_47165		LOC_Os12g37840.2		gb|EAZ20894.1| e-101  hypothetical protein OsJ_035103 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g37840.2 1e-103 boron transporter 1 putative expressed		ATGATTTGCTTCTCCTAGGCTTCCTGACATTGCTATGTGGCCTAATTGGTATCCCTCCAT		47996		AT3G62270.1

		37964		CUST_13048_PI390587928		8.636556		8.657712		8.754646		8.338573		9.109916		9.212041		10.351522		8.8470335		9.703746		9.673909		10.228956		8.731648		1.3883392		1.4684854		3.0248764		1.422531		2.0953484		2.0225806		2.778507		1.3131894		1.0671902		0.5543289		1.5968761		0.50846004		0.47336006		1.0161972		1.4743099		0.393075		No		Yes		Yes		U35_44k_v1_37964		LOC_Os09g32050.2		ref|NP_001063548.1| 1e-29  Os09g0493800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32050.2 3e-31 chaperone protein dnaJ 10 putative expressed		TTTTTCTTCCCTTGTGTCTATGGGTGCATAATTGTTTTAATCTATGGCCCATTTGGCAAA		15666		0

		24092		CUST_33701_PI390587928		11.57019		11.177548		11.994054		11.989614		11.062035		10.686867		10.481396		10.654227		11.086589		10.466598		10.7267		11.502629		-1.422231		-1.4051086		-2.8533528		-2.5234303		-1.3982298		-1.6368825		-2.4071968		-1.4015121		-0.48360157		-0.49068165		-1.5126581		-1.3353863		-0.5081558		-0.71095085		-1.267354		-0.48698425		No		Yes		Yes		U35_44k_v1_24092		LOC_Os04g02510.1		gb|EAY92819.1| 4e-07  hypothetical protein OsI_014052 [Oryza sativa (indica cultivar-group)]		LOC_Os04g02510.1 9e-09 nucleic acid binding protein putative expressed		GTACCCTTATGTATTAGCATGCATGTACTCGTACATATACATTGATTTGATTTTGATGGG		5838		0

		10187		CUST_19443_PI390587928		10.131349		10.100892		9.824574		9.398545		10.24166		9.940567		8.730191		9.040645		9.827666		9.537927		9.128791		9.22403		1.0794613		-1.1175389		-2.135218		-1.2815596		-1.2342908		-1.4773027		-1.619764		-1.1285855		-0.30368233		-0.16032505		-1.0943832		-0.35790062		0.11031151		-0.5629654		-0.6957836		-0.17451572		No		Yes		Yes		U35_44k_v1_10187		LOC_Os03g20640.1		gb|EAY89812.1| 3e-30  hypothetical protein OsI_011045 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20640.1 9e-32 expressed protein		AGTTAATAATGCAATGACAGAAGGGGTGGTAAAGAGCACCATTCTGTTTCCAGATACAAA		19361		AT5G22340.1

		14190		CUST_35466_PI390587928		15.109009		14.90052		15.075501		15.661321		15.297951		15.454711		16.22477		15.886528		15.340675		15.682553		15.8256235		15.880168		1.1399274		1.4683447		2.2180135		1.1689452		1.1741905		1.7195523		1.6819352		1.1638033		0.23166656		0.55419064		1.1492682		0.22520733		0.18894196		0.78203297		0.7501221		0.21884727		No		Yes		Yes		U35_44k_v1_14190		LOC_Os03g20370.1		ref|NP_001042688.1| 4e-79  Os01g0267900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48780.1 1e-80 calmodulin putative expressed		TTTCTCATCAACTTCTGCTTCGCTCTTCTATCTAGTATCAATGGAAAGCCGGTGTTTCGT		1327		AT3G43810.1

		41377		CUST_2639_PI390587928		10.505738		10.49175		10.545776		10.165507		10.787494		10.186714		7.8680344		8.06388		10.516766		9.576889		8.231251		9.389079		1.2156732		-1.2354491		-6.3985367		-4.2919326		1.0076729		-1.8853871		-4.9744105		-1.7128849		0.011027336		-0.3050356		-2.677742		-2.1016273		0.28175545		-0.9148607		-2.3145256		-0.7764282		Yes		Yes		Yes		U35_44k_v1_41377		LOC_Os08g43120.1		gb|EAZ07860.1| 2e-95  hypothetical protein OsI_029092 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43120.1 4e-97 ABC transporter putative expressed		GGGCTTCAATAATTGCATCGGTTTGCAACCGGTTGTGATAATGGAGAGAGTTGTTCTTTA		10182		AT1G66950.1

		14335		CUST_8686_PI390587928		10.782848		11.669064		9.733855		9.651301		9.947362		10.711566		7.3017144		8.080617		9.325257		10.40146		7.9508214		8.935387		-1.7844585		-1.9419386		-5.396937		-2.9704561		-2.7464938		-2.4076135		-3.4414914		-1.6425244		-1.457591		-0.9574976		-2.4321408		-1.5706844		-0.8354864		-1.2676039		-1.7830338		-0.7159147		Yes		No		No		U35_44k_v1_14335		LOC_Os05g34170.2		emb|CAM58984.1| 0.0  beta tubulin 6 [Hordeum vulgare subsp. vulgare]		LOC_Os01g18050.1 0.0 tubulin beta-1 chain putative expressed		CGATGCTATGTTTCTTTGCGTGAATTATTTTATGTGAGGTTTCAAGCAAGTGGATTTGAA		1508		AT5G12250.1

		30787		CUST_10319_PI390587928		4.2358875		4.8753915		2.6488988		3.209748		4.4475703		5.2010417		5.4418564		5.4084167		5.0621257		5.6324058		5.3070817		2.587968		1.1580381		1.2532291		6.930491		4.590555		1.773056		1.6899894		6.3123746		-1.5387725		0.82623816		0.32565022		2.7929575		2.1986687		0.2116828		0.7570143		2.6581829		-0.6217799		Yes		Yes		Yes		U35_44k_v1_30787		-		gb|AAK15447.1|AC037426_9 2e-46  putative flavin-containing monooxygenase [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40570.1 5e-48 disulfide oxidoreductase/ monooxygenase putative expressed		GAATTCACCAAGTATTTTTGATTGGTTTATTACCAAGAACTATCGTCCTCCATCTATCTC		30837		AT1G12200.1

		29142		CUST_19923_PI390587928		3.7722292		3.9283516		3.1079757		4.8449936		3.2371264		2.836764		2.0116768		3.1784563		2.0284243		2.912752		2.7646275		4.5788193		-1.4490454		-2.1310842		-2.1380548		-3.1745174		-3.349173		-2.021743		-1.2686976		-1.2026145		-1.7438049		-1.0915875		-1.0962989		-1.6665373		-0.53510284		-1.0155997		-0.34334826		-0.26617432		Yes		Yes		Yes		U35_44k_v1_29142		-		gb|EAZ07855.1| 1e-42  hypothetical protein OsI_029087 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43050.1 3e-44 disease resistance protein RGA2 putative expressed		CCCAACAGCTTGATCAGAAGCTCTGGATTGTCCGGATCACAACTTATGGTTTGGAAATGT		28337		0

		10192		CUST_6880_PI390587928		8.330612		8.750204		7.824365		9.032291		8.167676		8.561696		9.004906		8.894087		8.370659		9.0918665		8.737082		8.909665		-1.1195633		-1.1395847		2.2666168		-1.1005347		1.0281471		1.267216		1.8825868		-1.088715		0.040046692		-0.18850803		1.1805406		-0.13820457		-0.16293621		0.3416624		0.9127164		-0.122626305		No		Yes		Yes		U35_44k_v1_10192		LOC_Os09g28760.1		gb|EAZ09398.1| 6e-17  hypothetical protein OsI_030630 [Oryza sativa (indica cultivar-group)]		LOC_Os09g28760.1 1e-17 2-hydroxyisoflavanone dehydratase putative expressed		GTTGCAGTAGGAGGAGCTTGCTTTCTCAAGAATGAAAAGGGAATTACTAGTTCGAAAAAA		35762		0

		20557		CUST_22209_PI390587928		9.77799		9.656562		10.269786		11.013919		10.531467		11.197337		12.714813		11.923718		10.98719		12.384755		12.618057		12.126381		1.6858511		2.9095082		5.4453597		1.8787844		2.3120937		6.626253		5.0921373		2.1621432		1.2091999		1.5407753		2.4450274		0.9097996		0.7534771		2.7281933		2.3482714		1.112462		Yes		Yes		Yes		U35_44k_v1_20557		LOC_Os01g41770.1		dbj|BAB89968.1| 3e-79  HcrVf1 protein-like [Oryza sativa Japonica Group]		LOC_Os01g41770.1 6e-81 expressed protein		TTGGTATGCTGTTTTTTGTGTTGTACTAGAACCAGCATTGCTTGTTGGCTTGCTCTAGAC		13516		AT1G74170.1

		9168		CUST_22549_PI390587928		8.314315		7.983959		7.6530747		8.152973		8.504452		8.888843		9.393527		8.966525		8.754511		8.963592		8.872635		8.13977		1.140872		1.8723931		3.341399		1.7575332		1.3567886		1.9719628		2.328757		-1.009194		0.44019604		0.9048834		1.7404523		0.8135519		0.19013691		0.9796324		1.2195601		-0.013203621		No		Yes		Yes		U35_44k_v1_9168		-		gb|EAY81588.1| 4e-52  hypothetical protein OsI_035547 [Oryza sativa (indica cultivar-group)]		LOC_Os12g37770.1 1e-19 RGH1A putative expressed		CATGTACTTATTAAGGACGCGCCACAACTTAATTCCATTACAGTATTCTTTATTGTTGCA		25654		0

		19573		CUST_212_PI390587928		10.783978		10.529441		10.885017		10.814054		10.962254		11.260925		11.991603		11.427112		11.216377		11.37993		11.631564		10.834525		1.1315302		1.6603466		2.153354		1.5294979		1.3494755		1.8031116		1.677772		1.0142909		0.4323988		0.7314844		1.1065855		0.6130581		0.17827511		0.85048866		0.74654675		0.020471573		No		Yes		Yes		U35_44k_v1_19573		LOC_Os09g32040.1		gb|EAZ09599.1| e-107  hypothetical protein OsI_030831 [Oryza sativa (indica cultivar-group)]		LOC_Os09g32040.1 1e-108 no apical meristem protein expressed		CACGAAGAGGGTTGTGACTTATGTGCATAGTATTGATATTTTAGAATTATGAGTTTGCTC		13898		AT1G34180.2

		16345		CUST_13588_PI390587928		8.379398		8.705256		8.112656		7.4815083		8.477418		8.648828		7.1088986		7.2991447		8.181535		8.351866		7.2986526		7.546355		1.0703032		-1.0398885		-2.0052152		-1.1347413		-1.1469985		-1.2775596		-1.7580827		1.0459737		-0.19786358		-0.05642891		-1.003757		-0.18236351		0.0980196		-0.3533907		-0.814003		0.064846516		No		Yes		Yes		U35_44k_v1_16345		LOC_Os05g29760.5		ref|NP_001055309.1| e-149  Os05g0361200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g29760.2 1e-150 ferrochelatase-2 chloroplast precursor putative expressed		TGTCCAGCCTTTCTTGTTTAATCTTTTTGCTGATCCCGATATCATCCGTCTTCCTAGGGC		None		AT2G30390.1

		42584		CUST_29274_PI390587928		5.38274		5.2144623		4.2261257		5.321812		5.906427		6.824183		7.235582		6.373453		6.1385016		6.986164		6.6994443		5.6378264		1.4376245		3.0519276		8.0526085		2.0728862		1.6885228		3.414565		5.553197		1.2448865		0.7557616		1.6097207		3.0094562		1.051641		0.5236869		1.7717018		2.4733186		0.3160143		Yes		Yes		Yes		U35_44k_v1_42584		LOC_Os05g34220.2		gb|EAZ34304.1| 3e-80  hypothetical protein OsJ_017787 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34220.2 7e-82 disease resistance protein putative expressed		CTGAAGGTTTTGCATTTGAAAGAGATGTGCTCACTGAGAAAGATTGGCAGTGAGTTCTAT		38332		AT3G14470.1

		37181		CUST_41599_PI390587928		6.109638		6.8336577		7.3352013		7.0980735		5.883014		5.938881		6.432878		6.4614425		5.9916816		5.436209		6.12166		6.7171		-1.1700937		-1.8593222		-1.8690734		-1.5546944		-1.0851967		-2.6343527		-2.3190615		-1.3022201		-0.11795664		-0.8947768		-0.90232325		-0.636631		-0.22662401		-1.3974485		-1.213541		-0.38097334		No		Yes		Yes		U35_44k_v1_37181		LOC_Os06g04560.2		gb|EAZ35759.1| e-105  hypothetical protein OsJ_019242 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04560.2 1e-106 PAK putative expressed		GACTACGAGTACAATAATGTTTGGACAAAGAGCAATGAAGGTTCAGAACATGGTGAAATT		32870		AT1G12430.1

		25247		CUST_16994_PI390587928		10.3638935		10.332244		9.712383		10.459008		11.862457		12.01414		13.166199		12.442673		12.276673		12.2784395		12.982339		11.555587		2.8256128		3.208494		10.957262		3.954964		3.7653391		3.85357		9.646166		2.1384695		1.9127798		1.6818962		3.4538155		1.9836645		1.4985638		1.9461956		3.2699556		1.0965786		Yes		Yes		Yes		U35_44k_v1_25247		LOC_Os01g11650.1		gb|EAY73017.1| 5e-39  hypothetical protein OsI_000864 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11650.1 1e-40 esterase precursor putative expressed		CAGCACATATTTACTCCATCAGTTTCTTTTACTCCGCATGTACAGATTTGTTTGAAATCA		40174		AT1G28600.1

		48993		CUST_10198_PI390587928		5.5886483		5.843025		4.601916		4.761115		6.0282063		7.52325		9.036826		8.203183		6.670259		7.3491254		8.757747		5.738953		1.3561888		3.2047791		21.629229		10.868403		2.1163976		2.840412		17.825008		1.9695117		1.0816107		1.6802249		4.4349103		3.442068		0.43955803		1.5061002		4.155831		0.97783804		Yes		Yes		Yes		U35_44k_v1_48993		LOC_Os04g55440.1		gb|EAY95802.1| 2e-56  hypothetical protein OsI_017035 [Oryza sativa (indica cultivar-group)]		LOC_Os04g55420.1 4e-58 protein binding protein putative expressed		GAATACTTGTGAGCGGTGATGACGTGTAAACAACATACAGGCAGATGACTTGAAATTCTG		50890		AT1G74180.1

		22497		CUST_15584_PI390587928		6.0998707		6.156782		6.1441493		6.163236		5.877463		5.8962693		4.402181		5.1096063		5.6087575		5.506909		4.9733562		5.9223666		-1.1666791		-1.1979045		-3.3449118		-2.0757458		-1.405529		-1.5690304		-2.2513542		-1.1817046		-0.4911132		-0.26051283		-1.7419682		-1.0536299		-0.22240782		-0.64987326		-1.170793		-0.24086952		No		Yes		Yes		U35_44k_v1_22497		LOC_Os06g05550.1		ref|NP_001056808.1| e-119  Os06g0148200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g05550.1 1e-121 anther-specific proline-rich protein APG precursor putative expressed		ATGCATGGTTGATGCCACATTGGTTCAAGTATACAGAAAGAAAATAATACCGCTTGGAAA		18170		AT3G16370.1

		11169		CUST_9816_PI390587928		6.881525		6.3412986		5.957256		7.146625		7.769993		7.5528126		9.895526		9.001426		8.101547		7.613537		8.853817		7.1824284		1.851209		2.3158054		15.329833		3.6170177		2.329503		2.41536		7.446493		1.0251275		1.2200222		1.211514		3.93827		1.8548007		0.8884678		1.2722383		2.8965611		0.035803318		Yes		Yes		Yes		U35_44k_v1_11169		LOC_Os01g07870.1		gb|AAQ10074.1| e-176  multidrug resistance associated protein MRP2 [Triticum aestivum]		LOC_Os01g07870.1 1e-156 multidrug resistance-associated protein 3 putative expressed		TTTTCCGTATCATGGATCCCACTGTCGGACAGATAATAGTAGACGGCATCGACATTTGCA		23057		AT3G13080.1

		25735		CUST_5166_PI390587928		11.709685		11.407678		11.579478		11.786313		11.285136		11.207879		10.335402		10.827358		11.14141		10.778213		10.43686		11.509006		-1.342153		-1.148538		-2.3686693		-1.9439011		-1.48275		-1.5469913		-2.2078133		-1.211931		-0.56827545		-0.19979858		-1.2440767		-0.9589548		-0.4245491		-0.6294651		-1.1426182		-0.2773075		No		Yes		Yes		U35_44k_v1_25735		LOC_Os07g01810.1		ref|NP_001058719.1| 1e-16  Os07g0108800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01810.1 2e-18 calcium-activated outward-rectifying potassium channel 1 putative expressed		GACAGAGAGCTCATTGTCAAAGAATCCAAGTAAGTGGTGAAAAATTGTGTGTATTTTCAA		21982		AT5G55630.2

		27674		CUST_23597_PI390587928		10.788686		11.952019		11.979751		11.843396		10.569959		11.251507		10.120633		9.396966		9.808898		10.1199		10.527528		11.1046915		-1.1637064		-1.6250813		-3.6278567		-5.4506574		-1.9721754		-3.5605967		-2.736293		-1.668677		-0.9797878		-0.70051193		-1.8591175		-2.4464302		-0.21872711		-1.832119		-1.4522228		-0.7387047		Yes		Yes		Yes		U35_44k_v1_27674		LOC_Os03g02660.1		gb|EAY88502.1| 9e-19  hypothetical protein OsI_009735 [Oryza sativa (indica cultivar-group)]		LOC_Os03g02660.1 3e-20 expressed protein		CCAGCAGATTAGGCTGGTTGTAATGGTTAGTATCATATAATAGTATATGATACGAGTGTA		42839		0

		32539		CUST_22193_PI390587928		5.400089		5.6178412		6.6229577		6.188932		5.235106		5.1335564		5.571902		5.941126		5.0673428		4.7304044		5.384789		5.853457		-1.1211528		-1.3988923		-2.0720458		-1.1874001		-1.2594082		-1.8498867		-2.358989		-1.2617928		-0.33274603		-0.48428488		-1.0510559		-0.24780607		-0.1649828		-0.88743687		-1.2381687		-0.33547497		No		Yes		Yes		U35_44k_v1_32539		LOC_Os04g21110.1		gb|EAY93392.1| 4e-50  hypothetical protein OsI_014625 [Oryza sativa (indica cultivar-group)]		LOC_Os04g21110.1 2e-14 expressed protein		GGCAAAGATACATTGATGCCACTGGTTGATTTTCAAGAGAAGAACGTACAGGATGGAGGC		None		AT2G01460.1

		722		CUST_41498_PI390587928		15.86625		15.01516		15.257774		15.32017		16.246168		15.375506		14.430387		13.810594		16.526215		15.769835		14.688466		14.926473		1.301268		1.2837344		-1.7744695		-2.847265		1.5800438		1.6872525		-1.483812		-1.3137563		0.65996456		0.3603468		-0.8273878		-1.5095768		0.3799181		0.75467587		-0.5693083		-0.39369774		No		Yes		Yes		U35_44k_v1_722		LOC_Os01g11240.1		gb|EAY72987.1| 3e-65  hypothetical protein OsI_000834 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11240.1 2e-66 expressed protein		CCAAGTAAAGTGACGACTACCAACAAGCTACAAGAGTTTGGATGAAGATTTTTTAAAGAA		228		AT5G46230.1

		15993		CUST_18039_PI390587928		12.94509		13.22211		12.402049		12.999568		12.156329		13.791756		13.746953		13.8451395		12.756608		13.547523		12.843067		12.076413		-1.7275903		1.4841592		2.5401328		1.7969764		-1.1395643		1.2530229		1.3575621		-1.8962574		-0.18848228		0.5696459		1.344904		0.8455715		-0.78876114		0.32541275		0.4410181		-0.92315483		No		Yes		Yes		U35_44k_v1_15993		LOC_Os01g40070.1		ref|NP_001043414.1| 0.0  Os01g0582600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g40070.1 0.0 expressed protein		GGCAGTAGCTGCTGTCGGTTCCTCGGTTTAACATTTAAAGATTTACATACAATTTAATTT		4976		AT5G12010.1

		21078		CUST_10147_PI390587928		7.3276944		5.8112054		5.9591155		5.0041986		6.5798965		5.1724505		3.7944489		2.7352984		6.686031		5.1454678		4.0750947		3.9585145		-1.6792278		-1.5569848		-4.4836283		-4.8195558		-1.5601271		-1.5863792		-3.691023		-2.064345		-0.64166355		-0.63875484		-2.1646667		-2.2689002		-0.74779797		-0.6657376		-1.8840208		-1.0456841		Yes		Yes		Yes		U35_44k_v1_21078		LOC_Os05g50940.1		gb|EAZ35443.1| 2e-18  hypothetical protein OsJ_018926 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50940.1 5e-20 conserved hypothetical protein		GTGTAGTGTAAGAACTTTTAGCCGCTTTTCAATGGAAAATTTAAGAAGGAACTCCATGTT		14187		0

		31417		CUST_41407_PI390587928		7.6701336		6.1842446		5.432565		3.3294284		8.522696		6.846951		7.9317307		5.380806		8.135169		7.4500313		8.272202		5.0722117		1.8057047		1.5830495		5.653583		4.1450157		1.3803513		2.404583		7.158396		3.3468022		0.46503544		0.6627064		2.4991655		2.0513775		0.85256195		1.2657866		2.8396363		1.7427833		Yes		No		No		U35_44k_v1_31417		LOC_Os07g01710.1		gb|AAX81543.1| 4e-17  ice recrystallization inhibition protein 2 precursor [Triticum aestivum]		LOC_Os07g01710.1 1e-14 phytosulfokine receptor precursor putative expressed		ATCTCTCAAACAATTCATTGGTTGGTGAGGTACCCAAGGGTTTTGACATGTCTCAAGGGC		7220		0

		12375		CUST_38902_PI390587928		5.1098347		5.3490257		6.417254		6.0312805		5.0536804		4.7746143		5.3777633		4.912558		4.816839		4.59898		5.2996783		5.8130403		-1.0396906		-1.4890698		-2.055502		-2.171546		-1.2251815		-1.6818461		-2.1698203		-1.1633137		-0.29299545		-0.5744114		-1.0394907		-1.1187224		-0.05615425		-0.7500458		-1.1175756		-0.21824026		No		Yes		Yes		U35_44k_v1_12375		LOC_Os06g51240.2		No hits found		No hits found		ATTGATTGAGATCCGCGCTCGGAGTCGTGGAATCGCGCATGATCTAGCAATGGAGCCGTC		23201		0

		23970		CUST_33324_PI390587928		9.79485		9.792603		9.951505		9.53365		9.310944		9.172374		8.582137		8.958343		9.167553		9.221924		8.676767		9.303416		-1.3985257		-1.5371189		-2.5835729		-1.4899954		-1.5446687		-1.4852221		-2.4195476		-1.1730254		-0.6272974		-0.62022877		-1.3693676		-0.57530785		-0.48390675		-0.5706787		-1.2747374		-0.23023415		No		Yes		Yes		U35_44k_v1_23970		LOC_Os06g39906.1		gb|AAO72604.1| 5e-65  unknown [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39906.1 1e-66 OCP3 putative expressed		AACCAGTTTCATAAGGCCAACACACCTTATTTTTTATGTTTCTTGCTCTGAGGTAGACCA		24976		AT5G11270.1

		1611		CUST_13417_PI390587928		11.32896		11.225631		11.012451		11.064469		11.641894		11.788567		12.312324		11.778865		11.795207		12.04139		12.030076		11.00928		1.2422314		1.4772724		2.462071		1.6407956		1.3815106		1.7602248		2.024583		-1.0389953		0.4662466		0.5629358		1.2998724		0.7143955		0.31293392		0.81575966		1.0176249		-0.055189133		No		Yes		Yes		U35_44k_v1_1611		LOC_Os06g45110.1		ref|NP_001058279.1| 0.0  Os06g0661900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45110.1 0.0 expressed protein		CTGGCTCTTGGAGTTGGAGATCATATTTTTGTCAATATGCTGTTATTATATGATCCATTC		6995		AT4G31350.2

		15645		CUST_31902_PI390587928		13.849584		13.741749		16.41233		15.639844		13.082023		13.482682		14.880673		13.343173		13.024619		14.003583		15.049546		15.052944		-1.7023892		-1.1967041		-2.8911777		-4.913227		-1.7714915		1.199002		-2.5718105		-1.5020156		-0.8249645		-0.25906658		-1.5316572		-2.296671		-0.76756096		0.26183414		-1.3627844		-0.58689976		Yes		Yes		Yes		U35_44k_v1_15645		LOC_Os11g32650.1		sp|P53415|CHS2_SECCE e-124  Chalcone synthase 2 (Naringenin-chalcone synthase 2)		LOC_Os11g32650.1 1e-117 chalcone synthase putative expressed		GCTAAGCATACCATGTTTGTTGTTGAGATCGTGGTCGTTTGAACTATTTATTTACGTAAA		11343		AT5G13930.1

		7157		CUST_37040_PI390587928		15.780274		15.793175		15.731071		13.94501		15.426314		15.3022995		13.746566		11.989137		15.54271		15.385346		14.505887		13.066901		-1.278064		-1.4052972		-3.9572704		-3.8795075		-1.1790003		-1.3266872		-2.3378534		-1.8379647		-0.23756409		-0.49087524		-1.9845057		-1.9558735		-0.35396004		-0.40782833		-1.2251844		-0.878109		Yes		Yes		Yes		U35_44k_v1_7157		LOC_Os10g36924.1		gb|EAZ16668.1| e-117  hypothetical protein OsJ_030877 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36924.1 1e-119 aquaporin NIP5.1 putative expressed		GGAGGCCACGCATCTGCCGTGTGAATGTACTGTTCTATCCGTGTGTATTCTATTAAAAAA		16901		AT4G10380.1

		5179		CUST_16460_PI390587928		9.748712		9.589068		9.326902		10.158791		10.408437		10.757629		11.364463		10.567592		10.617568		11.32986		11.231578		10.693639		1.5797817		2.2478738		4.1055074		1.3275821		1.8262148		3.3421843		3.7442467		1.4487897		0.86885643		1.168561		2.0375605		0.40880108		0.6597252		1.7407913		1.9046755		0.5348482		Yes		Yes		Yes		U35_44k_v1_5179		LOC_Os06g47530.1		gb|EAZ02187.1| 1e-73  hypothetical protein OsI_023419 [Oryza sativa (indica cultivar-group)]		LOC_Os07g30510.1 2e-51 receptor-like protein kinase putative		TTTTACCTTACATGTACATATATTGGCCTTTGACCCTTTATGAAAGGCAGTTGCTAATTC		13498		AT4G23280.1

		9926		CUST_12317_PI390587928		7.037319		6.8074417		6.2966213		6.6903152		7.079283		7.574924		9.187461		9.583343		6.875349		7.9115396		8.804078		8.11841		1.0295144		1.7022964		7.4170194		7.4282756		-1.118814		2.1496441		5.686168		2.6909113		-0.16197014		0.7674823		2.8908396		2.8930273		0.041964054		1.1040978		2.5074568		1.4280949		Yes		Yes		Yes		U35_44k_v1_9926		LOC_Os09g26144.1		No hits found		LOC_Os09g26144.1 1e-05 glutamate receptor 2.8 precursor putative expressed		CTACTATCATTGTATACATACCCCCTCGGTTTCAAATTAACTGAAACTGTTTGATGTTGT		52403		0

		496		CUST_2873_PI390587928		15.305736		15.731319		15.156798		15.523434		14.801598		15.01793		13.997827		14.421397		14.805461		14.755505		14.18234		15.004838		-1.4182757		-1.6396517		-2.2329822		-2.1465747		-1.4144828		-1.9667517		-1.9649038		-1.4325601		-0.50027466		-0.7133894		-1.1589718		-1.1020365		-0.504138		-0.9758148		-0.9744587		-0.5185957		No		Yes		Yes		U35_44k_v1_496		LOC_Os05g13900.1		gb|AAY89362.1| 2e-05  RNA polymerase IV largest subunit [Arabidopsis thaliana]		No hits found		CATGACTCGGTTGTTCTTTCGTGTATGTACACATGATCTTATTCATTTACATAATGAGCA		3587		0

		5807		CUST_36450_PI390587928		7.8701096		8.306224		7.420337		7.4886208		7.5262184		7.8430305		6.2048116		6.910748		7.3578897		7.6163335		6.294685		7.3474975		-1.2691752		-1.37859		-2.3222537		-1.4926467		-1.4262431		-1.613161		-2.1820018		-1.1027634		-0.5122199		-0.46319342		-1.2155256		-0.57787275		-0.34389114		-0.6898904		-1.1256523		-0.1411233		No		Yes		Yes		U35_44k_v1_5807		LOC_Os01g32184.1		ref|NP_001043149.1| 0.0  Os01g0506200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32184.1 0.0 tetratricopeptide repeat protein 5 putative expressed		TTTTGGAGTACACCGGTGACATGATATTTTTATAGATGGCAGCAAACAAATTTAGGCCCA		13147		0

		23126		CUST_9854_PI390587928		9.050465		9.712445		9.968944		9.389927		8.504327		8.888463		8.508979		8.538592		8.241882		8.299706		8.6688795		9.031406		-1.4601715		-1.7702857		-2.7510164		-1.804169		-1.7514894		-2.6624212		-2.4623983		-1.2821105		-0.8085823		-0.82398224		-1.4599648		-0.8513346		-0.5461378		-1.4127388		-1.3000641		-0.3585205		No		Yes		Yes		U35_44k_v1_23126		LOC_Os02g06840.2		gb|EAY84604.1| 5e-60  hypothetical protein OsI_005837 [Oryza sativa (indica cultivar-group)]		LOC_Os02g06840.2 1e-61 beta-13-galactosyltransferase sqv-2 putative expressed		AAGAGAAGAGATTCCATACGTTACACTTGGATGCCTCGAGGCGACAAAAGGAAAAAGCTT		18226		AT4G26940.2

		18570		CUST_13221_PI390587928		9.972695		10.164397		9.642528		10.383531		10.456458		10.736831		11.912117		10.732749		10.645157		11.226551		11.607476		10.496712		1.3983861		1.4870297		4.821859		1.2738702		1.5937899		2.0880466		3.9039881		1.0816106		0.6724615		0.5724335		2.2695894		0.34921837		0.48376274		1.0621538		1.9649487		0.113181114		No		Yes		Yes		U35_44k_v1_18570		LOC_Os08g34190.1		ref|NP_001061904.1| 3e-95  Os08g0440500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34190.1 6e-97 stromal cell-derived factor 2 precursor putative expressed		ATCACCCTGAACTAATTTGGGCCTTGGATGCTTGAACCCCTGGGACAGTAAAGACTTAAA		12156		AT2G25110.1

		9709		CUST_19672_PI390587928		4.4919267		5.4019055		6.1404033		5.9410896		4.4307313		4.8831115		4.981703		4.828034		3.984811		4.3333435		4.7191606		4.820797		-1.0433298		-1.4327571		-2.2325623		-2.163033		-1.4212059		-2.0973418		-2.6781611		-2.1739106		-0.5071156		-0.51879406		-1.1587005		-1.1130557		-0.061195374		-1.068562		-1.4212427		-1.1202927		Yes		No		No		U35_44k_v1_9709		LOC_Os07g38080.2		gb|EAZ40345.1| 5e-45  hypothetical protein OsJ_023828 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38080.2 1e-46 expressed protein		TTGGATTAACTATTCCAGTCACATGGACCCCAAATACAAGCACTCTTGTGAAAGGAGAGC		22212		0

		20412		CUST_14372_PI390587928		8.544397		8.140109		8.6851		8.436326		8.208938		7.728468		6.986872		7.676279		7.723007		7.417387		7.445614		8.077062		-1.2617794		-1.330198		-3.2450202		-1.6935457		-1.767108		-1.6502929		-2.3611436		-1.2827717		-0.82139015		-0.41164112		-1.6982274		-0.76004696		-0.3354597		-0.72272205		-1.2394857		-0.35926437		No		Yes		Yes		U35_44k_v1_20412		LOC_Os03g10850.1		gb|EAY88966.1| 3e-67  hypothetical protein OsI_010199 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10850.1 2e-81 augmenter of liver regeneration putative expressed		CTATGATCTGTAAAGGTTTTGGGCGAGGTTCTATCAGTTACACCGATTTTACTGCTCAAA		12617		AT1G49880.1

		27092		CUST_2616_PI390587928		7.517368		7.0367827		7.705607		8.278388		7.554442		6.6112123		6.5331745		6.777373		6.84446		5.970776		6.666706		7.7651286		1.0260308		-1.3431035		-2.2539139		-2.830418		-1.5942831		-2.0936303		-2.0546618		-1.4272711		-0.6729078		-0.4255705		-1.1724324		-1.5010152		0.03707409		-1.0660067		-1.0389009		-0.5132594		No		Yes		Yes		U35_44k_v1_27092		LOC_Os05g33690.3		ref|NP_001055516.1| 2e-18  Os05g0406800 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g33690.3 5e-20 receptor-like protein kinase precursor putative expressed		TCTCTGTTGTATAGACAGTGAGTGAGTAAGAAGTGAACATTGGCTCTTGATGTTGCCCCC		None		AT1G03440.1

		26593		CUST_33148_PI390587928		8.68845		8.620709		8.875141		8.424371		8.541096		8.48319		7.8268414		7.892283		8.4060335		8.384248		8.208928		8.345637		-1.1075364		-1.1000124		-2.0680912		-1.4460202		-1.2162303		-1.1780998		-1.586902		-1.0560905		-0.28241634		-0.13751984		-1.0482998		-0.5320878		-0.14735413		-0.23646164		-0.66621304		-0.078733444		No		Yes		Yes		U35_44k_v1_26593		LOC_Os01g67590.1		ref|NP_001045116.1| e-119  Os01g0902200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g67590.1 1e-121 neurolysin mitochondrial precursor putative expressed		GAGCCCAGAATATGTTGTTGTCAACATGAAGCATGTCTTAGCAGCTTTCACTTTAAAAAA		21543		AT1G67690.1

		43071		CUST_24843_PI390587928		7.4594445		7.0046744		7.060417		7.604391		8.822317		9.074066		9.528559		8.443241		9.271764		9.867679		9.463324		7.6699767		2.5719678		4.197097		5.5333056		1.7886238		3.5120645		7.275287		5.2886753		1.0465096		1.8123193		2.0693917		2.4681416		0.83885		1.3628726		2.8630042		2.4029064		0.06558561		Yes		Yes		Yes		U35_44k_v1_43071		LOC_Os01g25340.1		gb|EAZ38501.1| 1e-06  hypothetical protein OsJ_021984 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02590.2 4e-08 expressed protein		ATTGTTTGTGCTTGTAATAACTTGTGTGCTCTTCATCTGAATAAACAAGCCCTTGACTAA		39267		0

		2026		CUST_2441_PI390587928		4.016689		2.9398406		1.606954		3.175212		4.6734004		6.6042037		9.211955		8.658868		4.245823		7.4630904		8.220397		7.0799737		1.5764852		12.678948		194.68541		44.74504		1.1721312		22.995022		97.91398		14.977882		0.22913408		3.6643631		7.605001		5.483656		0.6567116		4.5232496		6.613443		3.9047618		Yes		Yes		Yes		U35_44k_v1_2026		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-39  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 7e-41 PGPS/D12 putative expressed		CCGTAGTATTAGTACGTTCTAGCTTTGTTAAGTTCTGAAAGTGAGTATTGTATATGTTGG		5470		AT1G14870.1

		21876		CUST_27571_PI390587928		7.7072263		7.5012345		8.164432		8.402216		8.347314		8.904767		10.365657		10.016484		8.861325		9.190099		10.053936		9.303944		1.5584238		2.6454854		4.5986977		3.0615628		2.225453		3.2240279		3.7050793		1.868302		1.154099		1.4035325		2.2012253		1.6142683		0.6400876		1.6888642		1.8895044		0.9017277		Yes		Yes		Yes		U35_44k_v1_21876		LOC_Os01g41960.1		gb|EAY74841.1| 2e-66  hypothetical protein OsI_002688 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41770.1 7e-60 expressed protein		GTGAACCTCAGTACAATTGTTCACTGGCTTCCGGTTGTGAACATGCTTCCAACTCTGAAA		16324		AT2G34930.1

		15777		CUST_10377_PI390587928		13.744193		14.382389		13.878026		13.414683		13.039688		13.481931		12.225761		12.120873		12.609212		12.851073		12.707803		13.074585		-1.6295854		-1.8666589		-3.1432664		-2.4517467		-2.196157		-2.8904934		-2.2504652		-1.2658429		-1.1349812		-0.90045834		-1.6522646		-1.2938099		-0.70450497		-1.5313158		-1.1702232		-0.34009838		Yes		Yes		Yes		U35_44k_v1_15777		LOC_Os05g32110.1		gb|AAO86520.1| 0.0  phytochelatin synthetase [Triticum monococcum]		LOC_Os05g32110.1 0.0 COBRA-like protein 4 precursor putative expressed		CGCAGACATTTAATTTGAATCATATGACTGCCTTTCTTTGTAGTGATTGTATGGGTTACA		4221		AT5G60920.1

		1429		CUST_7717_PI390587928		14.497537		14.495678		12.650462		13.481435		14.177897		13.150935		15.521683		16.992887		14.280448		14.1613245		14.580939		14.692952		-1.2480184		-2.539849		7.316839		11.403878		-1.1623856		-1.2608123		3.8118124		2.3158107		-0.2170887		-1.3447428		2.8712206		3.5114527		-0.3196392		-0.33435345		1.9304771		1.2115173		No		Yes		Yes		U35_44k_v1_1429		-		emb|CAA69915.1| 4e-18  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 2e-18 subtilisin-chymotrypsin inhibitor 2 putative expressed		ATAAAGACCCATGCAAGTCTCTGACATCGTCCAGTTATAATCGGTCTAATAAATAAGCGT		3385		0

		4001		CUST_32431_PI390587928		3.9938748		4.9006658		3.793771		5.5740237		5.615736		6.084013		7.715439		6.384539		5.837809		6.2379394		7.8315754		5.356321		3.0777183		2.2710307		15.154431		1.753838		3.5898767		2.5267336		16.424809		-1.1628805		1.8439343		1.1833472		3.9216678		0.8105154		1.6218612		1.3372736		4.0378046		-0.21770287		Yes		No		No		U35_44k_v1_4001		LOC_Os01g70850.1		sp|A2WYS7|PIR7B_ORYSI e-112  Esterase PIR7B		LOC_Os01g70850.1 1e-114 esterase PIR7B putative expressed		GGAGCTTTGTGATGTCTTGATCAAAATAGCCGATAACTTAAATATATAGTAAGTTGGGAC		10057		AT2G23600.1

		23407		CUST_2347_PI390587928		4.459047		4.2076817		5.208748		4.5914273		3.592744		3.554066		2.5379071		3.146983		3.1752942		3.2144182		3.2900953		2.640072		-1.822985		-1.5731058		-6.368002		-2.72158		-2.4347146		-1.990683		-3.7806978		-3.8673766		-1.2837527		-0.6536157		-2.6708407		-1.4444444		-0.8663027		-0.9932635		-1.9186525		-1.9513552		Yes		No		No		U35_44k_v1_23407		LOC_Os02g37160.1		gb|EAZ23585.1| 2e-24  hypothetical protein OsJ_007068 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g37160.1 6e-31 expressed protein		TTATAGCCGACCTTGTAAATGTTAATTAGCTGGCTGTCGCCCTGTTGATGGTCTGAAGTG		18848		0

		19833		CUST_7013_PI390587928		9.227439		9.032294		10.057879		9.776453		8.62569		8.7310295		8.919578		9.102336		8.256728		8.166032		9.146487		9.631211		-1.5175546		-1.2322242		-2.2012177		-1.5956199		-1.9598058		-1.8229342		-1.8808596		-1.1059159		-0.97071075		-0.30126476		-1.1383018		-0.6741171		-0.60174847		-0.86626244		-0.9113922		-0.14524174		No		Yes		Yes		U35_44k_v1_19833		LOC_Os06g02590.1		gb|EAY99419.1| e-173  hypothetical protein OsI_020652 [Oryza sativa (indica cultivar-group)]		LOC_Os06g02590.1 1e-180 START domain-containing protein putative expressed		GCTACACATTCAGCAAAATTGGTTTAATTCATTGCTTGACAGGGCTGTACCTTCAAAAAA		14103		AT5G45560.1

		20191		CUST_41123_PI390587928		5.720715		5.754563		5.3094573		6.205887		6.109429		7.3766136		10.000507		8.492397		6.623259		8.417545		9.839401		8.279404		1.3092257		3.0781229		25.831331		4.8787465		1.8693595		6.33341		23.101969		4.2091146		0.902544		1.6220508		4.69105		2.2865105		0.38871384		2.6629825		4.529944		2.0735168		Yes		Yes		Yes		U35_44k_v1_20191		LOC_Os01g42030.1		gb|EAY74873.1| e-158  hypothetical protein OsI_002720 [Oryza sativa (indica cultivar-group)]		LOC_Os01g42030.1 1e-160 mitochondrial chaperone BCS1 putative expressed		CAGTGTGAGTATCATATAATTAGTGCCAGAAACTTCCAGCAACAATGTATCGTTTTGCTA		15142		AT3G50930.1

		17702		CUST_25843_PI390587928		7.6703744		7.2650876		5.9392867		5.7805386		6.9500976		7.3095016		3.6487586		2.757035		6.693915		6.5078216		4.463377		4.7865734		-1.6474981		1.0312642		-4.8923516		-8.131399		-1.9676307		-1.6902845		-2.7815897		-1.9916514		-0.9764595		0.044414043		-2.290528		-3.0235035		-0.72027683		-0.75726604		-1.4759097		-0.99396515		Yes		Yes		Yes		U35_44k_v1_17702		LOC_Os03g14150.1		ref|NP_001049539.1| e-119  Os03g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14150.1 1e-121 expressed protein		GAGCCCCTCTTAGACTCTTAATGAATATTCGAGACATAATAATGTACTACCCTCTGTAAC		14816		0

		24054		CUST_28524_PI390587928		6.890658		6.337084		5.7157054		6.649894		6.0340085		6.9813385		8.501241		8.663241		6.180861		6.6021194		8.096158		7.1270256		-1.8108279		1.5629317		6.8949275		4.037178		-1.6355739		1.2016658		5.2070007		1.3919731		-0.7097969		0.6442547		2.7855353		2.0133471		-0.8566494		0.26503563		2.3804526		0.47713137		No		Yes		Yes		U35_44k_v1_24054		LOC_Os09g39190.2		gb|ABK24359.1| 9e-72  unknown [Picea sitchensis]		LOC_Os12g19030.1 2e-73 copine family protein expressed		CGATTTCTTCCAGCGAAACACCTCCTGTTTATTTGTACTCTTTGATAATAGATTCTAGAT		19790		AT1G67800.4

		50211		CUST_31426_PI390587928		4.072145		3.8744862		5.0968046		4.349094		3.5891097		3.8284264		3.746547		2.6155784		3.7170696		3.4592838		4.0537505		4.1426826		-1.3976812		-1.0324414		-2.5495765		-3.3253715		-1.2790524		-1.3334857		-2.0605853		-1.1538146		-0.35507536		-0.046059847		-1.3502576		-1.7335155		-0.48303533		-0.41520238		-1.0430541		-0.20641136		No		Yes		Yes		U35_44k_v1_50211		LOC_Os08g08840.2		gb|AAP80864.1| 3e-34  glucose-6-phosphate/phosphate translocator [Triticum aestivum]		LOC_Os08g08840.2 1e-32 glucose-6-phosphate/phosphate translocator 2 chloroplast precursor putative expressed		TGCATGCTCAAAATACACTCAAGGTAGTTTGGCAATGACTGCAAGTATTTACTTGCCTGC		52264		AT5G54800.1

		6792		CUST_27398_PI390587928		4.0720196		3.641617		4.75099		3.9450474		3.5771878		3.5104954		3.3865607		2.9607906		3.136473		2.8494895		3.6434863		3.9072006		-1.4091564		-1.0951447		-2.5747445		-1.9782939		-1.9126152		-1.7316263		-2.1547248		-1.0265806		-0.93554664		-0.13112164		-1.3644292		-0.98425674		-0.4948318		-0.7921276		-1.1075037		-0.037846804		No		Yes		Yes		U35_44k_v1_6792		LOC_Os08g25060.1		ref|NP_001061583.1| e-119  Os08g0338200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g25060.1 1e-121 BSD domain containing protein expressed		TACCATGATTGATATATCAGCAATTTTTGTTAGGCATTGGAGCGGCCGCTCTACGAAGCC		19920		AT1G55750.1

		184		CUST_38598_PI390587928		5.058163		5.4131775		4.359177		5.4738717		3.587824		3.7364416		3.2981484		4.6705475		3.3696098		4.0498757		3.772378		6.223394		-2.77087		-3.197038		-2.0864186		-1.7451175		-3.2233331		-2.572733		-1.5019108		1.6812359		-1.6885533		-1.6767359		-1.0610287		-0.8033242		-1.4703391		-1.3633018		-0.58679914		0.7495222		Yes		No		No		U35_44k_v1_184		LOC_Os01g32330.1		emb|CAD70173.1| 1e-64  farnesylated protein 3 [Hordeum vulgare subsp. vulgare]		LOC_Os01g32330.1 3e-58 farnesylated protein 2 putative expressed		GAGGTGTAGATAAGCCTGAGTTACAACTTTATGCTACCGCTTTATGATCTTGGATATATA		6073		AT1G71050.1

		25443		CUST_38690_PI390587928		5.014176		5.753654		5.2170644		4.706778		4.9536567		4.351134		4.01681		3.436835		5.17054		4.488606		3.4063625		4.279358		-1.042841		-2.6436298		-2.297802		-2.4115205		1.1144748		-2.403352		-3.5081291		-1.3448266		0.15636396		-1.4025202		-1.2002544		-1.269943		-0.06051922		-1.265048		-1.8107018		-0.42742014		No		Yes		Yes		U35_44k_v1_25443		LOC_Os05g37930.2		gb|EAZ34524.1| 1e-30  hypothetical protein OsJ_018007 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37930.2 3e-32 expressed protein		ATTACACGGGCGAGTATTCTTCTTCAAGGTGGAGCAAATGGCGGTGGAGTGGTCCGACGG		25995		0

		14805		CUST_5568_PI390587928		6.3628154		8.015962		8.101699		8.3527		5.4102635		6.294258		6.1491904		7.174628		4.23753		5.541592		6.382105		7.8167624		-1.9352928		-3.2982564		-3.870469		-2.2627425		-4.362893		-5.557244		-3.293437		-1.4498843		-2.1252851		-1.7217035		-1.9525084		-1.1780725		-0.95255184		-2.4743695		-1.719594		-0.5359378		Yes		Yes		Yes		U35_44k_v1_14805		LOC_Os05g47540.2		gb|AAL40895.1| 2e-49  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 8e-44 phosphoethanolamine N-methyltransferase putative expressed		CCTTCGACTCGAAAGAAAAGAAAGAAAGAAAGGAACAAGATGGAGACCATCACCGTCGTC		2190		AT3G18000.1

		627		CUST_12535_PI390587928		15.522853		15.809402		15.436877		15.304179		15.126674		15.448364		13.990726		14.243156		14.942829		14.833038		14.203528		14.94001		-1.316018		-1.2843498		-2.7248008		-2.08641		-1.4948739		-1.9675007		-2.3511212		-1.2871401		-0.58002377		-0.3610382		-1.4461508		-1.0610228		-0.3961792		-0.97636414		-1.2333488		-0.36416912		No		Yes		Yes		U35_44k_v1_627		LOC_Os03g53150.1		emb|CAE00638.1| 6e-81  IAA1 protein [Triticum aestivum]		LOC_Os03g53150.1 2e-63 OsIAA13 - Auxin-responsive Aux/IAA gene family member expressed		ACCATGTGTCCCAGAATCTACTTGGTGATTTTATTCTACTGTTGTCAATTAAGTATGTGT		2504		AT3G04730.1

		7045		CUST_41375_PI390587928		7.0449753		6.8804793		5.7003098		6.502172		6.779279		6.7094293		7.114153		8.506907		6.6907387		6.4400687		6.9745827		6.516954		-1.2022159		-1.1258776		2.66446		4.013151		-1.278309		-1.3569905		2.418769		1.0102987		-0.3542366		-0.17105007		1.4138432		2.0047355		-0.26569605		-0.4404106		1.2742729		0.014781952		No		Yes		Yes		U35_44k_v1_7045		LOC_Os02g36490.2		ref|NP_001047206.1| 1e-75  Os02g0574500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36490.2 3e-77 expressed protein		TCACACTGTCTATATATGTAACTAGAAGCATACGCGCGCTTCGCTGTGCTGATCTTCGAT		16258		AT1G34580.1

		37087		CUST_14869_PI390587928		4.7710495		4.671353		5.6651006		5.5623956		5.169145		4.4436135		5.422828		3.90741		5.107978		4.3154583		5.541305		5.1519814		1.3177673		-1.1709986		-1.1828543		-3.1492007		1.2630645		-1.2797788		-1.0895977		-1.3290673		0.33692837		-0.22773933		-0.24227238		-1.6549857		0.3980956		-0.35589457		-0.12379551		-0.41041422		No		Yes		Yes		U35_44k_v1_37087		-		No hits found		No hits found		ATAATTGATCTTCTGAGCACTAATCGCACTTACTTCACTGTTTATAGAGCCATTTCTCTG		32711		0

		8281		CUST_27856_PI390587928		11.821744		11.891289		12.2344675		12.318318		11.648114		11.450831		11.1855955		11.654313		11.432841		11.055463		11.207668		12.150435		-1.1278926		-1.3570344		-2.0689116		-1.5844754		-1.3093971		-1.7848786		-2.0374987		-1.1234087		-0.38890266		-0.44045734		-1.048872		-0.6640053		-0.17362976		-0.8358259		-1.0267992		-0.16788292		No		Yes		Yes		U35_44k_v1_8281		LOC_Os05g05590.1		gb|AAO91943.2| e-138  vacuolar Na+/H+ antiporter [Hordeum vulgare]		LOC_Os05g05590.1 1e-117 sodium/hydrogen exchanger 2 putative expressed		CGGATGGATGCTGGATATTAACATTCATGTATAAAAGGAACTCAGGTGGAAACTAAAAAA		16875		AT5G27150.1

		8302		CUST_20645_PI390587928		4.6731086		5.3885098		5.9391828		5.596124		3.7947829		4.1191926		4.7627645		4.8393064		3.6362896		4.0764346		4.2178698		4.188887		-1.8382407		-2.4104745		-2.2601497		-1.6897594		-2.051699		-2.4829843		-3.2973638		-2.6522872		-1.036819		-1.2693172		-1.1764183		-0.7568178		-0.8783257		-1.3120751		-1.721313		-1.407237		Yes		No		No		U35_44k_v1_8302		-		gb|ABA91581.2| 2e-19  PHD-finger family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g06130.1 5e-21 PHD-finger family protein expressed		GGTCACTTAATTTGCGCACCGGAGAGTTATGGCCGTTCAAGTAATTTTGCTTTGGATCAT		27281		0

		11938		CUST_11355_PI390587928		9.173099		8.553533		8.490417		9.168011		9.573846		10.113995		10.154408		10.131888		9.583699		10.46499		10.153306		9.0567045		1.3201916		2.949483		3.1689215		1.9505455		1.3292391		3.7618885		3.1665008		-1.0802058		0.41060066		1.560462		1.6639919		0.9638777		0.4007473		1.9114571		1.6628895		-0.11130619		Yes		No		No		U35_44k_v1_11938		LOC_Os03g30890.2		ref|NP_001105424.1| 2e-64  protein kinase1 [Zea mays]		LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		AGATCACTGACTTTGGGTTGACAAAGTTACTAAACAGAGGCGGAGCCACACAGAACATGT		24211		AT1G34300.1

		15822		CUST_29134_PI390587928		6.085186		6.623014		6.780239		6.8029037		5.6460137		5.6670394		4.676123		4.7634873		5.1248918		5.095633		5.003618		6.514164		-1.3558263		-1.9398897		-4.299342		-4.1107917		-1.9457067		-2.8826206		-3.4262285		-1.2215726		-0.96029425		-0.9559746		-2.104116		-2.0394163		-0.43917227		-1.527381		-1.7766213		-0.28873968		Yes		Yes		Yes		U35_44k_v1_15822		LOC_Os03g22490.1		gb|ABF95900.1| 2e-64  heavy metal-associated domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22490.1 4e-66 heavy metal-associated domain containing protein expressed		GGGTTCGCCGACAACCTCAATATAAGAAAATGATATGGGCAATCCGGTTGAATGAAAAAA		4478		AT3G06130.1

		4332		CUST_15263_PI390587928		15.150795		15.255989		14.780065		13.1239805		14.769569		15.000358		12.607975		11.921802		14.664704		14.717838		13.476813		12.536481		-1.3024478		-1.1938581		-4.506757		-2.3008692		-1.4006443		-1.45211		-2.467844		-1.5026402		-0.48609066		-0.25563145		-2.1720896		-1.202179		-0.3812256		-0.5381508		-1.3032513		-0.5874996		Yes		No		No		U35_44k_v1_4332		LOC_Os01g63190.2		gb|AAL73970.1|AF465470_1 e-134  laccase LAC5-4 [Lolium perenne]		LOC_Os01g63190.2 1e-120 L-ascorbate oxidase precursor putative expressed		GTTTGGTGTAACAACGTTCTCTTTCTTTGGTGTAAATACCAAATGATTCGATTTCAGAGG		10632		AT3G09220.1

		6529		CUST_40910_PI390587928		2.869798		2.302729		1.6068417		2.0974162		4.8374424		6.4501953		6.408195		4.5300007		5.201604		5.875727		6.3256164		1.6143818		3.91129		17.721966		27.883764		5.398597		5.0343513		11.900896		26.33254		-1.3976803		2.331806		4.1474667		4.8013535		2.4325845		1.9676445		3.5729983		4.718775		-0.48303437		Yes		Yes		Yes		U35_44k_v1_6529		LOC_Os03g13180.1		gb|EAY77477.1| 1e-98  hypothetical protein OsI_031436 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13180.1 1e-85 peroxidase 54 precursor putative expressed		GATTGTCATGAACCTATTCTTTTCATACCAGATGACTTATTGTCGAGTAGACTTATATGC		24566		AT5G06730.1

		31622		CUST_40587_PI390587928		4.7462535		3.8249924		3.8165112		4.483031		7.742827		6.761045		8.962036		6.767393		8.515086		8.423785		8.163528		4.439999		7.981022		7.653144		35.39626		4.871487		13.6311245		24.231184		20.350851		-1.0302765		3.7688327		2.9360526		5.145525		2.2843623		2.9965734		4.598793		4.3470173		-0.043031693		Yes		Yes		Yes		U35_44k_v1_31622		LOC_Os07g44460.1		gb|EAZ04858.1| 8e-21  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 2e-22 peroxidase 56 precursor putative expressed		TGTGCTACTGCGAAAGGAAGATGGCGACTAAGCTAAAGCTCGCGGCGCTCGTTGTCTTGG		9413		AT4G33420.1

		45381		CUST_11766_PI390587928		4.988262		5.162583		5.714846		5.0401444		5.524298		5.622603		6.735031		7.2162433		5.6556325		5.421004		6.331791		5.2367477		1.449983		1.375561		2.028179		4.5192986		1.5881754		1.1961688		1.5336239		1.145997		0.6673703		0.46002007		1.020185		2.1760988		0.536036		0.25842094		0.6169448		0.1966033		Yes		Yes		Yes		U35_44k_v1_45381		-		pdb|1TX6|I 1e-13  Chain I, Trypsin:bbi Complex		LOC_Os01g03380.1 7e-10 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		ACCGTGTGCACCAAGTCTTTCCCGCCGACGTGCCGATGCCTGAACTAGGTGGAGGAGTGT		44200		0

		24651		CUST_10100_PI390587928		10.324237		9.965184		10.8274		10.851977		9.245036		8.794403		9.091252		9.0909605		8.943452		8.262419		9.504434		10.539263		-2.1128652		-2.2513356		-3.3314445		-3.3893692		-2.6041002		-3.2552435		-2.5018003		-1.2420425		-1.380785		-1.1707811		-1.7361479		-1.7610168		-1.0792007		-1.7027655		-1.3229666		-0.31271458		Yes		Yes		Yes		U35_44k_v1_24651		LOC_Os01g61010.1		ref|NP_001044670.1| 8e-49  Os01g0825500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61010.1 2e-50 nodulin-like protein putative expressed		GCAGGTTGATCACCTTTTCGCTGCAAATATATATGCATATAAAGAGTGATTGAAGCAAAA		24002		AT2G30300.1

		48203		CUST_26595_PI390587928		5.336195		4.913576		3.5279224		3.1823044		4.629868		5.4339085		1.7918552		4.7817388		3.408397		3.6543171		2.199233		2.3493922		-1.6316447		1.4342856		-3.3312583		3.0302448		-3.8047404		-2.3937275		-2.5117438		-1.7812774		-1.927798		0.52033234		-1.7360672		1.5994344		-0.70632696		-1.259259		-1.3286893		-0.8329122		Yes		No		No		U35_44k_v1_48203		-		No hits found		No hits found		CCCGCGCTCTTGGATATGTATGTTTGCATACGTGTGCTGTGTTTTGTGTTTAGTAAAAAA		None		0

		7859		CUST_12_PI390587928		11.06721		12.34153		12.845215		12.438258		10.90846		11.586997		12.051135		11.221294		10.65116		11.419304		12.041705		12.532006		-1.1163199		-1.6870852		-1.733971		-2.32457		-1.3342694		-1.8950369		-1.7453419		1.067139		-0.41604996		-0.7545328		-0.7940798		-1.2169638		-0.15875053		-0.92222595		-0.8035097		0.09374809		No		Yes		Yes		U35_44k_v1_7859		LOC_Os11g39640.1		gb|EAY88507.1| 2e-06  hypothetical protein OsI_009740 [Oryza sativa (indica cultivar-group)]		LOC_Os11g39640.1 4e-08 zinc finger C3HC4 type family protein expressed		GGTTCATACTTACATGGGCTTACGAAAAATATGGGCTGTTACAAAATAAATATGATGCTC		22359		0

		7382		CUST_21323_PI390587928		7.145846		7.289448		9.305468		8.099595		6.1121426		6.2895722		7.8926816		6.793799		6.8558383		7.6400013		8.096171		9.011603		-2.0472727		-1.9998275		-2.6625082		-2.472201		-1.2226467		1.2750497		-2.3122482		1.881663		-0.2900076		-0.99987555		-1.412786		-1.3057961		-1.0337033		0.3505535		-1.2092962		0.9120083		Yes		No		No		U35_44k_v1_7382		LOC_Os06g11130.1		gb|EAZ36263.1| 2e-47  hypothetical protein OsJ_019746 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11130.1 3e-49 gibberellin receptor GID1L2 putative expressed		CCATCTTTCCTGGTAGAGGCCGAAAGCAATGAATAAAGCTCTTTCATTTCTTTTAGTGCT		20423		AT3G48690.1

		6412		CUST_20802_PI390587928		11.137029		10.84777		11.37646		11.175319		10.580196		10.203126		10.348298		10.173453		10.398512		10.003492		10.519394		10.92371		-1.4710357		-1.5633532		-2.0394244		-2.0025876		-1.6684597		-1.7953652		-1.8113511		-1.190534		-0.7385168		-0.6446438		-1.028162		-1.0018654		-0.5568323		-0.8442774		-0.85706615		-0.25160885		No		Yes		Yes		U35_44k_v1_6412		LOC_Os03g44580.3		gb|EAY94674.1| e-165  hypothetical protein OsI_015907 [Oryza sativa (indica cultivar-group)]		LOC_Os03g44580.3 1e-166 expressed protein		CTATGTCAATACATCCAGTGTCGCGCCTGTTGTCGATAATGTACTTGGGGTTGTTTGTTC		13558		AT3G52060.2

		14338		CUST_8682_PI390587928		8.544421		9.378577		7.46056		7.61332		7.760691		8.426385		5.209879		4.923502		6.7517066		7.424022		5.8494678		6.733271		-1.7215762		-1.9348105		-4.759074		-6.4523196		-3.4646618		-3.8759637		-3.05483		-1.8404375		-1.7927146		-0.9521923		-2.250681		-2.689818		-0.78373003		-1.954555		-1.6110921		-0.88004875		Yes		Yes		Yes		U35_44k_v1_14338		LOC_Os01g59150.2		sp|P93176|TBB_HORVU 0.0  Tubulin beta chain (Beta-tubulin)		LOC_Os01g59150.2 0.0 tubulin beta-4 chain putative expressed		ATGATGCCTGGCGCTCATCGATTCTGCCTGAGATTAAAATTTTCACTTGCTGAACTGAGC		1507		AT5G12250.1

		20978		CUST_26312_PI390587928		2.6501894		2.3431084		2.157181		3.0553005		2.6338246		2.380367		5.9897275		3.7090333		2.9881513		3.4849122		5.3065658		3.4361703		-1.0114079		1.026162		14.246607		1.5732335		1.2639698		2.2065673		8.872771		1.3021268		0.3379619		0.037258625		3.8325465		0.6537328		-0.016364813		1.1418037		3.1493847		0.38086987		Yes		Yes		Yes		U35_44k_v1_20978		LOC_Os09g32540.1		gb|EAZ09643.1| 4e-78  hypothetical protein OsI_030875 [Oryza sativa (indica cultivar-group)]		LOC_Os09g32540.1 4e-79 expressed protein		GATGGTGATACTTCCTCTGTCCCAACTTTATACTAGAGTTAATACAAAGTTCTATTAAGC		15106		0

		3248		CUST_14704_PI390587928		9.018876		9.437824		9.261775		8.641229		9.002276		8.898829		7.817171		7.3342605		8.884827		8.071484		8.457464		8.686013		-1.0115725		-1.4529598		-2.721881		-2.4742105		-1.0973696		-2.578158		-1.7463113		1.0315291		-0.13404942		-0.5389948		-1.4446039		-1.3069682		-0.016599655		-1.3663406		-0.8043108		0.044784546		No		Yes		Yes		U35_44k_v1_3248		LOC_Os11g30360.1		ref|NP_001067936.1| 1e-22  Os11g0496500 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g30360.1 2e-24 expressed protein		AGGATATGTGAGGATTCCACACATGAACTTCAATCATTGATCAATGCTCGCCCCAAAAAA		8173		AT5G63500.1

		27675		CUST_23595_PI390587928		5.843804		4.6105905		6.4992566		6.5438766		5.5997696		4.7365394		6.2476716		5.3951697		6.1838555		5.1398554		5.7142787		5.7071147		-1.1842997		1.0912253		-1.1905143		-2.217151		1.2658019		1.4431937		-1.723066		-1.786037		0.34005165		0.1259489		-0.251585		-1.1487069		-0.24403429		0.5292649		-0.7849779		-0.83676195		No		Yes		Yes		U35_44k_v1_27675		LOC_Os03g26870.1		gb|AAT85309.1| 2e-45  WD domain, G-beta repeat containing protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26870.1 9e-41 GAMYB-binding protein putative expressed		TTCCAAGCATGATGTGTACGTGATGCAGAACTATTCTGTGATGCACTGGTCATCCCTACT		25042		AT3G13340.1

		18189		CUST_3515_PI390587928		10.083011		10.280932		9.512088		9.963384		11.0638685		11.287116		13.74187		12.035392		11.814014		11.6336775		12.546643		9.82805		1.9736387		2.0085907		18.762526		4.2047153		3.319587		2.553976		8.19393		-1.0983471		1.7310038		1.0061836		4.229782		2.0720081		0.98085785		1.352745		3.0345554		-0.13533401		Yes		Yes		Yes		U35_44k_v1_18189		LOC_Os02g48690.1		No hits found		No hits found		GAGGGGTCGATGGACATTGTATTATTGTTTGCCATTTGTTTGGCCTAATTAAATTTAAAG		8178		0

		9246		CUST_5879_PI390587928		9.330421		9.267692		10.720852		10.03401		8.811905		8.744161		9.040398		8.775183		8.521707		8.625573		9.504745		9.625214		-1.4324815		-1.4374691		-3.2052886		-2.3930113		-1.7516505		-1.5606191		-2.3231905		-1.3275777		-0.80871487		-0.52353096		-1.6804543		-1.2588272		-0.51851654		-0.64211845		-1.2161074		-0.4087963		No		Yes		Yes		U35_44k_v1_9246		-		No hits found		No hits found		TAGATGCATCTTCCGACTTCTGATGAATGAATGGATGAACGGTGGATTATATGGTGCAAA		51149		0

		43454		CUST_19860_PI390587928		6.084387		5.8308825		6.0176225		7.119049		7.0065155		6.890419		8.182865		7.215591		7.142275		7.4898057		8.151032		7.845165		1.8949091		2.0842617		4.485419		1.0692075		2.0818815		3.1578074		4.387533		1.6541795		1.057888		1.0595365		2.1652427		0.09654188		0.9221287		1.6589231		2.13341		0.7261157		Yes		Yes		Yes		U35_44k_v1_43454		-		gb|EAZ30166.1| 2e-05  hypothetical protein OsJ_013649 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 3e-07 OsWAK32 - OsWAK receptor-like protein kinase expressed		CAAAACAGTACAAATTATGCATGTTTCAGCAACCAAAGCAACAGTTGCCAGGGGTATCAG		40119		0

		6177		CUST_24452_PI390587928		11.732719		11.739536		13.122714		13.070136		11.562993		11.541116		11.691989		12.321102		10.774738		11.012265		12.083466		13.057002		-1.1248451		-1.1474414		-2.6958218		-1.680667		-1.9425895		-1.6555047		-2.0551567		-1.0091454		-0.9579811		-0.19842052		-1.4307251		-0.7490339		-0.16972637		-0.7272711		-1.0392485		-0.013134003		No		Yes		Yes		U35_44k_v1_6177		LOC_Os03g10180.1		ref|NP_001049277.1| e-138  Os03g0198300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10180.1 1e-139 expressed protein		CGGCCATTGCTCCCCTTTGCTAAACGAAAAGAAAGATTTTAGCAATTAAAGTATTAAACT		14412		AT1G75100.1

		8449		CUST_31114_PI390587928		11.805485		9.894877		11.275612		12.192963		11.953891		10.290858		12.455429		12.80528		11.535668		10.700671		12.268982		12.476407		1.1083442		1.315837		2.2654808		1.5287125		-1.2056544		1.7481073		1.9908301		1.2170972		-0.2698164		0.39598083		1.1798172		0.6123171		0.14840603		0.80579376		0.99337006		0.2834444		No		Yes		Yes		U35_44k_v1_8449		LOC_Os06g20200.1		gb|EAZ36760.1| 2e-55  hypothetical protein OsJ_020243 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g20200.1 4e-57 gibberellin receptor GID1L2 putative expressed		ACTTAACTTCTGTGTGGAATCGGTGCGCTGCTACAGCGATCAATTGCGTTTTGGATGATT		39733		AT5G23530.1

		19618		CUST_39906_PI390587928		8.731784		9.783616		7.7501545		8.5045595		8.474183		11.455989		9.409051		11.192958		8.404868		10.781624		8.766992		7.263078		-1.1954889		3.187384		3.157749		6.445974		-1.254329		1.9972401		2.023478		-2.3644118		-0.32691574		1.6723728		1.6588964		2.6883984		-0.25760078		0.9980078		1.0168371		-1.2414813		Yes		Yes		Yes		U35_44k_v1_19618		LOC_Os09g27410.1		dbj|BAD38225.1| 7e-10  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g27410.1 5e-12 conserved hypothetical protein		ACTGCACGCTGTCTTGGGTTGTAAAAAATGACCATCTAAGATTGTGTTTCGGTTAAAAAA		12481		0

		28014		CUST_34589_PI390587928		7.100128		8.015896		5.389857		3.9824283		6.555099		6.6823754		3.768837		2.621211		6.706305		6.9800334		4.519491		3.3127124		-1.4590498		-2.5201688		-3.075924		-2.5690184		-1.3138705		-2.050339		-1.8281262		-1.5907596		-0.39382315		-1.3335204		-1.6210198		-1.3612173		-0.54502916		-1.0358624		-0.8703656		-0.6697159		Yes		No		No		U35_44k_v1_28014		-		No hits found		No hits found		TTTTTTTAAAAGGGATGGGGTTAAAAAGCTTTGATTAAAAAGGCTAATAATCAAGCTGTG		None		0

		28706		CUST_31958_PI390587928		8.221346		8.599844		9.007146		8.847308		8.00814		8.399306		8.464696		8.19229		7.6205635		7.9178586		7.994005		8.728734		-1.1592617		-1.1491265		-1.4564437		-1.5746354		-1.5165387		-1.604346		-2.0183		-1.0856613		-0.6007824		-0.20053768		-0.54244995		-0.65501785		-0.21320629		-0.6819854		-1.0131407		-0.11857414		No		Yes		Yes		U35_44k_v1_28706		LOC_Os05g50370.1		gb|EAY99170.1| 4e-27  hypothetical protein OsI_020403 [Oryza sativa (indica cultivar-group)]		LOC_Os05g50370.1 5e-28 AUL1 putative expressed		TTAACAGTAAATTCAAAGGACGAGCCAACTTCCTGCCCAGAAATGAGTTCAGGCGTGCAA		27717		0

		3037		CUST_33579_PI390587928		8.097679		8.047072		9.258458		8.617856		7.862681		7.7912383		7.5928097		7.71858		7.909008		7.34309		7.894732		8.390363		-1.1769053		-1.1940259		-3.1725621		-1.8651301		-1.1397134		-1.6289952		-2.57349		-1.1707989		-0.18867111		-0.2558341		-1.6656485		-0.89927626		-0.23499823		-0.70398235		-1.3637261		-0.22749329		No		Yes		Yes		U35_44k_v1_3037		LOC_Os01g36790.1		gb|EAZ12279.1| 2e-12  hypothetical protein OsJ_002104 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g36790.1 4e-14 protein kinase putative expressed		AGCTAGCAATATTTGTACATAAGATATGCTGAATAAATGAAGCTGCTAGCTCGTAGATGA		10148		0

		32826		CUST_10664_PI390587928		7.9726677		8.148237		7.8871403		8.144149		7.793747		7.692188		6.703943		7.0357413		7.723312		7.4320374		6.938036		7.86085		-1.1320367		-1.3717803		-2.270795		-2.1560752		-1.1886762		-1.642849		-1.9306736		-1.2169745		-0.2493558		-0.45604944		-1.1831975		-1.1084075		-0.17892075		-0.7161999		-0.9491043		-0.28329897		No		Yes		Yes		U35_44k_v1_32826		LOC_Os03g45180.2		gb|EAY91233.1| 2e-29  hypothetical protein OsI_012466 [Oryza sativa (indica cultivar-group)]		LOC_Os03g45180.2 4e-31 expressed protein		TTGTGGTGCTGATTGTCATTTTCCAGGTACTGTTTTAGTCAAATACCTGTATATGATTCT		7203		AT1G28760.1

		30774		CUST_27452_PI390587928		8.532421		9.107051		8.12272		8.283393		8.012135		8.047211		7.4373994		7.166546		7.699494		8.02551		7.732891		8.203648		-1.4342401		-2.0847006		-1.608059		-2.1687248		-1.7812959		-2.1162956		-1.3102378		-1.0568315		-0.8329272		-1.0598402		-0.6853204		-1.116847		-0.52028656		-1.0815411		-0.38982868		-0.07974529		No		Yes		Yes		U35_44k_v1_30774		LOC_Os06g45220.1		No hits found		No hits found		GGATGATGGAGGGCGCAGTGCTCTGCCCCGCCAACCACGCGCCGCTCACGCCGCTCTCCT		30819		0

		12720		CUST_11027_PI390587928		5.0496416		4.868708		5.1882896		5.3210034		4.641063		4.548549		4.103926		4.169413		4.168979		3.9948876		4.485846		4.5898013		-1.3273772		-1.248468		-2.1204398		-2.2215865		-1.8412205		-1.8325093		-1.6272587		-1.6600218		-0.88066244		-0.32015896		-1.0843635		-1.1515903		-0.4085784		-0.87382054		-0.7024436		-0.7312021		No		Yes		Yes		U35_44k_v1_12720		LOC_Os06g11600.3		dbj|BAD37235.1| 9e-70  putative auxin-independent growth promoter [Oryza sativa Japonica Group]		LOC_Os06g11600.1 8e-58 auxin-independent growth promoter-like protein putative expressed		GATATTCAAAAGCTTCGGTGCCGGACCTTTTTCCAGGCACTTAGATTTGCTCCACCAATT		24158		AT1G22460.1

		14625		CUST_10942_PI390587928		6.8107924		6.785769		5.5888596		7.140307		7.8166995		9.027588		10.411857		9.694809		8.791901		10.686305		10.414813		9.528664		2.0082057		4.7299304		28.305237		5.874646		3.9479623		14.934076		28.3633		5.2356067		1.9811082		2.241819		4.822997		2.554502		1.005907		3.900536		4.8259535		2.3883567		Yes		Yes		Yes		U35_44k_v1_14625		LOC_Os01g42870.1		gb|EAZ12688.1| 3e-47  hypothetical protein OsJ_002513 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42870.1 6e-49 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		GCCACATGTTCTGCGTAGTGTGTAAGAAAAATATCTCATACGTTTATCTATGGGTAAAAA		1893		AT3G62160.1

		27087		CUST_2634_PI390587928		11.788981		11.897751		11.804709		11.79491		12.5623255		13.427508		13.521144		12.927895		12.967674		13.619102		13.267961		11.815209		1.7092271		2.887373		3.2862322		2.193119		2.2637157		3.2974498		2.7572901		1.0141696		1.1786928		1.5297575		1.7164345		1.1329842		0.77334404		1.7213507		1.4632511		0.020298958		Yes		Yes		Yes		U35_44k_v1_27087		LOC_Os01g60700.2		ref|NP_001044652.1| 9e-24  Os01g0822200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60700.2 2e-25 serine/threonine-protein kinase NAK putative expressed		GTTAGAGTGGGGCTTGTAACCCCATTATTATGCAATAAACGTGGGTTGGTCGGTCGTAAA		24256		0

		18005		CUST_28661_PI390587928		8.725693		8.674735		8.260136		9.293403		8.985752		9.273791		11.402355		9.871144		9.207076		9.215635		11.137538		9.664808		1.197528		1.5147253		8.828814		1.492511		1.3960817		1.4548801		7.348258		1.2936126		0.48138332		0.59905624		3.1422195		0.5777416		0.26005936		0.54090023		2.8774023		0.3714056		Yes		Yes		Yes		U35_44k_v1_18005		LOC_Os03g40070.1		ref|NP_001050607.1| 4e-94  Os03g0597600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40070.1 7e-96 transposon protein putative unclassified expressed		GCAAAGAACTCAGATTAGTTTGACGTTTCAGTATGTTGTGTAAGGATTGAACTAATTTGG		19457		AT5G08100.1

		14375		CUST_3740_PI390587928		14.590324		14.072379		15.058128		15.363469		14.886685		15.280938		18.162941		16.498186		15.027926		15.689693		17.901041		15.561282		1.228043		2.3110669		8.602838		2.1957548		1.3543513		3.0680337		7.174671		1.1469584		0.43760204		1.208559		3.1048126		1.134717		0.29636097		1.6173143		2.8429127		0.19781303		Yes		Yes		Yes		U35_44k_v1_14375		LOC_Os12g42876.2		emb|CAJ01714.1| 0.0  methionine synthase 2 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		TACAGGTTGTGTGGTCTTGTCGCGGTTATAAACAGAGTTGAATGAAAATTGTTCTGCAAA		1424		AT5G17920.2

		22092		CUST_39264_PI390587928		9.025797		7.267718		4.8416724		7.586124		9.212556		7.740505		6.851322		7.828474		8.646667		8.046016		6.569548		8.276835		1.1382039		1.3877882		4.0268445		1.1829181		-1.3005576		1.7151061		3.3123972		1.6140794		-0.37913036		0.47278738		2.0096498		0.2423501		0.186759		0.7782979		1.7278757		0.6907115		No		Yes		Yes		U35_44k_v1_22092		LOC_Os11g17380.1		gb|ABC73058.1| e-143  resistance protein [Hordeum vulgare subsp. vulgare]		LOC_Os11g39450.1 2e-69 stem rust resistance protein putative expressed		TTAAGCATGTATGTGAAAACTGGCGAATGAGGCTGCAAGCAACAATGTCCCCCCATGTAT		50291		AT4G00960.1

		1475		CUST_13675_PI390587928		8.2766485		7.4620996		6.436558		7.5607014		8.199991		7.639927		9.956051		10.878015		8.444173		7.7930837		8.79961		7.642803		-1.0545717		1.1311791		11.467612		9.968063		1.1231295		1.2578712		5.1445765		1.0585591		0.16752434		0.17782736		3.519493		3.3173132		-0.076657295		0.33098412		2.3630524		0.08210182		Yes		Yes		Yes		U35_44k_v1_1475		LOC_Os07g39740.1		ref|NP_001060128.1| e-150  Os07g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39740.1 1e-152 esterase precursor putative expressed		TGACGTCCGTACTCCAAATAAAATATGCAATGAGTATCTATTTATAACTCTTGTAAAAAA		1403		AT3G26430.1

		38101		CUST_38261_PI390587928		4.9233475		5.771221		4.6720104		4.102798		6.9196935		8.417672		9.054109		7.162131		7.2204986		8.519679		8.751636		5.48645		3.9898818		6.2612514		20.851774		8.335871		4.9148626		6.7199845		16.907894		2.6092808		2.297151		2.646451		4.382098		3.0593328		1.996346		2.748458		4.079625		1.3836522		Yes		Yes		Yes		U35_44k_v1_38101		LOC_Os02g12820.1		dbj|BAD17619.1| 4e-10  basic helix-loop-helix (bHLH) family protein-like [Oryza sativa Japonica Group]		LOC_Os02g12820.1 9e-12 helix-loop-helix DNA-binding domain containing protein expressed		GAGGATGTTTTGTTACTGTATTCTGCAATTTTTCTGGATTGGAGACAGAGTGACTCGATT		33931		0

		48269		CUST_24559_PI390587928		5.0569744		4.4630857		4.8579164		4.8308706		8.893944		7.9994674		7.934817		4.7628455		9.105645		8.04427		7.9083843		3.0758817		14.29035		11.602644		8.437997		-1.0482807		16.548985		11.968612		8.284806		-3.3752372		4.048671		3.5363817		3.0769005		-0.06802511		3.8369694		3.581184		3.050468		-1.7549889		Yes		Yes		Yes		U35_44k_v1_48269		LOC_Os03g61360.1		gb|EAZ29152.1| 3e-34  hypothetical protein OsJ_012635 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61360.1 5e-36 epoxide hydrolase 2 putative expressed		GCTTGTCATTAATTGCCGTTGTTTGATATTGGGTGTATCTGATTATTGTAACGTCATATG		5553		AT4G15960.1

		48859		CUST_11851_PI390587928		9.983391		9.396748		10.3259115		10.073821		10.23659		9.282496		9.360336		9.028972		10.127482		8.99695		9.695668		9.3465		1.1918474		-1.0824131		-1.952842		-2.063151		1.1050346		-1.3193227		-1.547826		-1.6555616		0.1440916		-0.11425114		-0.9655752		-1.0448494		0.25319958		-0.39979744		-0.6302433		-0.7273207		No		Yes		Yes		U35_44k_v1_48859		-		dbj|BAB39882.1| 9e-23  hypothetical protein [Oryza sativa Japonica Group]		No hits found		CGGCTGGGCATGGTATCTTCTCTGCGCTGAAATAAACAGGCATCCATTCCTTTCAAAAAA		12083		0

		21140		CUST_1158_PI390587928		4.7931213		3.8518312		4.6126046		6.08011		5.2651596		6.013388		7.3760705		6.099363		5.3419285		6.607165		7.256689		6.901468		1.3870678		4.473974		6.7902555		1.0134344		1.4628756		6.7520876		6.250989		1.7670681		0.54880714		2.161557		2.763466		0.019252777		0.47203827		2.7553337		2.6440845		0.8213577		Yes		Yes		Yes		U35_44k_v1_21140		LOC_Os03g11900.1		gb|EAZ26081.1| e-114  hypothetical protein OsJ_009564 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 1e-116 sugar transport protein 8 putative expressed		AGAGTTTGTATAGGATATGGATGATGTGTAGTAACAAAAACTTCAGACACTAGGAAATGG		16706		AT5G26340.1

		3107		CUST_5347_PI390587928		5.6516013		6.173122		5.9997253		6.721145		5.714588		4.8340945		4.1065307		5.7370257		4.288282		4.4388404		3.5653477		3.9352398		1.0446262		-2.529807		-3.7145686		-1.9781055		-2.5727644		-3.3271377		-5.405311		-6.896696		-1.3633194		-1.3390274		-1.8931947		-0.9841194		0.06298685		-1.7342815		-2.4343777		-2.7859054		Yes		No		No		U35_44k_v1_3107		LOC_Os11g04010.1		gb|EAY79833.1| e-118  hypothetical protein OsI_033792 [Oryza sativa (indica cultivar-group)]		LOC_Os11g04010.1 1e-120 caspase putative expressed		CTCCAGACACGGTACTATACAGAAATTGCGGATACTGTATTATGTATTGTATTACCATTA		7837		AT5G04200.1

		45259		CUST_27168_PI390587928		8.37345		7.787815		7.728113		6.9433455		8.3441305		7.8986626		9.172335		8.35324		8.779232		8.493589		8.805218		6.7509227		-1.0205308		1.0798624		2.7211595		2.6571772		1.3248066		1.6310198		2.1097975		-1.1426811		0.40578175		0.11084747		1.4442215		1.4098945		-0.029319763		0.7057743		1.0771046		-0.19242287		No		Yes		Yes		U35_44k_v1_45259		LOC_Os09g28730.1		gb|EAZ45012.1| 9e-26  hypothetical protein OsJ_028495 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28730.1 1e-27 gibberellin receptor GID1L2 putative expressed		CGATTCAGTAACAGAAGCTGAGGAGCAAATAATTTTGTCCTTTATTTCCATGGTTTTGAA		43911		0

		30393		CUST_31548_PI390587928		7.165255		6.8318954		6.2416687		6.416097		7.0635853		8.1872225		9.496536		8.441554		6.798201		7.386144		9.013049		7.2935314		-1.0730146		2.5585513		9.54581		4.071208		-1.2897165		1.4684038		6.827609		1.8371052		-0.367054		1.3553271		3.2548676		2.025457		-0.10166979		0.5542488		2.7713804		0.87743425		Yes		Yes		Yes		U35_44k_v1_30393		-		No hits found		No hits found		GATGTTACTATGTTAGCCCCCATTGTTGCACCTAAACCTAATGAGTTTATTTTCCAAAAA		30299		0

		13934		CUST_39491_PI390587928		9.010483		9.290872		8.837285		9.431741		9.482386		9.322671		9.888202		9.217785		9.54689		9.558822		9.617295		9.526378		1.3869376		1.0222863		2.0718458		-1.1598642		1.4503564		1.2040957		1.717143		1.0677966		0.5364075		0.031799316		1.0509167		-0.21395588		0.47190285		0.26795006		0.7800102		0.09463692		No		Yes		Yes		U35_44k_v1_13934		LOC_Os07g12170.3		ref|XP_001764375.1| 3e-19  Arf1_5/ArfA-family small GTPase [Physcomitrella patens subsp. patens]		LOC_Os07g12200.1 7e-21 ADP-ribosylation factor 1 putative expressed		CAACTTGATGAATTGCTGTTCTTGTTTGCAGGTACATCCAGAGCACTTGTGCTACAACAG		47255		AT5G14670.1

		27168		CUST_26135_PI390587928		5.4869533		6.5711436		5.6914787		4.830936		4.376374		5.715013		3.7461374		3.1248732		4.461249		5.829811		4.275556		4.8869843		-2.1593237		-1.8101767		-3.8512888		-3.262692		-2.0359533		-1.6717192		-2.6683033		1.0396143		-1.0257044		-0.8561306		-1.9453413		-1.7060628		-1.1105795		-0.74133253		-1.4159226		0.056048393		Yes		No		No		U35_44k_v1_27168		LOC_Os11g29230.1		gb|EAZ18367.1| 1e-89  hypothetical protein OsJ_032576 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g29230.1 2e-91 pentatricopeptide repeat protein PPR986-12 putative expressed		TGGCGTATTAGGGTTAGGTTTCATTGTTTTAATTCGCAATGCTGACTCAAATTCTGAATT		51515		AT1G25360.1

		2836		CUST_37431_PI390587928		7.0301614		7.562187		6.7088876		6.5613713		6.313267		7.0140166		4.905236		5.3978133		6.0829353		6.6267085		4.9341106		6.1218877		-1.6436398		-1.4622303		-3.4910278		-2.240092		-1.9281617		-1.912525		-3.421851		-1.3561189		-0.94722605		-0.54817057		-1.8036518		-1.163558		-0.71689415		-0.9354787		-1.7747769		-0.43948364		Yes		Yes		Yes		U35_44k_v1_2836		LOC_Os06g42000.1		ref|NP_001058113.1| 2e-79  Os06g0625500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g42000.1 4e-81 peroxiredoxin-5 mitochondrial precursor putative expressed		TGCTACCAGGTTGTGAATCTGCGATGATGGATATGTTAATGGAACATACTTCCTAAAAAA		8191		AT3G52960.1

		50668		CUST_40691_PI390587928		5.606107		5.5128884		5.523935		2.8593712		5.463034		5.306816		3.8407233		3.39276		5.0741343		5.0527725		4.456852		2.1230676		-1.1042548		-1.1535435		-3.2114205		1.447325		-1.4459051		-1.3756523		-2.0951927		-1.665902		-0.5319729		-0.20607233		-1.6832116		0.53338885		-0.14307308		-0.4601159		-1.0670829		-0.73630357		No		Yes		Yes		U35_44k_v1_50668		LOC_Os07g43390.1		gb|AAZ23613.1| e-119  disproportionating enzyme [Aegilops tauschii]		LOC_Os07g43390.1 1e-104 4-alpha-glucanotransferase chloroplast precursor putative expressed		TGTTTCAGGTTGGCTTGAAGATGCTGCACTTTTCGCTGCTATCGACAATAGCATCAATGC		52961		AT5G64860.1

		21851		CUST_27631_PI390587928		5.8330216		4.478285		1.9443032		2.554087		4.95394		3.6306188		3.824961		2.4912055		5.18364		4.3296337		2.5365145		2.1397707		-1.8392043		-1.7995872		3.6824293		-1.04455		-1.5684958		-1.1085325		1.5075557		-1.3326669		-0.64938164		-0.847666		1.8806578		-0.06288147		-0.8790817		-0.14865112		0.59221137		-0.41431618		No		Yes		Yes		U35_44k_v1_21851		LOC_Os05g48040.1		gb|EAZ35210.1| 7e-34  hypothetical protein OsJ_018693 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48040.1 1e-35 transparent testa 12 protein putative expressed		CTTCTGCAAAGATGTTGCTAACGGATCCTAAAGCAGATTACTTACCAACTTTCTTAAAAA		38177		AT1G71140.1

		8901		CUST_39253_PI390587928		5.866216		5.1393566		6.338717		6.8935666		5.9274993		5.518476		8.816152		7.7890453		6.462194		6.373549		8.047778		7.9056416		1.0433934		1.3005477		5.569063		1.8602271		1.5114967		2.3524961		3.26948		2.0168097		0.5959778		0.3791194		2.4774346		0.8954787		0.06128311		1.2341924		1.7090611		1.012075		Yes		Yes		Yes		U35_44k_v1_8901		LOC_Os03g59460.1		gb|AAA17488.1| 5e-72  DNA-Binding protein		LOC_Os07g10890.1 6e-41 DNA-binding protein EMBP-1 putative expressed		TTGCTGGTATGGTAGTGATACCATGAGCTTTGTTAGTGGTTTAAGTACATGTTAAAACTG		53026		AT2G35530.1

		41549		CUST_10472_PI390587928		8.331639		8.331246		8.193067		9.0855255		10.025357		11.0934		11.963727		10.432361		10.505464		12.2294		11.710251		9.654991		3.2348928		6.784082		13.648404		2.5435352		4.512179		14.909431		11.449274		1.4839739		2.1738243		2.7621536		3.7706604		1.3468351		1.693718		3.8981533		3.5171843		0.56946564		Yes		Yes		Yes		U35_44k_v1_41549		-		No hits found		No hits found		TTGATCTAGTGGTTGTGTACTGCCCTTCCCGGTGTTTCAGTGCTTGGCTTGATCAAAAAA		None		0

		8048		CUST_8472_PI390587928		9.685257		10.080985		11.110535		10.689799		9.55536		9.733602		9.735246		9.520882		9.705321		9.780662		10.201601		10.382974		-1.0942156		-1.2722511		-2.5941987		-2.2484295		1.0140047		-1.2314205		-1.8776572		-1.236983		0.020064354		-0.3473835		-1.375289		-1.1689177		-0.12989712		-0.3003235		-0.90893364		-0.30682564		No		Yes		Yes		U35_44k_v1_8048		LOC_Os01g64256.1		ref|NP_001044878.1| 5e-60  Os01g0861900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g64256.1 1e-61 transposon protein putative Mutator sub-class expressed		CGTTGCCAAATCACCGAAACATTTCATGCATTATTATTTTCAGGTGCACAACCATATAAA		None		AT3G52610.1

		32346		CUST_29914_PI390587928		2.9183362		5.02894		5.251549		3.266386		2.4062042		3.2359035		2.2534041		2.1061933		1.9069232		2.4966497		2.27195		2.6343117		-1.4261562		-3.4654355		-7.9897184		-2.2348728		-2.0158844		-5.7848935		-7.8876677		-1.5497917		-1.011413		-1.7930367		-2.9981446		-1.1601927		-0.5121319		-2.5322905		-2.9795988		-0.63207436		Yes		Yes		Yes		U35_44k_v1_32346		-		gb|ABZ01578.1| 5e-05  cellulose synthase-like CslF6 [Hordeum vulgare]		No hits found		ACCTTGGACCTGTTCTCCTTGTCGTAAAGGCAAAGGAGAGCGCGTGCATTGAGGACGACG		11732		0

		9915		CUST_12344_PI390587928		6.198473		6.7839622		5.615744		5.694793		9.036738		9.567101		9.684482		7.8758416		9.749574		10.164264		9.487979		4.116335		7.151597		6.8834805		16.780775		4.5348296		11.721625		10.41291		14.6439705		-2.9865053		3.5511007		2.7831383		4.0687375		2.1810484		2.8382654		3.3803015		3.8722348		-1.5784583		Yes		Yes		Yes		U35_44k_v1_9915		LOC_Os03g36650.1		gb|EAZ27506.1| 1e-12  hypothetical protein OsJ_010989 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g36650.1 3e-14 serine/threonine kinase-like protein putative expressed		TCGCACTCTTATACCGATTGTTCATACAGATTTCATGAATATCCAGATACGAGAAACTTC		None		0

		21009		CUST_23541_PI390587928		9.221711		9.486641		9.449229		10.006964		10.111671		10.191276		10.853183		9.912861		9.992641		10.240643		10.612748		10.134591		1.8531251		1.6297319		2.6462576		-1.0674014		1.7063698		1.6864641		2.2400312		1.0924956		0.7709303		0.70463467		1.4039536		-0.09410286		0.8899603		0.7540016		1.1635189		0.12762737		No		Yes		Yes		U35_44k_v1_21009		LOC_Os12g42700.1		ref|NP_001067304.1| 1e-28  Os12g0621700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42700.1 3e-30 expressed protein		GGAGGTAGTTTCGAAATTATGACCCAGCTGTAGACGGATCAACTCCAAACATGATTACGC		22257		AT3G54750.1

		28777		CUST_4076_PI390587928		9.338053		10.323367		10.122699		9.123433		8.662709		9.135098		8.200513		7.9733176		8.195037		8.442788		8.396469		8.56181		-1.596977		-2.2787912		-3.7899685		-2.2193165		-2.208422		-3.682228		-3.3086202		-1.4759293		-1.1430159		-1.1882687		-1.9221859		-1.1501155		-0.6753435		-1.880579		-1.7262297		-0.5616236		Yes		Yes		Yes		U35_44k_v1_28777		LOC_Os05g32110.4		gb|AAO86520.1| e-120  phytochelatin synthetase [Triticum monococcum]		LOC_Os05g32110.4 1e-105 COBRA-like protein 4 precursor putative expressed		AGGTCTTTCTGGGACTACCAATAAGACGGTTAAGATGCCGAAAAACTTCACCCTTAAGGC		27834		AT5G60920.1

		44695		CUST_21756_PI390587928		4.3480606		3.8275998		4.9839044		1.9711965		3.5267515		3.2732651		2.7717934		1.7192138		3.991247		4.6634088		4.30463		1.6052928		-1.7670087		-1.4684912		-4.6335278		-1.1908425		-1.2805945		1.7848576		-1.6013343		-1.2886887		-0.35681367		-0.55433464		-2.212111		-0.2519827		-0.8213091		0.835809		-0.67927456		-0.36590374		No		Yes		Yes		U35_44k_v1_44695		-		No hits found		No hits found		AAGTCTTACGGTTGTACATACATGATGCATGAGGATAGAAGTGGCTTCTTTCTTCTCAAA		42718		0

		19099		CUST_11785_PI390587928		10.115224		10.276626		10.394158		11.0783415		9.5144		9.456459		8.353233		9.97749		9.294831		9.134874		8.528693		10.460538		-1.5165828		-1.7656099		-4.1150928		-2.1448119		-1.7658865		-2.2064872		-3.6438541		-1.5345372		-0.8203926		-0.8201666		-2.040925		-1.100851		-0.60082436		-1.1417513		-1.8654652		-0.6178036		Yes		Yes		Yes		U35_44k_v1_19099		LOC_Os01g53800.1		gb|EAZ13485.1| 9e-49  hypothetical protein OsJ_003310 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53800.1 6e-67 dipeptidase putative expressed		GATACAAGTTTGATTTGGTGAACCTGCACCTGCTGGTGCTTTACCGTGTTGTTTGAGAAA		12182		AT5G19740.1

		21970		CUST_17646_PI390587928		6.410637		6.491245		6.2331834		5.223149		5.971506		5.7540107		4.4561253		3.7229602		5.5909557		6.1213512		5.3434567		4.881352		-1.3557873		-1.6669769		-3.427266		-2.8287969		-1.7650158		-1.2922574		-1.852825		-1.2673341		-0.81968117		-0.7372341		-1.7770581		-1.5001886		-0.43913078		-0.36989355		-0.88972664		-0.34179688		Yes		No		No		U35_44k_v1_21970		LOC_Os01g66980.1		ref|NP_001045071.1| 1e-76  Os01g0894700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66980.1 2e-78 expressed protein		AGCACACCATTGATGAAAAATCCTATCCAGTTTGTCTGGAGCATGATCCACTGACACCAG		15356		AT2G30695.2

		44562		CUST_17341_PI390587928		3.935008		3.645467		3.1777465		4.778786		3.531325		4.0252137		2.4268725		2.2540576		3.278448		4.09646		3.0462615		3.906783		-1.3228807		1.3011134		-1.6828121		-5.7546515		-1.5763195		1.3669807		-1.0954206		-1.8302022		-0.65655994		0.37974668		-0.75087404		-2.5247285		-0.40368295		0.45099282		-0.13148499		-0.8720031		No		Yes		Yes		U35_44k_v1_44562		-		No hits found		No hits found		CAAGGTGGTTTAATTACCTTGTGAAGCATTTTGAACAAGCACGTTAACCTGTGATAAAAA		42454		0

		4474		CUST_40248_PI390587928		8.011331		7.9453225		7.817871		8.384263		8.376125		8.182716		8.883068		8.455176		8.424791		8.422179		8.640946		8.343229		1.2876984		1.1788611		2.0924556		1.0503814		1.3318769		1.3917081		1.7691731		-1.0288508		0.41346073		0.23739386		1.065197		0.070913315		0.36479473		0.4768567		0.8230753		-0.041033745		No		Yes		Yes		U35_44k_v1_4474		-		gb|EAZ32897.1| 8e-23  hypothetical protein OsJ_016380 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05760.1 2e-24 expressed protein		TTGTCCAAAAAATTCCATATCCTGAAGAGCAGATGGAGGGCGCAGGCAAAAGCAATCACT		9969		0

		8237		CUST_27899_PI390587928		9.0200615		9.421735		9.530639		8.805906		8.509303		8.829869		7.496126		7.284971		8.069831		8.153237		8.176026		8.259496		-1.424799		-1.5071944		-4.096843		-2.8697698		-1.9321815		-2.4091053		-2.5572839		-1.4604475		-0.9502306		-0.59186554		-2.0345125		-1.520935		-0.5107584		-1.2684975		-1.3546124		-0.54641056		Yes		Yes		Yes		U35_44k_v1_8237		LOC_Os01g64490.1		gb|EAZ34454.1| 2e-49  hypothetical protein OsJ_017937 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36960.1 3e-51 ATP binding protein putative expressed		GTAAACATAATAAATGTTCCTTCAGTACTGCCGCTGGTATAACTTCTGCATACCAAAAAA		47444		AT3G44200.1

		10260		CUST_40024_PI390587928		6.810404		7.2789063		7.9383945		7.7041		6.504219		6.8152556		6.556318		7.533952		6.4191074		5.9763713		6.219622		7.609281		-1.2364336		-1.379027		-2.606433		-1.1251738		-1.3115715		-2.4666193		-3.291562		-1.0679314		-0.3912964		-0.4636507		-1.3820767		-0.1701479		-0.30618477		-1.302535		-1.7187724		-0.09481907		No		Yes		Yes		U35_44k_v1_10260		LOC_Os03g53660.2		ref|NP_001051263.1| 0.0  Os03g0747900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53660.2 0.0 XIF putative expressed		AAATAGAGAGTCTGGAAAGCAAGATTGCCATCTTGGAGTCAGAGAATCAGTTGCTCCGCA		35694		AT2G31900.1

		18540		CUST_10639_PI390587928		7.9872975		8.670613		7.8060822		8.160794		8.25317		9.265035		10.575906		9.218907		8.736965		9.792434		10.220017		8.378137		1.202363		1.509867		6.820245		2.0822065		1.6814054		2.176214		5.32926		1.16259		0.74966764		0.5944214		2.7698236		1.0581131		0.26587248		1.1218204		2.4139352		0.21734238		Yes		Yes		Yes		U35_44k_v1_18540		LOC_Os03g50450.1		gb|AAK18840.1|AC082645_10 0.0  putative receptor kinase [Oryza sativa]		LOC_Os03g50450.1 0.0 atypical receptor-like kinase MARK putative expressed		ACTCAGTCCGATCTATCAAAATTGCCTGGAACTCGTTGGCGAAAACCTGTTGTGCCTAAA		9077		AT3G17840.1

		43791		CUST_22411_PI390587928		5.465547		5.7303643		5.0999603		4.721066		5.834329		6.0660324		7.620367		8.73257		6.248644		6.2326827		7.0170207		5.422197		1.2912623		1.2619617		5.737438		16.12809		1.7208207		1.416488		3.7765276		1.6257787		0.7830968		0.3356681		2.5204067		4.0115037		0.36878204		0.5023184		1.9170604		0.70113087		Yes		Yes		Yes		U35_44k_v1_43791		-		gb|AAG00426.1|AF250934_1 1e-10  germin B [Hordeum vulgare]		LOC_Os08g09060.1 1e-08 germin-like protein subfamily 1 member 11 precursor putative expressed		CGTGACATGATATGTTTCTTGTCAGATTCATGTCAAAATGTGTTGGTGATGATTGTTTTC		40864		0

		30504		CUST_9735_PI390587928		4.427611		4.212792		4.9296994		4.407724		3.9329574		3.4908047		2.6352232		3.2198303		3.1170235		3.4482784		2.764115		3.8698587		-1.4089823		-1.6494526		-4.905759		-2.2781987		-2.4804251		-1.698797		-4.486481		-1.4518226		-1.3105874		-0.72198725		-2.2944763		-1.1878936		-0.49465346		-0.7645135		-2.1655843		-0.53786516		Yes		Yes		Yes		U35_44k_v1_30504		LOC_Os05g33600.1		gb|EAY98009.1| 8e-22  hypothetical protein OsI_019242 [Oryza sativa (indica cultivar-group)]		LOC_Os05g33590.1 1e-23 cytochrome P450 72A1 putative expressed		CGCCGCAGTACCGCGAGTGGGCGGCGAGGTACGGCCGCCCGTTCGTGTTCTGGTTCGGGC		30446		0

		38854		CUST_37544_PI390587928		5.68058		5.1492195		6.5144806		6.0752945		5.3284793		4.6192765		5.268198		5.0593343		4.911098		4.3639965		5.2176185		5.403482		-1.276418		-1.4438721		-2.3722937		-2.0222485		-1.7046578		-1.7233586		-2.4569392		-1.5930731		-0.76948214		-0.529943		-1.2462826		-1.0159602		-0.35210085		-0.785223		-1.2968621		-0.67181253		No		Yes		Yes		U35_44k_v1_38854		LOC_Os02g53810.1		ref|NP_001048296.1| 2e-41  Os02g0778500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g53810.1 5e-43 expressed protein		ATTTCTGCCTTTCTAGAGCATCAAATCCCAAGATTTTACACAGGTTGTCAGCTATTGCGG		34807		0

		23725		CUST_20272_PI390587928		4.0296664		3.8376606		2.5089622		3.2187674		4.028192		6.2184234		4.638602		5.4328713		4.4191294		6.230297		4.8024755		2.7918303		-1.0010225		5.2081203		4.3760815		4.639933		1.3099056		5.2511616		4.9024854		-1.3443763		0.38946295		2.3807628		2.1296396		2.214104		-0.0014743805		2.3926365		2.2935133		-0.4269371		Yes		Yes		Yes		U35_44k_v1_23725		LOC_Os01g44120.1		ref|NP_001043649.1| 2e-14  Os01g0631800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g44120.1 5e-16 expressed protein		CATGACCATATGATGTTAGGCATTTTTAATCATTCATCATATTAGGATGCCTTTGGATGC		None		0

		702		CUST_41538_PI390587928		12.196449		10.671253		9.747033		9.690215		10.677775		10.39994		14.849086		14.817029		10.569575		9.523107		14.740517		12.288333		-2.8652756		-1.2069063		34.345585		34.94015		-3.0884306		-2.21629		31.855785		6.0549617		-1.626874		-0.27131367		5.1020527		5.126814		-1.5186739		-1.1481466		4.9934835		2.5981178		No		Yes		Yes		U35_44k_v1_702		LOC_Os01g28450.1		emb|CAA52893.1| 3e-78  PR-1a pathogenesis related protein (Hv-1a) [Hordeum vulgare subsp. vulgare]		LOC_Os01g28500.1 4e-61 pathogenesis-related protein PRMS precursor putative expressed		TAACTAGCTAGAGGGACCGAGCGAGTAAATAACAGGAATGCCGTACTAAGCCATGTATTC		2209		AT2G14610.1

		23626		CUST_23434_PI390587928		7.99546		8.425017		8.274274		7.8119864		7.531494		7.7783337		6.520664		6.593565		7.1135178		7.1348		7.3927197		7.454826		-1.3793284		-1.5655653		-3.372012		-2.3269198		-1.8428546		-2.4456491		-1.842359		-1.2809024		-0.8819423		-0.6466837		-1.7536097		-1.2184215		-0.4639659		-1.2902174		-0.8815541		-0.35716057		Yes		Yes		Yes		U35_44k_v1_23626		LOC_Os05g40220.2		gb|EAZ34695.1| 4e-06  hypothetical protein OsJ_018178 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g40220.2 8e-08 transposon protein putative CACTA En/Spm sub-class expressed		CGAAAAAAGTACAGATAGATACCTGATGATAAGCAGTAAAGAGCATTTGTGAGTTGTTGT		22139		0

		8212		CUST_27921_PI390587928		3.3399231		4.3873076		2.5068853		2.501712		3.054409		4.8296285		7.558703		6.473453		3.8886433		4.601028		6.2545915		2.434396		-1.2188445		1.3587884		33.170246		15.689647		1.4627874		1.1596748		13.432968		-1.0477656		0.5487201		0.44232082		5.051818		3.971741		-0.28551412		0.21372032		3.7477062		-0.067316055		Yes		Yes		Yes		U35_44k_v1_8212		LOC_Os01g50100.1		dbj|BAB85651.1| 5e-91  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 4e-90 multidrug resistance protein 4 putative expressed		CAATACAATGATTTGTGATTTGAGAAGTGAATGCAAGAGGTAAGCGGTTTGTTGCAAAAA		21298		AT4G18050.1

		16892		CUST_14787_PI390587928		11.491035		10.592292		11.021408		11.165573		11.560533		10.967845		12.306305		11.673984		11.884362		11.154635		12.159184		11.109372		1.0493509		1.2973368		2.4366462		1.422482		1.3134186		1.4766661		2.200416		-1.0397242		0.39332676		0.37555313		1.2848969		0.50841045		0.06949711		0.5623436		1.1377764		-0.05620098		No		Yes		Yes		U35_44k_v1_16892		LOC_Os02g55560.1		gb|EAY87884.1| 2e-46  hypothetical protein OsI_009117 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55560.1 4e-48 DNA-binding protein phosphatase 2C putative expressed		CTTCCCCCCTGTTTCTATTTTGTCTGTAAAAGAAACAATCCTGTCTGATGATCATTATTA		6438		AT2G25620.1

		13218		CUST_17093_PI390587928		7.570806		7.6010575		6.8785186		7.2496		7.886696		9.411493		9.928041		9.123214		8.194709		9.177413		9.454444		7.99775		1.2447792		3.5074823		8.279381		3.6644936		1.5410384		2.9821553		5.962533		1.6796374		0.6239028		1.8104358		3.0495229		1.8736138		0.31588984		1.5763555		2.5759254		0.7481499		Yes		Yes		Yes		U35_44k_v1_13218		LOC_Os08g40590.1		ref|NP_001062245.1| 2e-49  Os08g0517700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40590.1 6e-51 oxysterol-binding protein OBPa putative expressed		GCTCCTATCGTTGTACCTTCTTCTTCATGACACTGCATTACATGTAACAATGTTAAATTA		21905		AT4G25850.1

		24077		CUST_28453_PI390587928		5.347086		5.6006904		7.0810647		5.1229744		4.5234694		4.812556		3.6171505		3.7684233		4.4924865		3.7521648		4.0498486		4.071058		-1.769837		-1.7268401		-11.034231		-2.5571754		-1.8082566		-3.6013193		-8.174985		-2.0732822		-0.8545995		-0.7881346		-3.4639142		-1.3545511		-0.8236165		-1.8485255		-3.0312161		-1.0519166		Yes		Yes		Yes		U35_44k_v1_24077		LOC_Os07g12900.1		gb|ABF55693.1| e-127  putative ATPase-like zinc transporter [Triticum aestivum]		LOC_Os07g12900.1 2e-94 cadmium/zinc-transporting ATPase 2 putative		TACTCAGGATGTGAAGATCAATACAGTAATAGCTGTCAAGGCAGGGGAAATCGTCCCGAT		22757		AT4G30110.1

		28101		CUST_3649_PI390587928		10.571039		10.856076		10.683354		7.5183587		9.709221		9.772586		8.588911		6.781359		9.684593		10.235462		9.205196		7.483228		-1.8173274		-2.1191568		-4.2706137		-1.6667058		-1.8486166		-1.5375295		-2.785928		-1.0246495		-0.886446		-1.0834904		-2.0944433		-0.7369995		-0.8618183		-0.62061405		-1.478158		-0.0351305		Yes		Yes		Yes		U35_44k_v1_28101		LOC_Os12g17600.1		emb|CAG25595.1| 2e-67  putative rubisco small subunit [Triticum turgidum subsp. durum]		LOC_Os12g19470.2 3e-59 ribulose bisphosphate carboxylase small chain C chloroplast precursor putative expressed		TACTGCATTCGTTGAAGATAGGTGCTCACAATACCTCCTCCTCACCAATATTTTTCGTTC		26735		AT1G67090.1

		16432		CUST_22019_PI390587928		8.745814		6.529824		9.715881		9.514514		8.419937		6.4811883		8.771422		9.167009		7.930542		6.1378174		8.54732		9.284607		-1.2534263		-1.0342863		-1.9244671		-1.272358		-1.7596303		-1.3122171		-2.2478738		-1.1727594		-0.81527233		-0.048635483		-0.94445896		-0.34750462		-0.3258772		-0.3920064		-1.168561		-0.22990704		No		Yes		Yes		U35_44k_v1_16432		LOC_Os03g27019.7		gb|EAY90280.1| 3e-36  hypothetical protein OsI_011513 [Oryza sativa (indica cultivar-group)]		LOC_Os03g27019.7 7e-38 expressed protein		GCAGTGTTCCGCAAAGTGATTTCAGTTATGGAGATAATGATCTAAACTTCATTGATTGGC		5747		0

		23058		CUST_18545_PI390587928		6.6958995		6.649006		5.7935205		3.1052544		6.5814586		5.4170246		3.7707002		1.7570728		6.788322		6.0644574		3.4882953		1.7242756		-1.0825554		-2.3488934		-4.063774		-2.5459104		1.0661589		-1.4995695		-4.9424458		-2.6044502		0.092422485		-1.2319813		-2.0228202		-1.3481816		-0.11444092		-0.5845485		-2.3052251		-1.3809788		Yes		Yes		Yes		U35_44k_v1_23058		LOC_Os01g28030.1		ref|NP_001043085.1| 5e-74  Os01g0378100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g28030.1 1e-75 peroxidase 24 precursor putative expressed		ACGAATTGAAAATGCAGAGAAATATTATAGGGTGTGTGTACTCCACTAGATCCCAAAAAA		20678		AT5G15180.1

		49408		CUST_33965_PI390587928		8.156964		8.153873		7.9523053		8.752064		8.789691		8.7633705		9.247172		8.2142725		8.744931		9.117328		9.169442		8.817201		1.5504926		1.5257273		2.453544		-1.4517483		1.503127		1.9499731		2.3248487		1.0461842		0.5879669		0.6094971		1.294867		-0.53779125		0.63272667		0.96345425		1.2171369		0.06513691		No		Yes		Yes		U35_44k_v1_49408		LOC_Os01g71790.1		gb|EAY77192.1| 3e-09  hypothetical protein OsI_005039 [Oryza sativa (indica cultivar-group)]		LOC_Os01g71790.1 1e-10 NAM-like protein putative expressed		GTGCGCAGTGTATTACTCCCTTAGTTTCTAAATATAAGTCTGTCCATATGTAATTTGTAG		51100		0

		43862		CUST_26900_PI390587928		8.5707655		8.288887		8.986928		8.99241		8.524564		8.008228		7.9735036		8.043076		8.421051		7.9625163		8.138108		8.560939		-1.032543		-1.2147495		-2.018697		-1.9309813		-1.1093498		-1.2538552		-1.8010269		-1.3486078		-0.14971447		-0.28065872		-1.0134244		-0.94933414		-0.046201706		-0.32637072		-0.84881973		-0.43147087		No		Yes		Yes		U35_44k_v1_43862		-		No hits found		No hits found		GCTAGCTAGCTACCATACTTGTGGTAGTGTATAATATACAACTGTCTACTGTGTAAAAAA		41064		0

		12601		CUST_36655_PI390587928		6.1924834		6.232202		5.7016525		6.691359		7.2485423		8.041382		9.050259		7.954066		7.705168		8.733277		8.81051		7.974252		2.0792437		3.50443		10.186638		2.399455		2.8534045		5.661072		8.626989		2.4332645		1.5126843		1.8091798		3.348606		1.2627068		1.0560589		2.5010753		3.1088572		1.2828932		Yes		Yes		Yes		U35_44k_v1_12601		LOC_Os04g25900.2		gb|AAP74647.1| 1e-45  Lr21 [Aegilops tauschii]		LOC_Os11g44580.1 1e-45 disease resistance RPP13-like protein 1 putative expressed		GCCATATATGGTCCTTGATAACGTCCAACTATGTCATGTAATAAGGGAAAAGATTTCCGT		22904		0

		1837		CUST_36391_PI390587928		12.61452		12.899947		12.688152		12.646335		12.179374		11.980136		11.932199		12.489848		12.091512		11.799125		11.95007		12.345951		-1.3520479		-1.8918678		-1.6887476		-1.1145694		-1.4369485		-2.1447692		-1.6679568		-1.2314718		-0.52300835		-0.91981125		-0.7559538		-0.15648651		-0.43514633		-1.1008224		-0.73808193		-0.30038357		No		Yes		Yes		U35_44k_v1_1837		LOC_Os03g04340.1		ref|NP_001048891.1| 0.0  Os03g0136200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04340.1 0.0 24-methylenesterol C-methyltransferase 2 putative expressed		TGTATCGTCGTCGGCTATATTTTGCCCTGAAAAATCAGATGGAGGTTGTGCATGAAAAAA		6698		AT1G20330.1

		47108		CUST_9783_PI390587928		4.310434		4.414187		4.7388043		4.7746024		3.3323758		3.719434		3.9815435		4.7528605		2.762742		3.385172		3.3895957		4.17024		-1.9698122		-1.6186072		-1.6902783		-1.0151844		-2.9234903		-2.0406306		-2.5477233		-1.5203068		-1.5476918		-0.69475293		-0.7572608		-0.021741867		-0.9780581		-1.0290151		-1.3492086		-0.6043625		Yes		No		No		U35_44k_v1_47108		LOC_Os10g40050.1		ref|NP_001065302.1| 1e-69  Os10g0548200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40050.1 3e-71 TPR Domain containing protein expressed		CAGTGAATCTTGCCCGGTCACTATGTAAGGTAAGAATACTATCATATGGTTTGATAAAAT		47908		AT1G76630.1

		19171		CUST_20405_PI390587928		8.993811		8.440537		7.8346505		9.04055		9.016543		9.0716715		9.008273		8.625789		8.856883		8.920512		9.077492		9.339653		1.0158819		1.548782		2.255774		-1.3330783		-1.099561		1.3947192		2.3666415		1.230379		-0.1369276		0.63113403		1.1736226		-0.41476154		0.022732735		0.47997475		1.2428412		0.29910278		No		Yes		Yes		U35_44k_v1_19171		LOC_Os11g11990.1		emb|CAD45034.1| 0.0  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os11g11990.1 1e-152 NB-ARC domain containing protein expressed		TCATGCTGTAATACTGATTTCAGGAAACAGTTGTATCGAACATGTGAGAAAACAATGTTG		12222		AT3G07040.1

		6025		CUST_39077_PI390587928		8.616049		9.186423		8.0006895		7.6247106		7.6578937		7.5808716		5.5698543		4.785026		7.1825805		7.7485237		5.7011905		7.301538		-1.9428239		-3.043121		-5.392055		-7.1586347		-2.7009525		-2.7092614		-4.922868		-1.2510787		-1.4334683		-1.6055517		-2.4308352		-2.8396845		-0.95815516		-1.4378996		-2.299499		-0.32317257		Yes		No		No		U35_44k_v1_6025		LOC_Os10g16974.1		ref|NP_001064333.1| e-150  Os10g0317900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g16974.1 1e-152 flavonoid 3-monooxygenase putative expressed		CCGTTTTCGACTAAAATAATTCCACCTACTTGTGTATTGCTTTGCACTCATTAGTAACAA		12571		AT5G07990.1

		18257		CUST_17594_PI390587928		10.500663		9.209954		8.724257		10.52979		10.599527		9.574006		9.785233		10.844818		10.416367		9.704541		9.587145		10.876727		1.0709302		1.2870355		2.0863411		1.244036		-1.0601704		1.4089173		1.8186746		1.2718576		-0.08429623		0.36405182		1.0609751		0.3150282		0.098864555		0.49458694		0.8628874		0.34693718		No		Yes		Yes		U35_44k_v1_18257		LOC_Os01g67480.1		gb|EAY76849.1| 8e-58  hypothetical protein OsI_004696 [Oryza sativa (indica cultivar-group)]		LOC_Os01g67480.1 2e-59 helix-loop-helix DNA-binding domain containing protein expressed		TTAAGTATGTAAGGCATTGTCAATCTTTCATTTCAACGCAAGTTGGATTTGCTTCTGCTT		10775		AT1G05805.1

		5224		CUST_3725_PI390587928		5.839458		7.0203643		6.2682796		6.6878705		5.517199		6.4639874		5.2579484		5.1417136		4.7735076		5.4111214		5.1847053		6.182697		-1.2502867		-1.4705715		-2.0143735		-2.9203815		-2.0935485		-3.050917		-2.11928		-1.4192942		-1.0659504		-0.55637693		-1.0103312		-1.5461569		-0.32225895		-1.6092429		-1.0835743		-0.5051737		Yes		No		No		U35_44k_v1_5224		LOC_Os07g44090.1		gb|EAZ04826.1| 1e-69  hypothetical protein OsI_026058 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44090.1 3e-71 myb-related protein Hv33 putative expressed		AGGTCAAGAACTTCTGGAACTCCTTCATCAAGAAGAAGCTCCGCCAGCGCGGCATCGACC		19532		AT5G26660.1

		7123		CUST_19197_PI390587928		11.393752		10.279312		9.904423		10.803969		10.171948		11.145112		16.706453		16.786469		9.641674		11.939404		16.175201		15.78308		-2.3323812		1.8223498		111.58742		63.228325		-3.368434		3.1603653		77.21336		31.539999		-1.752078		0.8657999		6.8020306		5.982499		-1.2218037		1.6600914		6.2707787		4.9791107		Yes		Yes		Yes		U35_44k_v1_7123		-		No hits found		No hits found		TCGATGTATGTACTGCATGTGCGTGTGTTTGTGTGGTAAAAAAGTGTCAACGGGTCGATC		15107		0

		11598		CUST_16690_PI390587928		3.933355		2.4408643		1.6335888		2.597421		2.9850447		1.7926106		2.1904209		1.7277495		3.0615025		2.3021376		3.2049065		2.5077195		-1.9296114		-1.5672699		1.4710355		-1.8272468		-1.8300114		-1.1009331		2.97176		-1.06415		-0.87185264		-0.6482537		0.5568321		-0.86967146		-0.9483104		-0.13872671		1.5713177		-0.089701414		No		Yes		Yes		U35_44k_v1_11598		-		No hits found		No hits found		GTCTGCAGTCCAGTCTTATCTTTCTTACCCTGAGTATTATTAACTATCTAACATGTTCAC		35259		0

		27825		CUST_23033_PI390587928		4.194283		4.93963		4.201179		4.596107		5.9387107		8.765319		10.224738		8.6485815		7.3044677		9.08979		9.08895		5.327144		3.350619		14.179049		65.053696		16.592674		8.634932		17.755085		29.605045		1.6598319		3.1101847		3.8256888		6.023559		4.0524745		1.7444277		4.1501603		4.887771		0.73103714		Yes		Yes		Yes		U35_44k_v1_27825		-		No hits found		No hits found		TCGTATATGTGTTCATCTAGCTGAGAAACAATAAGGTCTCATTCACCTCACGTCATCAAA		24733		0

		24820		CUST_27794_PI390587928		4.618954		4.8316054		5.2812457		5.1151733		4.3776593		3.7087955		4.152687		3.0137665		4.3936405		4.003484		4.5913525		4.8139253		-1.1820531		-2.177707		-2.1864018		-4.2912765		-1.1690314		-1.7753724		-1.6131642		-1.2322099		-0.22531366		-1.1228099		-1.1285586		-2.1014068		-0.24129486		-0.82812166		-0.68989325		-0.30124807		Yes		No		No		U35_44k_v1_24820		-		gb|EAZ24373.1| 1e-30  hypothetical protein OsJ_007856 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48300.1 3e-32 F-box domain containing protein		CTGAATGATTGAATTCTTATAAAGTTATAAGAGGGGACATTGTGACCAGCGGCCGCTCGA		25703		0

		6989		CUST_9180_PI390587928		7.707166		8.290149		7.4194083		8.382636		8.392357		8.851627		9.397267		9.020412		8.720419		9.191301		9.163704		8.613288		1.6079144		1.475781		3.9390807		1.5559292		2.018457		1.8675574		3.3503122		1.173365		1.0132527		0.5614786		1.977859		0.6377764		0.6851907		0.9011526		1.7442956		0.23065186		No		Yes		Yes		U35_44k_v1_6989		LOC_Os02g47350.1		ref|NP_001047846.1| 3e-82  Os02g0701900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47350.1 7e-84 3-ketodihydrosphingosine reductase precursor putative expressed		GTTGTTATTTTTGACCAATTGAACAGTGTTGCTAATTCCACTTAGCACGTTGTAGTGGAA		25446		AT3G06060.1

		3352		CUST_18270_PI390587928		10.470887		10.524741		10.367597		11.067861		10.692866		10.790715		11.842351		11.244096		10.888818		11.063186		11.493435		11.246188		1.1663325		1.2024477		2.7793632		1.1299314		1.3360099		1.4524057		2.1822832		1.1315714		0.4179306		0.26597404		1.4747543		0.1762352		0.22197914		0.5384445		1.1258383		0.17832756		No		Yes		Yes		U35_44k_v1_3352		LOC_Os03g02756.1		gb|AAO46087.1| 0.0  putative callose synthase [Hordeum vulgare subsp. vulgare]		LOC_Os03g02756.1 0.0 13-beta-glucan synthase component bgs3 putative expressed		GGTGATTTTGGGGTAAAAGAATATGGATAAGATTGCGATATTGTGAATTCCATATGGGTT		8428		AT3G07160.1

		18445		CUST_24218_PI390587928		8.982395		9.2070675		8.9090605		9.842729		9.043322		9.128644		9.966661		9.731301		9.101539		9.36461		9.7382		9.915303		1.0431354		-1.0558636		2.0814674		-1.0802965		1.0860898		1.1153853		1.7766256		1.0515916		0.119143486		-0.0784235		1.057601		-0.11142731		0.060926437		0.15754223		0.8291397		0.072574615		No		Yes		Yes		U35_44k_v1_18445		LOC_Os05g40780.1		ref|NP_001055878.1| 2e-31  Os05g0486200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g40780.1 4e-33 keratinocytes-associated protein 2 putative expressed		TTGTAGATGGAATCAGAAACTAATATCCACACCCTCCGTCAGACTTTCTCAACCCAATCA		9210		AT1G77350.2

		8408		CUST_31154_PI390587928		11.675191		11.587329		11.371736		11.0920105		12.108803		12.204099		12.656125		12.36552		12.654267		12.559476		12.360744		10.687463		1.3506107		1.533438		2.4357896		2.4174886		1.9712031		1.9617579		1.984821		-1.3236738		0.9790764		0.6167698		1.2843895		1.273509		0.43361187		0.972147		0.9890089		-0.4045477		No		Yes		Yes		U35_44k_v1_8408		LOC_Os03g57450.1		gb|EAZ28845.1| 3e-32  hypothetical protein OsJ_012328 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57450.1 6e-34 calcium-dependent protein kinase isoform AK1 putative expressed		GTATTGTACTACAAAAGGCATCCCCCGCCTCCTTGTAACCACACCGTTACAAGTTGTATA		16998		AT5G04870.1

		1324		CUST_36903_PI390587928		8.152652		8.424278		7.355676		7.348764		8.419604		8.344157		8.198529		9.500205		8.217719		8.369058		8.212621		8.426869		1.2032634		-1.0571067		1.7935936		4.4427133		1.0461338		-1.0390179		1.8111984		2.1112618		0.06506729		-0.08012104		0.84285307		2.151441		0.2669525		-0.055220604		0.85694456		1.0781054		No		Yes		Yes		U35_44k_v1_1324		LOC_Os06g05120.2		gb|ABL85054.1| 2e-09  hypothetical protein 57h21.29 [Brachypodium sylvaticum]		LOC_Os06g05120.2 2e-10 expressed protein		ATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTGGAGATGAGTTTCCTTTTCTAAAAAA		4033		0

		26329		CUST_3813_PI390587928		8.562583		8.957498		9.564778		9.322147		8.32338		8.559912		8.477165		8.599996		7.8906975		7.9215508		8.322768		8.873959		-1.18034		-1.3173018		-2.1252213		-1.6496406		-1.5931537		-2.050459		-2.3652785		-1.3643264		-0.6718855		-0.39758587		-1.0876131		-0.72215176		-0.2392025		-1.0359468		-1.2420101		-0.44818878		No		Yes		Yes		U35_44k_v1_26329		LOC_Os06g21390.4		ref|NP_001057505.1| 2e-72  Os06g0318700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g21390.2 5e-74 makorin-1 putative expressed		GGTGGGGCTCATATCAAGCTCTGCAAGAGAAACAACAAACGTCTTGAGGCCTTGAAAAAA		24864		AT3G08505.1

		39931		CUST_18076_PI390587928		5.630013		5.1433196		5.851406		6.3485827		6.3115287		7.2285748		7.6371956		6.3293004		6.1447644		7.3763547		7.5328884		6.3858657		1.6038239		4.243501		3.448071		-1.0134553		1.428748		4.7012196		3.2075734		1.0261794		0.51475143		2.0852551		1.7857895		-0.019282341		0.6815157		2.233035		1.6814823		0.037282944		Yes		Yes		Yes		U35_44k_v1_39931		LOC_Os01g67054.1		gb|ABR15365.1| 1e-10  calreticulin [Triticum aestivum]		LOC_Os01g67054.2 5e-13 calreticulin-3 precursor putative expressed		TTTACTGAACCTGCTGCTGATATCCGGTAAGCAGTGTCTTACTTTTTTGTATATTATAGG		36192		0

		2839		CUST_37428_PI390587928		14.564933		14.452327		15.910737		15.235087		14.16833		14.019508		14.446064		13.653915		13.989441		14.406265		14.910107		14.898354		-1.3164043		-1.349868		-2.760009		-2.9921281		-1.4901855		-1.0324426		-2.000874		-1.2628943		-0.5754919		-0.4328184		-1.464673		-1.581172		-0.39660263		-0.046061516		-1.0006304		-0.33673382		No		Yes		Yes		U35_44k_v1_2839		LOC_Os03g60509.2		sp|Q8S3X0|CFI_HORVU e-101  Chalcone--flavonone isomerase (Chalcone isomerase)		LOC_Os03g60509.2 1e-85 expressed protein		CATGCGCATGCAACCATGGATAACTATGATTCTGATGATGATTTACTTGGATTTGAATTA		9047		AT3G55120.1

		20965		CUST_31717_PI390587928		10.377231		10.544396		10.444112		10.437877		13.32912		13.002019		14.820243		12.387876		13.9857		14.386893		14.101181		10.421269		7.7376156		5.4931073		20.765707		3.8637424		12.197124		14.345207		12.615008		-1.0115778		3.608469		2.4576225		4.376131		1.9499989		2.951889		3.8424969		3.6570692		-0.016607285		Yes		Yes		Yes		U35_44k_v1_20965		LOC_Os02g39330.1		ref|NP_001047373.1| e-125  Os02g0605900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g39330.1 1e-127 endochitinase PR4 precursor putative expressed		GCATCTGATTCGGACAAACATATTCAGGAAATGACTGCTTTCGGATTTGATATTATAGAT		14498		AT3G54420.1

		15970		CUST_6415_PI390587928		5.498998		6.812565		6.7346396		7.133077		4.82956		5.4424763		5.0778666		5.675686		4.717378		5.332051		5.0631166		7.527242		-1.5904537		-2.5848644		-3.1531048		-2.7461135		-1.7190602		-2.7904813		-3.1855073		1.3141819		-0.78162		-1.3700886		-1.6567731		-1.4573913		-0.66943836		-1.480514		-1.6715231		0.39416504		Yes		Yes		Yes		U35_44k_v1_15970		LOC_Os11g07670.1		ref|NP_001065888.1| 4e-62  Os11g0178800 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g07670.1 7e-64 disease resistance response protein 206 putative expressed		GTGTGATTTGTGGTTTTGTTAACTGATGGGTCAACTTTTGGAAGGATAATAGGAAATGTT		4335		AT1G65870.1

		7783		CUST_5792_PI390587928		9.96304		11.206962		11.487784		9.157814		8.926083		9.850994		8.884404		7.4732018		8.324174		9.410489		9.151486		8.415721		-2.051896		-2.5596871		-6.077088		-3.21454		-3.1142104		-3.4736986		-5.050051		-1.6726007		-1.6388664		-1.3559675		-2.6033802		-1.6846123		-1.0369577		-1.7964725		-2.336298		-0.7420931		Yes		Yes		Yes		U35_44k_v1_7783		LOC_Os01g63854.1		gb|EAZ14203.1| 6e-51  hypothetical protein OsJ_004028 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63854.1 1e-52 amino acid permease putative expressed		TGTATCTGTTGATGCTGCAAAAACCCGTGCCCCGAAATCCCCGAATTTGTTTCCAAAAAA		15614		AT1G08230.2

		20170		CUST_41165_PI390587928		6.307342		6.9987493		5.060903		5.6209903		7.2607117		7.7782955		8.035718		6.6846943		7.4357867		8.138804		7.789026		6.3652725		1.93639		1.7165909		7.861556		2.0902913		2.1862292		2.2038946		6.625929		1.6751406		1.1284447		0.77954626		2.974815		1.063704		0.9533696		1.1400552		2.7281227		0.74428225		Yes		Yes		Yes		U35_44k_v1_20170		LOC_Os02g46962.3		gb|EAY87167.1| 4e-86  hypothetical protein OsI_008400 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46962.3 7e-88 protein transporter putative expressed		AGAACACTCATCGTCGTCACATTATGCATCAATAAGTCTCACATCCAATGTTTTTAGACA		12360		AT5G16880.2

		34436		CUST_15682_PI390587928		1.7494946		2.1622365		2.5992785		2.273834		2.3702672		2.7811062		4.987268		3.0623872		4.1383677		4.7291427		4.857092		2.5256417		1.5376984		1.5356717		5.2342744		1.7273414		5.237481		5.925374		4.782661		1.1906981		2.388873		0.6188698		2.3879895		0.78855324		0.6207726		2.5669062		2.2578135		0.2518077		Yes		Yes		Yes		U35_44k_v1_34436		LOC_Os02g13780.1		gb|EAY85112.1| 1e-34  hypothetical protein OsI_006345 [Oryza sativa (indica cultivar-group)]		LOC_Os02g13780.1 2e-36 receptor-like protein kinase precursor putative		CCCACTAGTGGAGTGTTTTCTAATACAAGTGGTATTTTTGTCCAAGGAAATCCACACCTT		None		AT3G47570.1

		8947		CUST_7531_PI390587928		4.879677		6.2593856		3.8613863		3.6993294		4.168846		5.7067795		1.5984441		2.420021		4.2209854		4.9367356		2.3893826		3.4158287		-1.6367463		-1.4667329		-4.7996936		-2.4272258		-1.5786501		-2.5012512		-2.774069		-1.2171447		-0.6586914		-0.5526061		-2.2629423		-1.2793083		-0.7108307		-1.32265		-1.4720037		-0.28350067		Yes		Yes		Yes		U35_44k_v1_8947		LOC_Os03g20450.1		gb|ABF95661.1| 4e-40  Leucine Rich Repeat family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20450.1 8e-42 ATP binding protein putative expressed		TTGTGCATTTGCGATTCTGGACATCTGATAGGAAATAAGAAGGTTGCATTGATTCGTTTT		20819		AT4G20940.1

		11225		CUST_24407_PI390587928		4.037757		2.7876947		3.6774242		4.6020184		3.3714025		2.8807907		2.3573782		2.4019518		2.2861483		2.4182155		1.79962		3.1400414		-1.5870575		1.0666568		-2.4967406		-4.5950055		-3.3673382		-1.2918863		-3.6751525		-2.754856		-1.7516086		0.09309602		-1.320046		-2.2000666		-0.6663544		-0.36947918		-1.8778042		-1.461977		Yes		No		No		U35_44k_v1_11225		LOC_Os10g03780.1		ref|NP_001064090.1| 4e-28  Os10g0128200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g03780.1 3e-26 F-box domain containing protein expressed		AATATCTGCAGCTTCTTCCCTCGGTATTCAATTCAACCTACTTGAAAAGACTGCACATTA		23370		AT3G59200.1

		4053		CUST_4771_PI390587928		8.232696		8.278145		7.303633		8.553212		8.649122		8.527293		9.153008		8.795749		8.549673		8.837711		8.7193575		8.56746		1.3346179		1.1885053		3.603441		1.1830709		1.245718		1.4738263		2.6679363		1.0099248		0.3169775		0.24914837		1.8493752		0.24253654		0.41642666		0.5595665		1.4157243		0.014247894		No		Yes		Yes		U35_44k_v1_4053		LOC_Os01g68324.2		ref|NP_001045159.1| 0.0  Os01g0911200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68324.2 0.0 dolichyl-diphosphooligosaccharide--protein glycosyltransferase 63 kDasubunit precursor putative expressed		TTTATTCGTGGTGCCAGGTTCTGCGAGGCAATTCAAAATTGTTCTAGATTTTCTTGGATT		8784		AT4G21150.1

		32867		CUST_13215_PI390587928		3.7698023		3.0068493		4.096367		4.305906		2.9768353		2.5907974		5.660635		5.4892974		2.6825244		3.3319333		5.647387		5.7748084		-1.7326342		-1.3342712		2.9572744		2.2711005		-2.1247275		1.2527374		2.9302428		2.7681124		-1.0872779		-0.41605186		1.5642681		1.1833916		-0.7929671		0.32508397		1.5510201		1.4689026		No		Yes		Yes		U35_44k_v1_32867		-		gb|EAZ29248.1| 2e-08  hypothetical protein OsJ_012731 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g62430.1 2e-10 OsWAK28 - OsWAK receptor-like protein kinase expressed		GAATGTGTTGATAAATTCAGTGTAAGAATGCCTACAGAAGATTCAGAGCAAGAGATGGTA		None		0

		27948		CUST_6424_PI390587928		8.311585		8.426479		7.705805		8.058711		8.065742		8.1388235		6.674957		7.555494		7.7928963		7.7467804		6.9565444		7.9305496		-1.1857861		-1.2206553		-2.0432248		-1.4173708		-1.432653		-1.6018054		-1.6809309		-1.0929		-0.51868916		-0.28765583		-1.030848		-0.5032172		-0.24584389		-0.67969894		-0.7492604		-0.12816143		No		Yes		Yes		U35_44k_v1_27948		LOC_Os04g44030.1		ref|NP_001053334.1| 4e-42  Os04g0520900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44030.1 1e-43 expressed protein		GCATTATACTATTGTACTTGGCATGGAAGAACAGTTTAGATAGCTGTAATGCTGTACTTC		21917		0

		27517		CUST_21062_PI390587928		8.804496		9.232254		9.274814		8.819691		8.699573		8.899674		8.605137		7.688071		8.727677		8.737895		8.682482		8.257392		-1.0754372		-1.259263		-1.5907166		-2.1910462		-1.0546896		-1.4086947		-1.5076817		-1.4766202		-0.076818466		-0.3325796		-0.6696768		-1.1316199		-0.10492325		-0.49435902		-0.5923319		-0.5622988		No		Yes		Yes		U35_44k_v1_27517		LOC_Os02g13980.1		gb|EAY85128.1| 1e-19  hypothetical protein OsI_006361 [Oryza sativa (indica cultivar-group)]		LOC_Os02g13980.1 2e-21 expressed protein		GAGGCTGGGGTAACTTGTTCTTGTTTGAAAATTGACCGATATCAATGCAATCTGTTTTTA		25740		0

		31495		CUST_4221_PI390587928		4.8649554		5.2431583		4.0272436		3.9282272		4.5175505		4.5072656		3.9022892		2.9415658		4.23784		3.9049656		2.8189805		2.2922008		-1.2722701		-1.6654278		-1.0904733		-1.9815941		-1.5444736		-2.528344		-2.310593		-3.1080859		-0.62711525		-0.7358928		-0.12495446		-0.98666143		-0.34740496		-1.3381927		-1.2082632		-1.6360264		Yes		No		No		U35_44k_v1_31495		LOC_Os03g03164.2		ref|NP_001048805.1| 3e-17  Os03g0123500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03164.2 7e-19 homeobox protein HD1 putative expressed		AAGAAAAGCTCCTCTCTGGCGACCCTCTGTCTAACTCTAATCTAGCCGGCCGGCCAACAG		4742		AT1G62990.1

		15780		CUST_10358_PI390587928		8.70404		7.83049		7.9497223		8.730256		8.7549095		7.529436		9.605178		9.877632		8.689307		7.797854		8.80173		8.432157		1.0358894		-1.2320442		3.1502266		2.2151065		-1.010264		-1.0228795		1.8050113		-1.2295237		-0.014732361		-0.301054		1.6554556		1.1473761		0.05086994		-0.032636166		0.85200787		-0.29809952		No		Yes		Yes		U35_44k_v1_15780		LOC_Os04g32920.5		gb|AAC39315.1| 0.0  putative high-affinity potassium transporter [Hordeum vulgare]		LOC_Os04g32920.5 0.0 potassium transporter 1 putative expressed		CTCAAGTTTGAATGTATCCTCCCAGGCATAAGCAAGGCTCATATCTTTTTTCCCAAAAAA		6920		AT4G13420.1

		15508		CUST_21119_PI390587928		10.299793		9.903336		9.046973		9.643906		10.65828		11.546681		14.469905		13.118928		11.251717		12.985677		14.259183		11.851878		1.2820808		3.1238947		42.900772		11.119517		1.9344499		8.469878		37.07076		4.620255		0.9519234		1.6433458		5.4229317		3.4750223		0.35848713		3.0823412		5.2122097		2.2079725		Yes		Yes		Yes		U35_44k_v1_15508		LOC_Os11g31530.1		gb|EAY81075.1| 2e-67  hypothetical protein OsI_035034 [Oryza sativa (indica cultivar-group)]		LOC_Os11g31540.1 1e-68 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TTCATGTGCATCTTTACTGCATATCCGGTGTTATCCATTTTGTATACTCATATCTCGGGA		3636		AT1G71830.1

		6077		CUST_37352_PI390587928		5.8685684		6.3517365		6.8480897		5.800504		6.0593905		6.086302		5.738621		5.687664		5.5287037		5.842853		5.9652915		5.8206353		1.1414139		-1.2019982		-2.1576614		-1.081355		-1.2656379		-1.4229485		-1.8439482		1.0140517		-0.33986473		-0.26543474		-1.1094685		-0.112840176		0.19082212		-0.5088835		-0.8827982		0.020131111		No		Yes		Yes		U35_44k_v1_6077		LOC_Os11g38990.3		ref|NP_001068235.1| 6e-93  Os11g0602900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g38990.3 1e-94 peptidyl-prolyl cis-trans isomerase A precursor putative expressed		GAATTATGTCGTATGGGTCAACAACGACCCCAATCGAATGAGCCTTTTCTGATTAAAAAA		13715		AT1G26940.1

		10242		CUST_40065_PI390587928		12.521558		12.778501		11.487502		11.873146		11.981155		11.534812		9.767106		9.72646		11.829091		11.677724		9.779304		11.188218		-1.4543781		-2.368032		-3.2952685		-4.4280934		-1.6160443		-2.1447012		-3.2675257		-1.6076217		-0.69246674		-1.2436886		-1.720396		-2.1466856		-0.5404024		-1.1007767		-1.7081985		-0.68492794		Yes		No		No		U35_44k_v1_10242		LOC_Os09g25490.1		ref|NP_001105532.1| 2e-71  cellulose synthase catalytic subunit 12 [Zea mays]		LOC_Os09g25490.1 2e-72 CESA9 - cellulose synthase expressed		GTGTAATATTTTGGGGGCCAGAAATGGTTTAAACAAGAATTGAACAGAGGACCGGAAAAA		20165		AT5G17420.1

		49212		CUST_22905_PI390587928		13.277879		13.902953		14.278194		13.998795		13.45943		13.347324		15.870083		14.512875		13.738122		14.148452		15.151456		14.359988		1.1341025		-1.469809		3.0144367		1.4280832		1.3757738		1.1855024		1.8317993		1.2844882		0.46024323		-0.5556288		1.5918884		0.51408005		0.18155098		0.24549866		0.87326145		0.36119366		No		Yes		Yes		U35_44k_v1_49212		-		No hits found		No hits found		AAAGGCTGCGTTTGCTTTTGCCCCGAAATAAAGCCCTTATCCTTGGGTTATGTGAAAAAA		1791		0

		6929		CUST_474_PI390587928		9.84525		10.21601		9.46849		10.239226		10.593723		12.987241		11.894559		12.509152		11.316941		13.464625		12.034039		10.298214		1.6800139		6.8269005		5.374272		4.822984		2.773468		9.50453		5.9198017		1.0417345		1.4716911		2.7712307		2.4260693		2.269926		0.74847317		3.2486153		2.565549		0.058987617		Yes		Yes		Yes		U35_44k_v1_6929		LOC_Os02g53410.1		gb|EAY87712.1| 2e-08  hypothetical protein OsI_008945 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53410.1 5e-10 expressed protein		GGATTATTTCATTCTTAACAATATGTCTGCTCTCAGTTGTGAACTTGTGATCATGGTTCT		25691		0

		24473		CUST_8645_PI390587928		1.7396288		2.0365562		2.6450503		2.6506789		9.923624		8.605628		13.266453		13.952275		4.51669		3.857741		4.8624363		4.4366584		290.82254		94.9484		1575.2911		2524.1758		6.8545456		3.533713		4.650501		3.4485252		2.777061		6.569072		10.621403		11.301597		8.183995		1.8211849		2.217386		1.7859795		Yes		Yes		Yes		U35_44k_v1_24473		-		No hits found		No hits found		GTGGGATCGGGCGATATTTAGCTAACTATCTCGAAAAAATATGAATTCGTTTCCAAAAAA		20747		0

		18944		CUST_9607_PI390587928		11.600743		11.506211		10.580167		12.201683		13.784584		14.437065		16.643942		15.612208		14.128388		15.388703		16.179821		14.159566		4.5436153		7.6256156		66.89262		10.633358		5.766297		14.748456		48.491306		3.8849146		2.527645		2.9308538		6.063775		3.4105253		2.1838408		3.882492		5.599654		1.9578829		Yes		Yes		Yes		U35_44k_v1_18944		LOC_Os03g58980.1		ref|NP_001051620.1| 1e-79  Os03g0804500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58980.1 2e-81 germin-like protein subfamily T member 2 precursor putative expressed		GACACCCCTAGAGTTGTTCACTGTTTCATGTAGTTTTGATTGGATATTTAATGAGTCAAT		10861		AT1G18970.1

		15931		CUST_25178_PI390587928		4.1472206		4.7605195		4.5919614		4.5812626		4.662407		6.186196		5.6932487		6.219414		5.206281		6.123832		5.3140826		4.3472257		1.4291787		2.6864042		2.1454606		3.1126678		2.0835743		2.5727525		1.6496058		-1.1761214		1.0590606		1.4256763		1.1012874		1.6381516		0.5151863		1.3633127		0.72212124		-0.23403692		Yes		Yes		Yes		U35_44k_v1_15931		LOC_Os06g44010.1		emb|CAH68818.1| 5e-88  putative WRKY2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g44010.1 2e-63 OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ATTCTTAAGCTACAGCGAATTCTGTAAGAAAGACATGGACGAGCAGTGGATGATGGGGCA		4385		AT4G31800.2

		49014		CUST_14981_PI390587928		15.153918		15.509822		14.742566		14.115996		14.594029		14.956409		13.329613		12.546529		14.446521		14.872388		13.812824		13.741275		-1.4741557		-1.4675528		-2.6628172		-2.9679515		-1.6328559		-1.55556		-1.9049351		-1.2965893		-0.70739746		-0.55341244		-1.4129534		-1.5694675		-0.55988884		-0.637434		-0.92974186		-0.37472153		Yes		Yes		Yes		U35_44k_v1_49014		LOC_Os03g51600.3		gb|ABR25574.1| 8e-94  tubulin alpha-3 chain [Oryza sativa (indica cultivar-group)]		LOC_Os11g14220.3 2e-95 tubulin alpha-3 chain putative expressed		TTGCTTTGCTTTGTGGTGGTTGGTTTACAACCGTGTTGTAAGAGCCTGTGGTAATGTTTG		50944		AT4G14960.2

		22907		CUST_39163_PI390587928		4.386507		4.13003		1.6554302		3.318105		4.10938		5.7658596		5.140905		6.5183277		4.597121		5.052666		4.7646685		2.381829		-1.2117796		3.1076617		11.200371		9.191006		1.1571803		1.8955756		8.629268		-1.9135823		0.21061373		1.6358294		3.4854746		3.2002227		-0.27712727		0.92263603		3.1092381		-0.93627596		Yes		Yes		Yes		U35_44k_v1_22907		LOC_Os03g43880.1		gb|EAY91156.1| 2e-47  hypothetical protein OsI_012389 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43880.1 3e-49 patatin-like protein putative expressed		CGAAGGTGGGTGATCATGTGCCAATGGCATTGTTAAAATAATACTTTCTTCGTTATAAAA		48734		AT2G39220.1

		43653		CUST_36551_PI390587928		5.711881		5.5679765		6.1695466		5.5458245		5.3081136		5.06679		4.514107		4.5624638		4.9618535		4.7447214		5.15309		5.340814		-1.3229584		-1.415377		-3.150191		-1.9770657		-1.681825		-1.7693937		-2.0229442		-1.1526947		-0.75002766		-0.5011864		-1.6554394		-0.98336077		-0.4037676		-0.82325506		-1.0164566		-0.20501041		No		Yes		Yes		U35_44k_v1_43653		LOC_Os03g17590.1		gb|EAZ26506.1| 5e-51  hypothetical protein OsJ_009989 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17590.1 1e-52 cat eye syndrome critical region protein 5 precursor putative expressed		ACTATTCATCATATTTTAAGGAAATTGACCCCCTAGCTCCTTTCAAAAAATGGAAAGTGG		40571		AT3G45740.1

		48940		CUST_23566_PI390587928		3.7264678		3.8836727		4.5590453		3.4259121		3.3807592		2.6295302		7.6203523		7.008991		2.8136597		3.651912		7.469614		5.156622		-1.270775		-2.3852534		8.347284		11.984341		-1.8827066		-1.1742672		7.5191455		3.3189106		-0.9128082		-1.2541425		3.061307		3.5830786		-0.3457086		-0.23176074		2.9105687		1.7307098		No		Yes		Yes		U35_44k_v1_48940		LOC_Os01g08440.1		gb|EAY75408.1| 2e-07  hypothetical protein OsI_003255 [Oryza sativa (indica cultivar-group)]		LOC_Os01g49240.1 2e-08 limonoid UDP-glucosyltransferase putative expressed		TGCTAAAACTGTAATTTGACATCATTCACCAGGTCAGCCGCTATAATTTGCGTCAAAAAA		None		0

		25198		CUST_41616_PI390587928		8.463989		9.267921		7.5424476		9.184082		8.440617		10.757852		13.275783		12.543841		8.535037		9.593883		12.216893		9.471204		-1.0163326		2.8087537		53.199287		10.265695		1.0504793		1.2534993		25.535734		1.2202035		0.07104778		1.4899302		5.733335		3.3597593		-0.02337265		0.3259611		4.6744456		0.28712177		Yes		Yes		Yes		U35_44k_v1_25198		LOC_Os09g16510.1		gb|ABN43180.1| 5e-23  WRKY transcription factor [Triticum aestivum]		LOC_Os09g16510.1 4e-10 OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		CGGTCTGAGTTGGACGAGGTGGTGTCCGCGCTCGTGGCCGCGGGGGCGCCCGCCATGGAG		22155		0

		46751		CUST_2000_PI390587928		11.970498		12.253524		11.81533		12.200011		12.003777		12.136973		12.882001		12.296006		12.219807		12.473953		12.51852		12.315266		1.023335		-1.0841396		2.0945952		1.0688022		1.1886374		1.1650803		1.6281017		1.083166		0.24930859		-0.116550446		1.0666714		0.09599495		0.033278465		0.22042942		0.7031908		0.1152544		No		Yes		Yes		U35_44k_v1_46751		LOC_Os03g59740.5		gb|AAP69821.1| 1e-42  ARF [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16030.4 2e-44 ADP-ribosylation factor putative expressed		GAGAGTCCTGTTCAATTTCGTAATAAGTGTTCAAGCATCTATCTGTCTATCTATCTATGC		47255		AT3G62290.1

		29779		CUST_30556_PI390587928		5.6557217		5.4931297		6.034061		5.7434487		5.24161		5.125623		5.354049		4.694858		5.159892		5.4246516		5.581058		5.2129803		-1.3324779		-1.2901211		-1.6021528		-2.0685081		-1.4101313		-1.04861		-1.3688866		-1.4443982		-0.49582958		-0.3675065		-0.68001175		-1.0485907		-0.4141116		-0.06847811		-0.45300293		-0.53046846		No		Yes		Yes		U35_44k_v1_29779		-		No hits found		No hits found		CGTGCCCGGAGTCCATGTCCTGCAGCTCCGTCAGCCTCCTCTACGTCGTCTACGACCACC		10227		0

		19754		CUST_9430_PI390587928		10.45976		10.009972		10.458789		9.877677		11.276111		10.852234		13.186337		11.472858		11.822217		12.04279		12.430183		10.33335		1.7609463		1.7928593		6.6232924		3.021325		2.5712276		4.092036		3.92147		1.3714226		1.3624573		0.84226227		2.7275486		1.5951815		0.81635094		2.0328188		1.9713945		0.45567322		Yes		Yes		Yes		U35_44k_v1_19754		LOC_Os03g19720.1		gb|EAY89735.1| 1e-44  hypothetical protein OsI_010968 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19720.1 2e-46 caltractin putative expressed		GGTTCTCGTTAACCGTGAGTTTTGAATGTATTCTAGCTGTTACCCATAAAAAATCGAAAT		11776		AT5G49480.1

		30351		CUST_18936_PI390587928		5.5873356		4.173795		4.7129		4.2749643		6.676312		5.922297		7.2225356		4.9911256		6.99868		6.3143153		6.1695194		4.073335		2.1272304		3.3600945		5.6947618		1.642805		2.6598494		4.4092097		2.7446444		-1.1499963		1.4113445		1.7485018		2.5096354		0.71616125		1.0889764		2.14052		1.4566193		-0.20162916		Yes		Yes		Yes		U35_44k_v1_30351		-		No hits found		No hits found		TCTGATTTACAGCTTCGGAGCCGGAGCCAGCTACCCCTTGGAGCCGGAGAGCAGAGGTGA		30245		0

		42895		CUST_21615_PI390587928		6.71414		6.9672585		6.6316266		5.8475094		6.307033		7.1345787		5.0299973		4.873127		5.6617775		6.1119294		4.997604		4.978004		-1.3260239		1.1229707		-3.0348585		-1.9647999		-2.073923		-1.8091713		-3.1037722		-1.8270364		-1.0523624		0.16732025		-1.6016293		-0.9743824		-0.40710688		-0.85532904		-1.6340227		-0.8695054		Yes		Yes		Yes		U35_44k_v1_42895		LOC_Os01g53070.1		gb|ABR25994.1| 6e-43  nucleoside-triphosphatase/ nucleotide binding protein [Oryza sativa (indica cultivar-group)]		LOC_Os01g53070.1 2e-44 nucleoside-triphosphatase/ nucleotide binding protein putative expressed		TTGAAAGCCAACAGAGTCTGTACCAGAGGCTTCACTAATAAATGGTTTCTAGTCAGCAAA		38872		AT4G18820.1

		18411		CUST_2085_PI390587928		10.713322		9.867181		8.974784		9.097844		11.820544		11.682471		12.395848		11.831165		12.367221		12.319509		12.130351		9.98714		2.154305		3.5193048		10.71132		6.649847		3.1468298		5.4729843		8.910875		1.8522716		1.6538992		1.8152905		3.4210644		2.7333212		1.1072226		2.4523277		3.1555672		0.8892956		Yes		Yes		Yes		U35_44k_v1_18411		-		gb|AAS93431.1| e-113  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os01g66510.1 2e-72 MLO-like protein 1 putative expressed		GGTGCCATACGTATCTTTTGGTAATGCTAGTTATTCATGTGTTCAAGGCATTATTAATTC		13968		AT4G02600.2

		7388		CUST_21317_PI390587928		5.9224114		6.3190765		7.0893407		7.039566		5.919641		5.801132		5.765457		6.4456635		5.3828197		5.2668605		6.0294375		6.6501174		-1.0019221		-1.4319135		-2.5033908		-1.5093241		-1.4535612		-2.0737128		-2.0847917		-1.3098927		-0.5395918		-0.51794434		-1.3238835		-0.5939026		-0.002770424		-1.052216		-1.0599031		-0.38944864		No		Yes		Yes		U35_44k_v1_7388		LOC_Os05g46330.1		gb|EAZ32190.1| 6e-09  hypothetical protein OsJ_015673 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g55210.1 1e-10 chloride channel-like protein CLC-g putative expressed		CTGGCTCTGGCATCCTGGAGGTGAAGGCCTACTTGAACGGTGTCGATGCACCAAACATTT		15010		0

		21600		CUST_4645_PI390587928		2.1953266		1.6378609		2.5088017		1.9604411		3.06866		2.9537876		5.7293944		1.8803992		2.6368384		3.8000047		5.2591662		1.6200908		1.8318907		2.4896219		9.321698		-1.0570487		1.3580267		4.4757943		6.7288713		-1.2660639		0.44151187		1.3159267		3.2205927		-0.080041885		0.87333345		2.1621437		2.7503645		-0.34035027		Yes		Yes		Yes		U35_44k_v1_21600		LOC_Os10g26600.1		ref|NP_001064561.1| 2e-87  Os10g0406100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g26600.1 5e-89 soluble inorganic pyrophosphatase putative expressed		TCGGCATAGTGTTTCGTTATATCCGAATCAACGCTTGAAACATTTAGTCCTGCCAAAAAA		14314		AT1G01050.1

		1852		CUST_36376_PI390587928		12.390156		11.926745		10.822949		11.621723		12.251704		12.306972		12.224139		12.3286705		12.549018		12.641327		11.749038		11.63538		-1.1007231		1.3015459		2.6411932		1.6323465		1.1164062		1.6410071		1.9001172		1.009511		0.15886211		0.38022614		1.4011898		0.7069473		-0.13845158		0.7145815		0.92608833		0.013656616		No		Yes		Yes		U35_44k_v1_1852		LOC_Os04g43680.1		gb|AAT37168.1| 2e-89  transcription factor Myb2 [Triticum aestivum]		LOC_Os04g43680.1 3e-63 myb-related protein Myb4 putative expressed		TGCATTCTCTGTACTATCATGGAGTTTATCTGAAATGGAGTCTGTCTGTCCGCTTTTCTC		5841		AT3G23250.1

		10355		CUST_13907_PI390587928		10.738688		10.383434		9.909813		9.979733		11.003083		10.302596		11.41267		11.049787		11.346196		10.872726		11.253913		10.430214		1.201132		-1.0576323		2.8340342		2.0995107		1.5236248		1.4037559		2.5387177		1.3664953		0.6075077		-0.0808382		1.5028572		1.0700531		0.26439476		0.48929214		1.3441		0.45048046		No		Yes		Yes		U35_44k_v1_10355		LOC_Os05g42270.1		gb|EAY98602.1| 2e-62  hypothetical protein OsI_019835 [Oryza sativa (indica cultivar-group)]		LOC_Os05g42270.1 3e-64 1-acyl-sn-glycerol-3-phosphate acyltransferase 4 putative expressed		CGGTTGGGTTACAAAGTGGATGGAGCCAAATCGCTCGCCATAAGGTAATCGAAACTTAAA		19044		AT1G75020.2

		19583		CUST_183_PI390587928		13.01899		12.977745		12.86793		12.654106		12.665288		12.360873		11.778523		11.834526		12.7716675		12.39233		12.071713		12.240304		-1.277835		-1.5335464		-2.1278656		-1.7648922		-1.1870018		-1.5004704		-1.7365416		-1.3321921		-0.24732208		-0.61687183		-1.089407		-0.8195801		-0.3537016		-0.5854149		-0.79621696		-0.41380215		No		Yes		Yes		U35_44k_v1_19583		LOC_Os01g05070.1		ref|NP_001042001.1| e-117  Os01g0144000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g05070.1 1e-119 expressed protein		TTGTCATGTGACTTTGATGGGTGTCATTGTCGTAATTTGGATGATGTTTGAGGTAAAAAA		12729		AT3G49720.2

		9885		CUST_35689_PI390587928		7.366831		7.4318924		5.7651086		4.2909513		7.270038		6.7011323		3.560208		1.9955364		6.515224		6.11418		4.2670403		2.9742334		-1.0693934		-1.6595132		-4.6104274		-4.9089518		-1.8045096		-2.4927053		-2.8246427		-2.4909875		-0.85160685		-0.7307601		-2.2049005		-2.295415		-0.0967927		-1.3177123		-1.4980683		-1.3167179		Yes		No		No		U35_44k_v1_9885		LOC_Os09g37452.1		dbj|BAD46461.1| 1e-32  putative auxin induced protein [Oryza sativa Japonica Group]		LOC_Os09g37460.1 2e-34 OsSAUR51 - Auxin-responsive SAUR gene family member expressed		ACGGACAGCCTCATGTAAGATTCAATGATCACAATAAATGATACAAAGAACACTTTTCTG		21851		0

		14156		CUST_38249_PI390587928		10.243169		9.778046		9.907488		8.595814		13.828181		13.406241		13.950901		11.935571		14.66555		14.888951		13.995304		9.747955		12.000416		12.3650465		16.488785		10.124347		21.442205		34.55699		17.004166		2.2224355		4.4223814		3.6281958		4.043413		3.339757		3.5850124		5.1109056		4.087816		1.1521416		Yes		Yes		Yes		U35_44k_v1_14156		LOC_Os07g44499.1		ref|NP_001060413.1| 1e-74  Os07g0639000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44550.1 2e-76 peroxidase 1 precursor putative expressed		AGATGTAACTCCGTCTAGCTACTGCCATTGTTGGTTTTCTCATACTACTAAAACTCTGTG		7081		AT5G51890.1

		30865		CUST_32037_PI390587928		4.717893		5.479079		5.1637034		4.758579		4.0109468		4.9793773		2.3346293		2.8740327		4.239887		4.87047		2.8206756		3.7419612		-1.6323454		-1.413921		-7.1061797		-3.6923673		-1.3928171		-1.524788		-5.073663		-2.02317		-0.4780059		-0.4997015		-2.8290741		-1.884546		-0.7069464		-0.6086087		-2.3430278		-1.0166175		Yes		Yes		Yes		U35_44k_v1_30865		-		No hits found		No hits found		CCCGATCGACAAGCTTATAATTGACTGCTACTTTTCCTTGCTTGCTTATACAATATTGGT		30973		0

		21491		CUST_20386_PI390587928		4.7239428		4.84827		5.398653		6.652536		5.297947		7.835043		10.553273		8.94804		6.0502267		9.099708		10.762141		9.3104105		1.4886496		7.926989		35.620113		4.909255		2.5075595		19.046284		41.16905		6.311026		1.3262839		2.986773		5.15462		2.295504		0.5740042		4.2514377		5.363488		2.6578746		Yes		Yes		Yes		U35_44k_v1_21491		-		ref|NP_001061385.1| 5e-05  Os08g0256700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g15710.1 1e-06 expressed protein		TTGCGAGTTTGAGTTATGTAATGCCTTTCGGTTGTTGTGTACTTTCAAAATCTCTTTTCC		36598		0

		32525		CUST_22232_PI390587928		4.775967		3.85377		3.7830832		4.371282		3.8476164		3.3588836		3.1748521		2.9339952		3.6899936		3.7336833		3.5561483		3.69463		-1.9030991		-1.4092097		-1.5243889		-2.708111		-2.1228075		-1.0868001		-1.1703458		-1.5984262		-1.0859735		-0.4948864		-0.60823107		-1.4372869		-0.9283507		-0.12008667		-0.22693491		-0.6766522		No		Yes		Yes		U35_44k_v1_32525		LOC_Os03g62660.1		gb|EAY92544.1| 4e-53  hypothetical protein OsI_013777 [Oryza sativa (indica cultivar-group)]		LOC_Os03g62660.1 1e-54 transposon protein putative unclassified expressed		TCAACTTCTACAAGCGCTACGCCCTGCGCACCGGCTTCGGCGTCTGCGTCAAGAAGTCCT		None		0

		30518		CUST_9699_PI390587928		4.42392		4.339354		3.8304129		5.7420793		6.382179		7.531676		3.8819873		5.093662		6.34197		7.0486865		5.746966		6.014217		3.8859265		9.140808		1.0363953		-1.5674479		3.7791185		6.5401897		3.7752		1.2075958		1.9180498		3.1923218		0.05157447		-0.6484175		1.9582586		2.7093325		1.916553		0.27213764		Yes		No		No		U35_44k_v1_30518		LOC_Os01g21880.1		dbj|BAB21232.1| 1e-08  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g21870.1 3e-10 expressed protein		CGTTGACCTCGAGATAGAGCTTATGTTAATTGGTTGCTCGTTCTCATCGTGAACTTTTTT		30466		0

		35435		CUST_32163_PI390587928		7.6450276		7.8103614		6.920223		7.485264		7.753929		7.9749813		8.464343		7.5525413		7.7182517		8.151513		8.393528		7.6063943		1.0784068		1.1208707		2.916261		1.0477376		1.0520651		1.2667675		2.776572		1.0875868		0.07322407		0.16461992		1.5441198		0.06727743		0.1089015		0.3411517		1.4733047		0.12113047		No		Yes		Yes		U35_44k_v1_35435		-		No hits found		No hits found		CCTCGTTCATGATGGTGCAGTTGAGATATGTATCTATGTGAGAATAGTGCATTATGTGAT		30225		0

		16946		CUST_30049_PI390587928		8.079815		7.8823204		8.112218		6.3684134		7.381907		7.3886113		5.8699327		4.9314847		7.399676		7.128345		6.3909817		6.5517697		-1.6221508		-1.4080603		-4.7314596		-2.707439		-1.6022942		-1.6864334		-3.2971883		1.1355225		-0.68013906		-0.4937091		-2.2422853		-1.4369287		-0.6979079		-0.7539754		-1.7212362		0.18335629		Yes		Yes		Yes		U35_44k_v1_16946		LOC_Os04g53800.1		gb|EAZ32087.1| 5e-15  hypothetical protein OsJ_015570 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53800.1 1e-16 leucoanthocyanidin reductase putative expressed		GCAAAATAGGGTTAACCTCCTTGTTTTGTTGGTTAATAAGCTTATAACCTCCTAAAGTAC		15809		0

		49394		CUST_20652_PI390587928		14.312744		15.106631		13.54245		13.1707945		13.83328		14.733724		11.724721		11.060542		13.534394		13.827503		12.097316		12.776141		-1.3942261		-1.2949601		-3.5252583		-4.317668		-1.715168		-2.4269226		-2.7228813		-1.3146268		-0.7783499		-0.37290764		-1.817729		-2.1102524		-0.47946453		-1.2791281		-1.4451342		-0.39465332		Yes		Yes		Yes		U35_44k_v1_49394		LOC_Os01g44069.1		gb|EAY75063.1| 2e-39  hypothetical protein OsI_002910 [Oryza sativa (indica cultivar-group)]		LOC_Os01g44069.1 5e-41 glycerol-3-phosphate acyltransferase 1 putative expressed		TAGTCTGTTCGGGGGTAGTGTGTGTGTCTATTGAGTTTTCTCTTGCTGGTGTGTTGAGAA		51075		AT1G06520.1

		50876		CUST_15463_PI390587928		8.7610445		8.983824		9.957377		9.971563		8.592482		8.1728945		8.681952		8.477824		8.606537		8.285296		8.9698105		9.487842		-1.1239383		-1.7543411		-2.420701		-2.8161793		-1.1130416		-1.6228474		-1.9828382		-1.3983463		-0.15450764		-0.8109293		-1.275425		-1.4937391		-0.16856289		-0.69852734		-0.98756695		-0.48372173		No		Yes		Yes		U35_44k_v1_50876		-		No hits found		No hits found		ATTAAGCATTTTAAGGGCATGTTTCCCGCGTTTAGCCGCGTGGAGGACCTTATAAGGTAT		39658		0

		701		CUST_41539_PI390587928		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		-1.0452213		-1.1029176		4.7070065		23.962404		1.290716		1.2223146		3.4528747		3.2263699		0.3681717		-0.141325		2.2348099		4.5827007		-0.06380844		0.28961563		1.7877979		1.6899118		Yes		Yes		Yes		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		TGTGTAGAGCGTGTAAATGTAATCCTATATATATGCGTCCATGCAAATGTCTTTCCTTTT		2213		AT4G33720.1

		45430		CUST_20424_PI390587928		6.13104		5.513267		4.914894		5.0552015		7.0917716		6.2454104		7.6721253		6.716608		7.842135		9.110345		8.210054		7.5483		1.9462965		1.6611052		6.7609744		3.1632476		3.274092		12.101197		9.816171		5.629857		1.7110949		0.7321434		2.7572312		1.6614065		0.9607315		3.5970778		3.2951603		2.4930983		Yes		Yes		Yes		U35_44k_v1_45430		LOC_Os02g12560.1		No hits found		No hits found		TGATGATTGTTGTGGTGATTTCTAACTGGATGCCCCGTGTGAAACTGAAAAGGGAAAAAA		44303		0

		29320		CUST_40536_PI390587928		3.6773777		4.6424623		4.3325176		3.302777		2.3583944		3.3303928		2.4003525		3.4295702		3.1153877		2.9496396		2.584572		2.032872		-2.4949024		-2.4829745		-3.8162751		1.091864		-1.4763042		-3.232886		-3.3587992		-2.411457		-0.56199		-1.3120694		-1.9321651		0.12679315		-1.3189833		-1.6928227		-1.7479455		-1.2699051		Yes		No		No		U35_44k_v1_29320		-		No hits found		No hits found		TTGATCGATCCATTCGGTACGGCTCTTCTACTCTGATCGTGGAGGGAAAGAGTATCAATT		28567		0

		12888		CUST_11958_PI390587928		9.749212		9.213231		9.281364		9.086801		9.903346		9.719697		11.494113		9.919444		10.29639		10.458676		11.010591		9.267991		1.1127533		1.4205661		4.635576		1.7809457		1.461224		2.370917		3.3154993		1.1338191		0.5471773		0.5064659		2.2127485		0.8326435		0.1541338		1.2454453		1.7292261		0.18119049		No		Yes		Yes		U35_44k_v1_12888		-		No hits found		No hits found		GAGGTCGAGTGATTCTGTATTTTTCTCCATGCATTAATAAAGTGCCTGCGGTATAAAAAA		24160		0

		6838		CUST_18599_PI390587928		9.067861		8.10903		8.774974		9.630038		9.447532		8.811961		11.020663		9.256504		9.52066		8.670417		10.659173		9.977383		1.3010452		1.6278089		4.7426367		-1.2955226		1.3686938		1.4756873		3.6914794		1.2722167		0.4527998		0.7029314		2.2456894		-0.3735342		0.3796711		0.56138706		1.8841991		0.3473444		No		Yes		Yes		U35_44k_v1_6838		LOC_Os04g54120.1		emb|CAH67724.1| e-120  H0613A10.7 [Oryza sativa (indica cultivar-group)]		LOC_Os04g54120.1 1e-121 serine/threonine-protein kinase receptor precursor putative		TGCCAATTCTGGTATTCGGTGTTCCATGCCCCCTTTTTTCTTATTAACTCCAAGTCAGTT		36333		AT1G65790.1

		49105		CUST_32834_PI390587928		11.338673		11.794823		11.078457		11.962739		12.114142		13.145114		12.513249		12.960739		12.658089		12.688393		12.284706		10.9082365		1.7117474		2.549636		2.7034328		1.9972296		2.4956508		1.8577675		2.3073697		-2.0770018		1.319416		1.3502913		1.4347925		0.99800014		0.7754698		0.89356995		1.2062492		-1.0545025		Yes		Yes		Yes		U35_44k_v1_49105		LOC_Os06g09310.1		No hits found		No hits found		TTTTGGCCAGCAATTCTGATGTAAACAAAGGGATGTTTGGCATTGGTGCCCCTGAAAAAA		None		0

		10131		CUST_6073_PI390587928		6.6118417		6.537771		6.0873084		7.1507797		8.205342		8.332076		9.322884		8.175276		8.517861		8.685184		9.266921		8.071138		3.0178072		3.468483		9.419008		2.0342488		3.747737		4.430324		9.060638		1.8925858		1.9060197		1.7943048		3.2355752		1.0244961		1.5935006		2.1474123		3.1796126		0.92035866		Yes		Yes		Yes		U35_44k_v1_10131		-		gb|EAY95305.1| 2e-08  hypothetical protein OsI_016538 [Oryza sativa (indica cultivar-group)]		No hits found		GAATTTGTTGCAGAGTTTATCATACGGTTTTGCTACAACTCATCTACTTTCCCTGTTTTT		36608		0

		14746		CUST_37234_PI390587928		4.26913		4.953793		5.8199534		4.9566445		4.378252		3.775116		4.727827		4.2149425		3.8594568		3.3329458		4.5485973		4.1422863		1.0785714		-2.263691		-2.1318803		-1.6721475		-1.3283851		-3.075556		-2.4138837		-1.7585157		-0.40967345		-1.1786771		-1.0921264		-0.7417021		0.1091218		-1.6208472		-1.2713561		-0.81435823		Yes		No		No		U35_44k_v1_14746		LOC_Os06g11240.1		ref|NP_001105831.1| e-142  12-oxo-phytodienoic acid reductase [Zea mays]		LOC_Os06g11210.1 1e-131 12-oxophytodienoate reductase 2 putative expressed		TGATCAGAGCTCAAGAAAAACAACTTATTCAGCTCTTCAGCAATGGAGCCCATCCCTCTC		2329		AT1G76680.1

		46698		CUST_25663_PI390587928		9.384781		9.06802		10.194237		10.153174		9.18735		8.772664		9.176024		9.116849		8.75858		8.54031		9.28067		10.116475		-1.1466544		-1.2271876		-2.0254076		-2.050997		-1.5434948		-1.4416391		-1.8836966		-1.0257643		-0.6262007		-0.2953558		-1.0182123		-1.0363255		-0.19743061		-0.52770996		-0.9135666		-0.036699295		No		Yes		Yes		U35_44k_v1_46698		LOC_Os01g26039.1		gb|EAZ11879.1| 2e-35  hypothetical protein OsJ_001704 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g26039.1 3e-37 acyltransferase/ catalytic putative expressed		ACTTAATGTCTTCCCTTAAGAGGAAGAGAAGGGAAGATCCTTACCGGAGTATTACGCGAC		47152		AT3G26840.1

		50157		CUST_29502_PI390587928		4.5942645		3.6404953		3.0441735		4.404713		4.791803		4.3714614		4.5644164		5.402553		4.743124		4.411424		4.581171		5.3814816		1.1467401		1.6597501		2.8683934		1.9970077		1.1086926		1.7063681		2.9018996		1.9680523		0.1488595		0.7309661		1.5202429		0.9978399		0.19753838		0.77092886		1.5369976		0.9767685		No		Yes		Yes		U35_44k_v1_50157		LOC_Os02g38130.1		gb|EAY94540.1| 1e-29  hypothetical protein OsI_015773 [Oryza sativa (indica cultivar-group)]		LOC_Os02g38130.1 4e-31 ANAC044 putative expressed		TAATGAAGAATACGATTCATTTGCTGGGGAAAATGATCCTCCAACCCCAATGACATACCC		52192		AT4G28500.1

		23017		CUST_30313_PI390587928		13.144028		13.2046		13.169258		12.862019		12.820003		12.841995		11.708194		11.890388		12.676804		12.482694		12.233677		12.611752		-1.2518183		-1.2857455		-2.753114		-1.9610565		-1.382447		-1.6493604		-1.9126611		-1.1894273		-0.46722412		-0.3626051		-1.4610643		-0.97163105		-0.32402515		-0.72190666		-0.9355812		-0.25026703		No		Yes		Yes		U35_44k_v1_23017		LOC_Os12g39220.1		ref|NP_001067138.1| 8e-58  Os12g0581900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39220.1 2e-59 zinc finger protein 7 putative expressed		CAGGGATTTTTTGTACTTACTAGAAGCAGCATATATAATGTCTCTGTCAGTCATCCTCAT		16907		AT1G24625.1

		8169		CUST_5711_PI390587928		9.5449705		9.57203		9.240998		10.7835455		10.62984		11.847341		13.691987		12.615705		11.080693		12.536185		13.515475		12.66257		2.1211834		4.841018		21.87163		3.5606954		2.8993363		7.8036833		19.352888		3.6782627		1.5357227		2.2753105		4.450989		1.832159		1.0848694		2.9641552		4.274477		1.8790245		Yes		Yes		Yes		U35_44k_v1_8169		LOC_Os04g37700.1		ref|NP_001052935.1| 6e-32  Os04g0450000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37700.1 1e-33 expressed protein		CTAGTGCTGTACAAATCTTAAGCCTTGTCGGTTTTAATTATATATCAAGTTGACGTGCAT		30570		0

		24669		CUST_10055_PI390587928		8.004207		8.069382		8.161095		9.201127		9.958579		11.006808		12.665761		11.242671		10.629622		12.154811		12.468974		11.2324095		3.875473		7.660436		22.700724		4.116859		6.1706214		16.976053		19.80619		4.0876803		2.6254158		2.9374266		4.5046663		2.041544		1.9543724		4.085429		4.3078794		2.0312824		Yes		Yes		Yes		U35_44k_v1_24669		LOC_Os06g06350.1		gb|ABL11229.1| 0.0  putative acyl-CoA synthetase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06350.1 0.0 ACS-like protein putative expressed		TTTGAATCTTTCCTTATCGCCGTGATAAACCCCAATCAACAAGCTCTTGAGAACTGGGCC		7604		AT4G23850.1

		18266		CUST_17561_PI390587928		6.4968834		6.230161		6.8222084		6.4053135		6.0466056		5.9366813		6.036593		6.1444306		5.9556518		5.557055		5.80991		5.990705		-1.3663033		-1.225593		-1.7238275		-1.1982117		-1.4552143		-1.5945023		-2.0171223		-1.3329369		-0.54123163		-0.29347992		-0.78561544		-0.26088285		-0.4502778		-0.6731062		-1.0122986		-0.41460848		No		Yes		Yes		U35_44k_v1_18266		LOC_Os04g58730.2		gb|EAY83518.1| e-112  hypothetical protein OsI_037477 [Oryza sativa (indica cultivar-group)]		LOC_Os07g40120.1 5e-33 expressed protein		AGCTATTTATGTGAAGACCGGAAAGTATGCCGAAATTGCCATTGTGTGTAACGACGGGAG		16893		AT2G31400.1

		17227		CUST_17252_PI390587928		4.913494		4.51972		1.6601158		2.276283		6.121731		4.2231793		8.460784		6.9849668		5.250107		4.672542		7.926951		4.668156		2.3105507		-1.2281959		111.48209		26.149002		1.2627882		1.111742		77.002594		5.2483835		0.3366127		-0.29654074		6.8006682		4.708684		1.2082367		0.15282202		6.266835		2.3918731		Yes		Yes		Yes		U35_44k_v1_17227		LOC_Os11g37950.1		gb|AAT67050.1| 3e-30  pathogenesis-related protein 4 [Triticum monococcum]		LOC_Os11g37950.1 3e-29 win2 precursor putative expressed		CGTCTGTTGAATGTGGGATATTATGGACTTCTTCTTTTCTTGGTCATAATTAAGTTTTGC		6575		AT3G04720.1

		47735		CUST_30101_PI390587928		4.642877		5.1562653		5.1890717		4.4845624		3.8885944		4.279251		4.0870776		4.469257		4.01827		3.687663		4.351476		4.4121704		-1.6867927		-1.8365704		-2.1465118		-1.0106654		-1.5417908		-2.7675362		-1.7870692		-1.0514586		-0.6246071		-0.87701416		-1.101994		-0.015305519		-0.7542827		-1.4686022		-0.83759546		-0.07239199		No		Yes		Yes		U35_44k_v1_47735		-		gb|EAZ10601.1| 1e-28  hypothetical protein OsJ_000426 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17270.2 9e-12 expressed protein		AATGATCGCATGATCACCCAGAACTACAAAAGTGTCAAGACCACAGTGAAGCGCTTGGAA		49083		AT2G37370.1

		7784		CUST_5791_PI390587928		4.048817		4.8042235		1.8931872		4.517056		4.352842		4.9990625		6.4827056		5.2644124		4.3392525		4.6369996		5.355755		3.977929		1.2345837		1.1445965		24.075912		1.6787139		1.2230092		-1.1228957		11.023938		-1.4530928		0.2904353		0.194839		4.5895185		0.7473564		0.3040247		-0.16722393		3.4625678		-0.5391269		No		Yes		Yes		U35_44k_v1_7784		LOC_Os05g43970.1		gb|AAT01307.1| 3e-39  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g43970.1 6e-41 heat- and acid-stable phosphoprotein putative expressed		ATCCCGTTAGATGTCAATTCTGAACTTGAGTTGTGGAAACGTGTTAACGCTAAATTTAAG		17326		AT5G46020.1

		21124		CUST_1182_PI390587928		6.511641		6.851475		7.5228214		7.6913733		6.6608276		5.9700704		6.166685		6.6666846		6.5305233		5.8385143		6.105187		7.09215		1.108944		-1.8421677		-2.5599868		-2.0345204		1.0131742		-2.0180478		-2.6714714		-1.5149006		0.018882275		-0.8814044		-1.3561363		-1.0246887		0.14918661		-1.0129604		-1.4176345		-0.59922314		No		Yes		Yes		U35_44k_v1_21124		LOC_Os02g40840.1		ref|NP_001047464.1| e-155  Os02g0621800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40840.1 1e-157 oxidoreductase putative expressed		ACACAAGGTGGTGGTCATCGAGAAGGGGAACTACTTCACGGCCAGGGACTACACGTCCAT		18591		AT4G28570.1

		1804		CUST_21606_PI390587928		5.441372		6.143355		3.8912604		4.6340885		4.4046707		4.635879		2.749466		2.4532251		4.558886		5.203077		3.337773		4.9850354		-2.0515313		-2.8431218		-2.206553		-4.5342484		-1.8435491		-1.918898		-1.467629		1.2753974		-0.88248587		-1.5074759		-1.1417944		-2.1808634		-1.0367012		-0.94027805		-0.5534873		0.3509469		Yes		No		No		U35_44k_v1_1804		LOC_Os12g10320.1		gb|EAY89414.1| e-109  hypothetical protein OsI_010647 [Oryza sativa (indica cultivar-group)]		LOC_Os12g10320.1 1e-110 plant-specific domain TIGR01627 family protein expressed		ATGCATGTGGAGTGAGGATAATGAGATTTATTTCTTTGTGGCAATAATACCAGCTGTTAA		7822		AT1G33800.1

		7364		CUST_21339_PI390587928		7.722117		7.3315682		6.75754		7.282727		6.8949146		8.382893		8.7818		9.206832		6.907318		8.321524		8.50873		6.9635563		-1.7742414		2.0724313		4.067832		3.795014		-1.7590529		1.9861237		3.3663607		-1.247613		-0.81479883		1.0513244		2.02426		1.9241052		-0.8272023		0.9899554		1.7511897		-0.31917048		No		Yes		Yes		U35_44k_v1_7364		LOC_Os03g60570.1		gb|ABX39195.1| 2e-24  C2H2 zinc finger protein [Triticum aestivum]		LOC_Os03g60570.1 6e-23 zinc finger DNA-binding protein putative expressed		GGTGACTTGATTCATTCATTCATTCATTGGTTCGGAGATTATGTATACACGTTAACTGAA		20981		AT3G46070.1

		9718		CUST_19665_PI390587928		7.3345284		8.085006		6.3107314		7.4660926		7.198734		8.148407		8.295803		7.2603855		7.04557		8.241725		8.584934		8.047028		-1.0986978		1.0449263		3.9588232		-1.1532514		-1.221758		1.1147492		4.8373027		1.4958184		-0.28895855		0.06340122		1.9850717		-0.20570707		-0.13579464		0.15671921		2.2742028		0.580935		No		Yes		Yes		U35_44k_v1_9718		LOC_Os01g08950.1		gb|EAY72815.1| 6e-53  hypothetical protein OsI_000662 [Oryza sativa (indica cultivar-group)]		LOC_Os01g08950.1 1e-40 expressed protein		CTTCAGGAATTATGTGCAATGGAGACAAAGTCACAGAATAAATGTATGTAGTTTGTGTCA		19372		AT1G71780.1

		16371		CUST_33023_PI390587928		8.920428		9.1646385		8.583543		7.796038		8.804024		8.8506155		10.328003		9.344432		8.6727915		8.894225		10.457035		7.937078		-1.0840299		-1.2431695		3.3506944		2.924913		-1.1872607		-1.2061534		3.6641848		1.1026996		-0.2476368		-0.31402302		1.7444601		1.5483937		-0.11640453		-0.2704134		1.8734922		0.14103985		No		Yes		Yes		U35_44k_v1_16371		LOC_Os03g03450.1		ref|NP_001048822.1| e-149  Os03g0126000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03450.1 1e-150 anthranilate phosphoribosyltransferase chloroplast precursor putative expressed		GATTTCATTGTTTTGACCTTTTTAACATATAGTTTGGCCCGATCTGGCCCGTTTATATAA		5882		AT5G17990.1

		8399		CUST_38800_PI390587928		7.558218		6.5715594		7.1106644		7.2045035		7.1496544		6.3636017		5.875124		6.1585846		6.597954		6.005382		6.5066147		7.184969		-1.3273636		-1.155052		-2.3546953		-2.064681		-1.9456662		-1.4805954		-1.5199772		-1.0136324		-0.9602642		-0.20795774		-1.2355404		-1.045919		-0.4085636		-0.56617737		-0.6040497		-0.019534588		No		Yes		Yes		U35_44k_v1_8399		LOC_Os06g51500.1		ref|NP_001058665.1| e-107  Os06g0731700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g51500.1 1e-108 expressed protein		GATCTTTATGATTAGGCGTCCAGTGTTTGGTTACTTTCTAGACCGATCATACTTTATTTT		21043		0

		31569		CUST_25632_PI390587928		4.58715		4.8461223		5.387469		4.7243443		3.8495562		3.8539426		4.109612		3.660557		3.8145208		3.238533		3.808242		3.7308817		-1.6673926		-1.989188		-2.424785		-2.090412		-1.7083805		-3.047422		-2.9880965		-1.9909577		-0.77262926		-0.99217963		-1.2778568		-1.0637872		-0.7375939		-1.6075892		-1.5792267		-0.99346256		Yes		Yes		Yes		U35_44k_v1_31569		LOC_Os10g29470.1		gb|AAL99536.1|AF472592_1 4e-47  cinnamyl alcohol dehydrogenase [Lolium perenne]		LOC_Os10g29470.1 7e-46 mannitol dehydrogenase putative expressed		TAAAAATACTTTACAGGAGCACTGGAGCTGAGGATGTGGCGATAAAGATTCTCTACTGCG		27367		AT4G37990.1

		10967		CUST_3188_PI390587928		6.622046		5.6608634		6.072021		6.3102393		5.679472		4.305678		3.452134		4.86836		5.575996		4.5874724		3.4949381		5.4826527		-1.9219543		-2.5583		-6.14702		-2.7167451		-2.0648687		-2.1043737		-5.967319		-1.7747141		-1.0460501		-1.3551855		-2.619887		-1.4418793		-0.942574		-1.073391		-2.5770829		-0.82758665		Yes		No		No		U35_44k_v1_10967		LOC_Os02g01100.3		ref|NP_001045585.1| e-108  Os02g0101000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g01100.3 1e-110 amino acid permease putative expressed		TGAGCTATATTTCAGCTGGAGGTGTTGTGGCATCAATCCTTGTAGTCATCTGCTTGTGCT		33834		AT2G39130.1

		12282		CUST_32368_PI390587928		6.288877		6.3519626		4.8672748		5.276861		5.5051627		5.360191		3.6172085		3.097865		5.1682844		5.2773533		3.1471653		4.8444066		-1.7215574		-1.9886256		-2.3785236		-4.5283833		-2.1743627		-2.1061516		-3.294614		-1.3495277		-1.1205926		-0.9917717		-1.2500663		-2.178996		-0.7837143		-1.0746093		-1.7201095		-0.4324546		Yes		No		No		U35_44k_v1_12282		LOC_Os03g64230.2		gb|EAY92676.1| 1e-82  hypothetical protein OsI_013909 [Oryza sativa (indica cultivar-group)]		LOC_Os03g64230.2 2e-84 expressed protein		GTTGTCTTAGAGGTGGAAAAGGGTGGTTTGATGCATATAGTTTTTTGTGATGAAAATCTT		23973		AT2G39690.2

		4251		CUST_30954_PI390587928		10.513101		10.056457		9.487432		9.461791		11.0402155		10.4465		11.053599		9.983802		11.207833		10.872262		10.8730955		9.88684		1.4410444		1.3104327		2.9611712		1.4359553		1.6185845		1.7602806		2.612922		1.342618		0.69473267		0.39004326		1.5661678		0.5220108		0.52711487		0.81580544		1.385664		0.42504883		No		Yes		Yes		U35_44k_v1_4251		LOC_Os03g08999.1		ref|NP_001049222.1| e-109  Os03g0189400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08999.1 1e-111 alcohol dehydrogenase 1 putative expressed		CTTGAGTGATTCAAGACAACAAAAATGCTAAAGATACGGACAGGTTCTAACAGCGGCCGC		13799		AT1G22430.2

		43219		CUST_32747_PI390587928		9.805405		9.133449		8.181188		9.134192		10.24624		10.164626		11.611661		10.621642		10.562838		11.350322		11.206887		9.889733		1.3573897		2.0436916		10.781405		2.8039286		1.69048		4.6488476		8.143785		1.6882644		0.75743294		1.0311775		3.4304733		1.4874496		0.440835		2.2168732		3.0256996		0.75554085		Yes		Yes		Yes		U35_44k_v1_43219		LOC_Os03g47810.1		gb|EAY91415.1| 7e-39  hypothetical protein OsI_012648 [Oryza sativa (indica cultivar-group)]		LOC_Os03g47810.1 1e-40 nitrate and chloride transporter putative expressed		TCACCATCATCTCCGAGGTGTTCGGGCTCAAGTACTACTCCACGCTCTACAACTTCGGCG		39651		AT2G39210.1

		6220		CUST_1771_PI390587928		11.212799		10.891193		11.101272		10.632676		11.284546		10.336911		9.72007		10.066706		10.8120165		10.059098		10.236569		10.289585		1.0509884		-1.4684378		-2.6048527		-1.4803829		-1.3202238		-1.7802689		-1.8209637		-1.2684714		-0.4007826		-0.5542822		-1.3812017		-0.5659704		0.071746826		-0.83209515		-0.8647022		-0.343091		No		Yes		Yes		U35_44k_v1_6220		-		gb|ABN04102.1| 2e-49  Rpr117U.1 [Hordeum vulgare subsp. vulgare]		No hits found		CTGATAACGTATCAGAGTAAAATGAGATTGAATGAAAGTGAATGGACAATCAGTCCTGAT		13767		0

		23881		CUST_29813_PI390587928		11.689697		11.733421		10.886163		11.843703		12.493449		13.584386		13.239581		13.050891		13.259808		13.441169		12.734151		10.988519		1.745635		3.6074128		5.110337		2.308871		2.9692743		3.266504		3.5999782		-1.8089901		1.5701103		1.8509645		2.3534184		1.2071877		0.80375195		1.7077475		1.8479881		-0.85518456		Yes		Yes		Yes		U35_44k_v1_23881		LOC_Os06g13870.1		gb|EAZ36482.1| 3e-28  hypothetical protein OsJ_019965 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13870.1 8e-30 immediate-early fungal elicitor protein CMPG1 putative expressed		ATTGCATACTCGGTACACAAAATGATCATCACGGGAGAGAACTGAACATTGTTTAAAAAA		19921		0

		38168		CUST_22658_PI390587928		7.1149354		6.2998347		5.6144853		6.690668		6.202509		5.195191		5.2920847		5.823813		5.313396		5.190578		4.487356		6.6541595		-1.8822086		-2.1504579		-1.2504095		-1.8236833		-3.48592		-2.1573448		-2.1842365		-1.0256287		-1.8015394		-1.1046438		-0.32240057		-0.86685514		-0.9124265		-1.1092567		-1.1271291		-0.03650856		Yes		No		No		U35_44k_v1_38168		LOC_Os11g14240.1		ref|NP_001067615.1| 2e-43  Os11g0247500 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g14240.1 4e-45 expressed protein		GTTTGCCCCTCTCAGCCTTGTATCCTCTTATTTCGAGACATGAGTTCATCTTTTACCTTT		34024		0

		24714		CUST_10999_PI390587928		4.4795933		4.5821795		6.354777		6.1198287		4.8161845		4.376126		5.0506735		5.4493027		3.3773854		3.9378815		5.512511		6.0525665		1.2627695		-1.1535286		-2.4693022		-1.5916532		-2.1468298		-1.5629786		-1.7928641		-1.0477265		-1.1022079		-0.20605373		-1.3041034		-0.670526		0.33659124		-0.6442981		-0.8422661		-0.06726217		No		Yes		Yes		U35_44k_v1_24714		LOC_Os11g41170.1		gb|EAZ18986.1| 1e-40  hypothetical protein OsJ_033195 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g41170.1 2e-40 disease resistance protein RPM1 putative expressed		GAACAACTATATAGTGAATTTTGGAGGGCTACATTGGCTGAGATATCTACGGATTTCTGC		18802		AT3G46530.1

		32829		CUST_10660_PI390587928		11.796135		12.099288		11.200673		12.058212		12.328921		13.040833		14.226354		12.444279		12.666741		13.644745		13.937069		11.829671		1.4467206		1.9205846		8.143678		1.3068254		1.8284312		2.9189649		6.6640344		-1.1716498		0.8706064		0.9415455		3.0256805		0.38606644		0.53278637		1.5454569		2.7363958		-0.22854137		Yes		Yes		Yes		U35_44k_v1_32829		LOC_Os06g39260.1		ref|NP_001057975.1| 1e-31  Os06g0593100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39260.1 3e-33 solute carrier family 35 member B1 putative expressed		TTGTAGCTTTGATTGCACACATTTGTTGTGGAGATATCCGGGAGATCATTAATGTAGTCC		10531		AT1G14360.1

		30817		CUST_19564_PI390587928		1.8263518		1.9890689		2.3763132		2.0635612		2.5698802		1.7664403		7.0590343		5.91943		3.3384926		3.0856256		6.6244316		2.7607205		1.6742657		-1.1668577		25.682632		14.478785		2.85233		2.138437		19.002514		1.6213093		1.5121409		-0.2226286		4.682721		3.8558686		0.7435285		1.0965568		4.2481184		0.6971593		Yes		Yes		Yes		U35_44k_v1_30817		LOC_Os04g59150.2		gb|AAW52724.1| 1e-84  peroxidase 10 [Triticum monococcum]		LOC_Os04g59150.2 1e-59 peroxidase 12 precursor putative expressed		TAAAAAGCTCAGCTACATCTGCAGGGAGGCAGCCATGACGTCTAGAGCAGCAGCCACCGT		1859		AT1G71695.1

		24708		CUST_11013_PI390587928		4.3217435		4.7150855		5.782009		5.1963696		4.5266895		4.23657		4.292317		5.0479174		3.4743488		3.8691654		4.5709243		5.0374227		1.1526432		-1.3933094		-2.8082905		-1.1083797		-1.7992488		-1.7974107		-2.3151166		-1.1164719		-0.8473947		-0.47851562		-1.4896922		-0.14845228		0.20494604		-0.8459201		-1.2110848		-0.15894699		No		Yes		Yes		U35_44k_v1_24708		LOC_Os01g46810.1		ref|NP_001043756.1| 8e-80  Os01g0656600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46810.1 2e-81 viral A-type inclusion protein repeat containing protein expressed		AAAGTCAGAGCATTTCAGCTCTGCAGAATGCAAATGATGAATCACAACAGAGCAAATGTG		21236		AT5G41790.1

		15888		CUST_22938_PI390587928		11.84922		12.360026		11.985146		12.400489		11.413165		11.827632		10.688855		11.426212		11.226712		11.3842		10.7786875		11.898318		-1.3529		-1.4463277		-2.4559658		-1.9646558		-1.5395492		-1.9667673		-2.3077037		-1.4163429		-0.62250805		-0.5323944		-1.2962904		-0.97427654		-0.43605518		-0.97582626		-1.2064581		-0.50217056		No		Yes		Yes		U35_44k_v1_15888		LOC_Os09g29890.2		ref|NP_001063457.1| 0.0  Os09g0474800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29890.2 0.0 phosphatidylinositol 3- and 4-kinase family protein expressed		GGCCTTTGCCACTGTACCATTTCCGAGACGCTTACCATAATAATATAGTGTATTAATATG		4218		AT2G03890.1

		41783		CUST_24961_PI390587928		13.282794		13.24932		13.412262		13.496864		13.904004		13.854889		14.853657		14.010451		14.267551		14.409802		14.430328		13.728206		1.5381649		1.5215787		2.7158332		1.4275953		1.9789805		2.2353215		2.0252028		1.1739259		0.9847574		0.6055689		1.4413948		0.513587		0.6212101		1.1604824		1.0180664		0.23134136		No		Yes		Yes		U35_44k_v1_41783		-		No hits found		No hits found		ACGTAGTTGTCGAGAAGTTTTACTACTACTGAAATTACCCTTGGTTGTTGGGGTAAAAAA		36988		0

		21309		CUST_4285_PI390587928		7.663915		7.5503907		6.902922		7.435882		7.768366		7.803656		8.248247		7.681457		7.9409585		8.272794		8.120507		7.7385254		1.0750849		1.1919018		2.5408742		1.1855651		1.211709		1.649928		2.325571		1.2334021		0.27704334		0.25326538		1.345325		0.24557495		0.1044507		0.72240305		1.2175851		0.3026433		No		Yes		Yes		U35_44k_v1_21309		LOC_Os04g43700.1		gb|EAY94856.1| 4e-46  hypothetical protein OsI_016089 [Oryza sativa (indica cultivar-group)]		LOC_Os02g41520.1 3e-41 glycosyl transferase family 8 protein expressed		GCAGGCCTGCAGATGTAAATCTTTTGTCTCTAAAACACTTTAAGTCATTTGTTCGTTGTA		51025		AT5G18480.1

		2573		CUST_25310_PI390587928		7.493321		8.323981		7.939738		7.900524		8.379734		9.437401		10.500482		8.921461		9.074177		9.781873		9.602058		7.4058747		1.8485744		2.1635785		5.900118		2.0292363		2.9914725		2.7470658		3.1652524		-1.4089783		1.5808558		1.1134195		2.5607438		1.020937		0.8864131		1.4578915		1.6623206		-0.4946494		Yes		Yes		Yes		U35_44k_v1_2573		LOC_Os08g04630.1		gb|EAZ05553.1| 0.0  hypothetical protein OsI_026785 [Oryza sativa (indica cultivar-group)]		LOC_Os05g26660.1 0.0 expressed protein		GATTTTGTCATGAGAAATATACTGTTGATGTGGAGGACCAGATTTTGTGCTGTGAAAAAA		7354		AT4G05020.1

		48413		CUST_12682_PI390587928		11.260821		11.271863		11.40667		11.577202		11.076749		10.997514		10.421838		11.054764		10.919407		10.758458		10.401886		11.360367		-1.1360863		-1.2094483		-1.9790826		-1.4363806		-1.2669982		-1.427415		-2.0066426		-1.1621813		-0.34141445		-0.2743492		-0.9848318		-0.52243805		-0.1840725		-0.51340485		-1.0047836		-0.21683502		No		Yes		Yes		U35_44k_v1_48413		LOC_Os01g62870.2		ref|NP_001105982.1| 9e-36  aldose reductase [Zea mays]		LOC_Os01g62870.2 4e-37 aldose reductase putative expressed		GTGGGCGTCGCGTTTTTGGTCTTCTGTTCTATTTTAAGGCCCGAAGATAATTCATGAATC		10054		AT2G37790.1

		37895		CUST_20040_PI390587928		7.315609		7.1696954		6.757708		7.059774		7.4299893		7.533646		7.785025		7.4303665		7.601457		7.8673806		7.631712		7.3120065		1.08251		1.2869453		2.0382302		1.2928838		1.2191268		1.6219004		1.8327422		1.1910489		0.28584814		0.36395073		1.027317		0.3705926		0.11438036		0.69768524		0.8740039		0.25223255		No		Yes		Yes		U35_44k_v1_37895		LOC_Os04g43700.1		gb|EAY94856.1| 2e-06  hypothetical protein OsI_016089 [Oryza sativa (indica cultivar-group)]		LOC_Os02g41520.1 8e-07 glycosyl transferase family 8 protein expressed		CAGGCCTGCAAATGTAATCTTTTGTCTCTAGAACACTTTTAAGTCATTTGTTCGTTGTCC		51025		0

		9360		CUST_365_PI390587928		4.6288505		5.408835		4.434657		3.4224832		4.121306		3.92567		2.4161537		1.994873		4.034485		3.8923728		3.0657027		2.8499706		-1.4216285		-2.7956138		-4.051633		-2.6900074		-1.5098085		-2.860886		-2.582833		-1.4871113		-0.5943656		-1.483165		-2.0185034		-1.4276102		-0.5075445		-1.5164621		-1.3689544		-0.5725126		Yes		No		No		U35_44k_v1_9360		LOC_Os01g68540.1		ref|NP_001045172.1| 2e-87  Os01g0913600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68540.1 4e-89 rho GDP-dissociation inhibitor 1 putative expressed		GGAGATACTCTGATACTGCTATTTATATATGTACCCGATCGACTTGTTGCTTGTCCGAAA		22692		AT3G07880.1

		30738		CUST_21968_PI390587928		8.277232		9.062893		8.089486		8.754991		8.925587		10.457305		10.072996		10.171788		9.379574		11.266301		9.920276		8.778784		1.5673795		2.628814		3.9545403		2.669922		2.147029		4.605661		3.557317		1.016629		1.1023417		1.394412		1.98351		1.4167976		0.64835453		2.2034082		1.8307896		0.02379322		Yes		Yes		Yes		U35_44k_v1_30738		LOC_Os02g33590.1		gb|EAZ23349.1| 1e-54  hypothetical protein OsJ_006832 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g33590.1 3e-56 ubiquitin-protein ligase putative expressed		TGATGACGGTGAGAACCGAGCTGGTGCAGGAGGTGGTACGCGTGGTGTCTGACAGGGTGT		30777		AT2G35930.1

		18475		CUST_34049_PI390587928		11.592071		11.96196		12.097997		12.401048		11.178376		11.286893		11.232915		11.327084		11.039945		11.126137		11.394309		12.015686		-1.3320926		-1.5966709		-1.821443		-2.10521		-1.4662447		-1.784875		-1.6286625		-1.3061872		-0.55212593		-0.67506695		-0.8650818		-1.0739641		-0.41369438		-0.83582306		-0.70368767		-0.38536167		No		Yes		Yes		U35_44k_v1_18475		LOC_Os04g53740.1		ref|NP_001053968.1| 6e-37  Os04g0629500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53740.1 1e-38 thioredoxin-like 4 putative expressed		CTACATACAGTACATGCTAGTGTTGTTTTTTGAGATTGAATATGGATGACGTTTCTTTCG		10729		AT1G11530.1

		11106		CUST_37325_PI390587928		5.428892		5.6551776		5.371796		5.695808		5.4921575		6.2503514		7.2298827		7.2544894		5.523334		6.3078284		6.286676		4.8351755		1.0448279		1.5106546		3.6252654		2.945845		1.0676523		1.572054		1.885412		-1.8158342		0.09444189		0.59517384		1.8580866		1.5586815		0.06326532		0.65265083		0.9148798		-0.8606324		Yes		Yes		Yes		U35_44k_v1_11106		LOC_Os01g31370.1		ref|NP_001043125.1| e-109  Os01g0498300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g31370.1 1e-111 glycosyltransferase putative expressed		AGTACCATGATTGGTGGATCACCAAGTACGGCCACATCGTCGACCAGCTCTCCGACTTCC		24267		AT2G41640.1

		18020		CUST_28971_PI390587928		9.898422		10.124816		10.137115		11.794265		10.529876		12.253749		11.788639		11.277011		10.385277		12.804431		12.111306		11.855939		1.549125		4.3739386		3.1416545		-1.4312284		1.4013861		6.406849		3.9290802		1.0436761		0.48685455		2.128933		1.6515245		-0.5172539		0.6314535		2.679615		1.9741917		0.061674118		Yes		Yes		Yes		U35_44k_v1_18020		LOC_Os10g22570.1		gb|EAZ15855.1| e-121  hypothetical protein OsJ_030064 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g22570.1 1e-123 cellulase containing protein expressed		AAGCTCTGCAAGTCAGTAACTATGTTAAACTAGTATAATGCTGTGTATTGCCACGGGCTT		9267		0

		6099		CUST_37330_PI390587928		2.2216685		2.3131254		1.7556673		2.265318		3.4661827		3.4231796		4.798398		4.4004855		2.9692452		3.1799352		4.449826		2.605809		2.3693876		2.1585376		8.240494		4.3928814		1.6789703		1.8236259		6.471762		1.2661875		0.7475767		1.1100543		3.0427308		2.1351676		1.2445142		0.86680984		2.6941586		0.34049106		Yes		Yes		Yes		U35_44k_v1_6099		LOC_Os07g35680.1		gb|EAZ04214.1| e-107  hypothetical protein OsI_025446 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35680.1 1e-107 receptor-like serine-threonine protein kinase putative expressed		AGCCGTCAGTACCACTACCATATTCAGCTGCTAATCCAGATGACATCCAAAGCATCGATT		13643		AT4G23180.1

		18955		CUST_26496_PI390587928		7.651117		7.371412		9.529418		8.660731		6.9534955		6.975062		7.6853786		7.5347114		6.7348766		6.7940216		8.260041		8.522769		-1.6218286		-1.3161737		-3.5901384		-2.182558		-1.8871907		-1.4921476		-2.410574		-1.1003499		-0.9162402		-0.3963499		-1.8440394		-1.12602		-0.69762135		-0.5773902		-1.2693768		-0.13796234		Yes		Yes		Yes		U35_44k_v1_18955		LOC_Os03g50420.1		ref|NP_001051061.1| e-110  Os03g0712100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50420.1 1e-112 expressed protein		ACTTGTGCTGTAGAATCAATGCTTTTGGTATCATTGGTATTTCTTTTCAGTCACAACAAC		13424		AT4G37110.1

		17518		CUST_1840_PI390587928		11.597022		11.7037325		9.81585		10.874915		11.748451		12.469395		12.28487		11.967511		12.088265		12.600596		11.631505		10.994794		1.1106691		1.7001501		5.536675		2.1325743		1.4056557		1.862014		3.5201936		1.0866436		0.49124336		0.7656622		2.46902		1.092596		0.15142918		0.89686394		1.8156548		0.11987877		Yes		Yes		Yes		U35_44k_v1_17518		LOC_Os01g14440.1		tpg|DAA05066.1| 1e-18  TPA: TPA_inf: WRKY transcription factor 1 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g14440.1 3e-20 OsWRKY1v2 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		CCCTTAGTTCTTTTTCATCGCCCACAGCTGTTGATATTTCACTGTAATGAATATAGTTAT		7517		0

		20892		CUST_17191_PI390587928		4.96664		5.920835		5.227513		4.6679664		4.259806		5.200147		3.1449382		3.1658344		3.7239873		4.7663302		3.5477726		3.9871223		-1.6322181		-1.6479676		-4.2356243		-2.83261		-2.3663323		-2.226079		-3.2037024		-1.6030774		-1.2426527		-0.72068787		-2.0825746		-1.5021319		-0.70683384		-1.1545048		-1.6797402		-0.68084407		Yes		Yes		Yes		U35_44k_v1_20892		LOC_Os12g13340.2		gb|EAZ20068.1| 1e-72  hypothetical protein OsJ_034277 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13340.1 2e-74 expressed protein		CCTCTAGAGATGCATTACCAAAAGAGGCATCAGTTGATAAGGATTCAAAGGCCTTTATGT		26552		AT3G01810.1

		50898		CUST_15420_PI390587928		6.9345574		5.6547337		7.3770013		7.8159466		7.6470947		6.9162946		10.53119		10.900997		7.2161674		7.816213		10.7159605		10.120929		1.6386836		2.39755		8.902365		8.4858		1.2155507		4.473734		10.118751		4.9416137		0.28161		1.2615609		3.1541886		3.0850506		0.7125373		2.1614795		3.3389592		2.3049822		Yes		Yes		Yes		U35_44k_v1_50898		LOC_Os10g33170.1		ref|YP_788129.1| e-106  transposase [Escherichia coli]		No hits found		CATGTGTAAAACACGTACTGCAGACAGAAATTATAACTATTGGGTTTGCTAAAACACATC		21643		0

		11996		CUST_33332_PI390587928		3.2867146		2.315161		2.9454346		3.054816		4.1518197		3.822849		5.1560473		5.034065		4.005572		4.1411633		3.7759483		3.3198555		1.8214724		2.84354		4.6287184		3.942877		1.6458778		3.5455327		1.7783185		1.2016689		0.7188573		1.507688		2.2106128		1.9792488		0.86510515		1.8260024		0.8305137		0.26503944		Yes		No		No		U35_44k_v1_11996		LOC_Os09g26160.1		gb|EAZ09194.1| 1e-73  hypothetical protein OsI_030426 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26160.1 1e-74 glutamate receptor 2.9 precursor putative expressed		TGTAACAATCTTGGCCAACCGCTCTTTATATGTGGACTTTACTCTTCCCTATACGGAGTC		23857		AT2G29120.1

		24381		CUST_40738_PI390587928		1.9293057		2.1818492		2.6614206		2.379282		1.6201185		2.444609		5.8093925		4.758412		1.857998		4.98823		4.347491		3.4486074		-1.2390094		1.1997715		8.864086		5.202229		-1.0506686		6.995276		3.2177901		2.098452		-0.07130766		0.2627597		3.1479719		2.37913		-0.30918717		2.806381		1.6860702		1.0693254		Yes		Yes		Yes		U35_44k_v1_24381		LOC_Os11g37700.1		gb|EAZ18963.1| e-101  hypothetical protein OsJ_033172 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 1e-102 ATPase coupled to transmembrane movement of substances putative expressed		CAGCTCTAGCACATTTGAGATTGTGAAATACATAAGACAGTTGGTCCATGTGCTGAATGA		19170		AT1G66950.1

		11599		CUST_16688_PI390587928		7.126716		7.1451607		7.960832		7.661268		6.6939073		6.8302836		6.9726014		7.1089306		6.440844		6.246886		6.680144		7.134905		-1.3498591		-1.2439057		-1.9837507		-1.4664599		-1.608674		-1.8638359		-2.4295485		-1.440294		-0.6858721		-0.31487703		-0.9882307		-0.55233765		-0.43280888		-0.8982749		-1.2806883		-0.5263634		No		Yes		Yes		U35_44k_v1_11599		LOC_Os01g33784.1		emb|CAO68023.1| 8e-38  unnamed protein product [Vitis vinifera]		LOC_Os01g33784.1 3e-20 carboxylic ester hydrolase/ lipase putative expressed		TCTCCGTGGTTTGGTTTCAAGAGAGCATATGGATAAAAATCTTTCTTCCTCCAAGTACTG		22695		AT1G73920.2

		21672		CUST_37655_PI390587928		4.2813134		3.364334		4.131463		3.2401488		3.345417		3.524349		1.9956335		2.7137473		3.1478186		3.6966362		2.4861033		3.6608407		-1.9130789		1.1172986		-4.3948975		-1.4403322		-2.1938956		1.2590208		-3.1282585		1.3385694		-1.1334949		0.16001487		-2.1358294		-0.5264015		-0.9358964		0.3323021		-1.6453598		0.42069197		No		Yes		Yes		U35_44k_v1_21672		LOC_Os02g02550.1		ref|NP_001045688.1| 1e-69  Os02g0117600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02550.1 2e-71 peptidyl-prolyl cis-trans isomerase FKBP-type family protein expressed		CCCTCAAAAGACTTGTTTGTAACAAGTAAAGTCTGAGATTAGAAGCAAAACTTAAGTAGG		19209		AT1G20810.1

		8238		CUST_27898_PI390587928		4.0154796		4.3897576		3.8256152		5.3359637		3.8719213		3.5947664		3.5858002		3.7361214		3.1013258		2.8501885		3.5639617		4.197864		-1.1046262		-1.7350669		-1.1808412		-3.0311017		-1.8844634		-2.9070766		-1.1988518		-2.2009094		-0.9141538		-0.79499125		-0.239815		-1.5998423		-0.14355826		-1.5395691		-0.26165342		-1.1380997		No		Yes		Yes		U35_44k_v1_8238		LOC_Os09g34060.1		ref|NP_001063670.1| 8e-43  Os09g0516200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g34060.1 4e-44 transcription factor RF2a putative expressed		ACGAGAACGACGAGGAGCTCTTCTCCATGTTCCTCGACGTGGACAAGCTCAACTCGTCGT		17802		AT1G06070.1

		26640		CUST_7304_PI390587928		3.9301512		4.4480495		3.5548751		3.5204637		3.6799018		3.3613126		2.1891084		1.9160391		3.1021404		3.1093292		2.8868225		3.388912		-1.1894127		-2.123931		-2.5771327		-3.0407445		-1.775236		-2.5292687		-1.5889268		-1.0954714		-0.8280108		-1.0867369		-1.3657668		-1.6044246		-0.2502494		-1.3387203		-0.6680527		-0.13155174		Yes		No		No		U35_44k_v1_26640		LOC_Os05g48270.1		ref|NP_001056280.1| 9e-23  Os05g0556400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48270.1 1e-24 dopamine beta-monooxygenase putative expressed		ACTGTCACTCTTGCCACCGACGGAGAAGAGAGCTAGTGAGATCAGTATGGTGCGTGCGGT		25308		0

		1950		CUST_36211_PI390587928		6.9987025		7.0843277		5.5387197		6.5432134		6.8013005		6.8924155		7.119564		6.7040305		6.863279		7.0741353		7.20425		6.6321397		-1.1466316		-1.1422768		2.9914489		1.1179202		-1.0984154		-1.0070899		3.1723022		1.0635784		-0.13542366		-0.19191217		1.5808444		0.16081715		-0.197402		-0.010192394		1.6655302		0.088926315		No		Yes		Yes		U35_44k_v1_1950		LOC_Os03g19510.1		ref|NP_001049902.1| e-120  Os03g0308100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19510.1 1e-121 ATP-dependent Clp protease proteolytic subunit 1 putative expressed		ACTTCAGGTTTTCTGCGGATCAAACAGGGGCACCTGTACTGTAACTATTCTTGAAAACTC		None		AT1G02560.1

		906		CUST_27712_PI390587928		5.9480553		4.3991857		3.8207932		6.591418		6.517854		8.097534		6.1265335		10.788223		4.5844064		7.3693695		5.7230144		4.0072613		1.4843167		12.98117		4.944211		18.338522		-2.573352		7.836361		3.7378824		-5.996649		-1.3636489		3.6983485		2.3057404		4.1968055		0.56979895		2.9701838		1.9022212		-2.5841565		Yes		No		No		U35_44k_v1_906		LOC_Os12g36210.1		emb|CAB71340.2| 3e-26  putative proteinase inhibitor [Hordeum vulgare subsp. vulgare]		LOC_Os12g36210.1 4e-23 subtilisin-chymotrypsin inhibitor CI-1B putative expressed		ACCAGCATGCTACCTGTGGATCAATGTACTTGACCAGTTATTTATAATTTGTGCTTCATA		452		0

		12874		CUST_11999_PI390587928		6.873278		6.6444		7.903626		7.7133865		6.841802		5.9671035		7.05263		6.3907275		6.3902		5.6596527		6.844568		7.1292377		-1.0220573		-1.5991404		-1.8037457		-2.501267		-1.3977225		-1.9789668		-2.083571		-1.4991543		-0.483078		-0.67729664		-0.850996		-1.322659		-0.03147602		-0.9847474		-1.0590582		-0.5841489		No		Yes		Yes		U35_44k_v1_12874		LOC_Os06g08610.1		ref|NP_001057000.1| 3e-47  Os06g0185300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08610.1 7e-49 anthranilate N-benzoyltransferase protein 1 putative expressed		GATGAACGAGTTCGTGCCGTGCGGCGAGATGCGGGACCTGCTGGTGCCGCCCACGCCGGC		42418		AT5G48930.1

		6194		CUST_24435_PI390587928		7.730889		8.1979685		7.692515		8.397515		7.8885016		8.250667		8.964595		8.563373		7.9437547		8.617291		8.911597		8.68454		1.1154399		1.0372028		2.415095		1.1218325		1.1589881		1.3372998		2.327986		1.2201213		0.21286583		0.052698135		1.27208		0.16585732		0.1576128		0.41932297		1.2190824		0.2870245		No		Yes		Yes		U35_44k_v1_6194		LOC_Os08g40140.1		ref|NP_001062217.1| e-168  Os08g0512300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40140.1 1e-170 geranylgeranyl transferase type-2 beta subunit. putative expressed		GAAGAGTGTAACGTCAAGGACAGAGAATCAAATTCAATCAAGATTATCTTGTTACTATGG		13798		AT5G12210.1

		18234		CUST_22229_PI390587928		9.392339		9.974335		8.9936075		10.797702		9.587436		9.690715		10.700309		10.941841		9.658561		9.960713		10.426429		10.988937		1.1448011		-1.2172452		3.2641363		1.1050712		1.2026542		-1.0094863		2.6997416		1.1417412		0.266222		-0.28361988		1.7067013		0.14413929		0.19509697		-0.01362133		1.4328213		0.19123554		No		Yes		Yes		U35_44k_v1_18234		LOC_Os12g35290.1		gb|EAY83387.1| 0.0  hypothetical protein OsI_037346 [Oryza sativa (indica cultivar-group)]		LOC_Os12g35290.1 0.0 conserved oligomeric Golgi complex component 8 putative expressed		AGCTGTTCATCTCTAGCCCACATACGTAGATGTTGTAGACGCAAGGTTGCTGACAATAAG		9113		AT5G11980.1

		1632		CUST_5674_PI390587928		8.954374		9.120345		8.429037		8.95025		8.799571		9.143674		10.124187		9.2180605		8.915885		9.735379		9.818376		8.953571		-1.1132698		1.0163018		3.2381063		1.2039795		-1.0270379		1.5315942		2.6195855		1.002305		-0.03848934		0.023328781		1.6951504		0.26781082		-0.15480328		0.6150341		1.3893385		0.0033216476		No		Yes		Yes		U35_44k_v1_1632		LOC_Os04g36859.1		ref|NP_001052909.1| 1e-95  Os04g0446300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36859.1 2e-97 signal peptidase complex subunit 2 putative expressed		TCACCTCATTTCCTTTCTATCATATCCCCTTATATGGAGGCTGGTACTGGTTTTTTGAGA		4285		AT2G39960.1

		9101		CUST_22608_PI390587928		4.122273		5.215091		3.0596244		2.7739098		2.6330452		3.3491173		1.7034761		1.6141707		2.890417		3.477828		1.7309055		2.5161839		-2.8073866		-3.6451392		-2.560008		-2.2341702		-2.3486893		-3.334021		-2.5117953		-1.1955926		-1.2318559		-1.865974		-1.3561484		-1.1597391		-1.4892278		-1.7372632		-1.3287189		-0.25772595		Yes		No		No		U35_44k_v1_9101		LOC_Os03g19310.1		ref|NP_001049886.1| 9e-46  Os03g0305800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19310.1 2e-47 glycosyltransferase 3 putative expressed		CCAACGATCAACTAGATCATCATCATGATGTATATATATGTGCTTTGCATTAACACGCAT		19112		AT4G02500.1

		18349		CUST_9345_PI390587928		11.363019		10.879741		9.984948		11.116315		11.236632		12.518254		12.195885		12.492508		11.726155		12.031899		11.649518		10.567951		-1.0915564		3.1134489		4.6297574		2.595825		1.286219		2.222462		3.1701913		-1.4624261		0.3631363		1.6385136		2.2109365		1.376193		-0.12638664		1.1521587		1.6645699		-0.5483637		Yes		Yes		Yes		U35_44k_v1_18349		LOC_Os05g04060.1		ref|NP_001065216.1| 9e-05  Os10g0546400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39920.1 2e-06 expressed protein		TCAGGTGTAGTATTAATCAGTAGCGGTAGCCACGACCAGATACTTCGCTTTACAAACCCA		9873		0

		20760		CUST_24207_PI390587928		4.350495		2.9932747		2.3824422		3.6951268		4.7156057		5.0032177		3.8915174		4.703802		4.0064573		3.7004986		3.9772975		3.5211563		1.2879806		4.027663		2.846275		2.0120628		-1.2693039		1.6326594		3.0206423		-1.128159		-0.34403753		2.009943		1.5090752		1.0086753		0.36511087		0.7072239		1.5948553		-0.17397046		Yes		No		No		U35_44k_v1_20760		LOC_Os11g29900.1		ref|NP_001067929.1| 1e-65  Os11g0491400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g29900.1 2e-67 expressed protein		GGATTGGCCTTGAATCAGGTTCATGGAGATTAGATGGTTTAAGTTTGAAAGTGATCCATG		14146		AT1G55280.1

		11374		CUST_20714_PI390587928		9.980868		10.221639		10.074436		10.605384		10.415174		10.448274		11.18559		11.338566		10.360929		10.241956		10.750157		10.915904		1.35126		1.1701026		2.1601832		1.6623013		1.3013961		1.0141823		1.5973951		1.2401547		0.3800602		0.22663498		1.1111536		0.73318195		0.4343052		0.020317078		0.67572117		0.31052017		No		Yes		Yes		U35_44k_v1_11374		LOC_Os03g45290.1		gb|EAZ27990.1| 3e-47  hypothetical protein OsJ_011473 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g45290.1 9e-49 ankyrin repeat domain-containing protein 50 putative expressed		GCGCCGGTGGTGGTCAAGGGCGGGAGCATGGACAGGCGACGGAGGGGAAGGAAGGGGAGC		22217		0

		41184		CUST_34765_PI390587928		11.473176		12.018382		12.419314		11.763053		13.033912		12.900826		13.435986		12.805091		12.999432		13.0021715		13.420562		12.2119875		2.9500425		1.8434961		2.023245		2.0591342		2.880373		1.9776531		2.00173		1.3650318		1.5262556		0.8824444		1.0166712		1.042038		1.5607357		0.98378944		1.0012474		0.44893456		Yes		No		No		U35_44k_v1_41184		LOC_Os07g47700.1		gb|AAT80328.1| 2e-24  UDP-D-glucuronate decarboxylase [Hordeum vulgare]		LOC_Os01g21320.1 2e-17 UDP-glucuronic acid decarboxylase 1 putative expressed		TAAGTCAGTGATCTTAACTGCGACCGCGTGCCCGAAATTCGTTCGCGTTCTTCTAAAAAA		2916		AT2G47650.1

		25987		CUST_13052_PI390587928		10.501394		10.108762		10.23903		10.672734		11.029678		10.924034		10.700241		10.544122		10.937848		11.195348		10.821439		10.851207		1.4422128		1.7596303		1.3766972		-1.0932418		1.3532739		2.123709		1.4973474		1.131685		0.43645382		0.81527233		0.4612112		-0.12861252		0.5282841		1.086586		0.5824089		0.17847252		No		Yes		Yes		U35_44k_v1_25987		LOC_Os01g04550.1		ref|NP_001041969.1| 1e-71  Os01g0138300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04570.2 3e-73 Ser/Thr protein kinase putative expressed		TGACCAAGAGTCAACAACATCTGCATGCTAGTAACCTAATTTACCGACAAGTAATAAAAT		23771		AT5G38260.1

		26581		CUST_13102_PI390587928		3.7732189		4.716799		3.9643943		3.0272543		2.5253956		4.125766		3.0901058		1.7129227		2.8915064		4.6452827		3.471798		1.8660827		-2.3748283		-1.5063249		-1.8331039		-2.486871		-1.8425611		-1.0508204		-1.4069747		-2.2363899		-0.88171244		-0.591033		-0.87428856		-1.3143317		-1.2478232		-0.07151604		-0.4925964		-1.1611717		Yes		No		No		U35_44k_v1_26581		LOC_Os07g04150.1		gb|EAZ02678.1| 4e-30  hypothetical protein OsI_023910 [Oryza sativa (indica cultivar-group)]		LOC_Os07g04150.1 8e-32 expressed protein		ATCGCCATTGCCAAGAAACAGAAGGAGGATACAGAGGCTAGCCACGGCCAAGAAGAAGAA		34525		AT1G10020.1

		6160		CUST_24468_PI390587928		5.8697624		3.269335		3.8880653		2.5299177		8.125456		7.4184456		9.090499		5.431415		9.596032		9.998382		10.020158		5.7882004		4.7756376		17.742172		36.820404		7.472015		13.234848		106.082794		70.13645		9.568433		3.7262697		4.149111		5.2024336		2.9014974		2.2556934		6.729047		6.1320925		3.2582827		Yes		Yes		Yes		U35_44k_v1_6160		LOC_Os01g58310.1		No hits found		No hits found		GAGATTCCTAAACTTAACCACGGCTTCTGTAAATTAATGCATTTCTCGTATCATCTTTGT		13006		0

		3083		CUST_39057_PI390587928		10.980033		11.2221575		11.60654		12.056697		10.605809		10.4969015		10.650148		10.966835		10.0827265		9.810258		10.859284		12.191995		-1.296142		-1.653194		-1.9404501		-2.1285365		-1.8625852		-2.660873		-1.6785964		1.0983195		-0.89730644		-0.72525597		-0.95639133		-1.0898619		-0.3742237		-1.4118996		-0.7472553		0.13529778		No		Yes		Yes		U35_44k_v1_3083		LOC_Os01g09640.1		gb|EAY72864.1| 9e-78  hypothetical protein OsI_000711 [Oryza sativa (indica cultivar-group)]		LOC_Os01g09640.1 1e-78 MCB2 protein putative expressed		AATTTAGCCATGCAAATAAACAAGGAACGGGCTATCGATCGGCCACCTTATCATAAAAAA		6946		AT5G56840.1

		17200		CUST_17294_PI390587928		8.671292		9.160283		8.852487		8.448797		8.409368		8.6700945		7.435102		8.097999		8.329818		8.416281		7.765105		8.431598		-1.1990774		-1.4046285		-2.6710086		-1.2752664		-1.267051		-1.6748157		-2.1248808		-1.0119932		-0.34147453		-0.4901886		-1.4173846		-0.3507986		-0.26192474		-0.74400234		-1.0873818		-0.017199516		No		Yes		Yes		U35_44k_v1_17200		LOC_Os05g51450.1		ref|NP_001056493.1| e-164  Os05g0592100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51450.1 1e-166 endopeptidase Clp putative expressed		TGGTTTGTAGCAGATGTGATAATAGACTTGAAGTTTCTTGTGTCAGCGTGCACATTTTTT		6694		AT1G49970.1

		30543		CUST_28422_PI390587928		8.371579		8.886685		10.190524		10.096686		7.762932		8.505513		9.500455		9.404243		7.613379		7.764027		9.043866		9.787141		-1.5248289		-1.3023996		-1.6133609		-1.6160176		-1.6913792		-2.177478		-2.2140043		-1.2393172		-0.75820017		-0.38117218		-0.6900692		-0.6924429		-0.60864735		-1.1226583		-1.146658		-0.30954552		No		Yes		Yes		U35_44k_v1_30543		LOC_Os05g50230.1		gb|EAZ35388.1| 3e-15  hypothetical protein OsJ_018871 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50230.1 7e-17 expressed protein		GGTGGGTTGAGTAGGTAGGTTAATACTAGTAATACTGTGATTAATTGATCGATTAGTTGA		30503		0

		30527		CUST_13369_PI390587928		3.7255933		2.6135118		3.9798534		4.9740586		7.3935432		7.4867845		8.623027		6.5570426		7.4996696		7.658899		8.154308		5.0541306		12.710509		29.309021		24.988169		2.9958885		13.6807575		33.022724		18.056604		1.0570707		3.7740762		4.873273		4.643173		1.582984		3.66795		5.0453873		4.1744547		0.080071926		Yes		Yes		Yes		U35_44k_v1_30527		LOC_Os06g11520.1		ref|NP_001057160.1| 1e-81  Os06g0218900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11520.1 3e-83 LMBR1-like conserved region family protein expressed		TGATCCATCTGGAGTGATGATTCTACAGAAAGAAAGATCTTGGATTGAACAGGCGCGCAA		30480		AT5G65290.2

		7598		CUST_36658_PI390587928		7.4906445		8.318812		6.8094573		7.7249513		9.005487		11.38506		10.995781		11.285373		9.530477		10.648327		10.479973		7.4999833		2.8576772		8.375921		18.205767		11.7976		4.1119766		5.026362		12.733133		-1.1687512		2.039832		3.066248		4.1863236		3.5604215		1.514843		2.3295145		3.6705155		-0.22496796		Yes		Yes		Yes		U35_44k_v1_7598		LOC_Os04g51150.1		gb|AAU11470.1| 4e-24  mitochondrial alternative oxidase 1d [Saccharum officinarum]		LOC_Os04g51150.1 4e-25 transposon protein putative unclassified expressed		TACCCAAAGATATGTTTTTGTAAGCCCGTAATTCTTGTAAGGACAACGCTACCCAGCGGC		15936		AT3G22370.1

		23373		CUST_16870_PI390587928		2.5959527		1.9808627		1.6517763		2.8468485		4.896276		5.953337		6.565472		4.6358976		4.416608		7.001534		7.2778854		5.446583		4.925681		15.697627		30.141846		3.4558704		3.5324156		32.461807		49.388702		6.06175		1.8206551		3.9724746		4.913696		1.7890491		2.3003232		5.0206714		5.626109		2.5997343		Yes		Yes		Yes		U35_44k_v1_23373		LOC_Os05g44960.1		gb|EAY98752.1| 4e-55  hypothetical protein OsI_019985 [Oryza sativa (indica cultivar-group)]		LOC_Os05g44970.1 2e-56 senescence-induced receptor-like serine/threonine-protein kinase precursor putative		TCATGACATCAATGCTGTTTGGAAGACTACAGAGATTGCGCTAATGTGCACTGAGCAAGC		19911		AT1G51800.1

		25808		CUST_14508_PI390587928		4.8349323		4.9069695		3.7289689		3.6764174		3.796695		3.5183976		3.3500698		2.4821203		4.263291		4.282385		3.3180187		2.8616617		-2.053717		-2.6181939		-1.3003492		-2.2883332		-1.4862136		-1.5417669		-1.3295612		-1.7590002		-0.57164145		-1.388572		-0.3788991		-1.1942971		-1.0382373		-0.6245847		-0.41095018		-0.8147557		Yes		No		No		U35_44k_v1_25808		LOC_Os08g30070.1		gb|EAZ06871.1| 7e-10  hypothetical protein OsI_028103 [Oryza sativa (indica cultivar-group)]		LOC_Os08g30070.1 1e-11 expressed protein		CGCGGACGTCGACGGCGGCCAGCAGGGTGAAGAGGCGCTCGGGCTAGTCCCTCGCGTCGT		None		0

		4999		CUST_8921_PI390587928		8.778108		8.492368		7.88282		7.179872		9.196842		9.276717		9.929958		9.830317		9.518735		9.47658		9.082856		6.305837		1.3367546		1.7223155		4.1328535		6.278607		1.6709023		1.9782324		2.297454		-1.8327816		0.7406273		0.78434944		2.0471382		2.6504445		0.41873455		0.9842119		1.200036		-0.8740349		Yes		Yes		Yes		U35_44k_v1_4999		LOC_Os01g11340.1		ref|NP_001042374.1| 4e-88  Os01g0211600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11340.1 8e-90 CYP710A1 putative expressed		TTGCTCAGCATGCATGTTGTAACGCACTATGTAATTATGTATTATGGGAAAATACCACAT		16761		AT2G34500.1

		20711		CUST_16922_PI390587928		11.2180605		10.99219		11.505631		11.737948		10.984181		10.160899		10.245636		10.674416		10.671191		10.054807		10.464627		11.465965		-1.1759927		-1.7792771		-2.39495		-2.0900433		-1.460912		-1.915052		-2.0576594		-1.2074665		-0.5468693		-0.8312912		-1.2599955		-1.0635328		-0.23387909		-0.93738365		-1.0410042		-0.27198315		No		Yes		Yes		U35_44k_v1_20711		LOC_Os10g42180.1		gb|EAZ17052.1| e-117  hypothetical protein OsJ_031261 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42180.1 1e-118 ALMT1 putative expressed		CATTTAGTGTAATTAAATATTCTCTGCCGATCAGCGAGTTGGTTGCAAAAACTTTTTGGA		15206		AT4G17970.1

		37609		CUST_18649_PI390587928		5.943007		6.089905		5.9799423		6.519731		6.080988		5.8158054		7.1025147		6.2817454		6.148085		6.1135535		6.8119645		6.1560535		1.1003641		-1.2092389		2.1773486		-1.1793448		1.1527488		1.0165272		1.7801789		-1.2867016		0.20507812		-0.27409935		1.1225724		-0.23798561		0.13798094		0.023648739		0.8320222		-0.3636775		No		Yes		Yes		U35_44k_v1_37609		LOC_Os11g13990.1		gb|AAX95843.1| 6e-21  hypothetical protein LOC_Os11g13990 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g13990.1 4e-23 nucleoside-triphosphatase/ nucleotide binding protein putative expressed		GATTGTCAGTAATTTGACACAAAAGTACAATGAGCCATCCGTCGGGCCTCTGAAAAGTGA		33317		0

		6724		CUST_41966_PI390587928		8.084921		8.652438		7.8911037		8.156685		8.063355		8.822276		8.931175		8.745863		8.12993		8.657582		8.765689		8.8187685		-1.0150603		1.1249322		2.0563295		1.5043894		1.0316894		1.003572		1.8334808		1.5823663		0.04500866		0.16983795		1.0400715		0.5891781		-0.021565437		0.0051441193		0.87458515		0.6620836		No		Yes		Yes		U35_44k_v1_6724		LOC_Os04g12980.1		ref|NP_001052245.1| e-126  Os04g0206700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g12980.1 1e-128 indole-3-acetate beta-glucosyltransferase putative expressed		GTGTATATTTGGGGGTGAACATTTGTCGAATAGCATTATGTATGAGTAGCATGTACCAAA		15634		AT1G05680.1

		13333		CUST_34251_PI390587928		11.119267		12.26281		12.36805		11.757495		11.099784		11.472611		10.8		10.66845		11.03312		10.949982		11.128582		11.456609		-1.0135965		-1.7293122		-2.9650357		-2.127331		-1.0615315		-2.4842806		-2.3611138		-1.2319008		-0.08614731		-0.7901983		-1.5680494		-1.0890446		-0.019483566		-1.3128281		-1.2394676		-0.30088615		No		Yes		Yes		U35_44k_v1_13333		LOC_Os03g35920.1		ref|NP_001050484.1| 4e-46  Os03g0558700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g35920.1 8e-48 expressed protein		AAGTTTCTGGAACTAAGAGATCGCTACTCGACGGATCGCGTTTAAATGTATGATGAATAC		26322		0

		19447		CUST_766_PI390587928		10.829883		11.411231		10.492234		11.866757		10.760659		12.219508		11.842693		11.835594		10.841615		11.866353		11.163789		10.707231		-1.0491518		1.751119		2.5499325		-1.0218357		1.0081652		1.3708987		1.5927883		-2.2338414		0.011732101		0.80827713		1.3504591		-0.031163216		-0.069223404		0.455122		0.67155457		-1.1595268		No		Yes		Yes		U35_44k_v1_19447		LOC_Os03g53020.1		ref|NP_001051221.1| 1e-86  Os03g0741100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53020.1 2e-88 helix-loop-helix DNA-binding domain containing protein expressed		CTGGGAATGTAAATTTGTAACTGCCCAATGTTCGAAATCCAATATAGATTTTTCTCGGAA		12364		AT5G43650.1

		14903		CUST_35673_PI390587928		7.8900437		7.854964		7.353124		3.2045696		8.05352		7.753143		4.7646947		2.2393897		7.4741197		7.7223473		6.617874		2.162376		1.1199827		-1.0731272		-6.014436		-1.952307		-1.3341529		-1.0962801		-1.664686		-2.0593567		-0.41592407		-0.101820946		-2.5884295		-0.9651799		0.16347647		-0.13261652		-0.73525		-1.0421937		No		Yes		Yes		U35_44k_v1_14903		LOC_Os10g05910.1		gb|EAY77717.1| 9e-43  hypothetical protein OsI_031676 [Oryza sativa (indica cultivar-group)]		LOC_Os10g05970.1 2e-44 proline-rich protein putative expressed		GCAAGAAATTACTATGTATGAATCATGCTACAATCAAGTGCAAAGTATTCCCACCCAAAA		133		0

		18726		CUST_5993_PI390587928		4.9312344		5.370323		3.954231		4.4395237		5.913976		6.6234746		6.642244		5.9449463		5.232241		6.3474298		7.7233596		5.035246		1.9762176		2.3836153		6.4442515		2.8390782		1.2320039		1.9685135		13.633921		1.5112289		0.3010068		1.2531514		2.6880128		1.5054226		0.98274183		0.9771066		3.7691286		0.5957222		Yes		Yes		Yes		U35_44k_v1_18726		LOC_Os01g22954.1		ref|NP_001042932.1| e-125  Os01g0332500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g22954.1 1e-127 SCPL33 putative expressed		GGCACATACTAATCTTTGTTAACGGTCCAGGCTTAAATTTATCTCCTCAAAAGTAAAAGT		9898		AT3G17180.1

		21749		CUST_14449_PI390587928		8.117839		9.290886		8.478314		8.019162		7.7824836		8.199931		5.693152		5.69325		7.290016		7.4736924		6.6569405		7.071588		-1.2616881		-2.1301496		-6.8931456		-5.0138264		-1.7750045		-3.52395		-3.534176		-1.928627		-0.8278227		-1.0909548		-2.7851624		-2.325912		-0.33535528		-1.8171935		-1.8213739		-0.94757414		Yes		Yes		Yes		U35_44k_v1_21749		LOC_Os01g17470.1		ref|NP_001042760.1| 8e-42  Os01g0281600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17470.1 2e-43 blue copper protein precursor putative expressed		TACAACTTCAGCCTCGGAGATTTCCTCATATTCAACACGGACAAAAATCACTCGGTGGTG		20061		AT1G08500.1

		29028		CUST_35531_PI390587928		5.7186236		4.4752183		3.9317791		2.6675777		6.2681212		5.2255726		3.9130328		2.4796166		6.9917874		5.9994903		4.900978		3.0315883		1.463576		1.6822059		-1.0130788		-1.1391526		2.4169102		2.8764153		1.9577533		1.2869986		1.2731638		0.7503543		-0.018746376		-0.1879611		0.5494976		1.524272		0.96919894		0.36401057		Yes		No		No		U35_44k_v1_29028		LOC_Os01g53420.1		gb|EAZ13455.1| 3e-34  hypothetical protein OsJ_003280 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53420.1 7e-36 anthocyanidin 53-O-glucosyltransferase putative expressed		AGGGAGTATTTGCTAGTCGGCCTTTTCTCGTGTAGTAGTGGAATGCAGATGTTATGAACC		28183		AT4G01070.1

		48528		CUST_25874_PI390587928		6.322808		5.5229855		4.240607		5.0595803		6.518186		6.040369		6.2182984		6.3433614		6.857679		6.29252		6.0872636		5.3506904		1.1450244		1.431357		3.938624		2.4347625		1.4488127		1.7047198		3.5966575		1.2235813		0.5348711		0.5173836		1.9776917		1.283781		0.1953783		0.7695346		1.8466568		0.29111004		No		Yes		Yes		U35_44k_v1_48528		LOC_Os04g23640.1		emb|CAH66082.1| 2e-39  H0215E01.10 [Oryza sativa (indica cultivar-group)]		LOC_Os04g23700.1 2e-40 ATP binding protein putative expressed		GGCACCAAGATACTAGTAATTTTTAGGCAATATGTCTTACTGATTCTGGTGCAAGCTGTA		50379		0

		47532		CUST_16667_PI390587928		5.3795853		6.1199093		7.0998216		6.417679		5.171949		5.703881		5.9051323		5.665156		4.6756363		5.008723		5.710415		6.1042256		-1.1547947		-1.3342495		-2.2889552		-1.6847365		-1.6289575		-2.1602323		-2.6197093		-1.2426786		-0.703949		-0.4160285		-1.1946893		-0.75252295		-0.20763636		-1.1111865		-1.3894067		-0.3134532		No		Yes		Yes		U35_44k_v1_47532		-		gb|EAZ00165.1| 4e-94  hypothetical protein OsI_021397 [Oryza sativa (indica cultivar-group)]		LOC_Os02g13580.1 3e-21 kinesin motor domain containing protein expressed		ACAACATCTCCATATTTGCGTATGGTCAAAGCCGCTCTGGAAAGACACATACACTGGAAG		48669		AT5G10470.2

		10155		CUST_19523_PI390587928		4.6591754		4.562813		3.9223502		5.178058		5.0570602		5.4278755		6.3846316		5.4561005		4.6105156		5.004516		5.922657		4.8058286		1.3175747		1.8214189		5.510875		1.2125484		-1.0343037		1.358207		4.0008507		-1.2943516		-0.0486598		0.8650627		2.4622815		0.27804232		0.39788485		0.44170332		2.0003068		-0.37222958		Yes		No		No		U35_44k_v1_10155		LOC_Os06g04880.2		gb|ABL85042.1| 6e-75  serine threonine kinase [Brachypodium sylvaticum]		LOC_Os06g04880.2 1e-63 ATP binding protein putative expressed		TTTCAGCATACAGTTGCAGCAGTGAAAGTTCTGAACTCCCTGGAAGGTTTTGGAACTCAG		20660		AT4G25160.1

		27862		CUST_31520_PI390587928		7.0048623		7.1685658		6.9802036		8.277537		7.485822		9.359166		10.820126		11.038196		7.4756203		10.44648		11.298785		11.3117285		1.395672		4.5649543		14.319627		6.777054		1.3858373		9.699525		19.953661		8.19186		0.47075796		2.1906004		3.839922		2.7606583		0.4809599		3.277914		4.3185816		3.0341911		Yes		Yes		Yes		U35_44k_v1_27862		LOC_Os11g42960.1		ref|NP_001068377.1| 2e-15  Os11g0649600 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g42960.1 4e-17 plant integral membrane protein TIGR01569 containing protein expressed		ATTCGAATTGTGCATCTTACTTGATCTGTACTATATATGTATCTACGTTATCAAGGGGGC		21916		0

		25238		CUST_17019_PI390587928		11.174777		11.00571		10.997134		11.460217		10.777821		10.506452		9.689837		10.415581		10.6387		10.39767		9.897087		11.149045		-1.3167272		-1.4134865		-2.474774		-2.062847		-1.4500247		-1.524187		-2.143617		-1.2407156		-0.5360775		-0.49925804		-1.3072968		-1.0446367		-0.39695644		-0.60803986		-1.1000471		-0.3111725		No		Yes		Yes		U35_44k_v1_25238		LOC_Os06g22060.5		gb|EAZ36836.1| e-108  hypothetical protein OsJ_020319 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22060.5 1e-110 pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit putative expressed		AATTGCCCACTTTTATGGCAGAAATCAACGTCAATATAACCTGTAGTTAAAGCTCAGGAT		21764		AT1G76550.1

		34344		CUST_22329_PI390587928		6.3104253		2.8186398		3.0442572		6.389527		6.2618294		4.4962573		4.591781		6.8866577		6.555325		6.206881		5.510924		7.3211064		-1.0342579		3.1989923		2.9231503		1.4114039		1.1850104		10.470376		5.527652		1.9073632		0.24489975		1.6776175		1.547524		0.49713087		-0.048595905		3.3882413		2.4666667		0.9315796		Yes		Yes		Yes		U35_44k_v1_34344		LOC_Os12g19030.1		gb|AAY34779.1| 9e-20  wall-associated kinase-like 1 [Triticum aestivum]		LOC_Os09g38834.1 6e-18 OsWAK89b - OsWAK receptor-like protein kinase expressed		GCGATAGTGAATGTATTCCTGTCATCCTTTGTGATATATACACATGGATCAAATGACATG		6475		0

		33711		CUST_14469_PI390587928		5.596948		4.8229		4.412743		6.003138		5.2417445		4.8699574		4.3238454		4.772142		4.9509974		4.6004047		4.453968		5.5249085		-1.2791661		1.0331557		-1.0635573		-2.34729		-1.5647702		-1.1667497		1.0289872		-1.393033		-0.6459508		0.04705763		-0.088897705		-1.2309961		-0.35520363		-0.22249508		0.041224957		-0.47822952		No		Yes		Yes		U35_44k_v1_33711		LOC_Os06g36700.1		gb|EAZ37366.1| 1e-40  hypothetical protein OsJ_020849 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36700.1 3e-42 T-complex protein 1 subunit epsilon putative expressed		CCACTTGCTTGTACCTTAGGCCTGTATTTTGCTTGTGACGTTTGCTGAAGACCTTGGTTT		3560		AT1G24510.2

		38801		CUST_21216_PI390587928		5.3891845		5.4940515		4.7830567		2.903244		4.7978473		4.303978		3.574877		3.0754042		4.725195		4.2441025		3.3114538		2.1807573		-1.5066426		-2.2816436		-2.3104594		1.1267443		-1.5844581		-2.3783302		-2.7732985		-1.6500237		-0.66398954		-1.1900735		-1.2081797		0.17216015		-0.5913372		-1.249949		-1.4716029		-0.72248673		Yes		No		No		U35_44k_v1_38801		-		No hits found		No hits found		TAGAGAAAACCTTGTAGGGATGTAATTTTTTATGATCCTTGGGATACCCTCTCACCCTCC		None		0

		39775		CUST_29557_PI390587928		2.5399914		2.4350176		3.4475708		4.069697		4.707248		6.1873226		7.118608		5.3339977		5.4009576		6.0771027		7.109076		4.474399		4.4916854		13.475856		12.737738		2.4021077		7.265017		12.484664		12.653856		1.3238156		2.8609662		3.752305		3.6710372		1.2643008		2.1672568		3.642085		3.6615052		0.4047022		Yes		No		No		U35_44k_v1_39775		LOC_Os12g41540.1		ref|NP_001067239.1| 4e-34  Os12g0608900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41530.1 1e-35 protein kinase putative		CAGATGACAAATGTACGCGTTGAAAATAGAGTACATCTATTCATACTTAGGCCCTTCATT		35980		AT5G10530.1

		49503		CUST_35930_PI390587928		3.4643738		3.4912927		3.1548367		3.5791645		3.3874185		3.1174088		6.220431		5.3760915		4.3678308		4.4871798		5.190148		3.8504221		-1.0547897		-1.2958367		8.372127		3.474793		1.8705428		1.9943063		4.0991116		1.2068595		0.9034569		-0.37388396		3.0655942		1.796927		-0.07695532		0.99588704		2.0353112		0.27125764		Yes		No		No		U35_44k_v1_49503		LOC_Os02g43430.1		gb|EAY86908.1| 1e-21  hypothetical protein OsI_008141 [Oryza sativa (indica cultivar-group)]		LOC_Os02g43430.1 4e-23 protein kinase APK1B chloroplast precursor putative expressed		ATGAGTAAAGTTTTAAGGCCTGGTGGTGGTAAAAATAGGTTGAAAAGCATGAGTGCAATT		51253		0

		47200		CUST_40405_PI390587928		4.8573747		5.0225883		4.9549847		5.149889		4.1885624		4.920123		3.662196		4.4012866		4.5624576		4.448356		3.9289513		4.4575524		-1.5897636		-1.0736064		-2.450012		-1.6801643		-1.2268145		-1.4888848		-2.0364175		-1.6158985		-0.2949171		-0.10246515		-1.2927887		-0.7486024		-0.6688123		-0.5742321		-1.0260334		-0.69233656		No		Yes		Yes		U35_44k_v1_47200		LOC_Os02g56950.2		ref|NP_001048494.1| 6e-70  Os02g0814600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56950.2 1e-71 expressed protein		TCAACTCCAAGTAATTGATTTTCCAGGCTGGCTGCAGTAAATTGTTTTGCATGTGCCAAA		None		AT5G44010.1

		12733		CUST_11008_PI390587928		13.243675		12.8124895		13.057063		13.755028		12.774032		12.579487		11.635806		12.656319		12.56319		12.106273		11.972108		13.5998955		-1.3847673		-1.1752785		-2.6781876		-2.1416297		-1.6026782		-1.6315202		-2.1213095		-1.1135237		-0.6804848		-0.23300266		-1.421257		-1.0987091		-0.4696436		-0.7062168		-1.0849552		-0.1551323		No		Yes		Yes		U35_44k_v1_12733		-		No hits found		No hits found		GTTGGGGGGCTAAGGAAAATCGATCTGTATACAGGAAAAGAAAGATAGGAAGTGTATGTT		47128		0

		46916		CUST_33520_PI390587928		5.229561		5.4698386		5.543962		4.3855777		4.9764924		4.80608		3.7530813		3.079665		3.351127		4.0616236		4.514431		3.4771233		-1.1917391		-1.5842047		-3.4602606		-2.472401		-3.6767573		-2.6540859		-2.0413606		-1.8770335		-1.878434		-0.66375875		-1.7908807		-1.3059127		-0.25306845		-1.408215		-1.029531		-0.9084544		Yes		No		No		U35_44k_v1_46916		LOC_Os11g01740.2		gb|EAZ19400.1| 4e-45  hypothetical protein OsJ_033609 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01740.2 5e-45 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TTCAAACTGATGGCTGTGATGGAATTCAGCCTGTTTCTGTCTGTGAACAGCCTTCTGTAC		47590		0

		12759		CUST_35057_PI390587928		7.44882		7.753594		6.635698		6.678795		6.7777824		6.1085544		4.4096417		4.228006		6.5981126		6.780205		4.8255463		6.2695994		-1.5922178		-3.1275644		-4.6785326		-5.46715		-1.8033851		-1.9634477		-3.5067914		-1.327945		-0.85070753		-1.6450396		-2.226056		-2.450789		-0.6710377		-0.97338915		-1.8101516		-0.40919542		Yes		No		No		U35_44k_v1_12759		LOC_Os03g30250.1		ref|NP_001105971.1| 2e-22  brittle stalk-2-like protein 7 [Zea mays]		LOC_Os03g30250.1 4e-23 phytochelatin synthetase-like conserved region family protein expressed		AGATGGTATGTTCAAGGGATTTCATGGTAATCCTTAAGGGAAACGTTCCCTTCCAAAAAA		46873		AT5G15630.1

		3370		CUST_18252_PI390587928		6.4681435		6.331064		6.1667213		6.0692177		6.403567		6.5721145		7.3789043		6.3318825		6.633062		7.098732		7.178865		6.2706313		-1.045778		1.1818527		2.3168795		1.1996926		1.1211027		1.7025154		2.0169058		1.1498245		0.16491842		0.24105024		1.212183		0.2626648		-0.064576626		0.7676678		1.0121436		0.20141363		No		Yes		Yes		U35_44k_v1_3370		LOC_Os12g10560.1		ref|NP_001066387.1| 1e-74  Os12g0207300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g10560.1 2e-76 AP-2 complex subunit sigma-1 putative expressed		GCATGCATGTCTAGAGCACCCACGATATTTGAAGCAATCGGTTGCACCAAAAAAGAAAAA		8020		AT1G47830.1

		2594		CUST_25289_PI390587928		9.952266		10.681538		10.206744		8.656945		9.679195		9.623439		8.484254		8.16949		10.208092		10.026565		9.148533		8.23986		-1.2083768		-2.0821857		-3.3000555		-1.4019699		1.1940192		-1.5745865		-2.082348		-1.3352276		0.255826		-1.0580988		-1.7224903		-0.48745537		-0.27307034		-0.65497303		-1.0582113		-0.41708565		No		Yes		Yes		U35_44k_v1_2594		LOC_Os03g03020.1		gb|AAN74828.1| 9e-80  Putative plastid ribosomal protein L11 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03020.1 2e-81 50S ribosomal protein L11 chloroplast precursor putative expressed		TCGCGGTGCAGGTAGGCCTGTCGACTATATGTTTTTGGTCACAGAAGTTTCATCAAAAAA		8084		AT1G32990.1

		8575		CUST_24702_PI390587928		7.6463094		3.6853807		3.293526		3.2596128		8.349174		5.256279		4.2612863		2.5258062		9.039268		6.948998		4.5823026		3.4737213		1.6277331		2.9708965		1.955802		-1.6630212		2.626166		9.603879		2.443208		1.1599869		1.3929582		1.5708983		0.9677603		-0.7338066		0.70286417		3.2636173		1.2887766		0.21410847		Yes		No		No		U35_44k_v1_8575		LOC_Os10g33780.1		gb|AAG13584.1|AC037425_15 9e-24  hypothetical protein [Oryza sativa]		LOC_Os10g33780.1 2e-25 expressed protein		GCTCAATGCCTCGATTTAATCCTCTATGTAATCGATTTGGTACAATTAATTTGTTAGTCC		20548		AT2G31160.1

		2579		CUST_25304_PI390587928		8.161126		8.342217		7.9402757		7.3555436		7.87183		7.611592		6.535042		6.472176		7.7422624		7.639797		6.806624		7.020956		-1.222044		-1.6593585		-2.648607		-1.8446761		-1.3368742		-1.6272323		-2.1941342		-1.2610168		-0.41886377		-0.7306256		-1.4052339		-0.88336754		-0.28929615		-0.70242023		-1.1336517		-0.33458757		No		Yes		Yes		U35_44k_v1_2579		LOC_Os03g25960.1		ref|NP_001050221.1| 7e-79  Os03g0376600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g25960.1 1e-80 ribonucleoprotein A chloroplast precursor putative expressed		CCAACGTATGAGATATGTATGATTTTGGTTTCAACCATCAGATCCCTTCGGACCTCATCG		5988		AT2G37220.1

		14513		CUST_34129_PI390587928		16.326277		16.944494		16.167189		16.60801		15.554912		16.087503		14.280639		15.782258		15.264495		15.776959		14.403293		16.205858		-1.7068841		-1.8112564		-3.6974995		-1.7724578		-2.0875082		-2.2462754		-3.39614		-1.3214768		-1.0617819		-0.8569908		-1.88655		-0.8257513		-0.77136517		-1.1675348		-1.763896		-0.4021511		Yes		Yes		Yes		U35_44k_v1_14513		-		gb|AAW48295.1| 4e-29  pore-forming toxin-like protein Hfr-2 [Triticum aestivum]		No hits found		GCCGCAGATTTAGTTATTGTGTGTATCCATCTCTTGATGCTTAAGCCTTAATTTATGTTA		11383		0

		28783		CUST_4073_PI390587928		5.1476283		4.9265995		2.8222954		3.8944104		4.266169		4.6691375		1.6801319		2.0654566		4.109687		4.5251884		1.9017181		2.59541		-1.8422377		-1.195374		-2.2071176		-3.5527933		-2.0532959		-1.3207991		-1.8928726		-2.4605832		-1.0379415		-0.25746202		-1.1421635		-1.8289537		-0.88145924		-0.40141106		-0.9205773		-1.2990003		Yes		Yes		Yes		U35_44k_v1_28783		-		gb|ABF98959.1| 2e-20  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g54970.1 4e-22 expressed protein		AAGTTGCTGATTGTGGTGAAGCCATTGTGTACCGCATTTGTAAACCGGTGCTCAGTGATA		27845		0

		9969		CUST_39130_PI390587928		4.3076367		3.7387602		4.9720283		3.5577066		3.895359		3.2620163		3.1218755		2.5203133		3.1852582		3.3703887		3.6114378		2.3115141		-1.3307852		-1.3915994		-3.6053834		-2.0525157		-2.177056		-1.2908949		-2.5679026		-2.3721454		-1.1223786		-0.47674394		-1.8501527		-1.0373933		-0.4122777		-0.3683715		-1.3605905		-1.2461925		Yes		No		No		U35_44k_v1_9969		LOC_Os01g39960.1		ref|NP_001043410.1| 2e-18  Os01g0581300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g39960.1 6e-20 lycopene epsilon cyclase chloroplast precursor putative expressed		AAGGCCATGGAAAGCCAGTCCAAAATCGCCTTCAAGCTGTTGCCTATAGCTGATGAAACT		18884		0

		39536		CUST_16213_PI390587928		10.579003		10.97457		10.46886		10.118897		10.557103		9.847359		9.004578		9.661286		10.541748		9.979201		9.178277		8.153561		-1.0152959		-2.1843615		-2.7592611		-1.373266		-1.0261598		-1.9935904		-2.4462683		-3.9050386		-0.037255287		-1.1272116		-1.464282		-0.45761108		-0.021900177		-0.99536896		-1.2905827		-1.9653368		Yes		No		No		U35_44k_v1_39536		-		No hits found		No hits found		GCATGCTTTTATACACACAGATGTACGGAGTAGGATATAACCTCCGTTTTATATTACTTA		None		0

		23314		CUST_2960_PI390587928		5.254534		4.5983763		4.4188285		4.0498223		4.7235146		2.611438		1.9984064		2.4989035		3.8368232		3.6083624		3.460064		2.9792755		-1.4449496		-3.9639485		-5.3532763		-2.9300368		-2.671612		-1.986204		-1.9436448		-2.1002293		-1.4177105		-1.9869382		-2.420422		-1.5509188		-0.5310192		-0.99001384		-0.95876455		-1.0705469		Yes		No		No		U35_44k_v1_23314		LOC_Os01g16750.1		ref|NP_001042716.1| 6e-70  Os01g0273800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16714.1 1e-71 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative expressed		TGTGCACCGCTAGGGGCCAGTTTAGTTGGTTAATAATTTTCACGTGCTATCTGCAAAAAA		18217		AT1G48910.1

		11177		CUST_9787_PI390587928		6.5787735		6.7558274		6.1552258		7.3300653		6.791523		7.0964255		7.6689744		8.1081		6.718502		7.3878517		7.1895156		7.559162		1.1588947		1.2662815		2.8555105		1.7147933		1.1016978		1.5497379		2.0481052		1.172101		0.13972855		0.3405981		1.5137486		0.7780347		0.21274948		0.6320243		1.0342898		0.22909689		No		Yes		Yes		U35_44k_v1_11177		LOC_Os01g43844.1		gb|AAM77718.1|AF465267_1 2e-51  cytochrome P450 monooxygenase CYP72A28 [Zea mays]		LOC_Os01g43844.1 3e-51 cytochrome P450 72A1 putative expressed		TACATGCTGTTGCCAACAAAAGCCAACCGGAGGATGAAGCAGATCGCCGGCGAGATCGAG		23804		AT3G14610.1

		8278		CUST_27858_PI390587928		4.6038175		4.362103		5.3129163		4.63545		4.082426		3.4877527		3.7661228		4.1388535		4.5147414		3.039028		3.5800073		3.863168		-1.4353389		-1.8331823		-2.9216704		-1.410881		-1.0636888		-2.5019884		-3.3239737		-1.7079691		-0.08907604		-0.8743503		-1.5467935		-0.49659634		-0.5213914		-1.323075		-1.732909		-0.7722819		No		Yes		Yes		U35_44k_v1_8278		LOC_Os01g10530.1		gb|EAY72926.1| 5e-43  hypothetical protein OsI_000773 [Oryza sativa (indica cultivar-group)]		LOC_Os01g10520.1 1e-44 expressed protein		TGTAATTGGGAGTAAGATGCAGAGTTGTGAGCTACCCAAACGACAAACTCTCTGCAAACT		19345		0

		3268		CUST_14688_PI390587928		7.845089		7.255118		7.672648		7.909973		8.315169		8.056218		9.020259		8.391643		8.680645		8.757307		8.843501		8.348937		1.3851867		1.7424295		2.5449035		1.3963585		1.7845447		2.8327222		2.251448		1.3556304		0.83555603		0.80110025		1.347611		0.48166943		0.47008038		1.5021892		1.1708531		0.4389639		No		Yes		Yes		U35_44k_v1_3268		LOC_Os01g04409.1		gb|EAZ10449.1| e-147  hypothetical protein OsJ_000274 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04409.1 1e-148 OsWAK1 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK) expressed		GAAGTTGAACTGATCAGCATGCACATTATAAGTGACCACACTGTACAATATATACCAATA		13733		AT1G25390.1

		15400		CUST_24024_PI390587928		3.050845		3.9411705		3.0323236		4.095925		4.122867		4.1338687		5.793808		5.0009313		4.092524		4.422701		4.833082		4.8140464		2.1023781		1.1428993		6.780936		1.8725529		2.0586224		1.396224		3.4840338		1.6450387		1.0416791		0.19269824		2.7614844		0.9050064		1.0720222		0.48153043		1.8007586		0.7181215		Yes		Yes		Yes		U35_44k_v1_15400		LOC_Os01g17430.1		gb|EAY73532.1| e-129  hypothetical protein OsI_001379 [Oryza sativa (indica cultivar-group)]		LOC_Os01g17430.1 1e-130 coatomer subunit beta putative expressed		CTTTGTGTGAAGTTGCTTTGCAATATTGGTGATGATGTGAGGAGGATTTGGTTGCAATCA		4536		AT4G31480.1

		38001		CUST_1649_PI390587928		9.555107		9.908004		10.281642		9.141807		9.4546995		9.693069		8.687433		9.454921		8.936089		9.203923		9.221795		8.818772		-1.0720763		-1.1606511		-3.0192888		1.2423866		-1.53583		-1.6291062		-2.0847104		-1.2509588		-0.61901855		-0.21493435		-1.5942087		0.31311417		-0.1004076		-0.7040806		-1.0598469		-0.3230343		No		Yes		Yes		U35_44k_v1_38001		LOC_Os10g21280.1		gb|ABP01423.1| 8e-37  ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit [Kengia serotina]		LOC_Os10g21280.1 5e-36 ribulose bisphosphate carboxylase large chain precursor putative expressed		GAGCCGAATAAAAATAGATCATGATATGATCATGAGACTTGACAAATCGAGATTCGTCTA		4254		ATCG00490.1

		30009		CUST_1465_PI390587928		8.911076		9.655433		8.866445		7.997462		9.043351		9.529344		7.5994716		6.998696		8.963562		9.828317		7.845259		7.6959114		1.096021		-1.0913312		-2.4065611		-1.99829		1.0370507		1.1273098		-2.0295858		-1.2324681		0.05248642		-0.1260891		-1.266973		-0.99876595		0.13227558		0.17288399		-1.0211854		-0.3015504		No		Yes		Yes		U35_44k_v1_30009		LOC_Os11g34360.1		No hits found		No hits found		CGCGGAGGAGGCGGGCGGACATCCAGTCGGACACGTACGTGCTGCTGGAGCCCGGGATGG		29630		0

		4661		CUST_22188_PI390587928		4.1621537		4.9801025		5.12485		4.0346518		3.0064828		3.7600358		2.472267		2.00974		2.9820817		3.5691538		3.4629848		3.6728785		-2.227879		-2.329575		-6.28792		-4.0696697		-2.265881		-2.6591198		-3.164253		-1.2850044		-1.1800721		-1.2200668		-2.652583		-2.0249116		-1.1556709		-1.4109488		-1.661865		-0.36177325		Yes		Yes		Yes		U35_44k_v1_4661		LOC_Os06g05350.1		gb|ABL85062.1| 2e-93  expressed protein [Brachypodium sylvaticum]		LOC_Os06g05350.1 6e-89 DNA-binding protein p24 putative expressed		CTGAAACCTGAGTAAGCTCTGCGATTTGCCTATTAAAAAGGTAACTACTCTCTGAAAAAA		10234		AT2G02740.2

		1061		CUST_30669_PI390587928		13.47157		13.6855135		13.513809		13.809129		13.1521635		13.15772		12.146855		12.871839		13.126527		13.027022		12.251597		13.71049		-1.2478172		-1.4417229		-2.579254		-1.9149281		-1.270189		-1.5784309		-2.398632		-1.0707625		-0.34504318		-0.5277939		-1.3669538		-0.9372902		-0.3194065		-0.65849113		-1.2622118		-0.098638535		No		Yes		Yes		U35_44k_v1_1061		LOC_Os04g47690.3		emb|CAI64395.1| 3e-29  putative high mobility group protein [Triticum aestivum]		LOC_Os04g47690.3 1e-21 HMG1/2-like protein putative expressed		TATGCTTGTTTTTATCTACTGGTCTGATGACTAGCCCGCTGTTGGCTTGCTGTTAAAAAA		2969		0

		37620		CUST_40172_PI390587928		9.196971		9.104645		8.762042		8.880446		10.010957		10.764621		10.566055		10.206909		10.116996		11.394832		10.851364		9.218024		1.7580619		3.1601126		3.4919024		2.5078702		1.8921479		4.891195		4.255481		1.2636333		0.9200249		1.659976		1.8040133		1.3264627		0.8139858		2.290187		2.089322		0.33757782		Yes		Yes		Yes		U35_44k_v1_37620		LOC_Os01g02390.2		gb|AAK20741.1| 2e-76  TAK33 [Triticum aestivum]		LOC_Os01g02800.1 1e-70 receptor-like kinase ARK1AS putative expressed		TGATGTAAAAGCGTGTGATGAGATAACGATTTCATCTCCTATGTACCTCCAGGTTTTCAG		4998		AT1G66930.1

		14751		CUST_37214_PI390587928		14.876803		14.792187		14.438958		14.0336685		14.406507		14.341991		12.921338		13.440449		14.268082		14.039525		13.198937		13.749107		-1.3853945		-1.3662252		-2.8631835		-1.5086099		-1.5249075		-1.6848985		-2.3620193		-1.2180398		-0.60872173		-0.4501953		-1.5176201		-0.59321976		-0.47029686		-0.7526617		-1.2400208		-0.28456116		No		Yes		Yes		U35_44k_v1_14751		LOC_Os02g27030.1		emb|CAD40319.2| e-157  OSJNBb0054B09.3 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24600.1 1e-159 cysteine proteinase 1 precursor putative expressed		CAGTTCTTGGAACATGGTAGTAGATACTTGTTGCCATCATTAATGAATATAATCTGGTGT		2403		AT4G16190.1

		42172		CUST_41909_PI390587928		9.469724		9.898151		9.521898		9.667674		9.774577		10.245319		11.35004		10.725991		10.027203		10.273735		11.291003		10.193954		1.2352931		1.2720611		3.5507953		2.082501		1.4716952		1.2973644		3.4084244		1.4402112		0.5574789		0.34716797		1.8281422		1.0583172		0.30485344		0.37558365		1.769105		0.5262804		No		Yes		Yes		U35_44k_v1_42172		LOC_Os06g41840.2		gb|EAZ37682.1| 3e-10  hypothetical protein OsJ_021165 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41840.2 7e-12 dihydroflavonol-4-reductase putative expressed		CCTGTTTTGGGACCATCATGGATCATAGCATATCATAAAAAAGAACTTGATACCACTGCA		37652		0

		5315		CUST_8230_PI390587928		6.468516		5.3983803		5.4222703		5.5150833		7.9898186		5.9441504		5.917728		5.1047626		8.749056		7.635431		5.886395		5.0270567		2.8705013		1.4597994		1.4097679		-1.3289813		4.8585978		4.7143226		1.3794801		-1.4025252		2.28054		0.54577017		0.49545765		-0.41032076		1.5213027		2.2370505		0.46412468		-0.48802662		Yes		No		No		U35_44k_v1_5315		LOC_Os06g44300.1		ref|NP_001058237.1| 0.0  Os06g0653000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g44300.1 0.0 gl1 protein putative expressed		GATCGAATAAATCTCAAATCGAAATCCCAGTGGATTGTCCCTTAAACCAAAGAATTTCGG		4819		AT5G57800.1

		29732		CUST_30641_PI390587928		4.702763		4.4903197		5.067796		5.796267		5.6937103		5.9014688		6.9165435		6.1180515		5.3844547		6.569347		6.9432893		6.3645763		1.9874895		2.659489		3.601873		1.2498755		1.6040194		4.225222		3.66927		1.4827849		0.68169165		1.411149		1.8487473		0.3217845		0.99094725		2.0790272		1.875493		0.5683093		Yes		Yes		Yes		U35_44k_v1_29732		-		No hits found		No hits found		TGATTCTTGAGGAATAGACAACATTGCGTGGACATGAAGGACCAGAAGATGACGGTGATC		26395		0

		12995		CUST_34859_PI390587928		5.045943		5.517821		3.752207		2.8197796		5.8738766		7.244597		8.764514		4.8088603		6.1473937		7.5352154		7.971457		2.458004		1.7751412		3.3098736		32.27415		3.9698396		2.1457038		4.0485196		18.626049		-1.2850065		1.1014509		1.7267761		5.012307		1.9890807		0.8279338		2.0173945		4.2192497		-0.36177564		Yes		Yes		Yes		U35_44k_v1_12995		LOC_Os09g37180.1		gb|EAZ45540.1| 2e-53  hypothetical protein OsJ_029023 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37180.1 5e-55 anthranilate N-benzoyltransferase protein 1 putative expressed		CTTTTCTCTTTGAGAACTGAATAATGCTACTGTGTGTACACAGATGTTATCTTGCACAAA		20247		AT5G48930.1

		9610		CUST_35284_PI390587928		4.6166024		4.522163		5.5653725		5.135502		4.077236		3.8225229		4.7997403		3.4385293		4.318189		3.8057616		4.628637		4.922482		-1.453334		-1.6240995		-1.7001147		-3.242199		-1.229791		-1.6430784		-1.9141921		-1.1591119		-0.29841328		-0.69964004		-0.76563215		-1.6969726		-0.53936625		-0.71640134		-0.93673563		-0.21301985		No		Yes		Yes		U35_44k_v1_9610		LOC_Os01g72190.1		gb|EAZ14841.1| 5e-34  hypothetical protein OsJ_004666 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72190.1 1e-35 expressed protein		ATATCCAGTGCATTTGCTGGGATGAATTTCCAAGATGTGGGTGCTGATCCTACTGCTGAT		20591		AT2G38800.1

		10324		CUST_13964_PI390587928		4.703579		4.6066475		4.856853		4.088139		4.525577		3.987685		3.5554545		4.279612		4.136604		3.7717907		3.131235		3.7612267		-1.131316		-1.5357704		-2.4646769		1.141929		-1.4814142		-1.78368		-3.3072178		-1.254326		-0.5669751		-0.6189625		-1.3013985		0.191473		-0.17800188		-0.83485675		-1.7256181		-0.3269124		No		Yes		Yes		U35_44k_v1_10324		LOC_Os07g01240.2		gb|EAZ38401.1| 8e-48  hypothetical protein OsJ_021884 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01240.2 2e-49 expressed protein		TTGGATCCCACTCTTGCCAACTACTGTCTCTCTGACGTCCAGCAGCTGCTCATGAGCCAG		24450		AT1G61900.2

		43318		CUST_35535_PI390587928		4.1350255		4.1778374		5.307932		4.813213		3.3352578		3.8306055		3.2931118		3.8541927		2.7808473		3.2704818		3.466508		4.5660357		-1.7408209		-1.2721175		-4.0413017		-1.9439892		-2.5565145		-1.8756044		-3.5836358		-1.1868825		-1.3541782		-0.34723186		-2.01482		-0.95902014		-0.79976773		-0.90735555		-1.841424		-0.24717712		Yes		Yes		Yes		U35_44k_v1_43318		-		gb|EAZ36583.1| 7e-38  hypothetical protein OsJ_020066 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49940.1 8e-18 integral membrane protein DUF6 containing protein expressed		TCACTCAGAGACATGCACGTTGTTATTAGGGGTGTAAAGTTGGGGATTTGGGTAACCTTG		39846		0

		30513		CUST_9708_PI390587928		2.9097302		3.0358658		3.9577143		4.5900254		3.551903		5.2889132		5.8015885		6.813027		2.4862573		4.7449718		7.0125422		7.530237		1.5606779		4.766887		3.5897272		4.6686373		-1.3411521		3.2695816		8.309881		7.6752396		-0.42347288		2.2530475		1.8438742		2.2230015		0.6421728		1.709106		3.054828		2.9402118		Yes		Yes		Yes		U35_44k_v1_30513		LOC_Os01g48710.1		gb|EAY75369.1| 3e-15  hypothetical protein OsI_003216 [Oryza sativa (indica cultivar-group)]		LOC_Os01g48710.1 3e-17 metal ion binding protein putative expressed		AAGAAGTGCAAATCTTGCATCCTTCAGATTGTGTCCAAGGTCAAAGGGGTCAAGTCGATG		30461		0

		2740		CUST_27293_PI390587928		11.136334		11.564148		10.945546		11.894852		11.937449		12.012492		13.078724		13.131076		12.127446		12.413924		12.623754		12.057331		1.7424473		1.3644733		4.386827		2.3558116		1.9877162		1.8022214		3.2003005		1.1192089		0.99111176		0.44834423		2.1331778		1.2362242		0.80111504		0.84977627		1.6782074		0.1624794		Yes		Yes		Yes		U35_44k_v1_2740		-		ref|NP_001053698.1| 3e-13  Os04g0589500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49954.1 7e-15 expressed protein		AATAATCGCCATGTTCCTGGGTTTTCGGTGATGAAATGATATGCAGCATTACGTAAAAAA		6666		0

		6287		CUST_3012_PI390587928		5.315507		5.3691063		5.2667336		6.1397343		3.9107692		3.927764		3.0595953		3.3443573		3.1002617		3.3213966		2.609906		5.394043		-2.6476965		-2.7157342		-4.617584		-6.9421234		-4.6436048		-4.134491		-6.306448		-1.6767776		-2.2152452		-1.4413424		-2.2071383		-2.795377		-1.4047377		-2.0477097		-2.6568277		-0.7456913		Yes		Yes		Yes		U35_44k_v1_6287		-		No hits found		No hits found		TCGCTGAATGTAAGATGGAGATAAATAAAGAAGCAAGTGACACTCCTCTCTTGTGCATTT		12954		0

		16797		CUST_4081_PI390587928		9.168368		10.24574		8.246057		8.856336		8.592637		9.590618		8.726247		9.515758		8.39405		9.070571		8.80821		8.994323		-1.4904327		-1.5747489		1.3949276		1.5794497		-1.7103821		-2.2581933		1.4764718		1.1003689		-0.7743187		-0.6551218		0.48019028		0.6594219		-0.5757313		-1.175169		0.5621538		0.13798714		No		Yes		Yes		U35_44k_v1_16797		LOC_Os01g16146.1		ref|NP_001042679.1| e-115  Os01g0266500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16146.1 1e-117 phenazine biosynthesis protein putative expressed		GAATCCAACTGTAACAATATAGCTTCGAGTGAGTTGCGATTAAGAATTTTAGGTTGCAAA		9255		AT4G02860.1

		461		CUST_7873_PI390587928		8.490711		8.396749		7.430496		7.5154076		9.909528		9.799111		11.770978		9.109993		10.50325		11.740748		11.809682		8.348242		2.673661		2.6433415		20.25887		3.0200772		4.034917		10.154166		20.809721		1.7811811		2.012539		1.4023628		4.3404818		1.5945854		1.4188166		3.3439999		4.3791857		0.83283424		Yes		Yes		Yes		U35_44k_v1_461		LOC_Os05g02200.1		gb|EAY96282.1| 1e-81  hypothetical protein OsI_017515 [Oryza sativa (indica cultivar-group)]		LOC_Os05g02200.1 2e-83 protein kinase putative expressed		CCACCATCGTGTAATTTTCATATTTGCAAAGCCACTACCTACCTAGAGTAATTACTTATT		8557		AT5G48540.1

		22359		CUST_22358_PI390587928		10.834531		10.909371		10.026872		9.59067		10.586547		10.638237		8.672745		8.942725		10.423142		10.349888		8.906705		9.593494		-1.1875465		-1.2067564		-2.5564237		-1.566934		-1.3299651		-1.4737415		-2.173721		1.0019599		-0.4113884		-0.27113438		-1.3541269		-0.64794445		-0.24798393		-0.5594835		-1.1201668		0.0028247833		No		Yes		Yes		U35_44k_v1_22359		-		gb|EAZ32943.1| 2e-15  hypothetical protein OsJ_016426 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23590.1 2e-06 expressed protein		TAGTTTCTGGTAGTACGGTGTCTATGTAACACGGTTGGTGAGCTGTGCATACGTTGTTTC		17774		0

		31514		CUST_17263_PI390587928		3.77769		4.905419		3.4286747		4.782772		3.7749565		4.455317		5.8522735		5.1810546		3.9399235		5.1434693		5.37438		5.555126		-1.0018965		-1.3661367		5.3650765		1.317938		1.1190183		1.1793978		3.8522608		1.7080547		0.16223359		-0.45010185		2.4235988		0.39828253		-0.002733469		0.23805046		1.9457054		0.7723541		No		Yes		Yes		U35_44k_v1_31514		LOC_Os06g12030.3		gb|EAZ36326.1| 2e-68  hypothetical protein OsJ_019809 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12030.3 5e-70 electron transporter putative expressed		TTTCGAGGCTTATGTATCTGAAGATGGTAGACATGTTGACTACACAAGCATCCAGGCTTG		None		AT3G11920.1

		48909		CUST_34916_PI390587928		5.187012		4.784906		5.053644		4.76609		5.4522347		5.581934		7.4511986		6.9272156		6.5490327		8.661351		7.893494		7.964357		1.2018214		1.7375182		5.269092		4.472637		2.570449		14.68677		7.159456		9.178555		1.3620205		0.79702806		2.3975544		2.1611257		0.26522255		3.8764453		2.83985		3.198267		Yes		Yes		Yes		U35_44k_v1_48909		LOC_Os12g04320.1		gb|EAY79896.1| 4e-29  hypothetical protein OsI_033855 [Oryza sativa (indica cultivar-group)]		LOC_Os12g04320.1 5e-31 flavonol 4-sulfotransferase putative expressed		GTTTGATGTTTGCAATCGTTCACCTTAATTTTCTTGCTCTTGTTGTAAACTCCAGCCTGG		None		AT2G03750.1

		6174		CUST_24455_PI390587928		10.9006195		11.803783		12.3211355		11.597243		10.123958		10.872295		10.221641		10.052304		9.938966		10.604929		10.428973		11.35521		-1.7131623		-1.9072422		-4.285593		-2.9179175		-1.947541		-2.2955732		-3.7119114		-1.1826581		-0.9616537		-0.93148804		-2.099495		-1.544939		-0.7766619		-1.1988544		-1.8921623		-0.242033		Yes		No		No		U35_44k_v1_6174		LOC_Os09g25100.1		gb|EAZ07132.1| 3e-79  hypothetical protein OsI_028364 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 15 putative expressed		ACAGTAGGAGTACTATGTTGCTTCGTAAATTCATTAAACAACGCTTTCGCTTGCAAAAAA		15819		AT4G30960.1

		10322		CUST_13966_PI390587928		3.418008		3.218048		2.1945355		2.5553555		3.2019064		4.2381797		6.2971215		6.563431		3.015673		4.819211		5.5661607		4.8955474		-1.1615906		2.0281038		17.179138		16.089808		-1.3216454		3.0338776		10.350476		5.0636997		-0.40233517		1.0201316		4.102586		4.008075		-0.21610165		1.6011629		3.3716252		2.3401918		Yes		Yes		Yes		U35_44k_v1_10322		LOC_Os02g48080.1		gb|EAY87251.1| e-100  hypothetical protein OsI_008484 [Oryza sativa (indica cultivar-group)]		LOC_Os02g48080.1 1e-102 serine/threonine-protein kinase receptor precursor putative expressed		CCTGTAAATATCTCATTACTGTTTCGGTAGCATCTTGCGAGCTGTGACTGCACCAAAAAA		19140		AT4G23180.1

		23409		CUST_2345_PI390587928		9.498515		9.295751		9.143873		9.35006		9.692298		9.655896		10.580132		9.432021		9.916254		10.155321		10.206677		8.898786		1.1437588		1.2835554		2.706181		1.0584556		1.3358324		1.8144981		2.088988		-1.3672479		0.4177389		0.36014557		1.4362583		0.08196068		0.1937828		0.8595705		1.0628042		-0.45127487		No		Yes		Yes		U35_44k_v1_23409		LOC_Os01g14100.3		gb|EAY73252.1| 7e-56  hypothetical protein OsI_001099 [Oryza sativa (indica cultivar-group)]		LOC_Os01g14100.3 1e-57 folate/biopterin transporter family protein expressed		GAGCAGTGAATTGACGTACTCCCTCTGTCAATTATAGTGTAAAAAATGATCTAACATTCT		18763		AT5G54860.1

		43355		CUST_5498_PI390587928		8.05689		7.894114		8.253034		9.0169115		9.395579		10.040776		11.294499		10.457759		10.127541		10.132916		10.750027		8.36131		2.529215		4.4280214		8.233272		2.7148027		4.200762		4.720051		5.6450763		-1.5752726		2.070651		2.1466622		3.0414658		1.4408474		1.3386898		2.2388024		2.496993		-0.6556015		Yes		Yes		Yes		U35_44k_v1_43355		-		No hits found		No hits found		TTCATCAATGTCTCTTGCCGGAGCTTGCGTAGACAAAGCTCATTCATAAGGAAACCCACT		39920		0

		17805		CUST_1009_PI390587928		8.776781		9.549839		10.214218		9.669337		8.711535		9.335439		9.058388		8.853799		8.545647		8.761551		9.203423		9.417477		-1.0462631		-1.1602216		-2.2281253		-1.7599548		-1.1737576		-1.727024		-2.015022		-1.1907418		-0.23113441		-0.21440029		-1.1558304		-0.8155384		-0.06524563		-0.7882881		-1.0107956		-0.25186062		No		Yes		Yes		U35_44k_v1_17805		LOC_Os04g59520.1		gb|EAZ32519.1| 0.0  hypothetical protein OsJ_016002 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59520.1 0.0 phosphoribosylanthranilate transferase putative expressed		GCGGAATCAATGTTGCTCGACCAAGCTAACGAGAATAAATAAATAAAGCCTTCATGTACT		8520		AT1G22610.1

		16282		CUST_29365_PI390587928		16.021597		15.952058		15.3262		15.6522875		15.808575		15.526348		13.547504		14.619737		15.7235565		15.413793		14.072582		15.239581		-1.1591138		-1.3432331		-3.4311569		-2.0456378		-1.2294732		-1.4522252		-2.384385		-1.3311807		-0.2980404		-0.42570972		-1.7786951		-1.0325508		-0.21302223		-0.5382652		-1.2536173		-0.41270638		No		Yes		Yes		U35_44k_v1_16282		LOC_Os03g15920.1		ref|NP_001049653.1| 3e-67  Os03g0265900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15920.1 5e-69 expressed protein		GTGGAACTGAATGAAGTGCAGGACATATACAGTAATAAATCACAAGTCTGTTCATGTAAA		5410		AT4G37300.1

		9612		CUST_35282_PI390587928		7.626941		7.557118		6.9714713		6.797653		7.377323		7.221706		9.271657		6.3624473		7.3324146		6.7845826		7.9538083		6.1241417		-1.1888924		-1.2617377		4.9252114		-1.3521038		-1.2264824		-1.7082691		1.9756632		-1.5949503		-0.29452658		-0.33541203		2.3001857		-0.43520594		-0.24961805		-0.7725353		0.982337		-0.6735115		No		Yes		Yes		U35_44k_v1_9612		LOC_Os05g30500.1		ref|NP_001055341.1| 6e-15  Os05g0368000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g30500.1 1e-16 expressed protein		ATAAATGGTTAAGCACACGGGTGGTACATGGACGCATGTGCGTTTCTTCCCGGAATAAAA		26355		0

		38694		CUST_35296_PI390587928		4.9600453		4.914349		5.106713		5.195309		5.7680173		5.5954685		7.1154175		6.283627		6.005755		6.0194364		6.285647		5.2664776		1.7507486		1.6033834		4.0242076		2.1262598		2.0643816		2.151119		2.2640944		1.0505672		1.0457096		0.68111944		2.0087047		1.0883179		0.80797195		1.1050873		1.1789341		0.07116842		Yes		No		No		U35_44k_v1_38694		LOC_Os02g08010.1		gb|EAZ07636.1| 1e-49  hypothetical protein OsI_028868 [Oryza sativa (indica cultivar-group)]		LOC_Os02g08010.1 2e-42 calcium-transporting ATPase 10 plasma membrane-type putative expressed		TTCCACTGGCAGTAACATTGACACTTGCGTATTCAATGCGAAAGATGATGCGAGACAAGG		34587		AT5G57110.2

		14270		CUST_10786_PI390587928		8.228918		8.367366		8.329274		8.684924		8.829932		9.239968		10.669581		9.157136		9.236607		10.027905		10.07338		8.473846		1.5167824		1.8309628		5.0641046		1.3872347		2.010687		3.1613474		3.3498728		-1.1575526		1.0076885		0.87260246		2.3403072		0.47221184		0.60101414		1.6605396		1.7441063		-0.21107769		Yes		Yes		Yes		U35_44k_v1_14270		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		CTATTGTTTTTATTCACTTGACCTGGTTAAATCAGAAGCGAGCTTTTTGGTTCCAAGAAA		1560		AT5G61790.1

		20987		CUST_26282_PI390587928		6.885857		8.372979		6.730866		7.2863674		6.568643		7.92767		5.9751472		6.0097756		5.305301		6.6747184		5.6933956		7.055532		-1.2459222		-1.3616059		-1.6884725		-2.4226596		-2.9908507		-3.2450953		-2.0526254		-1.1735144		-1.5805559		-0.44530916		-0.7557187		-1.2765918		-0.317214		-1.6982608		-1.0374703		-0.23083544		Yes		No		No		U35_44k_v1_20987		LOC_Os09g10340.1		gb|EAZ08397.1| e-141  hypothetical protein OsI_029629 [Oryza sativa (indica cultivar-group)]		LOC_Os09g10340.1 1e-142 cytochrome P450 71D7 putative expressed		AGTGGGGGATGTCGGAGCTGATGCGCAACCCGAGGGTGATGAAGAAGCTGCAAGCCAGAT		21219		AT3G48270.1

		3499		CUST_15194_PI390587928		11.452308		11.345529		10.647122		11.593127		11.799377		13.073438		12.737639		13.463481		12.019471		12.719086		12.732165		11.395339		1.2719744		3.312474		4.259007		3.656222		1.4816077		2.5910864		4.2428775		-1.1469387		0.56716347		1.7279091		2.090517		1.8703537		0.34706974		1.3735571		2.085043		-0.19778824		Yes		Yes		Yes		U35_44k_v1_3499		LOC_Os05g46020.1		gb|EAY98838.1| 8e-51  hypothetical protein OsI_020071 [Oryza sativa (indica cultivar-group)]		LOC_Os05g46020.1 1e-52 OsWRKY7 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ACTAGTGCTGCCTACTTAACCGTGTAATAAAAATACCCATGTGCCGTTTCCCTCAAAAAA		10167		AT5G64810.1

		2460		CUST_38829_PI390587928		8.201619		8.1825		6.438955		7.305014		8.1731825		8.75413		10.965377		9.437252		8.254509		9.146301		10.788853		8.703349		-1.0199063		1.4862022		23.04564		4.38397		1.0373408		1.9504424		20.391527		2.6359718		0.052889824		0.5716305		4.526422		2.132238		-0.02843666		0.9638014		4.349898		1.398335		Yes		Yes		Yes		U35_44k_v1_2460		LOC_Os03g51430.2		ref|NP_001051120.1| e-118  Os03g0724100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51430.2 1e-120 expressed protein		GCTTGTGATGTTACAAACAGCAGTTATACTTGTCCATCACCAAATAAGTGATTTCATTAC		6081		AT1G75170.2

		37647		CUST_40092_PI390587928		6.8516655		6.823604		5.9653993		5.2265544		7.532551		7.5000305		8.023529		6.497559		7.8284454		7.2885194		7.7951903		5.3296885		1.6031232		1.5981761		4.164461		2.4132957		1.9680678		1.3802363		3.5548558		1.0741043		0.97677994		0.6764264		2.0581298		1.2710047		0.6808853		0.46491528		1.8297911		0.103134155		Yes		Yes		Yes		U35_44k_v1_37647		-		No hits found		No hits found		ACTCCATATGTGTGTGAGAGTGTTTACAGAATTCGGTTTCAGATGATGCGCGTCAAAAAA		None		0

		9597		CUST_10969_PI390587928		2.0710213		1.9600865		2.31838		2.1639137		2.8318112		5.0156083		9.047543		4.737628		3.396864		7.102574		8.424424		5.8729		1.6944181		8.31388		106.09128		5.9534016		2.5067925		35.321815		68.88146		13.077241		1.3258426		3.055522		6.729162		2.5737143		0.7607899		5.1424875		6.106044		3.7089863		Yes		Yes		Yes		U35_44k_v1_9597		LOC_Os07g03680.1		gb|AAZ94265.1| 6e-46  pathogenesis-related 1a [Triticum monococcum]		LOC_Os07g03710.1 5e-44 pathogenesis-related protein PRB1-3 precursor putative expressed		CCGGGCTTTGATTGTTTTGGTATTTGTCTTGTAACTTGTGATTCATCTTTGATTTGTTGT		19600		AT3G19690.1

		21885		CUST_27544_PI390587928		8.786485		8.388764		9.265655		9.558196		8.961067		7.9240584		7.953108		8.745122		8.75972		7.951013		7.95923		8.6274605		1.1286377		-1.380036		-2.4837961		-1.7569512		-1.0187252		-1.3544915		-2.4732783		-1.9062477		-0.02676487		-0.46470594		-1.3125467		-0.8130741		0.17458248		-0.4377513		-1.3064246		-0.9307356		No		Yes		Yes		U35_44k_v1_21885		LOC_Os04g39960.1		emb|CAE05490.2| 2e-18  OSJNBa0022H21.10 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39960.1 3e-20 hypothetical protein		CTATGTATAGGTCATGAGTGTGCTTATTGTGTTTGTTTTTAGTTGATGCTTTGTTTCGAG		17984		0

		13476		CUST_38668_PI390587928		4.9382586		3.6741953		5.355171		4.8768926		4.5630784		3.902826		3.8602793		3.7863839		4.468163		3.471547		4.0206356		4.3319106		-1.2970016		1.1717224		-2.8184302		-2.129491		-1.3852013		-1.150809		-2.5219429		-1.4590021		-0.47009563		0.22863078		-1.4948919		-1.0905087		-0.37518024		-0.2026484		-1.3345356		-0.54498196		No		Yes		Yes		U35_44k_v1_13476		-		emb|CAO44389.1| 3e-09  unnamed protein product [Vitis vinifera]		LOC_Os12g39360.1 2e-09 aspartic proteinase nepenthesin-1 precursor putative expressed		GGAAAATAATTGCCAATTCACATTCATAAAGTTTGAGTCAATGAAAACGGCACCTATCGA		21542		0

		24674		CUST_10023_PI390587928		6.370954		6.49296		6.169558		6.0830607		6.4803424		7.3243136		7.7079024		9.411151		6.4865556		7.5910544		7.545525		7.4594026		1.0787708		1.7793541		2.90461		10.042804		1.0834267		2.1407175		2.5954182		2.5960925		0.11560154		0.83135366		1.5383444		3.3280902		0.10938835		1.0980945		1.375967		1.3763418		Yes		Yes		Yes		U35_44k_v1_24674		LOC_Os02g38230.1		gb|AAP31851.1| 4e-94  NAR2.2 [Hordeum vulgare subsp. vulgare]		LOC_Os02g38230.1 7e-63 component of high affinity nitrate transporter putative expressed		GACCCACGACGACCTCAAGAAGGACAAGACCTGCCAGTTCAAGGTCACCCAGCAGCCCTA		25352		AT5G50200.1

		50694		CUST_36172_PI390587928		6.4917254		6.8404007		7.1780376		6.0902114		7.159325		7.431013		7.7909284		6.601627		7.587506		7.3302846		8.219574		6.7986073		1.588428		1.5058858		1.5293205		1.4254481		2.1372867		1.4043318		2.0584185		1.6339864		1.0957804		0.5906124		0.6128907		0.5114155		0.6675997		0.4898839		1.0415363		0.70839596		No		Yes		Yes		U35_44k_v1_50694		LOC_Os01g44260.1		gb|AAL35830.1|AF434703_1 e-159  dihydroflavonol-4-reductase [Triticum monococcum]		LOC_Os01g44260.1 1e-103 dihydroflavonol-4-reductase putative expressed		CGGTGGGATATCATGGACTATGGAGTGCATCATTTCATTTTTATTTTATTTTACCTCAGT		53004		AT5G42800.1

		16697		CUST_28282_PI390587928		13.500476		13.263188		12.654968		13.134219		13.991127		13.670236		16.425402		16.539232		14.448638		14.262299		15.507998		14.515083		1.4050789		1.3259692		13.646257		10.592808		1.9294131		1.9987669		7.2251635		2.604243		0.9481621		0.40704727		3.7704334		3.405013		0.49065113		0.9991102		2.8530302		1.3808641		Yes		Yes		Yes		U35_44k_v1_16697		-		emb|CAA69915.1| 9e-27  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 1e-15 subtilisin-chymotrypsin inhibitor 2 putative expressed		GGGGAAGTATGGATGTGTTATGTAATGTTGTTTTGTTCAAGTTGTAATAAGCATCGGTAA		3384		0

		27068		CUST_20459_PI390587928		9.505717		9.647052		9.671605		9.387133		9.234813		9.276786		8.57524		8.997033		9.2307625		9.183956		8.819904		9.30614		-1.2065641		-1.2925911		-2.1381528		-1.3104838		-1.2099562		-1.3784965		-1.8046272		-1.0577456		-0.2749548		-0.37026596		-1.096365		-0.39009953		-0.27090454		-0.46309566		-0.8517008		-0.0809927		No		Yes		Yes		U35_44k_v1_27068		LOC_Os11g04420.3		ref|NP_001065707.1| 2e-58  Os11g0139900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04420.2 4e-60 expressed protein		GTGCGCATTAAGGATTGTAAGATGACGTTAACTGATTCTATCTATAGCATGTTTTTGTTC		40728		AT3G02910.1

		26647		CUST_7293_PI390587928		9.8165455		9.344791		8.6465845		9.7528105		11.045097		10.4394455		11.622985		11.409782		11.099183		10.887791		11.249989		10.566396		2.3433166		2.1356187		7.8702006		3.1535394		2.4328334		2.9139967		6.0771885		1.7575738		1.2826376		1.0946541		2.9764004		1.6569719		1.2285519		1.5429993		2.603404		0.8135853		Yes		Yes		Yes		U35_44k_v1_26647		-		No hits found		No hits found		GAAGCGATGGGATCATGGCTAAGTGGCATCTTGTAATTTCTTACTACTTTCTTGTTTTTT		26363		0

		34131		CUST_19457_PI390587928		13.470672		13.461047		13.338004		12.418021		13.251788		13.31767		12.322032		12.060527		13.234013		13.04483		12.723815		12.369259		-1.1638325		-1.1044877		-2.0222652		-1.2811989		-1.1782609		-1.3344238		-1.5306975		-1.0343772		-0.23665905		-0.1433773		-1.0159721		-0.35749435		-0.21888351		-0.41621685		-0.61418915		-0.04876232		No		Yes		Yes		U35_44k_v1_34131		LOC_Os04g43360.2		gb|EAY94833.1| 3e-08  hypothetical protein OsI_016066 [Oryza sativa (indica cultivar-group)]		LOC_Os04g43360.2 7e-10 beta-glucosidase chloroplast precursor putative expressed		CGTGAGTTGCAAGACATCTTTATGTGTGTGAATAAATGGCGAATATGCAAGTTGTTATTG		4992		0

		11178		CUST_9785_PI390587928		4.6782374		5.225872		4.4745674		5.1955256		5.9210973		6.5731435		6.922586		5.8013062		6.257742		6.8272195		6.792408		5.0636353		2.366672		2.5443046		5.4566617		1.521802		2.9886718		3.0342658		4.9858537		-1.0957284		1.5795045		1.3472714		2.4480186		0.6057806		1.2428598		1.6013474		2.3178406		-0.1318903		Yes		Yes		Yes		U35_44k_v1_11178		LOC_Os04g44900.1		gb|EAZ44316.1| 3e-22  hypothetical protein OsJ_027799 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16540.1 7e-24 protein kinase putative expressed		ATTATTAGTGTGTTCGGCCGTGGTGCTATGGCGGCGACACAAGAAAATGGGAGAAAATAT		24280		AT1G07460.1

		37660		CUST_4434_PI390587928		2.5653753		2.8359573		4.018806		3.1530943		2.4975262		1.6534761		5.585726		4.6582847		2.0795982		2.403805		3.7122478		4.0681458		-1.0481529		-2.2696679		2.962715		2.8386214		-1.40034		-1.349245		-1.2367536		1.8856363		-0.48577714		-1.1824812		1.5669198		1.5051904		-0.06784916		-0.43215227		-0.30655813		0.91505146		No		Yes		Yes		U35_44k_v1_37660		LOC_Os07g37620.1		gb|EAZ40303.1| 3e-11  hypothetical protein OsJ_023786 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37620.1 4e-13 fiber expressed protein putative expressed		ATTTCAAGATCTGCATGGACGCCGCAGCGGAGGGTTACGAAGGCCGAGGTTGAGGTGGCG		None		0

		28480		CUST_10282_PI390587928		6.287054		7.114723		6.921282		6.0342464		5.601583		6.4659543		5.3055916		5.0075536		5.0218835		5.6314034		5.0622773		5.744469		-1.608227		-1.5678297		-3.0645819		-2.0373485		-2.4035563		-2.7959135		-3.6275725		-1.2224516		-1.2651706		-0.6487689		-1.6156902		-1.0266929		-0.68547106		-1.4833198		-1.8590045		-0.28977728		Yes		Yes		Yes		U35_44k_v1_28480		LOC_Os03g41350.2		gb|EAZ21022.1| 4e-12  hypothetical protein OsJ_035231 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39380.1 6e-14 transposon protein putative Mutator sub-class expressed		GTTGCAACAGAGCTGGCAACAGACATCGTTATCTCCATAGGAGATGTCAAGTTTTATCTT		27363		AT4G37590.1

		47675		CUST_21807_PI390587928		5.343741		4.6348205		3.1980715		3.13993		5.462024		4.4318676		5.433695		3.852147		4.926893		4.434938		4.5039825		2.2527423		1.0854424		-1.1510519		4.7096615		1.6383198		-1.3350073		-1.1486048		2.472398		-1.8495672		-0.4168477		-0.20295286		2.2356234		0.7122171		0.11828327		-0.1998825		1.3059111		-0.8871877		No		Yes		Yes		U35_44k_v1_47675		-		gb|EAZ45740.1| 1e-06  hypothetical protein OsJ_029223 [Oryza sativa (japonica cultivar-group)]		No hits found		CATGCCGCCTTTTGGGGTTAAATAAGATAAGAGGATATGTTGAGAGCTGTGGTGACTTCT		48943		0

		10963		CUST_3192_PI390587928		5.0238395		5.1483245		5.7344384		3.1274908		3.4154263		4.449785		1.9837192		1.6176442		3.1944902		4.067097		3.091932		2.8878143		-3.0491629		-1.6228608		-13.46105		-2.8477974		-3.5537674		-2.1158352		-6.244155		-1.1807278		-1.8293493		-0.69853926		-3.750719		-1.5098466		-1.6084132		-1.0812273		-2.6425064		-0.23967648		Yes		Yes		Yes		U35_44k_v1_10963		LOC_Os03g21970.1		ref|NP_001050055.1| 5e-44  Os03g0338400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21970.1 1e-45 DNA binding protein putative expressed		CATTCCTTATTCGTCTACCGGTGGTCGATGAATCATGAGATGCCTATTCTGGTCGAGTAA		23443		AT2G40435.1

		9731		CUST_19652_PI390587928		5.857143		5.4722476		4.0755186		4.4730973		7.2907777		8.03509		8.700559		7.1534076		7.8942757		9.275608		8.471531		6.3911653		2.7012641		5.9087086		24.676058		6.4099374		4.10429		13.961291		21.053852		3.7791662		2.0371327		2.5628428		4.62504		2.6803102		1.4336348		3.8033605		4.3960123		1.9180679		Yes		Yes		Yes		U35_44k_v1_9731		LOC_Os10g33040.1		gb|AAK27806.1|AC022457_9 2e-92  putative protein kinase [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33040.1 5e-94 receptor-like protein kinase precursor putative expressed		ACTTTGAATAATATCCTGCTCGAGTCTGACTTTGAGCCACGGTTGTGTGATTTTGGCACC		21384		AT4G08850.2

		15884		CUST_22942_PI390587928		10.299066		11.101841		10.428435		9.734375		9.928859		10.215623		7.633533		7.186951		9.462026		9.516231		8.807233		9.019395		-1.2925382		-1.8483245		-6.93984		-5.845895		-1.7863811		-3.0013475		-3.0763133		-1.6414607		-0.83703995		-0.8862181		-2.7949023		-2.5474238		-0.37020683		-1.5856104		-1.6212025		-0.7149801		Yes		Yes		Yes		U35_44k_v1_15884		LOC_Os08g23180.1		gb|ABI95393.1| e-155  fasciclin-like protein FLA3 [Triticum aestivum]		LOC_Os08g23180.1 1e-130 fasciclin-like arabinogalactan protein 8 precursor putative expressed		GTGCGTGTTTCGTTGTGTTTATAATACTACATATGGAAGACATCCTGGAGTTTTAGAGTG		None		AT4G12730.1

		43102		CUST_20121_PI390587928		6.3013434		6.294537		6.748223		6.0231614		5.8870807		6.013066		5.042879		5.4067845		5.679461		5.117742		5.531859		5.6744876		-1.3326175		-1.2154337		-3.2610662		-1.5330204		-1.5388818		-2.2607398		-2.3236034		-1.2733896		-0.62188244		-0.28147125		-1.7053437		-0.6163769		-0.41426277		-1.176795		-1.2163639		-0.34867382		No		Yes		Yes		U35_44k_v1_43102		LOC_Os02g44300.2		gb|EAY95107.1| 4e-31  hypothetical protein OsI_016340 [Oryza sativa (indica cultivar-group)]		LOC_Os02g44300.2 1e-41 structural molecule putative expressed		TCAAGATGCCATTTGAGCTCAAGAAGTCGAATTCAGGATGCATCGAGCTCGTCAACAAGA		39330		AT4G00170.1

		50000		CUST_14156_PI390587928		2.9797447		3.391079		1.8826126		2.9026642		3.90421		5.6411767		5.809237		5.6957135		4.236836		5.497379		5.6267753		3.7154903		1.8979808		4.7571507		15.206585		6.930932		2.3901336		4.3058553		13.400014		1.7566493		1.2570913		2.2500978		3.9266243		2.7930493		0.9244654		2.1062999		3.7441626		0.81282616		Yes		Yes		Yes		U35_44k_v1_50000		LOC_Os11g47870.1		gb|EAY81909.1| 1e-21  hypothetical protein OsI_035868 [Oryza sativa (indica cultivar-group)]		LOC_Os11g47870.1 8e-23 chitin-inducible gibberellin-responsive protein 2 putative expressed		AATGTTGGAGGAGTACGAGATGTGCATGCAGGGGATACAGGAGCTGCGCATCGCCATGGA		51990		0

		27042		CUST_20531_PI390587928		4.193192		4.267087		4.731615		4.53783		3.3775933		3.7521038		3.8321571		4.272379		3.4699242		3.048877		3.4625218		3.354532		-1.7600284		-1.4289775		-1.865365		-1.2020117		-1.6509173		-2.3265786		-2.4101005		-2.270953		-0.7232678		-0.5149832		-0.89945793		-0.26545095		-0.8155987		-1.21821		-1.2690933		-1.1832979		Yes		No		No		U35_44k_v1_27042		LOC_Os03g03410.1		ref|NP_001048818.1| 5e-21  Os03g0125600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03410.1 1e-22 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		AAGCGGCCGGAGCAGAATCCCAACCTCCCAAGCGACTCTGTCCCATCGTCGTCAGCTAGA		21514		0

		1880		CUST_41537_PI390587928		8.493682		8.809904		9.042668		9.091647		8.554413		8.357382		10.201161		9.980453		8.510743		8.977242		10.08368		10.08692		1.042994		-1.3684306		2.2322414		1.8516423		1.0118961		1.1229848		2.0576704		1.9934572		0.017061234		-0.45252228		1.158493		0.8888054		0.060730934		0.16733837		1.0410118		0.99527264		No		Yes		Yes		U35_44k_v1_1880		LOC_Os04g38310.1		ref|NP_001052962.1| e-119  Os04g0455600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38310.1 1e-121 expressed protein		TAATCTCTCTGTACTGAGAACCTGCGCAATAAGCTTTTATGGACTCACTAGTTGATTGCC		5884		AT4G39860.1

		5125		CUST_28607_PI390587928		6.7475414		6.5576973		5.0063252		4.2470984		5.9139667		5.5458055		3.800639		2.462035		5.155159		5.0103498		3.3512037		5.9603686		-1.7820957		-2.0165536		-2.3064697		-3.4463363		-3.015469		-2.9227927		-3.1494973		3.2790325		-1.5923824		-1.0118918		-1.2056863		-1.7850635		-0.8335748		-1.5473475		-1.6551216		1.7132702		Yes		No		No		U35_44k_v1_5125		LOC_Os03g32470.1		gb|EAZ27455.1| e-114  hypothetical protein OsJ_010938 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g32470.1 1e-116 leucoanthocyanidin dioxygenase putative expressed		TGTATGTATCAGCTGGCAACTACGTAATAAACACCCGAACATAAAATAAATAAACTCGAC		12292		AT1G17020.1

		1120		CUST_41867_PI390587928		12.773356		12.5408325		11.895055		12.26485		13.228206		13.114075		13.174424		13.129575		13.60331		13.221726		12.833087		12.165184		1.3706396		1.4878635		2.4273286		1.8209927		1.7776277		1.6031327		1.9159131		-1.0715251		0.8299532		0.5732422		1.2793694		0.8647251		0.45484924		0.6808939		0.93803215		-0.09966564		No		Yes		Yes		U35_44k_v1_1120		LOC_Os05g04700.1		No hits found		No hits found		TGTATGAGAGCACTCTTTGGTAAATTTGGATCATTGCCTCCGTGTGGAAGTCAGGAATCG		3314		0

		32017		CUST_330_PI390587928		7.1082726		7.422403		8.0773325		7.74843		6.9835267		6.787571		7.218834		7.1092644		6.7907205		6.5644546		7.0267053		7.2131267		-1.0903156		-1.5527568		-1.8131504		-1.5574279		-1.2462143		-1.8124589		-2.0714302		-1.4492466		-0.3175521		-0.6348319		-0.8584986		-0.6391654		-0.124745846		-0.8579483		-1.0506272		-0.5353031		No		Yes		Yes		U35_44k_v1_32017		LOC_Os01g08580.1		gb|EAZ10796.1| 3e-24  hypothetical protein OsJ_000621 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08580.1 9e-26 expressed protein		GCCGCAGGGAGCTCACCGCCGTCCCGTAGGAGATCGCCCCACCGTGGCTGCGTCCGTGGA		None		0

		16362		CUST_13520_PI390587928		11.96968		11.742917		11.723965		12.198242		12.526311		12.82624		13.601952		12.597943		12.702168		13.30595		13.426239		12.586182		1.4708306		2.1189103		3.6756182		1.3192346		1.6615027		2.9547439		3.2541356		1.3085232		0.73248863		1.0833225		1.8779869		0.39970112		0.5566311		1.5630331		1.7022743		0.38793945		Yes		Yes		Yes		U35_44k_v1_16362		LOC_Os04g38480.1		gb|AAU88198.1| 0.0  somatic embryogenesis protein kinase 1 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38480.1 0.0 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		GTGCTGGTAGTAGTGCTAAATCCTTGATAGTAGTAGTGCTAAATCCTGCTGTATTGTTTT		5422		AT1G71830.1

		15287		CUST_10453_PI390587928		10.54501		10.386895		9.602576		9.207528		13.651138		13.436634		14.241151		12.694466		14.2094755		14.920119		13.667766		9.487901		8.610689		8.280621		24.908644		11.211734		12.679852		23.154554		16.739555		1.2145085		3.664466		3.049739		4.6385746		3.4869375		3.1061287		4.533224		4.0651894		0.28037262		Yes		Yes		Yes		U35_44k_v1_15287		LOC_Os09g39940.1		gb|ABU56004.1| 3e-39  blue copper-binding protein [Dasypyrum villosum]		LOC_Os09g39940.1 5e-35 blue copper protein precursor putative expressed		GATGTAAGAACTACTCCTTTGTATCTCTCATGTTTGTATGTAATCTACTAGTCTTTAGGC		3208		AT2G32300.1

		14092		CUST_581_PI390587928		10.618709		11.031783		10.314255		10.832986		11.747165		11.790156		12.356075		11.458668		11.860153		12.383434		11.783839		10.663428		2.1862466		1.6915822		4.117648		1.5429399		2.3643515		2.5520403		2.769421		-1.1247135		1.2414446		0.75837326		2.0418205		0.6256819		1.1284561		1.3516512		1.4695845		-0.16955757		Yes		Yes		Yes		U35_44k_v1_14092		LOC_Os06g06980.1		gb|ABO26812.1| e-124  caffeoyl-CoA O-methyltransferase [Bambusa oldhamii]		LOC_Os06g06980.1 1e-122 caffeoyl-CoA O-methyltransferase 1 putative expressed		TCGTTTCGCAATTCGTACTAGTATAAAGACTTGTCCAGACAGATGATTGATATTACTCCT		619		AT4G34050.1

		18647		CUST_31733_PI390587928		10.911502		10.994096		11.264786		11.34219		10.442854		10.398288		10.19178		10.592071		10.387039		10.320107		10.3269205		11.163394		-1.383812		-1.5113188		-2.1038117		-1.6819319		-1.4383978		-1.5954776		-1.9156915		-1.1319387		-0.5244627		-0.595808		-1.0730057		-0.7501192		-0.46864796		-0.67398834		-0.93786526		-0.17879581		No		Yes		Yes		U35_44k_v1_18647		-		No hits found		No hits found		CTTATCAGATGGCAAGTGTATGCCCTACTTGCCACTCTTTCAGTTATGTAATGTAAAAAA		9257		0

		44566		CUST_17339_PI390587928		9.806698		10.021182		9.394469		10.592144		9.961686		10.372604		10.725619		11.340053		9.988652		10.532416		10.488687		11.008583		1.1134126		1.2758178		2.5160317		1.6793566		1.1344196		1.425269		2.1349723		1.3346293		0.18195438		0.3514223		1.33115		0.7479086		0.15498829		0.5112343		1.0942173		0.41643906		No		Yes		Yes		U35_44k_v1_44566		LOC_Os01g43844.1		gb|EAZ12777.1| 6e-35  hypothetical protein OsJ_002602 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g43844.1 2e-36 cytochrome P450 72A1 putative expressed		ACAACGTACGCAAGTTCTTCTAGTAGTGCTTGCTCAAGAAAAGCGTTTTTGTGCAAAAAA		42461		AT1G17060.1

		48191		CUST_19227_PI390587928		4.5059524		5.007571		5.772964		4.9544683		4.0648313		4.2713046		5.2360826		4.4366374		3.4950035		3.3122537		3.9520817		3.198437		-1.357659		-1.6658593		-1.450833		-1.4318008		-2.0152361		-3.2384815		-3.532972		-3.3776767		-1.0109489		-0.7362666		-0.53688145		-0.51783085		-0.4411211		-1.6953175		-1.8208823		-1.7560313		Yes		No		No		U35_44k_v1_48191		-		No hits found		No hits found		CAAAGCAGTCTCCCTCCAGAAGAAAGAGAAGAATTTCAAAAATAATAACAGAGATATTGG		33835		0

		20198		CUST_5397_PI390587928		8.714007		9.704693		8.035573		8.487463		7.872853		8.546161		6.2785115		6.9935627		6.988916		7.6332803		7.0074105		8.266925		-1.7914833		-2.232302		-3.3800895		-2.8164937		-3.306011		-4.20298		-2.0394251		-1.1651682		-1.7250915		-1.1585321		-1.7570615		-1.4939003		-0.8411546		-2.0714126		-1.0281625		-0.22053814		Yes		Yes		Yes		U35_44k_v1_20198		LOC_Os03g11320.2		gb|EAZ26032.1| 0.0  hypothetical protein OsJ_009515 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11320.2 0.0 heparanase-like protein 2 precursor putative expressed		ACAGTTCTAGAAACACCAACCATCATTCAAAGAGCTGCCCAAAGCTTTTAAATTATACTA		13120		AT5G61250.1

		33348		CUST_9290_PI390587928		8.650701		9.165628		8.658994		9.244927		9.546631		10.695385		11.261272		10.379232		9.832362		10.513302		11.067665		10.020019		1.8608094		2.887371		6.07245		2.195128		2.2683787		2.5450137		5.309851		1.7112982		1.1816616		1.5297565		2.6022787		1.134305		0.8959303		1.3476734		2.4086714		0.7750912		Yes		Yes		Yes		U35_44k_v1_33348		LOC_Os01g03690.1		gb|EAZ10387.1| 7e-05  hypothetical protein OsJ_000212 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03690.1 9e-07 serine/threonine-protein kinase receptor precursor putative expressed		AGTAATTAATCAAGTGTAGATTTATCGAAAAGGTGTGGTAGCACCAGGGGGTCCCGACCT		None		0

		6939		CUST_460_PI390587928		2.1413662		2.4956157		2.747878		2.294441		2.3224485		3.144785		4.632777		4.282003		2.4198055		2.5763543		3.3112888		1.7738209		1.133734		1.5682648		3.693271		3.9656627		1.212882		1.0575593		1.4777588		-1.4345717		0.27843928		0.6491692		1.8848991		1.987562		0.18108225		0.080738544		0.56341076		-0.5206201		Yes		No		No		U35_44k_v1_6939		LOC_Os01g72160.1		ref|NP_001104988.1| 7e-93  glutathione S-transferase GST 24 [Zea mays]		LOC_Os01g72150.1 4e-70 glutathione S-transferase putative expressed		CCAATTGCTAGCTATAAGTCATTCTCATGTCATCTATAGTCTATCTTATAGCCAACATGT		15264		AT3G09270.1

		11543		CUST_6209_PI390587928		7.2425303		7.638117		6.8243346		6.937546		7.953711		9.321198		10.4925995		9.2751255		8.315291		9.301976		9.602978		7.200584		1.6371434		3.2111313		12.7132845		5.0545397		2.103455		3.1686304		6.8620667		1.2000031		1.072761		1.6830816		3.6682649		2.3375797		0.7111807		1.6638594		2.7786431		0.26303816		Yes		Yes		Yes		U35_44k_v1_11543		LOC_Os07g40630.1		gb|EAZ04585.1| 4e-11  hypothetical protein OsI_025817 [Oryza sativa (indica cultivar-group)]		LOC_Os07g40630.1 8e-13 BRASSINOSTEROID INSENSITIVE 1 precursor putative expressed		TTCATTCCTTCGTGTACAAAAATGCGGTTGCTTAGTTGAGCCTGACGTCCATTGGAACCA		None		0

		5441		CUST_21471_PI390587928		7.4888835		8.166496		8.461969		8.282896		7.156964		7.272018		6.9102817		7.313368		6.777725		6.644062		7.144753		7.492271		-1.2586871		-1.8589376		-2.931599		-1.9582001		-1.637118		-2.8727536		-2.4918485		-1.7298238		-0.7111583		-0.8944783		-1.5516877		-0.9695282		-0.33191967		-1.5224342		-1.3172164		-0.7906251		Yes		Yes		Yes		U35_44k_v1_5441		-		No hits found		No hits found		CTTCCTACTTGCGTGTTGTGTTGGTTGGGAAATGAAATGAATGCTGAGCAGTGTTGGAAA		None		0

		19322		CUST_10610_PI390587928		8.248672		8.762343		8.374657		9.716514		8.411842		8.55278		9.449227		9.669406		8.409162		8.69591		9.184323		9.906477		1.1197455		-1.1563381		2.1060953		-1.0331916		1.1176667		-1.0471245		1.7528064		1.1407347		0.16049004		-0.20956326		1.0745707		-0.047107697		0.16317081		-0.06643295		0.80966663		0.18996334		No		Yes		Yes		U35_44k_v1_19322		LOC_Os10g31790.2		gb|EAZ16306.1| 3e-62  hypothetical protein OsJ_030515 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g31790.2 6e-64 small GTP-binding protein domain putative expressed		ACGTAGGCGGCAGAAGTATCAAAAGCAGCTGGATTTTCGTGTAGGATCATCAGGTGTTTT		49867		AT2G30100.1

		2249		CUST_37158_PI390587928		14.790669		14.392838		14.251679		12.705361		14.959594		14.026011		12.607602		11.08434		15.17252		14.208262		12.566741		11.874101		1.12422		-1.2895128		-3.125479		-3.075927		1.3030119		-1.1364822		-3.2152667		-1.7792394		0.38185024		-0.36682606		-1.6440773		-1.6210213		0.16892433		-0.18457508		-1.6849384		-0.8312607		No		Yes		Yes		U35_44k_v1_2249		LOC_Os01g02870.1		ref|NP_001041856.1| 2e-23  Os01g0117900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g02870.1 5e-25 nodulin-like protein putative expressed		TCTTCGAGTTGTGTGTGTATATGGATCGATAGTTGGGAGAAAACCTGCCACTTTTTGTTT		10919		AT1G75500.1

		29598		CUST_26848_PI390587928		8.885043		8.835817		9.004022		8.911377		8.740669		8.575545		7.8424716		7.910334		8.456835		7.996145		8.032929		7.820017		-1.1052508		-1.1977046		-2.2369764		-2.0014462		-1.3455615		-1.7896439		-1.9603242		-2.1307483		-0.42820835		-0.26027203		-1.16155		-1.0010428		-0.1443739		-0.83967257		-0.9710922		-1.0913601		No		Yes		Yes		U35_44k_v1_29598		LOC_Os02g42690.3		ref|NP_001053390.1| 1e-24  Os04g0530500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44820.1 2e-26 ring domain containing protein putative expressed		TTGAAGGTGCAAGAGGAGAATGAATCGGGTCAGTGACGAGCGTAGCAGTGATCCGTCGAG		28954		AT4G27470.1

		36434		CUST_12695_PI390587928		6.4256177		5.5310397		5.707794		5.99283		6.6216908		5.695032		4.6404963		5.363098		6.614498		5.4131584		4.765564		5.7114735		1.1455759		1.1203833		-2.095505		-1.5472772		1.1398787		-1.0851401		-1.9214964		-1.2153369		0.18888044		0.1639924		-1.0672979		-0.62973166		0.19607306		-0.1178813		-0.9422302		-0.28135633		No		Yes		Yes		U35_44k_v1_36434		-		gb|EAZ31654.1| 4e-17  hypothetical protein OsJ_015137 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49300.1 0.001 expressed protein		GAGTCCTCTACACTTCTTAAAATGATTTTGTTGGTAGCAAACAAAGGATCATGAGTACCA		51588		0

		27423		CUST_9908_PI390587928		6.387905		6.644562		6.3797183		6.997648		7.630507		8.710907		9.19034		8.672452		7.9727187		8.823743		8.835065		7.562017		2.3662488		4.1882434		7.0158687		3.1927602		2.9996903		4.528964		5.4844484		1.4787408		1.5848136		2.0663452		2.8106217		1.6748042		1.2426019		2.179181		2.4553466		0.5643692		Yes		Yes		Yes		U35_44k_v1_27423		LOC_Os07g02620.1		ref|NP_001056140.1| 1e-38  Os05g0533400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g45690.1 2e-40 expressed protein		GTAAGGAGTTGAAACAGGTTGTACTATGCCTAGAAACCATGGTTGTTGACATGAAGGAGT		25718		0

		25931		CUST_35195_PI390587928		4.703853		4.025446		4.4725966		4.117811		3.7817757		3.4849918		2.560298		3.0160239		3.9174986		3.2920444		3.5932589		3.546503		-1.8948418		-1.4544303		-3.7640836		-2.1462042		-1.724711		-1.6625544		-1.8395307		-1.4858702		-0.78635454		-0.54045415		-1.9122987		-1.1017873		-0.9220774		-0.73340154		-0.8793378		-0.57130814		Yes		Yes		Yes		U35_44k_v1_25931		LOC_Os03g02720.1		gb|EAY88298.1| 6e-18  hypothetical protein OsI_009531 [Oryza sativa (indica cultivar-group)]		LOC_Os03g02720.1 1e-19 expressed protein		CAGTAAAACGACACACGAACTATGTCTTTAATTTGTGTGTGCATTGACATTCACTTTTAC		38321		AT4G00231.1

		47971		CUST_7390_PI390587928		12.644906		12.513293		12.710469		12.435704		12.529445		12.1770525		14.243011		12.934453		12.555092		12.693059		13.926636		12.618871		-1.0833215		-1.2624627		2.8929517		1.4129876		-1.0642331		1.1327		2.3232856		1.1353731		-0.089814186		-0.33624077		1.5325422		0.49874878		-0.11546135		0.1797657		1.2161665		0.1831665		No		Yes		Yes		U35_44k_v1_47971		LOC_Os11g26860.1		emb|CAA03953.1| 9e-57  unnamed protein product [Hordeum vulgare subsp. vulgare]		LOC_Os11g26860.1 1e-57 serine hydroxymethyltransferase mitochondrial precursor putative expressed		GGAATGTCGAGTATTTGCCAATAATCTTCCATATTATTTTTGTTACGCAATGCACATGGA		49590		AT4G13930.1

		9399		CUST_9056_PI390587928		4.2042155		4.0565453		4.7622643		4.2155557		3.0546796		3.2443037		3.2704518		3.5414276		3.4217682		3.4232721		3.781587		4.5004735		-2.2184253		-1.7559376		-2.8124208		-1.5956321		-1.7200463		-1.55108		-1.9733918		1.2183409		-0.78244734		-0.81224155		-1.4918125		-0.67412806		-1.1495359		-0.6332731		-0.98067737		0.28491783		Yes		No		No		U35_44k_v1_9399		LOC_Os04g38850.1		ref|NP_001053001.1| 1e-60  Os04g0462300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38850.1 2e-62 expressed protein		TTGTGGTACTCTACAATTACTGCCCGGATTATTTATCAAGATAGTGCTTGGCTGAAAAAA		40394		AT3G25805.1

		17861		CUST_40306_PI390587928		6.029593		5.422726		7.2700095		4.6700873		5.878712		5.4440904		4.618331		2.2330196		5.7462783		5.2233195		5.670893		4.0363464		-1.1102471		1.0149187		-6.28398		-5.4153996		-1.2169878		-1.148226		-3.029577		-1.551583		-0.2833147		0.021364212		-2.6516786		-2.4370677		-0.15088081		-0.19940662		-1.5991163		-0.6337409		Yes		Yes		Yes		U35_44k_v1_17861		LOC_Os01g19020.1		gb|EAY73614.1| e-142  hypothetical protein OsI_001461 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19020.1 1e-144 peroxidase 1 precursor putative expressed		CCCCCTGGCAGTGTGTCTTCAATAATCTTGTGTTTTTTCTGGTTCTATCCATTCTTTTGA		7666		AT4G33420.1

		2770		CUST_1896_PI390587928		12.23948		13.008283		11.65448		11.338157		11.452771		11.594981		9.612457		9.259337		10.903427		11.378438		10.073722		10.584534		-1.7251345		-2.6634598		-4.118225		-4.224613		-2.5245967		-3.0947967		-2.9912698		-1.6860216		-1.3360529		-1.4133015		-2.0420227		-2.0788193		-0.78670883		-1.6298447		-1.5807581		-0.753623		Yes		No		No		U35_44k_v1_2770		LOC_Os05g48900.1		gb|ABI95405.1| 6e-81  fasciclin-like protein FLA15 [Triticum aestivum]		LOC_Os05g48900.1 4e-60 fasciclin-like arabinogalactan protein 7 precursor putative expressed		CTCGTTTGGTCTGTATCCTGTAATTTATGTGATATACTAGTGCTTCTCGAATTCATTCAA		6782		AT5G60490.1

		10570		CUST_14628_PI390587928		9.316752		9.198178		11.002599		10.3700285		9.009639		8.497104		9.702911		9.473713		8.824878		8.35898		9.935681		10.232451		-1.23723		-1.6257153		-2.4617553		-1.8613064		-1.4062711		-1.7890555		-2.0949523		-1.100056		-0.4918747		-0.7010746		-1.2996874		-0.8963156		-0.30711365		-0.8391981		-1.0669174		-0.13757706		No		Yes		Yes		U35_44k_v1_10570		LOC_Os01g72090.1		ref|NP_001045399.1| 1e-73  Os01g0949400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72090.1 2e-75 phycoerythrobilin ferredoxin oxidoreductase putative expressed		AGGGGTCTGTGTAGCTTAGAAGACCCTGTGTAATATTTGATTGGGTGTAATATCAATAAT		21378		AT3G09150.1

		9787		CUST_5585_PI390587928		5.3379517		5.7459426		6.297707		5.6455464		4.667491		4.852839		5.0887313		5.0729012		4.7607846		4.55492		4.952648		5.433779		-1.5915811		-1.857167		-2.3117347		-1.487248		-1.4919168		-2.283145		-2.5404058		-1.1581063		-0.57716703		-0.8931036		-1.2089758		-0.5726452		-0.6704607		-1.1910224		-1.3450589		-0.21176767		No		Yes		Yes		U35_44k_v1_9787		-		gb|EAZ39596.1| 2e-16  hypothetical protein OsJ_023079 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g25390.1 4e-18 DRD1 putative expressed		AAGAGAGTGGCATAATAGTTCTTGATTCGGATGATGAAGATGAAGGCCAGGGGGCACAAA		34162		0

		607		CUST_12569_PI390587928		8.735119		9.64708		9.132439		9.29428		9.568891		10.711362		11.28672		10.316169		9.858438		10.714329		10.679334		9.367359		1.782339		2.091128		4.4514694		2.0305755		2.1784751		2.095433		2.9218762		1.0519595		1.1233187		1.0642815		2.1542816		1.0218887		0.8337717		1.0672483		1.546895		0.07307911		Yes		Yes		Yes		U35_44k_v1_607		LOC_Os03g02514.2		ref|NP_001048758.1| 1e-85  Os03g0116300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02514.2 3e-87 catalytic/ hydrolase putative expressed		TACATCCCTGAAAGGATTGCTGGAGCTGCAATGATGGCGCCGGTGGTGAACCATTGGTGG		2169		AT2G36290.1

		30446		CUST_28205_PI390587928		6.5795445		7.840448		3.9340565		5.4615097		6.0535455		9.350892		6.75976		8.301747		6.091257		8.742569		6.1757474		3.9599774		-1.4399304		2.8489773		7.089596		7.16138		-1.4027787		1.8688115		4.7295103		-2.8314328		-0.48828745		1.5104442		2.8257034		2.8402376		-0.52599907		0.90212107		2.2416909		-1.5015323		Yes		Yes		Yes		U35_44k_v1_30446		LOC_Os09g27410.1		dbj|BAD38225.1| 3e-14  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g27410.1 2e-16 conserved hypothetical protein		AGAGCTCGGGGATCAATTAGTTTAGTCGGCATGGAGTTCGAGACGATGGCGAGCCAGCAC		30366		AT1G05575.1

		14376		CUST_3739_PI390587928		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		1.082934		-1.5308027		2.6524959		1.2262404		-1.0740476		-1.0670416		2.0293062		1.3057158		-0.10305786		-0.61428833		1.4073505		0.2942419		0.11494541		-0.093616486		1.0209866		0.38484097		No		Yes		Yes		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		GAATAATCTGGACCTCGTGTCCACTTGTTGGTTATTAGGGTAGTTGTTTCTCGGCAGGAT		1426		AT5G17920.2

		19103		CUST_6304_PI390587928		10.003436		9.83239		9.171432		9.093201		9.664705		9.29606		7.4628844		8.39422		9.876238		9.027531		7.7667108		9.03506		-1.2646435		-1.4502788		-3.268315		-1.623357		-1.0921706		-1.7469752		-2.6476653		-1.0411232		-0.12719822		-0.5363302		-1.7085471		-0.69898033		-0.3387308		-0.80485916		-1.4047208		-0.058140755		No		Yes		Yes		U35_44k_v1_19103		LOC_Os03g51580.1		gb|EAY91717.1| e-123  hypothetical protein OsI_012950 [Oryza sativa (indica cultivar-group)]		LOC_Os03g51580.1 1e-125 symbiotic ammonium transporter putative expressed		GCTCTGTACCCTCTTGTTTGCTTGCATACAAGTATAAAGAATAAATGAATATGCTCGGTT		23711		AT2G22750.2

		41292		CUST_9655_PI390587928		6.010835		6.5351315		6.156667		7.3188934		6.3225822		8.021149		9.512102		9.230179		6.446508		7.67873		9.230908		7.7596893		1.2412099		2.801146		10.234969		3.7614408		1.3525414		2.209314		8.422457		1.357353		0.43567276		1.4860172		3.355435		1.9112854		0.31174707		1.1435986		3.0742412		0.4407959		Yes		Yes		Yes		U35_44k_v1_41292		LOC_Os10g04730.1		ref|NP_001064125.1| 4e-41  Os10g0136400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04720.1 7e-43 protein kinase putative expressed		TTATCGGTGGCTGCTGCAGTAGCAGTAGCACTAGCTGCTCTCTGCTTCATCGTCTTTTGC		45967		AT4G23170.1

		3138		CUST_5316_PI390587928		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		-1.1874923		1.00647		2.665192		2.3078427		1.0057542		1.0544978		1.5406992		-1.2479669		0.008277893		0.009304047		1.4142394		1.2065449		-0.24791813		0.076556206		0.6235852		-0.3195796		No		Yes		Yes		U35_44k_v1_3138		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		CTGACACCAAAGAGGATGTCAAGTTGTTTGTAAGAAATCACAAGTATGGTCTTGTTATTT		7171		AT1G10370.1

		22728		CUST_23155_PI390587928		6.1749573		5.9339027		6.4522624		5.995449		5.5438023		5.5572486		5.190354		5.8982873		5.315269		5.0880866		4.6598587		5.627615		-1.5488045		-1.2983273		-2.3981278		-1.069667		-1.8146461		-1.7972811		-3.4639153		-1.2904141		-0.8596883		-0.37665415		-1.2619085		-0.09716177		-0.631155		-0.84581614		-1.7924037		-0.3678341		No		Yes		Yes		U35_44k_v1_22728		-		ref|XP_001729182.1| 4e-60  hypothetical protein MGL_3649 [Malassezia globosa CBS 7966]		LOC_Os09g19790.1 8e-19 puromycin-sensitive aminopeptidase putative expressed		TGTACAAATCTTATCCCTCTTTCACTCAATTGTACATAGAATTGGGGCAAACATTTTGGT		None		AT4G33090.1

		50439		CUST_26061_PI390587928		6.677679		7.4410324		7.590866		7.0373282		5.935688		6.587807		6.051432		6.300203		5.715491		5.997463		6.0268536		6.807705		-1.6724824		-1.806535		-2.9068043		-1.6668513		-1.9482627		-2.7199295		-2.9567506		-1.1725287		-0.96218824		-0.85322523		-1.539434		-0.7371254		-0.74199104		-1.4435692		-1.5640125		-0.22962332		Yes		Yes		Yes		U35_44k_v1_50439		LOC_Os11g39370.2		gb|EAZ11432.1| 6e-14  hypothetical protein OsJ_001257 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g39370.2 8e-16 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		GTTCTGCAGCATTCTGGCATATAACAATCTTAGTGGTGAAATAACCGATCAACTACTTGA		52565		0

		50802		CUST_6898_PI390587928		9.274558		9.43825		9.267967		9.270596		8.8378935		8.912424		8.129199		8.065824		8.866406		8.355708		8.5412445		9.137719		-1.3534715		-1.4397571		-2.2019293		-2.3050084		-1.3269846		-2.1177635		-1.6548755		-1.0964776		-0.40815163		-0.5258255		-1.1387682		-1.204772		-0.43666458		-1.0825415		-0.7267227		-0.1328764		No		Yes		Yes		U35_44k_v1_50802		LOC_Os04g59540.1		gb|EAZ32523.1| 9e-15  hypothetical protein OsJ_016006 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59540.1 2e-16 phosphatidylinositol-4-phosphate 5-Kinase family protein expressed		GCATGTTTTAGGCAAACTTTTGGGGGAAGCTTGGTCCGAAAAAGGACAGGTATCTTCTCA		33190		AT4G33240.2

		3680		CUST_16953_PI390587928		2.2120712		2.2739468		3.2963226		2.5967295		1.629295		1.9134151		4.540848		8.287918		1.757234		1.8471502		1.9336104		1.7332121		-1.4977286		-1.283899		2.3694055		51.66763		-1.3706281		-1.3442454		-2.5716817		-1.8194689		-0.4548372		-0.3605317		1.2445252		5.691189		-0.5827762		-0.42679656		-1.3627121		-0.8635174		No		Yes		Yes		U35_44k_v1_3680		LOC_Os03g32170.1		gb|EAY90583.1| 0.0  hypothetical protein OsI_011816 [Oryza sativa (indica cultivar-group)]		LOC_Os03g32170.1 0.0 progesterone 5-beta-reductase putative expressed		GCAAGTCGTGAATAAACTATTTGTAGTCATCATGTGTTCACTGCGAATTGTCAGTGTTAA		8202		AT4G24220.2

		43134		CUST_20064_PI390587928		9.233928		8.785655		8.574034		9.971807		10.884946		9.989026		13.157733		12.907478		11.289055		11.30685		12.695958		11.941353		3.140552		2.302771		23.978994		7.6511245		4.1558027		5.740576		17.410967		3.9164493		2.0551271		1.203371		4.583699		2.9356718		1.6510181		2.5211954		4.1219244		1.9695463		Yes		Yes		Yes		U35_44k_v1_43134		-		gb|AAP95024.1| 4e-06  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08041.1 3e-04 iron/ascorbate-dependent oxidoreductase putative expressed		AAGGATATGCTTTCCATGGCTATGTTTTACGCCGTGGATGCTGAAACTATGCTTGAACCG		39436		0

		48304		CUST_38900_PI390587928		7.4529996		7.1477127		8.689468		8.046769		7.060322		6.902668		7.492271		6.6215854		6.5332856		6.5010757		7.772366		8.102119		-1.3128278		-1.1851295		-2.2929382		-2.685487		-1.8917402		-1.5655146		-1.8883188		1.0391114		-0.919714		-0.24504471		-1.1971974		-1.4251838		-0.39267778		-0.64663696		-0.91710234		0.055350304		No		Yes		Yes		U35_44k_v1_48304		-		No hits found		No hits found		GTTTCGGCTTTGGAGAGAGGGACTAAACACTAAAGCACATGTTAGGTAGTGTTGTTGCAT		49925		0

		13001		CUST_23725_PI390587928		7.86808		7.7585807		8.443002		7.662802		7.2832146		7.370605		7.1273675		6.9788303		7.142016		7.0550957		7.6534386		7.61498		-1.4998993		-1.3085561		-2.4891174		-1.6065567		-1.6541203		-1.6284337		-1.728551		-1.0337032		-0.7260642		-0.3879757		-1.3156343		-0.6839719		-0.58486557		-0.703485		-0.7895632		-0.047822		No		Yes		Yes		U35_44k_v1_13001		-		gb|EAY79511.1| 1e-05  hypothetical protein OsI_033470 [Oryza sativa (indica cultivar-group)]		No hits found		GTGCTCCTGTAGTACAAATTTCTGCCAGACATAACTTTGGTATGAGGAATGTTTTGGATT		26594		0

		6159		CUST_24469_PI390587928		7.4930935		7.8460126		8.339245		7.797367		6.807087		7.2166266		7.153816		6.5460725		6.7218747		7.038758		7.4725595		7.4649334		-1.608824		-1.5469065		-2.2743096		-2.3805494		-1.7067109		-1.7498785		-1.8234687		-1.2591356		-0.7712188		-0.62938595		-1.1854286		-1.2512946		-0.68600655		-0.8072548		-0.8666854		-0.3324337		No		Yes		Yes		U35_44k_v1_6159		LOC_Os01g42294.1		dbj|BAD52827.1| e-136  receptor-like protein kinase 1-like [Oryza sativa Japonica Group]		LOC_Os01g42294.1 1e-137 atypical receptor-like kinase MARK putative expressed		CCGAAGAGAATTTATTTCTTGTTTCAGCATCAATAATCCCGTGCGAATTGTGTCAAAAAA		18439		AT2G26730.1

		6757		CUST_27431_PI390587928		7.7027664		9.243104		9.282267		8.530766		7.4200845		8.781975		8.719657		8.424352		7.5739303		8.154823		8.136798		6.89187		-1.2164541		-1.3766189		-1.4769384		-1.0765489		-1.0934113		-2.126205		-2.21218		-3.1142733		-0.12883615		-0.4611292		-0.5626097		-0.10641384		-0.28268194		-1.0882807		-1.1454687		-1.6388955		Yes		No		No		U35_44k_v1_6757		LOC_Os02g06430.1		gb|EAZ21816.1| 7e-81  hypothetical protein OsJ_005299 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06430.1 2e-82 expressed protein		AAGGAGGAGAAGTTGCAAGTGATTGAAGACGTTGCTGATGAATTCGCAATCCCGTTTAAT		15120		AT1G79910.1

		21245		CUST_21365_PI390587928		4.7991543		4.033276		5.7578187		5.1116204		4.2657046		4.5524983		3.9351463		3.5497732		3.931449		3.6619503		3.8218806		4.762943		-1.4473859		1.4331825		-3.5373583		-2.952316		-1.8247583		-1.293541		-3.8262684		-1.2733929		-0.86770535		0.51922226		-1.8226724		-1.5618472		-0.53344965		-0.37132573		-1.9359381		-0.34867764		No		Yes		Yes		U35_44k_v1_21245		LOC_Os02g21630.1		ref|NP_001046687.1| 7e-24  Os02g0321500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21630.1 1e-25 polyphosphoinositide binding protein putative expressed		GTCATGTTCTCTGCTTTGTAGTTTCATGTAGGGCCTAATATTTTGTCCGTTAAATTAGTA		15030		AT5G63060.1

		21718		CUST_22135_PI390587928		9.130909		8.953143		7.941002		8.144475		9.049815		8.951064		8.927523		8.638575		9.13386		8.991138		9.060361		8.309958		-1.0578197		-1.0014421		1.9814008		1.4084414		1.0020473		1.0266862		2.1725042		1.1215419		0.0029506683		-0.00207901		0.98652077		0.49409962		-0.08109379		0.03799534		1.119359		0.16548347		No		Yes		Yes		U35_44k_v1_21718		LOC_Os07g05720.1		No hits found		LOC_Os07g05720.1 1e-05 TCP family transcription factor containing protein expressed		TGAACTCATTGATCCAGTCTATAAGATGAACTATGTATGTGGTGTGACCTTCTCTCTAAA		49945		0

		4957		CUST_38480_PI390587928		9.823718		10.084114		10.031646		10.231777		10.089417		10.334962		11.890022		10.616885		10.2430315		11.006302		11.193501		10.075336		1.2022188		1.1899061		3.625994		1.3059576		1.337291		1.8949867		2.2374504		-1.1145341		0.41931343		0.25084782		1.8583765		0.385108		0.2656994		0.9221878		1.1618557		-0.15644073		No		Yes		Yes		U35_44k_v1_4957		LOC_Os05g35960.1		ref|NP_001055642.1| 1e-14  Os05g0435300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g35960.1 2e-16 conserved hypothetical protein		AGAAATGGAGTCGACCGTGATCGTCCTGTCCATCGTGGTGGGGTTGTTTGGGATCGGAAG		14055		0

		15343		CUST_28730_PI390587928		7.9074326		8.743997		6.5941014		9.013553		6.172226		7.3587527		6.769176		8.995926		5.9622664		7.4294953		6.0565624		6.404564		-3.3292718		-2.6121612		1.1290227		-1.0122929		-3.850821		-2.4871633		-1.4514945		-6.100759		-1.9451661		-1.3852439		0.17507458		-0.017626762		-1.7352066		-1.3145013		-0.537539		-2.6089888		Yes		No		No		U35_44k_v1_15343		LOC_Os08g36920.1		gb|EAZ43061.1| 2e-52  hypothetical protein OsJ_026544 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g36920.1 3e-54 AP2 domain containing protein expressed		CATCCATATGTGTACCATTACATTTCGATGTCTATTGGAAGGACGAAATGAGTTGAAAAA		None		AT4G34410.1

		18550		CUST_13286_PI390587928		7.4228783		7.275799		7.5192533		6.6733723		7.11479		7.014709		5.6591554		5.287715		6.7754016		6.2884192		6.449903		6.1935086		-1.2380661		-1.1983836		-3.630323		-2.6129098		-1.566426		-1.9825807		-2.098488		-1.3946118		-0.6474767		-0.2610898		-1.8600979		-1.3856573		-0.3080883		-0.98737955		-1.0693502		-0.47986364		No		Yes		Yes		U35_44k_v1_18550		LOC_Os07g01860.1		ref|NP_001058723.1| e-177  Os07g0109400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01860.1 1e-179 expressed protein		GTGCATATGAAAACACCCGAACAAAGAAAGACGACCATAAGTGGAGCGGAGACTCAGAAA		10816		AT1G74160.1

		14430		CUST_9018_PI390587928		6.3083405		6.686077		5.882437		5.4942765		5.6665993		5.801958		6.0250564		6.898482		5.905763		5.615477		5.4065185		5.023739		-1.5602112		-1.8456372		1.1039073		2.6467195		-1.3218673		-2.1003067		-1.3908037		-1.3856257		-0.4025774		-0.88411903		0.14261913		1.4042053		-0.6417413		-1.0706		-0.47591877		-0.47053766		No		Yes		Yes		U35_44k_v1_14430		LOC_Os06g29180.1		sp|Q9ZRI8|FDH_HORVU 0.0  Formate dehydrogenase, mitochondrial precursor (NAD-dependent formate dehydrogenase) (FDH)		LOC_Os06g29180.1 0.0 formate dehydrogenase 1 mitochondrial precursor putative expressed		CAGGGGCACAAGACATGAACAAGATATTCATATGAATTGGGATGAATGATTAAAGTAATC		1459		AT5G14780.1

		4322		CUST_15273_PI390587928		9.735015		9.886031		10.227082		10.329416		10.145378		10.693234		11.6458435		10.83155		10.657667		10.966634		11.122166		10.276343		1.3290204		1.7498161		2.6735585		1.4163064		1.895597		2.1149194		1.8597174		-1.0374724		0.92265224		0.8072033		1.4187613		0.50213337		0.4103632		1.0806026		0.8950834		-0.05307293		No		Yes		Yes		U35_44k_v1_4322		LOC_Os09g35960.1		ref|NP_001063739.1| 0.0  Os09g0528800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g35960.1 0.0 GTPase activator protein of Rab-like small GTPases-like protein putative expressed		TTTTTTCACGGATGACGGTTTCATCCACGCTGAAGGTATGAAGTAATAACCAGCGCAGAG		10544		AT5G41940.1

		11960		CUST_11297_PI390587928		6.4223847		3.985587		3.3300827		4.6787877		6.675119		6.2521152		5.5910764		5.3850665		6.408173		6.25128		5.652868		5.4278297		1.191463		4.811639		4.7932153		1.6315902		-1.0098995		4.8088536		5.002971		1.6806765		-0.014211655		2.2665284		2.2609937		0.7062788		0.25273418		2.265693		2.3227851		0.74904203		Yes		Yes		Yes		U35_44k_v1_11960		LOC_Os11g10760.1		gb|ABA92135.1| 1e-19  Leucine Rich Repeat family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g10760.1 1e-21 NBS-LRR disease resistance protein putative expressed		ACATCAAAAACAAGGTACTTGTCCTGTTCCAGTCCGGACAAGGTACTTGAACACTGAGCA		45771		0

		42939		CUST_1239_PI390587928		5.0608716		5.1154733		6.0735016		5.1127467		4.696436		4.6551843		4.045038		4.286288		4.568213		4.2653656		4.577416		5.0633383		-1.287378		-1.3758174		-4.079701		-1.7733275		-1.4070354		-1.8026354		-2.8207633		-1.0348405		-0.49265862		-0.460289		-2.0284634		-0.82645893		-0.36443567		-0.85010767		-1.4960856		-0.049408436		No		Yes		Yes		U35_44k_v1_42939		LOC_Os09g33600.1		gb|EAZ45331.1| 5e-51  hypothetical protein OsJ_028814 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g33600.1 1e-52 VAN3 putative expressed		TTGAGAGAAATCGGAACATACAAGGAAGTTCTGCGCTCCCAGGTTGAACATATGCTAAAT		38959		AT5G13300.1

		11204		CUST_24425_PI390587928		4.5078874		5.2557893		4.6872344		4.377977		4.420976		4.648722		2.2924027		3.0129611		3.246897		3.5041096		2.9971066		3.6352422		-1.0620939		-1.5231596		-5.259157		-2.5757914		-2.3966022		-3.367504		-3.226853		-1.6733447		-1.2609904		-0.6070671		-2.3948317		-1.3650157		-0.0869112		-1.7516797		-1.6901278		-0.7427347		Yes		No		No		U35_44k_v1_11204		LOC_Os06g45250.1		dbj|BAD45865.1| 3e-37  pseudouridylate synthase-like [Oryza sativa Japonica Group]		LOC_Os06g45250.1 6e-39 pseudouridylate synthase/ tRNA-pseudouridine synthase putative expressed		GATGCTAAACCAATATCATGGGACTAGTTATCCTCTATGATACTAGAGAATCCTGAATAC		45790		AT5G35400.1

		38041		CUST_589_PI390587928		4.6786423		4.393308		5.4433875		5.1891084		4.312368		4.1753573		4.964449		4.0815454		4.058145		4.367103		4.4826913		4.4086356		-1.2890197		-1.1630803		-1.3937179		-2.1548135		-1.537405		-1.01833		-1.9462489		-1.7176937		-0.6204972		-0.21795082		-0.47893858		-1.107563		-0.36627436		-0.026205063		-0.9606962		-0.78047276		No		Yes		Yes		U35_44k_v1_38041		-		No hits found		No hits found		CCCCCTATGCTGATGTGGCTGTTGTATTTGCATCAAGTATGATAACTGATTAATGGAAAT		33826		0

		38785		CUST_19690_PI390587928		9.2469		8.896856		8.423611		9.1300535		9.205234		10.050548		9.507812		9.808932		9.496227		9.984553		9.350208		8.658593		-1.0293018		2.2248242		2.1202006		1.6008952		1.188653		2.125345		1.900788		-1.3865123		0.24932766		1.1536913		1.0842009		0.6788788		-0.04166603		1.087697		0.9265976		-0.47146034		No		Yes		Yes		U35_44k_v1_38785		LOC_Os05g04520.2		ref|XP_001765646.1| 0.0  predicted protein [Physcomitrella patens subsp. patens]		LOC_Os05g04520.2 2e-36 pto kinase interactor 1 putative expressed		GGCATTCTTCGGTGAGGCCACTTGTAACACCATTTCTTCTTCTGTATGTTGTTTGAAACA		34707		AT3G62220.1

		17010		CUST_20191_PI390587928		2.8218822		2.739831		2.5951712		2.478796		2.8232582		3.8218415		6.8630805		5.872709		3.7187955		6.732739		6.3937755		5.0649886		1.0009542		2.1169841		19.264984		10.511618		1.8620777		15.92154		13.91534		6.005118		0.8969133		1.0820105		4.267909		3.3939128		0.0013759136		3.992908		3.7986042		2.5861926		Yes		Yes		Yes		U35_44k_v1_17010		LOC_Os06g12330.1		gb|EAZ36355.1| 2e-62  hypothetical protein OsJ_019838 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12330.1 4e-64 AAP8 putative expressed		AATCGGGTACACCATCACAGCATCCATCAGTGCCGCGGCTTTGTACAAGGCCCACTGCTT		31595		AT1G10010.1

		6886		CUST_18552_PI390587928		8.31515		8.317102		8.383151		7.9372506		7.667764		7.920794		6.7723618		7.370302		7.3816133		7.3590255		7.0611935		7.932203		-1.5663277		-1.3161359		-3.054189		-1.4813868		-1.9099529		-1.9427186		-2.500051		-1.003505		-0.933537		-0.39630842		-1.6107893		-0.5669484		-0.6473861		-0.95807695		-1.3219576		-0.005047798		No		Yes		Yes		U35_44k_v1_6886		LOC_Os10g40140.1		dbj|BAD24975.1| e-100  putative vesicle-associated membrane protein-associated protein [Oryza sativa Japonica Group]		LOC_Os10g40140.1 1e-101 structural molecule putative expressed		TATGTGTCCTAGTGACTCTTCCAAAATGTAGGACGTATTTTGTTCGTAGACTTTGACCAA		15248		AT5G47180.2

		47093		CUST_39157_PI390587928		8.058225		7.655628		7.789456		7.714123		7.752255		7.5121713		6.465121		6.948559		7.338243		7.2878976		6.7417645		7.727322		-1.2362493		-1.1045486		-2.5041745		-1.7000344		-1.6471611		-1.2903216		-2.0672193		1.009191		-0.7199817		-0.14345694		-1.3243351		-0.76556396		-0.30596972		-0.36773062		-1.0476913		0.013199329		No		Yes		Yes		U35_44k_v1_47093		LOC_Os01g26000.1		gb|EAY74013.1| 1e-82  hypothetical protein OsI_001860 [Oryza sativa (indica cultivar-group)]		LOC_Os01g26000.1 3e-84 acyltransferase/ catalytic putative expressed		TTTCCGACCTCTGTTCGTTCACAGACGTTTATGCAAATGCTTGTAGTTTGTGATAAAAAA		None		AT3G26840.1

		19198		CUST_6579_PI390587928		4.6616693		3.7220337		3.8361807		2.6572876		5.6448283		6.170719		6.3560424		4.6571355		5.4930625		8.159315		7.7072334		4.87244		1.9767892		5.459184		5.735271		3.9995782		1.779403		21.664808		14.631976		4.643306		0.83139324		2.4486854		2.5198617		1.9998479		0.98315907		4.4372816		3.8710527		2.2151523		Yes		Yes		Yes		U35_44k_v1_19198		LOC_Os11g35310.1		tpg|DAA00296.1| 2e-28  TPA: TPA_exp: putative phytosulfokine peptide precursor [Triticum aestivum]		LOC_Os11g35310.1 2e-06 phytosulfokine precursor protein containing protein expressed		CGTGCATGCATGCATGGCGCACTTATGTATTGCCTAAAATAATTTAGTTATTCGATAATC		11499		0

		39016		CUST_20552_PI390587928		4.0502687		2.9614446		3.0122879		3.855037		3.2124512		2.7800004		1.6930546		1.9538273		3.0144298		3.085087		3.2152824		3.8909569		-1.7873441		-1.1340185		-2.4953346		-3.7352626		-2.0503054		1.0894821		1.1510851		1.0252103		-1.0358388		-0.18144417		-1.3192333		-1.9012097		-0.83781743		0.123642445		0.20299459		0.035919905		Yes		Yes		Yes		U35_44k_v1_39016		-		No hits found		No hits found		TATATGGGCATGACTTCATTTTGTAGGTTGTCGTACAAATGTTCTTTGGACTACGATATT		35052		0

		9428		CUST_11140_PI390587928		10.387768		11.050126		9.998536		10.673669		10.879659		11.607146		12.459477		12.057469		11.30489		11.756665		11.855397		10.614835		1.4062868		1.4712273		5.5057583		2.609549		1.8883444		1.6318847		3.6221871		-1.0416236		0.9171219		0.5570202		2.4609413		1.3838005		0.4918909		0.70653915		1.8568611		-0.058834076		Yes		Yes		Yes		U35_44k_v1_9428		LOC_Os02g50490.1		gb|EAY87457.1| e-172  hypothetical protein OsI_008690 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50490.1 1e-173 endoglucanase 1 precursor putative expressed		GACAACCGGGACAACTACATGCAGACGGAGGCGTGCACGTACAACACCGTGCCCATGGTC		19889		AT2G32990.1

		6068		CUST_37358_PI390587928		9.11396		9.449101		7.7664027		8.592515		9.480865		9.761134		11.9505005		11.198901		9.37985		9.777023		11.579063		10.038022		1.2895826		1.2414557		18.1777		6.0897636		1.2023777		1.255204		14.051582		2.7235854		0.26589012		0.3120327		4.184098		2.6063862		0.36690426		0.32792187		3.8126607		1.445507		Yes		Yes		Yes		U35_44k_v1_6068		LOC_Os10g33920.3		ref|NP_001064870.1| e-147  Os10g0479700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		TATTGTAAGGTGGTTCTTTTTTCGAAAATGAGCCAAAGCCCCGGCCTGGAAAGATGTATG		20673		AT2G28315.1

		39643		CUST_23625_PI390587928		4.7892475		4.378569		2.83999		4.53122		4.930464		5.856226		4.8240857		5.2247567		5.265675		6.4259477		4.5446053		4.115719		1.1028345		2.7849605		3.9561465		1.6172433		1.3912942		4.133542		3.2594202		-1.3337619		0.47642756		1.4776568		1.9840958		0.69353676		0.14121628		2.0473785		1.7046154		-0.41550112		Yes		No		No		U35_44k_v1_39643		LOC_Os01g42410.1		gb|EAZ12650.1| 7e-34  hypothetical protein OsJ_002475 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42410.1 2e-35 PDR5-like ABC transporter putative expressed		TATGCATTTGGACAGGTAATTTCTTAGACTGCTATTTCAGGGCATATGTACGAATGACCT		35830		AT1G15520.1

		46914		CUST_33524_PI390587928		6.117911		6.599985		6.8055725		6.4716506		5.6611333		5.8234944		5.6036286		5.422613		5.806848		5.2920856		5.7364364		5.958575		-1.3724728		-1.712959		-2.3004942		-2.0691488		-1.2406213		-2.4758081		-2.0981767		-1.4270895		-0.3110628		-0.7764907		-1.2019439		-1.0490375		-0.45677757		-1.3078995		-1.0691361		-0.5130758		No		Yes		Yes		U35_44k_v1_46914		LOC_Os02g48790.4		gb|EAZ24415.1| 5e-21  hypothetical protein OsJ_007898 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48790.4 7e-23 AML1 putative expressed		AAGTTCGCCAGATTTTCGGAACTTATGGTGAAATAAAGGATATCAGAGAGACGCCTAACA		47586		AT4G18120.2

		625		CUST_12537_PI390587928		12.860499		13.246423		13.132633		12.915847		13.281001		13.322082		12.761153		11.670653		12.905103		13.447213		12.911743		12.426067		1.3383929		1.0538422		-1.2936792		-2.3705034		1.0313996		1.1493279		-1.1654524		-1.4042302		0.044603348		0.0756588		-0.37148		-1.2451935		0.4205017		0.2007904		-0.22089005		-0.48977947		No		Yes		Yes		U35_44k_v1_625		LOC_Os05g08570.6		ref|NP_001054800.1| 5e-65  Os05g0178600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g08570.2 1e-66 OsIAA15 - Auxin-responsive Aux/IAA gene family member expressed		ACTTTATGCAAATGAGTCACCTGGTACAGGAGTCATATATCGAGTCAATTTTCCTACAAA		2500		AT1G04250.1

		16054		CUST_34534_PI390587928		7.685646		8.021955		8.041779		7.7104926		7.1963387		7.5863547		6.833906		6.674846		6.9439397		6.914146		7.2817607		7.2618484		-1.4037708		-1.352473		-2.3099673		-2.050032		-1.6721524		-2.1551802		-1.6935116		-1.3647571		-0.7417064		-0.4355998		-1.2078724		-1.0356464		-0.4893074		-1.1078086		-0.7600179		-0.44864416		No		Yes		Yes		U35_44k_v1_16054		LOC_Os01g16140.1		No hits found		LOC_Os01g16140.1 5e-05 expressed protein		TCGTTGCCTCCAGTCCAGTTCTATGAAATGAAGATGTAAATATGTAAAGCCCCCAAAAAA		7275		0

		48160		CUST_19275_PI390587928		5.8445015		5.887251		6.286186		7.672747		6.227031		7.60414		9.490064		8.775481		6.84637		8.385446		9.867999		9.920511		1.3036257		3.2872677		9.214318		2.147613		2.0025923		5.64978		11.97383		4.749462		1.0018687		1.7168889		3.2038774		1.1027341		0.38252974		2.4981947		3.5818129		2.247764		Yes		Yes		Yes		U35_44k_v1_48160		-		No hits found		No hits found		CAATGTGTTCAACGGGGTCAGTTCAAAATTTTTGTTAATTAAGCACGCCCACCGGTATCC		18056		0

		36543		CUST_25894_PI390587928		13.192551		12.972134		13.104512		12.753975		12.854164		12.407425		11.831482		12.305663		12.947224		12.472363		11.889447		12.5034		-1.2643418		-1.4790888		-2.4166863		-1.3644427		-1.1853614		-1.4139882		-2.3215125		-1.1896813		-0.245327		-0.5647087		-1.2730303		-0.4483118		-0.33838654		-0.49977016		-1.215065		-0.25057507		No		Yes		Yes		U35_44k_v1_36543		LOC_Os05g36910.2		gb|EAZ34450.1| 9e-60  hypothetical protein OsJ_017933 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36910.2 2e-61 NC domain containing protein expressed		TGTCTGGTTTGTCTAGTATTGTATGAAGATTGAAGACTGCTGCGTGTTTGCTCCAAAAAA		31623		AT5G06370.1

		16893		CUST_14786_PI390587928		7.666914		6.7283387		6.799628		7.154724		7.8613524		7.128362		8.263915		7.642369		7.88872		7.282869		7.981531		7.017821		1.1442786		1.3195294		2.7592711		1.4021538		1.1661925		1.4686903		2.268759		-1.0995424		0.22180605		0.40002346		1.4642873		0.48764467		0.19443846		0.55453014		1.1819034		-0.13690329		No		Yes		Yes		U35_44k_v1_16893		LOC_Os02g55560.2		gb|EAY87884.1| 2e-35  hypothetical protein OsI_009117 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55560.2 2e-36 DNA-binding protein phosphatase 2C putative expressed		ATTTCCTTTTATGGGGTCTTTGATGGCCATGGTGGAAAAGATGCTGCACAGTATGTTCGC		6437		AT2G25620.1

		8949		CUST_7527_PI390587928		5.0852876		5.8652644		2.9287279		3.2652442		9.622607		10.001117		12.580106		9.297777		10.30325		10.4256935		11.502383		4.120114		23.220379		17.579868		804.1817		65.459595		37.21888		23.595324		381.0021		1.8085953		5.2179627		4.1358523		9.651378		6.0325327		4.5373197		4.560429		8.573655		0.8548696		Yes		Yes		Yes		U35_44k_v1_8949		LOC_Os08g04350.1		ref|NP_001060957.1| 3e-32  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 6e-34 blue copper protein precursor putative expressed		CTTGAGTGCATCTCTATATAGTCGCAGGCACATGTGTATTTTATGTACATATTCAAGTAA		17277		AT5G26330.1

		189		CUST_38589_PI390587928		12.521927		9.810735		12.395592		10.487336		12.04272		7.810013		9.717212		9.5762		11.419399		8.481664		11.583984		10.259282		-1.3939773		-4.0020022		-6.401367		-1.8805265		-2.1473057		-2.5124085		-1.7551658		-1.171254		-1.1025276		-2.000722		-2.67838		-0.9111366		-0.47920704		-1.329071		-0.81160736		-0.22805405		Yes		No		No		U35_44k_v1_189		LOC_Os01g52240.1		gb|AAH53854.1| e-140  Unknown (protein for IMAGE:5194336) [Homo sapiens]		LOC_Os01g52240.1 1e-133 chlorophyll a-b binding protein 2 chloroplast precursor putative expressed		GTTGCACGACCATGTTGTAAATTATGAGAATTTTGTGCAAAAGCATTGTTAGATTGTCCA		486		AT2G34420.1

		29109		CUST_36027_PI390587928		6.9094105		6.538812		7.220759		7.049986		6.8402233		6.603039		6.208639		6.3924155		6.5754533		6.3768616		6.3856215		6.9337783		-1.0491254		1.0455244		-2.0168724		-1.5774238		-1.260466		-1.1187987		-1.7840269		-1.083882		-0.3339572		0.06422663		-1.0121198		-0.65757036		-0.069187164		-0.16195059		-0.83513737		-0.1162076		No		Yes		Yes		U35_44k_v1_29109		LOC_Os05g46200.3		ref|NP_001056172.1| e-100  Os05g0539400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46200.3 1e-102 beta-galactosidase precursor putative expressed		GACATTGAAAGAGCAAATTATGGGCTTGTGAAATTACAAAAGGTTGCTTCTTTCTTTGAC		28288		AT1G72990.2

		26695		CUST_25050_PI390587928		6.443165		6.2139435		5.794388		6.508393		7.2483573		8.062823		9.733098		9.0942335		7.378723		8.874541		10.2789955		8.855414		1.747379		3.6022038		15.334511		6.0036535		1.9126307		6.32295		22.387285		5.087728		0.9355583		1.8488798		3.9387102		2.5858407		0.8051925		2.6605978		4.4846077		2.3470216		Yes		Yes		Yes		U35_44k_v1_26695		LOC_Os03g01150.2		gb|EAY88171.1| 7e-76  hypothetical protein OsI_009404 [Oryza sativa (indica cultivar-group)]		LOC_Os03g01150.2 1e-77 palmitoyl-protein thioesterase 1 precursor putative expressed		TGGGTTGGTGTACATGTCATTCTTTTGAAGCTTTGCTTCTGGCCATTGCTTTGAGAAGAC		26597		AT3G60340.2

		0		CUST_5_PI390715121		13.330166		14.821406		14.4584		13.051259		12.4502325		13.9813385		11.663532		10.974246		11.806239		12.935405		12.745216		12.275191		-1.8402903		-1.7901343		-6.939672		-4.2193274		-2.875727		-3.6960943		-3.2788353		-1.712457		-1.5239267		-0.84006786		-2.7948675		-2.077013		-0.87993336		-1.8860016		-1.7131834		-0.77606773		Yes		Yes		Yes		CslF6		0		0		0		CCGTGGGGTGGACGGCGGTATTCTTTTAGTATTATATATGGAAACAATAAATTTAATTTC		0		0

		26347		CUST_3753_PI390587928		5.191443		7.8586082		6.5013566		2.6057427		4.137558		5.838945		3.2413018		1.8072314		5.1683526		6.0011907		3.7371747		2.986859		-2.076113		-4.0548916		-9.5801935		-1.7393054		-1.0161338		-3.6235845		-6.7936263		1.3023492		-0.023090363		-2.0196633		-3.2600548		-0.79851127		-1.053885		-1.8574176		-2.7641819		0.3811164		Yes		No		No		U35_44k_v1_26347		LOC_Os04g32800.1		gb|EAZ30604.1| 7e-23  hypothetical protein OsJ_014087 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32850.2 3e-24 extensin precursor putative expressed		ATCGAGAAGATTGAGTACGAGGACAAGGACAATTTGGTGATCGTCCGTGGGAAATTCGAT		22837		0

		28592		CUST_21630_PI390587928		5.503324		6.215182		6.6811757		6.0597553		5.1122684		5.605644		5.558073		5.4926643		5.169685		5.2257237		5.418409		5.8683777		-1.3113525		-1.5257701		-2.178149		-1.4815333		-1.2601881		-1.9854391		-2.399555		-1.1418536		-0.33363914		-0.6095376		-1.1231027		-0.567091		-0.39105558		-0.9894581		-1.2627668		-0.19137764		No		Yes		Yes		U35_44k_v1_28592		LOC_Os04g58780.1		gb|EAZ32470.1| 7e-71  hypothetical protein OsJ_015953 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58780.1 2e-72 nucleic acid binding protein putative expressed		AGGGCATTGAGCTGACAATTGTTACTTACAGTATCCTTATTTCAGGATTTGGCAAAATCA		27562		AT5G04810.1

		5026		CUST_12625_PI390587928		10.238504		10.400542		10.320662		9.664092		10.045196		9.574124		9.406138		9.19216		9.698508		9.130517		9.704575		9.43236		-1.143383		-1.773277		-1.8849459		-1.386966		-1.4539686		-2.4116578		-1.5327123		-1.1742442		-0.53999615		-0.8264179		-0.9145231		-0.4719324		-0.19330883		-1.2700253		-0.61608696		-0.23173237		No		Yes		Yes		U35_44k_v1_5026		LOC_Os10g33420.1		gb|EAZ16400.1| 2e-57  hypothetical protein OsJ_030609 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33420.1 4e-59 expressed protein		GAGAGTGAGAGAGTGTGTGTGTGTGTATTGAATTCATGTAGATTAAAACTTTTGGATTGT		25838		AT3G24180.2

		48097		CUST_33615_PI390587928		7.629476		7.8413196		5.8218026		6.1774006		8.515165		10.515123		9.887764		10.527127		9.526296		10.686362		9.742968		6.8749537		1.8476472		6.381094		16.748516		20.389107		3.7239137		7.1852717		15.149151		1.6217519		1.8968196		2.6738038		4.0659614		4.3497267		0.88568926		2.8450427		3.921165		0.69755316		Yes		Yes		Yes		U35_44k_v1_48097		-		No hits found		No hits found		CTTTAGGTTAAGATTCCCTTTGTTTTAACATGATTATGATCCCTCAGTTGTGGGTCAAAA		None		0

		18032		CUST_28943_PI390587928		7.7072206		7.996107		8.331095		7.599897		7.6916795		7.7879543		7.267427		7.537628		7.2080903		7.5213675		7.370321		7.4603		-1.0108305		-1.1552081		-2.0902388		-1.0441064		-1.4133612		-1.3896673		-1.9463538		-1.1015973		-0.49913025		-0.20815277		-1.0636678		-0.062268734		-0.015541077		-0.47473955		-0.96077394		-0.13959694		No		Yes		Yes		U35_44k_v1_18032		LOC_Os05g49970.2		gb|EAZ15356.1| 0.0  hypothetical protein OsJ_029565 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49970.2 0.0 translation initiation factor IF-2 chloroplast precursor putative expressed		AAGCTTTTGGAAAGATCCGTGCAATGTATGATGACCGTGGAAGTCTCGTAGACCAAGCAA		8359		AT1G17220.1

		19974		CUST_26553_PI390587928		13.8314085		14.557895		15.505279		15.786522		13.560275		14.229378		13.219234		14.0501795		13.016194		13.114858		13.896672		15.562308		-1.2067555		-1.2557219		-4.8771696		-3.331894		-1.7595593		-2.7189262		-3.049571		-1.1681403		-0.81521416		-0.32851696		-2.2860441		-1.7363424		-0.27113342		-1.443037		-1.6086063		-0.2242136		Yes		Yes		Yes		U35_44k_v1_19974		LOC_Os06g43620.1		ref|NP_001058180.1| e-136  Os06g0643700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43620.1 1e-138 haemolysin-III related family protein expressed		CTGTACATAGTGATGCTCATGGCTGTTTGTTTCATTGTATGAGATGTAAAAGAAGAAGAA		12088		AT5G20270.1

		14351		CUST_3805_PI390587928		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		30.355135		23.335972		56.88826		130.61987		15.630426		46.558056		103.20221		15.629197		3.9662852		4.5444837		5.830059		7.0292306		4.9238687		5.540959		6.68933		3.9661717		Yes		Yes		Yes		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		CAAGCCTACTTACACTTGTACATGGAATGAAGAGGTGCTCTTCTCTCTGTGAAATTTGGC		2112		AT5G05340.1

		31491		CUST_4225_PI390587928		2.8877847		2.8473442		2.630736		3.6539447		4.7117095		5.4492993		7.7418036		6.82147		5.3916335		6.3736224		7.280212		6.016363		3.5404305		6.0710883		34.560875		8.985041		5.6719656		11.521672		25.097574		5.1423163		2.5038488		2.6019552		5.111068		3.167525		1.8239248		3.5262783		4.649476		2.3624184		Yes		Yes		Yes		U35_44k_v1_31491		LOC_Os09g36290.2		gb|EAZ09865.1| 3e-36  hypothetical protein OsI_031097 [Oryza sativa (indica cultivar-group)]		LOC_Os09g36290.2 9e-38 phosphatase DCR2 putative expressed		AACATTTTTGGCAATGATTCATCTGATTCGGCCAAGTCGATGGATGCAGCAATTGCTCCG		24242		AT5G63140.1

		26484		CUST_26357_PI390587928		4.438521		3.84772		6.065153		5.630649		4.147278		3.5488183		5.3553557		4.2274175		3.4606388		3.799258		5.618955		5.781032		-1.2236942		-1.2302074		-1.6355743		-2.6449337		-1.969572		-1.0341618		-1.362445		1.1098641		-0.97788215		-0.29890156		-0.7097974		-1.4032316		-0.29124308		-0.048461914		-0.446198		0.150383		No		Yes		Yes		U35_44k_v1_26484		-		No hits found		No hits found		GTGTAAATTTGTATGCACTGGTTGACTAATGAAGTTTCCAGTGCCTTTTCCATTAGAAAA		25517		0

		37970		CUST_13012_PI390587928		9.558463		10.389985		10.916158		10.659839		9.1929245		9.870153		9.518793		9.413383		8.919704		9.353009		9.743718		10.2053385		-1.2883625		-1.433788		-2.6341996		-2.372579		-1.556989		-2.0519218		-2.253925		-1.370308		-0.63875866		-0.51983166		-1.3973646		-1.2464561		-0.3655386		-1.0369759		-1.1724396		-0.4545002		No		Yes		Yes		U35_44k_v1_37970		-		ref|NP_001050948.1| 2e-08  Os03g0689400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48320.1 4e-10 disease resistance RPP13-like protein 1 putative expressed		GAACTGTATTCTGTTATACTCCGGGCTATGCCCTTAGTTAAATGTGCTTGTTTATGTAAA		None		0

		31512		CUST_17266_PI390587928		4.21927		5.5073		5.8706965		3.7733967		3.932228		4.4411554		2.3235583		2.1399243		3.234815		3.959179		2.939457		3.1557055		-1.2201362		-2.09383		-11.689475		-3.1025887		-1.9785662		-2.92436		-7.627655		-1.5344177		-0.98445535		-1.0661445		-3.5471382		-1.6334724		-0.28704214		-1.548121		-2.9312396		-0.6176913		Yes		Yes		Yes		U35_44k_v1_31512		LOC_Os03g08600.1		gb|EAZ25844.1| 2e-19  hypothetical protein OsJ_009327 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08600.1 6e-21 transferase transferring glycosyl groups putative expressed		GGCGGGCGCCGACCATGTTCAGCGAGCTGCGCGGCCGGCTGCGGATGGGCCTGGTGAACA		None		0

		26826		CUST_21221_PI390587928		7.505211		7.5838456		6.199454		7.1518273		8.04357		8.464528		8.145646		8.281089		8.17957		8.39408		7.9343314		6.666866		1.4523193		1.8412461		3.8535612		2.1874673		1.5958879		1.7534965		3.3285124		-1.3995485		0.6743593		0.88068247		1.9461923		1.1292615		0.5383587		0.81023455		1.7348776		-0.4849615		Yes		No		No		U35_44k_v1_26826		LOC_Os02g10880.1		ref|NP_001065729.1| 3e-45  Os11g0145200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04860.1 7e-47 indole-3-acetate beta-glucosyltransferase putative expressed		TTCATGGACGAGCAGACGCGGGATGTCAAGGTCCTCGTCAACACTTTGGACCAACTGGAG		25586		AT4G15550.1

		49250		CUST_22799_PI390587928		8.772797		9.015909		10.3724985		10.479787		8.92578		8.533987		9.212729		9.494541		8.471817		7.755632		9.177272		10.377968		1.1118666		-1.3966032		-2.2342167		-1.9796504		-1.2319807		-2.3954177		-2.289808		-1.0731257		-0.3009796		-0.48192215		-1.159769		-0.9852457		0.15298367		-1.2602773		-1.1952267		-0.10181904		No		Yes		Yes		U35_44k_v1_49250		LOC_Os04g55710.1		gb|AAG28786.1|AF308474_1 2e-09  asparaginase [Hordeum vulgare]		LOC_Os04g55710.1 1e-10 transposon protein putative unclassified expressed		GTTCCTTCATAACCATGAGCTACCGAATAAACATGAATATATCGTGGAAATCATTATTGC		8740		0

		5050		CUST_12601_PI390587928		4.379557		2.7131088		4.2542763		5.6311746		5.2201667		7.385643		9.51624		7.8388424		5.3392754		7.62641		9.809278		7.279505		1.7908067		25.50192		38.371517		4.6192794		1.94493		30.133608		47.01344		3.1347063		0.9597182		4.672534		5.261964		2.2076678		0.84060955		4.9133015		5.5550013		1.6483302		Yes		Yes		Yes		U35_44k_v1_5050		LOC_Os04g30010.1		emb|CAD40634.2| 8e-33  OSJNBa0016N04.10 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g29960.1 2e-34 OsWAK43 - OsWAK receptor-like protein kinase expressed		GTAGTTTGGGAGAAGATACAAAGGGAGTAGGTGTTTCTACTTATGTAACTACTCATTTCT		15839		AT1G16120.1

		30166		CUST_23806_PI390587928		4.729254		4.742794		5.1778603		4.5066867		4.164764		4.1235576		3.785724		3.2245083		3.856685		3.998975		4.4595375		4.410224		-1.4788644		-1.536062		-2.6246705		-2.4320593		-1.8309201		-1.6746029		-1.6452682		-1.0691489		-0.87256885		-0.61923647		-1.3921363		-1.2821784		-0.56448984		-0.743819		-0.71832275		-0.09646273		No		Yes		Yes		U35_44k_v1_30166		LOC_Os02g04500.2		gb|EAZ21674.1| 8e-41  hypothetical protein OsJ_005157 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04500.2 2e-42 S-adenosyl-methyltransferase mraW putative expressed		CCAAACATGTGAGCATGAGTTTCTCACCTGTACACCTGGAAGCAAACACTTACGAAATCG		29929		AT5G10910.1

		7650		CUST_11094_PI390587928		12.211364		12.7228365		12.432919		11.407496		11.670581		12.077258		10.555624		9.303474		10.814685		11.199062		11.45523		11.208951		-1.4547617		-1.5643663		-3.6738546		-4.2990623		-2.632948		-2.875423		-1.969308		-1.1475408		-1.3966789		-0.6455784		-1.8772945		-2.104022		-0.5407829		-1.5237741		-0.9776888		-0.19854546		Yes		Yes		Yes		U35_44k_v1_7650		LOC_Os07g38470.1		gb|EAZ40372.1| 5e-10  hypothetical protein OsJ_023855 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38470.1 1e-11 expressed protein		TGAATATACACAAGAGAGGATACAGGAGAGGAGGCTGTATGCACCAGTGATGATGATGGT		15770		0

		50717		CUST_12729_PI390587928		9.606386		9.361249		9.547736		9.980721		9.062042		8.780345		7.861791		8.605868		8.917264		8.607014		8.477071		9.591865		-1.458357		-1.4957862		-3.217511		-2.593415		-1.6123022		-1.6867373		-2.1004019		-1.3093555		-0.6891222		-0.580904		-1.685945		-1.3748531		-0.54434395		-0.75423527		-1.0706654		-0.3888569		Yes		No		No		U35_44k_v1_50717		-		No hits found		No hits found		CGCCAATGATGGCGCAGTCTTAGAGTAGAACTCAATAATGTGATTAGTAATGTCAAAAAA		42824		0

		23777		CUST_30109_PI390587928		7.2555175		6.2300644		9.20194		9.499541		6.7580357		4.745855		7.405187		8.207273		6.881487		4.7499366		7.4136543		9.479054		-1.4117472		-2.7976384		-3.4743726		-2.4491289		-1.2959684		-2.7897344		-3.454041		-1.0143017		-0.3740306		-1.4842095		-1.7967525		-1.2922688		-0.49748182		-1.4801278		-1.7882853		-0.020486832		Yes		No		No		U35_44k_v1_23777		-		No hits found		No hits found		GCCAAGTAATATTGTGATCTTGTATTGCCATAAATAAATTGCAGGCTGTTTGTATGCCAT		50613		0

		12856		CUST_27772_PI390587928		10.034251		10.2699		9.208285		10.457435		10.945446		12.161049		10.786282		10.9043		11.462977		11.744957		10.6822195		9.048917		1.8806024		3.709304		2.985549		1.3630751		2.692089		2.7799456		2.7777836		-2.654643		1.4287262		1.8911486		1.5779963		0.44686508		0.9111948		1.4750566		1.4739342		-1.4085178		Yes		Yes		Yes		U35_44k_v1_12856		LOC_Os05g25920.1		No hits found		No hits found		TTTCTTTGTCCCTCGAACGCAAAGTATTTGATTGTAGAAGTTCTGGCTTGATCCAAAAAA		30429		0

		7289		CUST_12065_PI390587928		10.902047		10.8621645		10.317359		10.52064		12.397377		12.289883		13.014862		11.487705		13.001645		13.157303		12.58067		10.562463		2.819286		2.690209		6.4867826		1.9548594		4.285899		4.9080105		4.8009214		1.0294133		2.099598		1.4277182		2.697503		0.96706486		1.4953299		2.2951384		2.2633114		0.041822433		Yes		Yes		Yes		U35_44k_v1_7289		LOC_Os11g03900.1		gb|EAZ19550.1| e-131  hypothetical protein OsJ_033759 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g03720.2 1e-132 glucosamine--fructose-6-phosphate aminotransferase putative expressed		AGGTTAGCATCATTGGCAGTCTGTTGATCAACTCGTTGTGAAAATGTATGAATGTTATTT		18334		AT3G24090.1

		12457		CUST_12776_PI390587928		4.4346538		4.891637		2.679162		4.847388		4.5081363		6.1323953		5.8059945		6.7528157		4.9175687		5.7770743		4.681476		3.6401386		1.0522536		2.3632274		8.73515		3.7462		1.3975645		1.8473247		4.006421		-2.3089695		0.48291492		1.2407584		3.1268325		1.9054279		0.07348251		0.8854375		2.002314		-1.2072492		Yes		Yes		Yes		U35_44k_v1_12457		LOC_Os12g23700.1		ref|NP_001066663.1| 7e-38  Os12g0424700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g23700.1 2e-39 PITSLRE serine/threonine-protein kinase CDC2L1 putative expressed		GGCAGCTGCTGGACGGCGCCAGGGCGATGCACGACCTCGGGGTCCTGCACCGCGACCTCA		30844		AT5G63370.3

		5399		CUST_16580_PI390587928		6.574063		5.744827		6.2231383		7.630913		6.6199284		7.125422		10.678855		10.229077		7.4639015		6.442812		9.595773		9.125944		1.0323023		2.6037576		21.943422		6.0551577		1.8529689		1.6222377		10.357718		2.8187027		0.8898387		1.3805952		4.4557166		2.5981646		0.045865536		0.6979852		3.3726344		1.4950314		Yes		Yes		Yes		U35_44k_v1_5399		LOC_Os05g27960.1		gb|EAZ33913.1| 3e-40  hypothetical protein OsJ_017396 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g27960.1 5e-42 hydrolase acting on glycosyl bonds putative expressed		AATTTTATTGGCGTTCATCCGTTTTCTGGACCGTGCGATTTGTGCGGAAAGATTCGGAAA		25899		AT5G05460.1

		22028		CUST_19157_PI390587928		7.052019		7.2024517		6.5943694		7.495909		6.844681		6.894043		7.7625985		8.11987		6.9863524		7.2356777		7.415584		7.6186194		-1.1545562		-1.2383411		2.2473567		1.5411005		-1.0465684		1.0232978		1.766893		1.0887783		-0.065666676		-0.30840874		1.1682291		0.623961		-0.20733833		0.033226013		0.8212147		0.12271023		No		Yes		Yes		U35_44k_v1_22028		LOC_Os02g34840.1		gb|EAZ23423.1| 6e-35  hypothetical protein OsJ_006906 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g34840.1 1e-36 RNA polymerase II transcriptional coactivator KIWI putative expressed		TGCGGTCATTGCTAGTCGTTTTAGCTCAAAAACTCTTGTTAATTAGTTTGTTGCTTTTAC		18951		AT5G09250.1

		34639		CUST_37792_PI390587928		4.3285203		4.7454143		4.9284816		4.6311927		3.6289575		3.3550146		3.7677991		3.562404		3.882863		3.6301053		3.7347708		3.7206228		-1.6240126		-2.621513		-2.2356315		-2.0976715		-1.3619344		-2.166414		-2.2874033		-1.8797879		-0.44565725		-1.3903997		-1.1606824		-1.0687888		-0.6995628		-1.115309		-1.1937108		-0.9105699		Yes		No		No		U35_44k_v1_34639		-		dbj|BAF43315.1| 3e-05  homeodomain leucine zipper protein Vrs1 [Hordeum vulgare subsp. vulgare]		No hits found		TGGGGCCGGACGATGACCTGATGATGTGCGTCCCCGAGTATGGTGGCTACGTCGATAGCA		None		0

		18504		CUST_5259_PI390587928		7.3253884		8.291388		5.9886303		6.42176		7.450353		8.665919		8.896774		8.12683		8.13536		8.442468		8.166183		4.705074		1.090481		1.2964187		7.506519		3.2604475		1.7531766		1.1104006		4.5238566		-3.2868059		0.80997133		0.37453175		2.908144		1.70507		0.124964714		0.15108013		2.1775532		-1.7166862		Yes		No		No		U35_44k_v1_18504		LOC_Os09g08130.2		ref|NP_001062693.1| e-163  Os09g0255400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g08130.2 1e-165 indole-3-glycerol phosphate synthase chloroplast precursor putative expressed		GCACCAGATGTAGATATGAATAAGAGCAATTTGCGCTCCATAATAATGTAATTCGTTCTT		10115		AT5G48220.2

		4943		CUST_38500_PI390587928		8.25623		8.693341		8.496647		6.9991364		7.8578153		7.993509		6.7161694		6.698115		8.227784		8.152179		7.7593055		6.975746		-1.3180591		-1.6243161		-3.4353986		-1.2320164		-1.0199131		-1.4551445		-1.6671009		-1.016345		-0.028446198		-0.69983244		-1.7804775		-0.30102158		-0.3984151		-0.5411625		-0.7373414		-0.023390293		No		Yes		Yes		U35_44k_v1_4943		LOC_Os10g42700.1		ref|NP_001065493.1| e-163  Os10g0577700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42700.1 1e-165 ATP binding protein putative expressed		TTCATTTCATTGCTTACGGATGTACACAAGCCCACCCGTGCAAAACATTCAACATCCAAA		13271		AT2G35500.1

		36553		CUST_25859_PI390587928		10.140666		9.935821		8.723767		9.379044		9.74631		9.619045		10.098287		9.718228		10.124077		10.017913		9.787488		9.331782		-1.3143557		-1.2455435		2.5928152		1.2650416		-1.0115651		1.0585521		2.0903156		-1.0333015		-0.016589165		-0.31677532		1.3745193		0.33918476		-0.39435577		0.082092285		1.0637207		-0.047261238		No		Yes		Yes		U35_44k_v1_36553		LOC_Os01g37920.1		No hits found		LOC_Os01g37920.1 4e-05 expressed protein		ACCCGTGTGCTTGTAAATACTGCTAGTACTATTTATCCGGTTTGATCTCCTGGTAAAAAA		31644		0

		22097		CUST_39260_PI390587928		10.498883		11.556137		8.616395		7.7326546		11.664803		12.261035		9.545926		8.347132		10.948891		12.656396		10.517863		8.769563		2.2437615		1.6300293		1.9046569		1.531003		1.3660473		2.1439316		3.735932		2.0518258		0.45000744		0.7048979		0.9295311		0.61447716		1.1659193		1.1002588		1.9014683		1.0369081		Yes		No		No		U35_44k_v1_22097		LOC_Os03g16960.1		ref|NP_001049721.1| 3e-82  Os03g0277600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g16950.1 5e-84 serine/threonine kinase-like protein putative expressed		ACATTTTTGTCATCTGCGCGCTTCTCCGATCAATGGATGCAACATTTTTCGTCTAAAAAA		20580		AT5G48540.1

		18657		CUST_26326_PI390587928		9.270309		8.731819		9.704656		9.294845		8.751222		8.285489		8.661803		8.70045		8.292497		7.959656		8.791766		9.246079		-1.4330488		-1.3625697		-2.060297		-1.5098389		-1.9694773		-1.7078289		-1.8828127		-1.0343792		-0.97781277		-0.44633007		-1.0428524		-0.5943947		-0.5190878		-0.7721634		-0.9128895		-0.048765182		No		Yes		Yes		U35_44k_v1_18657		LOC_Os09g04440.1		gb|EAZ43826.1| e-131  hypothetical protein OsJ_027309 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g04440.1 1e-133 ATP binding protein putative expressed		CTTACCTGACGATGGTGGAATATTATCGAGTATTGCACACTGGATTACTTGATTAAAAAA		10045		AT5G35970.1

		17824		CUST_991_PI390587928		10.481778		11.528339		11.978185		10.940196		9.93911		10.412097		10.371583		9.877471		10.094911		10.258203		10.708705		10.739384		-1.4566642		-2.1678162		-3.0453367		-2.0888734		-1.3075513		-2.4118445		-2.410746		-1.1493453		-0.38686752		-1.1162424		-1.6066017		-1.0627251		-0.54266834		-1.2701368		-1.2694798		-0.20081234		Yes		Yes		Yes		U35_44k_v1_17824		LOC_Os04g55670.1		emb|CAI93181.1| 0.0  glycosyltransferase [Hordeum vulgare]		LOC_Os04g55670.1 1e-142 glycosyltransferase putative expressed		GTCTGGGGTTAAGACATTTGTTTGTGTAAGTGTGAAATAATAACAATCCAGCTCTCAGTT		None		AT5G67230.1

		4289		CUST_4304_PI390587928		11.1866045		10.885769		9.950543		11.354026		12.345677		12.943787		13.737679		12.909373		12.683156		13.390239		13.338462		11.78152		2.2331388		4.1641374		13.805155		2.939045		2.8216743		5.674408		10.468033		1.3448955		1.4965515		2.0580177		3.7871351		1.5553474		1.1590729		2.5044699		3.3879185		0.42749405		Yes		Yes		Yes		U35_44k_v1_4289		LOC_Os03g10950.1		gb|EAZ26000.1| 3e-74  hypothetical protein OsJ_009483 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10950.1 6e-76 catalytic/ protein phosphatase type 2C putative expressed		CTCTGTGCTTAAGCTTCTTCTGTGATCAATTCAGAGGTTGCTTTGCCCCCCTCCAAAAAA		51795		AT4G33920.1

		49535		CUST_35832_PI390587928		5.6825757		5.7641296		5.832952		5.800157		5.3306427		5.203972		4.618049		5.036162		5.0199146		5.3451		4.506452		5.5948453		-1.2762696		-1.4744304		-2.3212516		-1.6981868		-1.5829998		-1.337028		-2.507935		-1.1529355		-0.6626611		-0.5601578		-1.2149029		-0.7639952		-0.351933		-0.4190297		-1.3264999		-0.20531178		No		Yes		Yes		U35_44k_v1_49535		LOC_Os04g33510.2		ref|NP_001052728.1| 9e-59  Os04g0410300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33510.2 2e-60 expressed protein		GTACTAACTCTAGTACAAAGTTACACTAAGGTTAAGACACTTATTTTAGGACAGAAGGAG		51304		AT4G04190.2

		256		CUST_16536_PI390587928		9.399243		8.690437		7.2800775		7.482371		11.764081		10.585975		13.333508		13.483062		11.260204		11.005719		14.096349		9.484339		5.1509466		3.7206054		66.41467		64.030655		3.6324954		4.977019		112.69434		4.00546		1.860961		1.8955374		6.05343		6.000691		2.3648376		2.3152819		6.8162713		2.001968		Yes		Yes		Yes		U35_44k_v1_256		LOC_Os01g71670.1		gb|AAM75342.1|AF515785_1 1e-29  beta-1,3-glucanase II [Hordeum vulgare subsp. vulgare]		LOC_Os01g71340.1 5e-23 glucan endo-13-beta-glucosidase acidic isoform precursor putative expressed		GCGTTAACTTCCTGGTGATGATACATCATCATGGTATGAATAAAAGATATGGAAGATGTT		1640		AT5G55180.2

		37772		CUST_15372_PI390587928		11.648007		10.333504		9.601435		10.62091		10.994293		10.3071785		14.093338		15.527789		10.949138		10.529332		13.284125		9.900336		-1.5732132		-1.0184147		22.500784		29.999767		-1.6232326		1.1453817		12.841044		-1.6478369		-0.6988697		-0.026325226		4.4919033		4.9068794		-0.6537142		0.19582844		3.6826906		-0.7205734		No		Yes		Yes		U35_44k_v1_37772		-		No hits found		No hits found		CCCCCGTGAATATTGTGCGTGTCTACTCAATAACATGAATATTACTTGTATTTATCCAAA		33466		0

		37974		CUST_13009_PI390587928		5.187451		5.454844		4.208135		4.195795		5.396293		5.6597023		5.579239		4.6432533		5.5646167		6.1384463		5.782268		5.2509313		1.1557603		1.1525731		2.586684		1.3636357		1.2987878		1.6061453		2.9775648		2.0779145		0.3771658		0.2048583		1.3711038		0.44745827		0.20884228		0.68360233		1.5741329		1.0551362		No		Yes		Yes		U35_44k_v1_37974		LOC_Os08g40820.2		gb|EAZ43356.1| 2e-36  hypothetical protein OsJ_026839 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40820.2 3e-38 expressed protein		GTTTTCCTGAAGAAGGACAAGAAAAAGAGCAGTGTCCTCATGGGTGTTCATGGCCATACT		33739		AT3G20260.1

		23876		CUST_29832_PI390587928		4.7826786		6.262226		3.332029		2.854807		3.6074417		5.460196		1.6963295		2.5024824		3.0422623		4.9052224		4.367836		3.015581		-2.2582996		-1.7435528		-3.107382		-1.2766159		-3.3413157		-2.5615263		2.05026		1.1178867		-1.7404163		-0.8020301		-1.6356996		-0.3523245		-1.1752369		-1.3570037		1.0358069		0.16077399		No		Yes		Yes		U35_44k_v1_23876		-		ref|NP_001059955.1| 5e-13  Os07g0554900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36910.2 1e-14 F-box domain containing protein expressed		TTGGTCGACTGGATGGAACATGTATGTATGAACACCCTGTTAATCCTTGCATGGTGAGTG		19614		0

		50523		CUST_26575_PI390587928		4.6518855		4.190508		4.610973		4.377724		3.894602		3.1803837		3.0691216		3.403557		3.4294126		3.282049		2.9856055		3.8343334		-1.6903049		-2.0140846		-2.911679		-1.9645067		-2.3334634		-1.8770394		-3.0852072		-1.4573938		-1.2224729		-1.0101242		-1.5418513		-0.9741671		-0.75728345		-0.90845895		-1.6253674		-0.54339075		Yes		No		No		U35_44k_v1_50523		LOC_Os03g06710.1		gb|EAY88656.1| 3e-92  hypothetical protein OsI_009889 [Oryza sativa (indica cultivar-group)]		LOC_Os03g06710.1 8e-94 expressed protein		TTCTGTAAGATGAAAGCTGAAAAATTGGTGCCGGATGTTGTGAGCTGCCCCACACTATTG		52713		AT3G23020.1

		24299		CUST_32235_PI390587928		14.082355		13.7856		13.80304		13.332504		13.752121		13.350708		12.089881		12.579053		13.3332205		13.243993		12.792897		13.039608		-1.2572169		-1.3518094		-3.2787788		-1.6858209		-1.6807836		-1.4555929		-2.0141098		-1.2250973		-0.74913406		-0.4348917		-1.7131586		-0.75345135		-0.33023357		-0.5416069		-1.0101423		-0.29289627		No		Yes		Yes		U35_44k_v1_24299		LOC_Os01g68650.1		gb|EAZ14604.1| 1e-16  hypothetical protein OsJ_004429 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68650.1 2e-18 plant-specific domain TIGR01615 family protein expressed		GCCTCGAGTTCGTTCTTTTTGTACAAACATTTTTGGTCTAGTTGATTATGAAAAAGAGCA		None		0

		14501		CUST_34140_PI390587928		7.553367		6.76592		9.45287		8.085795		6.4281178		5.8437867		6.9511		8.086808		6.8508306		6.3278236		7.723753		10.224253		-2.1813924		-1.8949155		-5.6638007		1.0007023		-1.6273636		-1.3548156		-3.3152494		4.4029098		-0.7025366		-0.92213345		-2.5017705		0.0010128021		-1.1252494		-0.43809652		-1.7291174		2.1384573		Yes		Yes		Yes		U35_44k_v1_14501		LOC_Os03g42070.1		emb|CAA57995.1| 2e-06  low molecular weight oleosin [Hordeum vulgare subsp. vulgare]		No hits found		TTGTTGCCAAGTAGTTGTTGTCCTACTACAGTAGTACCCTAGCAGTATGTTTCCGTGGTC		1073		0

		22645		CUST_37839_PI390587928		6.7629924		7.3064804		5.0990586		5.127729		9.439038		10.79871		11.801673		9.725628		10.307448		11.220103		11.239924		7.308947		6.391019		11.252935		104.156876		24.216173		11.667763		15.07016		70.56426		4.535363		3.544456		3.4922295		6.7026143		4.597899		2.676046		3.9136229		6.140866		2.1812181		Yes		Yes		Yes		U35_44k_v1_22645		LOC_Os03g08880.1		gb|EAZ25868.1| 1e-42  hypothetical protein OsJ_009351 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08880.1 3e-44 ATPUP3 putative expressed		CGTAAGACATTGTTTCATTTTAGGTAACACAGAGAAATCAAGTGCTACCCATTGAGTTAA		16892		AT1G28220.1

		33270		CUST_27181_PI390587928		12.886913		12.834702		13.150745		12.827286		12.691434		12.746457		12.095848		11.946452		12.439078		12.571849		12.5154085		12.720885		-1.1451046		-1.0630758		-2.0775702		-1.841439		-1.3639919		-1.1998489		-1.5533004		-1.0765389		-0.44783497		-0.08824444		-1.0548973		-0.8808336		-0.1954794		-0.26285267		-0.6353369		-0.10640049		No		Yes		Yes		U35_44k_v1_33270		LOC_Os05g49430.1		gb|EAY99082.1| 3e-25  hypothetical protein OsI_020315 [Oryza sativa (indica cultivar-group)]		LOC_Os05g49430.1 6e-27 apospory-associated protein C putative expressed		TGAGCAGAGCGAAAAACGCAAGCAAGGAATTGCATGTGAAATTGATGGTTATGTTTTATA		16475		AT5G57330.1

		20139		CUST_38997_PI390587928		10.15695		10.8886		11.422016		9.786914		10.518475		10.642243		10.159972		9.699226		10.114776		10.27212		10.567005		9.839409		1.2847829		-1.186208		-2.3983529		-1.0626655		-1.0296645		-1.5331298		-1.8087726		1.0370569		-0.04217434		-0.24635696		-1.262044		-0.08768749		0.36152458		-0.6164799		-0.855011		0.052495003		No		Yes		Yes		U35_44k_v1_20139		LOC_Os04g23420.1		dbj|BAB47015.1| 6e-84  maturase within trnK intron [Triticum aestivum]		No hits found		CTACGGGAATTATCTTGTCCGAAAGAAAAAGAAATACCAAAGTTTCAGAATTTACGCTCT		21096		ATCG00040.1

		34502		CUST_29630_PI390587928		5.6101913		5.9707627		5.2596416		5.921293		5.2311482		5.1112514		9.255887		7.6866093		5.7397537		7.4253697		8.572173		4.9202385		-1.300479		-1.8144237		15.958414		3.3994856		1.0939618		2.740819		9.93508		-2.001462		0.12956238		-0.8595114		3.9962454		1.7653165		-0.3790431		1.454607		3.3125315		-1.0010543		No		Yes		Yes		U35_44k_v1_34502		-		No hits found		No hits found		GTGTCTTTTCCCGTATATGCTTTTCTAATTCTAATCAAGATTAAACTTGATTTTCCGGCC		None		0

		8037		CUST_8483_PI390587928		6.5325856		5.740452		5.6321616		5.830199		6.1545844		5.770205		7.2557187		6.051731		6.089861		5.6605873		6.708385		5.9641023		-1.2995402		1.0208374		3.0813384		1.1659714		-1.3591689		-1.0569187		2.1085093		1.0972586		-0.4427247		0.029753208		1.6235571		0.22153234		-0.3780012		-0.0798645		1.0762234		0.1339035		No		Yes		Yes		U35_44k_v1_8037		LOC_Os01g28680.5		gb|EAY74153.1| e-128  hypothetical protein OsI_002000 [Oryza sativa (indica cultivar-group)]		LOC_Os01g28680.5 1e-145 LEC14B putative expressed		TTTATGATGTGGCCACTGGAAACGTTGTTGAAACACTCAAATGGCATGGATCGATCGTCA		21314		AT4G03020.1

		10342		CUST_13930_PI390587928		15.021239		15.117192		14.7564125		14.610431		14.562259		14.669114		12.800105		13.399757		14.213557		14.123066		13.340693		13.975502		-1.3745701		-1.3642217		-3.8806744		-2.3144562		-1.7503968		-1.9918739		-2.6679268		-1.552861		-0.80768204		-0.44807816		-1.9563074		-1.2106733		-0.45898056		-0.9941263		-1.415719		-0.6349287		Yes		Yes		Yes		U35_44k_v1_10342		LOC_Os03g63760.1		gb|EAY92640.1| 6e-11  hypothetical protein OsI_013873 [Oryza sativa (indica cultivar-group)]		LOC_Os03g63760.1 1e-12 xyloglucan endotransglucosylase/hydrolase protein 30 precursor putative expressed		GTTGTACAAAAGTGATTATGATCAGTTGGTTGATGGATCTGTTTGGTTTTGTGTGTATCT		None		0

		23042		CUST_30239_PI390587928		4.9041533		4.938414		5.9347134		5.320027		4.4458976		4.226647		4.586113		5.0866113		3.828558		4.1049533		4.392982		5.2335258		-1.3738798		-1.637809		-2.5466495		-1.175615		-2.1075916		-1.7819549		-2.9114368		-1.061792		-1.0755954		-0.7117672		-1.3486004		-0.2334156		-0.45825577		-0.8334608		-1.5417314		-0.08650112		No		Yes		Yes		U35_44k_v1_23042		LOC_Os02g15880.3		gb|EAZ22475.1| 1e-28  hypothetical protein OsJ_005958 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g15880.3 3e-30 expressed protein		GTGATGAAGGTTCTTCTGTTGATTTGGGCTTAAATTATCTTACGCTGGGCAGTGAAGGTA		17673		0

		16917		CUST_30087_PI390587928		9.629367		10.065305		11.416885		10.516292		9.848292		9.60016		10.17171		9.62258		9.977428		9.659808		10.329048		10.128165		1.1638664		-1.3804562		-2.3704736		-1.8579504		1.2728492		-1.3245448		-2.1255515		-1.3086927		0.34806156		-0.4651451		-1.2451754		-0.89371204		0.21892548		-0.4054966		-1.0878372		-0.38812637		No		Yes		Yes		U35_44k_v1_16917		LOC_Os03g18770.1		ref|NP_001049849.1| 4e-54  Os03g0299600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g27580.1 9e-39 wound-induced protein WI12 containing protein		ACCAGCATCAGGTAGTTGAGGTCCAGCCGCCGTCGCCGTCTTCTTCTTCGTCTCCGACAG		6900		AT5G01740.1

		38936		CUST_4477_PI390587928		9.2043		9.767593		9.901956		9.075076		9.178192		9.344317		8.43546		8.461922		8.803653		9.141327		8.752576		8.908756		-1.0182613		-1.3409691		-2.7634978		-1.5296		-1.3201		-1.5435653		-2.218185		-1.1221923		-0.40064716		-0.42327595		-1.4664955		-0.6131544		-0.026107788		-0.6262665		-1.1493797		-0.16631985		No		Yes		Yes		U35_44k_v1_38936		LOC_Os09g07570.2		ref|NP_001062675.1| 2e-29  Os09g0249900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07570.1 6e-31 ferredoxin-thioredoxin reductase catalytic chain chloroplast precursor putative expressed		AAGAAGAAAAAACCTCTTTTTTGCACGGGCTTGCTGACCACAAGGATCAATTCGGAGCTC		34925		AT2G04700.1

		3584		CUST_16290_PI390587928		3.9280891		3.3450544		3.450349		3.4036248		4.1524057		4.870318		5.6225376		4.1793966		3.995756		5.16824		6.2777805		4.7736416		1.1682237		2.878393		4.507066		1.7121058		1.0480204		3.5386171		7.098093		2.5847359		0.06766677		1.5252635		2.1721885		0.77577186		0.2243166		1.8231857		2.8274314		1.3700168		Yes		Yes		Yes		U35_44k_v1_3584		LOC_Os09g32550.2		ref|NP_001063586.1| 0.0  Os09g0502200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32550.2 0.0 glucan endo-13-beta-glucosidase A6 precursor putative expressed		CTTTTACCCAATGTCCCCATCTCTACTACTGGAATGCAATGTTCAGTTGCCTATTTCAAA		8900		AT3G07320.1

		11399		CUST_16876_PI390587928		4.569033		4.0945163		4.803936		4.0193896		5.106981		4.910563		5.5514507		6.9062104		5.756265		5.1503925		5.098743		4.4750514		1.4519056		1.760575		1.6788982		7.3963876		2.2771542		2.0789804		1.2267208		1.3714117		1.187232		0.8160467		0.7475147		2.8868208		0.53794765		1.0558763		0.29480696		0.45566177		Yes		Yes		Yes		U35_44k_v1_11399		LOC_Os01g17010.1		gb|EAY73504.1| 1e-20  hypothetical protein OsI_001351 [Oryza sativa (indica cultivar-group)]		LOC_Os01g17010.1 4e-22 phospholipid-transporting ATPase 1 putative expressed		TCGAGCAGTTCCGACGGCTGTCGTATGTCTACTTCTCGCCTCACCGTGCTCACCAGCTCC		None		0

		17622		CUST_31657_PI390587928		9.921101		9.71905		10.365695		9.813561		9.7809515		9.633548		9.143441		9.231392		9.081672		9.383746		9.668691		9.950275		-1.1020191		-1.0610573		-2.3331091		-1.4970989		-1.7893417		-1.2616434		-1.6211351		1.0993981		-0.8394289		-0.085502625		-1.2222538		-0.58216953		-0.14014912		-0.33530426		-0.6970043		0.13671398		No		Yes		Yes		U35_44k_v1_17622		LOC_Os08g07540.1		ref|NP_001061100.1| e-152  Os08g0172200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55880.1 1e-156 hemimethylated DNA binding domain containing protein		TCATACTTGCAATTTTTCTGGAGTATATGGAATAAGCAGGGCTTCACGTACAGTAAAAAA		911		AT2G03390.1

		32177		CUST_5389_PI390587928		7.3736033		7.8401494		8.106721		7.500708		7.286661		7.349584		7.1962795		7.1993995		7.1623135		6.973715		7.0337296		7.3266044		-1.0621166		-1.4049953		-1.8796204		-1.2322617		-1.1577228		-1.8231517		-2.103791		-1.1282632		-0.21128988		-0.4905653		-0.9104414		-0.30130863		-0.086942196		-0.8664346		-1.0729914		-0.17410374		No		Yes		Yes		U35_44k_v1_32177		LOC_Os11g37540.1		gb|EAZ18862.1| 6e-49  hypothetical protein OsJ_033071 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37540.1 1e-50 protein phosphatase 2C containing protein expressed		ATGTCGGAGTGATGGCAATATTTGATGGTCATAATGGAGATGAGGCCAGTGAGATGGCTT		None		AT3G63340.1

		28893		CUST_14759_PI390587928		5.040526		4.3162174		5.7830215		7.0546		5.1626916		5.0352836		7.3691335		6.6370735		5.0534024		5.1391664		7.0798316		7.6389446		1.0883675		1.6461161		3.0023913		-1.3356354		1.0089653		1.7690183		2.4568505		1.4993579		0.012876511		0.71906614		1.586112		-0.41752625		0.12216568		0.82294893		1.2968102		0.58434486		No		Yes		Yes		U35_44k_v1_28893		LOC_Os01g06836.1		gb|EAZ10649.1| 3e-40  hypothetical protein OsJ_000474 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06900.1 1e-40 verticillium wilt disease resistance protein Ve2 putative expressed		CGGAAACCTACCAAAAGGATGGTTTAATGAACTGAAAGCAATGATGGAAAATGTCAGTGA		28003		AT3G05360.1

		23294		CUST_12874_PI390587928		9.335975		9.994729		8.403924		8.7654		8.541471		9.081115		7.079656		8.35874		8.230038		8.523368		7.749163		8.778754		-1.7344811		-1.8837588		-2.504058		-1.3256134		-2.1523862		-2.7728338		-1.5743549		1.0092995		-1.105937		-0.9136143		-1.3242679		-0.40666008		-0.79450417		-1.4713612		-0.65476084		0.013354301		No		Yes		Yes		U35_44k_v1_23294		LOC_Os05g26890.2		gb|AAF71788.2|AF267485_1 0.0  G protein alpha subunit [Hordeum vulgare]		LOC_Os05g26890.2 0.0 guanine nucleotide-binding protein alpha-1 subunit putative expressed		ACCTTGTGACTCCTTTGTGCTTTCACAAGCTACGAAAGAAATCTTATGACCACTAAAAAA		19292		AT2G26300.1

		5609		CUST_25653_PI390587928		7.0523295		6.911705		5.7089915		7.40008		7.1424584		7.997635		7.9810233		8.744346		6.71756		7.7937856		8.175696		8.148609		1.0644653		2.1227431		4.830029		2.5390089		-1.2611761		1.8430313		5.5277977		1.6800789		-0.33476973		1.0859299		2.2720318		1.3442655		0.0901289		0.88208055		2.4667048		0.74852896		Yes		Yes		Yes		U35_44k_v1_5609		LOC_Os05g38264.1		gb|EAY98292.1| 3e-13  hypothetical protein OsI_019525 [Oryza sativa (indica cultivar-group)]		LOC_Os05g38264.1 2e-14 expressed protein		ACATGACTTGCTGCAATGCAACGCTGCAAAAATGCGTACAAAGCATCAAGATTGCTGATC		12061		0

		7623		CUST_19340_PI390587928		2.287708		3.3288546		2.7581522		3.3793738		3.1594265		3.7129643		6.6209626		5.0076222		2.9217308		4.502685		6.0751853		4.578508		1.8298411		1.3050542		14.548619		3.0913746		1.5518861		2.2560992		9.966127		2.2960184		0.6340227		0.38410974		3.8628104		1.6282485		0.8717184		1.1738305		3.317033		1.1991341		Yes		Yes		Yes		U35_44k_v1_7623		LOC_Os01g42030.1		gb|EAY74873.1| 2e-62  hypothetical protein OsI_002720 [Oryza sativa (indica cultivar-group)]		LOC_Os01g42030.1 2e-63 mitochondrial chaperone BCS1 putative expressed		TCGATGAGACCAAGAGCATGATGTTCAGCATGGAGGAGGGCGAAGAGATGGCAGATGTCC		17037		AT3G50930.1

		17701		CUST_25844_PI390587928		6.791736		6.374302		4.7563624		4.8277283		6.1065965		6.62734		2.5196304		2.6030226		5.426707		5.8077264		3.4874516		3.8776379		-1.6078576		1.1917139		-4.713282		-4.674155		-2.5758157		-1.481004		-2.4097958		-1.9319937		-1.3650293		0.25303793		-2.236732		-2.2247057		-0.68513966		-0.5665755		-1.2689109		-0.9500904		Yes		No		No		U35_44k_v1_17701		LOC_Os03g14150.1		ref|NP_001049539.1| 4e-32  Os03g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14150.1 1e-33 expressed protein		AGCCCCTCTTAGACTCTCACTGAATATTTGAGACATAATAATGTACTACCCTCTAAAAAA		14816		0

		14954		CUST_4542_PI390587928		12.10994		11.6551285		12.394855		12.608215		14.617485		14.537889		16.57501		14.63004		15.1535		15.19447		15.83482		13.5015		5.6865177		7.375598		18.1281		4.0609713		8.245232		11.626475		10.852573		1.8574003		3.04356		2.88276		4.1801558		2.0218248		2.5075455		3.539342		3.4399652		0.8932848		Yes		Yes		Yes		U35_44k_v1_14954		LOC_Os08g08990.1		gb|ABG46235.1| e-117  germin-like protein 4c [Hordeum vulgare subsp. vulgare]		LOC_Os08g08990.1 2e-99 germin-like protein subfamily 1 member 11 precursor putative expressed		AGGCCGGTGTGTGTATGTAAACATTGAATGCATTTCTTCCTTCCAAATAATTGACAATAC		3155		AT5G39110.1

		12919		CUST_39837_PI390587928		4.720366		5.007318		5.584011		4.716694		4.5540867		4.607142		4.3353972		3.5947123		4.3640018		4.0492463		4.103451		3.929026		-1.1221607		-1.3196689		-2.37613		-2.1764572		-1.2801956		-1.9427116		-2.790571		-1.7262818		-0.35636425		-0.40017605		-1.2486138		-1.1219816		-0.16627932		-0.9580717		-1.4805603		-0.787668		No		Yes		Yes		U35_44k_v1_12919		LOC_Os05g49730.1		gb|EAZ12953.1| 3e-05  hypothetical protein OsJ_002778 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46760.1 4e-07 protein phosphatase 2C ABI1 putative expressed		CCGGCGTGCCTCTCGCACGGCGCGGTGTCGGTGATCGGCCGGCGAAGGGAGATGGAGGAC		44142		0

		5729		CUST_1915_PI390587928		6.3244452		6.4027495		7.2157326		6.682654		8.9226465		9.1210985		11.366348		11.110252		8.211257		9.859553		11.900891		9.606755		6.0553117		6.5811925		17.760689		21.519886		3.6981704		10.979982		25.726063		7.590008		1.8868117		2.718349		4.1506157		4.4275985		2.5982013		3.4568038		4.6851587		2.9241014		Yes		Yes		Yes		U35_44k_v1_5729		LOC_Os01g16750.1		gb|EAZ11405.1| 2e-29  hypothetical protein OsJ_001230 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16750.1 6e-31 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative		GGGGTTAAACGGATTTTATTGGTCAACTGTACGCATGCTTCTTCAGTTCACATAAGATGC		11792		AT1G21430.1

		22118		CUST_6056_PI390587928		5.499679		4.8274426		4.8224835		5.3993573		5.8516273		5.428841		7.865019		7.241966		6.041408		5.9005165		7.6780396		6.6613126		1.276283		1.5171865		8.239377		3.586579		1.455716		2.1039112		7.237824		2.3982055		0.541729		0.60139847		3.0425353		1.8426085		0.35194826		1.0730739		2.855556		1.2619553		Yes		Yes		Yes		U35_44k_v1_22118		LOC_Os01g43774.1		gb|EAY75042.1| e-140  hypothetical protein OsI_002889 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43750.1 1e-141 cytochrome P450 72A1 putative expressed		CCCTACTTACTTTATGGAAATGATCACAATGTATAAGAGCAATTCCAACAGTCTCATATC		3642		AT3G14680.1

		39171		CUST_26979_PI390587928		5.1287556		4.7282968		5.0479984		6.4533286		5.356127		5.489554		6.704538		5.958776		5.4874196		5.4798226		7.0271153		6.853254		1.1706998		1.694967		3.152594		-1.4088838		1.282238		1.6835725		3.9425168		1.3194395		0.35866404		0.7612572		1.6565394		-0.4945526		0.22737122		0.7515259		1.9791169		0.39992523		No		Yes		Yes		U35_44k_v1_39171		-		No hits found		No hits found		GCCATCAAGTTGTGAACAGAAATCTGATGCAATATTCTTCAACTATAGTGGAGTACATAA		35184		0

		10976		CUST_3161_PI390587928		14.806521		15.026321		14.312558		14.116314		14.340787		14.682225		12.621895		13.121026		14.232411		14.375434		13.138477		13.954326		-1.3810203		-1.2693555		-3.228051		-1.9934783		-1.4887588		-1.5701338		-2.2564907		-1.1188279		-0.57411003		-0.34409618		-1.6906633		-0.9952879		-0.46573448		-0.6508875		-1.1740808		-0.16198826		No		Yes		Yes		U35_44k_v1_10976		-		gb|EAY94486.1| 5e-07  hypothetical protein OsI_015719 [Oryza sativa (indica cultivar-group)]		No hits found		AACTGTGCAGAATTTGGTTGCTCTCGTACACAAGAGAGGGTACAGACCGTTTTTGTGTTG		None		0

		3056		CUST_33560_PI390587928		11.900447		11.1803255		12.446365		12.2304535		11.404945		10.391747		10.539841		10.897267		11.126259		10.417795		11.131386		11.83889		-1.4098108		-1.7273711		-3.749049		-2.5195851		-1.7102273		-1.6964635		-2.487988		-1.3118142		-0.77418804		-0.78857803		-1.9065247		-1.3331861		-0.49550152		-0.7625303		-1.3149796		-0.39156342		Yes		Yes		Yes		U35_44k_v1_3056		LOC_Os03g53950.1		gb|EAZ28597.1| e-110  hypothetical protein OsJ_012080 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53950.1 1e-111 strictosidine synthase precursor putative expressed		TAGCGAAGAATGCTTCGCTCTTTCAGAATTTATACTTGTTAAGTGCGTTCCTTATTCGTT		9052		AT1G08470.1

		15237		CUST_8106_PI390587928		5.219876		4.658596		5.2084312		3.048667		4.4476113		4.4388847		3.871404		2.7760627		4.52256		4.921627		3.967329		3.4752827		-1.7079486		-1.1645006		-2.5263023		-1.2079864		-1.621485		1.1999972		-2.3637905		1.3440769		-0.6973157		-0.2197113		-1.3370273		-0.27260423		-0.7722645		0.263031		-1.2411022		0.42661572		No		Yes		Yes		U35_44k_v1_15237		LOC_Os01g14850.1		emb|CAA56552.1| 2e-17  structural protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g14850.1 1e-07 MFS18 protein precursor putative expressed		GCGTCGCTTGTGCTGTGGTACGTAATGATGAATTGAATGGAGTATTATTGTAGTAAAAAA		3257		0

		3742		CUST_40630_PI390587928		5.567473		5.280649		4.3937826		5.1266274		5.505842		6.668369		6.6388183		7.1202607		5.9261165		6.46492		6.7054935		4.7013993		-1.0436448		2.6166475		4.740488		3.9823866		1.2822198		2.2724853		4.964715		-1.3427848		0.35864353		1.3877196		2.2450356		1.9936333		-0.061630726		1.1842709		2.3117108		-0.42522812		Yes		No		No		U35_44k_v1_3742		LOC_Os04g43440.1		gb|EAY94839.1| 0.0  hypothetical protein OsI_016072 [Oryza sativa (indica cultivar-group)]		LOC_Os04g43440.1 0.0 NB-ARC domain containing protein expressed		CATAAACAAGTTTCAGGGTCATTATTAACCCAGTTACATAGGATCACTACCCTTTTCAAA		19197		AT4G26090.1

		46286		CUST_17428_PI390587928		2.0937564		2.4447732		2.8186696		2.2687058		3.6094115		5.39611		6.4391932		5.604937		3.7474797		5.7464585		5.114763		1.7908025		2.8592863		7.7346544		12.299465		10.099635		3.1464462		9.860667		4.91126		-1.3927182		1.6537232		2.9513369		3.6205237		3.3362312		1.515655		3.3016853		2.2960932		-0.47790337		Yes		Yes		Yes		U35_44k_v1_46286		LOC_Os02g47090.1		gb|EAZ24286.1| 1e-36  hypothetical protein OsJ_007769 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47090.1 3e-38 peptide transporter PTR2 putative expressed		TAGGATTATCTCAAACTTCGTTCGCATTACTTCATCTTCCGCTAGACACAGAGCTCGTCG		46174		AT2G02040.1

		3819		CUST_6400_PI390587928		12.858733		12.363299		12.342346		13.013237		12.926154		13.102317		13.356758		13.593284		13.073334		13.308652		13.025536		12.916028		1.0478418		1.6690388		2.0200794		1.4948976		1.1603826		1.9256594		1.6056856		-1.069702		0.21460056		0.7390175		1.0144119		0.58004665		0.06742096		0.94535255		0.6831894		-0.09720898		No		Yes		Yes		U35_44k_v1_3819		LOC_Os05g03760.1		gb|EAZ32745.1| 4e-70  hypothetical protein OsJ_016228 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03760.1 8e-72 zinc finger transcription factor-like protein putative expressed		AACAGCCACAATATTTTACCTCTTTTTCCCCCCTTTCCCTTCGGTTTATAAATAGCTGTA		6585		AT5G58620.1

		20700		CUST_16933_PI390587928		11.727811		11.267807		10.904086		12.116937		12.381961		13.635731		13.529633		13.784059		12.731484		13.123233		13.28803		12.244899		1.5736885		5.1619773		6.1711802		3.1758041		2.005099		3.6185853		5.2196155		1.092749		1.0036736		2.3679237		2.6255465		1.6671219		0.65415		1.8554258		2.3839436		0.12796211		Yes		Yes		Yes		U35_44k_v1_20700		LOC_Os06g33970.1		ref|NP_001057780.1| 2e-13  Os06g0530600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g33970.1 4e-15 VQ motif family protein expressed		GCTCATGATGTTTTCAGCCTTTTGCAGAACTGTGTACCAGGATTAGGATTAGAATCTTTT		15374		0

		185		CUST_38597_PI390587928		10.283004		9.903184		10.42395		10.233689		10.582574		9.804267		12.93742		12.588963		10.782707		9.968642		11.978477		10.041993		1.2307776		-1.0709692		5.7099166		5.1169114		1.4139229		1.0464174		2.9373727		-1.1421057		0.4997034		-0.09891701		2.5134697		2.3552732		0.29957008		0.0654583		1.5545263		-0.19169617		Yes		Yes		Yes		U35_44k_v1_185		LOC_Os01g71080.1		gb|EAY77146.1| 5e-09  hypothetical protein OsI_004993 [Oryza sativa (indica cultivar-group)]		LOC_Os01g71080.1 7e-10 xylanase inhibitor TAXI-IV putative expressed		TCCATCACGACGCTCCTCTCCGACGGCGTCCCGCTCCGGCAGCCCTTCGCCGGGAACCCC		4634		0

		1773		CUST_4662_PI390587928		12.831761		13.019109		11.902858		11.977654		12.696242		12.733705		12.921449		12.679242		12.671112		12.894452		12.839528		12.305931		-1.098488		-1.2187517		2.0259392		1.6262935		-1.1177901		-1.0902482		1.9141054		1.2555127		-0.1606493		-0.2854042		1.0185909		0.7015877		-0.13551903		-0.12465668		0.9366703		0.32827663		No		Yes		Yes		U35_44k_v1_1773		LOC_Os02g47850.2		gb|EAY87234.1| 0.0  hypothetical protein OsI_008467 [Oryza sativa (indica cultivar-group)]		LOC_Os02g47850.2 0.0 carbamoyl-phosphate synthase small chain putative expressed		CTCTTATCAGCTGAACTACACCTATAAAGTAACTAGTGGTATTGTACTATTTGTTGGAGT		4969		AT3G27740.1

		23671		CUST_21897_PI390587928		4.820312		4.2507076		3.3851545		4.1294065		5.1754527		4.15989		8.948384		7.1625304		4.7115283		4.9211407		7.94203		6.8822284		1.2791103		-1.0649735		47.28234		8.185803		-1.0783187		1.5915506		23.537271		6.7403426		-0.10878372		-0.09081745		5.5632296		3.033124		0.3551407		0.67043304		4.556875		2.752822		Yes		Yes		Yes		U35_44k_v1_23671		LOC_Os08g44590.1		gb|EAZ08009.1| 1e-25  hypothetical protein OsI_029241 [Oryza sativa (indica cultivar-group)]		LOC_Os08g44590.1 5e-27 gibberellin 20 oxidase 2 putative expressed		GCAGTTAGCTAGTGTTGTGACACACCCAAGTTGTACGTATTGATTTTGGTATCAAAGTTT		19877		AT2G36690.1

		19981		CUST_26537_PI390587928		3.0874596		2.002202		2.9791858		3.07916		3.2395837		4.3705773		7.0069604		6.302255		3.1131134		5.2131653		7.1489205		6.5704226		1.1112044		5.163593		16.311016		9.337881		1.0179409		9.2596855		17.99763		11.245397		0.02565384		2.3683753		4.027775		3.2230952		0.15212417		3.2109632		4.169735		3.4912627		Yes		Yes		Yes		U35_44k_v1_19981		-		gb|EAY77385.1| 2e-25  hypothetical protein OsI_005232 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72670.4 2e-24 expressed protein		TCCAGCACCCCCTAGTACTATCCATGGTTCTTAATCCTAACATGAATTTTACCCAAAAAA		11927		0

		6267		CUST_3032_PI390587928		10.18388		10.251191		10.623359		9.8162155		9.513406		9.553523		8.683211		8.880066		9.797183		9.494766		8.96363		8.889287		-1.5915959		-1.6218811		-3.8374486		-1.9134147		-1.3073965		-1.6892992		-3.1595716		-1.901224		-0.38669682		-0.6976681		-1.9401474		-0.9361496		-0.67047405		-0.7564249		-1.659729		-0.9269285		Yes		Yes		Yes		U35_44k_v1_6267		LOC_Os03g57880.2		ref|NP_001051526.1| 8e-48  Os03g0792800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57880.2 2e-49 glucan endo-13-beta-glucosidase 5 precursor putative expressed		CTGAGGATATATGTTCAGATGGCATTTCACATGATATTCAAACACCTGATGTGCTTGATG		48041		AT2G19440.1

		5394		CUST_16585_PI390587928		6.4383864		7.1179085		6.511909		7.8690734		9.318998		11.335724		11.016617		8.493779		9.751149		11.159829		10.876282		8.795815		7.364624		18.60754		22.701376		1.5418963		9.936672		16.471735		20.597149		1.9009783		3.3127627		4.2178154		4.504708		0.6247058		2.880612		4.0419207		4.3643727		0.9267421		Yes		Yes		Yes		U35_44k_v1_5394		LOC_Os04g39010.1		ref|NP_001053015.1| 2e-18  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 3e-20 ATFP4 putative expressed		TAATTACCTGGTGACCTGGTCACGAGATTATTTTTAACGCGATCCCTTACGATCAAAAAA		32831		AT4G05030.1

		9339		CUST_381_PI390587928		4.711493		4.0480494		5.9766293		5.550406		4.006636		2.9982386		4.323343		3.9879751		2.2611156		2.6445768		5.558531		5.1447845		-1.629983		-2.0702584		-3.1454937		-2.9535108		-5.465591		-2.6453757		-1.3361653		-1.3246595		-2.4503775		-1.0498109		-1.6532865		-1.5624309		-0.7048569		-1.4034727		-0.41809845		-0.40562153		Yes		No		No		U35_44k_v1_9339		LOC_Os12g39300.1		gb|ABA99693.1| 3e-34  Cytochrome P450 family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39300.1 7e-36 cytochrome P450 81E1 putative expressed		ATTGGTGGGGTTATTACCCTCCGGAACAGGCTGTTCGAGCTGGTGCTCAACGTGATGCTG		19936		AT4G37330.1

		37219		CUST_17011_PI390587928		3.6451166		3.487672		4.668719		4.007275		2.844843		3.5115805		2.8943832		2.9281445		2.510884		2.1370873		2.2864354		4.430531		-1.7414315		1.01671		-3.4208045		-2.1127627		-2.1950176		-2.5501547		-5.213613		1.3409505		-1.1342325		0.023908377		-1.7743356		-1.0791306		-0.80027366		-1.3505847		-2.3822834		0.42325592		Yes		No		No		U35_44k_v1_37219		LOC_Os07g12530.1		dbj|BAC20904.1| 1e-59  ABC1 family protein kinase-like protein [Oryza sativa Japonica Group]		LOC_Os07g12530.1 8e-45 ubiquinone biosynthesis protein ubiB putative expressed		TGCACAATTTTCAGGTTTAATTGATGCAGCTATTAGTGGTCTTGGTTTCAGCAGACTTTT		32939		AT5G05200.1

		40179		CUST_1032_PI390587928		5.44642		5.3141265		5.458994		6.190197		4.8579097		5.0190024		3.6144636		4.6317687		3.7604313		3.7459357		3.999295		6.0799446		-1.5036935		-1.2269905		-3.59136		-2.945328		-3.2176087		-2.9653263		-2.7505095		-1.079417		-1.6859889		-0.29512405		-1.8445303		-1.5584283		-0.5885105		-1.5681908		-1.4596989		-0.11025238		Yes		Yes		Yes		U35_44k_v1_40179		LOC_Os09g37710.2		gb|EAZ45577.1| 9e-42  hypothetical protein OsJ_029060 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37710.2 2e-43 NIN-like protein 1 putative expressed		AAGTTTTTTGATTGTAAAGCACCTGGATGATGATTTAGAGTGGGTCTTGATGACATGCGA		36507		AT2G17150.1

		9169		CUST_22548_PI390587928		2.655794		1.7544235		2.4159281		1.9326261		4.398647		2.2764122		2.6551487		3.2275798		4.8068604		2.4104774		3.1609128		2.4351501		3.3469636		1.4359334		1.1803548		2.4536912		4.4415603		1.5757667		1.6759564		1.4166899		2.1510665		0.52198875		0.23922062		1.2949537		1.7428529		0.6560539		0.7449846		0.502524		Yes		No		No		U35_44k_v1_9169		LOC_Os02g52830.1		gb|EAZ24738.1| 4e-58  hypothetical protein OsJ_008221 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52830.1 1e-59 triacylglycerol lipase putative expressed		CGGTGTTCAATGTCTGAGCAAATGATCATGTGGATATATATGTAACTAATAGTTCGTCTA		19422		AT5G42930.1

		7116		CUST_19204_PI390587928		10.227048		10.052552		9.326757		9.694489		10.473103		10.70868		10.1884165		9.731912		10.608284		11.976399		10.496494		10.20239		1.1859595		1.5758475		1.8171268		1.0262791		1.3024573		3.7943354		2.2497065		1.42198		0.38123608		0.6561279		0.86165905		0.037423134		0.24605465		1.9238472		1.1697369		0.5079012		No		Yes		Yes		U35_44k_v1_7116		LOC_Os07g09000.1		ref|NP_001059077.1| 6e-93  Os07g0187700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09000.1 1e-94 sec12-like protein 1 putative expressed		GTAAATGGTAATAGTTCGAGAATGCCATCGAGTATTTAGTGGGGCATTCAAGGTAGCCAA		18327		AT3G52190.1

		45824		CUST_27582_PI390587928		7.5871844		7.6273937		7.6945496		7.500055		7.3833833		7.496649		6.5240536		7.221311		6.846309		7.061228		6.5716834		7.4143176		-1.1517289		-1.0948589		-2.2508907		-1.2131381		-1.6711894		-1.4805835		-2.177792		-1.06123		-0.74087524		-0.13074493		-1.170496		-0.27874374		-0.20380116		-0.5661659		-1.1228662		-0.08573723		No		Yes		Yes		U35_44k_v1_45824		LOC_Os02g42670.1		ref|NP_001047541.1| 1e-18  Os02g0639700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42670.1 2e-20 expressed protein		TCGTAAAACCTCTTGAGGACATTTCACCACCCTCTACGGATCTTCCGGTGAAAATTATCC		45143		0

		13447		CUST_38741_PI390587928		9.260105		9.308949		8.451403		8.15972		9.309223		8.690892		6.3107066		6.378779		9.231147		8.654549		6.813419		7.559548		1.0346322		-1.534807		-4.4097476		-3.4365036		-1.0202752		-1.5739621		-3.1123056		-1.5158979		-0.02895832		-0.61805725		-2.140696		-1.7809415		0.049118042		-0.6544008		-1.6379838		-0.6001725		Yes		Yes		Yes		U35_44k_v1_13447		LOC_Os08g41890.2		gb|EAZ07761.1| 2e-70  hypothetical protein OsI_028993 [Oryza sativa (indica cultivar-group)]		LOC_Os08g41890.1 7e-43 microtubule-associated protein MAP65-1a putative expressed		AAGGTGGGGAATAACAGAAGCTGTACAGTCCATGATGAAGATAAAACATCAGGGATCTCC		26052		AT5G55230.1

		4747		CUST_15968_PI390587928		12.632281		12.923099		13.31087		13.586129		12.650655		12.366047		12.472455		12.429631		12.320199		12.33295		12.611293		13.647235		1.012817		-1.4712595		-1.7880847		-2.2291565		-1.2414984		-1.5054021		-1.6240289		1.0432651		-0.3120823		-0.55705166		-0.83841515		-1.156498		0.01837349		-0.5901489		-0.69957733		0.06110573		No		Yes		Yes		U35_44k_v1_4747		LOC_Os03g53520.1		ref|NP_001051252.1| 7e-45  Os03g0746700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53520.1 1e-46 expressed protein		GCTTGTACCAGAGTAAGATAAGATCACAACCGAACATGTAAAATTAGTACTAGCTTCTGA		10905		0

		30399		CUST_31542_PI390587928		3.08609		2.8306131		1.658649		3.038784		5.7641983		8.128968		7.23399		5.6467414		7.0690675		7.924727		7.1490026		2.623789		6.4001613		39.35173		47.680954		6.0963993		15.812323		34.157104		44.95325		-1.333294		3.9829774		5.298355		5.575341		2.6079574		2.6781082		5.094114		5.4903536		-0.41499496		Yes		Yes		Yes		U35_44k_v1_30399		LOC_Os04g28390.1		gb|EAY93683.1| 2e-11  hypothetical protein OsI_014916 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28390.1 5e-13 hypothetical protein		GAGCATGAACTGGCTATTCAACAAATGTCTAACCTTAACCATCTCTTTTGAATACAAAAC		30304		0

		13856		CUST_34669_PI390587928		6.6908937		6.5089583		6.3664093		6.0593185		9.0302		8.353204		13.940418		12.93217		10.042822		9.970105		13.782199		10.342072		5.0605927		3.590651		190.54778		117.201836		10.210122		11.013085		170.75566		19.464226		3.3519282		1.8442454		7.574009		6.8728514		2.3393064		3.4611468		7.4157896		4.282753		Yes		Yes		Yes		U35_44k_v1_13856		LOC_Os04g59150.2		gb|AAW52724.1| e-166  peroxidase 10 [Triticum monococcum]		LOC_Os04g59150.1 1e-112 peroxidase 12 precursor putative expressed		GGTGTATGATAAATGCAAGTTAAACCTTGTACTCTCTCCATTCTTCAACTTAGAATCCAT		1859		AT1G71695.1

		40512		CUST_10869_PI390587928		5.4451394		4.306887		6.0829034		4.968703		9.198548		7.8244305		11.97076		12.278904		8.352008		9.069848		12.968984		8.999654		13.486171		11.452125		59.21361		158.70471		7.499885		27.151518		118.28147		16.346966		2.9068685		3.5175433		5.887857		7.310201		3.753409		4.762961		6.8860803		4.030951		Yes		Yes		Yes		U35_44k_v1_40512		LOC_Os07g48050.1		sp|P27337|PER1_HORVU 1e-46  Peroxidase 1 precursor		LOC_Os07g48040.1 9e-35 peroxidase 2 precursor putative expressed		CACCAGCACTTGAAAACGTCTATTTTAAGTACGAGCGGGCAGCAATCATGCATGCATCTA		33543		AT5G05340.1

		11315		CUST_2989_PI390587928		4.618403		4.0734353		3.445327		4.5952196		4.661775		4.930242		5.111876		5.3986497		4.427723		4.9014907		4.890967		5.1643715		1.0305197		1.8110254		3.1745431		1.7452456		-1.1413015		1.7752908		2.723836		1.4836512		-0.19068003		0.85680676		1.666549		0.8034301		0.043372154		0.8280554		1.4456398		0.5691519		No		Yes		Yes		U35_44k_v1_11315		LOC_Os01g27890.1		gb|EAY74118.1| 7e-93  hypothetical protein OsI_001965 [Oryza sativa (indica cultivar-group)]		LOC_Os01g27890.1 5e-94 cytochrome P450 71D10 putative expressed		ACCAACGACGACATCAAGGCAGTCATCGTCGACATCTTCATAGCGAGCAGCGAGACGTCG		26470		AT3G26270.1

		36510		CUST_6896_PI390587928		9.167619		8.973999		8.77853		9.4015665		9.554584		9.479104		10.981929		10.884662		9.892211		10.416091		10.535026		9.741826		1.3076395		1.4192266		4.6056304		2.7954783		1.6524335		2.7171457		3.3787637		1.2659843		0.7245922		0.505105		2.2033987		1.4830952		0.3869648		1.442092		1.7564955		0.34025955		Yes		Yes		Yes		U35_44k_v1_36510		-		No hits found		No hits found		CCTTTACTAAGGGTTTTTTGTTGTGATTGCAATTCTTATCTGAATAAGCAGATCCTCCAA		101		0

		18676		CUST_26268_PI390587928		8.187476		7.7475986		7.2262406		7.297487		8.960144		9.343991		10.2691765		9.157422		9.119108		8.378889		10.071205		8.008882		1.7084261		3.0238626		8.241665		3.6299138		1.9074326		1.5489498		7.184882		1.6373863		0.93163204		1.5963926		3.0429358		1.8599353		0.7726679		0.63129044		2.8449645		0.7113948		Yes		No		No		U35_44k_v1_18676		-		No hits found		No hits found		CCATATGCGTGCTCTGAAGCGCAACTCATGACCAACAGTCATGTCATTCACCTCGATGAA		12633		0

		27560		CUST_16199_PI390587928		8.918861		8.579487		9.464176		9.114052		8.434455		8.219377		7.074518		7.9610953		8.080835		7.363334		7.4989834		8.3833		-1.3990102		-1.283524		-5.240331		-2.2236912		-1.7876025		-2.3232634		-3.9046488		-1.6595038		-0.83802605		-0.36011028		-2.389658		-1.1529565		-0.48440647		-1.2161527		-1.9651928		-0.730752		Yes		Yes		Yes		U35_44k_v1_27560		LOC_Os01g61760.3		gb|EAZ14055.1| 1e-32  hypothetical protein OsJ_003880 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61760.3 3e-34 expressed protein		GTATCATATGCGGTATATGATGAATTGAATCAATTCATCCGGGCCTGAATTGCCAAAAAA		36716		0

		1432		CUST_7714_PI390587928		13.091255		13.4690275		13.148025		14.04832		13.367766		13.627861		14.260852		14.267601		13.504257		13.730374		14.091743		14.329984		1.2112622		1.1163841		2.1626906		1.1641535		1.3314534		1.1985971		1.9234802		1.2155961		0.413002		0.1588335		1.1128273		0.2192812		0.2765112		0.26134682		0.9437189		0.2816639		No		Yes		Yes		U35_44k_v1_1432		LOC_Os04g33440.3		gb|AAZ29609.1| 2e-34  DNA-binding protein S1FA [Triticum aestivum]		LOC_Os04g33440.3 3e-13 DNA-binding protein S1FA2 putative expressed		TGATAAACCTTAGCCTAAATTGAGCTGTTGTGCTTGTGCTGCCCCTGGTTATAGTTTTTT		4085		0

		18906		CUST_9643_PI390587928		14.073044		13.462192		13.227215		14.138854		14.414429		14.170543		15.387398		14.965046		14.461612		14.316382		15.322231		14.694364		1.2669722		1.6339356		4.469715		1.7729992		1.3090934		1.8077445		4.2723103		1.4696877		0.38856792		0.70835114		2.160183		0.8261919		0.3413849		0.8541908		2.0950165		0.55550957		Yes		Yes		Yes		U35_44k_v1_18906		LOC_Os01g02750.1		gb|AAD44029.1| 0.0  receptor-like kinase LRK10 [Hordeum vulgare]		LOC_Os01g02810.1 0.0 receptor kinase LRK14 putative		TGGTCAGCGGTCACTACCACTGTAATAGTAGTACGGTACAATGCAAGATACAGGATTTGT		13428		AT5G38280.1

		16312		CUST_7854_PI390587928		11.992336		12.27222		11.873456		12.786725		12.207905		12.30733		13.254115		12.9487		12.245694		12.3775215		12.854652		12.900223		1.1611614		1.0246353		2.603873		1.1188177		1.1919782		1.0757195		1.9741018		1.0818479		0.2533579		0.035110474		1.3806591		0.1619749		0.21556854		0.10530186		0.9811964		0.113497734		No		Yes		Yes		U35_44k_v1_16312		LOC_Os02g11840.3		ref|NP_001046264.1| 0.0  Os02g0209100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11840.3 0.0 coatomer subunit beta putative expressed		AGATTGTTGAACACAGTTATCGGATGTGGTGGGGGCTCTGTATCTCCACTGTACAAAAAA		6461		AT1G79990.1

		672		CUST_19582_PI390587928		3.599889		3.9353826		3.0809708		3.206528		3.210395		3.9271336		3.8716648		6.4416203		4.244969		3.9644248		4.425314		5.06288		-1.3099338		-1.0057342		1.7299064		9.415857		1.5638258		1.0203345		2.5391457		3.6209095		0.64507985		-0.008249044		0.790694		3.2350924		-0.38949394		0.029042244		1.3443432		1.8563521		No		Yes		Yes		U35_44k_v1_672		LOC_Os01g17440.1		No hits found		No hits found		ACTTTGTCTTGTTATCGCTCGTGGTTCGTATTAAAACTGGGCCATCTCTGTTTTCCCCCT		6309		0

		5079		CUST_6129_PI390587928		13.061104		14.029643		13.740069		13.460339		12.218956		13.307389		11.253072		11.435613		11.578681		12.629273		12.374566		13.111377		-1.7927171		-1.6497573		-5.6061006		-4.0691457		-2.7941759		-2.639692		-2.576662		-1.2736437		-1.4824228		-0.7222538		-2.4869976		-2.024726		-0.8421478		-1.4003696		-1.3655033		-0.34896183		Yes		Yes		Yes		U35_44k_v1_5079		LOC_Os10g16910.1		No hits found		No hits found		GAGTTGAGTTGAGTTCAGATCACTGGGAAATAAGTCAGAGCTTGGAGTTGTGTCAAAAAA		15910		0

		1473		CUST_13677_PI390587928		10.120004		10.513248		10.489844		9.664801		9.514096		9.654671		7.7932124		7.7160687		8.901698		8.846684		8.637744		8.78412		-1.5219357		-1.8132498		-6.482867		-3.8603506		-2.3267329		-3.174576		-3.610254		-1.8412442		-1.2183056		-0.8585777		-2.696632		-1.9487319		-0.60590744		-1.666564		-1.8521004		-0.88068104		Yes		Yes		Yes		U35_44k_v1_1473		LOC_Os03g52630.1		dbj|BAA94257.1| 0.0  endo-1,4-beta-glucanase Cel1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52630.1 0.0 endo-14-beta-glucanase Cel1 putative expressed		TCATGGGCATGTTCACCAAATTCTCAAACATTATATAGCAATGGAGAATGAAGTGACTTC		4147		AT5G49720.1

		17026		CUST_35606_PI390587928		7.2659492		7.527207		7.486588		7.985958		7.2543683		7.5150275		8.495099		8.22956		7.6260123		7.7280765		8.309501		8.007289		-1.0080596		-1.0084778		2.0118337		1.1839448		1.283482		1.1493909		1.7689738		1.0148952		0.36006308		-0.012179375		1.0085111		0.2436018		-0.011580944		0.20086956		0.8229127		0.021330833		No		Yes		Yes		U35_44k_v1_17026		LOC_Os05g39670.1		ref|NP_001055824.1| 8e-78  Os05g0474400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g39670.1 2e-79 prenylated Rab receptor 2 putative expressed		TTGGTGCTTCTGTTGTTTGTGATACTTGATAGATGAATGTTTGAGCATTATCTGGCATTT		11282		AT2G40380.1

		8304		CUST_20643_PI390587928		1.7727224		2.3381233		2.6080635		2.3019278		2.3019488		2.8870919		3.9797876		5.4468484		3.3421648		3.150172		3.1696892		2.969443		1.4431552		1.4630393		2.5877964		8.845358		2.9678998		1.7557029		1.4759314		1.588335		1.5694424		0.54896855		1.3717241		3.1449206		0.5292264		0.8120487		0.5616257		0.6675153		Yes		No		No		U35_44k_v1_8304		LOC_Os04g39610.1		emb|CAH67272.1| 5e-34  B0806H07.1 [Oryza sativa (indica cultivar-group)]		LOC_Os04g39610.1 1e-35 glycerophosphoryl diester phosphodiesterase family protein putative expressed		GATACAGTCCTGTACTGTGATGTCCGGCTCACAAAGGATGGCCTTGGCGTCTGCCTACCA		23785		AT1G66980.1

		18238		CUST_22223_PI390587928		8.53741		8.601226		9.544508		9.649432		8.456563		8.256551		8.200763		8.239161		8.0847025		7.3481736		8.373374		9.216094		-1.0576386		-1.2698649		-2.5380936		-2.657872		-1.3686061		-2.3834515		-2.2518864		-1.3503544		-0.4527073		-0.34467506		-1.3437452		-1.4102716		-0.08084679		-1.2530522		-1.171134		-0.43333817		No		Yes		Yes		U35_44k_v1_18238		LOC_Os09g28300.2		ref|NP_001063361.1| e-130  Os09g0456100 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28300.2 1e-132 remorin C-terminal region family protein expressed		ATTTGGGTGGGATTGGATGTACGCCACCATAGAACATTATTAGTATTATTATTTTGCTGC		10595		AT1G45207.2

		23059		CUST_18544_PI390587928		8.148949		8.044965		7.8093834		6.639263		7.9509125		7.3886476		5.9349227		5.082968		7.8738427		7.5174427		6.594111		6.135594		-1.1471359		-1.5760543		-3.6666453		-2.940976		-1.210083		-1.4414513		-2.3218462		-1.417815		-0.27510595		-0.65631723		-1.8744607		-1.5562949		-0.1980362		-0.5275221		-1.2152724		-0.50366926		Yes		No		No		U35_44k_v1_23059		LOC_Os04g33630.1		ref|NP_001052738.1| 5e-52  Os04g0412200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33630.1 1e-53 ferredoxin-3 chloroplast precursor putative expressed		GATCTGCCTGGCTGCATATGTAGCTGTCGCTGAATCCTAGCTAAATTTTATTCTCTCTTC		17766		AT2G27510.1

		2953		CUST_2267_PI390587928		6.3820915		5.5900483		4.8358526		5.7128825		7.0668035		7.219238		7.61336		6.737036		7.622482		8.961282		8.099898		7.511189		1.607381		3.0933917		6.856666		2.033766		2.3626244		10.347666		9.606731		3.478117		1.2403903		1.6291895		2.7775073		1.0241537		0.68471193		3.3712335		3.2640457		1.7983065		Yes		Yes		Yes		U35_44k_v1_2953		LOC_Os12g44020.1		ref|NP_001067369.1| 0.0  Os12g0637100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g44020.1 0.0 purple acid phosphatase precursor putative expressed		ACTGTCCATGATCGTAGTATCCCATCTAAGATATACTAGTATTCCAACGTGCTCAAAAAA		7098		AT2G16430.2

		26753		CUST_22068_PI390587928		9.88956		9.813767		9.266131		9.763401		10.939542		11.544894		12.629013		11.677545		11.28677		11.980817		12.490693		10.717438		2.0705042		3.31987		10.287936		3.7689002		2.6339173		4.4910393		9.347378		1.9372857		1.3972101		1.7311268		3.3628817		1.9141436		1.0499821		2.1670494		3.2245617		0.9540367		Yes		Yes		Yes		U35_44k_v1_26753		LOC_Os03g02900.1		gb|EAZ29396.1| 1e-46  hypothetical protein OsJ_012879 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15580.1 2e-48 serine/threonine-protein kinase receptor precursor putative expressed		GGCAGTCTAATTTCTGCATATGTGAACTGGTATTTTTCTTGAAGAACAAGAAGCTTTGTT		37127		AT4G23180.1

		19603		CUST_39932_PI390587928		6.1499214		6.087726		5.5596523		5.751161		5.323344		5.2910743		3.9221356		4.614776		5.318701		4.911963		4.636701		6.1513124		-1.7734728		-1.7370651		-3.1112983		-2.1982949		-1.7791901		-2.2591236		-1.8959898		1.3196462		-0.8312206		-0.79665184		-1.6375167		-1.136385		-0.8265772		-1.1757631		-0.9229512		0.40015125		Yes		No		No		U35_44k_v1_19603		LOC_Os04g44210.1		emb|CAH67876.1| 2e-52  OSIGBa0153E02-OSIGBa0093I20.5 [Oryza sativa (indica cultivar-group)]		LOC_Os04g44210.1 6e-53 expressed protein		TCTCCTCCAGAGAGTAGAGTAAATAGAAGATGTAGCACAAGAAACTAATAAGAACTAGCT		11447		AT3G07565.1

		30507		CUST_9730_PI390587928		15.683357		15.598773		15.034259		15.530228		16.04572		15.957634		16.65917		16.111979		16.394073		16.79707		16.533644		16.141138		1.2855288		1.282413		3.084232		1.4966645		1.6366165		2.2946856		2.8272214		1.5272226		0.71071625		0.35886097		1.6249113		0.58175087		0.3623619		1.1982965		1.4993849		0.6109104		Yes		Yes		Yes		U35_44k_v1_30507		LOC_Os04g56160.2		gb|AAN15220.1| e-106  plasma membrane P-type proton pump ATPase [Hordeum vulgare subsp. vulgare]		LOC_Os04g56160.1 1e-93 plasma membrane ATPase putative expressed		AATTTGGGCATTGGACCAAACAACATGACATCCGTATTGGAGCGAGATTGGAATGGAGCT		30452		AT3G42640.1

		2278		CUST_20226_PI390587928		9.162343		9.469505		9.424035		9.250995		10.388452		10.508235		11.71637		12.418872		9.506604		10.403338		11.750062		11.551854		2.3393514		2.0544178		4.8984814		8.987234		1.2695007		1.9103448		5.0142255		4.927512		0.34426117		1.0387297		2.2923346		3.1678772		1.2261086		0.9338331		2.326027		2.3008595		Yes		Yes		Yes		U35_44k_v1_2278		LOC_Os02g40200.2		ref|NP_001047429.1| e-151  Os02g0615300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40180.1 1e-153 receptor-like protein kinase precursor putative expressed		CGCATCGGGTCATGATTGTATTTTAAAGCAGGTTCAGTTCACAATAGACATAAATAAAAG		6204		AT3G47580.1

		36474		CUST_8568_PI390587928		4.705805		2.2892263		2.7593315		2.1353786		4.3088717		1.6249882		7.3727517		2.8260639		4.338089		2.6484826		6.6244035		1.771194		-1.3167058		-1.5847311		24.478113		1.61405		-1.2903084		1.2827644		14.5714445		-1.287154		-0.36771584		-0.6642381		4.6134205		0.6906853		-0.39693308		0.35925627		3.865072		-0.36418462		No		Yes		Yes		U35_44k_v1_36474		-		No hits found		No hits found		ACCGTGAATCAAGTGAACTTGTGATGTATTGATCGATCCGTCTCATATTTCCGCAAAAAA		5164		0

		400		CUST_35771_PI390587928		8.642377		5.738876		7.666682		4.6803784		8.081988		4.2053685		4.1211724		3.2276154		7.710443		4.7420936		6.5041924		4.719214		-1.4746664		-2.8948877		-11.676284		-2.737318		-1.9078317		-1.9955443		-2.2384334		1.0272843		-0.9319339		-1.5335073		-3.5455093		-1.4527631		-0.56038857		-0.9967823		-1.1624894		0.038835526		Yes		No		No		U35_44k_v1_400		LOC_Os01g52240.1		gb|AAB18209.1| e-145  chlorophyll a/b-binding protein WCAB precursor [Triticum aestivum]		LOC_Os01g41710.1 1e-139 chlorophyll a-b binding protein 2 chloroplast precursor putative expressed		GTGGGTCGTTGAAATTTGGTCAACCACTTCGTGTTGCATGTTATAATAAATTTGCAATAA		422		AT2G34420.1

		41753		CUST_20936_PI390587928		5.5968213		5.4607987		5.021841		4.8911242		5.238506		5.619573		6.2321763		6.450765		5.3908195		6.0589404		5.3557763		4.125645		-1.2819282		1.1163384		2.313914		2.9478047		-1.153487		1.5137655		1.2604468		-1.6999344		-0.20600176		0.15877438		1.2103353		1.5596409		-0.35831547		0.5981417		0.33393526		-0.7654791		No		Yes		Yes		U35_44k_v1_41753		LOC_Os03g05750.1		gb|EAZ25614.1| 2e-28  hypothetical protein OsJ_009097 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g05750.1 5e-30 metal ion binding protein putative expressed		CGGATCCGCCTCCACTGCGACGGCTGTGCCGACCGCATCAGACGCCGAATCTACAAAATC		36923		0

		33273		CUST_27179_PI390587928		10.508645		10.7115965		10.965077		10.710148		10.098405		10.399329		9.598006		9.629079		9.840243		9.832074		9.954459		10.392483		-1.328907		-1.2416575		-2.5794637		-2.1156032		-1.5893112		-1.839766		-2.0147743		-1.2463119		-0.6684017		-0.3122673		-1.3670712		-1.081069		-0.41024017		-0.8795223		-1.0106182		-0.3176651		No		Yes		Yes		U35_44k_v1_33273		LOC_Os01g69220.1		gb|EAY77012.1| 4e-06  hypothetical protein OsI_004859 [Oryza sativa (indica cultivar-group)]		LOC_Os01g69220.1 5e-08 exostosin-like putative expressed		CCATTACCCCCCTTGAGGTCATGATTGTAACATCCCAAATTTTGGAATGTTAATAAAATT		None		0

		22990		CUST_33434_PI390587928		4.2542596		2.8622484		3.180667		4.4220223		4.2265496		3.0032234		5.270508		4.3783507		4.4523435		3.6976388		5.2790155		4.395405		-1.0193927		1.10265		4.2570114		-1.0307337		1.1471738		1.7843398		4.2821894		-1.0186211		0.19808388		0.140975		2.089841		-0.043671608		-0.027709961		0.8353903		2.0983486		-0.026617527		No		Yes		Yes		U35_44k_v1_22990		LOC_Os02g15710.1		gb|EAY85248.1| 6e-30  hypothetical protein OsI_006481 [Oryza sativa (indica cultivar-group)]		LOC_Os02g15730.1 8e-31 chemocyanin precursor putative expressed		CGATAAATAACCTCATGGGTGATGGAATGTTTGTCTGCAACTGCAAGCCCAGTTTTTCCT		17272		AT2G02850.1

		24600		CUST_8038_PI390587928		10.545821		10.47037		10.547231		10.083774		10.121356		9.957267		9.149946		9.466804		9.763298		9.68412		9.730557		10.205758		-1.3420749		-1.4271169		-2.6340532		-1.5336509		-1.7201366		-1.724586		-1.7613398		1.0882307		-0.78252316		-0.5131035		-1.3972845		-0.61697006		-0.42446518		-0.7862501		-0.8166733		0.12198448		No		Yes		Yes		U35_44k_v1_24600		-		No hits found		No hits found		GGCTTTTTCTCAACAGGGAGCAAAAGTGTTGATAACGTGTGAAAGAATAAAAGGAAAGAG		19163		0

		13888		CUST_9580_PI390587928		10.850029		10.689468		11.773711		12.552196		10.691697		10.041829		10.204395		11.74109		10.397143		9.488362		10.248458		12.499045		-1.115996		-1.5666026		-2.9676397		-1.7545557		-1.3687752		-2.2991588		-2.8783724		-1.0375279		-0.45288563		-0.6476393		-1.5693159		-0.8111057		-0.15833187		-1.2011061		-1.5252533		-0.053150177		No		Yes		Yes		U35_44k_v1_13888		LOC_Os04g47220.1		dbj|BAF41978.1| 2e-62  aquaporin [Hordeum vulgare]		LOC_Os02g44630.2 4e-62 aquaporin PIP1.1 putative expressed		CAGTGGCGGCCGCATCCTGTGTGTCAGGACCTAAAATGTCCATATTTTCGTATCAAAAAA		1242		AT4G23400.1

		2930		CUST_17739_PI390587928		6.3893905		6.16639		6.8648586		6.965505		6.320823		5.794561		5.902233		5.891777		5.8572083		5.37863		5.911958		6.6189804		-1.0486747		-1.2939923		-1.9488533		-2.1048656		-1.4461149		-1.7263917		-1.9357604		-1.271494		-0.5321822		-0.37182903		-0.9626255		-1.0737281		-0.068567276		-0.7877598		-0.9529004		-0.34652472		No		Yes		Yes		U35_44k_v1_2930		LOC_Os01g48830.3		ref|NP_001043875.1| 3e-26  Os01g0680700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48830.3 7e-28 expressed protein		AAACTGAAAGCCGTTCCCGCATTGGACATGATGAGGTACCAAAGGCTCAGCCCGGACTGC		10852		0

		22763		CUST_41063_PI390587928		10.129487		10.854356		11.0956545		11.4866295		9.722632		10.060557		9.606114		10.1715765		9.464879		9.73586		9.879193		10.991834		-1.3257922		-1.7336329		-2.8079944		-2.4881146		-1.5851375		-2.171205		-2.3237603		-1.4091213		-0.664608		-0.79379845		-1.4895401		-1.315053		-0.40685463		-1.118496		-1.2164612		-0.4947958		Yes		Yes		Yes		U35_44k_v1_22763		LOC_Os11g02820.1		ref|NP_001065611.1| 8e-20  Os11g0121300 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g02820.1 2e-21 expressed protein		GCATACTTACGGCAGACCAGCTGATTATATTTGATTAATAACTCAGAATCGTTTTCTTCA		16716		AT5G01015.1

		1573		CUST_35778_PI390587928		13.438371		13.315091		13.464226		12.851902		13.74899		13.616937		14.833797		13.507169		14.052025		14.254552		14.483211		12.988191		1.24024		1.2327204		2.5839384		1.5749072		1.5301299		1.9178113		2.0264924		1.0990741		0.61365414		0.30184555		1.3695717		0.65526676		0.31061935		0.93946075		1.0189848		0.13628864		No		Yes		Yes		U35_44k_v1_1573		-		ref|NP_001050252.1| 1e-16  Os03g0385400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26820.1 2e-18 xylogen protein 1 putative expressed		TAGTAGTAAATTGCGATGTACCGTGGACTGAATATTGAGAAGTCGTTGCCTGCCAAAAAA		4308		0

		41189		CUST_34761_PI390587928		1.5879923		1.6970211		2.9653912		1.7301068		6.037187		5.998678		6.429985		8.130834		1.6883183		2.9604847		1.7807031		1.7543392		21.84445		19.720951		11.039431		84.49106		1.0720156		2.4007142		-2.2731423		1.0169384		0.10032594		4.301657		3.464594		6.400727		4.449195		1.2634636		-1.1846881		0.024232388		Yes		Yes		Yes		U35_44k_v1_41189		-		No hits found		No hits found		GAGAGGTTATAAATTGGGCTTTGTGATAACTTTAAGAGCTGTGTAGATTAGCGAGAGTTA		None		0

		49713		CUST_15759_PI390587928		7.6549916		7.74366		7.6311984		7.378677		8.162118		8.1023		9.213947		8.650813		8.096133		7.8689995		8.922031		7.6547394		1.4212165		1.2822163		2.9954004		2.4151893		1.3576782		1.0907644		2.446693		1.2108855		0.4411416		0.35863972		1.5827489		1.2721362		0.50712633		0.12533951		1.290833		0.2760625		No		Yes		Yes		U35_44k_v1_49713		LOC_Os08g44370.1		ref|NP_001062489.1| 3e-55  Os08g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44370.1 7e-57 pyrimidine-specific ribonucleoside hydrolase rihA putative expressed		TTCATGGTTAATAAGGTCTCTCAGTTTCCTGGAGAGATATCTGTACTTGCATTGGGACCC		51582		AT2G36310.1

		16634		CUST_38157_PI390587928		14.070419		13.025319		13.267301		13.145496		14.303593		13.540994		14.743614		14.0856905		14.793851		14.740662		14.456616		13.473636		1.1754175		1.4296625		2.7823687		1.9187864		1.6511047		3.283746		2.2804456		1.2553931		0.7234316		0.5156746		1.4763136		0.94019413		0.23317337		1.7153425		1.1893158		0.3281393		No		Yes		Yes		U35_44k_v1_16634		LOC_Os09g39770.1		No hits found		No hits found		GTTTTCGTTGCTGCATGCATGATCATTCCGAGAGTTGAAAAGAAAGATATTTTAAAGTTG		112		0

		16545		CUST_19782_PI390587928		4.7318287		4.4866123		4.308074		4.11252		4.8741775		4.6890864		7.1223373		5.6949754		4.8790803		4.0485864		6.747748		4.588049		1.1037005		1.1506699		7.0336003		2.9947906		1.1074578		-1.3547493		5.425191		1.3904277		0.1472516		0.20247412		2.8142633		1.5824552		0.14234877		-0.43802595		2.439674		0.47552872		Yes		Yes		Yes		U35_44k_v1_16545		LOC_Os08g44370.1		ref|NP_001062489.1| e-167  Os08g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44370.1 1e-169 pyrimidine-specific ribonucleoside hydrolase rihA putative expressed		GTTTCTGGGTGGAAATGGACCGATTGCCACACATTTTTTGTGATATTCCTCTGTTTCAAA		5650		AT2G36310.1

		30765		CUST_27485_PI390587928		3.5307305		4.2443357		3.2954044		3.7808163		4.022077		6.823372		5.1963406		4.514628		4.006144		6.134955		5.058768		3.4879112		1.4057564		5.975404		3.7345545		1.663027		1.3903167		3.7079434		3.3948865		-1.2251047		0.47541356		2.5790362		1.9009361		0.7338116		0.4913466		1.8906193		1.7633634		-0.2929051		Yes		No		No		U35_44k_v1_30765		LOC_Os05g49620.1		gb|ABN43183.1| 6e-09  WRKY transcription factor [Triticum aestivum]		No hits found		TCTCGTTCTCGTCTCATGAGAAGCTTGCCGCTGATCGACTAGCTAGACTTGGTGTGCCGG		30810		0

		6351		CUST_923_PI390587928		8.872464		9.402076		9.817178		8.753868		9.102401		9.322086		8.79263		8.217412		8.700451		8.991804		9.19719		8.879569		1.1727834		-1.0570103		-2.0343213		-1.4504054		-1.1266296		-1.328936		-1.5368619		1.0910378		-0.17201328		-0.07998943		-1.0245476		-0.5364561		0.2299366		-0.41027164		-0.6199875		0.12570095		No		Yes		Yes		U35_44k_v1_6351		-		No hits found		No hits found		GGGTGAAGTCCTGTTGATGTGTGTGTTTTAGTCACCTATGTGTAAATTATCTTTTCTTTT		13728		0

		5702		CUST_1939_PI390587928		7.2585716		7.5055237		6.822825		7.2278457		7.1427064		7.6952825		8.94502		8.657178		7.164917		7.948156		8.871385		8.140279		-1.0836247		1.140573		4.3535576		2.6932204		-1.0670699		1.3590817		4.1369276		1.8822173		-0.09365463		0.18975878		2.1221948		1.4293323		-0.11586523		0.4426322		2.0485597		0.91243315		No		Yes		Yes		U35_44k_v1_5702		LOC_Os08g30740.1		ref|NP_001061742.1| e-113  Os08g0398000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30740.1 1e-114 ATATH1 putative expressed		ACATCAAGGAACCAACCAGTTAATGGTCGCGAGAGAAATATCTTGCTTTCTCTTAAAAAA		12769		AT3G47730.1

		17801		CUST_1013_PI390587928		11.40697		11.576974		10.603932		10.7250185		12.490508		12.58439		12.630094		11.587364		12.523168		12.992255		12.813952		11.206441		2.119227		2.0103068		4.073196		1.8179919		2.1677487		2.6671174		4.626817		1.3961195		1.1161976		1.0074158		2.0261612		0.8623457		1.083538		1.4152813		2.21002		0.48142242		Yes		Yes		Yes		U35_44k_v1_17801		LOC_Os11g07440.1		emb|CAL26914.1| 0.0  alkaline invertase [Triticum aestivum]		LOC_Os11g07440.1 0.0 neutral/alkaline invertase putative expressed		GTCAAGCTTGTGCTTTGGTGATACCTCAGTTTCGGAATAATATGTTTATTTTGTACCAAA		11836		AT1G22650.1

		26725		CUST_37225_PI390587928		9.067096		9.081674		8.732819		10.058505		9.36192		9.758139		10.654761		10.457366		9.499936		9.93338		10.6451235		10.695493		1.2267358		1.5982189		3.7893298		1.3184665		1.3498886		1.8046343		3.7640998		1.5550787		0.43284035		0.67646503		1.9219427		0.39886093		0.2948246		0.8517065		1.9123049		0.6369877		No		Yes		Yes		U35_44k_v1_26725		LOC_Os05g02150.1		emb|CAC85948.1| 2e-70  dof zinc finger protein [Hordeum vulgare subsp. vulgare]		LOC_Os07g13260.1 6e-31 dof domain zinc finger family protein expressed		CACCACTAAAAGCATCTCCAACAGCCGTATAAACCCAATAAAAAATATAACACGTCATTA		35705		AT3G55370.2

		37042		CUST_14964_PI390587928		7.5434685		7.363477		8.422982		8.24235		7.5759397		7.283865		7.42519		7.849439		7.2701473		6.7510257		7.193058		7.848929		1.0227625		-1.056734		-1.9969417		-1.3130397		-1.2085868		-1.528855		-2.3455467		-1.3135041		-0.27332115		-0.079612255		-0.99779224		-0.39291048		0.03247118		-0.61245155		-1.2299242		-0.3934207		No		Yes		Yes		U35_44k_v1_37042		LOC_Os03g48300.3		gb|ABF98273.1| 2e-91  LOC495012 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48300.3 4e-93 acid phosphatase putative expressed		ACTTCTTCCTAAGATGGCCAAGTTGACGAAACAAGTTACTGCACAAGTCAAGCTGCTTGC		32643		AT3G01310.2

		30416		CUST_16473_PI390587928		9.84034		9.865959		9.918713		8.699065		9.669146		9.5665865		8.852341		8.169301		10.032399		9.563975		9.153633		8.619859		-1.12599		-1.2306092		-2.0941603		-1.4436932		1.1423934		-1.2328385		-1.6994636		-1.0564368		0.19205952		-0.29937267		-1.0663719		-0.5297642		-0.17119408		-0.30198383		-0.7650795		-0.07920647		No		Yes		Yes		U35_44k_v1_30416		-		gb|EAY80133.1| 2e-05  hypothetical protein OsI_034092 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07330.1 4e-07 hypothetical protein		TGCCCTATTGAACTTGGAACAATTTATGTACTACTGCCACGCACTGTTTCTGTTAAAAAA		30328		0

		4496		CUST_40229_PI390587928		10.432332		10.9756365		9.801669		9.974069		9.871018		9.602347		7.8929963		7.7669654		9.645426		9.835904		8.158795		9.390302		-1.4756122		-2.590605		-3.7546353		-4.617472		-1.7253705		-2.2034013		-3.1228726		-1.4987575		-0.78690624		-1.3732891		-1.9086728		-2.2071033		-0.5613136		-1.1397324		-1.6428738		-0.58376694		Yes		No		No		U35_44k_v1_4496		LOC_Os10g32980.1		gb|AAR29966.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os10g32980.1 0.0 CESA7 - cellulose synthase expressed		CAGGAGATTATATTCCAATGGAAGGACAATACTTCTGCGTCTTTGATGTTACTCCCTTTG		9658		AT5G44030.1

		148		CUST_26540_PI390587928		10.7303705		10.978091		10.700591		11.434855		11.41356		11.55189		13.101331		12.366238		11.831971		11.998883		12.705081		12.00381		1.6056856		1.488438		5.2807384		1.9071022		2.1459265		2.0290325		4.012468		1.4834481		1.1016006		0.57379913		2.4007397		0.9313822		0.6831894		1.020792		2.00449		0.56895447		Yes		Yes		Yes		U35_44k_v1_148		LOC_Os04g44320.1		gb|EAZ31386.1| e-130  hypothetical protein OsJ_014869 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44320.1 1e-132 transposon protein putative unclassified expressed		AATCTTGGTGGCCATTGAAATCATCTGTATGCTGGATTTGGCGATGGAATTTAGGACAAA		40584		AT1G65730.1

		9204		CUST_5919_PI390587928		7.6497445		7.216928		7.4209175		7.7234707		7.3161983		6.8973846		5.891936		6.6520653		7.043905		6.612274		6.103907		7.2388325		-1.2601069		-1.2479355		-2.8858206		-2.1014795		-1.5218643		-1.5206138		-2.4914927		-1.3992349		-0.6058397		-0.31954336		-1.5289817		-1.0714054		-0.33354616		-0.60465384		-1.3170104		-0.4846382		No		Yes		Yes		U35_44k_v1_9204		LOC_Os06g22060.1		ref|NP_001057528.1| e-169  Os06g0326400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22060.1 1e-170 pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit putative expressed		ATTTATCAGGAAACAGCTACTTCTGCATCCAGAGTCTGACGACTCTGCTCAGCTTTCTCA		21169		AT1G76550.1

		23196		CUST_18958_PI390587928		9.040433		8.99683		9.515392		9.220132		8.6942835		8.649174		8.485275		8.665212		8.367519		8.320496		8.557786		9.009795		-1.2711633		-1.2724917		-2.0421898		-1.4690874		-1.5942894		-1.5980742		-1.9420849		-1.1569581		-0.67291355		-0.34765625		-1.030117		-0.5549202		-0.34614944		-0.6763344		-0.9576063		-0.21033669		No		Yes		Yes		U35_44k_v1_23196		LOC_Os01g64920.1		gb|EAZ14297.1| 3e-89  hypothetical protein OsJ_004122 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g64920.1 7e-91 nuclear matrix protein 1 putative expressed		GTGCAAGCTTTTTCCTGCAGATGTCCAAATACAATCAATTTACCCCCTGCCTGATATAGC		20960		AT5G17620.1

		21092		CUST_10113_PI390587928		10.919556		9.6344595		8.615608		9.874861		10.871192		10.191871		10.643474		10.723705		10.982341		10.420311		10.430308		10.136338		-1.0340914		1.4716262		4.07801		1.8010578		1.0444802		1.7241095		3.517865		1.1987057		0.06278515		0.5574112		2.0278654		0.8488445		-0.048363686		0.7858515		1.8147001		0.26147747		No		Yes		Yes		U35_44k_v1_21092		LOC_Os02g20970.1		gb|EAY85558.1| 2e-35  hypothetical protein OsI_006791 [Oryza sativa (indica cultivar-group)]		LOC_Os02g20970.1 7e-37 C2 domain containing protein expressed		CATGGAGTTTTGGCTCCCAGGTGCGTAAAATGAAAATATATATGGAGTAGCAAAGAAAAA		19950		0

		4989		CUST_8937_PI390587928		11.718875		12.1742325		11.237625		12.292939		12.068086		12.309438		13.085659		12.585411		12.233688		12.583926		12.764066		12.560025		1.2738636		1.0982491		3.6000924		1.2247369		1.4288094		1.3284037		2.8807423		1.2033747		0.5148134		0.13520527		1.8480339		0.2924719		0.34921074		0.40969372		1.5264406		0.26708603		No		Yes		Yes		U35_44k_v1_4989		LOC_Os01g68324.2		gb|EAZ14579.1| 9e-68  hypothetical protein OsJ_004404 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68324.2 2e-69 dolichyl-diphosphooligosaccharide--protein glycosyltransferase 63 kDasubunit precursor putative expressed		ACCTTCATTTGTGGATGCACTGATGTTTACTAAATAGGCTGGATTATTTGAACATGGAAA		11902		AT4G21150.1

		45237		CUST_27216_PI390587928		7.678997		8.619076		9.357651		8.392518		7.044819		7.2053585		8.155817		7.4686503		7.372565		7.2488008		7.686213		7.583071		-1.5520533		-2.6642275		-2.3003187		-1.8971946		-1.2366457		-2.5851984		-3.1853187		-1.7525393		-0.30643225		-1.4137173		-1.2018337		-0.9238677		-0.63417816		-1.370275		-1.6714377		-0.8094468		Yes		Yes		Yes		U35_44k_v1_45237		LOC_Os10g32348.5		gb|EAZ16334.1| 1e-11  hypothetical protein OsJ_030543 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g32348.5 2e-13 psbP family protein expressed		TCCAGCACGCGCGCTTTCGCCCTCGCTGAGCGGCGCCGCACTCCGCGGTGCCGGCTATCC		43839		0

		31969		CUST_8889_PI390587928		5.209396		5.1389756		6.374686		5.5895143		3.9235728		4.4331107		4.815724		4.681976		4.526625		4.269674		4.975995		4.511881		-2.4382112		-1.6311222		-2.9464176		-1.8758421		-1.6052196		-1.8267787		-2.636622		-2.110571		-0.6827707		-0.7058649		-1.5589619		-0.9075384		-1.2858231		-0.8693018		-1.3986907		-1.0776334		Yes		No		No		U35_44k_v1_31969		LOC_Os01g02060.2		gb|EAY72242.1| 6e-51  hypothetical protein OsI_000089 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02060.2 1e-52 too many mouths protein precursor putative expressed		ATGGCGTGTGGTACCCAACGGTGGTCAGCATCGGTCCAGTGCTCGACAACTCGCTGCAGT		None		AT3G25670.1

		5555		CUST_13704_PI390587928		5.2800946		5.994398		5.670658		5.6541696		6.0260334		6.4496593		6.782594		7.03991		5.7612		6.4120545		6.8544307		6.1520214		1.6770653		1.371031		2.161355		2.61306		1.3958126		1.335756		2.2717004		1.4121094		0.48110533		0.45526123		1.1119361		1.3857403		0.7459388		0.41765642		1.1837726		0.49785185		No		Yes		Yes		U35_44k_v1_5555		LOC_Os04g47770.1		gb|AAT42163.1| 1e-56  putative cis-zeatin O-glucosyltransferase [Sorghum bicolor]		LOC_Os04g47770.1 9e-57 cis-zeatin O-glucosyltransferase putative expressed		GCAGGTGGCTGAGCTTGCCGCGGCGCTGAAGGGCAGCAAGCAGCGGTTCATCTGGGTGTT		45671		AT4G01070.1

		21795		CUST_29468_PI390587928		7.095379		6.77919		5.787126		6.71353		9.356206		8.806202		10.068574		8.987433		9.706306		9.286616		9.464075		6.883841		4.7926617		4.0755982		19.446625		4.836299		6.1089635		5.686048		12.790041		1.125301		2.6109276		2.0270119		4.281448		2.2739034		2.260827		2.5074263		3.676949		0.17031097		Yes		Yes		Yes		U35_44k_v1_21795		LOC_Os02g16940.1		ref|NP_001046522.1| e-122  Os02g0271000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17090.1 1e-123 cucumisin precursor putative expressed		TCATACTTGACGATCACAGAAAGTCCAATTGTGAAGGTGTCACATGCCATGACCGTTGTC		19529		AT4G10520.1

		15890		CUST_31505_PI390587928		3.9811575		4.2526026		8.663326		9.255067		3.2229297		5.40259		6.945044		9.973564		1.832209		3.5579062		7.389254		8.944918		-1.6914116		2.2191193		-3.290444		1.6454672		-4.435045		-1.6185439		-2.4184322		-1.2398359		-2.1489487		1.1499872		-1.7182822		0.7184973		-0.7582278		-0.6946964		-1.2740722		-0.3101492		Yes		No		No		U35_44k_v1_15890		-		No hits found		No hits found		CTAAACTAGCTAGTACATATAGATGTGTAGTAGTAGATGATAAATAGCTACTGTGACGAC		3901		0

		41895		CUST_16377_PI390587928		5.991133		5.1381397		5.877087		5.47518		5.074141		4.7796435		4.6214957		4.5435615		4.8265996		5.4739995		4.9159064		5.2251472		-1.8881747		-1.2820888		-2.38765		-1.9074149		-2.2416074		1.2621293		-1.9469025		-1.1892343		-1.1645336		-0.3584962		-1.2555914		-0.9316187		-0.9169922		0.33585978		-0.9611807		-0.2500329		No		Yes		Yes		U35_44k_v1_41895		LOC_Os11g09990.1		gb|EAZ00213.1| 9e-31  hypothetical protein OsI_021445 [Oryza sativa (indica cultivar-group)]		LOC_Os06g12040.1 2e-32 mTERF family protein expressed		CCGCCGCGGCCCCCATTTCCCCGACCCAGCGCTTCGCCGTCGAGGAGTACCTCGTCGACA		37181		0

		7516		CUST_36736_PI390587928		8.773846		6.912132		6.7267146		6.8597636		8.925462		7.9547806		9.11665		8.014274		9.344214		8.9391575		8.638182		7.633264		1.1108131		2.0600064		5.2413373		2.226087		1.4849031		4.0756373		3.7619145		1.7094123		0.57036877		1.0426488		2.389935		1.15451		0.1516161		2.0270257		1.9114671		0.77350044		Yes		Yes		Yes		U35_44k_v1_7516		LOC_Os04g58870.3		gb|EAZ32478.1| 1e-34  hypothetical protein OsJ_015961 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58870.3 2e-36 protein binding protein putative expressed		ATTCTTTGGGAGAATATTGTCTCCTCCTGTTAAATAAACTCGGTGTTGGTTGCTAAAAAA		20328		AT5G03540.2

		11013		CUST_2164_PI390587928		9.370673		8.775754		9.242805		9.336394		9.894488		9.971416		10.30087		9.743767		10.017823		10.129661		9.926708		9.318302		1.4377524		2.2905		2.0821376		1.3262681		1.5660715		2.5560334		1.6064807		-1.0126195		0.64715004		1.1956625		1.0580654		0.40737247		0.52381516		1.3539066		0.6839037		-0.018092155		No		Yes		Yes		U35_44k_v1_11013		LOC_Os02g43430.1		ref|NP_001047588.1| 3e-66  Os02g0650500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43430.1 6e-68 protein kinase APK1B chloroplast precursor putative expressed		CCATTAATGGTGATTTTCCTCCTCATCAGTGTACAAGCTTTAGAAGATCTAATGTTTTGT		24439		AT5G47070.1

		15255		CUST_8052_PI390587928		10.286855		11.433795		11.686512		11.178398		9.460958		10.500978		10.739337		10.003952		9.669456		9.953988		10.710071		10.24627		-1.7726371		-1.9089992		-1.9280936		-2.2570622		-1.5341071		-2.789114		-1.9676061		-1.9080883		-0.6173992		-0.9328165		-0.947175		-1.1744461		-0.8258972		-1.4798069		-0.9764414		-0.93212795		Yes		Yes		Yes		U35_44k_v1_15255		LOC_Os01g65780.2		ref|NP_001044991.1| 0.0  Os01g0880200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65780.2 0.0 secondary cell wall-related glycosyltransferase family 8 putative expressed		GGATGATGGACATGAACATGATGATGATGTAATGGAATTCGGGTTGGTTCAACTGCTCGG		3978		AT3G18660.2

		8670		CUST_14040_PI390587928		4.9958324		5.0628505		6.4411016		5.734165		4.4416037		4.188766		4.7051697		3.5035486		4.305886		4.142069		4.825916		5.6089225		-1.4683834		-1.8328446		-3.3309457		-4.693345		-1.6132239		-1.8931407		-3.0635104		-1.0906912		-0.68994665		-0.8740845		-1.7359319		-2.2306166		-0.5542288		-0.9207816		-1.6151857		-0.12524271		Yes		Yes		Yes		U35_44k_v1_8670		-		No hits found		No hits found		GTCAGAATATATGTTTCTGTGAGTACTATGTAAGACTGAATGGCTATTTGCCTATCATTC		17730		0

		14989		CUST_2218_PI390587928		6.878238		6.43391		6.7823195		7.760733		6.619539		5.94887		5.6890206		6.867241		5.8506627		5.30103		5.3141203		7.7119255		-1.1963997		-1.3996243		-2.1336136		-1.8576674		-2.0385954		-2.1929603		-2.7667634		-1.0344096		-1.0275755		-0.4850397		-1.0932989		-0.8934922		-0.25869942		-1.1328797		-1.4681993		-0.04880762		No		Yes		Yes		U35_44k_v1_14989		LOC_Os04g58880.1		ref|NP_001051279.1| 2e-07  Os03g0749900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53890.1 3e-09 expressed protein		GGATATCTATCTTTGATGTGTTGGAACATTCTGATCTCAATAATCTGTAGGATCCATCAT		1658		0

		20304		CUST_28680_PI390587928		12.295615		11.658343		12.179175		13.147359		12.924855		13.238889		14.791238		14.455798		13.305577		13.480472		14.418411		13.746224		1.54675		2.990829		6.113771		2.4767346		2.013858		3.5360246		4.7214694		1.5145252		1.0099621		1.5805454		2.6120625		1.3084393		0.62924004		1.8221283		2.2392359		0.5988655		Yes		Yes		Yes		U35_44k_v1_20304		LOC_Os07g04040.1		emb|CAH17379.2| 1e-98  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 5e-90 lectin-like receptor kinase 7 putative expressed		CGCGTGTCTGAACTGGCCGATTTTCATTATTTGAATGTTGGCTAATCAATGTATGTATAA		13747		AT2G37710.1

		26278		CUST_2480_PI390587928		2.7674677		2.798488		3.1733925		4.2501445		3.4131343		3.7036667		6.3376503		7.390747		3.1834667		4.605676		6.717201		6.9298344		1.564462		1.8727765		8.964715		8.818924		1.3342222		3.4995956		11.662528		6.4071817		0.41599894		0.9051788		3.1642578		3.1406026		0.6456666		1.8071883		3.5438087		2.67969		Yes		Yes		Yes		U35_44k_v1_26278		-		gb|AAY44098.1| 1e-33  NAC domain transcription factor [Triticum aestivum]		No hits found		AGGGACAAATTTCAGAATTCTTGGTGTACCACAAAGCTGTAAATTACGGGGTTTATTGTG		35347		0

		41669		CUST_24103_PI390587928		4.285847		4.7589326		4.638777		4.7162943		3.173933		3.5568116		3.535944		3.0134525		2.849592		2.6829183		2.9805012		3.5832922		-2.161322		-2.3007767		-2.14776		-3.2554157		-2.706175		-4.2164073		-3.1563902		-2.1931462		-1.4362552		-1.202121		-1.1028328		-1.7028418		-1.1119142		-2.0760143		-1.6582756		-1.133002		Yes		No		No		U35_44k_v1_41669		LOC_Os01g08220.1		gb|AAT49061.1| 4e-24  GA 3-oxidase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g08220.1 1e-11 gibberellin 3-beta-dioxygenase 2-2 putative expressed		TTTGGTCCTTGTTAGCTTGACCGATCGTATACGTATCGCCAGGATGCCGACGCCGTCGCA		36744		0

		1296		CUST_3865_PI390587928		12.128421		12.669071		12.188699		12.555181		12.399628		13.471173		15.602627		14.732338		13.310764		13.885765		14.847267		13.243054		1.2068169		1.7436398		10.658467		4.522616		2.2694511		2.324135		6.3140616		1.6109077		1.1823435		0.8021021		3.413928		2.1771574		0.27120686		1.2166939		2.6585684		0.68787384		Yes		Yes		Yes		U35_44k_v1_1296		LOC_Os01g64120.1		ref|NP_001051821.1| 8e-38  Os03g0835900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61960.1 2e-39 ferredoxin-3 chloroplast precursor putative expressed		TGGAGATGGAGATGGAGAAGGCGAATAAAAATGAGGTGACTCTGATGGCATTATAAAAGC		3887		AT2G27510.1

		25863		CUST_9573_PI390587928		7.4090886		8.463862		6.652797		8.045232		6.4480414		7.9942894		8.340111		7.9079547		6.3043504		7.7494354		6.9097786		6.0437675		-1.9467224		-1.3846996		3.2205644		-1.0998274		-2.1505985		-1.6408314		1.1949757		-4.004062		-1.1047382		-0.46957302		1.6873136		-0.13727713		-0.9610472		-0.714427		0.25698137		-2.0014644		No		Yes		Yes		U35_44k_v1_25863		-		No hits found		No hits found		CAGACTAGGCGTGAGGCCGAATAATGTAAACATGAATGAATGATTCAGGAACATGTAAAA		None		0

		23154		CUST_9777_PI390587928		9.180181		9.496493		8.213517		8.544912		9.758145		10.984899		10.171469		10.918645		10.093736		10.948547		10.049272		8.76094		1.492742		2.8057864		3.8850994		5.182803		1.8836817		2.7359731		3.56958		1.1615307		0.91355515		1.4884052		1.9579515		2.3737326		0.5779648		1.452054		1.8357544		0.21602726		Yes		Yes		Yes		U35_44k_v1_23154		LOC_Os05g41820.1		No hits found		No hits found		GAAATACGGAATTTGTAATTTTGTATATAGCAAATCTAGATCGTGGTTGGCTTCATGTCG		16910		0

		19336		CUST_10574_PI390587928		7.184595		8.665776		8.488701		7.957208		6.5495205		7.507852		3.828303		5.495155		5.881143		6.3139787		4.522364		7.4131756		-1.5530181		-2.2313614		-25.28829		-5.5100036		-2.4681876		-5.104599		-15.630984		-1.4580423		-1.303452		-1.1579242		-4.6603975		-2.4620533		-0.6350746		-2.3517976		-3.9663367		-0.5440326		Yes		Yes		Yes		U35_44k_v1_19336		LOC_Os03g51970.1		gb|EAZ28461.1| e-123  hypothetical protein OsJ_011944 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51970.1 1e-124 growth-regulating factor 1 putative expressed		GGTGGTACTACTACGTTGTTGCATATCATCTGATAATGTCCAATTAATGTTGCAATGCCA		12060		AT2G22840.1

		28182		CUST_4812_PI390587928		8.377798		7.2745414		6.6588783		7.3349853		8.413438		7.10657		7.7714057		7.5838876		8.330545		7.183033		7.5606675		7.6349864		1.0250113		-1.1234778		2.162241		1.1883026		-1.0332953		-1.0654836		1.8683816		1.2311454		-0.047252655		-0.16797161		1.1125274		0.24890232		0.035639763		-0.09150839		0.9017892		0.30000114		No		Yes		Yes		U35_44k_v1_28182		LOC_Os05g29030.2		ref|NP_001055303.1| 7e-71  Os05g0358500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g29030.2 2e-72 catalytic/ protein phosphatase type 2C putative expressed		TCTGGGGACCATGTCGGTCGAGGGCAGCATCGCGGCCGATCACCTAACCATCGACTTCAA		26901		AT3G05640.2

		14238		CUST_2679_PI390587928		7.76783		8.831788		6.306478		6.4102426		9.643321		12.038376		12.147403		12.00221		10.472245		11.422656		11.113967		6.039072		3.669265		9.231646		57.318333		48.233616		6.5179367		6.0246105		28.002602		-1.2934018		2.7044153		3.2065878		5.8409247		5.591967		1.8754911		2.590868		4.807489		-0.37117052		Yes		Yes		Yes		U35_44k_v1_14238		LOC_Os04g43800.1		ref|NP_001053326.1| 7e-70  Os04g0518400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43800.1 2e-71 phenylalanine ammonia-lyase putative expressed		TTCCGGAGCTAGAGCTTCTGCTTATGTAAGTGAAAGGGTATAAATTTTCATGACAAAAAA		1802		AT3G53260.1

		21018		CUST_23517_PI390587928		11.242023		10.763974		11.637272		11.098029		11.832757		11.580302		13.275108		12.639408		11.8628845		11.46463		12.998006		11.038964		1.5060123		1.7609184		3.1119878		2.9107258		1.5377927		1.6252435		2.5681581		-1.0417902		0.62086105		0.81632805		1.6378365		1.541379		0.5907335		0.70065594		1.360734		-0.059064865		Yes		Yes		Yes		U35_44k_v1_21018		LOC_Os10g38470.1		ref|NP_001065121.1| 7e-81  Os10g0528100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38470.1 1e-82 glutathione S-transferase GSTU6 putative expressed		TCGTGATGATGCACGCTCAAATTGCAACCGAGGCCGCCACAACAAACTAATTAGAAAAAA		14304		AT1G10360.1

		16278		CUST_28338_PI390587928		11.164574		11.283498		10.971718		10.94265		10.767326		10.663247		9.758082		10.57961		10.788419		10.647456		9.939599		10.841141		-1.3169926		-1.5371423		-2.3192132		-1.2861332		-1.2978781		-1.5540594		-2.0450253		-1.0728952		-0.3761549		-0.6202507		-1.2136354		-0.36303997		-0.3972473		-0.63604164		-1.0321188		-0.101509094		No		Yes		Yes		U35_44k_v1_16278		LOC_Os10g35690.1		ref|NP_001064980.1| 1e-69  Os10g0500500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35690.1 2e-71 ribosomal protein S18 containing protein expressed		ATGTGCGGGGCACATAATAAGTATATGCTCAGTTTGATTGTGGTTTCAGAAGGAGATAAA		4982		AT1G07210.1

		2152		CUST_37618_PI390587928		11.492374		12.028801		12.213365		12.065797		11.19152		11.196565		11.478892		10.88181		11.083809		11.136796		11.586701		12.155028		-1.231874		-1.7804431		-1.6637888		-2.2720375		-1.3273654		-1.8557533		-1.5439898		1.0638033		-0.40856552		-0.8322363		-0.7344723		-1.1839867		-0.30085468		-0.89200497		-0.6266632		0.08923149		No		Yes		Yes		U35_44k_v1_2152		LOC_Os02g07820.1		gb|EAY84681.1| 2e-66  hypothetical protein OsI_005914 [Oryza sativa (indica cultivar-group)]		LOC_Os02g07820.1 4e-68 expressed protein		TGTTCTGAAGTTTCAGGAAGAGAAGCAGCTAATTTGCTGCATGTTGAATGGGTTAAAAAA		5394		AT1G19200.1

		4412		CUST_6536_PI390587928		7.128998		7.6306243		6.0989633		5.67374		7.117525		7.639505		5.0949492		5.8457355		7.0914345		7.492556		5.6532254		5.4393716		-1.0079839		1.0061746		-2.0055723		1.1266159		-1.0263789		-1.1004306		-1.3620105		-1.1763916		-0.037563324		0.008880615		-1.004014		0.17199564		-0.011472702		-0.1380682		-0.44573784		-0.23436832		No		Yes		Yes		U35_44k_v1_4412		LOC_Os09g35800.1		gb|AAX49503.1| 0.0  UDP-D-glucose epimerase 3 [Hordeum vulgare]		LOC_Os09g35800.1 1e-166 UDP-glucose 4-epimerase putative expressed		CTACGAGTTGATTGCGTGCATGTGATGTGATTAAGATTAGCAGCTACCCGTAACAAAAAA		9721		AT1G12780.1

		21599		CUST_17966_PI390587928		5.9762726		5.315794		5.4369826		5.257932		6.090795		6.866628		7.4142513		6.5231395		6.352396		6.5768447		7.018343		5.1023407		1.0826167		2.929865		3.9374692		2.4036174		1.2978498		2.3967023		2.992519		-1.1138783		0.37612343		1.5508342		1.9772687		1.2652073		0.11452246		1.2610507		1.5813603		-0.15559149		Yes		No		No		U35_44k_v1_21599		LOC_Os11g33120.2		gb|EAY81194.1| 7e-19  hypothetical protein OsI_035153 [Oryza sativa (indica cultivar-group)]		LOC_Os11g33120.2 2e-20 respiratory burst oxidase protein D putative expressed		AATCGCCCATCAATTTCAATCAGCCGAGGAGAAAAGGAAAGGAAAAGATAGAGAGGCGAC		13571		0

		47537		CUST_16662_PI390587928		4.549373		3.854387		3.9931402		3.9157658		3.7893372		3.0558693		2.9945955		1.6549786		2.835349		3.2250936		3.2173774		2.762803		-1.6935328		-1.7393131		-1.9979836		-4.7925286		-3.2807465		-1.5468073		-1.712095		-2.2237008		-1.7140241		-0.7985177		-0.9985447		-2.260787		-0.760036		-0.62929344		-0.7757628		-1.1529627		Yes		Yes		Yes		U35_44k_v1_47537		LOC_Os08g04310.1		gb|EAZ05528.1| 8e-43  hypothetical protein OsI_026760 [Oryza sativa (indica cultivar-group)]		LOC_Os08g04310.1 2e-44 uclacyanin-2 precursor putative expressed		TTCTGCTTGCTTCTTCCAGGTCCCAGCCGATCGATCGGCAGAGATGGATGTCAGGCGGCG		48680		AT2G32300.1

		48928		CUST_34851_PI390587928		6.469149		6.437676		6.4395065		6.559395		6.174167		5.5895314		5.355898		5.1372304		6.261934		6.3798065		6.109879		6.431558		-1.2268696		-1.8001842		-2.1193306		-2.6798728		-1.1544577		-1.0409274		-1.2566888		-1.0926541		-0.20721531		-0.84814453		-1.0836086		-1.4221644		-0.29498196		-0.057869434		-0.3296275		-0.1278367		No		Yes		Yes		U35_44k_v1_48928		-		No hits found		No hits found		GTTTTTTGGTTTATCCCGTTTCCCCCCTTGATTTGATATCCCCCAGTTAACCCAATGTTT		None		0

		28786		CUST_4070_PI390587928		5.3653626		5.239186		5.2263303		4.9130425		4.721007		4.5896697		3.9448178		2.9663088		4.117047		3.711833		3.8003273		4.290939		-1.5630412		-1.568642		-2.430937		-3.8550076		-2.3756392		-2.8825643		-2.6870124		-1.5391178		-1.2483158		-0.6495161		-1.2815125		-1.9467337		-0.6443558		-1.5273528		-1.426003		-0.6221037		Yes		Yes		Yes		U35_44k_v1_28786		LOC_Os07g07230.2		ref|NP_001058972.1| 6e-33  Os07g0166700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07230.2 8e-35 ATP binding protein putative expressed		TCGTGCCTGGGCAGGGACACAAGAAGACCGGCCTTCTTGTGGGAACATTGGTTGTCAGCG		27849		AT3G03770.1

		12701		CUST_11045_PI390587928		2.34394		2.7035758		2.123296		2.3030887		1.988504		2.1715624		4.525839		2.148434		2.720071		2.6241152		3.8598545		2.8768637		-1.2793721		-1.4459457		5.2873425		-1.1131552		1.2978567		-1.056623		3.3323927		1.4884132		0.37613106		-0.5320134		2.4025428		-0.15465474		-0.35543597		-0.07946062		1.7365584		0.57377505		No		Yes		Yes		U35_44k_v1_12701		LOC_Os01g63200.1		sp|Q0JHP8|LAC8_ORYSJ 1e-46  Laccase-8 precursor (Benzenediol:oxygen oxidoreductase 8) (Urishiol oxidase 8) (Diphenol oxidase 8)		LOC_Os01g63200.1 2e-48 L-ascorbate oxidase precursor putative expressed		AAGCTACAAATTCAGATGTGTATGAAAAATTCGGTATCAAAACGTGTACTCCCTCTGTTT		25148		AT3G09220.1

		16147		CUST_3577_PI390587928		5.3675027		5.2322545		5.664007		6.4618993		5.885156		5.082817		3.413617		5.646563		3.8614638		4.035421		5.0371203		3.6538448		1.4316248		-1.1091369		-4.7581153		-1.7597082		-2.8402913		-2.29236		-1.5442291		-7.003395		-1.5060389		-0.14943743		-2.2503903		-0.8153362		0.51765347		-1.1968336		-0.62688684		-2.8080544		Yes		No		No		U35_44k_v1_16147		LOC_Os08g44270.1		ref|NP_001062479.1| e-143  Os08g0556900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44270.1 1e-145 vignain precursor putative expressed		TCGACCCATTGTATGTAAACAGCTTACGTTATCCTGGTTTCCTCATTGTTGTGCAAAAAA		5626		AT5G50260.1

		50887		CUST_15439_PI390587928		3.3139906		3.5828238		2.6482387		3.1423948		2.8687427		3.609888		5.8503036		5.9503045		3.2445443		3.7704763		5.6215873		4.6620545		-1.3615481		1.0189366		9.202749		7.002692		-1.0493139		1.1389091		7.85357		2.8672342		-0.069446325		0.027064323		3.202065		2.8079097		-0.4452479		0.18765259		2.9733486		1.5196598		Yes		Yes		Yes		U35_44k_v1_50887		-		No hits found		No hits found		AAATTTATGTGCTTTTCCTAATAATAAAGAGGCTTTCGTTTCCGTCGAAGGGAAAAAAAA		None		0

		1160		CUST_7046_PI390587928		11.930018		11.856766		10.6839		11.673447		11.879325		13.055322		11.906841		12.58842		12.218535		12.953673		11.989021		11.0576105		-1.0357627		2.2950983		2.3342214		1.8855342		1.2213842		2.1389573		2.4710453		-1.5324459		0.288517		1.198556		1.2229414		0.91497326		-0.050693512		1.0969076		1.3051214		-0.61583614		No		Yes		Yes		U35_44k_v1_1160		LOC_Os01g28790.1		gb|AAL70106.1|AF467539_1 2e-52  putative aldehyde dehydrogenase BIS1 [Hordeum vulgare]		No hits found		AAGGTTTACGTGTTCGAATCATTATGCTTTGAATCAGTCACATCGAGGATAAATGTTGAT		2524		AT5G62530.1

		42868		CUST_21664_PI390587928		1.571602		1.658391		1.6512276		1.8770918		2.1190302		3.6257994		4.5304503		6.093821		4.0673294		3.239084		3.3678067		2.8090675		1.4614781		3.91065		7.357537		18.593534		5.6401267		2.991135		3.2865617		1.907887		2.4957275		1.9674084		2.8792229		4.216729		0.54742825		1.580693		1.7165791		0.9319757		Yes		Yes		Yes		U35_44k_v1_42868		-		ref|XP_001261785.1| 4e-47  acc synthase [Neosartorya fischeri NRRL 181]		LOC_Os06g03990.1 6e-22 aminotransferase ACS12 putative expressed		AAGCTGGAATTCGCTATAACAAGCAAGCTAACGCTGGGTTTTTCCTCTGGATCGATCTCT		38827		AT4G08040.1

		14446		CUST_8984_PI390587928		3.92523		3.6445656		4.1761236		4.669403		3.0774782		2.5203974		3.5422556		3.2208536		3.2723281		2.3171737		3.0388682		4.597671		-1.7996943		-2.1797583		-1.5517197		-2.729335		-1.5723276		-2.509486		-2.1996217		-1.0509777		-0.6529019		-1.1241682		-0.633868		-1.4485495		-0.84775186		-1.3273919		-1.1372554		-0.071732044		Yes		No		No		U35_44k_v1_14446		LOC_Os03g14450.2		ref|NP_001105896.1| 6e-06  enolase1 [Zea mays]		LOC_Os06g04510.1 2e-07 enolase 1 putative expressed		TCTGTCCATTCGAGCAGTATCATTAGTTTGGTTTTGGCAGCATCATTTTCAAAAAATCAC		1289		0

		34856		CUST_818_PI390587928		4.5929365		4.0189223		4.502014		4.547455		4.0202503		4.02062		2.4716449		3.40002		3.4993894		3.7527387		2.627001		3.656603		-1.4872903		1.0011773		-4.085094		-2.2151968		-2.1339808		-1.2026223		-3.6680496		-1.8542706		-1.0935471		0.0016975403		-2.0303693		-1.147435		-0.5726862		-0.2661836		-1.8750131		-0.89085174		Yes		Yes		Yes		U35_44k_v1_34856		LOC_Os01g37870.4		ref|XP_389583.1| 2e-66  hypothetical protein FG09407.1 [Gibberella zeae PH-1]		LOC_Os01g37870.4 6e-62 expressed protein		AAGGTTATACTGACCACTTTGTTGAAGGTATATTCTAAAGGTGGTCTGTTTGAGAAGGCT		None		AT1G10910.1

		1901		CUST_36258_PI390587928		12.153354		11.349341		10.5412035		10.884427		12.803691		11.984752		13.356911		12.991483		13.31414		13.079784		12.978345		12.299846		1.569535		1.5533794		7.040643		4.3081117		2.235793		3.318297		5.415676		2.6673713		1.1607866		0.6354103		2.8157072		2.1070557		0.6503372		1.730443		2.4371414		1.4154186		Yes		Yes		Yes		U35_44k_v1_1901		LOC_Os01g27210.1		emb|CAD29475.1| e-112  glutathione transferase F2 [Triticum aestivum]		LOC_Os01g27210.1 4e-74 glutathione S-transferase IV putative expressed		GTTTTGCGTTGTTTGTGTTCCACGCATGAATAAAACAAAATGCTTTCGGTTTCTCTAAAA		13240		AT3G62760.1

		8269		CUST_27867_PI390587928		4.90614		3.6512022		5.61463		5.643621		4.654911		3.2312157		4.3130727		4.295863		4.1555424		3.4145257		3.9786856		4.7541847		-1.1902205		-1.3379151		-2.4649487		-2.5451627		-1.6824895		-1.1782751		-3.1079097		-1.8524522		-0.7505975		-0.4199865		-1.3015575		-1.3477578		-0.2512288		-0.23667645		-1.6359446		-0.88943624		No		Yes		Yes		U35_44k_v1_8269		LOC_Os08g40180.1		gb|EAZ43316.1| 0.0  hypothetical protein OsJ_026799 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40180.1 0.0 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3 putative expressed		AATGTGGAAAGTTCTCAGTGCATCACAATGTTGGAAGCTGTAAATGATGGCAAAGATCTT		19375		AT1G76490.1

		16787		CUST_4098_PI390587928		10.560206		10.537754		11.068402		10.677483		10.485038		10.316059		9.956505		10.191342		10.319467		10.056257		10.27592		10.626611		-1.0534842		-1.1661028		-2.161297		-1.4006925		-1.1815984		-1.3961915		-1.7320522		-1.0358907		-0.24073982		-0.22169495		-1.1118975		-0.48614025		-0.07516861		-0.4814968		-0.7924824		-0.05087185		No		Yes		Yes		U35_44k_v1_16787		LOC_Os02g03740.1		ref|NP_001045782.1| 1e-58  Os02g0130100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03740.1 2e-60 glutamine amidotransferase subunit pdxT putative expressed		AAACAGCAGGAGGTGTGGACAATTCCTGGCTTATCTTTTGCATTGATTGGATTCAAAAAA		6429		AT5G60540.1

		5810		CUST_36447_PI390587928		7.378771		6.6935406		7.296997		7.039128		7.6064606		5.537351		6.3511543		5.9917397		7.489736		6.0594788		5.9522214		6.2026286		1.1709583		-2.22868		-1.9263138		-2.0667846		1.0799506		-1.5519282		-2.539907		-1.7857118		0.11096525		-1.1561894		-0.94584274		-1.0473881		0.22768974		-0.6340618		-1.3447757		-0.8364992		No		Yes		Yes		U35_44k_v1_5810		LOC_Os03g63970.1		gb|AAT49058.1| 4e-86  GA 20-oxidase 1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g63970.1 3e-49 gibberellin 20 oxidase 1 putative expressed		TTTGCCGAGCTCGATCGTCTGTTGTTTGTTGGTGGAGGCGATCATGGTGCAGCCGGTGTT		17915		AT4G25420.1

		5075		CUST_6133_PI390587928		6.88537		7.452371		6.2300134		6.5293846		7.7678185		8.070152		7.645697		6.7563667		7.8919997		7.5643806		7.1544213		6.070063		1.8435016		1.5345134		2.6678615		1.1703842		2.0092123		1.0807326		1.8979052		-1.3748951		1.00663		0.61778116		1.4156837		0.22698212		0.8824487		0.112009525		0.92440796		-0.4593215		No		Yes		Yes		U35_44k_v1_5075		LOC_Os09g28810.1		ref|NP_001063403.1| 5e-90  Os09g0462700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28810.1 1e-91 expressed protein		ATTACTATTATTACGAAGAAACTAGCACCACTGAGGCACCTACAATGACTCGATCGCCAT		12271		AT1G47500.1

		15347		CUST_28726_PI390587928		8.424777		8.509905		7.5800996		8.731191		7.021257		7.44496		6.456555		9.646541		6.935377		7.5915895		6.661709		7.4130516		-2.6454628		-2.0920897		-2.1788166		1.8860265		-2.8077216		-1.8899072		-1.890006		-2.4934428		-1.4893999		-1.0649447		-1.1235447		0.91534996		-1.4035201		-0.9183154		-0.91839075		-1.3181391		Yes		No		No		U35_44k_v1_15347		LOC_Os09g35030.1		gb|AAX23701.1| 1e-96  HvCBF6 [Hordeum vulgare subsp. vulgare]		LOC_Os09g35030.1 1e-56 sbCBF6 putative expressed		CTTTGCGCATCAGCTCAGCTACATGAAAGAAAAAATTACTGTTTCTGATTTTTGTCCAAA		2479		AT4G25480.1

		43340		CUST_28818_PI390587928		5.3660393		5.9726577		5.9299397		5.995918		5.8876324		6.4044175		8.398345		6.4972057		6.2952065		7.000595		7.4257646		5.4434714		1.4355396		1.348878		5.534317		1.4154767		1.9041766		2.0391068		2.8202534		-1.4665705		0.9291673		0.43175983		2.4684052		0.50128794		0.5215931		1.0279374		1.4958248		-0.55244637		No		Yes		Yes		U35_44k_v1_43340		LOC_Os08g09770.1		gb|AAW55475.1| 3e-08  ER-binding protein [Malus pumila]		LOC_Os02g02410.1 4e-10 luminal-binding protein 3 precursor putative expressed		AGAACGGGCATGGCGAGATTATCGGCAATGACCAGGGGAACCGGATCACGCCCTCATGGG		39885		0

		19776		CUST_9408_PI390587928		7.921082		7.6523		8.345438		8.117665		7.6387973		7.298452		7.2703686		6.8251896		7.6964054		6.9443183		7.587003		7.587929		-1.2161193		-1.2779647		-2.1068234		-2.4494803		-1.1685153		-1.6335171		-1.6916543		-1.4436655		-0.22467661		-0.35384798		-1.0750694		-1.2924757		-0.28228474		-0.7079816		-0.7584348		-0.5297365		No		Yes		Yes		U35_44k_v1_19776		LOC_Os06g43170.1		gb|EAZ37759.1| 1e-13  hypothetical protein OsJ_021242 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43170.1 2e-15 transposon protein putative unclassified expressed		TTCCCCTGCTCTGCTCTTATTGTAATGCCATTGTTGCAAGTCCTCTACATCACTAAAAAA		None		0

		33706		CUST_14486_PI390587928		5.9009476		4.4849486		5.201136		5.3900857		5.4978204		5.585604		6.307176		6.172362		5.850878		5.445244		6.2183776		5.993208		-1.3223712		2.1445212		2.15254		1.7198422		-1.035315		1.945708		2.0240452		1.5190004		-0.05006981		1.1006556		1.10604		0.78227615		-0.4031272		0.9602952		1.0172415		0.60312223		No		Yes		Yes		U35_44k_v1_33706		LOC_Os03g49524.1		gb|EAY91545.1| 2e-23  hypothetical protein OsI_012778 [Oryza sativa (indica cultivar-group)]		LOC_Os03g49524.1 3e-25 anthocyanidin 3-O-glucosyltransferase putative expressed		CCCCATGATACATGTAATTTTGCTCGTGTGAATTTTTGTCTAGTGGTAACTTTTTAGTTG		None		AT2G22590.1

		7359		CUST_21344_PI390587928		6.8888736		7.656847		7.9202867		7.4368157		6.227043		6.8302407		6.351831		6.7263227		5.83225		6.1430945		6.4774895		7.052124		-1.5820886		-1.7735085		-2.9658706		-1.6363633		-2.0800576		-2.8555179		-2.7184744		-1.3055807		-1.0566235		-0.8266063		-1.5684557		-0.7104931		-0.6618304		-1.5137525		-1.4427972		-0.38469172		Yes		Yes		Yes		U35_44k_v1_7359		LOC_Os11g39370.2		ref|NP_001068256.1| 3e-49  Os11g0607200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g39370.1 6e-51 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		CATGTGATTGTAGCTATAACGGAAACCATTTAAATTGTGGTCCATACTTAATGTCATGTG		22516		AT5G10290.1

		18184		CUST_3522_PI390587928		9.042176		10.08958		9.391361		9.866294		8.732087		9.341313		8.279677		8.988725		8.399293		8.446078		8.247649		9.399653		-1.2397842		-1.679773		-2.1609771		-1.837277		-1.5614467		-3.1242313		-2.209488		-1.3818878		-0.6428833		-0.7482662		-1.1116838		-0.8775692		-0.3100891		-1.6435013		-1.143712		-0.46664047		No		Yes		Yes		U35_44k_v1_18184		LOC_Os06g20370.1		dbj|BAD62190.1| e-113  putative microtubule-associated protein [Oryza sativa Japonica Group]		LOC_Os06g20370.1 1e-115 microtubule-associated protein MAP65-1a putative expressed		TTGAGGCAGGGAACATAGAACCAACAGAACTAATTGCAGATATGGAAGGTCAGATAGGAA		11837		AT5G55230.1

		15443		CUST_9921_PI390587928		12.062764		12.6530695		11.594813		11.581422		11.900922		12.401809		10.533166		11.264686		11.839997		11.937058		10.634953		11.825074		-1.1187148		-1.1902468		-2.0873137		-1.2455096		-1.1669695		-1.642634		-1.9451222		1.1839863		-0.22276688		-0.25126076		-1.0616474		-0.31673622		-0.16184235		-0.71601105		-0.9598608		0.24365234		No		Yes		Yes		U35_44k_v1_15443		LOC_Os09g37020.3		ref|NP_001063820.1| 6e-98  Os09g0542200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37020.2 1e-100 expressed protein		TTTTAATCAAGGGAAGTACACTTTGGTTCCTGATTGTATATGCACCCTATATGAGGATTT		13194		AT1G20225.1

		15465		CUST_21007_PI390587928		7.218245		6.9501834		7.49945		8.664861		8.982724		10.000239		10.028981		9.662645		8.893138		9.571439		10.174104		9.677106		3.3975132		8.282441		5.7738395		1.9969312		3.1929564		6.1528525		6.3848534		2.0170476		1.6748929		3.050056		2.529531		0.9977846		1.7644792		2.6212554		2.6746535		1.0122452		Yes		Yes		Yes		U35_44k_v1_15465		LOC_Os08g28240.1		gb|EAZ42528.1| 0.0  hypothetical protein OsJ_026011 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g28240.1 0.0 crocetin dialdehyde putative expressed		GATGTCGCTATGGAATTCCCGGTTATCAATGACAAGTATGTTGGCTTGCATCACAGTGAG		11260		AT3G14440.1

		20244		CUST_8348_PI390587928		5.735336		6.5004478		5.447996		5.2403855		5.5688415		6.419556		6.466789		6.7108245		5.860672		6.6638923		6.006804		5.4896145		-1.122328		-1.0576715		2.0262225		2.771062		1.0907619		1.1199579		1.4730514		1.1885717		0.12533617		-0.08089161		1.0187926		1.470439		-0.16649437		0.16344452		0.55880785		0.24922895		No		Yes		Yes		U35_44k_v1_20244		-		ref|NP_001058805.1| 7e-41  Os07g0124600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03240.1 1e-42 ribonucleoprotein like protein putative expressed		CAAAACTTGTTTCGGAATCGGTCTGGGTTACACATGTTATCTGTGCGTGGTGATAAGTTA		14106		AT5G55550.2

		7114		CUST_19206_PI390587928		8.129074		8.1812935		7.605272		7.6321144		9.583627		10.467195		11.242925		9.749831		10.299545		11.616521		10.900706		8.83918		2.7407157		4.876686		12.446368		4.3400655		4.501704		10.816992		9.818036		2.3086758		2.1704712		2.285901		3.6376529		2.1177168		1.4545527		3.4352274		3.2954345		1.2070656		Yes		Yes		Yes		U35_44k_v1_7114		LOC_Os10g33040.1		gb|EAZ16377.1| 8e-41  hypothetical protein OsJ_030586 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33040.1 2e-42 receptor-like protein kinase precursor putative expressed		AACGTCCTATATTTAGTTACAGAGGTAGTATTAAGGGCTAAGCAGTAAGTTGTAACTGTA		16556		0

		15619		CUST_16340_PI390587928		4.3495684		4.19338		4.763245		4.1127896		3.3562014		2.991375		2.904218		3.142895		2.8061755		3.546129		3.8448467		3.1543846		-1.9908258		-2.3005917		-3.6276295		-1.9586976		-2.9147918		-1.566181		-1.890016		-1.9431604		-1.5433929		-1.2020049		-1.8590271		-0.96989465		-0.99336696		-0.6472509		-0.9183984		-0.958405		Yes		No		No		U35_44k_v1_15619		-		ref|YP_172984.1| 4e-64  hypothetical protein syc2274_d [Synechococcus elongatus PCC 6301]		No hits found		GGTGGGCTAGAGCTTTTGATTGCTGGTGCTGGCACTGTTCTCTTTATTGGTGCCGCTTTT		None		0

		32961		CUST_26278_PI390587928		6.0330005		5.513617		4.906988		5.5289235		6.4010444		7.0249953		6.9507923		6.663836		6.3671956		7.3474336		7.022136		6.1096683		1.2906017		2.8508227		4.1233134		2.1960523		1.2606739		3.5647886		4.332345		1.4956211		0.33419514		1.5113783		2.0438042		1.1349125		0.3680439		1.8338165		2.115148		0.58074474		Yes		No		No		U35_44k_v1_32961		LOC_Os02g12420.1		gb|EAZ22232.1| 2e-55  hypothetical protein OsJ_005715 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12420.1 4e-57 receptor-like protein kinase precursor putative expressed		TGTTGACTGGAAAAAGACCAACAGACAGTGATTTTGGGGATGTTTTTGGCCTTCGCAAGT		None		AT3G47570.1

		9605		CUST_35288_PI390587928		6.589538		5.5608025		4.5738616		5.5645995		6.542997		5.932196		5.4147916		6.4639945		6.3719277		6.0813184		6.1367874		6.2104754		-1.0327859		1.2936019		1.7912045		1.8652836		-1.1628059		1.4344682		2.9545243		1.564689		-0.21761036		0.37139368		0.84093		0.899395		-0.046541214		0.5205159		1.5629258		0.64587593		No		Yes		Yes		U35_44k_v1_9605		LOC_Os01g57350.1		ref|NP_001044446.1| e-148  Os01g0782200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57350.1 1e-149 D-erythro-sphingosine kinase/ diacylglycerol kinase putative expressed		CTCCTGTCTCCAGAGATTGTTTATCTGTGTAAATTGATTTATTCTTCATTCGAAACCTCA		25846		AT4G21540.2

		19774		CUST_9410_PI390587928		10.187748		9.406825		9.605268		9.675572		10.469721		10.269737		11.337083		10.306401		10.726982		10.639447		10.952134		9.720061		1.2158564		1.8187058		3.321455		1.5484544		1.4532009		2.3499372		2.5435908		1.0313177		0.53923416		0.8629122		1.7318153		0.63082886		0.2819729		1.2326221		1.3468666		0.044488907		No		Yes		Yes		U35_44k_v1_19774		LOC_Os07g04220.1		ref|NP_001058843.1| e-126  Os07g0134600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g04220.1 1e-128 wound and phytochrome signaling involved receptor like kinase putative expressed		TACTTTGAGACACGATTGTTCTGGGTCCAAGGTTGAAAGAATAAGTCAATTTGAATTTTG		18817		AT2G16250.1

		31910		CUST_31664_PI390587928		5.7285666		5.778282		4.7031484		5.884939		7.2108893		7.370186		7.892713		7.4502277		7.168754		7.8297696		7.479084		6.0833335		2.793982		3.0144687		9.123357		2.9593668		2.7135613		4.1453314		6.8492007		1.1474205		1.4401875		1.5919037		3.1895647		1.5652885		1.4823227		2.0514874		2.7759356		0.1983943		Yes		Yes		Yes		U35_44k_v1_31910		LOC_Os03g11590.1		gb|ABF94634.1| 2e-23  integral membrane family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11590.1 6e-25 expressed protein		ATTGCCTGTCAGCATCTTTGCTCTCCATTATCAACAAATGGGCAATCATGAAATTCCCGT		8660		AT1G76340.1

		13054		CUST_28038_PI390587928		2.3403928		2.6538687		2.5723393		4.1465516		2.2473817		4.218924		4.26441		5.340857		2.4876933		2.4983413		4.771706		6.5271645		-1.066594		2.9588885		3.2312014		2.2883463		1.1074952		-1.1138287		4.5927773		5.207579		0.14730048		1.5650554		1.6920707		1.1943054		-0.09301114		-0.15552735		2.1993668		2.3806129		Yes		No		No		U35_44k_v1_13054		LOC_Os04g39320.4		ref|NP_001053040.1| 2e-27  Os04g0468600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39320.4 4e-29 expressed protein		TTCTTGCTTAATACTACTAAGTTCTACTTTTCTCACCGGAGGACTACGTACCGACCGGCA		24148		AT4G05030.1

		17191		CUST_19843_PI390587928		7.7049465		8.291091		7.2162795		7.5098186		7.3373833		7.946589		6.0269814		6.4940286		6.9683204		7.371671		6.3223376		7.1016116		-1.2901719		-1.2697126		-2.2804177		-2.0220098		-1.6662745		-1.8913544		-1.8582464		-1.3270354		-0.73662615		-0.34450197		-1.1892982		-1.01579		-0.36756325		-0.91941977		-0.8939419		-0.40820694		No		Yes		Yes		U35_44k_v1_17191		LOC_Os06g17290.1		gb|EAZ00538.1| 0.0  hypothetical protein OsI_021770 [Oryza sativa (indica cultivar-group)]		LOC_Os06g17290.1 0.0 phosphatidylinositol 3- and 4-kinase family protein expressed		CTTGGCCACCCAATTCCTCCATGCATTATATGCATTCAAAGGTGTTATTTCATTCAAATA		6594		AT2G03890.1

		18156		CUST_27107_PI390587928		11.290147		11.370491		11.749972		11.923676		10.898013		11.006149		10.085713		10.750375		10.673097		10.430931		10.562003		11.729271		-1.3123329		-1.2872941		-3.1695082		-2.255271		-1.533736		-1.9179431		-2.2783182		-1.1442518		-0.6170502		-0.36434174		-1.664259		-1.1733007		-0.3921337		-0.93955994		-1.1879692		-0.1944046		No		Yes		Yes		U35_44k_v1_18156		LOC_Os10g35450.1		ref|NP_001064960.1| 0.0  Os10g0497600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35450.1 0.0 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		ATATTGTAGGCGGTAGAGAAATAGTAGTGCTGATTGATCATCATCCCCTGAGACTGGGAC		10196		AT2G42960.1

		34414		CUST_7125_PI390587928		4.870381		4.217462		4.61386		4.451548		3.607934		3.0351417		2.9374294		2.2663357		3.2011547		3.6229713		3.7711124		4.29518		-2.3990228		-2.269415		-3.1963618		-4.5479374		-3.1804395		-1.5099396		-1.7934626		-1.1144781		-1.6692262		-1.1823204		-1.6764307		-2.1852124		-1.2624469		-0.59449077		-0.8427477		-0.15636826		Yes		No		No		U35_44k_v1_34414		-		No hits found		No hits found		ACACAGTATTCCCCTGTGTACCTGTGTCTGTGTCCAACTTTCCTCTTTTTACAAAGATAC		None		0

		9247		CUST_5878_PI390587928		10.359436		10.21691		10.736178		10.06327		10.51695		10.199504		9.313823		9.954368		10.264806		9.67866		9.93057		9.855469		1.1153632		-1.0121384		-2.6802278		-1.0784072		-1.0677917		-1.4522098		-1.7478832		-1.1549263		-0.09463024		-0.017406464		-1.4223557		-0.10890198		0.15751362		-0.53824997		-0.80560875		-0.20780087		No		Yes		Yes		U35_44k_v1_9247		-		No hits found		No hits found		GTGGCTTCCTGTTCATGCTAAAGCAAATATTTTATAGCCATGAATAAAGTTGGATTCTGA		15508		0

		33838		CUST_27617_PI390587928		10.972087		11.013345		11.400345		8.866533		10.633301		10.851031		9.181735		7.476622		10.05963		10.514712		10.063163		8.775253		-1.2646921		-1.1190802		-4.654447		-2.6206255		-1.8822477		-1.4128736		-2.5265734		-1.0653149		-0.9124565		-0.16231346		-2.2186098		-1.3899112		-0.33878613		-0.49863243		-1.337182		-0.09127998		Yes		Yes		Yes		U35_44k_v1_33838		LOC_Os02g55870.1		gb|EAY87898.1| 8e-06  hypothetical protein OsI_009131 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55870.1 1e-07 heparanase-like protein 3 precursor putative expressed		CATGCTCACCTGCAAATGAAGTAAGCTGTAAGGCTGAAATATTTGTGATTTATCATTGTT		10851		0

		7291		CUST_12063_PI390587928		9.9288025		10.863593		10.3341055		11.103989		10.060986		11.520474		12.090497		12.157845		10.754181		11.665833		11.375991		10.037605		1.0959508		1.5766706		3.3785203		2.0760713		1.7719997		1.743807		2.0589166		-2.094177		0.8253784		0.65688133		1.7563915		1.0538559		0.13218307		0.8022404		1.0418854		-1.0663834		No		Yes		Yes		U35_44k_v1_7291		LOC_Os02g53750.1		gb|EAY87739.1| 7e-67  hypothetical protein OsI_008972 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53750.2 2e-68 protein kinase APK1A chloroplast precursor putative expressed		TTCTTCTTTCTTGGTGACGGTATTTTGTATCCCAAGAGCAAAAGCTGTTAGTACAAAAAA		18196		AT2G05940.1

		32487		CUST_3501_PI390587928		6.091885		6.123411		6.473385		6.254308		5.721418		5.604921		5.7160926		5.078357		5.6875834		5.673846		5.839855		6.0109878		-1.2927715		-1.4324555		-1.6903151		-2.2594178		-1.3234482		-1.3656288		-1.5513558		-1.1837139		-0.40430164		-0.5184903		-0.7572923		-1.175951		-0.3704672		-0.4495654		-0.63352966		-0.24332047		No		Yes		Yes		U35_44k_v1_32487		LOC_Os01g47650.1		ref|NP_001043804.1| 1e-27  Os01g0666800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47650.1 5e-28 VCL1 putative expressed		CGATTGCCGCCGTCCGCGACGACTCCAAGATCGTGCAGCTCCACTCCGAGCCCTCGCGCC		None		AT2G38020.2

		4011		CUST_32415_PI390587928		12.3037615		12.258525		11.942941		11.644694		12.426793		12.741394		13.1760645		12.292722		12.65425		13.032622		13.137677		11.992719		1.0890208		1.3975202		2.3507543		1.5670241		1.2749925		1.7101198		2.28903		1.2728164		0.35048866		0.48286915		1.2331238		0.6480274		0.123031616		0.77409744		1.1947365		0.34802437		No		Yes		Yes		U35_44k_v1_4011		LOC_Os03g04000.1		ref|NP_001048867.1| 0.0  Os03g0132000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04000.1 0.0 4-coumarate--CoA ligase 1 putative expressed		GCTCTGTTGTACCTAGACTTGAACAACCAAATCCAAAATAATTTCCGAGTTTGCAAAAAA		10937		AT1G20510.1

		5662		CUST_10750_PI390587928		5.630262		5.2299533		5.1069336		6.4386697		5.7299385		5.3136134		9.828769		8.741756		5.997677		5.758465		8.265392		6.877304		1.0715332		1.0597031		26.388458		4.9351254		1.2900393		1.4424403		8.928753		1.3553208		0.36741495		0.083660126		4.721835		2.3030868		0.09967661		0.5285115		3.1584587		0.4386344		Yes		Yes		Yes		U35_44k_v1_5662		LOC_Os04g52504.1		No hits found		No hits found		TCTCTTCAGTTCGTTGGCTGTTCAAATGATTTCGTTCATGCCCCAAAAAGTGTATTTTTT		12336		0

		13570		CUST_36740_PI390587928		7.230267		6.096283		6.402266		7.011274		7.715603		7.386783		10.377117		11.067238		7.773187		6.850771		9.904691		8.571296		1.3999116		2.4461284		15.723507		16.632856		1.4569185		1.6870328		11.332739		2.9485831		0.5429201		1.2905002		3.9748511		4.055964		0.48533583		0.754488		3.5024247		1.5600219		Yes		Yes		Yes		U35_44k_v1_13570		-		emb|CAA09372.1| 1e-16  GRAB2 protein [Triticum sp.]		No hits found		GGAGTGCTGATTAATCTTAGGCTAGGGTGTGATAACTGATAACTGTTTGAATTAATTAAG		24230		0

		44928		CUST_26320_PI390587928		6.487219		6.1265473		7.5653377		6.5619774		6.3142343		6.1488957		5.6914725		5.8269563		5.9944177		5.217686		6.415316		6.0072055		-1.1273884		1.0156113		-3.6651318		-1.6644218		-1.4071745		-1.8775628		-2.219172		-1.4689363		-0.4928012		0.022348404		-1.8738651		-0.7350211		-0.1729846		-0.90886116		-1.1500216		-0.5547719		No		Yes		Yes		U35_44k_v1_44928		-		No hits found		No hits found		CGGTGCTGATAACGTGTTTGAGATCAAAACTATTTTATTCCATGAGCAATCCCAATATAT		43195		0

		42710		CUST_21963_PI390587928		2.8359601		2.3926566		1.7877566		2.6226492		2.646046		2.9957836		6.388443		2.433874		2.7427437		4.9521317		5.9856033		2.243806		-1.1406959		1.5190054		24.263008		-1.1397958		-1.0667458		5.8949323		18.351765		-1.3002989		-0.09321642		0.603127		4.6006866		-0.1887753		-0.18991423		2.5594752		4.197847		-0.3788433		No		Yes		Yes		U35_44k_v1_42710		LOC_Os04g32340.1		gb|EAY78878.1| 1e-09  hypothetical protein OsI_032837 [Oryza sativa (indica cultivar-group)]		LOC_Os02g06620.1 1e-08 brassinosteroid LRR receptor kinase precursor putative		CTTTTGTCACAATCCGATGCTGGGGCTGTAAACTCTCTGTGCGTCTTCATGATTAGCAAA		38550		0

		14101		CUST_30777_PI390587928		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		1.5258211		1.3366334		2.487998		1.7953297		1.9855441		2.8114715		2.061616		1.3962275		0.9895344		0.4186039		1.3149853		0.8442488		0.60958576		1.4913254		1.0437756		0.481534		Yes		Yes		Yes		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		ACTTATGTACTGTACTCTTAAACTAAATATGGTGTTGCAATGACGAGGTCGCGTAAAAAA		406		AT4G34050.1

		36165		CUST_25999_PI390587928		3.7940242		4.7188125		3.480149		2.5163238		2.5091178		2.672551		1.6454359		1.6721872		3.5412495		3.2572649		2.0691688		2.1808305		-2.4366624		-4.130343		-3.5670047		-1.7951901		-1.1914965		-2.7540364		-2.6591778		-1.2618088		-0.25277472		-2.0462615		-1.8347131		-0.8441366		-1.2849064		-1.4615476		-1.4109802		-0.33549333		Yes		Yes		Yes		U35_44k_v1_36165		LOC_Os05g50910.1		ref|NP_001056461.1| 9e-07  Os05g0586400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g43330.1 5e-09 expressed protein		TCTGGATTCTGCTCTGGAAGAAGTCTTTTAAATCATACTTCTGGTAGCCTGTGTGCAACT		50174		0

		17595		CUST_26906_PI390587928		7.348755		6.6588244		7.400167		7.65342		7.606232		7.5166054		8.666923		7.4163804		7.8199096		7.998017		8.437138		7.7654815		1.1953866		1.8122487		2.4061983		-1.1785717		1.3862185		2.5300965		2.0519145		1.0807714		0.4711547		0.85778093		1.2667556		-0.23703957		0.25747728		1.3391924		1.0369706		0.1120615		No		Yes		Yes		U35_44k_v1_17595		LOC_Os06g37620.1		ref|NP_680448.1| e-142  protein kinase family protein [Arabidopsis thaliana]		LOC_Os06g37620.1 1e-109 ATP binding protein putative expressed		GAATACTTTCCAAGATCACATATATCTTTCGGGATACAAATTTGTTTTTCTCTCGCTTGG		17382		AT5G57035.1

		15920		CUST_25197_PI390587928		15.079678		14.466498		13.797077		14.058866		15.036667		14.91856		14.931296		14.761935		15.17464		15.297536		14.988872		14.29379		-1.0302616		1.3679937		2.1949973		1.627965		1.0680374		1.7789643		2.2843668		1.176845		0.09496212		0.45206165		1.1342192		0.7030697		-0.04301071		0.8310375		1.1917944		0.23492432		No		Yes		Yes		U35_44k_v1_15920		LOC_Os02g53200.2		gb|EAZ04192.1| e-116  hypothetical protein OsI_025424 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35350.3 1e-118 hydrolase hydrolyzing O-glycosyl compounds putative expressed		GTACGTGTACTCCGAATACCCTAGCTACGTATGTAATCAAGTAAATAAGTATTCTCTTTT		None		AT2G05790.1

		7208		CUST_24510_PI390587928		5.684728		5.785876		5.63138		5.277474		5.1477585		5.013822		4.472368		4.9944625		5.366958		4.68465		4.588686		5.1586905		-1.4509217		-1.7076991		-2.233045		-1.216732		-1.2464025		-2.145369		-2.060071		-1.0858189		-0.31777		-0.7720537		-1.1590123		-0.28301144		-0.53696966		-1.1012259		-1.0426941		-0.118783474		No		Yes		Yes		U35_44k_v1_7208		LOC_Os09g38540.1		ref|NP_001063907.1| 1e-47  Os09g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38540.1 3e-49 blue copper protein precursor putative expressed		TCGAGTATCAGTAGAATGTACTGTACTCATGAATGACCACGGCAGTTGCACTTCAAAAAA		17571		AT5G15350.1

		36348		CUST_40783_PI390587928		9.614785		9.997154		9.14621		8.968621		9.434965		9.519597		10.262518		10.65628		9.73795		9.535378		9.744868		9.105096		-1.1327426		-1.392384		2.167915		3.2213342		1.0891217		-1.377236		1.5143079		1.0992157		0.12316513		-0.47755718		1.1163082		1.6876583		-0.17982006		-0.46177578		0.59865856		0.13647461		No		Yes		Yes		U35_44k_v1_36348		-		ref|XP_383860.1| 8e-89  hypothetical protein FG03684.1 [Gibberella zeae PH-1]		No hits found		GAAATCAGATGCTCAATAAAGACTAGTATTTCCTAATGGCATTGCGCTCTCCTATCTGGA		7437		0

		35478		CUST_20867_PI390587928		8.999722		9.882417		8.217308		10.018694		9.836635		12.337283		12.262105		12.603742		10.316165		11.895458		11.603512		9.363209		1.7862241		5.4826236		16.504608		6.0003543		2.4905138		4.0363226		10.455599		-1.5751456		1.3164434		2.4548664		4.044797		2.5850477		0.8369131		2.0130415		3.3862038		-0.65548515		Yes		Yes		Yes		U35_44k_v1_35478		-		No hits found		No hits found		GGAGCTTAGGATATACTGTATAATATACTCCCTCTCTATCACAATACTTATAGTTGTGGG		36240		0

		7671		CUST_11075_PI390587928		8.804288		8.779369		8.695718		8.618466		8.823544		8.439105		7.591642		7.9314866		8.781354		8.517147		7.8580585		8.603711		1.0134364		-1.2659885		-2.1496115		-1.6099097		-1.0160236		-1.1993247		-1.7871484		-1.01028		-0.02293396		-0.34026432		-1.1040759		-0.6869798		0.019255638		-0.2622223		-0.83765936		-0.014755249		No		Yes		Yes		U35_44k_v1_7671		LOC_Os05g50970.1		gb|EAY74982.1| 3e-63  hypothetical protein OsI_002829 [Oryza sativa (indica cultivar-group)]		LOC_Os05g50970.1 1e-60 catalytic/ protein phosphatase type 2C/ protein serine/threonine phosphatase putative expressed		AGCTTATACTTCCTCCGTTCTTAAATACAAGTCTTTTAAGAGATTTCACTGGGAAACTAC		17128		AT5G53140.1

		21900		CUST_39953_PI390587928		5.23559		5.9160523		6.1330457		5.4459004		4.678709		5.0943036		4.755775		4.6517754		4.2237105		4.464029		4.6459885		5.0368443		-1.4710853		-1.7675472		-2.5977645		-1.7340255		-2.0165365		-2.7359152		-2.8031662		-1.3278168		-1.0118794		-0.82174873		-1.3772707		-0.7941251		-0.55688095		-1.4520235		-1.4870572		-0.4090562		Yes		Yes		Yes		U35_44k_v1_21900		LOC_Os06g03640.2		ref|NP_001056659.1| 1e-19  Os06g0126500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g03640.2 3e-21 protein binding protein putative expressed		AAAGCTAGCCAGCTTTAACTTACAGCTGCAAAGCGCGCCAATTCAGGGGGCGGCATGCTG		49328		AT5G52060.1

		21671		CUST_37656_PI390587928		10.564721		9.328137		10.538827		10.82204		10.282055		8.81861		7.87599		9.457316		10.001126		8.638692		8.854877		10.229634		-1.2164409		-1.4235836		-6.3327713		-2.5752692		-1.4779472		-1.6126635		-3.2130635		-1.5077585		-0.5635948		-0.5095272		-2.662837		-1.3647232		-0.2826662		-0.6894455		-1.6839495		-0.5924053		Yes		Yes		Yes		U35_44k_v1_21671		LOC_Os01g65660.2		gb|EAY76696.1| 6e-48  hypothetical protein OsI_004543 [Oryza sativa (indica cultivar-group)]		LOC_Os01g65660.2 5e-49 AAP8 putative expressed		CCATTGGCCTGTTTCTACTACCTCTCTAAATAAACTTGCAAGAATGACTAACATGTAAAA		16611		AT1G58360.1

		48126		CUST_26048_PI390587928		13.672604		13.650703		13.842311		14.549403		13.234706		13.437831		12.634183		13.461591		12.925326		13.140222		12.903422		14.157959		-1.3546289		-1.1589935		-2.3103764		-2.125515		-1.6786219		-1.4245259		-1.9170507		-1.3117058		-0.74727726		-0.2128725		-1.208128		-1.0878124		-0.43789768		-0.51048183		-0.93888855		-0.3914442		No		Yes		Yes		U35_44k_v1_48126		LOC_Os12g39620.5		gb|ABG22067.1| 3e-07  Leucine Rich Repeat family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39620.5 4e-09 disease resistance protein putative expressed		GGCTCCCCATGTACAAATGATGGGTATATGTTTCCCTGTTTAAATGCAGGATGGGTAGTC		11234		0

		16313		CUST_7851_PI390587928		11.992592		12.296624		11.9385605		12.808721		12.249461		12.390777		13.320602		13.001979		12.292007		12.406406		12.91233		12.9390745		1.194883		1.0674381		2.60637		1.143343		1.2306458		1.0790653		1.9639649		1.0945622		0.2994156		0.09415245		1.3820419		0.19325829		0.25686932		0.10978222		0.9737692		0.13035393		No		Yes		Yes		U35_44k_v1_16313		LOC_Os02g11840.2		ref|NP_001046264.1| 6e-13  Os02g0209100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11840.2 1e-14 coatomer subunit beta putative expressed		CACAGTTATCGGATGTGGTGGGGGCTCTGTATCTCCACTGTACAAGTTTGTTTGAAAAAA		6462		0

		9950		CUST_39147_PI390587928		6.3509974		6.598267		7.315574		6.577617		6.0601525		5.986091		5.953881		6.077095		5.7608705		5.5937247		5.8574557		6.3018556		-1.2233565		-1.5285629		-2.5698664		-1.4147255		-1.5053792		-2.006307		-2.747498		-1.210633		-0.590127		-0.61217594		-1.3616934		-0.50052214		-0.29084492		-1.0045424		-1.4581184		-0.2757616		No		Yes		Yes		U35_44k_v1_9950		LOC_Os02g56200.2		ref|NP_001048444.1| 9e-99  Os02g0805800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56200.1 1e-100 ATATH8 putative expressed		CCTTCCTTCTGTATTGAGGGACATCTATATTCTACGCCTTGGGCTTTCTTTTGTGAGGAA		20238		AT2G39190.2

		47561		CUST_40977_PI390587928		8.724625		8.685032		7.835212		8.837884		9.313284		9.133979		10.175744		9.103814		9.661519		9.69506		9.837478		9.014117		1.5038486		1.3650435		5.0648932		1.202411		1.9144028		2.01395		4.006286		1.1299299		0.9368944		0.44894695		2.3405318		0.26593018		0.5886593		1.0100279		2.0022655		0.17623329		Yes		Yes		Yes		U35_44k_v1_47561		LOC_Os11g01300.1		ref|NP_001065241.1| 1e-15  Os12g0103300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01260.1 3e-17 protein transport protein Sec61 beta subunit putative expressed		GAGATCATCACAAGTGTGTGTTTCTTGGGGATTGGGGCACAGTTTTGCTTGTCTGAGAAA		48716		AT5G60460.1

		27764		CUST_10345_PI390587928		7.226933		7.2009735		7.691652		7.5989685		6.550766		6.7581496		5.9084487		5.67203		6.2496066		6.462471		6.702812		7.289205		-1.5978888		-1.3592623		-3.441895		-3.8024745		-1.9688134		-1.6684431		-1.9845881		-1.2395045		-0.9773264		-0.4428239		-1.7832031		-1.9269385		-0.676167		-0.7385025		-0.9888396		-0.30976343		Yes		Yes		Yes		U35_44k_v1_27764		-		No hits found		LOC_Os02g20720.1 5e-04 speckle-type POZ protein putative		GTGTAATTGTACTTCCTCCGTTCGAAAATACTTGTCTTAGGAATGAATGAATCTAGACTT		25027		0

		40995		CUST_35311_PI390587928		6.070455		7.497045		9.004555		9.132557		5.5767837		6.4454284		7.310331		8.138541		4.9195404		5.207767		7.9198165		8.779954		-1.4080235		-2.0728514		-3.2360275		-1.9917212		-2.2205462		-4.8881145		-2.1209908		-1.2768623		-1.1509147		-1.0516167		-1.6942239		-0.9940157		-0.49367142		-2.289278		-1.0847383		-0.35260296		Yes		Yes		Yes		U35_44k_v1_40995		-		No hits found		No hits found		ATGCCCTTAAGCTGGAAATAATGGGGTATCATACATTTGAAACTAGCAAACATACTAATG		26639		0

		7771		CUST_5804_PI390587928		2.2799203		2.0133712		3.5231287		2.0016425		2.4319146		1.822512		1.7746178		2.0544832		1.8725033		4.0371833		1.7163982		1.6976398		1.1111042		-1.1414433		-3.3601158		1.0373054		-1.3263091		4.066569		-3.4984856		-1.2345649		-0.40741706		-0.1908592		-1.748511		0.05284071		0.15199423		2.023812		-1.8067305		-0.30400264		No		Yes		Yes		U35_44k_v1_7771		LOC_Os03g41419.1		emb|CAA64599.1| e-109  serpin [Hordeum vulgare subsp. vulgare]		LOC_Os03g41419.1 2e-86 serpin family protein expressed		CAACTGTTACATATATGCAAAGGGTTTCAACAATTGATAATGCCGCCCGTAAAATAAATC		16615		AT1G47710.1

		8102		CUST_41543_PI390587928		7.7207055		7.09775		6.483663		6.603946		8.280286		8.005668		7.4285245		6.7085633		8.624176		9.234563		8.091279		7.657293		1.4738405		1.8763351		1.925004		1.075209		1.8705604		4.3978934		3.0474782		2.0753384		0.9034705		0.9079175		0.9448614		0.10461712		0.5595803		2.1368127		1.607616		1.0533466		Yes		Yes		Yes		U35_44k_v1_8102		LOC_Os04g35410.1		gb|EAY94188.1| 1e-38  hypothetical protein OsI_015421 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35410.1 7e-40 expressed protein		GTATGCGGTGTTGGCATTGTTTAACACCTCAAAAGATCTTGGCAAAATAATAACAAACTT		20598		AT1G34320.1
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		2920		CUST_17755_PI390587928		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		-1.504481		-2.2349226		1.5466478		2.2170591		-0.5892658		-1.1602249		0.62914467		1.1486473		NA		0.009866781		NA		0.009786529		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		GAGTTTGTTTTGGCGCCACCTTTTTCATTCCCATGCGTCAGTCCACTGTTTCGTTCGTCC		6992		AT4G34710.2

		1017		CUST_8910_PI390587928		6.45277		7.060332		6.515072		6.0328174		5.9877152		6.672432		5.3726106		4.9500732		5.6465797		6.1751423		5.95315		6.0025787		1.2667532		1.4115592		-1.495408		-2.0741289		0.3411355		0.49728966		-0.5805392		-1.0525055		NA		NA		NA		0.014505357		U35_44k_v1_1017		LOC_Os02g20940.1		ref|NP_001046657.1| 1e-21  Os02g0313500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g20940.1 4e-23 cytochrome c oxidase assembly protein COX19 putative expressed		CGGCAAGTTCTACACTCAGGCTAGATTATTAACGTGGAATACCTCGTATATTCTTTTACT		17211		AT1G66590.2

		25629		CUST_18657_PI390587928		7.3387694		8.056699		4.6312537		6.928602		7.7868137		10.91111		9.972161		11.067018		8.26934		10.716381		8.741117		5.603197		-1.3971877		1.1445091		2.3473692		44.134056		-0.48252583		0.19472885		1.2310448		5.4638205		NA		NA		NA		0.0037675034		U35_44k_v1_25629		LOC_Os03g32230.1		gb|AAP51130.1| 2e-47  C2H2-type zinc finger protein ZFP36 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g32230.1 8e-49 zinc-finger protein 1 putative expressed		CGATTAGGTATCCCCTTCATTTGTTCATCCTTTGTTGTATTTATTACAAAGACGCAAAGA		21793		AT5G43170.1

		16984		CUST_23742_PI390587928		15.341292		15.506816		15.107596		15.921796		15.082958		15.340808		13.350034		14.023055		14.805909		14.569005		13.927738		15.279419		1.2117139		1.7074021		-1.4924725		-2.388929		0.27704906		0.7718029		-0.5777044		-1.2563639		NA		NA		NA		0.0012952465		U35_44k_v1_16984		LOC_Os02g48900.2		ref|NP_001047956.1| 0.0  Os02g0720900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48900.1 0.0 aspartic proteinase nepenthesin-1 precursor putative expressed		CACGTAGCCAGGATATGTGAAATACCTTGTGTCATGTAAATTTTTGGCAAGTACTAGTGA		9000		AT5G10770.1

		5221		CUST_3728_PI390587928		8.1919985		7.51322		8.521217		8.024209		8.935363		8.167404		10.89062		9.591382		9.587006		10.19899		10.669316		9.480989		-1.570956		-4.0885396		1.1657867		1.0795219		-0.6516428		-2.0315857		0.22130394		0.11039257		NA		0.023066886		NA		NA		U35_44k_v1_5221		LOC_Os04g33860.1		gb|EAY94057.1| 1e-29  hypothetical protein OsI_015290 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33860.1 2e-31 expressed protein		GCATAGGACCAGACTTCTTCTCTTCTGTTTCTTACTTTCAAGACAAGAAAAGTTTACCCC		11232		AT5G06270.1

		23570		CUST_16686_PI390587928		4.003894		5.546198		4.2951064		4.2093596		4.453769		6.445921		8.3260565		7.4159164		5.301284		6.3866677		6.883744		4.14385		-1.7993984		1.0419263		2.7175615		9.660291		-0.8475146		0.059253216		1.4423127		3.2720666		NA		NA		0.0011330149		0.0014457678		U35_44k_v1_23570		LOC_Os01g50100.1		dbj|BAB85651.1| 4e-09  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-07 multidrug resistance protein 4 putative expressed		AACTCTTGTCATGCTAACATCACTACCACTGATTGCTATCGCTGGTGCAGTGTCTTCACA		20504		0

		43362		CUST_5470_PI390587928		5.9784904		6.421435		4.9644613		4.3833137		7.748211		7.632919		11.864471		10.260854		8.883149		9.5132675		10.788078		5.8151355		-2.1960917		-3.6816404		2.1087575		21.791872		-1.1349382		-1.8803487		1.0763931		4.4457183		NA		NA		NA		8.40E-04		U35_44k_v1_43362		-		gb|EAY79285.1| 5e-07  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 8e-09 glutathione S-transferase GSTU6 putative expressed		GCCACATCAAACTATTTTGTTTCAAAAGATCAGCGCTATGCTTTTCTCGTTGAAATTGTA		39931		0

		48652		CUST_19404_PI390587928		4.9189076		4.159844		4.7913475		4.1637154		4.64787		5.2982516		4.2212563		5.7392144		3.9860413		4.955234		4.5945945		4.182095		1.5820868		1.2684069		-1.2953466		2.942657		0.66182876		0.34301758		-0.37333822		1.5571194		NA		NA		NA		0.0050045657		U35_44k_v1_48652		LOC_Os02g36340.2		gb|EAY86376.1| 8e-25  hypothetical protein OsI_007609 [Oryza sativa (indica cultivar-group)]		LOC_Os02g36340.2 2e-26 riboflavin biosynthesis protein ribAB chloroplast precursor putative expressed		CATCCTTGCCATTATACTAGAAGTCACATAGCATTCTCTTGATGTATTCCAGGAGTCATG		50623		AT5G64300.1

		20976		CUST_26314_PI390587928		3.4988225		4.2664185		2.9145954		2.7222729		2.663092		5.310496		7.4961867		7.0806355		2.0463462		5.286596		6.3523307		3.557462		1.5334123		1.0167042		2.2097085		11.496904		0.6167457		0.023900032		1.143856		3.5231736		NA		NA		1.51E-04		0.004202661		U35_44k_v1_20976		LOC_Os03g52910.1		ref|NP_001051216.1| 1e-77  Os03g0739700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52910.1 3e-79 uncharacterized UPF0114 domain containing protein expressed		AGTTAGCACTTAGCAAAGCAAGAAATAGTAGTAGTAGTAGTAGAAAAGCCAAAACCTGTG		14054		AT4G19390.1

		17422		CUST_11600_PI390587928		5.8111725		4.8397593		5.0924363		5.6734295		6.1860104		6.781154		8.045915		7.2217693		6.6416755		7.5391254		7.5301666		5.4967475		-1.3714149		-1.691111		1.4297353		3.3058512		-0.4556651		-0.7579713		0.515748		1.7250218		NA		NA		NA		0.009802801		U35_44k_v1_17422		LOC_Os06g41770.1		ref|NP_001058100.1| 2e-68  Os06g0622700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 3e-70 bZIP transcription factor protein putative expressed		AGTTCACCAGTGAACTCACAAGTGAATGGCCACAAAATCTTGAGAGTAGTTGTCAAAAAA		9431		AT1G42990.1

		8054		CUST_8466_PI390587928		4.782291		5.928087		3.2571008		2.8860552		6.822256		9.108542		7.1750474		6.3129086		7.551045		7.7448673		6.50672		2.9233541		-1.6572472		2.5733988		1.5892293		10.479911		-0.72878885		1.3636751		0.66832733		3.3895545		NA		NA		NA		0.007053652		U35_44k_v1_8054		LOC_Os08g42800.1		dbj|BAD34435.1| 5e-06  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g34020.1 1e-07 expressed protein		GGTGCTGCTGATATGAGATACTAGTGAACTAATCAATACAAAGGTCAATGATCACAATTT		16935		0

		41367		CUST_2661_PI390587928		2.188239		2.3015769		3.2734268		2.5887082		10.970467		9.733293		9.374367		11.919098		2.0790243		1.9631705		2.0962114		3.1193018		474.8876		218.293		155.21835		445.6589		8.891442		7.770122		7.2781553		8.799796		6.66E-05		0.0012226427		5.12E-04		9.23E-04		U35_44k_v1_41367		-		No hits found		No hits found		GAACTGAGTGTACAAATATAATATAGACGAGTGGCAATCGAATAGAGTCGAAAATTTTCC		36331		0

		1		CUST_37069_PI390587928		7.903975		7.295735		7.4013324		7.257746		8.919572		8.4315605		12.291785		9.076737		9.499894		9.059365		11.159286		7.4054217		-1.4951832		-1.5452119		2.1923828		3.1850493		-0.58032227		-0.62780476		1.1324997		1.6713157		NA		NA		NA		0.006747056		U35_44k_v1_1		-		No hits found		No hits found		GCCGTCACCGAGTCTTGCCACTTTTGTTTGTTCGACATTCTTTTTTGTCTTGTTGTATCT		14743		0

		48492		CUST_39447_PI390587928		4.3152423		4.5374866		2.13986		3.4401493		4.825767		5.2194457		7.140222		7.066055		4.452559		4.6541743		6.8138294		4.3953395		1.2952298		1.4796658		1.2538742		6.3674483		0.37320805		0.5652714		0.32639265		2.6707153		NA		NA		NA		0.0062856087		U35_44k_v1_48492		LOC_Os05g37130.5		gb|AAU90103.1| 1e-26  putative glycoside hydrolase [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37130.5 4e-28 glucan endo-13-beta-glucosidase 7 precursor putative expressed		TTCTGTTACTGGGTAAGCTTGGCTTGATTCTTGGCCATATCATTATTTAATTTAGATGCT		50319		AT5G55180.2

		1321		CUST_36906_PI390587928		8.2418785		8.433259		7.2190948		7.474705		8.585427		8.51146		8.409054		9.606965		8.421075		8.515114		8.339389		8.572706		1.1206629		-1.0025356		1.0494729		2.0480611		0.16435242		-0.0036535263		0.069664955		1.0342588		NA		NA		NA		8.65E-04		U35_44k_v1_1321		LOC_Os06g05120.2		gb|ABL85054.1| 2e-09  hypothetical protein 57h21.29 [Brachypodium sylvaticum]		LOC_Os06g05120.2 2e-10 expressed protein		AATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTGGAGATGAGTTTCCTTTTCAAAAAA		4032		0

		19740		CUST_9454_PI390587928		12.364006		12.157456		11.548172		12.430093		13.317219		13.861844		15.170319		14.305287		13.924957		14.18074		14.714516		12.967102		-1.5238686		-1.2473758		1.3715459		2.528331		-0.6077385		-0.3188963		0.45580292		1.3381853		NA		NA		NA		0.010028296		U35_44k_v1_19740		-		gb|EAZ08195.1| 4e-53  hypothetical protein OsI_029427 [Oryza sativa (indica cultivar-group)]		LOC_Os09g04339.1 2e-54 expressed protein		CGACTTGTGGGGCAAGCCAGATTGTTCTAATATATACTCTTTTTAAAGGTTTTCATTAAG		13632		0

		50709		CUST_12757_PI390587928		10.48079		9.276927		8.299844		8.893616		11.64967		11.366974		12.105876		12.115379		12.525701		12.397205		11.6839905		10.030763		-1.835319		-2.042352		1.3396772		4.241624		-0.8760309		-1.0302315		0.4218855		2.0846167		NA		NA		NA		0.008086799		U35_44k_v1_50709		-		gb|AAS93431.1| 4e-31  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os01g66510.1 3e-05 MLO-like protein 1 putative expressed		AAGGTTCCTATAGAAACAATTTCGGCAAGTGTACAAATATCTTTTTGGCCAGCACAAATA		41006		0

		44467		CUST_3491_PI390587928		4.5864162		4.909602		2.4721756		3.8854797		5.6832585		5.5200386		6.6497765		5.840221		5.6567607		5.830275		6.161724		4.413547		1.0185366		-1.239911		1.4025501		2.6882622		0.02649784		-0.31023645		0.48805237		1.4266739		NA		NA		NA		0.012097083		U35_44k_v1_44467		LOC_Os01g07870.1		sp|Q8VZZ4|MRP8_ARATH 2e-12  Multidrug resistance-associated protein 8 (Glutathione S-conjugate-transporting ATPase 8) (ATP-energized glutathione S-conjugate pump 8)		LOC_Os01g07870.1 3e-14 multidrug resistance-associated protein 3 putative expressed		AGGAAGAATGAGCTGAATCTTGACTCACCAGTGATCGATAACGGATAGAACTGTAGCGTG		42216		AT3G13090.1

		38753		CUST_19733_PI390587928		6.589417		6.785518		7.0401254		7.1222134		6.003479		6.3422623		5.521009		5.433268		5.2165704		5.2980275		5.8856015		7.002032		1.7253734		2.062272		-1.2875179		-2.966504		0.7869086		1.0442348		-0.36459255		-1.5687637		NA		0.033825133		NA		0.010135112		U35_44k_v1_38753		LOC_Os03g17470.1		gb|ABF95327.1| 4e-50  IN2-1 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17470.1 9e-52 IN2-1 protein putative expressed		CTTACATCTTGGCGTCAGTTCGTGTTATCTTCCAATCCACACAAAAACTTACGCGCTAAT		3294		AT3G55040.1

		48485		CUST_8511_PI390587928		11.70903		11.440093		11.3986635		12.148313		11.683857		11.470798		10.626929		10.7457285		11.602782		11.448218		10.7588		11.87132		1.0578058		1.0157738		-1.0957133		-2.1819096		0.081074715		0.022579193		-0.13187027		-1.1255913		NA		NA		NA		0.0053362823		U35_44k_v1_48485		LOC_Os07g03860.1		gb|EAZ28732.1| 1e-48  hypothetical protein OsJ_012215 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03880.1 2e-50 lectin-like receptor kinase 7 putative expressed		CGTGTATTCCAGTGAGTCATCTTCCTGTAACATACTGCCAGTGTAATAAATCACTAGATT		50308		AT2G37710.1

		50645		CUST_40749_PI390587928		4.986712		4.935452		4.9467397		5.1239834		4.408358		3.9571378		3.7449837		3.073064		4.4816933		4.9501514		4.203742		4.6881065		-1.0521462		-1.9903382		-1.3743585		-3.0632062		-0.07333517		-0.9930136		-0.45875835		-1.6150424		NA		NA		NA		0.022463392		U35_44k_v1_50645		-		gb|EAY96583.1| 6e-22  hypothetical protein OsI_017816 [Oryza sativa (indica cultivar-group)]		LOC_Os05g05950.1 2e-23 TOC159 putative expressed		GCAATTTTCCTAATCTCTTAGACCGAGAGTCTGTATCACTTTCATTTTTCCCTCTCTGCC		52913		AT4G02510.1

		18460		CUST_24162_PI390587928		5.943319		6.235005		5.1319413		4.715733		5.5851054		6.782486		7.991122		8.279292		6.0412917		5.884065		7.0775337		3.848954		-1.3719105		1.8640245		1.8837246		21.560787		-0.4561863		0.8984208		0.91358805		4.430338		NA		NA		NA		9.59E-04		U35_44k_v1_18460		LOC_Os08g04540.1		dbj|BAD11769.1| 0.0  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 0.0 aromatic-L-amino-acid decarboxylase putative expressed		AGGGTCTATATATATAGCAGGCCGGCACCAAAGAAGTTTCTTATATTGAATAAACATGAG		11623		AT2G20340.1

		48238		CUST_32280_PI390587928		5.210481		5.4662037		5.1280932		3.0085652		6.6439843		6.5046144		6.37631		4.6501937		7.461183		8.293044		6.791168		4.094466		-1.7619815		-3.454387		-1.3331678		1.4699097		-0.81719875		-1.7884297		-0.41485834		0.5557275		NA		0.0043530706		NA		NA		U35_44k_v1_48238		LOC_Os01g10960.1		ref|NP_001042351.1| 8e-14  Os01g0207600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10960.1 1e-15 peptide-N4-asparagine amidase A putative		AACTTCAAGAGATTCCGGGTTTGAAACGTCAACCTTTTCCCTTTGAAGAACAGATTGTTG		33571		0

		43623		CUST_40500_PI390587928		3.9085624		3.3961856		4.054719		4.1624675		3.5068429		2.9162686		3.505151		2.322893		3.0956066		3.149472		3.3808174		4.072926		1.3298249		-1.1754421		1.0900041		-3.363663		0.4112363		-0.23320341		0.12433362		-1.7500331		NA		NA		NA		0.0080657685		U35_44k_v1_43623		LOC_Os03g53890.1		ref|NP_001051279.1| 4e-10  Os03g0749900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53890.1 1e-11 expressed protein		TGTTGTTGGTGCAAAGTCAAAAGTGCTTGGAAAAGGTTGCCAAAACGGTTTCCTTCCTCG		40523		0

		41493		CUST_26972_PI390587928		8.741569		8.389142		8.151494		9.251175		9.306205		10.370446		9.813527		10.032397		9.588688		10.005435		9.438727		8.608654		-1.2162865		1.2878916		1.2966596		2.682807		-0.2824831		0.36501122		0.37479973		1.4237432		NA		NA		NA		0.018677505		U35_44k_v1_41493		LOC_Os05g39720.1		gb|AAD32677.1|AF140554_1 9e-67  DNA-binding protein WRKY1 [Avena sativa]		LOC_Os05g39720.1 6e-63 OsWRKY70 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		AGAAGGTGGTCAAGGGCAACCCAAACCCGAGGAGCTACTACAAGTGCACGACGCCGAATT		13270		AT2G38470.1

		15342		CUST_28731_PI390587928		5.803343		5.3838162		5.9866433		4.6557717		6.60249		7.789806		8.596382		5.799912		7.292501		9.048286		8.353297		4.262694		-1.6132958		-2.3924363		1.1835207		2.902343		-0.690011		-1.2584805		0.24308491		1.5372181		NA		0.0051737833		NA		NA		U35_44k_v1_15342		LOC_Os05g36100.1		ref|NP_001055650.1| 3e-25  Os05g0437100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36100.1 5e-27 DNA binding protein putative expressed		ATCAGACACATACCTTTTCAGAGAAAATGGAAGAAGGTTGGTCACGCTTGGGCAAGCAAA		2481		AT5G50080.1

		11461		CUST_32215_PI390587928		4.0108147		3.2464924		2.9065807		2.4068139		5.396393		5.6733956		5.691164		2.7364533		6.090597		7.3760257		5.6340528		1.782412		-1.6179918		-3.254938		1.0403805		1.9372917		-0.69420433		-1.70263		0.057111263		0.95404124		NA		0.008902957		NA		NA		U35_44k_v1_11461		LOC_Os12g38610.1		gb|EAY83613.1| 3e-93  hypothetical protein OsI_037572 [Oryza sativa (indica cultivar-group)]		LOC_Os12g38610.1 6e-95 lectin-like receptor kinase 7 putative expressed		TCCTCTGGTCAGTGGATCAACATGTGCAGTGCACTGGAACAAGTGTTGTCCGGGCCCTCT		11850		AT3G55550.1

		18484		CUST_34018_PI390587928		9.379882		9.703174		8.167043		9.187452		11.396389		11.952752		12.717194		11.748475		11.767006		13.342238		12.844219		11.204219		-1.2929056		-2.6198537		-1.09204		1.4582683		-0.3706169		-1.3894863		-0.1270256		0.5442562		NA		0.0045805066		NA		NA		U35_44k_v1_18484		LOC_Os04g57200.1		emb|CAO39642.1| 9e-17  unnamed protein product [Vitis vinifera]		LOC_Os04g57200.1 6e-18 metal ion binding protein putative expressed		GAATGGAATCACAGTGTGTCGAAAGGTCAAATACAACTGCTTACTTGGATTTTTCAAAAA		9575		AT1G01490.2

		27000		CUST_18837_PI390587928		7.278712		7.0438533		6.7959104		6.132278		6.7430463		6.4608574		5.329527		4.9124775		6.6959786		6.373815		5.6088424		6.1313195		1.0331628		1.0621903		-1.2136189		-2.327598		0.047067642		0.08704233		-0.27931547		-1.218842		NA		NA		NA		0.046081886		U35_44k_v1_27000		LOC_Os11g06910.3		gb|EAY80101.1| 3e-32  hypothetical protein OsI_034060 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06910.3 7e-34 coiled-coil protein putative expressed		TGCAGATGCTTAGTAGTAGTGCACTGCACGTGCACTAAAATGTTACCCAGGACTAAAAAA		50249		0

		37401		CUST_38728_PI390587928		12.488805		12.434799		11.945282		11.530894		12.604518		12.270762		14.0182495		16.147535		12.711559		12.050717		13.641368		11.339253		-1.0770173		1.16477		1.298532		28.017996		-0.10704136		0.22004509		0.3768816		4.808282		NA		NA		NA		8.65E-04		U35_44k_v1_37401		LOC_Os08g02630.1		gb|AAS49905.2| 6e-29  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os08g02630.1 5e-15 photosystem II core complex proteins psbY chloroplast precursor putative expressed		GTACGCTGTTTATCGTCACTGTGTTTTCTCTCTCGACAAAAAGCTGGTGTTGCTTGTTGA		2243		AT1G67740.1

		23021		CUST_30294_PI390587928		6.2357163		5.8058605		5.004534		6.548561		6.033216		6.485701		10.192799		10.522159		6.408938		7.457949		8.354091		7.477244		-1.2974887		-1.9618953		3.5768955		8.252977		-0.37572193		-0.9722481		1.8387079		3.0449147		NA		NA		0.001103084		7.46E-04		U35_44k_v1_23021		LOC_Os01g37630.1		ref|NP_001043328.1| 3e-96  Os01g0557100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g37630.1 6e-98 esterase PIR7B putative expressed		TCTAGTACTATTGAAATGTGAATCCAGATGTACCGCACACGTGGGCTCTTTCTTTCAATG		19003		AT2G23620.1

		11772		CUST_30177_PI390587928		5.057951		5.842857		6.1390615		5.1470313		5.4432044		5.1812863		5.557512		6.3552723		5.041181		4.5616794		5.123656		4.737545		1.3213598		1.5364566		1.3508393		3.068912		0.40202332		0.619607		0.433856		1.6177273		NA		NA		NA		0.0018301301		U35_44k_v1_11772		LOC_Os03g48310.1		gb|EAY84050.1| 0.0  hypothetical protein OsI_038009 [Oryza sativa (indica cultivar-group)]		LOC_Os12g44150.2 0.0 plasma membrane ATPase 1 putative expressed		TTTTCACAACTGGGGTGGTGCTTGGCGGATACTTGGCAATGATGACTGTCATTTTCTTCT		22490		AT5G62670.1

		23655		CUST_23359_PI390587928		2.4983644		2.3249266		2.4414604		3.2535098		2.289645		5.210936		4.687678		5.2217903		3.0153162		3.5288155		4.3317437		3.5278122		-1.65367		3.2089927		1.279814		3.2354763		-0.7256713		1.6821206		0.35593414		1.6939781		NA		0.017332083		NA		NA		U35_44k_v1_23655		LOC_Os01g20910.1		dbj|BAD45455.1| 3e-14  ring-H2 zinc finger protein-like [Oryza sativa Japonica Group]		LOC_Os01g20910.1 2e-15 RING-H2 finger protein ATL2L putative expressed		TGTTTTGTTGGGTGTGCAGCACTGCAGCTACGTACGATCTAGTACGTGCCGTGGCCATGG		20600		0

		22072		CUST_39309_PI390587928		8.608838		7.7594395		5.5808697		8.019742		11.24139		10.301774		11.088051		11.998082		11.889352		10.444844		10.227525		8.233331		-1.5669527		-1.1042526		1.8157003		13.592618		-0.6479616		-0.14307022		0.8605261		3.7647514		NA		NA		5.32E-05		0.008086799		U35_44k_v1_22072		LOC_Os08g29570.1		gb|EAZ42586.1| 7e-80  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 1e-81 PDR-type ABC transporter 1 putative expressed		TTTGTAGTTTGTATTGGTTCCTATAGGTACATATGTGCTCGGCACGTCGCATATTCTTTT		19587		AT1G15520.1

		1500		CUST_29254_PI390587928		11.311101		11.5410385		11.841084		12.485818		11.728131		11.338895		12.870983		13.460952		11.495954		11.17305		12.240214		12.039592		1.1746067		1.1218228		1.5483899		2.6783788		0.23217773		0.16584492		0.6307688		1.42136		NA		NA		0.0053063696		0.005796228		U35_44k_v1_1500		LOC_Os06g33710.4		ref|NP_001057773.1| e-112  Os06g0528600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g33710.4 1e-114 spermidine synthase 1 putative expressed		TTCCACTGAAAAGGAGAAACTGGAGAAGCCAACGGCGAAACCAGTGAAGATGAAGGTAAT		4092		AT5G53120.5

		7107		CUST_19213_PI390587928		8.159862		7.7645035		6.622462		7.231543		7.9866567		8.628427		9.356113		9.187377		8.48701		8.546779		8.479195		7.1486683		-1.41456		1.0582261		1.8364489		4.108776		-0.50035334		0.08164787		0.8769188		2.0387087		NA		NA		NA		0.007326881		U35_44k_v1_7107		LOC_Os09g36320.1		ref|NP_001063770.1| e-111  Os09g0533600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36320.1 1e-113 serine/threonine-protein kinase NAK putative expressed		AATGCAGCCCATATAGTTGGATATCATACTCTGAAGGTATGACATGCTTCTTCCTTCAAA		17408		AT5G47070.1

		50831		CUST_25904_PI390587928		7.128231		7.9352245		8.863725		8.274407		6.680513		7.303945		7.4067		7.0557303		6.1974053		6.5911827		7.4726157		8.092778		1.3977512		1.6389393		-1.046749		-2.0520244		0.48310757		0.71276236		-0.065915585		-1.0370479		NA		NA		NA		0.01732937		U35_44k_v1_50831		LOC_Os09g34110.2		gb|EAZ45371.1| 3e-60  hypothetical protein OsJ_028854 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g34110.2 5e-62 expressed protein		AAGAAGGAAACAGTGAAACCAAAGGCCAGACCTGCTCGTGTAAGATCAACACCTTCATCT		None		AT1G08760.1

		26015		CUST_1681_PI390587928		10.737007		11.008914		11.431625		11.743112		10.167835		10.597674		10.352855		10.728446		9.563516		10.370911		10.6935625		11.946239		1.5202615		1.170207		-1.2663777		-2.325907		0.6043196		0.22676373		-0.34070778		-1.2177935		NA		NA		NA		0.002091661		U35_44k_v1_26015		LOC_Os01g13930.1		ref|NP_001042550.1| 5e-14  Os01g0241000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g13930.1 1e-15 expressed protein		ATGCTCTCCCATGATCGATTTCTGGAATAAAAACCTGTGGAAATCACCCTATTCAAAAAA		38855		0

		20587		CUST_17543_PI390587928		11.37286		10.001964		7.5541005		8.2504425		10.674951		9.966545		7.7991614		7.203322		10.305566		9.551976		8.126419		8.494992		1.2918018		1.3329003		-1.2546263		-2.4481132		0.36938477		0.4145689		-0.32725763		-1.2916703		NA		NA		NA		0.0061276886		U35_44k_v1_20587		LOC_Os04g57560.1		ref|NP_001054219.1| e-175  Os04g0671300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57560.1 1e-177 lysine-specific histone demethylase 1 putative expressed		GAATAACATGCGGACTTTCCCTCTGATTTCATCACTGTTGGTCTTGTTATCATTAAAAAA		26758		AT1G65840.1

		11042		CUST_30301_PI390587928		5.2135997		4.9601436		2.0661242		3.7998288		4.696587		4.8771043		3.8545916		5.506456		4.9773793		4.5705967		4.0350213		3.1287458		-1.2148619		1.2367103		-1.1332214		5.1971116		-0.28079224		0.3065076		-0.1804297		2.37771		NA		NA		NA		0.010572893		U35_44k_v1_11042		LOC_Os05g26660.1		ref|NP_001055220.1| e-101  Os05g0331200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g26660.1 1e-102 expressed protein		TTCTGTCTATGCAAGCAAACAATTCAGCTGGCGCACAAGAATGCTAGTTGTAACTGATTG		25865		AT4G05020.1

		42351		CUST_31607_PI390587928		3.2918193		1.9180161		2.8702755		3.499151		3.3701239		2.4963882		4.617947		3.9729316		2.9358912		2.1876047		3.3242795		2.8930175		1.351192		1.2386628		2.4515047		2.1139102		0.4342327		0.30878353		1.2936676		1.0799141		NA		NA		0.01332865		NA		U35_44k_v1_42351		LOC_Os09g33680.2		gb|EAZ09726.1| 8e-67  hypothetical protein OsI_030958 [Oryza sativa (indica cultivar-group)]		LOC_Os09g33680.2 3e-67 cyanogenic beta-glucosidase precursor putative expressed		TGTCTGTGTGGCTAAAATTAAACTCTAACTGTGTAACAGCTCCTGTTTGGGTTGAAAAAA		37977		AT1G02850.5

		12884		CUST_11966_PI390587928		8.598965		8.482922		7.5676627		9.076861		9.061929		10.127444		10.500032		10.813316		9.230579		9.394897		9.339796		8.311002		-1.1240067		1.6615697		2.2349403		5.665937		-0.16865063		0.7325468		1.1602364		2.5023146		NA		NA		NA		0.011436863		U35_44k_v1_12884		LOC_Os03g47280.1		No hits found		LOC_Os03g47280.1 5e-05 VQ motif family protein expressed		CTCTGTTTCTTCCATGGAATGACACATGGCAGTGCTTATGTAATTCCTAAATATAAGTAT		25977		0

		21453		CUST_39605_PI390587928		7.2504616		7.0539594		6.8900886		6.506321		8.37978		7.4654026		10.631252		9.273558		8.985561		9.374223		9.985935		7.208294		-1.5218029		-3.755019		1.564083		4.185105		-0.60578156		-1.9088202		0.6453171		2.0652637		NA		0.0054980284		NA		0.0034582366		U35_44k_v1_21453		LOC_Os07g49520.1		ref|NP_001060747.1| e-179  Os07g0695800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49520.1 0.0 2-oxoglutarate dehydrogenase E1 component mitochondrial precursor putative expressed		AGGCCCGTCTCAGCACGAGCAACATCCTTGAATCATGATGCTAGTTTTACTGACAAAAAA		15146		AT5G65750.1

		40116		CUST_1085_PI390587928		4.3093376		4.0961485		2.6988792		4.3917966		5.1166778		7.1940446		7.3734307		7.598602		5.532459		7.168431		6.784559		3.7050066		-1.3340206		1.0179126		1.5040703		14.8624		-0.41578102		0.025613785		0.58887196		3.8935952		NA		NA		NA		0.0099184215		U35_44k_v1_40116		LOC_Os02g43790.1		gb|EAY86936.1| 2e-07  hypothetical protein OsI_008169 [Oryza sativa (indica cultivar-group)]		LOC_Os02g43790.1 4e-09 ethylene responsive protein putative expressed		AATGTCTGCGTTGAGACCGGGAAGGAGCACATGTTTTTGACTGTTAAAAAACTGGGACGA		36417		0

		30312		CUST_38619_PI390587928		1.6921387		1.8132602		2.097097		1.7959639		1.8868032		2.3268766		2.0802033		1.8936342		3.0722034		5.471887		2.0874245		1.781004		-2.2742648		-8.845909		-1.0050179		1.0811976		-1.1854002		-3.1450105		-0.007221222		0.11263025		NA		0.004401579		NA		NA		U35_44k_v1_30312		LOC_Os05g18860.1		gb|EAY97328.1| 9e-26  hypothetical protein OsI_018561 [Oryza sativa (indica cultivar-group)]		LOC_Os05g18940.1 2e-27 stig1 putative		ATTACCATGCGCCGTTGACAGTCGTATCTGACGATCTGCACTTAGATACATAGCTATGTG		30172		AT1G50650.1

		7805		CUST_66_PI390587928		10.655551		10.519653		9.755405		9.353116		9.760731		9.5577135		7.391173		7.7232604		9.476483		9.341203		7.7352967		9.114863		1.2177749		1.1619201		-1.2693799		-2.6237004		0.2842474		0.21651077		-0.34412384		-1.391603		NA		NA		NA		0.0054089315		U35_44k_v1_7805		LOC_Os08g45170.2		gb|EAZ08059.1| 1e-35  hypothetical protein OsI_029291 [Oryza sativa (indica cultivar-group)]		LOC_Os08g45170.2 2e-37 carboxyl-terminal proteinase putative expressed		TTAGTTGTACCCGCACGGCAATCGGAATTGCTGAGATCGAGCCTAATTTTGACGAAAAAA		None		AT5G18460.1

		4682		CUST_22170_PI390587928		2.6160421		1.8253552		2.1337945		2.105093		2.253156		1.9203945		6.024315		5.9068933		2.0042398		3.0427744		5.734817		4.526079		1.1883141		-2.177058		1.2222148		2.6041527		0.24891615		-1.1223799		0.28949785		1.3808141		NA		NA		NA		8.94E-04		U35_44k_v1_4682		LOC_Os03g04570.1		gb|EAZ25515.1| 2e-71  hypothetical protein OsJ_008998 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04570.1 3e-73 peptide transporter PTR2 putative expressed		GCAATAACTTGCTACGACCCTTTGATACAGTATATGAGTATGCGACCTTTTGGTAAAAAA		None		AT5G46050.1

		2353		CUST_7212_PI390587928		6.5907035		6.270188		6.3994946		5.643624		6.365891		7.116693		10.509557		6.791294		5.6640525		6.8034205		9.392619		7.094974		1.6265763		1.242523		2.1688612		-1.2342888		0.7018385		0.31327248		1.1169376		-0.30367994		NA		NA		5.53E-04		NA		U35_44k_v1_2353		LOC_Os09g04050.1		gb|AAX08107.1| 0.0  cinnamoyl-CoA reductase [Triticum aestivum]		LOC_Os09g04050.1 1e-144 dihydroflavonol-4-reductase putative expressed		TCATATTGTATCGATCAGTGCTGTATGACGCATCCAACAATGTTATATGCATAGTCATAT		8527		AT1G15950.1

		32891		CUST_17140_PI390587928		4.7462068		5.357782		4.0151634		5.478993		6.113953		7.132782		7.420662		8.13499		5.6677165		6.732386		7.2264786		5.2350535		1.3624815		1.31987		1.1440763		7.463934		0.4462366		0.40039587		0.19418335		2.8999362		NA		NA		NA		0.023296801		U35_44k_v1_32891		LOC_Os05g25430.2		gb|EAZ33799.1| 4e-18  hypothetical protein OsJ_017282 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25450.1 5e-20 protein kinase putative expressed		TGCAAGAAAATCGAAAGATGCCATACCAGCAACCATCTTCAGTGGTGGTTGTGCTTTGTT		None		AT3G51550.1

		10763		CUST_23124_PI390587928		10.911864		10.781909		10.928558		10.996287		11.155937		10.302002		9.165242		9.693815		11.500938		11.067844		9.7254		10.781259		-1.2701521		-1.7003626		-1.4744304		-2.1249714		-0.34500122		-0.76584244		-0.5601578		-1.0874434		NA		NA		NA		0.023688976		U35_44k_v1_10763		LOC_Os09g39430.1		gb|EAZ45716.1| 3e-09  hypothetical protein OsJ_029199 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39430.1 4e-11 carboxylic ester hydrolase/ hydrolase acting on ester bonds putative expressed		CTGTTTCTGCTACACCTGAAACAAAAGCTTCCAGAAATACAAGAAGCAGATTCCAAAAAA		21869		0

		40033		CUST_17801_PI390587928		8.318454		7.040548		6.2945457		7.398096		9.02953		8.69272		8.31869		8.207189		9.019409		8.843057		7.734752		7.111116		1.0070395		-1.1098281		1.4989353		2.1377196		0.010120392		-0.15033627		0.5839381		1.0960727		NA		NA		NA		0.024995578		U35_44k_v1_40033		-		gb|EAY72544.1| 3e-49  hypothetical protein OsI_000391 [Oryza sativa (indica cultivar-group)]		LOC_Os01g05660.3 6e-51 expressed protein		TTGTGTCAAACCACCAACTAGCAGCTCGTCAACTCTGGATAACGTACTTCAGGAGAACAA		36318		0

		20382		CUST_29864_PI390587928		7.7531285		7.6179466		7.3238773		7.914477		8.11498		9.565158		11.787274		11.117817		8.906208		9.232577		10.806895		8.1595125		-1.7305472		1.2592639		1.9729838		7.7720995		-0.7912283		0.33258057		0.9803791		2.9583044		NA		NA		NA		0.0038507872		U35_44k_v1_20382		LOC_Os05g08830.1		No hits found		No hits found		GTTGCTATGCTGAGTTTGCTAGGATCCAATGGATTATGAGATTATTTTCAGATAGTTATG		12524		0

		24891		CUST_11875_PI390587928		7.270724		7.2191424		6.847299		5.903023		7.453604		6.996075		4.5426335		4.28958		6.795629		6.370739		5.218982		5.956062		1.5778666		1.5425702		-1.59809		-3.1743958		0.6579752		0.62533617		-0.6763487		-1.666482		NA		NA		NA		0.00748349		U35_44k_v1_24891		LOC_Os09g37350.1		gb|EAZ09951.1| 1e-52  hypothetical protein OsI_031183 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37350.1 2e-54 OsSAUR40 - Auxin-responsive SAUR gene family member expressed		AAACGCTGCATCAACAGCTTGCAGTTTGTAGCTCCTGAATATATGCAGAGTTTTTGCCTC		23883		AT1G29450.1

		49008		CUST_27982_PI390587928		9.696967		9.594977		10.888233		10.540048		9.647908		9.364657		9.07817		9.144525		8.906441		9.039165		9.744716		10.512459		1.6718756		1.2530924		-1.5872681		-2.5810072		0.7414675		0.32549286		-0.66654587		-1.3679342		NA		NA		NA		0.009846387		U35_44k_v1_49008		LOC_Os03g02020.1		ref|NP_001048719.1| 1e-58  Os03g0110900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02020.1 3e-60 expressed protein		GACTGATGAGCGATGTTGTAAGGTCTATCTTGTTCAGCACGGATGAATGTGTATAATGTT		50924		AT2G32500.1

		10890		CUST_847_PI390587928		11.561145		11.81958		12.078559		11.925461		10.943985		11.397606		9.673394		10.427868		10.126319		10.512597		10.482493		11.590478		1.7625523		1.8467759		-1.7521172		-2.2386205		0.81766605		0.8850088		-0.8090992		-1.16261		NA		0.03269275		NA		0.002143789		U35_44k_v1_10890		LOC_Os01g65150.1		gb|EAY76654.1| 5e-97  hypothetical protein OsI_004501 [Oryza sativa (indica cultivar-group)]		LOC_Os01g65150.1 1e-98 expressed protein		CGTCCTCCGTTCGAGCAACTCCGACAGGCGCCTTAAAAGAAAATTGCAGCGCGGAAAAAA		7898		AT1G22540.1

		38035		CUST_617_PI390587928		1.7543259		1.9332453		2.7374165		2.0821583		3.765751		3.9882557		5.1132474		6.6783996		4.6162696		4.2927165		4.054686		3.4056091		-1.8031491		-1.234957		2.0828533		9.665138		-0.8505187		-0.30446076		1.0585613		3.2727904		NA		NA		NA		0.014392113		U35_44k_v1_38035		-		No hits found		No hits found		TAGAGTTGGGTAGATGCATCTAAACCACCCAAACGGTGCTCTTTTGGGTTAGAGTAAGGT		33813		0

		16986		CUST_23740_PI390587928		6.280178		6.5581837		6.2373776		6.6637855		6.219028		6.63775		10.354844		9.697401		6.646523		6.530458		9.110152		8.285098		-1.3448963		1.0772045		2.3696795		2.661617		-0.427495		0.107292175		1.2446918		1.412303		NA		NA		NA		0.00596433		U35_44k_v1_16986		LOC_Os12g44220.1		ref|NP_001067388.1| e-152  Os12g0639400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g44210.1 1e-145 cell Division Protein AAA ATPase family putative expressed		ACAGTTTTAGGTGGTGGGAGAGGGCAAATTCTGCAATTTTTCTAGCAATTGTATCCTTCT		6214		AT5G40010.1

		16640		CUST_38121_PI390587928		8.553374		9.495873		8.0295		8.0325365		7.4645085		8.3007345		4.625631		5.240196		6.7551103		7.763918		5.5504985		7.3093834		1.635122		1.4507678		-1.8985101		-4.1965017		0.70939827		0.5368166		-0.92486763		-2.0691872		NA		NA		NA		0.013889621		U35_44k_v1_16640		LOC_Os05g48270.1		gb|EAZ35227.1| 6e-60  hypothetical protein OsJ_018710 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48270.1 1e-61 dopamine beta-monooxygenase putative expressed		AATCCTCATGACTGAAATATAATTGTTGTAGGTCCTGCTAAGCATGGTTCACCTAAAAAA		7155		AT3G61750.1

		7842		CUST_29_PI390587928		5.4095206		5.2544484		4.6681213		5.5628242		6.691524		7.007769		8.326225		7.754126		6.9221396		7.8868823		7.7210364		6.3619866		-1.1733356		-1.8392444		1.5211779		2.6246762		-0.23061562		-0.8791132		0.60518885		1.3921394		NA		0.005641638		NA		0.0024143283		U35_44k_v1_7842		LOC_Os06g04900.1		ref|NP_001056756.1| 5e-83  Os06g0141000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04900.1 1e-84 hexose carrier protein HEX6 putative expressed		AACAGCCTCGTCCAGCAGGGCAAGGACCGCCGTGATGTGGCGCTCTTGCTGCGTAAGATA		17538		AT5G61520.1

		7160		CUST_37037_PI390587928		12.396377		11.884041		14.18129		13.063809		12.064091		11.16246		11.434087		11.365905		11.895241		10.896705		12.147614		12.726607		1.124162		1.2022656		-1.6398078		-2.5681021		0.16884995		0.26575565		-0.7135267		-1.3607025		NA		NA		NA		0.016321706		U35_44k_v1_7160		LOC_Os01g10210.1		gb|EAY72902.1| 4e-31  hypothetical protein OsI_000749 [Oryza sativa (indica cultivar-group)]		LOC_Os01g10210.1 8e-33 expressed protein		ATGATATTACTCGTAATATATGCAAATGTGCTCAGAGCATGTGCAGCCTTTACCAAAAAA		17412		0

		157		CUST_26522_PI390587928		5.428143		5.465093		5.023145		5.6540084		6.7831407		8.031007		8.5783615		7.737455		7.1625996		8.204648		8.506338		5.968042		-1.3008538		-1.1279016		1.0511899		3.4091523		-0.3794589		-0.1736412		0.07202339		1.769413		NA		NA		NA		0.004202661		U35_44k_v1_157		LOC_Os10g34920.1		gb|ABV22582.1| e-118  PR17c precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34920.1 2e-72 secretory protein putative expressed		GCGCATACGAGGCGCTCCAACGCTGAAATATGTAACTGATGTCATACACTCACGAAAAAA		358		AT2G15220.1

		27943		CUST_6428_PI390587928		8.310079		8.803464		8.7519865		9.403656		7.9505386		8.676883		7.5970597		8.401092		7.3856087		8.018659		7.7826257		9.621493		1.4793156		1.5781388		-1.1372631		-2.330116		0.56492996		0.6582241		-0.18556595		-1.2204018		NA		NA		NA		0.008192374		U35_44k_v1_27943		LOC_Os08g02070.1		emb|CAM59056.1| 9e-83  MIKC-type MADS-box transcription factor WM12 [Triticum aestivum]		LOC_Os08g02070.1 1e-75 MADS-box transcription factor 26 putative expressed		TAACAAAGCTTGCTTTATGTATGGGTTTGCTCTGGTACTACTCTGTAATATTTATATCGG		None		AT1G71692.1

		49828		CUST_9544_PI390587928		3.0123823		1.9291306		2.6672103		4.397511		3.592539		3.2465484		6.8853836		5.129665		4.0193305		2.966935		5.526556		4.1453257		-1.3442407		1.2138697		2.5647666		1.978407		-0.42679143		0.2796135		1.3588276		0.98433924		NA		NA		6.92E-04		NA		U35_44k_v1_49828		LOC_Os01g47580.2		gb|EAZ13011.1| 2e-38  hypothetical protein OsJ_002836 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47580.2 3e-40 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		AATGCGTATGATTTGCACCATGCTATACTTGGTATTCTGTTCTCTGTGCTGATCACCGGC		51757		AT1G15080.1

		23415		CUST_2332_PI390587928		5.9203544		5.4420066		4.429378		4.339997		7.3936315		7.3883634		8.324223		7.8698936		7.5600104		8.258193		8.392608		6.613587		-1.1222383		-1.827447		-1.0485424		2.388834		-0.16637897		-0.86982965		-0.068385124		1.2563066		NA		NA		NA		2.42E-04		U35_44k_v1_23415		LOC_Os05g25390.1		ref|NP_001055181.1| e-156  Os05g0318100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25390.1 1e-158 protein kinase putative expressed		GGAGCACCACAATTACTCCCATCGTCATCTATATACTACTCCCCGTTCTTAAATATAAGT		22543		AT5G02070.1

		41481		CUST_26996_PI390587928		11.900822		12.175305		12.328578		11.802312		12.543139		11.871773		11.699136		10.409806		13.249077		12.161629		11.729209		11.542569		-1.6312042		-1.2225182		-1.0210639		-2.1927829		-0.7059374		-0.28985596		-0.030073166		-1.1327629		NA		NA		NA		6.78E-04		U35_44k_v1_41481		LOC_Os01g43140.1		dbj|BAD61517.1| 2e-53  lipase class 3 family protein-like [Oryza sativa Japonica Group]		LOC_Os01g43140.1 5e-55 triacylglycerol lipase putative expressed		GATCATGTGATTGTGATCCAATGAACTCCGCCTGTAAATTCGTTGTTTTAAAGGAAAAAA		None		AT3G61680.1

		40469		CUST_35443_PI390587928		1.746569		1.8866307		2.5342662		2.0405204		3.1055498		5.0779815		5.0585175		6.003268		1.7281109		1.6022757		1.985273		1.7188586		2.5980675		11.124785		8.416641		19.48658		1.3774389		3.4757056		3.0732446		4.284409		0.03372008		0.0028031056		9.85E-04		7.64E-04		U35_44k_v1_40469		-		No hits found		No hits found		TTGCGTGGTATTCACGTGAATTCCTTCGTAAGGTTTACAAGAATCATTCAAAATTTTGCG		None		0

		6718		CUST_41971_PI390587928		9.299925		10.553317		11.718493		9.721327		8.853887		9.901999		10.355162		7.672773		8.317395		9.563507		10.247134		9.734784		1.4504408		1.2644346		1.0777537		-4.17568		0.5364914		0.3384924		0.10802746		-2.0620112		NA		NA		NA		0.0014347519		U35_44k_v1_6718		LOC_Os03g19120.1		gb|AAL84631.1|AF474141_1 1e-96  typical A-type R2R3 Myb protein [Oryza sativa]		LOC_Os03g19120.1 7e-94 yellow seed1 putative		TAGGTTTGCTGTGCAATGCATTTTATGCATGTACTTTGCTGTGGAAGCTCGCACGATTGC		24327		AT2G47460.1

		20301		CUST_28683_PI390587928		8.202442		7.6019273		7.221485		6.825828		9.463209		9.185303		10.31633		9.823905		10.122586		9.9265785		9.682351		7.573787		-1.5794005		-1.6716534		1.551839		4.757217		-0.6593771		-0.7412758		0.63397884		2.2501178		NA		NA		NA		0.016126825		U35_44k_v1_20301		LOC_Os02g35490.1		gb|AAS93431.1| 2e-78  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g35490.1 2e-52 MLO-like protein 1 putative expressed		TATTACAGTACTTCTAGGAATTGCACAGACGAGAAATTGGCGACATTGGGAGGGCCAGAT		14982		AT4G24250.1

		3502		CUST_17314_PI390587928		13.989372		13.289424		12.510273		12.913169		14.545581		14.726249		14.456516		14.17851		14.831918		15.270289		13.974998		12.412338		-1.2195399		-1.4580505		1.3962117		3.401501		-0.2863369		-0.5440407		0.4815178		1.7661715		NA		NA		NA		0.022165408		U35_44k_v1_3502		LOC_Os03g09900.1		gb|EAY88890.1| e-152  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 1e-151 membrane protein putative expressed		GGCCATTGTATACATTCTTTCTTCGAGCTGATGTACGATTACTTTCATTTATATGCATAG		10152		AT4G17280.1

		34440		CUST_15652_PI390587928		7.027984		4.912564		4.4726644		6.222023		6.860087		5.2807345		5.4876895		5.9393086		6.5056596		5.6487274		5.8451543		6.952619		1.278478		-1.2905561		-1.2811725		-2.0185375		0.35442734		-0.36799288		-0.3574648		-1.0133104		NA		NA		NA		0.012014318		U35_44k_v1_34440		-		gb|AAV59370.1| 2e-10  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g11110.1 4e-12 retrotransposon protein putative unclassified		CCTTGTATTCCAAGTTGATCATTATACTCCTATATACATGCCCACGAGGCTTGCGAAATA		None		0

		22656		CUST_37803_PI390587928		5.0529323		4.7841387		4.2093534		4.4806347		4.362297		4.4086432		3.2112358		2.6586282		4.5106735		4.2935443		3.5751219		3.7028325		-1.1083215		1.0830493		-1.2868876		-2.0622284		-0.14837646		0.11509895		-0.36388612		-1.0442042		NA		NA		NA		0.007259637		U35_44k_v1_22656		-		gb|EAZ23471.1| 4e-12  hypothetical protein OsJ_006954 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g16800.1 1e-13 F-box protein interaction domain containing protein		ATACGAGATGATCATAGAGGTTATGCAGTGGCTCCCAGTCAAATCCGTCTTCCGTTTCAA		None		0

		4397		CUST_6329_PI390587928		10.56483		10.607157		9.944322		10.051237		10.93838		11.552491		11.343204		11.48005		11.2314415		11.655818		11.215856		10.263625		-1.2252374		-1.0742478		1.092284		2.3237019		-0.29306126		-0.1033268		0.12734795		1.216425		NA		NA		NA		0.0010740204		U35_44k_v1_4397		LOC_Os07g39270.2		gb|EAZ04473.1| 3e-57  hypothetical protein OsI_025705 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39270.2 7e-59 geranylgeranyl pyrophosphate synthetase 1 chloroplast precursor putative expressed		ATGGGAATCAGGCTTTATGTCCTATACTGTCTGGATGATAATAAATCGATTGATTTCGAA		12054		AT4G36810.1

		24342		CUST_38929_PI390587928		9.061879		9.049754		7.7915077		8.382224		8.225307		9.73809		9.364663		10.241344		8.819072		9.436825		8.892375		8.34015		-1.5091794		1.2322242		1.387308		3.7352235		-0.5937643		0.30126476		0.47228813		1.9011946		NA		NA		NA		0.006391218		U35_44k_v1_24342		LOC_Os04g47450.1		ref|NP_001053559.1| 2e-22  Os04g0562500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g47450.1 3e-24 expressed protein		TTCGGTTCTCGGGGTCTGGACAGGATTTGTATATAGTACTTCTACTACTGGTGGCATACT		20194		0

		1898		CUST_41502_PI390587928		9.278735		10.0905695		8.5382395		8.6689005		11.501584		12.615848		15.37458		13.736907		12.181005		13.700282		14.822198		11.728932		-1.6014963		-2.1205442		1.4665055		4.0221715		-0.6794205		-1.0844345		0.55238247		2.0079746		NA		NA		NA		0.0012611251		U35_44k_v1_1898		LOC_Os06g35700.1		ref|NP_001057833.1| 0.0  Os06g0549900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g35700.1 0.0 reticuline oxidase precursor putative expressed		CTGGTTTGTGATTGCTTACCACAATGATTGTGGTATATGTGTACATGTATTTGTATCTTG		12286		AT4G20820.1

		1676		CUST_5630_PI390587928		6.010994		5.957269		6.5184364		6.117513		5.5396647		5.675488		4.6407914		4.786267		5.1256585		5.47164		5.5267673		6.069038		1.3323805		1.1517662		-1.8480142		-2.4330587		0.41400623		0.20384789		-0.88597584		-1.2827711		NA		NA		NA		0.0046536513		U35_44k_v1_1676		LOC_Os09g33600.1		gb|EAZ09710.1| 9e-40  hypothetical protein OsI_030942 [Oryza sativa (indica cultivar-group)]		LOC_Os09g33600.1 2e-41 VAN3 putative expressed		GTACCATGGATGTGATTTATACAGGCCTTTAAGGGGCCCCGTGTTGATGTTCGGAAAAAA		14689		AT5G13300.1

		48735		CUST_42253_PI390587928		4.9141326		4.462658		5.5178685		4.88845		4.738294		4.78363		4.0278177		3.8429973		4.3132415		3.6532085		4.4406066		5.0809007		1.3426214		2.1892269		-1.3312567		-2.358555		0.42505264		1.1304214		-0.41278887		-1.2379034		NA		NA		NA		0.011564026		U35_44k_v1_48735		LOC_Os11g39020.1		gb|EAY81467.1| 2e-07  hypothetical protein OsI_035426 [Oryza sativa (indica cultivar-group)]		No hits found		ACTTCACATTCTCATTTGTGAACCGATACAGGCCGAGAAACTTGCAAGGAAGAAACAAAA		50774		0

		12487		CUST_12677_PI390587928		8.7035675		8.128114		10.579715		10.681872		8.095639		7.484118		9.241948		9.2437315		8.067403		8.11315		9.638859		10.81268		1.0197648		-1.5465267		-1.3166854		-2.9668844		0.02823639		-0.62903166		-0.39691067		-1.5689487		NA		NA		NA		0.0019378323		U35_44k_v1_12487		LOC_Os08g34550.1		gb|EAZ07160.1| 1e-26  hypothetical protein OsI_028392 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34550.1 3e-28 RING-H2 finger protein ATL2C putative expressed		TGAGATCTATGAGATTTGAAGTGTTTTGGTGGGTGGAATGCAAGAATGGGTGAATAAAAA		None		0

		9110		CUST_22599_PI390587928		1.8320646		2.0701106		3.5469234		4.002775		2.772502		4.3246284		8.106869		7.3174376		2.844909		4.9061446		8.094378		6.0608215		-1.0514694		-1.4964211		1.0086951		2.3893466		-0.07240701		-0.58151627		0.0124902725		1.2566161		NA		NA		NA		0.0014900485		U35_44k_v1_9110		LOC_Os01g47070.1		ref|NP_001043772.1| 6e-40  Os01g0660200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47070.1 2e-41 acidic endochitinase precursor putative expressed		CTAAGTTGGTGTACACTTGCAACATATGCCCTGAGATAAATAAAGTGATTTGGTATCTAA		23540		AT5G24090.1

		13185		CUST_41716_PI390587928		1.8748432		3.2972958		2.7932768		1.8459994		1.7431837		1.870464		1.8653616		1.7457944		8.246022		9.541248		9.433473		8.090087		-90.68793		-203.76811		-189.77037		-81.24982		-6.5028386		-7.6707845		-7.568111		-6.3442926		1.73E-04		0.0043530706		3.05E-04		3.70E-04		U35_44k_v1_13185		-		No hits found		No hits found		CGTCTTCTTGCTCGAATGAGAGAACGTGAAGGAAGCCTACCTGTATGATAATATCAGACG		35913		0

		10359		CUST_13903_PI390587928		10.441502		11.445164		10.419346		10.182728		10.073915		10.557773		7.963806		8.205966		9.617203		9.856266		8.875205		9.418713		1.3724102		1.6262021		-1.8808683		-2.3177848		0.45671177		0.7015066		-0.9113989		-1.2127466		NA		NA		NA		7.63E-04		U35_44k_v1_10359		LOC_Os01g17470.1		ref|NP_001042760.1| 4e-05  Os01g0281600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17470.1 7e-07 blue copper protein precursor putative expressed		GCAAGTATAAAATGTACACTGTTTTAGCTGCTCTCTTCTTTTGTCATCCAAAATTGTACG		21444		0

		4511		CUST_17900_PI390587928		10.555053		10.919505		10.03574		10.667384		9.963495		10.424481		8.872066		9.203233		9.384856		9.369422		8.770587		10.358142		1.4934398		2.0778039		1.0728724		-2.226703		0.57863903		1.0550594		0.10147858		-1.1549091		NA		0.025251247		NA		0.0037403414		U35_44k_v1_4511		LOC_Os04g38720.1		ref|NP_001052992.1| e-116  Os04g0460600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38720.1 1e-118 NAC domain protein NAC5 putative expressed		GGTGATTTGGGGGTGTAATTAGCACTATTGTATTTGGCTCCATTGATATACTAGTATATA		9757		AT5G61430.1

		1302		CUST_36922_PI390587928		12.682515		12.223075		11.714401		12.364068		12.605785		13.282374		14.24704		13.582916		13.167741		13.611651		13.398631		12.243462		-1.4762688		-1.2563837		1.8005139		2.5305564		-0.56195545		-0.32927704		0.8484087		1.3394547		NA		NA		5.53E-04		0.011150703		U35_44k_v1_1302		LOC_Os04g58850.1		ref|NP_001054317.1| 1e-78  Os04g0685300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58850.1 2e-80 harpin inducing protein putative expressed		CGGTAGTACTACTCGTACCATATACTCCAGTTATATTGAGATTGATTCTAGTATAGTAGT		3746		AT2G35980.1

		32705		CUST_2084_PI390587928		7.9859443		6.981954		5.49851		6.532081		8.009872		7.6956344		8.36833		8.100741		8.114179		8.165765		8.04572		7.0334907		-1.0749773		-1.3852347		1.2505909		2.0954363		-0.10430622		-0.47013044		0.3226099		1.0672507		NA		NA		NA		0.006210219		U35_44k_v1_32705		LOC_Os04g55760.1		gb|ABB46953.2| 4e-31  Calcium binding EGF domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os10g10130.5 1e-32 OsWAK112d - OsWAK receptor-like protein kinase expressed		ATGTATTGTGCAGCATCATCTTACTTGATGAATGTAGTGCCTCAACAAAATTAGTGTTTC		None		0

		40782		CUST_26339_PI390587928		3.9245112		3.7930157		2.8997517		4.7456894		4.2217503		5.2946877		6.9582725		5.0115724		3.9989395		6.432471		6.523136		5.089604		1.167005		-2.2004263		1.3520386		-1.0555768		0.22281075		-1.137783		0.43513632		-0.07803154		NA		0.004310937		NA		NA		U35_44k_v1_40782		LOC_Os03g40670.1		ref|NP_001050628.1| 2e-30  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 5e-32 glycerophosphoryl diester phosphodiesterase precursor putative expressed		GCTTTTCCATATCGCATTCTGCTTTCTTAAATACTTCTCACATGTCATCACTAATGAAAC		9141		AT5G08030.1

		12380		CUST_38872_PI390587928		10.928421		11.448424		13.717029		12.701304		10.422845		11.152053		12.989766		11.6311865		10.161237		11.17561		13.076423		12.870475		1.1988143		-1.0164623		-1.0619063		-2.3608205		0.26160812		-0.02355671		-0.08665657		-1.2392883		NA		NA		NA		0.0054814047		U35_44k_v1_12380		LOC_Os06g45100.1		gb|EAZ37898.1| e-153  hypothetical protein OsJ_021381 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45100.1 1e-154 cryptochrome 3 putative expressed		TGTACTATGTATCAGTGACAAGGTGAGATCAGAAGTACTACAGGCAAATTCAGGCGACCA		24757		AT5G24850.1

		43536		CUST_30446_PI390587928		1.6719123		1.756389		1.8951011		1.7179136		1.8942417		2.0415542		4.8451858		5.3202806		1.7662387		1.6420594		3.8376682		2.8448608		1.09278		1.3190459		2.0104487		5.5612907		0.128003		0.39949477		1.0075176		2.4754198		NA		NA		NA		0.001867104		U35_44k_v1_43536		LOC_Os01g53040.1		gb|EAY75714.1| 5e-18  hypothetical protein OsI_003561 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53040.1 4e-19 OsWRKY14 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		CATTTGTCTTGTGGTAGTATTCAATACTCCGGTAGCCGGGAGATACACACAACAAATAAA		40326		0

		30519		CUST_13398_PI390587928		4.016805		3.649086		2.0237997		4.292678		3.4780655		5.378296		7.6209636		6.7866006		3.6724072		4.4434476		6.477108		3.660457		-1.1442019		1.9116896		2.2097077		8.730981		-0.19434166		0.9348483		1.1438556		3.1261437		NA		NA		6.73E-05		0.005226453		U35_44k_v1_30519		LOC_Os09g16510.1		gb|ABB90551.1| 1e-68  WRKY transcription factor [Triticum aestivum]		LOC_Os09g16510.1 7e-68 OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TCCATACCAACAACAAGAAGAGGAAGATAATGGAGAAACGGAAGCATCAGGTTAGGGTGA		30467		AT4G11070.2

		27783		CUST_29582_PI390587928		8.343814		8.17222		9.174491		9.434501		8.938748		8.577689		10.8806		10.483676		9.108044		9.672879		10.416179		9.978828		-1.1245091		-2.1364121		1.3797637		1.4189733		-0.16929531		-1.09519		0.46442127		0.5048475		NA		0.0103520695		NA		NA		U35_44k_v1_27783		LOC_Os10g36848.1		ref|NP_001065043.1| 1e-32  Os10g0512400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36848.1 1e-34 cytochrome P450 84A1 putative expressed		TGTGAACGAGTCGGACCTCGACAAGCTCCCCTTCCTCAAGTGTGTCATCAAGGAGACGCT		24597		AT4G36220.1

		1782		CUST_12574_PI390587928		12.40583		12.354515		12.151181		12.327653		12.745984		13.164462		13.592637		13.260666		13.018811		13.482823		13.14175		12.11686		-1.208173		-1.2469134		1.3668802		2.209631		-0.27282715		-0.31836128		0.45088673		1.1438055		NA		NA		NA		0.0030777608		U35_44k_v1_1782		LOC_Os10g43060.1		ref|NP_001065517.1| e-123  Os10g0580900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g43060.1 1e-125 expressed protein		CCCCACTATCATGAATTTGGGTGCAGTCAATAAATTTTACCATGTCCTTTGGTTTCCTCA		4491		AT4G25030.2

		27505		CUST_21092_PI390587928		7.129303		8.131296		8.108991		7.9150796		6.7075477		7.2879806		6.6500583		6.478592		6.1662393		6.469088		7.2214913		7.7688546		1.4552917		1.7640512		-1.4859989		-2.445726		0.5413084		0.8188925		-0.57143307		-1.2902627		NA		NA		NA		0.026787044		U35_44k_v1_27505		LOC_Os01g08520.1		ref|NP_001042207.1| 7e-53  Os01g0180400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08520.1 1e-54 expressed protein		ACCCATCACCAGTGCGTGCATATTGCCGGTCGCCGTCGATCAGCATGCTGTTTTTGATTC		22371		AT5G11460.1

		14502		CUST_34139_PI390587928		7.927137		7.2688103		9.933053		8.555879		6.8814874		6.3550644		7.3354716		8.627018		7.425865		6.7494836		8.161365		10.630401		-1.4583912		-1.3144135		-1.7726319		-4.00939		-0.5443778		-0.3944192		-0.8258929		-2.0033827		NA		NA		NA		0.010145104		U35_44k_v1_14502		LOC_Os04g46200.1		emb|CAA57995.1| 1e-46  low molecular weight oleosin [Hordeum vulgare subsp. vulgare]		LOC_Os04g46200.1 8e-35 oleosin 16 kDa putative expressed		AAGTAGTTGTTGTCCTACTACAGTAGTACCATAGCAGTATGTTTCCGTGGTCGGAAGTCG		1075		AT4G25140.1

		1682		CUST_5618_PI390587928		4.978934		5.983112		5.2642155		5.7253118		4.425207		7.549965		7.932976		7.4504986		5.0950837		6.389248		7.503797		5.0844193		-1.5909369		2.235685		1.3464669		5.155382		-0.6698766		1.160717		0.4291787		2.3660793		NA		NA		NA		0.017867077		U35_44k_v1_1682		LOC_Os04g57200.2		No hits found		No hits found		AGAAGAACTACTATGAAGATGTACGTACGTACGCATCACTTTTGACAATATGAATCTGAG		4639		0

		8216		CUST_27917_PI390587928		5.524567		5.466517		5.4618263		5.6378155		4.9201665		4.446682		4.256027		3.9585555		5.92438		6.0404677		5.4200783		5.291621		-2.0058494		-3.0184038		-2.2408578		-2.5193748		-1.0042133		-1.5937858		-1.164051		-1.3330657		NA		0.012641384		0.011742434		0.0061881687		U35_44k_v1_8216		LOC_Os02g58470.1		gb|EAZ25197.1| 7e-66  hypothetical protein OsJ_008680 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g58470.1 1e-67 expressed protein		AGCTGCTGCCTGTGTCTGTCTGTCATGATCCTTTCATGAGAAACATTAGGAGTATTATCT		47918		AT4G09060.1

		50917		CUST_7923_PI390587928		8.666533		8.09339		10.400214		10.6335		8.583613		7.0233903		8.641503		9.304886		8.668038		6.9384537		8.686015		10.592925		-1.0602651		1.0606412		-1.0313342		-2.4419594		-0.08442497		0.08493662		-0.044511795		-1.2880392		NA		NA		NA		0.023362657		U35_44k_v1_50917		-		No hits found		No hits found		CTCCAAACAAGGTAATTGCTTGGAAATTATGTATCAAGGAAGTGTCCAAAGGGTAAAAAA		50613		0

		19121		CUST_39645_PI390587928		12.8270445		13.503455		13.203912		12.498563		12.233403		12.877622		9.809251		10.0475025		11.351813		12.003891		10.944752		11.204555		1.8424046		1.8323952		-2.1969483		-2.230013		0.8815899		0.87373066		-1.1355009		-1.157052		NA		NA		NA		0.0070187813		U35_44k_v1_19121		LOC_Os03g15790.1		ref|NP_001049642.1| 5e-57  Os03g0264600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15790.1 1e-58 nucleic acid binding protein putative expressed		GCGTGTGATGTCTTCGATGGCTAAATTTCGTGTTTTGATCTTTTTCTTAAGTAAATCAAG		13931		AT2G29660.1

		46509		CUST_14613_PI390587928		5.8757224		7.113686		3.932143		6.5701904		6.8122406		8.94235		9.741394		10.102336		6.4939103		7.392711		10.0483		10.651956		1.2468866		2.9274392		-1.2370516		-1.4636998		0.3183303		1.5496392		-0.30690575		-0.5496197		NA		0.04473732		NA		NA		U35_44k_v1_46509		LOC_Os10g34700.1		gb|EAY79000.1| 6e-13  hypothetical protein OsI_032959 [Oryza sativa (indica cultivar-group)]		LOC_Os10g34700.1 1e-14 expressed protein		CAAAAAAGTTGGTCAGCCAGCTAGCTACTAGCATCATCAAGAGACAAAGTTGCCGCCATT		19915		0

		14426		CUST_9030_PI390587928		2.128476		2.0938976		2.5174592		2.1020298		2.2950232		2.6855881		6.7438736		4.780168		2.6267297		5.8054714		6.6589866		2.7376935		-1.2585012		-8.693175		1.0606047		4.119515		-0.33170652		-3.1198833		0.08488703		2.0424745		NA		0.008642409		NA		0.016902585		U35_44k_v1_14426		-		emb|CAJ32656.1| 3e-20  putative avenin-like a precursor [Aegilops cylindrica]		No hits found		CATGTGTGGCCGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAATAAAAAA		1466		0

		31378		CUST_5509_PI390587928		3.1264193		2.6856945		2.1266966		3.178252		4.2074695		4.8476224		6.966137		4.9590607		4.7267647		5.289083		5.899826		2.9409645		-1.433255		-1.3579785		2.0940719		4.0504894		-0.5192952		-0.4414606		1.0663109		2.0180962		NA		NA		1.51E-04		0.0114925		U35_44k_v1_31378		LOC_Os11g29790.1		ref|NP_001067924.1| 1e-17  Os11g0490200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g29790.1 1e-19 receptor-like protein kinase precursor putative		CGCCCAAACCTTTTGCGTGTTTACAAAAGGGGAAATAAGTCAATATGTATACCTTACTTC		31557		0

		10988		CUST_33519_PI390587928		7.5465603		6.8916793		8.611258		7.967795		6.3820324		6.0193		7.6068134		6.8816104		6.46752		6.414928		7.531218		8.033513		-1.0610465		-1.3155153		1.0537958		-2.2220676		-0.08548784		-0.39562798		0.07559538		-1.1519027		NA		NA		NA		0.019228725		U35_44k_v1_10988		LOC_Os09g38100.1		gb|EAZ45610.1| 2e-54  hypothetical protein OsJ_029093 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38100.1 5e-56 phosphate carrier protein mitochondrial precursor putative expressed		CATCCGAAGATTGTTGTGTGAGAAAAAATGTCATTTTGTTGTGTAAGCAAACGATCGATT		33753		AT2G17270.1

		38999		CUST_30275_PI390587928		7.3473773		7.6993737		8.024419		7.074663		6.672563		7.1148925		6.2287545		6.160218		6.506022		6.632589		6.912424		7.304276		1.1223644		1.3969725		-1.60622		-2.2100182		0.1665411		0.48230362		-0.68366957		-1.1440582		NA		NA		NA		0.027366715		U35_44k_v1_38999		-		No hits found		No hits found		ACATCTGTACATGTACACACTGCGTGCACGCATCAATCAAATCGATTCAAGTCCAAAAAA		35015		0

		21321		CUST_4263_PI390587928		4.853742		4.996172		5.0992527		4.0820045		4.5874023		3.8475745		3.5146053		3.6173992		5.6365623		5.196807		4.9249635		3.565813		-2.0693247		-2.5477655		-2.6580315		1.0364038		-1.04916		-1.3492324		-1.4103582		0.05158615		NA		0.03384381		0.0012361475		NA		U35_44k_v1_21321		LOC_Os03g60260.1		gb|EAZ29058.1| 4e-85  hypothetical protein OsJ_012541 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60260.1 9e-87 ANT1 putative expressed		TGATCTTGAGCTGCAGCACGGGGATTGGCTCGCTGTTAGTCTGTCTGTCGGACCATCCAT		25237		AT3G11900.1

		17857		CUST_40320_PI390587928		3.184283		4.6430683		4.219708		4.453528		4.6128936		6.977055		8.718408		7.5923924		5.2187457		7.6528745		8.2657175		5.40094		-1.5218774		-1.5975038		1.3685899		4.5676513		-0.6058521		-0.6758194		0.45269012		2.1914525		NA		NA		NA		3.82E-04		U35_44k_v1_17857		LOC_Os06g33880.1		gb|EAZ01199.1| 3e-15  hypothetical protein OsI_022431 [Oryza sativa (indica cultivar-group)]		LOC_Os06g33880.1 5e-17 expressed protein		TTCACCTTGTATACATTCAGATTCGCTGCCATATTTCCCACATATATTAACACCGATGCT		None		0

		30838		CUST_19783_PI390587928		3.4256809		2.3733413		2.7397025		3.7053401		5.4152374		5.259891		6.823954		6.1491737		5.834625		5.849688		6.261414		3.781459		-1.3373595		-1.5050349		1.4768672		5.161229		-0.41938734		-0.589797		0.56254005		2.3677146		NA		NA		NA		0.009999096		U35_44k_v1_30838		LOC_Os07g26110.1		ref|NP_001059526.1| 3e-13  Os07g0442900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g26110.1 8e-15 plant integral membrane protein TIGR01569 containing protein expressed		GTGAGTACCTTATACGAACTTCTACGTACCTTGGATGAATTGTTCTGATCACATGTGTAG		30924		0

		35192		CUST_12183_PI390587928		11.550454		11.221124		11.488479		11.910225		11.959487		12.744821		12.880193		12.8588		12.148992		12.9669		12.888783		11.797526		-1.140372		-1.1664134		-1.0059724		2.086773		-0.18950462		-0.22207928		-0.008590698		1.0612736		NA		NA		NA		0.0066843554		U35_44k_v1_35192		LOC_Os06g40030.1		ref|NP_001105424.1| 5e-18  protein kinase1 [Zea mays]		LOC_Os03g30890.2 9e-19 S-locus-like receptor protein kinase putative expressed		CTAGGTCACAGTGGTGAAATTTCCATGTTTTTCATGCTAATTTGGAATTTGCAGATATCA		24211		0

		11649		CUST_23440_PI390587928		4.1493506		4.984791		5.344425		4.2283816		3.4728425		4.06434		3.9921837		3.594411		3.1947963		2.4222088		2.7505066		3.4322758		1.2125516		3.1212661		2.3647325		1.1189419		0.27804613		1.6421313		1.241677		0.16213512		NA		0.015253489		NA		NA		U35_44k_v1_11649		LOC_Os05g36960.1		gb|EAZ34454.1| 2e-22  hypothetical protein OsJ_017937 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36960.1 5e-24 ATP binding protein putative expressed		AATCACAAGATCGAGAAGAAGAAGTATGTGCTGAAGAAAATCCGTCTTGCCAGGCAGACG		22275		AT3G44200.1

		21911		CUST_39943_PI390587928		8.24026		7.626821		7.27416		7.069938		11.862351		11.456886		12.891377		9.967743		12.538902		11.601001		12.441769		6.7667413		-1.598314		-1.1050522		1.3656698		9.19597		-0.67655087		-0.1441145		0.4496088		3.2010016		NA		NA		NA		0.007668888		U35_44k_v1_21911		LOC_Os08g09080.2		dbj|BAD05737.1| 4e-95  putative germin A [Oryza sativa Japonica Group]		LOC_Os08g09020.1 9e-97 germin-like protein subfamily 1 member 11 precursor putative expressed		GGTCGCCAGGGTTTGACAACCAAATTGTATTCCTTCTGATTGTAATTATTTATTGTATCT		20191		AT5G38960.1

		21235		CUST_21381_PI390587928		5.751671		5.6309357		4.199621		4.0221877		6.145555		6.0975227		6.451526		5.9701133		6.4415035		6.4231973		5.566171		2.6393945		-1.2276919		-1.2532502		1.8472191		10.061118		-0.2959485		-0.32567453		0.885355		3.3307188		NA		NA		NA		0.006495497		U35_44k_v1_21235		LOC_Os01g11340.1		gb|EAY72995.1| 7e-67  hypothetical protein OsI_000842 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11340.1 2e-68 CYP710A1 putative expressed		AAGAAGCTCTTCGGCGACCACAACCTCATCTACATGTTCGGCGAGGACCACAAGGACCTG		40860		AT2G34500.1

		40515		CUST_10865_PI390587928		2.4542255		3.01937		1.8170176		2.1298969		4.0798984		5.378157		6.4376254		4.9773955		4.5666833		5.6700706		5.945542		2.6636992		-1.4013186		-1.224263		1.4064746		4.9715524		-0.48678493		-0.2919135		0.49208355		2.3136964		NA		NA		NA		0.005542129		U35_44k_v1_40515		LOC_Os01g50100.1		dbj|BAB85651.1| 2e-74  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 3e-69 multidrug resistance protein 4 putative expressed		TAGATCGGAAGTCAAAAATCAATACAAGTAGCAATGAGGGCATGATACTGGAAAATGTCA		17912		AT1G02530.1

		40879		CUST_33168_PI390587928		6.203766		4.983821		5.7153873		5.157205		5.956471		7.830935		6.9278665		6.199669		6.166408		4.8486195		6.0247035		4.9160204		-1.1566378		7.902535		1.8701617		2.4345388		-0.2099371		2.9823155		0.90316296		1.2836485		NA		0.007951614		0.0025739574		0.014979157		U35_44k_v1_40879		-		No hits found		No hits found		AGATTGTGAGTCCCGAGCAGAACCGATGCTGCTGATGAGTGATCCCTGATGCTTAAAAAA		None		0

		7531		CUST_36722_PI390587928		11.621238		12.308818		12.3038435		11.1442995		10.88029		11.488319		10.9936		9.802651		10.263413		10.918693		11.484601		10.85107		1.5335515		1.4841396		-1.4054198		-2.068262		0.6168766		0.5696268		-0.49100113		-1.048419		NA		NA		NA		0.0077613927		U35_44k_v1_7531		LOC_Os12g01740.2		gb|EAY79671.1| 4e-17  hypothetical protein OsI_033630 [Oryza sativa (indica cultivar-group)]		LOC_Os11g01740.2 1e-18 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		GTTGCTGGTATGAGCTACAGGCTTCTCTTATCTCTACTATCATATTGTACACACCATGAG		47589		0

		22348		CUST_22387_PI390587928		5.9079347		5.7553773		5.026545		4.9063473		7.6273932		8.681279		10.0557785		10.134858		8.50166		10.275749		9.702518		8.4998255		-1.8330766		-3.0198357		1.277444		3.1059458		-0.8742671		-1.59447		0.35326004		1.6350327		NA		0.005568503		NA		NA		U35_44k_v1_22348		LOC_Os04g09920.1		ref|NP_001052172.1| 9e-68  Os04g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09920.1 2e-69 cytochrome P450 CYP99A1 putative expressed		GAACCTTGGCAAGCTGCTCATTTCCTGCACCAACACTATCACCGCCAAGGCTACGTTCGG		18595		AT5G24960.1

		14225		CUST_2702_PI390587928		2.8742416		2.6739385		2.7733972		2.1976588		3.5208585		5.5691667		5.392048		5.070961		3.3499672		5.251641		4.488301		1.6672922		1.1257538		1.2461916		1.870919		10.582942		0.17089128		0.31752586		0.9037471		3.4036689		NA		NA		NA		0.004130719		U35_44k_v1_14225		LOC_Os04g43800.1		emb|CAA89007.1| 2e-77  phenylalanine ammonia-lyase [Hordeum vulgare subsp. vulgare]		LOC_Os04g43800.1 1e-75 phenylalanine ammonia-lyase putative expressed		TCTCTCTCGCAACTGCCTGGTTCCATCGAGACTTCAAGATACAGTGTTGATCAAACCAAT		1796		AT3G53260.1

		1821		CUST_36407_PI390587928		12.46901		11.632903		11.620959		11.306455		12.503472		11.673465		13.083489		12.589438		13.284806		12.396405		12.82104		11.47199		-1.7187192		-1.6505427		1.1995134		2.1696296		-0.7813339		-0.72294044		0.26244926		1.1174488		NA		0.047793027		NA		0.003167298		U35_44k_v1_1821		LOC_Os04g45970.1		ref|NP_001053457.1| 0.0  Os04g0543900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45970.1 0.0 glutamate dehydrogenase 2 putative expressed		CAGTTCTGTGTGATTGTAAACCTTCAGAGTTGTTGAATGTTTACCAAATGTTTCTGTGAT		4928		AT5G07440.2

		12045		CUST_41786_PI390587928		7.996962		7.3961544		6.8694835		7.2908235		8.917038		8.941911		10.168706		9.29729		9.308453		9.609296		9.444557		7.619715		-1.311679		-1.5881917		1.6519257		3.1988971		-0.39141464		-0.6673851		0.72414875		1.6775746		NA		NA		NA		0.004692492		U35_44k_v1_12045		LOC_Os07g12850.1		dbj|BAC79582.1| 1e-64  putative receptor-like protein kinase 4 [Oryza sativa Japonica Group]		LOC_Os07g34980.1 4e-48 protein kinase domain containing protein		TTAAACTGCTGGGATGCTGCACTCAAGGAGATCGAGAAAAGATAATTGTATATGAATACA		26051		AT3G16030.1

		8975		CUST_7501_PI390587928		5.9583154		6.0688415		7.3021336		6.1510005		5.6577415		5.3127246		5.622831		3.6486037		5.5641		5.714132		5.6433177		6.178143		1.0670604		-1.3207957		-1.0143017		-5.773873		0.09364176		-0.40140724		-0.020486832		-2.5295393		NA		NA		NA		0.0077423956		U35_44k_v1_8975		LOC_Os09g34920.1		gb|ABG73453.1| e-128  glycosyl hydrolase family 29 [Oryza brachyantha]		LOC_Os09g34920.1 1e-129 alpha-L-fucosidase 1 precursor putative expressed		ACCATTTCCAGGAGTGGTTCGACACCGTGAGGCAGCTGCAGGGCTCCATCAACATCTTCT		22478		AT2G28100.1

		9017		CUST_11442_PI390587928		9.524653		9.829447		9.622029		9.64764		9.796599		11.004304		10.694778		10.836323		10.242717		10.927245		10.479976		9.083328		-1.362369		1.0548654		1.1605452		3.3705745		-0.4461174		0.07705879		0.21480274		1.7529945		NA		NA		NA		0.019826468		U35_44k_v1_9017		-		No hits found		No hits found		TATTCTGGCCTGGAGACCTCATTCCTCGGTTGAATTCCATCCATTTGTAGTCTCAAAAAA		29802		0

		34625		CUST_37831_PI390587928		5.0321355		5.5198536		5.6623588		6.256536		5.9490356		5.0598197		3.2153046		5.7437973		3.8900826		3.543499		3.8952014		2.7365339		4.166838		2.8606057		-1.6020252		8.040379		2.058953		1.5163207		-0.67989683		3.0072634		NA		NA		NA		0.010143343		U35_44k_v1_34625		-		No hits found		No hits found		ACCTGTAATGCGGTTTCGACCCGTTGTATGTAAACAGCTTACGTTATCCTGGTTAAAAAA		5626		0

		4269		CUST_4324_PI390587928		10.3011465		9.876439		10.724907		10.162629		9.976094		9.185971		8.765041		8.452468		10.020001		9.800117		9.567297		9.491588		-1.030902		-1.5306509		-1.7438254		-2.0549734		-0.043907166		-0.6141453		-0.80225563		-1.0391197		NA		NA		NA		0.007313484		U35_44k_v1_4269		LOC_Os03g04470.1		ref|NP_001048903.1| 3e-65  Os03g0137600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04470.1 6e-67 expressed protein		TCACGAAAACTACTGTATATCCCAACTTACATACGTGCAGGTATGCATCACAACAAAAAA		10158		AT2G36885.1

		1770		CUST_4665_PI390587928		10.276611		11.5017805		8.913964		11.024577		8.909536		11.640706		11.353433		11.052102		9.239915		11.728859		10.171796		8.643262		-1.2573432		-1.0630083		2.2683399		5.3104725		-0.33037853		-0.088152885		1.1816368		2.4088402		NA		NA		NA		0.002346946		U35_44k_v1_1770		LOC_Os10g25230.1		ref|NP_001064511.1| 9e-25  Os10g0391400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g25230.1 2e-26 ZIM motif family protein expressed		GGTCCATGTAAATGTGTGGCAGTTGTTGGAGTCCAAATTTTGAATTATGACTAGAATTAT		4816		0

		5248		CUST_3702_PI390587928		11.305842		11.893857		12.9690275		12.782268		10.846352		11.530784		11.182484		11.556095		10.319327		10.912613		11.793262		12.768418		1.440954		1.5349277		-1.5270823		-2.3171046		0.52702427		0.61817074		-0.61077785		-1.2123232		NA		NA		NA		0.0028998724		U35_44k_v1_5248		LOC_Os01g17390.1		ref|NP_001042756.1| e-112  Os01g0281000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17390.1 1e-113 cyclin-like F-box putative expressed		GTGTATATAACCGCAGTTTGCGTTTCTTTTTGCCTGCTGTTGTAGTTCTAGAGCAGAAAG		13530		AT2G26850.1

		30844		CUST_19756_PI390587928		7.097323		7.9726524		8.822614		8.433383		6.6477485		7.0430107		7.4885826		7.1752543		6.450941		6.702949		7.773724		8.366307		1.1461592		1.2658107		-1.2185297		-2.283193		0.19680738		0.34006166		-0.28514147		-1.1910529		NA		NA		NA		0.003431416		U35_44k_v1_30844		-		No hits found		No hits found		AAGCTACAACAAAACCGAATGGACCGTGGTCCGTCCTGCTTATGAAATATTATACACTAT		30939		0

		36493		CUST_8530_PI390587928		2.2216709		2.8406212		2.472904		4.0829244		1.5963806		3.1702464		5.02644		5.1165657		1.931358		2.8211527		2.4350572		1.8348413		-1.2613577		1.2737602		6.0267615		9.725177		-0.3349774		0.34909368		2.591383		3.2817245		NA		NA		0.004959201		0.018376432		U35_44k_v1_36493		-		No hits found		No hits found		TTAGCTAGTACACGGTGGTTTGCTTATCCTACGAAGAGATAAGATTGATAACTCAAAAAA		None		0

		16695		CUST_28285_PI390587928		11.391316		11.296086		10.641602		11.00257		12.197543		11.677044		14.133534		14.273654		12.5654		12.354875		13.330234		12.264435		-1.2904346		-1.5997325		1.7450893		4.025643		-0.36785698		-0.6778307		0.80330086		2.0092192		NA		NA		NA		0.004548385		U35_44k_v1_16695		-		emb|CAA69915.1| 8e-32  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 2e-19 subtilisin-chymotrypsin inhibitor 2 putative expressed		CGATCAAGTCACATAGAGGTACATATATAGAGCTGGTGGCGTTTGTCCCATTTCGTTTCC		3381		0

		9799		CUST_5574_PI390587928		3.741124		4.760774		3.983469		3.7312524		4.020024		3.5668824		3.0219345		2.2513714		3.0212097		3.0735466		1.82695		4.1366105		1.9983567		1.4076959		2.2894237		-3.6941414		0.9988141		0.49333572		1.1949846		-1.8852391		NA		NA		0.004752007		NA		U35_44k_v1_9799		LOC_Os04g37550.1		gb|EAY89779.1| 6e-41  hypothetical protein OsI_011012 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20290.1 1e-42 aspartic proteinase nepenthesin-1 precursor putative expressed		TACTAATTAGCATGAAGATGAAGCAGTACGTTATCCTGATGACGGTCCTGTTGGCATGGC		25824		AT1G64830.1

		50834		CUST_25898_PI390587928		7.8196054		7.4239182		8.452472		8.625011		7.0320115		6.865277		6.51782		6.3324046		6.647007		7.0010586		6.996271		8.212242		1.3058639		-1.098688		-1.3932472		-3.680336		0.38500452		-0.13578176		-0.47845125		-1.8798375		NA		NA		NA		0.009761535		U35_44k_v1_50834		-		No hits found		No hits found		GATTCTAGCTACTACTCAACTACCGTCGTGAATGAAATTTATCATGCTAAGTATCGTAAA		None		0

		50091		CUST_14097_PI390587928		3.8699505		3.1128683		2.80966		2.0734997		4.186608		3.957281		3.2314177		2.936383		4.2549834		5.141538		4.213354		3.655613		-1.0485355		-2.2724633		-1.9751147		-1.646303		-0.06837559		-1.184257		-0.98193645		-0.71922994		NA		0.011577747		NA		NA		U35_44k_v1_50091		-		emb|CAD40915.2| 4e-05  OSJNBa0088K19.7 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35410.2 1e-06 expressed protein		TTGCACACAGACAGAAGGTCAGCGGTGTTTGGGAAGCTAAAGTCAGAGATAATATGGAGT		52113		0

		48458		CUST_8556_PI390587928		12.9801		13.239803		13.860809		13.793538		12.714428		12.911914		12.375534		12.439159		12.476947		12.442966		12.63271		13.508525		1.1789325		1.3840992		-1.1951374		-2.0985103		0.23748112		0.4689474		-0.2571764		-1.0693655		NA		NA		NA		0.0032723073		U35_44k_v1_48458		LOC_Os06g39520.1		gb|EAZ37535.1| 5e-14  hypothetical protein OsJ_021018 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39520.1 1e-15 myristoyl-acyl carrier protein thioesterase chloroplast precursor putative expressed		CGAGCCCCTTGAAAGCAGCCTGTTTTATACTTACTATCTTTTAAGATCGTATATTGGTAT		16445		0

		14724		CUST_37271_PI390587928		6.033624		7.3592877		3.969115		3.2643661		5.87381		6.778116		3.0852158		4.305855		5.895535		5.5163274		2.0688212		3.0466778		-1.0151727		2.397929		2.0228574		2.3935914		-0.021725178		1.2617888		1.0163946		1.259177		NA		0.031122822		NA		NA		U35_44k_v1_14724		LOC_Os04g33990.1		ref|NP_001052766.1| 5e-94  Os04g0416700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33990.1 9e-96 VAMP protein SEC22 putative expressed		CAATTTCCTTACCCTGTTTCTGAATCTGTGCAGAATAATGCTACTACTTTTTATACATCG		334		AT5G22200.1

		21070		CUST_10155_PI390587928		5.5818467		5.3865066		2.4134629		4.5361276		4.8646455		6.309068		7.699224		6.908956		5.4702835		6.406202		6.3880734		4.7412095		-1.5216515		-1.0696461		2.4813936		4.4932103		-0.605638		-0.09713364		1.3111506		2.1677465		NA		NA		NA		0.0055461037		U35_44k_v1_21070		LOC_Os05g46760.1		gb|EAY98899.1| e-104  hypothetical protein OsI_020132 [Oryza sativa (indica cultivar-group)]		LOC_Os05g46760.1 1e-105 mitogen-activated protein kinase kinase kinase 1 putative expressed		CTAGTACAAACAGTACTAGTGTTTTGCAACATAAATCGATCGATTTCGTTCCTTGCAAAA		19256		AT2G32510.1

		37223		CUST_16989_PI390587928		3.2342463		2.4056246		2.2267463		1.7295569		2.958145		4.1002307		2.8964431		4.008704		3.2821739		3.0338042		2.1260705		2.1518888		-1.2518216		2.0942397		1.7057103		3.6220722		-0.32402897		1.0664265		0.7703726		1.8568153		NA		NA		NA		0.004514181		U35_44k_v1_37223		LOC_Os03g42110.1		gb|EAY91019.1| 1e-82  hypothetical protein OsI_012252 [Oryza sativa (indica cultivar-group)]		LOC_Os03g42110.1 3e-84 N-acetyl-gamma-glutamyl-phosphate reductase chloroplast precursor putative expressed		TTTACCAGATAAATGCTCTTACTTTTGTTAGCATCATTTTGCGTGTGCATCTTTTCAGGG		32948		AT2G19940.2

		24742		CUST_35029_PI390587928		5.3292174		4.888267		3.5803745		5.360971		4.9866138		4.629317		5.1110606		5.608181		5.3300157		6.3569417		6.1370797		6.8320293		-1.2687448		-3.3118215		-2.0363975		-2.3356893		-0.3434019		-1.7276249		-1.0260191		-1.2238483		NA		0.013919669		NA		NA		U35_44k_v1_24742		LOC_Os01g11520.1		gb|EAY73008.1| 4e-27  hypothetical protein OsI_000855 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11520.1 7e-29 RING-H2 finger protein ATL5I putative expressed		CGTCAACTCTATCTCTGTAACTTACTTGCAAGTTATCAGTTTTTTGCTACGTACTACTCT		20563		AT3G62690.1

		27010		CUST_18818_PI390587928		7.783312		6.9521594		5.8742766		7.944594		8.762538		8.621242		8.474977		8.435726		9.065362		9.942795		9.142997		9.241463		-1.2335567		-2.4993505		-1.5888911		-1.7480379		-0.30282402		-1.3215532		-0.66802025		-0.80573654		NA		0.0013372485		NA		NA		U35_44k_v1_27010		-		No hits found		No hits found		CAAACATTATGTACAAAAAGCATGAGTAGTAATGAAAATTGCACCTTAGACTTCCCAACG		19699		0

		31865		CUST_32563_PI390587928		4.2634516		4.338942		3.183129		4.080155		4.9632497		5.8915477		6.7204647		6.389196		5.630432		6.3557506		5.978742		4.992512		-1.5879687		-1.3795549		1.6721712		2.6329565		-0.66718245		-0.46420288		0.7417226		1.3966837		NA		NA		NA		0.004749216		U35_44k_v1_31865		LOC_Os08g43670.1		gb|EAZ07917.1| 8e-31  hypothetical protein OsI_029149 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43670.1 2e-31 RING-H2 finger protein ATL2B putative expressed		TATATTCACCTCATCTGATTCTGATTCAATTTGTTGTCCGACACCCGATCGATCCGCAGG		9457		AT2G17730.1

		22961		CUST_33513_PI390587928		8.295466		7.9750175		7.9895654		8.880843		9.624049		9.254492		10.672736		10.262252		10.151605		9.432836		10.533348		8.316891		-1.4414847		-1.131584		1.1014378		3.8513417		-0.52755547		-0.17834377		0.13938808		1.9453611		NA		NA		NA		0.023930391		U35_44k_v1_22961		LOC_Os07g38250.1		ref|NP_001058311.1| 2e-47  Os06g0667000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45630.1 4e-49 ATP binding protein putative expressed		GGCTAATTTATACAGTTTATAATGTTACTAATTCACGGCTGCAAATGGATCATGCGTTGA		37496		AT3G47090.1

		3542		CUST_34331_PI390587928		6.973078		7.2639327		6.722283		2.357061		6.3402805		6.8491035		2.5511541		1.916266		5.684358		6.250012		5.184165		2.1976278		1.575623		1.5147624		-6.203192		-1.2153416		0.6559224		0.59909153		-2.6330109		-0.28136182		NA		NA		0.001146515		NA		U35_44k_v1_3542		LOC_Os11g42550.1		gb|EAY99640.1| 7e-62  hypothetical protein OsI_020873 [Oryza sativa (indica cultivar-group)]		LOC_Os11g42550.1 4e-62 disease resistance response protein 206 putative expressed		GCAAATGTTGTTCCTCAAGTAATATGTTCCGACAAAAGGGTTTTTGCTGCTTTGTAAAAA		26714		AT5G42510.1

		18410		CUST_2087_PI390587928		11.76398		10.56958		9.466376		10.120152		12.886575		12.599464		13.365705		13.426457		13.756223		13.625114		13.015461		11.236529		-1.827217		-2.0358765		1.2747759		4.562827		-0.869648		-1.02565		0.35024357		2.189928		NA		NA		NA		0.0059593576		U35_44k_v1_18410		LOC_Os04g36680.1		gb|AAS93431.1| e-108  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os01g66510.1 6e-58 MLO-like protein 1 putative expressed		GGGTCCTATAGAAACAATTTCGGCAAGTGTACAAATATCTTTTTAGAGAGCACAAATATC		13968		AT4G02600.2

		1370		CUST_7670_PI390587928		9.840436		10.606757		11.622478		11.244563		9.348092		9.701977		10.7028055		9.843149		9.2058115		9.197462		10.825934		11.243501		1.1036483		1.4186461		-1.0890943		-2.639659		0.14228058		0.5045147		-0.12312889		-1.4003515		NA		NA		NA		0.0028072167		U35_44k_v1_1370		LOC_Os04g49680.1		ref|NP_001053684.1| 5e-27  Os04g0586200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49680.1 1e-28 expressed protein		GATGCTATCTTAGTAATGACGTGGAAGAGAGAAAATTTGTGAGATAAGGTTTGTCTTCTT		4065		AT4G17670.1

		26745		CUST_22091_PI390587928		4.9187846		4.5504265		3.8384335		5.102501		6.0020967		8.176201		10.40109		8.970281		6.7871423		8.184114		9.33874		6.3941436		-1.7231468		-1.0055003		2.0883296		5.963408		-0.7850456		-0.0079135895		1.0623493		2.576137		NA		NA		NA		4.41E-04		U35_44k_v1_26745		LOC_Os03g13740.1		ref|NP_001049509.1| 1e-10  Os03g0240600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13740.1 2e-12 immediate-early fungal elicitor protein CMPG1 putative expressed		ATAAAGGCTTATGTACAATGCGGATGAAAAACCTACGGTGAGTGAATAAATTAAGGGCTA		30414		0

		21096		CUST_33285_PI390587928		6.6004863		7.5910277		7.282871		5.917148		8.351082		10.1213255		11.975944		9.321745		9.061755		10.2118225		10.772904		5.297317		-1.6365677		-1.064737		2.3022416		16.27322		-0.71067333		-0.09049702		1.2030392		4.024428		NA		NA		2.59E-04		0.001721463		U35_44k_v1_21096		LOC_Os09g32570.1		ref|NP_001063587.1| 1e-90  Os09g0502500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32570.1 3e-92 chloroplastic quinone-oxidoreductase putative expressed		ACTAGTAAATAGTCGGAAAATACACTTTGGTCCGTGATTGTAAATGCACTCTATATGAAG		16898		AT4G13010.1

		41681		CUST_24070_PI390587928		8.940946		8.5182085		6.4695735		7.556459		10.28293		10.30851		12.014832		10.365243		11.224899		11.905927		11.0759535		8.006126		-1.9211483		-3.0260103		1.9170369		5.130561		-0.9419689		-1.5974169		0.93887806		2.3591166		NA		NA		NA		0.006521958		U35_44k_v1_41681		LOC_Os03g13300.1		gb|EAY89173.1| 1e-21  hypothetical protein OsI_010406 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13300.1 2e-23 glutamate decarboxylase putative expressed		GCGCTGCAATGATAGCAAGTACTACTACAATTTTCTGTTAAATGGTTCCGCAAAATTATT		1373		AT2G02010.1

		22284		CUST_17484_PI390587928		8.088878		5.352141		3.5220487		6.071034		8.533763		5.568827		6.3357415		9.230197		7.9443374		6.151339		4.985333		6.5096517		1.5046475		-1.4974542		2.5498433		6.591219		0.58942556		-0.5825119		1.3504086		2.7205453		NA		NA		NA		0.026007643		U35_44k_v1_22284		LOC_Os11g24060.1		gb|EAY80751.1| 2e-38  hypothetical protein OsI_034710 [Oryza sativa (indica cultivar-group)]		LOC_Os11g24060.1 1e-39 transmembrane transport protein-like putative expressed		TGATGTTTTGTGTACTTTGACGGCCATGATGGCAATGCTCACATTGATTTCACTAAAAAA		25228		AT3G10960.1

		23577		CUST_16679_PI390587928		7.8442874		7.817757		7.8149934		8.274226		8.496551		9.668552		11.830375		10.962573		9.4767885		10.592061		11.224091		9.849376		-1.9727908		-1.8967226		1.5223331		2.1632454		-0.98023796		-0.92350864		0.60628414		1.1131973		NA		NA		NA		0.0031433816		U35_44k_v1_23577		-		No hits found		No hits found		GCTGAATTGTTAACACTCTGTTGTTTCTAACAGTGATGAAAGTGTATTTTACGAATGGCA		25635		0

		25543		CUST_36751_PI390587928		8.165551		8.920405		7.5601788		7.925566		9.715599		11.898936		12.60068		11.743428		10.480252		12.086741		11.801594		6.61774		-1.6989615		-1.1390295		1.739999		34.912895		-0.7646532		-0.18780518		0.7990866		5.125688		NA		NA		NA		0.0072154435		U35_44k_v1_25543		LOC_Os02g47090.1		emb|CAD42636.1| 3e-27  putative peptide transporter protein [Hordeum vulgare subsp. vulgare]		LOC_Os02g47090.1 2e-27 peptide transporter PTR2 putative expressed		GTGAACAGTAACTAGATAGTAGCCAGGTACGTACGTATATACACAAGAAATAATAGGAAG		25386		AT5G01180.1

		19087		CUST_11806_PI390587928		7.4420857		7.2009296		7.1466312		7.505114		9.708951		9.531535		11.075326		9.807815		10.188026		9.862168		10.745209		7.6844306		-1.3938501		-1.2575651		1.2571155		4.3571477		-0.47907543		-0.33063316		0.33011723		2.123384		NA		NA		NA		0.008005249		U35_44k_v1_19087		LOC_Os02g16940.1		ref|NP_001046522.1| 2e-59  Os02g0271000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17090.1 4e-61 cucumisin precursor putative expressed		CTGGAATTTTTAATAGGAAATATGTTCTTTCACGTCTCCCCTTGGATGACAGACTATTTC		15533		AT1G66210.1

		14901		CUST_35675_PI390587928		10.767602		11.0126295		10.132525		6.543936		10.486023		10.698525		7.977407		5.42667		10.375298		10.880538		9.433606		5.813643		1.079771		-1.1344653		-2.7438455		-1.3076468		0.1107254		-0.18201256		-1.4561992		-0.3869729		NA		NA		4.44E-04		NA		U35_44k_v1_14901		LOC_Os10g05910.1		ref|NP_001105118.1| 2e-40  proline-rich protein [Zea mays]		LOC_Os10g05970.1 7e-42 proline-rich protein putative expressed		GGGGATCAGTGTGCTTGTATTGCTTTTCAAAGATTTGTAATTTTGGTGTGTGTTTTGTAT		152		0

		15849		CUST_29090_PI390587928		14.404655		14.506122		14.784661		15.671684		14.097027		13.697525		12.976997		14.444554		13.246877		13.06499		13.622455		15.676429		1.8026885		1.5502867		-1.564235		-2.3487196		0.8501501		0.632535		-0.64545727		-1.2318745		NA		NA		NA		0.005646429		U35_44k_v1_15849		LOC_Os02g47510.1		gb|EAZ24320.1| 0.0  hypothetical protein OsJ_007803 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47510.1 0.0 carotenoid cleavage dioxygenase 1 putative expressed		GCATACACATAGGAGAAATAGGTCATCTCATGTGTAGCATTTACATGTTTACAAGAAAGA		None		AT4G19170.1

		3697		CUST_16936_PI390587928		9.477502		9.555205		9.216107		9.470429		9.51644		9.283875		10.280544		11.11819		9.530819		9.474324		9.8881035		9.618473		-1.0100163		-1.1411186		1.3126123		2.8278718		-0.014378548		-0.19044876		0.3924408		1.4997168		NA		NA		NA		9.01E-05		U35_44k_v1_3697		LOC_Os12g36640.2		ref|NP_001066983.1| 6e-62  Os12g0552500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36640.2 1e-63 fiber protein Fb19 putative expressed		ACACGTGTGTTTACTTCTTGTAGAAGTGTGGTTTGTAAATTCATTCCTCTTCTGTTCAGA		11090		AT2G47710.1

		41204		CUST_9089_PI390587928		5.105231		4.601984		5.643904		6.921396		5.87751		5.9121976		7.486311		6.8778777		5.54335		6.0417333		7.177668		7.969915		1.260643		-1.0939416		1.2385421		-2.1317484		0.33415985		-0.12953568		0.30864286		-1.0920372		NA		NA		NA		0.023552414		U35_44k_v1_41204		-		gb|EAY74880.1| 5e-81  hypothetical protein OsI_002727 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17400.1 2e-46 conserved hypothetical protein		GATGGAACTGAGTTTATCTCACAACCCTGTACACATCACTATCAGCTCAAACTGGATCCC		None		AT2G34930.1

		12558		CUST_6910_PI390587928		12.769107		12.622014		12.522433		11.560936		12.121345		11.97495		10.565669		9.965092		11.681676		11.590997		11.27602		11.100323		1.3562928		1.3049126		-1.6362021		-2.1965373		0.43966866		0.3839531		-0.710351		-1.135231		NA		NA		NA		0.003905911		U35_44k_v1_12558		LOC_Os09g36350.1		gb|EAZ45473.1| 5e-49  hypothetical protein OsJ_028956 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36350.1 1e-50 endoglucanase 1 precursor putative expressed		TTACCATGTGGTCAACTCCTATCTGGTTTGCTGGTGTACCTGTTGTAGCTATGGGTATTG		30902		AT1G19940.1

		26650		CUST_7267_PI390587928		4.5875754		5.252455		3.8676398		3.1836815		3.890706		3.9389255		3.3569107		3.755392		3.3296058		3.8338375		1.8055071		2.3859928		1.475394		1.07556		2.9310217		2.5836296		0.56110024		0.105087996		1.5514036		1.3693993		NA		NA		0.007053867		NA		U35_44k_v1_26650		LOC_Os03g54160.2		gb|EAZ22621.1| 2e-17  hypothetical protein OsJ_006104 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g21850.1 4e-19 DNA binding protein putative expressed		GAGACACATGCAGAGATCCTTATATTCCCCTTTCGCCGTTCGCTCTTGGCACCGTCGTCC		22312		AT5G60440.1

		27939		CUST_6447_PI390587928		2.7998664		2.7499897		3.2246857		2.6017354		2.6548064		3.9162529		6.177546		5.504044		2.9797459		5.961071		6.1798654		4.5578675		-1.2526119		-4.1262126		-1.001609		1.9267595		-0.3249395		-2.0448182		-0.002319336		0.9461765		NA		0.0044783317		NA		NA		U35_44k_v1_27939		LOC_Os01g04570.2		ref|NP_001041969.1| 3e-38  Os01g0138300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04570.2 7e-40 Ser/Thr protein kinase putative expressed		AAGGGCCATATTATGGGGATCTAAGAGTGGTGAAATGAAAATTTTTAGTCTGATGTGCAA		23771		AT1G66920.1

		24083		CUST_33725_PI390587928		6.280745		6.4520507		6.49721		6.2081447		6.935102		7.2214675		8.158655		7.3203697		6.955604		7.1230016		7.528629		6.315212		-1.0143124		1.0706344		1.5475932		2.0071633		-0.02050209		0.09846592		0.63002634		1.005158		NA		NA		NA		0.010657777		U35_44k_v1_24083		LOC_Os01g06060.1		gb|EAZ10588.1| 3e-23  hypothetical protein OsJ_000413 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06210.1 4e-25 gibberellin receptor GID1L2 putative		CGATGGCCGACCAGCTCTGGCGCATGTCGCTGCCGGTGGGGGCGAGCATGGACCACCCGC		19353		AT5G06570.2

		47734		CUST_30102_PI390587928		5.5626793		5.585955		4.867683		4.8859544		6.6527276		5.9715786		8.530965		6.952011		7.2692604		7.1955695		8.272302		4.713376		-1.5331861		-2.33592		1.1963696		4.7195034		-0.6165328		-1.2239909		0.25866318		2.238635		NA		NA		NA		4.00E-04		U35_44k_v1_47734		LOC_Os04g38540.2		gb|EAZ30964.1| 5e-10  hypothetical protein OsJ_014447 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38540.1 7e-12 aldose 1-epimerase putative expressed		TCTTTTCTTGGACACCCTCGCTGTTTTTTTTAATGACACCTCTTACTTTGGGCCGCTGAA		49082		0

		17498		CUST_22470_PI390587928		14.695129		14.867146		15.425441		15.478115		14.16336		14.500229		13.745804		14.177419		13.940801		14.01706		14.2105		15.33801		1.1668013		1.3978103		-1.3800265		-2.23549		0.22255898		0.4831686		-0.46469593		-1.1605911		NA		NA		NA		0.011905276		U35_44k_v1_17498		LOC_Os04g46000.1		ref|NP_001053459.1| 3e-59  Os04g0544200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46000.1 6e-61 nuc-1 negative regulatory protein preg putative expressed		CAAGGTGTGTGGTGTGCTCTAGTCCACAAGTGACATGTATATTGTTGAATGTTGGATCAT		24544		AT5G07450.1

		22356		CUST_22361_PI390587928		11.351433		12.241585		14.218536		12.88289		10.683723		11.60057		13.105659		11.191911		10.409362		11.851688		13.156428		12.828372		1.2094588		-1.1901296		-1.0358175		-3.1090229		0.2743616		-0.25111866		-0.050769806		-1.6364613		NA		NA		NA		0.005798334		U35_44k_v1_22356		LOC_Os05g47950.1		emb|CAJ19334.1| 2e-96  UDP-glucose glucosyltransferase [Triticum aestivum]		LOC_Os02g51910.1 3e-46 cytokinin-O-glucosyltransferase 2 putative expressed		GAGCTACTGATGAATGAGCTTCTAATTATCTGCAATTTTAAGAGAAACTGAGCTTCACTT		None		AT1G22380.1

		4906		CUST_1327_PI390587928		9.647763		9.223027		9.183923		7.398454		9.752521		9.337257		10.959831		9.631184		10.376311		9.651222		10.062332		7.883879		-1.5409187		-1.2431194		1.862834		3.357307		-0.62379074		-0.31396484		0.8974991		1.7473044		NA		NA		NA		0.0043071494		U35_44k_v1_4906		LOC_Os07g34006.1		dbj|BAC57673.1| e-159  putative glucose-6-phosphate/phosphate- translocator precursor [Oryza sativa Japonica Group]		LOC_Os07g34006.1 1e-161 glucose-6-phosphate/phosphate translocator 2 chloroplast precursor putative expressed		CATGGTGCTGATGATGTAGAGAGGTGAATGAATCAATCCAAATAAAGTTGCCAGGAAAAA		10487		AT1G61800.1

		41237		CUST_9696_PI390587928		8.823031		9.184205		8.289723		7.682384		8.519061		8.117387		6.778703		6.057756		8.7959795		8.742154		7.0374084		7.483478		-1.2116041		-1.5419621		-1.1964045		-2.6864893		-0.2769184		-0.6247673		-0.25870514		-1.4257221		NA		NA		NA		0.00956748		U35_44k_v1_41237		LOC_Os02g37490.1		emb|CAA88559.1| 9e-05  glycine rich protein [Hordeum vulgare subsp. vulgare]		LOC_Os02g37490.1 2e-05 glycine-rich cell wall structural protein precursor putative expressed		CATGTACGTATACGTCCCCCCTGCCCAGTTTTCCTGTTTCAATAATACCAGGGGTTTTTT		946		0

		1046		CUST_30704_PI390587928		11.647695		11.057159		10.684598		12.153247		12.837369		12.0638685		15.226029		15.055425		13.319736		13.360687		14.682868		14.035443		-1.3970335		-2.4568653		1.4571621		2.0278928		-0.48236656		-1.2968187		0.5431614		1.0199814		NA		NA		NA		0.0014068931		U35_44k_v1_1046		LOC_Os02g17940.6		gb|AAP95024.1| e-116  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-113 leucoanthocyanidin dioxygenase putative expressed		GCGTTTATTATGGAGTTGTAACAGTGATTGCCTATGAAGAATAAAGAGATGGGTTTATCT		3563		AT5G20400.1

		44279		CUST_18332_PI390587928		7.3589873		7.383461		9.73273		9.549473		7.1229057		6.7196403		7.7281036		7.8587914		5.7337584		5.761656		8.057338		8.978939		2.6192381		1.942594		-1.2563462		-2.1736922		1.3891473		0.95798445		-0.32923412		-1.1201477		NA		NA		NA		0.014779081		U35_44k_v1_44279		LOC_Os10g22560.3		ref|NP_001064033.1| 5e-64  Os10g0110600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g02210.1 1e-65 peptide transporter PTR2 putative		TCAGTTCAGATTTTTGGACAAGGCTGCCATTGTGCCGCCACTAACACTTGAGAAGAAAGA		41890		AT1G62200.1

		7847		CUST_24_PI390587928		5.817263		5.915377		5.2273216		6.360624		7.6683726		8.152572		9.697365		8.349043		8.080792		9.110852		8.811637		7.06994		-1.3309163		-1.9429928		1.8476967		2.4268801		-0.4124198		-0.95828056		0.8857279		1.2791028		NA		NA		NA		0.0186856		U35_44k_v1_7847		LOC_Os08g03350.1		ref|NP_001060901.1| e-107  Os08g0127100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03350.1 1e-108 LHT1 putative expressed		ATCTGTGATGGCAAGTGCAAGGACATCAAGCTTACCTACTTCATCATGATCTTCGCCTCT		16612		AT5G40780.1

		34946		CUST_33501_PI390587928		10.471911		10.399609		9.656125		10.654064		10.719462		12.087581		11.639778		12.368449		10.9700775		11.65821		11.654343		10.371721		-1.1897143		1.3466462		-1.0101465		3.9909382		-0.25061512		0.42937088		-0.014564514		1.996728		NA		NA		NA		0.009423191		U35_44k_v1_34946		LOC_Os02g56740.2		gb|EAZ25042.1| 1e-22  hypothetical protein OsJ_008525 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56740.2 2e-24 translation initiation factor eIF-2B epsilon subunit putative expressed		ACTAGTGCTGCCTGCTTAACCGTGTAATAAAAATGTACAGACCCATGTGCCGTTTTCCTC		9854		AT2G34970.1

		1045		CUST_30705_PI390587928		10.710442		10.120682		9.779847		10.788724		11.7605095		10.7145		14.076888		13.847626		12.036633		11.915059		13.469256		12.402978		-1.2109363		-2.2982864		1.5237558		2.7219636		-0.27612305		-1.2005587		0.6076317		1.4446478		NA		NA		NA		7.22E-04		U35_44k_v1_1045		LOC_Os06g08032.1		gb|AAP95024.1| 1e-59  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 6e-43 leucoanthocyanidin dioxygenase putative expressed		TGACAAGGTGGTGTCTGAGGATCAGGTCCTCAACTGGAACGACCGGTTGCATCTGAGCTG		3565		AT5G20400.1

		20300		CUST_28684_PI390587928		8.893331		7.818955		7.113825		7.2382617		10.144246		9.663812		10.76516		10.607781		10.891978		10.582065		9.990225		8.242029		-1.6791512		-1.8898253		1.7111127		5.1542134		-0.74773216		-0.91825294		0.77493477		2.3657522		NA		NA		NA		0.012771175		U35_44k_v1_20300		LOC_Os02g35490.1		gb|AAS93431.1| 2e-97  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g35490.1 2e-58 MLO-like protein 1 putative expressed		AAATTGGCGACATTGGGAGACCAAGATCCAAGAAAAGGATGACAGTGCCCCTCAAATGAT		14982		AT2G44110.2

		25756		CUST_15776_PI390587928		8.259386		8.194605		9.846768		9.477802		8.241715		8.10331		9.023799		8.337661		8.299984		8.102195		9.136557		9.420422		-1.0412154		1.0007731		-1.0812931		-2.1180854		-0.058268547		0.0011148453		-0.11275768		-1.0827608		NA		NA		NA		0.005801418		U35_44k_v1_25756		LOC_Os05g32380.1		emb|CAO22638.1| 2e-42  unnamed protein product [Vitis vinifera]		LOC_Os01g46250.1 1e-18 lipase-like protein putative expressed		ATGACCACTACGTAATGTCAAATCTCTACATAGGAATAACATCGCTCATCGCTCAAAAAA		6611		AT1G06800.1

		772		CUST_6613_PI390587928		5.802038		4.8120403		3.0485923		3.5687387		5.5622582		4.7542553		7.7942085		7.619207		5.335062		5.0295157		7.7344		4.59382		1.1705579		-1.2102126		1.0423275		8.14202		0.22719622		-0.27526045		0.05980873		3.0253868		NA		NA		NA		0.00614267		U35_44k_v1_772		LOC_Os11g37950.1		pdb|1BW3|A 1e-68  Chain A, Three-Dimensional Structure In Solution Of Barwin, A Protein From Barley Seed		LOC_Os11g37950.1 5e-63 win2 precursor putative expressed		CGTGTATACACTACGTACATGAAACGAAATAAAGTGGAACAGATCAAATGGGTTTACATA		2549		AT3G04720.1

		31611		CUST_25260_PI390587928		6.508884		6.2499995		4.861281		5.533755		8.844808		8.68953		10.445637		10.476678		9.572148		9.852365		9.78131		8.172741		-1.6555846		-2.2389684		1.5848284		4.9380345		-0.7273407		-1.1628342		0.66432667		2.303937		NA		NA		NA		0.006517948		U35_44k_v1_31611		LOC_Os08g09060.1		gb|AAF34811.1|AF005089_1 9e-26  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-23 germin-like protein subfamily 1 member 7 precursor putative expressed		TATATTGCGAGTAAACGGATTTCCTTGCAAGGACCCAATGGCCGTCAACACGGAAGATTT		1518		0

		3530		CUST_34343_PI390587928		13.702144		13.610522		13.198166		14.043808		13.085614		13.075021		11.502658		12.904727		12.631302		12.412114		12.057721		14.035253		1.3701296		1.5832692		-1.469233		-2.189385		0.45431232		0.66290665		-0.55506325		-1.1305256		NA		NA		NA		0.014224187		U35_44k_v1_3530		LOC_Os02g13060.1		ref|NP_001046331.1| 4e-42  Os02g0223700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13060.1 7e-44 expressed protein		GCCAGATGTAAATTACGGTACTAGTTACTACTCGCTGTGTATCATAATATTTGTTGTGAA		14066		0

		4301		CUST_11754_PI390587928		7.725947		7.642262		5.4887967		7.0131516		7.1587334		10.254402		9.739441		8.836202		7.2621326		10.083635		9.610213		7.3061986		-1.0743017		1.1256566		1.093708		2.8878646		-0.10339928		0.17076683		0.12922764		1.5300031		NA		NA		NA		0.024054488		U35_44k_v1_4301		LOC_Os03g02300.1		No hits found		LOC_Os03g02300.1 3e-05 expressed protein		ATGTGATGTGTAGATACGCTCGTTCCGAAGGAATCCATAACTGTTGACGAGTTCCATTGC		10096		0

		23208		CUST_24395_PI390587928		6.8873773		6.479208		6.7560883		7.125448		8.4718895		9.431581		9.816371		8.972081		9.12859		9.629302		9.560037		7.5824833		-1.5764726		-1.1468856		1.1944399		2.6200564		-0.65670013		-0.19772148		0.2563343		1.3895979		NA		NA		NA		0.008324517		U35_44k_v1_23208		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-33  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		TGGTCCTATGTGTGTGTGAGATTGCCGTCATGGAAATTGTTATTTGCCCTTTTGTTCCTT		21945		AT3G29770.1

		28230		CUST_28401_PI390587928		4.9477057		4.5406947		7.247483		6.589087		4.6223927		3.8567104		6.239164		6.6045146		4.190481		2.6977398		5.999163		6.309832		1.3490198		2.2329805		1.1809932		1.226615		0.43191147		1.1589706		0.24000072		0.2946825		NA		0.024721311		NA		NA		U35_44k_v1_28230		LOC_Os04g53310.1		gb|ABY56823.1| 4e-15  starch synthase IIIb precursor [Triticum aestivum]		LOC_Os04g53310.1 3e-09 soluble starch synthase 3 chloroplast precursor putative expressed		CTCGCGCAGTCTATCGTAAAGTGCAGCAGGTTTACGAGAAGCAGGCTCGCTCGATGCATG		26973		0

		29940		CUST_29072_PI390587928		7.6569123		7.777082		6.332296		7.70851		9.608048		10.444427		12.50914		11.29321		10.767487		12.077191		11.9995985		10.157468		-2.233704		-3.1010673		1.4235977		2.1973157		-1.1594381		-1.6327648		0.5095415		1.1357422		NA		NA		NA		0.0022657444		U35_44k_v1_29940		LOC_Os12g29950.2		gb|EAY83124.1| 1e-21  hypothetical protein OsI_037083 [Oryza sativa (indica cultivar-group)]		LOC_Os12g29950.2 3e-23 nitrate and chloride transporter putative expressed		CGGATTAAATCAATGCTTTACTAGGAAAGGTGTAGATGAACATGTACTGTTTGTCATGTT		29536		AT2G39210.1

		31001		CUST_34494_PI390587928		1.7326549		1.8392706		2.2480574		1.8993984		2.3682644		2.3825223		2.8699923		6.2243237		2.663648		2.4197178		1.9316745		1.725417		-1.2272111		-1.0261171		1.9162924		22.610275		-0.29538345		-0.037195444		0.9383178		4.4989066		NA		NA		NA		5.00E-04		U35_44k_v1_31001		LOC_Os04g55040.2		ref|NP_001040286.1| 8e-24  vacuolar ATP synthase subunit D [Bombyx mori]		LOC_Os04g55040.2 1e-22 vacuolar ATP synthase subunit D 1 putative expressed		TATATTATCTCGGAACTGGACGAGCTGGAGCGTGAGGAGTTCTACAGACTGAAGAAGATT		31142		AT3G58730.1

		40546		CUST_2549_PI390587928		6.915113		6.2616715		5.680863		6.2841554		7.221197		8.017911		8.695709		7.8910728		8.296638		8.872606		7.8140087		5.98132		-2.1073654		-1.8083768		1.8425459		3.7574472		-1.0754404		-0.8546953		0.8817005		1.9097528		NA		NA		NA		0.007817108		U35_44k_v1_40546		LOC_Os05g37910.2		ref|NP_001055712.1| 2e-23  Os05g0452900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37910.2 1e-25 expressed protein		TCTCAGCAGTGAACTCTTTGACCTGTTGATCTTTGATCTGTTTGAGCTCGTACCCATCGA		20371		0

		21949		CUST_17725_PI390587928		5.7509828		2.7806616		3.2422802		2.8362885		3.3814895		3.631647		8.191085		12.593814		3.4381866		1.9019703		5.657726		3.607947		-1.0400819		3.3165352		5.7891803		507.00864		-0.05669713		1.7296768		2.533359		8.985867		NA		NA		NA		4.20E-04		U35_44k_v1_21949		LOC_Os08g19420.1		emb|CAA54616.1| 0.0  flavonoid 7-O-methyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os08g35310.1 1e-103 isoflavone-7-O-methytransferase 9 putative		GTGCAAAGGCCGTGACAACAAATTGTACTTGAATAAAGAAGCTCGACATATATCAAAAAC		17361		AT4G35160.1

		24295		CUST_32240_PI390587928		3.6059372		3.268324		3.978288		4.2347336		5.582522		6.7042174		7.1887918		6.3349433		5.4315696		6.715788		6.772631		4.647218		1.1103022		-1.0080522		1.3343717		3.2214832		0.15095234		-0.011570454		0.41616058		1.6877251		NA		NA		NA		0.010582481		U35_44k_v1_24295		LOC_Os09g31031.3		ref|NP_001063337.1| 4e-41  Os09g0452700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27930.1 9e-43 UBiQuitin family member putative expressed		GGTTCTGCTCCACCGGTGTTTGGGGTGAAAATATTATCAGTTTTACTATTTTATTACATC		21063		AT3G52590.1

		25393		CUST_3938_PI390587928		4.867313		4.9121165		5.0220413		4.9030952		6.0574393		6.517751		6.765903		7.562487		7.096626		7.618694		7.4109745		6.1084404		-2.0550685		-2.144948		-1.5638168		2.7397547		-1.0391865		-1.1009426		-0.6450715		1.4540467		NA		0.0023282014		NA		0.010673686		U35_44k_v1_25393		-		No hits found		No hits found		TGTTGTCAAACTTGATAAATCGAAAGGAGGTTCCCCTGGGTGGGCTTGTTCAGTAAAAAA		3605		0

		27402		CUST_9957_PI390587928		3.966934		4.4134483		5.3240952		4.677912		3.7430727		3.9898827		4.059431		3.4803665		2.710847		2.7095754		2.1447616		2.5933692		2.0451772		2.4289072		3.7702744		1.849323		1.0322258		1.2803073		1.9146695		0.8869972		NA		0.04367532		0.0034546903		NA		U35_44k_v1_27402		-		ref|XP_387493.1| 2e-54  hypothetical protein FG07317.1 [Gibberella zeae PH-1]		No hits found		ATCTTCTTTCGGATCAACAAGTCCTTTCGCTGCTAGCTCTTCTTCCAATGTCTTCTCTAA		24722		0

		13827		CUST_14517_PI390587928		12.962131		11.0700865		10.502433		10.741191		14.724675		12.689719		13.185703		13.143182		15.325526		14.273452		13.132833		11.512095		-1.516611		-2.9974437		1.037327		3.0974615		-0.60085106		-1.5837326		0.05287075		1.6310863		NA		NA		NA		0.0024081948		U35_44k_v1_13827		LOC_Os04g59150.3		emb|CAA05897.1| 4e-63  peroxidase [Hordeum vulgare]		LOC_Os04g59150.1 1e-32 peroxidase 12 precursor putative expressed		TGTTCGACAACAGTACTACTTCGACCTGATCGCGAGGCAGGGGCTGTTCAAGTCGGACCA		1855		AT1G71695.1

		29911		CUST_29208_PI390587928		2.832711		2.3245528		4.2272644		5.1930985		3.475397		4.3757625		6.462401		6.619383		3.9054317		5.918129		7.5595584		8.614358		-1.347266		-2.912719		-2.1393278		-3.9860923		-0.43003464		-1.5423665		-1.0971575		-1.9949751		NA		0.008114949		NA		0.0114025315		U35_44k_v1_29911		-		No hits found		No hits found		TGAATAAGAATGTATGGAACTCGTGTATGTTTGATCGGTCAAGAATCTACAGGTTTGTGT		29488		0

		41465		CUST_27031_PI390587928		12.219242		11.437946		10.839634		11.751239		12.06075		12.620196		15.985371		15.96668		12.10888		12.957311		15.720551		13.677974		-1.0339239		-1.2632273		1.2014862		4.886176		-0.048130035		-0.33711433		0.2648201		2.2887058		NA		NA		NA		0.0046668113		U35_44k_v1_41465		-		No hits found		No hits found		ATGTATGACCTTATACAGTACATATCTCGTGTATATGCCGCCCACTTGCACTCGAAAAAA		36618		0

		46243		CUST_17474_PI390587928		4.8914413		5.8350616		6.3741517		5.1332183		7.620177		7.9766045		8.328256		9.858753		5.833449		5.834931		5.7436795		4.931904		3.4503145		4.4127364		5.9983935		30.417915		1.7867279		2.1416736		2.5845761		4.9268494		NA		NA		0.007066709		0.0019378323		U35_44k_v1_46243		-		ref|XP_001554467.1| 2e-07  hypothetical protein BC1G_07055 [Botryotinia fuckeliana B05.10]		No hits found		TATACAAGCGTGATGTGTTCAAATCTCCGGATCCATGTGCTGTGGCGACTCTCGGCGGCG		46050		0

		12600		CUST_36656_PI390587928		4.727554		5.090094		3.392213		5.092755		5.0413384		6.8899684		7.39556		7.797252		5.5018525		6.675483		7.1699543		5.3204503		-1.376032		1.1602898		1.1692679		5.566621		-0.46051407		0.21448517		0.22560549		2.4768019		NA		NA		NA		0.009230899		U35_44k_v1_12600		LOC_Os12g36110.1		gb|EAZ20788.1| 7e-12  hypothetical protein OsJ_034997 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36110.1 1e-13 calmodulin binding protein putative expressed		GTTCATGGCCATGTTCCTGCCGGTTTTCAGCAACATGGTTCATAGAGTGGTTTCAGAGGA		23524		0

		17577		CUST_32553_PI390587928		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		-1.255589		-1.4824394		1.611844		3.817486		-0.32836437		-0.56797314		0.6887121		1.9326229		NA		NA		NA		0.005334543		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		TCTTAATGAACAGCAGTATTGTTGTCAATTCTCAAGCAAGAGCGGGGTTGTCAGAAAAAA		9662		AT5G26340.1

		15883		CUST_22943_PI390587928		14.224475		14.544155		13.950847		13.452897		13.753095		14.123307		11.719108		11.586548		13.233727		13.586391		12.62486		12.762856		1.4333265		1.4508675		-1.8735211		-2.2599764		0.5193672		0.5369158		-0.9057522		-1.1763077		NA		NA		NA		0.0011336536		U35_44k_v1_15883		LOC_Os08g23180.1		No hits found		No hits found		AGTGTGCGTGTTTCGTTGTGTTTATAGTACTACTACTACATATATGAAAGACATCATGGA		6939		0

		19375		CUST_15879_PI390587928		7.544662		7.7359085		6.3371563		6.791721		8.77526		10.308146		12.790547		11.237407		9.977945		12.624429		12.511701		9.863149		-2.301677		-4.980471		1.2132246		2.5923455		-1.2026854		-2.3162823		0.27884674		1.374258		NA		0.0043530706		NA		6.02E-04		U35_44k_v1_19375		LOC_Os06g22440.2		ref|NP_001057538.1| 7e-96  Os06g0329900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22440.1 1e-97 benzoate carboxyl methyltransferase putative expressed		GATTCCAAAGCAATGTATCTGTAATGGTTTTGAGTATGAATAAAGTTGGATGAGAAGAGC		16328		AT5G04370.2

		10619		CUST_23300_PI390587928		4.241256		4.3898406		3.58233		5.0399203		5.0112953		7.1744714		9.635087		8.235316		5.7189803		8.428477		9.411387		7.3274055		-1.6331813		-2.3850274		1.1677243		1.8763264		-0.707685		-1.2540059		0.22369957		0.9079108		NA		0.0044783317		NA		NA		U35_44k_v1_10619		LOC_Os03g62200.1		gb|AAR87397.1| e-121  ammonium transporter AMT2.1 [Triticum aestivum]		LOC_Os03g62200.1 1e-109 ammonium transporter 2 putative expressed		CCATATAGTATGAGTTATTTAATTGGACAAGACATGGTGAAGAATCAGCGTCGAATCATT		22563		AT2G38290.1

		10252		CUST_40041_PI390587928		11.717517		11.70184		10.982415		12.285057		12.038411		14.076145		13.900159		13.294534		12.409625		13.042602		13.422553		11.796107		-1.2934407		2.0470462		1.392431		2.8253438		-0.3712139		1.0335436		0.47760582		1.4984264		NA		NA		NA		0.018376432		U35_44k_v1_10252		LOC_Os08g29660.1		gb|ABC65846.1| 2e-67  WRKY transcription factor WRKY1A [Triticum aestivum]		LOC_Os08g29660.1 8e-36 OsWRKY69 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GAGCTTTAGGATATCTGAATAGTGTAGCTTGTTCCCTTCTTTCTTTCTTTTCTTCTACAG		21110		AT4G11070.2

		1102		CUST_41885_PI390587928		13.005546		13.294953		13.372895		13.860337		13.928096		14.525477		16.561047		15.344258		14.374943		14.966023		15.565316		13.947593		-1.363058		-1.3571179		1.9940898		2.6329234		-0.44684696		-0.44054604		0.9957304		1.3966656		NA		NA		3.63E-04		0.005663339		U35_44k_v1_1102		LOC_Os06g47200.3		gb|EAZ02139.1| 2e-29  hypothetical protein OsI_023371 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47200.2 6e-32 lipid binding protein putative expressed		CTCGGCACTCTATTCAGACCTGTGATAACCAGAGCAGAGTGGGAATTGTGTGAGAAAAAA		3699		AT1G62790.2

		40643		CUST_25437_PI390587928		10.7261095		10.798492		10.186765		10.626713		11.877301		12.08606		12.542786		11.831871		12.509013		13.685456		12.82105		12.451154		-1.5494025		-3.0301657		-1.2127347		-1.5361112		-0.63171196		-1.5993967		-0.27826405		-0.6192827		NA		0.0036707902		NA		NA		U35_44k_v1_40643		LOC_Os12g02400.1		No hits found		No hits found		AAAGCTCCTGCACGGGATTTCGTTTGGAAATTGGAATGAAATAAAACTGGGGATTGGGGG		7097		0

		19386		CUST_15844_PI390587928		4.4967303		4.70228		4.5341754		5.691826		4.554441		5.2672915		7.1463685		6.955988		5.1760764		5.5557866		6.10594		5.7906747		-1.5386183		-1.2213656		2.0568388		2.242819		-0.62163544		-0.28849506		1.0404286		1.1653132		NA		NA		NA		0.009792699		U35_44k_v1_19386		LOC_Os12g17490.1		gb|AAM94294.1| 8e-07  putative stripe rust resistance protein Yr10 [Sorghum bicolor]		LOC_Os10g03570.1 4e-07 RGH1A putative		GTTGGCTCATGATGAACTTGTTTTTCCATTCCTTTATTTTGCAGGATGCTGGCTTGTTAT		18459		0

		2247		CUST_37160_PI390587928		10.466416		10.795029		11.618885		10.995587		10.110093		10.3038645		10.117386		9.563317		10.402968		9.715581		10.556556		10.659272		-1.2250794		1.503457		-1.355824		-2.137545		-0.2928753		0.58828354		-0.43916988		-1.0959549		NA		NA		NA		0.0037403414		U35_44k_v1_2247		LOC_Os01g10950.1		dbj|BAB92157.1| 0.0  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g10950.1 0.0 peptide-N4-asparagine amidase A putative expressed		GGATCGATGACCCCTCATATCCTTTTTATATTTGAGATGAGTATGAGGATTCAACTTAAA		7849		AT3G14920.1

		5667		CUST_10746_PI390587928		4.90524		6.0652127		6.029634		4.5356956		4.334929		5.0755877		2.8163097		2.0205414		4.101116		3.9233723		2.314759		3.8538837		1.1759386		2.2225494		1.4157344		-3.563617		0.23381281		1.1522155		0.5015507		-1.8333423		NA		NA		NA		0.008201433		U35_44k_v1_5667		LOC_Os05g43450.1		ref|NP_001056005.1| e-112  Os05g0509900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g43450.1 1e-114 ATP binding protein putative expressed		GACAGCTTGATGGCTTGTGCTTTCCTTGATTATCCCAAATTCTCAATGCGACTGCTTGCA		16956		AT1G75510.1

		16860		CUST_41254_PI390587928		8.602675		8.751796		8.394183		7.284006		8.040282		7.6715355		6.386357		5.940452		8.359414		8.422608		7.594785		6.957106		-1.2475796		-1.683044		-2.3108575		-2.0232213		-0.31913185		-0.7510729		-1.2084284		-1.016654		NA		NA		NA		0.025338896		U35_44k_v1_16860		LOC_Os04g01540.1		gb|EAY92764.1| 8e-47  hypothetical protein OsI_013997 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01540.1 2e-48 expressed protein		TTGTTGGTAGCTGTATGGGCAGTGAGAAATTGTACAACCGTATACTTGTACCACGAACAA		6503		AT1G62780.1

		26118		CUST_30716_PI390587928		10.97142		11.13002		10.582802		11.285026		11.983815		13.506251		13.455967		13.280719		12.475926		13.594403		13.206		11.506618		-1.4065017		-1.0630076		1.1891797		3.4202487		-0.4921112		-0.08815193		0.24996662		1.7741013		NA		NA		NA		0.0134393		U35_44k_v1_26118		LOC_Os01g53920.1		gb|EAY75774.1| 1e-48  hypothetical protein OsI_003621 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53920.1 1e-49 receptor-like protein kinase 5 precursor putative expressed		GTCTGAAATTAGGTCTGGATTCTTGATTGTACATCACTTACTGATCAAACCCATAAAAGA		13821		AT5G25930.1

		7474		CUST_39373_PI390587928		6.711745		6.845991		7.3971653		7.1704516		6.3586597		6.4950294		5.9148946		5.9802155		7.051073		7.0696464		7.0326543		7.443503		-1.6159844		-1.4892819		-2.1700974		-2.7573595		-0.69241333		-0.5746169		-1.1177597		-1.4632874		NA		0.046701994		0.0015263342		0.0031202827		U35_44k_v1_7474		LOC_Os12g41860.1		gb|EAY83873.1| 4e-65  hypothetical protein OsI_037832 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41860.1 8e-67 class III HD-Zip protein 4 putative expressed		CTGTCAGTCAGTCAGTGTGTGTGATGAACCGAACAGTGGCTTGCGGTTCTTGTTAAAAAA		18488		AT2G34710.1

		22204		CUST_16406_PI390587928		4.79649		4.6082187		2.893401		2.1157887		5.075275		5.3633347		4.172746		4.8330092		4.977081		5.6067834		4.4364142		1.8942337		1.0704327		-1.1838192		-1.2005272		7.6676025		0.09819412		-0.24344873		-0.26366806		2.9387755		NA		NA		NA		0.0034373982		U35_44k_v1_22204		LOC_Os04g38570.2		gb|EAZ32166.1| 1e-80  hypothetical protein OsJ_015649 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38570.2 8e-77 multidrug resistance protein 11 putative expressed		TTGTGATCTGATCTTGATCTGTATCTTCTCCCATGATGAAAATGCATGATGCAATTCTCG		16427		AT3G28860.1

		29718		CUST_25789_PI390587928		9.251074		9.672195		11.521947		10.669548		9.018491		9.4161625		10.250205		9.551692		8.906189		9.374096		10.481399		10.664741		1.0809516		1.0295876		-1.1738056		-2.1630223		0.11230183		0.042066574		-0.23119354		-1.1130486		NA		NA		NA		0.009241372		U35_44k_v1_29718		-		No hits found		No hits found		GTAAGGTATTGACTGAAGAAGATAAAGCGGCTGCTGACGTATGGTTTTGACCGTGATAAA		29149		0

		18056		CUST_29909_PI390587928		12.93885		12.78939		12.2916975		13.08533		12.94489		14.029883		13.527644		13.73598		13.321338		13.700351		13.008267		12.489181		-1.2981415		1.2566062		1.4333359		2.3731437		-0.37644768		0.32953262		0.51937675		1.2467995		NA		NA		NA		0.011697147		U35_44k_v1_18056		LOC_Os01g38980.2		dbj|BAG12807.1| e-116  calmodulin-binding protein [Oryza sativa Japonica Group]		LOC_Os01g38980.2 1e-117 calmodulin binding protein putative expressed		ACCCACAACTCTGCAAATAAGGCATGTAACTTTCCAGCTTTGATTTTGATAATAAAAGGG		8468		AT2G26190.1

		3375		CUST_14409_PI390587928		10.005923		10.393904		9.7113495		10.366882		9.258741		9.713533		7.8900146		9.2907095		9.040261		9.250203		8.370429		10.476124		1.1635072		1.3787208		-1.3951443		-2.274287		0.21848011		0.46333027		-0.4804144		-1.1854143		NA		NA		NA		0.01120296		U35_44k_v1_3375		-		gb|ABA95697.1| 9e-06  RNA recognition motif, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02970.1 2e-07 RNA binding protein putative		TGTGCTCTGTAATTTTATGGATCTCAGGATGATGATGATAGTAGTGGTAAACTGAACCAA		8770		0

		27800		CUST_29126_PI390587928		7.0291677		7.857267		7.0072503		7.3824444		8.644039		10.698375		12.869727		10.019208		9.68047		12.392532		12.441536		9.375816		-2.0511477		-3.235879		1.3455455		1.5619969		-1.0364313		-1.6941576		0.42819118		0.6433916		NA		0.005709591		NA		NA		U35_44k_v1_27800		LOC_Os03g19260.1		gb|EAY89690.1| 7e-07  hypothetical protein OsI_010923 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19260.1 1e-08 expressed protein		TGGTTGAGCCTTGTGGATCGATTTGGAAATTAATCGAATTGCAATGAACTTGTAATTTCA		None		0

		10910		CUST_39184_PI390587928		6.9686832		7.5726624		6.765449		6.1835823		6.5994034		9.578082		8.546029		7.0286584		5.958998		7.403658		7.7739506		5.98482		1.5587668		4.5140557		1.7077284		2.0617058		0.6404052		2.1744242		0.7720785		1.0438385		NA		0.0044783317		NA		NA		U35_44k_v1_10910		LOC_Os11g11490.1		gb|EAY80396.1| 3e-54  hypothetical protein OsI_034355 [Oryza sativa (indica cultivar-group)]		LOC_Os11g11490.1 6e-56 protein kinase putative expressed		CCATTGACCGCCACGCATGCACGCACACGCAACCCAACGCTGCTGATGCCATGTCTGGAT		23043		AT5G47850.1

		14157		CUST_38248_PI390587928		3.5908878		2.6353312		3.356469		1.6473714		7.430849		5.8898864		6.76477		3.5505342		8.338788		7.424401		7.0048676		1.5727911		-1.876363		-2.8969092		-1.1810725		3.9387646		-0.90793896		-1.5345144		-0.24009752		1.9777431		NA		NA		NA		0.0037060096		U35_44k_v1_14157		LOC_Os03g25340.1		gb|EAZ04858.1| 2e-69  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 4e-71 peroxidase 56 precursor putative expressed		GTCGAATGCATTGTTTCTTAACACGGTATTATAGGAGCATTAACGGTTTACCCCAAAAAA		7079		AT5G64120.1

		9826		CUST_37468_PI390587928		8.175539		8.859474		11.348285		9.720275		7.542997		8.454083		9.716319		7.631611		7.3704553		8.510722		10.356425		9.260192		1.1270423		-1.0400398		-1.5584439		-3.0920873		0.17254162		-0.056638718		-0.6401062		-1.628581		NA		NA		0.0015858574		0.0046668113		U35_44k_v1_9826		LOC_Os06g18010.1		gb|ABC94602.1| 4e-39  UDP-glycosyltransferase-like protein [Oryza sativa (indica cultivar-group)]		LOC_Os06g18010.1 3e-40 hydroquinone glucosyltransferase putative expressed		AGAGGAGAGCATCCTCCTCGCAGCAAGAGAAAGAAGAAAACCACGGTCTCGGCGGCAATG		None		0

		1664		CUST_5642_PI390587928		6.7682476		6.4578576		6.3726707		6.740951		8.168967		9.0165205		10.332425		8.89253		8.860646		10.152043		9.779823		7.895622		-1.6151621		-2.1969817		1.4667284		1.9957191		-0.691679		-1.1355228		0.5526018		0.99690866		NA		0.0043530706		NA		0.003434964		U35_44k_v1_1664		LOC_Os07g01560.1		ref|NP_001058704.1| 0.0  Os07g0106200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01560.1 0.0 sugar transport protein 1 putative expressed		TCTTGTTTCTTGACACGGATCAAGTGTTCCATTCGCAACACCCATGTTTCAGTTAAAAAA		5536		AT1G11260.1

		36589		CUST_15455_PI390587928		6.315172		7.3093247		6.249426		6.859371		5.139244		6.331635		4.59614		5.5943604		5.3030553		6.0921035		5.04505		6.642634		-1.1202426		1.1806092		-1.3650088		-2.0680535		-0.1638112		0.23953152		-0.44891024		-1.0482736		NA		NA		NA		0.009630422		U35_44k_v1_36589		LOC_Os11g34350.1		gb|ABR25404.1| 7e-47  ATP binding cassette subfamily e- member 1 [Oryza sativa (indica cultivar-group)]		LOC_Os11g34350.1 2e-48 ATP-binding cassette sub-family E member 1 putative expressed		TCAAAGCAACCCCTGTCATCTTCATTACTTAATTAGCAGCTACTAATTGAATTAGCATAC		31702		AT4G19210.1

		9678		CUST_35223_PI390587928		8.330008		7.4552116		7.928369		8.272586		8.066934		6.7942314		6.4796925		7.098453		8.362756		7.0850754		6.6067147		8.444334		-1.2275844		-1.2233558		-1.0920374		-2.5418537		-0.29582214		-0.29084396		-0.12702227		-1.345881		NA		NA		NA		0.004847005		U35_44k_v1_9678		LOC_Os09g32944.1		ref|NP_001063612.1| 2e-48  Os09g0507100 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32944.1 4e-50 teosinte glume architecture 1 putative expressed		GTCTTGGACTTGATCTCTCGCTATCAGAATGAATAACTTTGCATGATTCTTAGGGAAATC		19856		0

		49606		CUST_40151_PI390587928		9.311343		9.46658		9.365582		8.388244		9.10601		8.604812		6.450041		6.8466926		9.231204		8.008014		7.796322		8.070748		-1.0906541		1.5123562		-2.5425587		-2.336025		-0.1251936		0.59679794		-1.346281		-1.2240558		NA		NA		0.0036169214		0.001743508		U35_44k_v1_49606		LOC_Os01g65780.4		gb|EAZ14371.1| 1e-08  hypothetical protein OsJ_004196 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65780.4 2e-10 secondary cell wall-related glycosyltransferase family 8 putative expressed		TACTAAGAACACGGAATGTTTTTTCACGACAAGGAAAGCTAATGGCAGTAGTACCCTCTC		51430		0

		23388		CUST_16841_PI390587928		8.67083		8.308666		8.675286		8.616413		9.441189		9.045026		10.374894		9.745584		9.637524		9.670753		10.059553		8.688674		-1.1457838		-1.5429878		1.2443057		2.08047		-0.19633484		-0.6257267		0.315341		1.0569096		NA		NA		NA		0.015673177		U35_44k_v1_23388		LOC_Os05g35260.2		gb|EAY98123.1| 7e-12  hypothetical protein OsI_019356 [Oryza sativa (indica cultivar-group)]		LOC_Os05g35260.2 2e-13 PB1 domain containing protein expressed		GTTAGTAGGCTGTTTTGTTGTTGAAATGTTATCCAGGCTGAGAATTAACGAAATTTCTTC		22999		0

		19004		CUST_4270_PI390587928		7.1355233		7.233232		5.8740463		7.0087585		8.09352		9.3561735		9.852901		10.043206		8.337362		9.112052		9.537274		7.569137		-1.184142		1.1843714		1.2445525		5.5560865		-0.24384212		0.24412155		0.3156271		2.474069		NA		NA		NA		0.006495497		U35_44k_v1_19004		LOC_Os12g36110.1		gb|EAZ20788.1| 7e-87  hypothetical protein OsJ_034997 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36110.1 1e-88 calmodulin binding protein putative expressed		GCATGCAATTTTTCACTCTCTTGCTCCTGAAGTTCATTTGAGACAATCCTTTTAAAATGA		17704		AT5G57580.1

		4998		CUST_8923_PI390587928		5.574034		6.5692153		4.776464		5.892815		5.4718423		7.275879		7.7927537		8.077374		6.026644		7.1020665		6.7535057		4.7128773		-1.468967		1.1280354		2.0551562		10.299462		-0.55480194		0.17381239		1.039248		3.3644972		NA		NA		NA		0.009520353		U35_44k_v1_4998		LOC_Os02g45780.1		ref|NP_001047750.1| 2e-46  Os02g0682300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45780.1 4e-48 protein binding protein putative expressed		CACACCAATAGGTGCATACGCATAGGTTTCTATTCTCCTGGAGAACGATTAATTAGTCAA		11918		AT1G63840.1

		15826		CUST_29130_PI390587928		11.128124		10.894734		9.977291		10.71902		11.528647		12.87073		16.40723		15.370911		12.375375		14.673531		16.085192		14.151395		-1.7984167		-3.4889677		1.2500958		2.3286855		-0.8467274		-1.8028002		0.32203865		1.2195158		NA		0.0049010264		NA		NA		U35_44k_v1_15826		LOC_Os12g36880.1		gb|AAP04429.1| 4e-67  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 7e-31 pathogenesis-related protein 10 putative expressed		TTTAAGCTCGCATTTCGTGTGTAAGTTGCTTCAAGCATTGATGGAGATAAATATTTGAGC		4403		0

		50221		CUST_31419_PI390587928		11.383827		10.66904		10.686387		10.789692		14.606842		13.964799		16.27035		13.833103		15.397908		15.482053		15.625431		11.384065		-1.7303528		-2.8624568		1.5636508		5.4605207		-0.79106617		-1.5172539		0.64491844		2.4490385		NA		0.0043530706		NA		0.0022972315		U35_44k_v1_50221		-		gb|EAZ40820.1| 2e-14  hypothetical protein OsJ_024303 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44499.1 4e-16 peroxidase 56 precursor putative expressed		CTAACTTCGCATAGCTAGTGCCGTTGTTGGTTTTCTTATACTAAAATTATGTATGCGTGT		7080		0

		19716		CUST_30674_PI390587928		7.752693		8.277844		6.739927		7.538071		7.319159		8.109742		10.375459		10.528075		8.154839		8.254394		8.9715395		7.0091267		-1.7846974		-1.1054635		2.6461947		11.4632845		-0.83567953		-0.14465141		1.4039192		3.5189486		NA		NA		3.84E-04		0.0034561255		U35_44k_v1_19716		LOC_Os03g08940.1		No hits found		No hits found		GCGATGTAATACTCTTGTTATACGGACGCATGTGAGATTATGATGAATACAAATTCGTTT		12469		0

		46389		CUST_8250_PI390587928		3.8647327		4.38985		4.525721		4.6240788		3.7066782		3.486683		4.203123		3.1873903		3.2711246		3.6181996		3.7420757		4.33111		1.3524296		-1.0954447		1.3765408		-2.2094996		0.43555355		-0.1315167		0.4610474		-1.1437197		NA		NA		NA		0.006747056		U35_44k_v1_46389		LOC_Os01g74530.2		gb|EAY77438.1| 3e-14  hypothetical protein OsI_005285 [Oryza sativa (indica cultivar-group)]		LOC_Os01g74530.2 4e-15 expressed protein		TTCTCGCTGGATCTCGCCGATCCATAGCATAGCATGGTGGGCCAAACCATGATGCGCATC		46467		0

		12885		CUST_11964_PI390587928		5.1443033		5.900631		6.3198333		5.154405		4.3765054		4.41381		3.8157902		1.844298		3.0233705		4.586887		4.394358		3.8139522		2.5546663		-1.1274607		-1.4933662		-3.9167423		1.3531349		-0.1730771		-0.578568		-1.9696542		NA		NA		NA		0.0016818418		U35_44k_v1_12885		LOC_Os01g52710.1		gb|EAY75684.1| 2e-79  hypothetical protein OsI_003531 [Oryza sativa (indica cultivar-group)]		LOC_Os01g52710.1 7e-81 transferase transferring glycosyl groups putative expressed		AAGGATTGAGGCCACCAAGCCAAGCACGTTTTCGATCCTCAACTATCTCAAAATCCATCT		21685		AT3G58790.1

		5331		CUST_8214_PI390587928		1.7530464		1.6286818		1.6442056		1.5918764		2.1287491		1.7356869		5.6663346		3.337899		2.9093742		3.2220414		4.783982		1.5977615		-1.717875		-2.801801		1.8433791		3.3406699		-0.7806251		-1.4863545		0.8823528		1.7401375		NA		0.009116336		NA		0.0043469123		U35_44k_v1_5331		LOC_Os03g52380.1		ref|NP_001051177.1| 1e-14  Os03g0734100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52370.2 3e-16 expressed protein		TTCCGCATTCATGAAGTACCACGACAGTCTACATAGGAGTGGTATAAGTATGTTAAAAAA		12195		0

		43359		CUST_5495_PI390587928		5.7985215		5.900284		5.859894		6.186813		5.506695		4.7174673		4.4750886		4.4163203		5.5077796		7.157496		5.964466		5.5386314		-1.0007522		-5.426525		-2.807678		-2.1769543		-0.0010848045		-2.4400287		-1.4893775		-1.1223111		NA		0.035135735		0.004616791		0.016364435		U35_44k_v1_43359		LOC_Os06g05520.1		gb|ABI93776.1| 2e-43  MAP kinase kinase [Oryza minuta]		LOC_Os06g05520.1 4e-45 OsMKK1 - putative MAPKK based on amino acid sequence homology expressed		GCCTCTGTCTCTGTGGTATTTTGCCTACATGTATCTGCAGGTTATACAACTCAATATTCA		18227		AT4G29810.1

		19939		CUST_3910_PI390587928		7.418808		8.321201		7.971415		7.6037726		7.0479407		7.7874103		6.380651		6.4586296		6.9036527		7.3885436		7.061886		7.6703644		1.1051852		1.3184718		-1.6035117		-2.3161597		0.14428806		0.39886665		-0.68123484		-1.2117348		NA		NA		NA		0.0063930564		U35_44k_v1_19939		LOC_Os02g04680.2		sp|A2X0Q6|SPL3_ORYSI 2e-47  Squamosa promoter-binding-like protein 3		LOC_Os02g04680.2 3e-49 squamosa promoter-binding-like protein 10 putative expressed		CATCATTTAGCCACTTGTCTGAATAATTCTGAACTTGCTATGTTTCTGAATTGCTTCTGC		11980		0

		48745		CUST_42231_PI390587928		10.138955		9.6276045		9.664893		10.105633		10.076139		9.597102		8.533677		8.799606		9.624388		9.0917425		8.830058		10.037068		1.3676999		1.4194772		-1.22806		-2.3578339		0.4517517		0.50535965		-0.296381		-1.237462		NA		NA		NA		0.006072917		U35_44k_v1_48745		-		emb|CAE53909.1| 6e-35  putative SWIM protein; putative Zn-finger protein [Triticum aestivum]		LOC_Os11g17430.1 2e-21 retrotransposon protein putative unclassified		CATACGAGCATTTATGTCGCAGATTGTAAGTCCCAGTTTATGTTCCACCCTTGTGCAGAG		50792		AT4G38180.1

		22878		CUST_823_PI390587928		7.1800003		8.173946		7.8806777		7.607046		6.8712773		7.544304		6.0341015		6.126388		6.5829425		6.859188		6.784305		7.15857		1.2212299		1.607831		-1.6820302		-2.0451148		0.28833485		0.6851158		-0.7502036		-1.0321817		NA		0.013362038		NA		0.008619899		U35_44k_v1_22878		LOC_Os02g50990.3		ref|NP_001048097.1| 2e-65  Os02g0743700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50990.3 4e-67 RING-H2 finger protein ATL1Q putative expressed		CAGCGTTGTAAATTAGATTAATCTGTGTATTTTACTCAAAGGCTCCAAGCAAGTGGATAA		17484		AT1G74410.1

		46009		CUST_19067_PI390587928		1.6018697		1.7325474		1.9435595		1.7154016		2.4942777		1.4968444		2.4423494		6.169214		1.578317		1.5135918		1.6151185		1.5757049		1.8868251		-1.0116761		1.7742766		24.142593		0.91596067		-0.016747355		0.82723093		4.5935087		NA		NA		NA		6.38E-05		U35_44k_v1_46009		-		No hits found		No hits found		CGTTACACCACTTAGACTATGCAATATTTGCATTGAGCCAAGTAAAATTTGCCTTCTAAA		45520		0

		13697		CUST_40076_PI390587928		4.7724023		5.4224358		4.223779		4.3117547		5.102155		5.713196		6.036926		6.126592		4.8113427		4.833303		4.3986087		3.9995928		1.2233291		1.8402386		3.113025		4.36808		0.2908125		0.8798928		1.6383171		2.1269994		NA		NA		0.01699639		0.009902542		U35_44k_v1_13697		LOC_Os07g44140.1		gb|AAT68297.1| 0.0  cytochrome P450 CYP709C1 [Triticum aestivum]		LOC_Os07g23570.1 1e-167 cytochrome P450 72A1 putative expressed		TATTCTAAGCATGGACGAGATCATAGATGAGTGCAAGACCTTCTTCTTCGCAGGGCATGA		3047		AT2G46950.1

		16280		CUST_29369_PI390587928		5.2670727		4.8552938		4.964825		5.517799		6.3724036		7.0693307		8.948135		7.5002036		6.988606		7.6733193		8.825469		6.3253593		-1.5328349		-1.5199128		1.0887452		2.2576852		-0.61620235		-0.60398865		0.12266636		1.1748443		NA		NA		NA		0.009199612		U35_44k_v1_16280		LOC_Os01g18170.1		gb|ABG46237.1| e-106  germin-like protein 5a [Hordeum vulgare subsp. vulgare]		LOC_Os01g18170.1 1e-100 rhicadhesin receptor precursor putative expressed		GAGCTGTTGCGTGCAGTTGATTTTTTGATGTGTATGTTCCATTTGTTTGTCTTGAAAATA		9172		AT1G02335.1

		7043		CUST_41377_PI390587928		1.683279		1.5791408		1.6731399		1.6952528		2.2201922		3.3495386		8.623023		7.3295608		2.283985		5.6182976		8.036691		5.928482		-1.0452099		-4.819084		1.5014249		2.6409898		-0.063792706		-2.268759		0.5863323		1.4010787		NA		0.004422249		1.08E-06		2.40E-04		U35_44k_v1_7043		-		gb|AAZ94265.1| 8e-44  pathogenesis-related 1a [Triticum monococcum]		LOC_Os07g03710.1 3e-43 pathogenesis-related protein PRB1-3 precursor putative expressed		GTTCCGGGCTTTGATTGTTTTTGTATTAGTCTCATGCATTCGTTTGTATTTGAGATTGTT		15191		AT3G19690.1

		25318		CUST_34238_PI390587928		5.1386113		5.247247		5.7478776		5.7285705		5.1733813		6.083204		7.6614857		7.2957225		5.408132		5.8456817		6.783249		5.6886196		-1.1767035		1.178966		1.8381274		3.0463946		-0.23475075		0.23752213		0.8782368		1.6071029		NA		NA		NA		0.023600563		U35_44k_v1_25318		LOC_Os11g44260.1		gb|EAY92100.1| 3e-52  hypothetical protein OsI_013333 [Oryza sativa (indica cultivar-group)]		LOC_Os11g44440.1 4e-52 transposon protein putative CACTA En/Spm sub-class		ACGTTGACGGAGATCATAGCTGCCACCAAAAACTTCATCCATGACACAATGATTGGTCAC		22379		AT3G55950.1

		4292		CUST_4301_PI390587928		8.275839		8.282338		7.425239		7.4777217		8.88596		8.965322		9.210912		8.417574		8.985118		9.334919		8.690851		7.3474717		-1.0711484		-1.2919923		1.4340154		2.0995822		-0.09915829		-0.36959743		0.52006054		1.0701022		NA		NA		NA		0.04449271		U35_44k_v1_4292		LOC_Os02g04250.1		ref|NP_001045817.1| e-108  Os02g0135500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04250.1 1e-110 glycosyltransferase putative expressed		TGTTCCGGCAGCTCAGCAACTACGAAGTCGTCGATGTCAACAACGACCTGGAGGTGCACT		12908		AT3G18170.1

		7753		CUST_5822_PI390587928		4.3540497		6.232594		3.0862148		4.1243944		2.1803453		4.645432		2.7213995		4.553966		2.8310623		4.674706		2.4849005		2.3635323		-1.5699483		-1.0204984		1.1781303		4.564427		-0.650717		-0.029273987		0.23649907		2.1904337		NA		NA		NA		0.013368474		U35_44k_v1_7753		LOC_Os05g07010.2		gb|EAZ32983.1| 7e-46  hypothetical protein OsJ_016466 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g07010.2 1e-47 myb-like DNA-binding domain containing protein expressed		GGAGTTGGTTCATTTTATGCACAAAAGTAATTGATGTGTAAAACAGAACCATGTTCATGG		18538		AT5G52660.2

		21446		CUST_39628_PI390587928		3.36709		3.213812		1.8206835		3.4593108		2.265469		3.4874828		3.8205974		3.5677643		2.7387884		2.95774		1.5711511		5.142071		-1.3883		1.4436717		4.7550035		-2.9779232		-0.4733193		0.5297427		2.2494464		-1.5743065		NA		NA		7.74E-04		NA		U35_44k_v1_21446		LOC_Os05g34980.1		ref|NP_001055592.1| e-101  Os05g0424000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34980.1 1e-103 amino acid carrier putative expressed		TGATCATCTTCGGCGTGGCGGAGATCTTCTTCTCCCAGATCCCGGACTTCGACCAGATCT		15938		AT5G09220.1

		15812		CUST_29144_PI390587928		6.6246886		7.147424		6.2181697		7.0420537		7.0671782		7.2417545		6.8248973		8.916641		6.8002644		6.8634276		6.5765414		7.058125		1.2032312		1.2998335		1.1878526		3.6263452		0.2669139		0.3783269		0.24835587		1.8585162		NA		NA		NA		0.0073455228		U35_44k_v1_15812		LOC_Os09g38772.1		ref|NP_001063929.1| e-147  Os09g0560700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38772.1 1e-149 mo-molybdopterin cofactor sulfurase putative expressed		AATGGTTCTTCAGTCGACGTCTGTCGATCGGTCAAACAGTTGAATGTGCTTCTCGGTAAA		3769		AT5G44720.1

		3454		CUST_31033_PI390587928		4.502891		4.587342		4.7449555		3.9676383		3.2874777		3.148859		3.6601028		2.7623193		6.2809677		6.1753006		6.235947		5.1870117		-7.963982		-8.147975		-5.962198		-5.369145		-2.99349		-3.0264416		-2.5758443		-2.4246924		NA		0.0033715041		0.01264594		NA		U35_44k_v1_3454		LOC_Os06g04000.1		ref|NP_001056690.1| 2e-73  Os06g0130500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04000.1 4e-75 peptidyl-prolyl cis-trans isomerase-like 3 putative expressed		TTGTAAAAACACTCAAAGAACAGAAGGTGGGATACGCCGGGTGCTCTGCGACATATTTTC		9130		AT1G01940.1

		25490		CUST_33862_PI390587928		8.391993		9.309238		7.3186975		7.5689015		7.9703546		7.9930234		5.132974		5.6187496		7.653576		7.9111114		5.9093337		7.225043		1.2455463		1.0584198		-1.7128034		-3.0446854		0.31677866		0.08191204		-0.77635956		-1.6062932		NA		NA		NA		0.005407067		U35_44k_v1_25490		LOC_Os01g42294.1		gb|EAZ12640.1| 2e-38  hypothetical protein OsJ_002465 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42294.1 6e-40 atypical receptor-like kinase MARK putative expressed		AACCAAGCTTCAGCTCCAGCTCTGCTCTAGCCCCAGCAATGCCGCCTAGCTCGTAGCCGA		26547		AT2G26730.1

		44983		CUST_26769_PI390587928		9.280219		9.0117235		10.57727		10.168064		9.073091		8.747219		9.08035		9.033122		8.287015		8.298877		9.283973		10.118369		1.7243774		1.3644716		-1.1515865		-2.1217387		0.7860756		0.44834232		-0.20362282		-1.085247		NA		NA		NA		0.008553107		U35_44k_v1_44983		LOC_Os06g12320.1		gb|EAZ00238.1| 4e-10  hypothetical protein OsI_021470 [Oryza sativa (indica cultivar-group)]		LOC_Os06g12320.1 9e-12 amino acid/polyamine transporter II putative expressed		AAACTGCTTGTACCTGTCATGTTGTAAACGTTATTCAAATGTATGTATACCCTGATGTCA		43305		0

		15270		CUST_10496_PI390587928		9.67833		9.29062		8.411948		8.709426		10.998029		11.338992		14.817521		13.054413		11.928177		12.872807		14.269536		9.987981		-1.9054717		-2.895504		1.4620423		8.37699		-0.9301481		-1.5338144		0.5479851		3.066432		NA		NA		NA		0.0016163947		U35_44k_v1_15270		LOC_Os06g08041.1		gb|AAP95024.1| 6e-94  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 3e-93 flavonol synthase/flavanone 3-hydroxylase putative expressed		TGATAAGTACCATTGTGCCTCCTTTTCAAGAAATTAAGAGACCATTGTGCCATGAAAAAA		4273		AT5G20400.1

		4393		CUST_6333_PI390587928		13.196986		12.275032		12.182019		12.029805		13.976944		14.196864		13.682842		12.974953		14.141243		14.490376		13.702153		11.706287		-1.1206214		-1.2256205		-1.0134753		2.4093857		-0.16429901		-0.29351234		-0.019310951		1.2686653		NA		NA		NA		0.035630662		U35_44k_v1_4393		LOC_Os07g35310.1		gb|EAZ04196.1| e-176  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		GGAGGACCACTCTGCGTAGGTGATACACACATTCTGTGAAGATGTACTTCATTGAAAAAA		15476		AT4G23180.1

		48651		CUST_19405_PI390587928		11.942035		12.07945		12.4049635		12.242488		11.674207		11.785335		11.218231		11.156161		11.370293		11.422028		11.521724		12.242194		1.2344891		1.2863712		-1.2341285		-2.1228948		0.30391407		0.363307		-0.30349255		-1.0860329		NA		NA		NA		0.001081423		U35_44k_v1_48651		-		gb|EAZ02613.1| 5e-07  hypothetical protein OsI_023845 [Oryza sativa (indica cultivar-group)]		LOC_Os07g03070.1 1e-08 TPR Domain containing protein expressed		GGAGAAAGATTTGATTCATTTCATGGAAACTGGCATTGATGGACACTTAATGTTTGGTTT		50622		0

		24851		CUST_11988_PI390587928		5.751648		5.339953		5.757832		5.4628444		5.155445		4.8163342		4.591682		4.2720165		4.954605		4.785501		4.550257		5.489216		1.1493673		1.021602		1.0291296		-2.3249495		0.20084		0.030833244		0.04142475		-1.2171993		NA		NA		NA		0.0040127924		U35_44k_v1_24851		LOC_Os01g61580.2		No hits found		No hits found		TACACATTGTGGCCGTTGACCATACTGAAATCTAGCGTTCCATCAGCACTGTCCAAAAAA		23847		0

		530		CUST_5022_PI390587928		3.9722717		3.0085688		2.9511938		3.20004		3.4399307		3.305011		6.7376866		3.7530735		4.0245433		2.6161647		2.6145804		3.439206		-1.4996363		1.611994		17.425232		1.2430356		-0.5846126		0.68884635		4.123106		0.31386757		NA		NA		0.0054076337		NA		U35_44k_v1_530		LOC_Os03g50490.1		gb|AAR84350.1| 0.0  glutamine synthetase isoform GSe2 [Triticum aestivum]		LOC_Os03g50490.1 1e-176 glutamine synthetase root isozyme 2 putative expressed		GTCTTCTTCAATCGCAAGACAAACCATTGTAAACACAAGGATTCATTTGGTTTCCAAAAA		1648		AT5G37600.1

		3669		CUST_16963_PI390587928		10.876317		10.486103		13.176219		12.235578		10.491714		10.075797		11.815907		11.25668		10.371197		10.332458		12.13679		12.363491		1.0871242		-1.19471		-1.2490954		-2.1536913		0.12051678		-0.25666046		-0.32088375		-1.1068115		NA		NA		NA		0.0102512585		U35_44k_v1_3669		LOC_Os12g04020.1		ref|NP_001065695.1| e-164  Os11g0137200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04210.1 1e-166 hydroxymethylglutaryl-CoA lyase mitochondrial precursor putative expressed		ACTTCTCATATGACCTTGAATAATCAGCCCTCTTCATCATAATAGAAAAGTGTATGCAGA		7417		AT2G26800.2

		24330		CUST_38965_PI390587928		9.617358		10.284541		8.92033		7.5743794		8.72614		9.400931		6.026144		5.460585		8.0119705		8.837729		7.394913		7.011284		1.6405386		1.4775448		-2.5825014		-2.92959		0.7141695		0.5632019		-1.3687692		-1.5506988		NA		NA		NA		0.013414165		U35_44k_v1_24330		LOC_Os02g16030.1		gb|EAZ22485.1| 4e-15  hypothetical protein OsJ_005968 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g16030.1 4e-19 harpin-induced protein putative expressed		TACGTACGTACAAACATACAAGGAATGAAATAGTCGTGTGGTAAATTATTTGGCGGTCAA		40317		0

		43403		CUST_36004_PI390587928		4.8721237		4.587128		6.846397		6.600303		2.7573688		3.087863		4.223658		3.8050957		1.9430014		2.5813372		3.5782204		6.259435		1.7585269		1.420625		1.5642138		-5.4806213		0.8143674		0.50652575		0.6454377		-2.4543395		NA		NA		NA		0.0035254683		U35_44k_v1_43403		-		No hits found		No hits found		TCACCATGCATAAGATCCATGTCCATGATCACCATCACTCCAATAGCAATTTAGAGCAAA		40016		0

		17798		CUST_30567_PI390587928		9.105544		9.543072		8.556735		9.306508		8.522282		9.546454		4.8081326		6.162599		7.100701		7.7131934		6.7186546		8.085719		2.6787887		3.5634162		-3.759451		-3.7924232		1.4215808		1.833261		-1.910522		-1.92312		NA		NA		NA		0.012031322		U35_44k_v1_17798		LOC_Os05g48260.1		gb|EAZ13681.1| e-104  hypothetical protein OsJ_003506 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56360.1 1e-106 expressed protein		GAGACCAACGTTGCGAATCAAATGTATTAGGACAATATTATTGTTGGACAAGGATTTATC		8169		AT3G49190.1

		30378		CUST_31614_PI390587928		1.5402489		1.7835153		1.6259661		1.6960759		1.7231579		2.4738188		7.6442046		5.1394506		1.9807488		2.9202795		6.6828322		2.4530363		-1.1954807		-1.3626932		1.9471613		6.437115		-0.2575909		-0.44646072		0.9613724		2.6864142		NA		NA		6.73E-05		0.0076445774		U35_44k_v1_30378		LOC_Os01g04580.1		gb|EAZ10465.1| 3e-21  hypothetical protein OsJ_000290 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04580.1 8e-23 Ser/Thr protein kinase putative expressed		CTGCATCTCCATGTGTATTGTTACATAGGTCCAGCTCTTATTGGAGCCTTAAGGAATATG		30278		AT1G67000.1

		29653		CUST_8877_PI390587928		5.611543		5.748856		4.885677		4.9688053		6.155951		6.1176		6.5509377		5.1364903		6.186392		7.2546277		6.4185357		5.872486		-1.0213242		-2.1992745		1.0961171		-1.6655467		-0.030440807		-1.1370277		0.13240194		-0.73599577		NA		0.019425204		NA		NA		U35_44k_v1_29653		-		No hits found		No hits found		GTTCGTACATTATACTATGTTGGCTCTTTGGAGCCTTATAATAAATGATGTGTTGTAGAG		29039		0

		44494		CUST_3470_PI390587928		7.72718		7.7427006		6.2575684		6.432236		7.431906		7.451216		3.8617		4.230927		6.9088664		6.6368403		4.6582046		5.8837624		1.4369799		1.7585372		-1.7368877		-3.1445103		0.5230398		0.8143759		-0.7965045		-1.6528354		NA		NA		NA		0.012868799		U35_44k_v1_44494		LOC_Os03g59210.1		ref|NP_001051638.1| 1e-20  Os03g0806800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59210.1 2e-22 expressed protein		ATCCTGTACAAGGATGTCAAGTCCTGCGAGGACGAAGACGTGCACGTCCTCTGGTCCATC		42284		0

		18976		CUST_26476_PI390587928		5.971972		5.6516433		4.995094		5.7830377		7.8645744		8.292838		10.052764		8.329888		8.642997		8.369206		9.313732		5.4563813		-1.7152542		-1.0543606		1.6690553		7.3284445		-0.77842236		-0.07636833		0.7390318		2.873507		NA		NA		NA		0.007139545		U35_44k_v1_18976		LOC_Os08g01310.1		gb|EAZ05289.1| e-157  hypothetical protein OsI_026521 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01310.1 1e-157 MAP3K-like protein kinase putative expressed		AAAGGGTCTCTTTCCTTGGAGTTCTGATATATTTCCACATGGCCAGTTCATATATGCTTT		15009		AT4G36945.1

		1902		CUST_36257_PI390587928		7.561676		7.147013		5.2492123		7.1441255		7.320166		7.161663		9.531188		10.481486		8.040269		7.2230935		8.684459		8.561428		-1.6472994		-1.0435		1.7984191		3.7843833		-0.7201028		-0.061430454		0.8467293		1.9200583		NA		NA		NA		0.002968653		U35_44k_v1_1902		LOC_Os01g27210.1		emb|CAD29476.1| e-118  glutathione transferase F3 [Triticum aestivum]		LOC_Os01g27210.1 1e-77 glutathione S-transferase IV putative expressed		GAGATATTTGTGTCTCACGGCTGAATAAAATGCAAAATGCTTTTGGGTTTTTAGGAAACA		12387		AT3G62760.1

		8971		CUST_7505_PI390587928		7.272823		6.2805877		5.666836		6.703755		7.979407		6.86517		9.557487		9.597741		8.26929		7.9122868		9.354861		8.410039		-1.2225412		-2.066396		1.1507906		2.2778964		-0.28988314		-1.0471168		0.20262527		1.1877022		NA		NA		NA		0.0019378323		U35_44k_v1_8971		LOC_Os06g08032.1		gb|AAP95024.1| 3e-80  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 2e-63 flavonol synthase/flavanone 3-hydroxylase putative expressed		AATAGCCAAGCTCCTGGACCTTGATGAGGATTACTTCGTCAAGCAAATATCAAACAAGGC		16953		AT5G20400.1

		5197		CUST_16442_PI390587928		4.698356		4.0028534		5.791044		5.2214932		4.350983		3.4543533		3.5887556		2.8156822		4.0148463		3.779642		4.4215627		5.040502		1.2623718		-1.2529151		-1.7811476		-4.6745253		0.33613682		-0.32528877		-0.83280706		-2.22482		NA		NA		NA		0.014142566		U35_44k_v1_5197		LOC_Os04g53760.2		ref|NP_001053970.1| e-167  Os04g0629700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53760.2 1e-169 kinesin-1 putative expressed		ACCAGCCGATGCATCAACAATGAATCCATGATGCTGATAATATGATTGCGCGTCAAAAAA		11606		AT4G05190.1

		40377		CUST_11507_PI390587928		7.5266395		8.490392		8.072694		8.580592		7.555237		9.893761		10.350747		10.411254		8.261963		9.747184		9.451798		8.147864		-1.6320962		1.1069399		1.8647066		4.801182		-0.7067261		0.14657688		0.89894867		2.2633896		NA		NA		NA		0.013116096		U35_44k_v1_40377		LOC_Os07g45510.1		gb|EAZ40900.1| 9e-26  hypothetical protein OsJ_024383 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g45490.1 1e-27 conserved hypothetical protein		GACCAAAGCAATTTCAGTTTCATGACTCGTGAGCATAGATCGATAGATATGAACCTCTTC		None		AT4G14280.1

		44046		CUST_555_PI390587928		3.1846178		3.18042		2.3636088		3.5743916		4.160196		5.3411994		6.537473		5.9669003		4.664249		5.6777534		6.0107245		3.7363427		-1.4181923		-1.2627369		1.4406787		4.6931534		-0.5040531		-0.33655405		0.52674866		2.2305577		NA		NA		NA		0.026852475		U35_44k_v1_44046		LOC_Os09g38850.1		gb|EAZ07518.1| 1e-08  hypothetical protein OsI_028750 [Oryza sativa (indica cultivar-group)]		LOC_Os08g39210.1 2e-10 OsWAK74 - OsWAK receptor-like protein kinase expressed		TTCAAGCTCACCTGCGTCGATCACGGAAGCAGCAAGATCCCGAGGCTTCTATTGGGAGAC		41475		0

		1502		CUST_36099_PI390587928		9.1172495		9.260673		9.591905		10.155906		9.5413885		9.086932		10.627343		11.23158		9.165098		8.82286		9.805366		9.583893		1.298		1.2008637		1.7678276		3.133309		0.37629032		0.26407242		0.8219776		1.647687		NA		NA		0.004332126		0.009832724		U35_44k_v1_1502		LOC_Os06g33710.4		gb|EAZ01195.1| 1e-83  hypothetical protein OsI_022427 [Oryza sativa (indica cultivar-group)]		LOC_Os06g33710.4 2e-85 spermidine synthase 1 putative expressed		CAGCATGATTCAGTGGAGAGTATAGACATATGTGAGATTGATCAGCTAGTTATTGATGTT		4094		AT5G53120.5

		457		CUST_7884_PI390587928		2.0177867		2.1480744		3.4647434		2.5069268		2.5566804		3.294099		4.0651073		5.3417363		3.3892958		3.307092		4.0691724		3.2299116		-1.780911		-1.0090467		-1.0028217		4.3223767		-0.8326154		-0.012992859		-0.004065037		2.1118248		NA		NA		NA		0.024054488		U35_44k_v1_457		LOC_Os08g40390.1		ref|NP_001062233.1| 4e-34  Os08g0515100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40390.1 1e-35 flavonol sulfotransferase-like putative		AAGAGAGGGGTGGTCTCAACCACTGGTCCAATACAAGAAGTACTGGTTCAGGCCGGGGCT		46354		AT1G74090.1

		19540		CUST_27622_PI390587928		10.818698		11.086745		9.975759		10.630368		10.748791		11.877495		11.387446		11.470841		10.80087		11.471763		10.506534		10.275942		-1.0367581		1.324761		1.8415401		2.289289		-0.0520792		0.40573215		0.8809128		1.1948996		NA		NA		0.0022775158		0.03356725		U35_44k_v1_19540		LOC_Os02g53410.1		gb|EAY87712.1| 2e-16  hypothetical protein OsI_008945 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53410.1 5e-18 expressed protein		GGGTCTTGTACATATGTTCATTGACTTGAATGGGGAGGATGAATTGTTTGATTTGTAAAA		11800		0

		23705		CUST_20305_PI390587928		3.0717041		2.4722068		3.1339417		2.638181		3.9319026		3.3082209		3.750943		3.76459		3.5106213		5.1484165		3.8690841		4.242732		1.3391163		-3.580586		-1.0853356		-1.3929486		0.42128134		-1.8401957		-0.118141174		-0.47814202		NA		0.019099329		NA		NA		U35_44k_v1_23705		-		No hits found		No hits found		TCAGTGTCCCTTTTTGTCTTGTCTTGAATAGTTGATACACAAATTCAGTTCTGGAATCAT		19539		0

		15634		CUST_16316_PI390587928		6.337744		4.934623		5.4959636		6.7524796		6.7520776		7.5331016		9.32361		8.760589		7.3519692		7.5827994		8.254739		6.64365		-1.5156027		-1.0350481		2.097792		4.337725		-0.59989166		-0.049697876		1.0688715		2.1169386		NA		NA		NA		0.024743853		U35_44k_v1_15634		LOC_Os05g05660.1		ref|NP_001054655.1| 1e-91  Os05g0149200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05660.1 2e-93 PWWP domain containing protein expressed		CCTGTGCTAGCTGTATGATTCTGTGACTGATACCCCGTATATATAAGAATTAAGAAAATT		13519		AT5G27650.1

		21519		CUST_40206_PI390587928		10.816697		11.677358		9.695329		11.260986		9.811709		10.759644		9.293379		9.883092		9.375014		10.175046		9.862504		11.64108		1.3535002		1.4996207		-1.4836236		-3.382261		0.4366951		0.5845976		-0.5691252		-1.757988		NA		NA		NA		0.019167455		U35_44k_v1_21519		LOC_Os06g49040.1		gb|EAZ38203.1| 9e-36  hypothetical protein OsJ_021686 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g49040.1 2e-37 transfactor-like protein putative expressed		AACCAATAAGCCGATCACAGCACGGTTTTGAATTTGCATCAGACGGTGTTCAAAATCAAA		16305		AT3G13040.2

		1243		CUST_7748_PI390587928		7.846445		6.6267066		6.0684934		6.7537875		8.610275		7.568089		8.390225		7.9139023		9.391358		8.751843		8.059211		7.117571		-1.7184205		-2.2716718		1.2578977		1.7366793		-0.7810831		-1.1837544		0.33101463		0.7963314		NA		0.01981552		NA		0.0038254792		U35_44k_v1_1243		LOC_Os05g50710.1		ref|NP_001056449.1| 2e-62  Os05g0584200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50710.1 3e-64 late embryogenesis abundant protein Lea14-A putative expressed		AAACAGAGCATCTATAGTGGTGTACGCGGTTGCTAAGAGCATCTAATCTTCTTCAAAAAA		3842		AT2G46140.1

		26690		CUST_25058_PI390587928		4.285376		5.2304087		3.4812374		4.6864095		3.1562843		4.3351417		3.1428366		2.5762322		1.8487401		3.79329		3.1727934		3.7652056		2.4751985		1.45584		-1.0209816		-2.2799046		1.3075442		0.54185176		-0.029956818		-1.1889734		NA		NA		NA		0.0037158383		U35_44k_v1_26690		LOC_Os03g52080.1		gb|AAO38465.1| 6e-44  putative serine carboxypeptidase I [Oryza sativa (japonica cultivar-group)]		LOC_Os11g24510.2 1e-44 serine carboxypeptidase 1 precursor putative expressed		ATTTGTCACTTCCCCTTTAATAGACCCTCCTAACACATTAACGGTTGAGATTAGAAAAAA		17621		AT3G10450.2

		17962		CUST_29079_PI390587928		7.328991		6.987515		6.275152		6.785894		8.72166		9.713506		12.108211		11.192105		9.279495		10.627743		11.58434		8.928853		-1.4720591		-1.8845721		1.4378074		4.800725		-0.5578356		-0.914237		0.52387047		2.2632523		NA		NA		NA		9.97E-04		U35_44k_v1_17962		LOC_Os08g42580.4		emb|CAJ14969.2| 5e-87  LysM receptor-like kinase [Hordeum vulgare subsp. vulgare]		LOC_Os08g42580.4 2e-68 lysM receptor-like kinase putative expressed		ATTGTCCGCTCAACTGATGGATCTGCTAGTGGTTCAAGGGGACTGGTTTATCTGTTTGAA		9408		AT3G21630.1

		12793		CUST_42283_PI390587928		1.6895231		1.553978		1.6220127		1.6003281		2.4301736		3.1324558		4.328651		6.1643825		1.6049881		1.6232537		1.6768732		1.6124347		1.7717628		2.8465257		6.284412		23.457016		0.82518554		1.5092021		2.6517777		4.5519476		NA		0.049730144		1.92E-04		1.82E-04		U35_44k_v1_12793		-		No hits found		No hits found		TGAGAGTGCGTGCGTCACTGTCAATAAGGTCGAGGTTAAAATATTTAGTGGCATATCAAA		23848		0

		7360		CUST_21343_PI390587928		10.150769		10.232682		8.296224		8.113445		10.857814		10.985721		9.449746		10.497506		11.341511		11.09353		9.1742115		6.80706		-1.3983223		-1.0775905		1.2104425		12.910262		-0.48369694		-0.10780907		0.27553463		3.6904464		NA		NA		NA		0.021478748		U35_44k_v1_7360		LOC_Os01g68140.1		gb|EAZ14565.1| 7e-37  hypothetical protein OsJ_004390 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68140.1 2e-38 expressed protein		CATGTATGAAACGATGTGTGAGTGTAACAAGAGGGGGAATGATGGATTGTCGTCAAAAAA		None		AT4G12690.1

		7124		CUST_19196_PI390587928		3.631698		3.237983		2.5227816		1.9607543		5.4162807		6.572607		12.398285		10.650115		6.665012		8.701095		12.327165		8.446626		-2.3763232		-4.3725886		1.0505321		4.60592		-1.2487311		-2.1284876		0.07112026		2.2034893		NA		NA		NA		2.42E-04		U35_44k_v1_7124		-		No hits found		No hits found		GGGTTGTTAGCCAGTGTATACAAGCTTCAAAATGTTTTGCCAAATATGTTAGAAACTATC		15108		0

		868		CUST_13772_PI390587928		17.029902		17.015856		17.03943		17.143066		16.658648		16.547792		15.3084135		15.582105		16.680223		16.354357		15.769532		16.674887		-1.0150677		1.1434836		-1.3766088		-2.1328492		-0.021575928		0.19343567		-0.4611187		-1.092782		NA		NA		NA		0.015954213		U35_44k_v1_868		LOC_Os08g06550.1		dbj|BAB85987.1| 4e-26  Acyl-CoA-binding protein [Panax ginseng]		LOC_Os06g02490.1 1e-26 acyl-CoA-binding protein putative expressed		ATACATGAAAGTGCAATCTCAGTTTACGCCATGATTGATTAATACATGCCTTCTGTTGTT		2870		AT1G31812.1

		46653		CUST_25711_PI390587928		6.325886		5.6748695		8.406285		8.467303		6.2911716		4.6769133		6.8190055		6.520115		6.0827756		4.6965613		7.181099		8.25085		1.1554029		-1.0137122		-1.2852896		-3.3189683		0.20839596		-0.019648075		-0.36209345		-1.7307348		NA		NA		NA		0.010765215		U35_44k_v1_46653		-		No hits found		No hits found		CGTTCCGCCTAGCCGTGTCCTTTTGTTCAATCAGAAAACAAGAATTGTTGTCTTAAAAAA		47043		0

		4764		CUST_15951_PI390587928		2.918576		3.2537987		2.6066856		5.064612		3.3835142		4.9541364		9.240733		7.4030223		3.2562351		3.3880138		7.272396		5.828682		1.0922318		2.9610782		3.913168		2.977993		0.12727904		1.5661225		1.968337		1.5743403		NA		NA		NA		0.0020343403		U35_44k_v1_4764		LOC_Os05g33940.1		gb|EAY98033.1| 2e-23  hypothetical protein OsI_019266 [Oryza sativa (indica cultivar-group)]		LOC_Os05g33940.1 1e-24 hsr203J putative expressed		CATGCACTGCTTAATTATTACTCCACAGAATTTTGGTCATGTATATGGGTGCTTCGAATA		None		0

		46642		CUST_25734_PI390587928		8.991286		8.92001		9.715622		9.228675		8.903193		8.118839		7.460751		7.6541944		8.504395		7.577107		8.31337		8.760938		1.3184099		1.4557195		-1.8057756		-2.1535895		0.39879894		0.5417323		-0.8526187		-1.1067433		NA		NA		NA		0.002775233		U35_44k_v1_46642		-		No hits found		No hits found		AAGGAACTTATGGATGTATATAGTTTTTGGATAATAAAACAGCTTGGCTTGGCCGTGATC		47017		0

		5748		CUST_11277_PI390587928		1.5109907		1.5555348		1.5730742		1.5466958		1.644566		2.185279		6.2533183		4.625558		1.540679		1.9727336		6.008925		2.074934		1.0746651		1.1587306		1.1845945		5.8588758		0.10388708		0.21254528		0.24439335		2.550624		NA		NA		NA		3.76E-04		U35_44k_v1_5748		LOC_Os01g71380.1		sp|Q02438|E13E_HORVU e-173  Glucan endo-1,3-beta-glucosidase GV ((1->3)-beta-glucan endohydrolase GV) ((1->3)-beta-glucanase isoenzyme GV) (Beta-1,3-endoglucanase GV)		LOC_Os01g71820.1 1e-125 glucan endo-13-beta-glucosidase GV putative expressed		GCATGCTTTGCCACCTGAATAAAAATATATTTGTGCTTGAAACAATGTACGTAGCATATG		11921		AT4G16260.1

		45962		CUST_30341_PI390587928		1.5430194		1.6059424		1.6797689		1.5906898		8.393056		8.067157		8.281232		10.8614		1.5098457		1.5980161		1.693915		1.8951758		118.046394		88.59421		96.1568		500.1523		6.88321		6.4691405		6.587317		8.966224		1.34E-05		2.97E-04		3.71E-05		1.53E-04		U35_44k_v1_45962		-		No hits found		No hits found		CCTCCCAATTAGTTAGATTAAACCAATACTGACTGCCGCGAAATTATTCCTGAAATTTAA		45410		0

		3042		CUST_33574_PI390587928		7.043698		7.165874		7.958191		6.9981465		6.5886436		6.746633		5.8390617		5.7497196		6.2629166		6.0899987		6.059942		7.113711		1.2532958		1.5764008		-1.1654443		-2.573963		0.325727		0.65663433		-0.22088003		-1.3639913		NA		NA		NA		0.005765762		U35_44k_v1_3042		LOC_Os03g04020.2		ref|NP_001048868.1| 4e-37  Os03g0132200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04020.2 9e-39 expansin-like 3 precursor putative expressed		GCATGTGAAAATAGGAGGGCAAGTTTGTTCATGAAGACGCTAAAGTTCATATGAAATAAA		51013		AT3G45970.1

		4771		CUST_15944_PI390587928		9.197618		8.856797		8.705711		8.891961		9.696935		11.067649		13.596084		12.287061		10.325351		12.083358		13.128807		10.741796		-1.5458668		-2.0218961		1.3824972		2.9185772		-0.62841606		-1.0157089		0.46727657		1.5452652		NA		0.0044292905		NA		9.56E-04		U35_44k_v1_4771		LOC_Os03g08170.1		gb|EAY88776.1| 5e-44  hypothetical protein OsI_010009 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08170.1 3e-45 protein kinase APK1B chloroplast precursor putative expressed		CAAGGTAGTGTTTCTGTATATGTACGTCACGTTCTAGTTCTCAGATTTGAACTGATATTG		15156		AT2G05940.1

		2234		CUST_37173_PI390587928		11.952958		12.4322405		11.26545		11.830823		11.766099		13.099057		14.5159		14.075854		13.02208		13.275452		13.604749		10.7908325		-2.3882957		-1.1300561		1.8805451		9.747429		-1.2559814		-0.17639446		0.91115093		3.2850218		NA		NA		NA		0.0085102925		U35_44k_v1_2234		LOC_Os03g08940.1		No hits found		No hits found		CGAGGAAAGGTTACACGACATTGCGATGTAATCTTGTTATGAGATTATTATGAGTATACA		6015		0

		10313		CUST_13975_PI390587928		10.006687		10.160253		8.460624		9.544851		10.752482		12.928063		12.657158		12.895379		11.209577		13.084157		11.973606		9.544117		-1.372774		-1.1142659		1.606089		10.205409		-0.4570942		-0.1560936		0.6835518		3.351262		NA		NA		NA		0.0038254792		U35_44k_v1_10313		LOC_Os05g28950.3		emb|CAO15925.1| 2e-28  unnamed protein product [Vitis vinifera]		LOC_Os05g28950.3 8e-43 CAAX prenyl protease 2 putative expressed		GCAGTCGCAAAACTTGCATGACCGTTCTCTTCTCCAATGGAGAATCTTCTTTGTTCAACT		48965		AT2G36305.1

		43446		CUST_19890_PI390587928		11.155621		10.988719		10.410787		10.697818		12.423905		12.521733		12.808182		11.982399		12.699208		12.872281		12.469494		10.980823		-1.2102481		-1.2750447		1.2646059		2.0021865		-0.2753029		-0.3505478		0.3386879		1.0015764		NA		NA		NA		0.0075269677		U35_44k_v1_43446		LOC_Os02g47090.1		gb|EAZ24286.1| 5e-11  hypothetical protein OsJ_007769 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47090.1 7e-13 peptide transporter PTR2 putative expressed		TCTTCTGCTACATCGCGCAGCTACAGTTCTTCTTCGACGAGGCGCCGGACACCATGAAGA		40091		0

		1811		CUST_21599_PI390587928		9.67598		10.876441		10.582321		11.858818		8.325987		9.821116		9.004856		9.944637		7.296721		8.719587		9.311646		11.712929		2.0409853		2.1458201		-1.2369527		-3.406503		1.0292659		1.1015291		-0.30679035		-1.7682915		NA		0.0138810845		NA		0.003981867		U35_44k_v1_1811		LOC_Os09g26370.1		gb|EAZ09213.1| 1e-31  hypothetical protein OsI_030445 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26370.1 2e-32 expressed protein		TGTGCACATCCGGTTAATTCTAGACGGAAGAAAGTAAGAAAGAATAATTGGTACACCGAA		7450		AT5G47060.1

		13554		CUST_36785_PI390587928		1.5094099		1.5501776		1.8787898		1.5487576		4.046641		5.0318213		4.635802		4.4402223		1.5503665		1.5172008		1.5692452		1.5749115		5.6422653		11.428945		8.377713		7.2869277		2.4962745		3.5146203		3.0665565		2.8653107		0.02537949		0.0036707902		8.53E-04		0.006467515		U35_44k_v1_13554		-		No hits found		No hits found		CAGCTCATATTCATGTATTCTTAGTAGACCAAATCCCAATCAGGTACCATCTACCAGAAA		36291		0

		15723		CUST_21576_PI390587928		13.538833		13.736423		13.065831		13.363075		13.976925		14.195343		15.083262		14.732932		14.1420965		14.243787		14.464002		13.562995		-1.1212995		-1.0341488		1.5360879		2.2500188		-0.16517162		-0.048443794		0.6192608		1.1699371		NA		NA		NA		0.005874423		U35_44k_v1_15723		LOC_Os07g42370.2		ref|NP_001060268.1| 2e-76  Os07g0615200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g42370.2 4e-78 pnFL-2 putative expressed		CTATGTTTGTGTCGCTATGGCTTAATGTTTACACGGTTCGGTTCTCGGACCCGTATCAAA		3743		AT1G19180.1

		31993		CUST_8805_PI390587928		2.7295988		3.1079872		3.6291647		1.5518652		2.813322		2.5088387		2.8390152		4.5297527		2.4495244		2.4761858		2.067949		2.2231243		1.2868087		1.0228913		1.7065305		4.9472556		0.36379766		0.032652855		0.7710662		2.3066285		NA		NA		NA		0.003807841		U35_44k_v1_31993		LOC_Os04g03980.1		emb|CAH65864.1| 3e-78  OSIGBa0126J24.9 [Oryza sativa (indica cultivar-group)]		LOC_Os04g03980.1 9e-80 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative expressed		CACGTCAGCGAGTACAAGTCAGGGGACAGGTACAAGGGCAAGCGCGTGCTCGTCGTCGGC		18108		AT5G43890.1

		48232		CUST_32286_PI390587928		6.335155		6.3418784		6.312241		6.2519417		5.413683		5.4982758		5.0491004		5.0365796		5.96715		5.9862494		5.704859		6.3464704		-1.4676086		-1.4024737		-1.5754439		-2.4792275		-0.5534673		-0.4879737		-0.6557584		-1.3098907		NA		NA		NA		0.040426455		U35_44k_v1_48232		-		No hits found		No hits found		AATCCTTTAAAACGCCAGGGTTTAGTCCCCCGGTAATTGGGTAATTTCCCCCAAAATTTT		None		0

		2027		CUST_2440_PI390587928		6.639708		6.142639		6.15832		7.995222		8.621177		9.828986		13.689499		11.452365		9.473986		10.465614		12.549228		9.369487		-1.8060138		-1.5546913		2.2042246		4.2365155		-0.85280895		-0.63662815		1.1402712		2.082878		NA		NA		NA		0.0033875396		U35_44k_v1_2027		LOC_Os03g61490.1		ref|NP_001051786.1| 1e-38  Os03g0830400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 5e-40 PGPS/D12 putative expressed		TGCTGCGTGCACTACTGCTGCGAGTCCTGCGCACTCGTCCAGGAGTACAAGGAGCTCAAG		5471		AT1G14870.1

		27900		CUST_25187_PI390587928		11.768439		11.978274		11.59789		12.374783		11.585446		11.846087		10.3917465		10.995954		11.791786		11.709445		11.088014		12.188403		-1.1537573		1.0993437		-1.620307		-2.2854044		-0.20633984		0.13664246		-0.6962671		-1.1924496		NA		NA		2.18E-04		0.001139842		U35_44k_v1_27900		-		No hits found		No hits found		CTGGCCTTAGTGCAATGGAACATATGAAGCAAAGGAAATGGTGTGCATACTTGTAAAAAA		955		0

		41193		CUST_34757_PI390587928		8.303771		9.885154		10.765987		11.538997		6.793962		7.3854575		8.814399		8.365039		6.1363826		6.908007		8.2763605		10.514722		1.5774337		1.3922809		1.4519968		-4.4373026		0.6575794		0.47745037		0.53803825		-2.149683		NA		NA		NA		0.0032200578		U35_44k_v1_41193		LOC_Os04g08824.1		ref|NP_001050517.1| 1e-81  Os03g0570100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g37290.1 3e-83 cytochrome P450 79A1 putative expressed		CCCCTTGTTTTGCAAGCTCAACCACGGTTGGCTTCGTATCTCTATCTATGAAGAGAAATA		None		AT4G39950.1

		28089		CUST_31525_PI390587928		9.084221		8.824021		9.441139		8.846877		7.9201293		8.751255		6.78685		7.1016235		7.262175		7.6332793		7.7626014		8.964449		1.5778437		2.1704223		-1.9666653		-3.6371927		0.6579542		1.1179757		-0.9757514		-1.8628254		NA		NA		NA		0.033335593		U35_44k_v1_28089		LOC_Os01g41900.1		emb|CAC24845.1| e-111  MCB2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g41900.1 2e-78 MCB2 protein putative expressed		TAGAATTTCGGTGAATCACGGCTGTCCATACATATTAATCCAAGTGGATCTGTTCCCAAA		26715		AT3G16350.1

		7220		CUST_24500_PI390587928		12.959808		11.711918		11.245904		11.853854		13.295733		13.023789		13.201976		13.5201235		13.678386		13.622106		13.377765		12.350342		-1.3037364		-1.5139486		-1.1295819		2.2497766		-0.38265228		-0.5983162		-0.17578888		1.1697817		NA		NA		NA		0.0073455228		U35_44k_v1_7220		LOC_Os02g03020.1		ref|NP_001045728.1| 2e-43  Os02g0122600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03020.1 5e-45 EF-hand Ca2+-binding protein CCD1 putative expressed		ACTTGTATGCTTGCTGTATCACCGCCGTATAGTCGCCGTTGCTTGAGTGTTGGTAAAAAA		15981		AT2G46600.1

		13441		CUST_38747_PI390587928		7.907594		8.487025		8.40529		8.272887		8.185058		8.723964		9.186442		8.218011		8.590649		9.792539		9.3167515		8.695436		-1.3246315		-2.0973606		-1.0945282		-1.3922561		-0.405591		-1.0685749		-0.1303091		-0.47742462		NA		0.010702942		NA		NA		U35_44k_v1_13441		LOC_Os07g09670.2		gb|EAZ39010.1| 1e-69  hypothetical protein OsJ_022493 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09670.2 2e-71 galactosyltransferase/ transferase transferring hexosyl groups putative expressed		GCCCTTTGTATATAGAACACTAGGTTAGGATTCCATTTATGATACGCCGCATTTTATTTG		23070		AT1G74800.1

		27713		CUST_21549_PI390587928		5.2904477		5.5842404		4.6912246		4.1235404		4.936995		4.775412		8.769092		8.640043		5.046367		5.467411		8.558		6.030474		-1.0787587		-1.6155204		1.157564		6.103214		-0.10937214		-0.69199896		0.211092		2.609569		NA		NA		NA		0.0013604303		U35_44k_v1_27713		-		No hits found		No hits found		GCGGCTAGGGTTGGTCTACAGATATCGTTTGTGTTTATTTTCTATCTTATTAAAAGAAAC		22491		0

		24105		CUST_14323_PI390587928		2.6911497		2.7222729		3.2136269		1.72214		3.5676167		4.0854716		4.6754045		5.035891		3.3508198		4.7671695		3.2808087		2.5454276		1.1621505		-1.6040263		2.629149		5.6195846		0.21679688		-0.68169785		1.3945959		2.4904635		NA		NA		NA		0.0033108103		U35_44k_v1_24105		LOC_Os03g57640.1		ref|NP_001051515.1| 3e-45  Os03g0790500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57640.1 8e-47 gibberellin receptor GID1L2 putative expressed		TAGACTGGAAGGACGTCGTGTACGACGCCAGCCACAGCCTCAAGCTCCGCATCTACAGGC		19736		AT5G06570.2

		29403		CUST_11585_PI390587928		2.2066443		2.1787722		2.874261		3.1786528		7.324308		8.116642		7.085736		6.6341558		1.948237		2.083539		4.0654473		3.6667614		41.529682		65.48547		8.113297		7.8212237		5.376071		6.033103		3.0202885		2.9673944		0.0070708105		0.0023282014		0.0024911382		0.0094002		U35_44k_v1_29403		LOC_Os07g48340.2		ref|NP_001060653.1| 2e-47  Os07g0681400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04890.1 4e-49 calcium-binding protein CAST putative expressed		GAGATCACGGTCGACGAGCTGGCGCAGGCGCTGGATTCACTCGGGCTCGTCGCCGACCGC		28674		AT4G20780.1

		34491		CUST_15558_PI390587928		6.6319327		8.596722		7.7741604		6.060463		5.430983		7.715158		5.424422		3.7273188		4.2444105		6.3410034		6.5318894		5.326075		2.2761135		2.5921597		-2.1546712		-3.028821		1.1865726		1.3741546		-1.1074677		-1.5987563		NA		NA		NA		0.008285651		U35_44k_v1_34491		-		gb|EAZ17117.1| 2e-34  hypothetical protein OsJ_031326 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01439.1 5e-23 expressed protein		TGACGATAGCTTCTCAGAGTACAAATTAATGTCGCGTGTTTTGTATCTATATAGGCTAGT		None		AT4G18570.1

		48809		CUST_11990_PI390587928		7.5189934		7.6090274		7.2070384		7.4229674		8.8194475		9.01496		10.337193		8.771129		9.211114		10.441009		10.132585		8.605342		-1.3119079		-2.6870968		1.1523732		1.1217777		-0.3916664		-1.4260483		0.20460796		0.16578674		NA		0.004310937		NA		NA		U35_44k_v1_48809		-		gb|AAC61852.1| 5e-06  putative monosaccharide transporter 1 [Petunia x hybrida]		LOC_Os07g01560.2 3e-07 sugar transport protein 1 putative expressed		AACATGTTTTTCCCTTTGGTCATGGGGCAGGCATTCCTCACCATGTTTTGCCCCAAAAAA		None		0

		33132		CUST_1129_PI390587928		8.725614		8.629054		9.184653		9.424634		8.398538		8.137422		8.126987		8.188226		8.392727		8.121451		8.7287035		9.512143		1.0040358		1.0111312		-1.5175205		-2.5034497		0.0058107376		0.01597023		-0.60171604		-1.3239174		NA		NA		NA		0.0016742279		U35_44k_v1_33132		LOC_Os06g11380.1		gb|EAZ36280.1| 1e-11  hypothetical protein OsJ_019763 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11380.1 3e-13 ATP binding protein putative expressed		ATGTATCCCCATTGATCATATCGAATTGCATATGCGAGTGCTCCCACGGTGGCAAATAAA		17831		0

		19060		CUST_9267_PI390587928		5.498323		6.28722		4.5143905		4.35539		4.22628		5.7467465		3.856233		5.4625664		3.990626		5.642025		3.234646		3.5440035		1.1774405		1.0752869		1.5385665		3.780463		0.23565412		0.104721546		0.6215868		1.9185629		NA		NA		NA		0.030258296		U35_44k_v1_19060		LOC_Os05g12580.1		ref|NP_001054936.1| 2e-09  Os05g0217000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g12580.1 4e-11 AGP20 putative		TGTTGTTCCAATGCTTTCTCAGGTCTGTCGTCACTAGTTATGCGTATATTAGTCATTAAA		10962		0

		8612		CUST_4336_PI390587928		5.18996		5.266922		4.701098		4.929163		4.4214854		4.5648046		3.8194206		2.943469		4.6543255		4.637719		3.848482		4.3078346		-1.175146		-1.0518395		-1.0203481		-2.5746307		-0.23284006		-0.0729146		-0.029061317		-1.3643656		NA		NA		NA		0.01370226		U35_44k_v1_8612		LOC_Os05g37410.1		ref|NP_001055685.1| e-122  Os05g0445900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37410.1 1e-112 hhH-GPD superfamily base excision DNA repair protein expressed		ACCATTGGGCGAGAGAATTATCATCCTGGTCTGAGTGTAGACTGTTGCTGCAACTTTTTT		17807		AT5G04560.2

		30785		CUST_10322_PI390587928		5.646562		5.8067513		5.290894		5.4936166		5.2186303		5.172711		9.253864		10.520438		5.5100226		6.4990788		8.180169		5.942389		-1.2238208		-2.5077055		2.1048176		23.88527		-0.29139233		-1.3263679		1.0736952		4.578049		NA		NA		NA		2.70E-04		U35_44k_v1_30785		-		No hits found		No hits found		AAGTCTGCCTTGCCAGCTTCCTGCTTCAGCGGTTCTACTGTCTCTGTGAACTCAGACCGC		30835		0

		2303		CUST_5408_PI390587928		7.5672398		7.67353		7.6090946		7.344812		6.9952254		7.065987		6.009666		5.7088485		6.743853		7.225693		6.90859		7.0341353		1.1903389		-1.1170596		-1.8646746		-2.5058272		0.25137234		-0.15970612		-0.8989239		-1.3252869		NA		NA		NA		0.025080835		U35_44k_v1_2303		LOC_Os01g04900.1		gb|EAY72484.1| 3e-39  hypothetical protein OsI_000331 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04900.1 6e-41 metalloendopeptidase putative expressed		AATTTGGCGATGAATTTAAGGTTTTTCTTCCTCCAACTGTATCTGTGAGATGTTTTGCCA		5436		AT5G05740.2

		43433		CUST_19926_PI390587928		2.4159677		3.3513834		2.7920449		2.638387		8.644113		10.165557		9.725716		11.2872925		3.1718776		2.5353637		3.186406		2.9332888		44.392212		198.11485		93.00971		327.19434		5.4722347		7.630193		6.5393095		8.354004		3.45E-04		0.0012226427		3.85E-04		2.70E-04		U35_44k_v1_43433		-		ref|XP_001550502.1| 9e-35  hypothetical protein BC1G_10461 [Botryotinia fuckeliana B05.10]		No hits found		AGGCGTTTGGGGGACGGGAGTTTATAGGTTCATATCGTAGTTATTAGAAAACAAAAACGA		40066		0

		44852		CUST_17168_PI390587928		5.53479		5.6318107		5.5274506		5.8560333		5.033215		5.3456454		4.4442325		4.6939344		5.0026307		5.077623		4.604736		5.9578605		1.0214257		1.2041562		-1.1176771		-2.4014838		0.030584335		0.26802254		-0.16050339		-1.263926		NA		NA		NA		0.0013218197		U35_44k_v1_44852		LOC_Os01g55900.1		No hits found		No hits found		GCTGAGTATTGCCTCGAGTAGAACTTTTTAGTTTCAGAGAATATGTCCTTATTTTATGCA		43054		0

		5870		CUST_39220_PI390587928		6.8795037		7.1779113		8.405098		7.7595725		6.9772644		6.744919		7.1692696		6.1016345		6.7162147		6.4777985		7.281021		7.1809907		1.1983503		1.2034035		-1.0805393		-2.113093		0.26104975		0.26712036		-0.11175156		-1.0793562		NA		NA		NA		0.002775233		U35_44k_v1_5870		LOC_Os07g25810.1		ref|XP_001621682.1| 2e-07  hypothetical protein NEMVEDRAFT_v1g144035 [Nematostella vectensis]		No hits found		AGCTGAGCCAAACGTATGTATACAAAATACAACATCAGTGCCCGCCGCCGATCCCGCCAC		None		0

		44838		CUST_13235_PI390587928		5.870027		6.101724		7.1865764		6.7137427		4.9205546		5.37145		5.4740224		5.4294014		4.222693		5.001009		5.710991		6.621464		1.6220988		1.2927479		-1.1785136		-2.2847912		0.6978617		0.37044096		-0.23696852		-1.1920624		NA		NA		NA		0.026850877		U35_44k_v1_44838		LOC_Os02g44280.1		gb|EAY86970.1| 1e-29  hypothetical protein OsI_008203 [Oryza sativa (indica cultivar-group)]		LOC_Os02g44280.1 2e-31 conserved hypothetical protein		TGCTTCCTCATCATCTACAAGCTGTAAAAAACCGCTAATATTGAATTTGGCACTCCTCCC		43034		AT4G12450.1

		47794		CUST_41993_PI390587928		4.9435334		4.954754		5.8381543		5.596048		4.4034214		4.754043		5.241268		4.404648		4.2571173		4.2547708		4.093454		4.8367734		1.1067306		1.4135004		2.2157795		-1.3492199		0.14630413		0.49927235		1.1478143		-0.43212557		NA		NA		0.006871156		NA		U35_44k_v1_47794		LOC_Os11g44880.1		ref|NP_001066967.1| 3e-69  Os12g0547500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36100.2 9e-71 kinesin-4 putative expressed		AAATTCGAAATAGCTCTCAGAAAGGCATTGCAGTTCCAGATGCAAACATAGTTCCGGTCA		49208		AT2G47500.1

		17216		CUST_17272_PI390587928		8.712735		9.217506		8.242527		8.134511		9.390229		10.812935		11.477399		9.692529		10.085426		11.151978		10.941074		8.120139		-1.6191056		-1.2649169		1.450273		2.973969		-0.6951971		-0.33904266		0.5363245		1.5723896		NA		NA		NA		0.023437057		U35_44k_v1_17216		LOC_Os08g37210.1		gb|EAZ07346.1| e-178  hypothetical protein OsI_028578 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		GACAAACAAGTTGTAAGTGGAAGAATGAAATAAATAGCCAAGTATTTAGGCTCTCTTTGG		6910		AT2G26560.1

		43247		CUST_32697_PI390587928		4.3998566		4.1808615		4.983168		4.617958		4.9199467		4.7147994		5.491526		7.6185775		4.612211		4.1573296		4.7867417		5.4507127		1.2377633		1.471686		1.629901		4.4935784		0.30773544		0.55746984		0.7047844		2.1678648		NA		NA		NA		0.022071006		U35_44k_v1_43247		LOC_Os02g02400.4		emb|CAH61266.1| 4e-36  catalase [Secale cereale]		LOC_Os02g02400.4 2e-36 catalase isozyme A putative expressed		ATGGATCCCTGCAAGTTCCGGCCGTCGAGCAGCTTCGACACCAAGACGACGACGACGAAC		39710		AT4G35090.2

		48612		CUST_10073_PI390587928		9.81936		9.052285		9.99669		10.90459		9.091017		8.565841		8.576		9.704968		8.381068		8.2517		9.185128		10.95651		1.6357458		1.2432706		-1.525337		-2.3809564		0.70994854		0.31414032		-0.609128		-1.2515411		NA		NA		NA		0.0051887855		U35_44k_v1_48612		LOC_Os05g25450.1		gb|EAZ33797.1| 1e-56  hypothetical protein OsJ_017280 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25370.1 2e-46 ATP binding protein putative expressed		GCTGTTTAAAAGATTCATAAATCTGTCCGCGCACTGTACATTCTGATTATGTTCCTAATT		50547		AT5G28680.1

		43330		CUST_28851_PI390587928		5.6938844		5.8164153		4.1163573		5.8207526		5.8170114		8.158508		10.5191		9.441631		6.593041		9.820806		10.192615		8.62436		-1.7124116		-3.1652012		1.253955		1.76207		-0.7760296		-1.6622972		0.32648563		0.81727123		NA		0.00452755		NA		NA		U35_44k_v1_43330		LOC_Os03g47810.1		No hits found		LOC_Os10g08850.1 2e-04 nitrate and chloride transporter putative expressed		TGATTGTTTTCTTGTGAACTTGGAGCCCCCAAGTTTGATGGGAGTTGAGTTTCTAAAAAA		39871		0

		22419		CUST_7171_PI390587928		4.4076114		2.185309		2.0399141		2.0419552		3.4401019		3.425904		6.1513786		7.113476		3.39349		3.6584132		6.0156693		5.3671126		1.0328364		-1.1748766		1.0986328		3.355117		0.046611786		-0.23250914		0.13570929		1.7463632		NA		NA		NA		9.71E-04		U35_44k_v1_22419		LOC_Os03g09880.1		ref|NP_001049253.1| 3e-57  Os03g0194600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09880.1 6e-59 AIR12 putative expressed		AAATCGCGCGGCTTATTCCTCATGTTCCTGCTATTAGACGTCGACGTCGTATCAAATGAA		17045		AT5G47530.1

		19454		CUST_739_PI390587928		8.759102		8.951061		8.153054		9.311223		8.382305		8.447442		6.794567		8.422571		7.8836327		7.9431458		7.174046		9.569149		1.4129128		1.4184313		-1.300872		-2.2138813		0.4986725		0.5042963		-0.37947893		-1.1465778		NA		NA		NA		0.010254415		U35_44k_v1_19454		LOC_Os11g34970.1		gb|AAM47268.1|AF509533_1 1e-71  putative NBS-LRR resistance protein [Aegilops tauschii]		LOC_Os11g34920.1 3e-44 stripe rust resistance protein Yr10 putative expressed		CCTGTTCCAAAATACAGACTGCACAACTGTTATTTTCCATCATATTGATTTTTTGTCTGG		12262		0

		45667		CUST_33822_PI390587928		6.7713895		6.1849046		6.16457		4.5945525		5.8593373		5.554695		3.1236813		2.7444756		5.346929		4.7781143		3.27371		3.9820805		1.4264293		1.7130661		-1.1095916		-2.3580673		0.51240826		0.7765808		-0.1500287		-1.2376049		NA		NA		NA		0.012771175		U35_44k_v1_45667		LOC_Os06g08060.1		gb|EAZ36022.1| 7e-53  hypothetical protein OsJ_019505 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08060.1 2e-54 leucoanthocyanidin dioxygenase putative expressed		GTGAAAACTCAAGATCAAAGACTGGATTGGTCCGATCGACTGCATCTTAAAGTGGAGCCA		44804		AT5G20400.1

		19519		CUST_12810_PI390587928		5.555769		6.268104		3.4593022		6.297816		6.260488		7.967879		7.6203723		7.744943		6.711941		7.8296056		7.005844		4.975004		-1.3674165		1.100587		1.5310572		6.8207903		-0.45145273		0.13827324		0.6145282		2.769939		NA		NA		NA		0.010292556		U35_44k_v1_19519		LOC_Os10g28170.1		gb|EAZ28492.1| 1e-10  hypothetical protein OsJ_011975 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52410.1 3e-12 expressed protein		CTTAGGAACAACGGATTTGGGATGATTTAAGAGCAACTTTAATGGAGCGATCAAGTTAAT		11805		AT3G57450.1

		49042		CUST_14905_PI390587928		6.220554		5.5266685		5.840491		5.546018		6.2791896		6.464796		7.554914		6.1644254		7.093762		7.978685		7.790952		6.720567		-1.7587767		-2.855788		-1.1777539		-1.4703319		-0.81457233		-1.5138888		-0.23603821		-0.55614185		NA		0.014425407		NA		NA		U35_44k_v1_49042		-		No hits found		No hits found		CAGCAAGTAGGGGGGTTTTTCCATGCGAGCAGTAAAACAGTGGTTTTTTGTCCCAAAAAA		None		0

		12897		CUST_11927_PI390587928		4.5469685		4.752897		4.220673		4.149521		3.5046833		3.0361993		2.5296926		2.8538685		3.5323277		3.4126568		2.3052378		4.092835		-1.0193464		-1.2981503		1.1683357		-2.3602939		-0.027644396		-0.37645745		0.22445488		-1.2389665		NA		NA		NA		0.01107967		U35_44k_v1_12897		LOC_Os08g06480.1		gb|ABK24544.1| 2e-09  unknown [Picea sitchensis]		LOC_Os08g06480.1 1e-09 lissencephaly type-1-like homology motif putative expressed		ATCATCCATGACACCAATAGGAAAAAATTTGTGACAAAACAATGTTGAGGGCCGCTGGAG		25827		0

		27498		CUST_24950_PI390587928		9.485599		9.18473		8.132157		8.863839		10.671395		10.991183		12.486191		11.954147		11.31158		11.033508		11.927333		9.174927		-1.5585283		-1.029772		1.4731026		6.864814		-0.6401844		-0.04232502		0.5588579		2.7792206		NA		NA		NA		9.59E-04		U35_44k_v1_27498		LOC_Os01g58290.1		gb|EAZ29545.1| e-139  hypothetical protein OsJ_013028 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58290.1 1e-141 cucumisin precursor putative expressed		TTGGTGATGTTAGGGTTTACCTTGAATCAGAAGACTATATGTAACTGTACTTAGGATTTG		33772		AT4G10510.1

		20775		CUST_24170_PI390587928		8.204692		8.622169		7.534365		7.872936		7.2727623		7.0647044		5.456587		5.5586967		7.2022357		7.2865777		5.8221602		7.191946		1.0501		-1.1662469		-1.2883936		-3.1021087		0.0705266		-0.22187328		-0.3655734		-1.6332493		NA		NA		NA		0.018222904		U35_44k_v1_20775		LOC_Os01g54620.1		sp|A2WV32|CESA4_ORYSI 6e-48  Cellulose synthase A catalytic subunit 4 [UDP-forming] (OsCesA4)		LOC_Os01g54620.1 1e-49 CESA4 - cellulose synthase expressed		GAAAGGAAACATGTAATTCCGTACAGAGAGAGAGAAAACGCATAAGAGGAACTTCCCCCC		15116		AT4G18780.1

		19168		CUST_20425_PI390587928		5.014467		5.1822066		4.0345364		6.2003713		4.898869		3.8490288		8.885715		9.008114		5.6847386		6.047022		7.4562225		5.6028686		-1.7241312		-4.588406		2.6935186		10.594513		-0.7858696		-2.197993		1.429492		3.4052453		NA		NA		NA		0.01480268		U35_44k_v1_19168		LOC_Os07g07930.1		ref|NP_001059015.1| 1e-36  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 2e-38 lipid transfer protein putative expressed		TTGTTGTACCGTGACATGCATGAGCTTATCTACTTGATTCATTGTTGCCTTTTGAAAAAA		17107		AT3G22600.1

		5851		CUST_39239_PI390587928		10.930793		11.040263		10.654481		11.24158		11.434405		12.8819		11.995072		12.423606		12.036105		12.454583		12.301589		11.0924425		-1.5175035		1.3447301		-1.236718		2.5160549		-0.6016998		0.42731667		-0.30651665		1.3311634		NA		NA		NA		0.046988957		U35_44k_v1_5851		LOC_Os01g39330.1		dbj|BAB90265.1| 5e-77  basic helix-loop-helix (bHLH) family protein-like [Oryza sativa Japonica Group]		LOC_Os01g39330.1 1e-78 helix-loop-helix DNA-binding domain containing protein expressed		GGGTACGGCGATACGGGATACGGCAATTTCTAAAAACATCAATACGGCGATACGGCAAGC		13355		AT5G56960.1

		17796		CUST_30569_PI390587928		8.235906		8.620933		7.6781144		8.321823		7.5781054		8.656813		3.535312		5.0295396		6.1835113		6.7356076		5.7476788		6.9748635		2.6291459		3.7873929		-4.6343493		-3.8512425		1.3945942		1.921205		-2.2123668		-1.945324		NA		0.04877756		NA		0.004775703		U35_44k_v1_17796		LOC_Os01g56370.1		gb|EAZ13682.1| 1e-52  hypothetical protein OsJ_003507 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g56370.1 3e-54 expressed protein		CGTTGCGAATCAAATGTATTAGGACAATATTATTGTTGGACAAGGATTTCTCATGAGGAA		8169		AT3G49200.1

		16824		CUST_30847_PI390587928		8.931736		9.126977		8.522685		8.861451		10.767161		11.451901		13.104538		11.169655		11.5661545		13.364407		13.003272		10.717456		-1.7398864		-3.7646224		1.0727143		1.368124		-0.7989931		-1.9125051		0.10126591		0.45219898		NA		0.0023282014		NA		5.00E-04		U35_44k_v1_16824		LOC_Os02g32970.1		gb|EAY86146.1| e-168  hypothetical protein OsI_007379 [Oryza sativa (indica cultivar-group)]		LOC_Os02g32970.1 1e-170 catalytic/ hydrolase putative expressed		GCTGCTTCTGTGTAGAAATCTCATGGTAATAACTCTATGTCTAATTCATGTCTCTTCTTT		17840		AT2G36290.1

		43901		CUST_31618_PI390587928		4.457251		4.7297583		4.4363217		3.8807611		2.331075		3.405939		2.991337		1.9020432		3.4568355		4.2001004		2.9184332		3.7600772		-2.1821656		-1.734069		1.0518317		-3.6251333		-1.1257606		-0.7941613		0.07290387		-1.858034		NA		NA		NA		0.014932697		U35_44k_v1_43901		LOC_Os05g49610.1		gb|EAY99100.1| 2e-10  hypothetical protein OsI_020333 [Oryza sativa (indica cultivar-group)]		LOC_Os05g49610.1 4e-12 expressed protein		TTCGACAACGTGATCCAGCGGGACAAGAAGCTGAAGCTGGTGCTCAAGCTGCGCAACATC		41169		0

		45993		CUST_1429_PI390587928		3.971475		4.033591		5.0872936		3.8774807		7.9701295		7.253282		8.028575		10.281956		4.9049006		4.815165		4.7991967		4.187348		8.3700075		5.4193397		9.378636		68.33761		3.065229		2.438117		3.2293782		6.094608		0.033491544		0.020505365		8.13E-04		2.53E-04		U35_44k_v1_45993		-		ref|XP_001587428.1| 2e-18  hypothetical protein SS1G_11420 [Sclerotinia sclerotiorum 1980]		LOC_Os08g40610.1 2e-07 30S ribosomal protein S16 putative expressed		TATGGCAGTGATGTGCGCTTCAAAGACGTCAAACTTGACTCGGCCCGCGCCCAATACTGG		45477		0

		28152		CUST_28115_PI390587928		4.3450065		4.4156547		4.6550355		3.9647925		3.4559567		3.819318		3.25055		1.8796387		2.7556686		4.003426		3.5336616		3.3009937		1.6248292		-1.1361144		-1.2168164		-2.6783695		0.70028806		-0.18410802		-0.28311157		-1.421355		NA		NA		NA		0.014917615		U35_44k_v1_28152		LOC_Os07g38850.1		ref|NP_001060083.1| 5e-59  Os07g0576000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38850.1 1e-60 prenyltransferase/ zinc ion binding protein putative expressed		GTCAGAAATATTGCCTTCCTTGGATGAGGAGTATTGTTGAGAAATTATGTTGCTGCTATT		26845		AT3G11945.2

		7200		CUST_24518_PI390587928		10.383551		5.5516567		2.4378014		6.0653157		10.351297		6.7398396		4.384739		10.75058		10.186101		7.158668		3.6015732		5.6865597		1.1213187		-1.3368416		1.7209029		33.451992		0.16519642		-0.4188285		0.7831657		5.06402		NA		NA		NA		0.0095650805		U35_44k_v1_7200		LOC_Os05g38940.1		ref|NP_001055780.1| 1e-06  Os05g0465000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38940.1 4e-08 hypothetical protein		CGAATGTGATGTATTACTCTGCCGTTGTGACTAGAAATAAAACCTGATTCAAAGGAAAAA		14625		0

		40567		CUST_2485_PI390587928		8.696711		8.344444		7.9789615		8.402275		8.068336		9.493274		9.9520235		10.189782		8.28652		9.371183		9.72663		8.03574		-1.1632688		1.0883106		1.1690959		4.450731		-0.21818447		0.12209034		0.2253933		2.1540422		NA		NA		NA		0.0062871114		U35_44k_v1_40567		LOC_Os03g60570.1		gb|ABX39195.1| 2e-23  C2H2 zinc finger protein [Triticum aestivum]		LOC_Os03g60570.1 3e-21 zinc finger DNA-binding protein putative expressed		TTTAGTTATGCTACAGAGTTCGTGATCGACCTGTGTAGATCTGTACGTTGCTGCACACAG		20981		AT3G46070.1

		49079		CUST_14843_PI390587928		9.019498		8.295566		8.087009		8.946725		9.190749		7.728209		7.1789746		7.186531		9.646828		7.9875183		7.200315		8.326404		-1.3718079		-1.1969055		-1.014902		-2.2036157		-0.45607853		-0.2593093		-0.02134037		-1.1398726		NA		NA		NA		0.0011048964		U35_44k_v1_49079		LOC_Os03g19452.2		ref|NP_001064702.1| 5e-13  Os10g0443000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19452.2 2e-14 expressed protein		TTTTAACTTACTTGAGAGTATTTCTTCGCCATCGTCAACGTGTGGGGTGTGGCTACCACT		37400		0

		24443		CUST_12743_PI390587928		9.809245		10.7124605		9.093742		11.064942		10.643448		13.380329		13.139026		13.46482		11.241131		12.709106		12.448082		10.258823		-1.5132842		1.592422		1.6143391		9.227862		-0.59768295		0.6712227		0.6909437		3.2059965		NA		NA		NA		0.0147418035		U35_44k_v1_24443		LOC_Os12g38330.1		No hits found		No hits found		AGATACGGAGGAAGTATATAGCTTCGGTTGCTGGGTTAAAGTTTTGAAATTCCTAAAAAA		36240		0

		33552		CUST_18205_PI390587928		10.789416		9.40677		9.871463		10.435439		10.066501		8.2736435		8.159181		9.10754		9.445399		8.303006		8.770439		10.259389		1.5380489		-1.0205612		-1.5275912		-2.2219846		0.6211014		-0.029362679		-0.6112585		-1.1518488		NA		NA		NA		0.03605084		U35_44k_v1_33552		LOC_Os03g55530.1		ref|NP_001051365.1| 1e-13  Os03g0764000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55530.1 2e-15 HLS1 putative expressed		GTTTCTTCTTCCTTAATTAGACCATGTAGGTTTTTTCTCCTCACTCTGATCCGGCCTGCT		None		AT4G37580.1

		45899		CUST_127_PI390587928		4.024978		3.9830892		3.754818		3.8105323		4.6910305		4.380216		6.1825128		4.9097404		5.2118306		5.4004307		5.493402		3.7642555		-1.4347507		-2.0282207		1.6122894		2.2122047		-0.5208001		-1.0202146		0.68911076		1.1454849		NA		NA		NA		0.027633188		U35_44k_v1_45899		LOC_Os02g33110.3		gb|AAZ29515.1| 2e-34  cell wall invertase [Lolium perenne]		LOC_Os02g33110.3 2e-33 beta-fructofuranosidase insoluble isoenzyme 1 precursor putative expressed		AACGATCCAAATGGGCCACTATACTACAAGGGATGGTGCCACTTGTTTTACCAGTACAAC		45285		AT3G52600.1

		2198		CUST_32803_PI390587928		11.390765		12.607352		14.811875		13.230061		10.96455		12.307613		13.448382		11.648995		10.676605		12.380078		13.726059		13.109448		1.2208998		-1.0515118		-1.212241		-2.7519476		0.2879448		-0.07246494		-0.27767658		-1.460453		NA		NA		NA		0.008807782		U35_44k_v1_2198		LOC_Os12g02370.2		ref|NP_001065990.1| 3e-61  Os12g0115700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02370.2 5e-63 chalcone--flavonone isomerase putative expressed		GTGGCACATCAAATGTCTGCGGACATGCACGATTTTTATAAAAAATGATTACTCTTGAAA		None		AT5G05270.2

		21304		CUST_4290_PI390587928		4.54843		4.5259194		4.458174		4.0422606		3.9506836		4.165973		2.101123		3.337899		3.4517505		3.720764		3.4325464		3.6680813		1.4131681		1.3615116		-2.516508		-1.2571722		0.49893308		0.44520926		-1.3314233		-0.3301823		NA		NA		0.0059536616		NA		U35_44k_v1_21304		LOC_Os04g33210.1		emb|CAH66527.1| e-175  H0502B11.7 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33210.1 1e-176 ERD1 protein chloroplast precursor putative expressed		GCATGAAGTGGCACAAACTAACAGGTTGAAATATTCTCTAAATGAAAATGACCAAGAGAA		15266		AT5G51070.1

		7034		CUST_41386_PI390587928		11.227794		10.748917		10.818646		11.245033		10.450543		10.003006		8.9523115		9.283435		10.600175		9.920003		9.685962		10.575809		-1.1092861		1.0592206		-1.662841		-2.449307		-0.1496315		0.083003044		-0.7336502		-1.2923737		NA		NA		3.39E-04		0.001743508		U35_44k_v1_7034		LOC_Os01g10430.2		ref|NP_001042320.1| 8e-76  Os01g0201000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10430.2 7e-76 transposon protein putative unclassified expressed		ATATTCTGTACAGGAAAGACTCGGCCGTGTAATATTTGCCTGTAGGAATTACCACGGAGG		21191		AT1G53050.1

		36747		CUST_42287_PI390587928		8.835347		9.046739		9.33521		8.9165945		8.203746		8.349388		7.2411456		7.5454903		7.74735		7.839704		7.7770615		8.60296		1.3721095		1.4237384		-1.4498622		-2.0812776		0.45639563		0.5096841		-0.53591585		-1.0574694		NA		NA		NA		3.84E-04		U35_44k_v1_36747		LOC_Os08g18150.1		ref|NP_001061449.1| 1e-29  Os08g0285200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g18880.1 2e-31 expressed protein		CACATCATACAAGCTTTTCAGTGGATTGCATGTTAATCGTATGTAAAATACTAAACGGGT		32029		AT1G80710.1

		11797		CUST_30120_PI390587928		10.93792		11.99307		12.06308		11.814259		10.704125		11.352029		11.432877		10.634701		10.669095		11.347209		11.61993		11.865626		1.0245783		1.0033464		-1.1384364		-2.3471754		0.035030365		0.00481987		-0.18705368		-1.2309256		NA		NA		NA		0.001081423		U35_44k_v1_11797		-		No hits found		No hits found		ACTATTATTACCATCCATCGCCCCGTTCCTCCCCATCCTCCGACTGGTTGATTGGCTGCC		25251		0

		23446		CUST_32204_PI390587928		7.0500298		7.430184		6.5980105		7.661615		6.962595		8.689906		8.831328		9.458131		7.857158		8.524339		7.9771476		6.2679276		-1.8590469		1.1216071		1.807732		9.127395		-0.8945632		0.1655674		0.8541808		3.1902032		NA		NA		0.0010213132		0.0067847194		U35_44k_v1_23446		LOC_Os12g23700.1		gb|EAZ20299.1| 3e-31  hypothetical protein OsJ_034508 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g23700.1 6e-33 PITSLRE serine/threonine-protein kinase CDC2L1 putative expressed		GTTGTGGTTGCTTGAACTCTGTCCCGATTAGATAAAATGACCAATTTCAGAAATTAAGAA		36382		0

		9651		CUST_35248_PI390587928		4.391316		4.1864004		3.1434758		6.0218368		4.6006827		4.7371826		7.824175		9.757659		4.865867		5.6835933		7.4483066		7.0764375		-1.2017896		-1.9270723		1.2976203		6.413987		-0.2651844		-0.94641066		0.37586832		2.6812215		NA		NA		NA		0.015671074		U35_44k_v1_9651		LOC_Os04g35140.1		ref|NP_001052820.1| 0.0  Os04g0430700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35140.1 0.0 subtilisin-like protease precursor putative expressed		AGTCTCAGCATTTGCTCAGTGAGGAGAAAGACCTGCCAACATAGCAGGAGCAGAAATAAA		20084		AT3G14240.1

		34188		CUST_6795_PI390587928		5.5797944		5.916378		5.6130257		5.285742		4.8109293		5.0528054		3.9732363		3.9724667		5.010662		5.2080054		4.889878		5.0479856		-1.1484857		-1.1135759		-1.8877157		-2.1074798		-0.19973278		-0.1552		-0.9166415		-1.0755188		NA		NA		NA		0.010086788		U35_44k_v1_34188		LOC_Os10g42870.2		gb|EAY79653.1| 1e-45  hypothetical protein OsI_033612 [Oryza sativa (indica cultivar-group)]		LOC_Os10g42870.2 3e-47 peptide transporter PTR2 putative expressed		TACTATCTACAATACAGCTTTGGTGTAATTAAATAGCGGCCGCTGGCAAGGTCCAGAAGT		9681		AT5G01180.1

		17044		CUST_35551_PI390587928		7.5146866		7.71238		7.0477805		6.8532887		7.776295		7.9761696		9.802686		8.484124		8.367721		8.77915		9.289706		7.0722466		-1.5067347		-1.7447017		1.4269942		2.6608324		-0.5914254		-0.8029804		0.5129795		1.4118776		NA		NA		NA		0.003191584		U35_44k_v1_17044		LOC_Os08g23150.1		gb|EAZ42289.1| e-154  hypothetical protein OsJ_025772 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g23150.1 1e-159 indole-3-glycerol phosphate synthase chloroplast precursor putative expressed		ACATGACCAAAGTGTATCCAGATTAATCCGACAACAAGGAACGTAATACACTTGATTTCG		6405		AT2G04400.1

		29577		CUST_26888_PI390587928		6.1137443		6.414505		6.210301		5.939348		5.139767		5.284944		3.7657082		3.6000376		5.4265823		5.4368916		4.720637		4.9500227		-1.2199442		-1.1110682		-1.9384837		-2.549095		-0.28681517		-0.1519475		-0.95492864		-1.3499851		NA		NA		NA		0.012741243		U35_44k_v1_29577		LOC_Os03g12360.2		gb|EAZ26117.1| 1e-63  hypothetical protein OsJ_009600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12360.2 2e-65 trehalose-6-phosphate synthase putative expressed		ATACATTTGCCTCGAGTACTACGGCCGCACCGTCAGCATCAAGATCTTGCCCGTCGGAGT		28921		AT1G68020.2

		42923		CUST_1284_PI390587928		4.753679		5.6061306		3.5533428		5.010009		5.6390805		5.4379964		5.11082		7.5434117		4.767047		4.7284455		5.1697507		5.3899994		1.830241		1.6352949		-1.0416936		4.448788		0.8720336		0.70955086		-0.058930874		2.1534123		NA		NA		NA		0.020662265		U35_44k_v1_42923		LOC_Os03g02280.1		ref|NP_001048739.1| 8e-11  Os03g0113900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02280.1 1e-12 expressed protein		AGGCGGCCGGGCGTACCTTCAAGAAAGCCGAGGAGTCCGACGAAGAAGAGGACAACGGCG		38929		0

		38892		CUST_37501_PI390587928		9.446467		10.14694		10.529211		10.833183		8.426017		9.011136		8.700656		7.8606696		7.6942153		9.131646		9.407128		11.046615		1.6607115		-1.0871192		-1.6318092		-9.100495		0.7318015		-0.1205101		-0.7064724		-3.185945		NA		NA		NA		0.0010835874		U35_44k_v1_38892		LOC_Os02g44280.1		gb|ABG66242.1| 1e-11  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40584.1 2e-13 nucleic acid binding protein putative expressed		CATCACCCCCACGATTGTTGACCGAAATTGTACCATACATCAAACAAATGCACCTACTTC		43034		0

		45902		CUST_17709_PI390587928		4.860593		5.688057		6.2299294		5.1882725		4.4507146		4.2871966		5.4876647		4.7096763		4.0204186		3.9124396		3.9999244		3.6695757		1.34751		1.2966212		2.8044937		2.056371		0.43029594		0.37475705		1.4877403		1.0401006		NA		NA		0.012500563		NA		U35_44k_v1_45902		-		ref|XP_380653.1| 2e-35  hypothetical protein FG00477.1 [Gibberella zeae PH-1]		No hits found		TGTTTCTCCTCAACATTTCAGAAACTTCCGCAATCGCGCTCCAACTTTGACGAAAGGAGA		45289		0

		14648		CUST_10896_PI390587928		3.3411171		2.2518437		2.929388		2.9428275		3.629694		3.2363813		6.102258		6.2773423		3.6366987		2.5014756		4.2773833		2.0031836		-1.0048671		1.6642888		3.5427628		19.348616		-0.007004738		0.7349057		1.8248749		4.2741585		NA		NA		NA		2.42E-04		U35_44k_v1_14648		LOC_Os01g04040.1		emb|CAA88619.1| 2e-35  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 4e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		AACGAGTTCGATCGATTGGTTGATGTTTCCTGATGCCCATAGGGAGGGATTTTTCTGATG		2241		0

		9668		CUST_35232_PI390587928		2.7371266		3.297786		2.9388363		3.01008		2.8875227		5.5526123		7.2871075		7.192641		2.893555		6.4128575		6.4851136		2.9752162		-1.00419		-1.8153468		1.743509		18.602497		-0.0060322285		-0.8602452		0.80199385		4.2174244		NA		NA		NA		0.0061899913		U35_44k_v1_9668		-		No hits found		No hits found		TGCATCACGATATTTGAATTGGTATGTGAGAAACAAATAGCATGTGCAAGTATCTCGTGC		19902		0

		14347		CUST_3834_PI390587928		1.5579828		2.332788		1.515469		1.48697		5.195662		1.9195925		4.2221465		4.092402		4.729878		2.623645		6.640695		1.4570173		1.3810678		-1.6290745		-5.3463287		6.213407		0.46578407		-0.70405257		-2.4185486		2.6353846		NA		NA		NA		0.0239472		U35_44k_v1_14347		LOC_Os07g48030.1		gb|AAW52717.1| e-141  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-123 peroxidase 2 precursor putative expressed		ATAGGACTGTCCAGCAGTGTTGCTGATAATGTAATGGGTGACATGCCCACGTCTTAATAA		2114		AT5G05340.1

		19005		CUST_4269_PI390587928		2.0076993		1.6194564		1.7038165		2.1426485		1.4693613		1.7775503		6.9724483		5.645199		2.0372918		1.9976155		6.770926		3.3573275		-1.4823955		-1.1647861		1.1499112		4.8833504		-0.56793046		-0.22006512		0.20152235		2.2878714		NA		NA		NA		0.003842872		U35_44k_v1_19005		LOC_Os09g04339.1		gb|EAZ08195.1| 7e-71  hypothetical protein OsI_029427 [Oryza sativa (indica cultivar-group)]		LOC_Os09g04339.1 9e-72 expressed protein		GCTTTGTAGGCCAGGCCATATTGTTATTTTTTAAACACAGTACAAGCCATATTGTTCTTA		20691		0

		16947		CUST_30048_PI390587928		6.836984		6.626511		6.7845917		5.442744		6.2437654		6.153436		4.4187317		3.225422		6.0790706		5.8753676		5.0263286		5.502136		1.1209289		1.2125704		-1.523719		-4.8457313		0.16469479		0.27806854		-0.6075969		-2.2767143		NA		NA		NA		0.012052411		U35_44k_v1_16947		LOC_Os04g53920.1		ref|NP_001053977.1| 6e-97  Os04g0630800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53850.2 1e-98 leucoanthocyanidin reductase putative expressed		TGTATGAAAAGTGGTATATACCATTGTGAACATTCTCGGAACAATGGTTGTGATCTGCGG		8213		AT1G61720.1

		36195		CUST_19256_PI390587928		6.655123		5.130181		7.847388		7.4285445		8.024403		7.155035		9.94234		7.9955153		8.12927		7.8380046		10.056203		9.008866		-1.0753952		-1.6054409		-1.0821218		-2.0185943		-0.10486698		-0.68296957		-0.11386299		-1.013351		NA		NA		NA		0.015369671		U35_44k_v1_36195		-		ref|XP_001220310.1| 2e-31  hypothetical protein CHGG_01089 [Chaetomium globosum CBS 148.51]		LOC_Os01g19160.2 9e-06 receptor-like protein kinase 5 precursor putative expressed		TGATGTATACAGCTTGGGGAGTGCTTGGTTTTGGAGCTATTTATGGGATCTCATCCAAGC		36612		0

		31835		CUST_35350_PI390587928		1.9030337		2.528251		1.9569693		2.0365617		2.8230531		3.0085719		3.9208272		4.9385495		3.8347971		3.3731575		3.3556623		2.256429		-2.0163472		-1.2875118		1.4795566		6.4179854		-1.011744		-0.36458564		0.5651648		2.6821206		NA		NA		NA		0.019961663		U35_44k_v1_31835		LOC_Os04g49970.1		gb|EAY95347.1| 5e-61  hypothetical protein OsI_016580 [Oryza sativa (indica cultivar-group)]		LOC_Os04g49970.1 1e-61 U box putative expressed		ATTTCATTTCAGGACAAGAATTTACTTGATTGGCTGGTCGCCACACTGCGTGATTTGGCG		None		AT3G52450.1

		1295		CUST_3867_PI390587928		12.017276		12.480092		12.088025		12.68962		12.498729		13.23334		15.3341875		14.40462		13.215632		13.703098		14.687165		13.083875		-1.6436507		-1.3848772		1.5659328		2.4979515		-0.7169037		-0.46975803		0.64702225		1.3207455		NA		NA		NA		0.007916802		U35_44k_v1_1295		LOC_Os03g61960.1		ref|NP_001105346.1| 4e-56  ferredoxin3 [Zea mays]		LOC_Os03g61960.1 8e-55 ferredoxin-3 chloroplast precursor putative expressed		AGATGGAGAAGGCGAATAAAAATGAGGTGACTCTGATGGCATTATAAAAGCAGTTTCATT		3886		AT2G27510.1

		48827		CUST_11922_PI390587928		4.4196205		4.476425		3.203107		4.3288255		4.728583		5.756056		5.2454953		5.4753375		5.045109		5.9274526		5.1090965		4.3052		-1.2453282		-1.1261482		1.099158		2.2503314		-0.31652594		-0.17139673		0.13639879		1.1701374		NA		NA		NA		0.047955148		U35_44k_v1_48827		-		No hits found		No hits found		CTGCTATCGCAAGCAATCTGTATTATGAAATCCTCTGTCGAGCTTATTGTAGCATTCAAA		None		0

		22086		CUST_39285_PI390587928		5.54637		5.762024		4.8714356		4.8940463		4.37805		4.937245		2.6163132		3.0588188		4.5790896		4.7129855		2.633378		4.379104		-1.1495266		1.1681774		-1.0118986		-2.497155		-0.20103979		0.22425938		-0.01706481		-1.3202853		NA		NA		NA		0.0059593576		U35_44k_v1_22086		LOC_Os12g42070.1		gb|EAZ21220.1| e-139  hypothetical protein OsJ_035429 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42070.1 1e-141 OsWAK129a - OsWAK receptor-like protein kinase expressed		GTACTCATTCATATGAGTGAGTGTATGTGTGTATGTATAAGCGTTTGCGTTTGTATTGTG		15923		AT4G31100.1

		16732		CUST_31952_PI390587928		7.513739		7.648573		7.902311		7.3332343		7.5907264		7.3357887		6.4499745		6.090189		7.029032		7.410849		7.0578904		7.2300854		1.4760015		-1.0534052		-1.524056		-2.203652		0.56169415		-0.07506037		-0.6079159		-1.1398964		NA		NA		NA		0.029128509		U35_44k_v1_16732		LOC_Os05g33290.1		ref|NP_001055487.1| 3e-37  Os05g0401200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g33290.1 5e-39 expressed protein		TCTAACGATTGCACTGCACGCATTGCATAAGTACTCAACCTTTGTGAACTGGGAACTATG		None		0

		7222		CUST_24498_PI390587928		10.775805		10.533103		9.414003		9.381501		11.329801		10.967135		11.104472		10.397134		11.680393		12.540054		11.287738		10.50255		-1.2750843		-2.9750602		-1.1354512		-1.0758048		-0.3505926		-1.5729189		-0.18326569		-0.1054163		NA		0.00425538		NA		NA		U35_44k_v1_7222		LOC_Os01g51210.1		ref|NP_001044027.1| e-105  Os01g0708500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51210.1 1e-107 lysine decarboxylase-like protein putative expressed		TGTGACTTTGATCTGGCGAAGAAGCCTAAGGTATTGTGTGCCTAGTTATTATCTAAAAAA		14199		AT5G11950.2

		37271		CUST_22806_PI390587928		6.263588		5.344211		5.407463		6.241677		6.183496		8.577985		9.790465		8.145111		6.857557		7.101769		9.638242		6.9843636		-1.5955577		2.78218		1.1112809		2.2357323		-0.6740608		1.4762158		0.15222359		1.1607475		NA		NA		NA		0.01544153		U35_44k_v1_37271		LOC_Os12g04690.1		gb|EAZ17416.1| 2e-09  hypothetical protein OsJ_031625 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04830.1 2e-11 cadmium tolerance factor putative expressed		GCTTTAGGACTTTTGCTTCTCTCTCGTAACTTTCATCGGGATCCCAAATGTGGTAAAAAA		33028		0

		38352		CUST_25352_PI390587928		6.057653		6.4944706		6.7002425		5.938099		5.3626666		6.003968		4.503634		3.7251465		4.441133		5.1890526		5.4883957		5.5424743		1.8941277		1.7591947		-1.9789864		-3.524278		0.9215336		0.8149152		-0.9847617		-1.8173277		NA		NA		NA		0.0066748685		U35_44k_v1_38352		LOC_Os04g45580.1		ref|NP_001053433.1| e-100  Os04g0538800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45580.1 1e-102 kinesin heavy chain putative expressed		TATCTTTTCTTAAAGACACCTATGCCAATGGTGGTATGGAAAGCAAGGTCGTAGCTGGTA		34289		AT2G21300.2

		31051		CUST_34391_PI390587928		4.41802		4.9657116		2.7591503		1.710302		5.113457		7.2294383		12.707171		8.825843		5.705013		8.58063		12.022278		5.3909383		-1.5068706		-2.5512283		1.6075834		10.814571		-0.5915556		-1.351192		0.6848936		3.4349046		NA		NA		NA		5.00E-04		U35_44k_v1_31051		LOC_Os03g18850.1		ref|NP_001049857.1| 9e-65  Os03g0300400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18850.1 2e-66 pathogenesis-related protein 1 putative expressed		TGACAGCAAGAGAGCTGACCATGGTGTGGACTTGAGAAGTTTAAAATTTTTGTATTTGTA		31194		0

		31189		CUST_12467_PI390587928		6.385328		6.0761		6.3113823		8.07628		8.056001		9.504893		11.42836		11.0788		8.826037		9.942707		10.675786		8.195415		-1.7053132		-1.3545501		1.6847961		7.378797		-0.7700367		-0.43781376		0.75257397		2.8833857		NA		NA		NA		0.01773614		U35_44k_v1_31189		-		No hits found		No hits found		AGTCAAGTCTAGTGTCTTCTGTAATTAATGAGCGGAAGTTGTTGGTTGTTGAGCAAAAAA		31342		0

		32931		CUST_31743_PI390587928		5.280498		4.6978955		2.560323		4.691218		5.232859		5.989193		6.7787194		6.57846		5.8647943		5.472885		6.1866393		4.677425		-1.5496422		1.4302901		1.5074186		3.734811		-0.6319351		0.51630783		0.5920801		1.9010353		NA		NA		NA		0.0039471025		U35_44k_v1_32931		LOC_Os03g04070.1		ref|NP_001048872.1| 1e-09  Os03g0133000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04070.1 3e-11 NAC domain-containing protein 68 putative expressed		TTAGTTACTACCTTCGTCCTAGTTTACTAGTTCTCATTGTAGTTAGGGTTAAACTTTCGA		8897		0

		17982		CUST_29040_PI390587928		9.443346		9.931915		9.386336		7.756862		8.7707205		8.887612		7.3151813		7.069613		9.490981		9.250667		8.576817		7.4625607		-1.6474797		-1.2861459		-2.3976736		-1.3130735		-0.7202606		-0.36305428		-1.2616353		-0.39294767		NA		NA		0.0038245763		NA		U35_44k_v1_17982		LOC_Os02g51790.1		ref|NP_001048153.1| 3e-48  Os02g0754300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g51790.1 7e-50 50S ribosomal protein L29 chloroplast precursor putative expressed		CTGCTCTTATGTTATTGACATATGAAACTGCATGAAAGGAGTTTATGCTATTCAGTCATC		9437		AT5G65220.1

		8852		CUST_19972_PI390587928		3.7047691		1.5015479		5.2000284		5.1670094		4.2476783		2.698869		4.6753902		2.4496639		4.8842006		3.7561302		5.602453		5.9074025		-1.5545772		-2.0809772		-1.9014012		-10.9871		-0.6365223		-1.0572612		-0.927063		-3.4577386		NA		NA		0.044170123		0.006381764		U35_44k_v1_8852		LOC_Os03g56950.6		No hits found		LOC_Os03g56950.6 3e-05 phytochrome-interacting factor 4 putative expressed		GTACTAGGTAGATGATCTGCAAATTTTCTCCCGCAAACAATTTAAACACGTTATGAACTT		19149		0

		25990		CUST_13030_PI390587928		4.3150673		3.8676503		1.9833027		3.3024995		3.7168515		7.186501		6.93728		6.601043		4.0151496		6.2591133		5.801274		4.018963		-1.2296929		1.9018292		2.1977181		5.9880257		-0.29829812		0.9273877		1.1360064		2.5820804		NA		NA		NA		0.0016693128		U35_44k_v1_25990		LOC_Os05g46760.1		gb|EAZ35148.1| 1e-26  hypothetical protein OsJ_018631 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46760.1 3e-28 mitogen-activated protein kinase kinase kinase 1 putative expressed		AGCTTCTCACCAAATATTATCGTGTAAATCGTGTTTTTGCAACAGAATCAGCAATGCAAA		23834		0

		16261		CUST_28385_PI390587928		10.325359		11.359901		10.239221		9.211664		9.560807		10.56327		7.570904		7.5534425		8.7168		9.852445		8.712033		9.193855		1.7950294		1.6367397		-2.2055364		-3.1175501		0.8440075		0.71082497		-1.1411295		-1.6404128		NA		NA		NA		0.048387896		U35_44k_v1_16261		LOC_Os12g32620.1		gb|ABA99040.1| e-108  Pollen-specific protein SF3, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32620.1 1e-109 pollen-specific protein SF3 putative expressed		CCTTGTCGCATGTAAACCTTGTTATATCTGAGTTGAAATATCTCTACCTGGTTCGAAGAC		5393		AT1G10200.1

		38407		CUST_5149_PI390587928		1.4404291		1.4714693		1.4800992		1.6652979		1.4634972		1.9037848		5.382236		3.0471146		1.689949		4.3556724		5.5240054		2.0966523		-1.1699541		-5.471315		-1.1032574		1.9324919		-0.22645187		-2.4518876		-0.14176941		0.95046234		NA		0.011109523		NA		NA		U35_44k_v1_38407		LOC_Os06g29180.1		gb|AAP80655.1|AF479036_1 8e-51  formate dehydrogenase [Triticum aestivum]		LOC_Os06g29180.1 1e-50 formate dehydrogenase 1 mitochondrial precursor putative expressed		CGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAATAAAGCTTTTGTCCGAA		34367		AT5G14780.1

		11539		CUST_6222_PI390587928		3.7426949		4.1218867		1.5817753		1.5210695		4.265379		6.899179		8.017034		6.6332517		4.8438125		6.2555084		7.310562		2.089914		-1.493227		1.562299		1.6318082		23.317446		-0.5784335		0.64367056		0.70647144		4.543338		NA		NA		NA		3.70E-04		U35_44k_v1_11539		LOC_Os02g22160.1		gb|EAZ22833.1| 5e-84  hypothetical protein OsJ_006316 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g22160.1 1e-85 expressed protein		GACGGACATTCACATCTCTGTAAAGCATCTTTGTAAACTAACTAAAGGATGAGTATACAT		26080		AT1G68390.1

		8135		CUST_5744_PI390587928		3.831632		3.553608		2.6980693		2.112483		3.8814385		4.384859		5.698032		7.041762		3.6700783		4.1146045		5.550609		4.2321362		1.1577792		1.2060206		1.1075891		7.0110264		0.21136022		0.2702546		0.14742279		2.8096256		NA		NA		NA		0.0072401133		U35_44k_v1_8135		LOC_Os01g59100.1		gb|EAY76191.1| 8e-38  hypothetical protein OsI_004038 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1 putative expressed		CGGAGTGAAGTCTGAAATAAATCTTGAGAATGTACACCTTGAGGATGTACAGCTCAATCC		24041		AT2G30150.1

		6050		CUST_37376_PI390587928		5.7017665		5.0703464		2.527329		4.4829426		5.9829597		6.2419796		9.737202		9.900437		6.303007		7.373156		9.0830765		7.6862035		-1.2483716		-2.190373		1.5736614		4.640351		-0.32004738		-1.1311765		0.6541252		2.2142339		NA		NA		NA		3.70E-04		U35_44k_v1_6050		LOC_Os07g36570.1		ref|NP_001059941.1| e-141  Os07g0550900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36570.1 1e-143 KI domain interacting kinase 1 putative expressed		GACAGGCTCAGGGAGTCAACTAGATATGACATAAATATTGCACATCTAAGTCATATATTA		13217		AT4G21390.1

		43158		CUST_12477_PI390587928		8.653138		9.474855		9.669727		9.241904		8.275361		9.044679		8.977374		8.12268		8.21281		8.7087755		9.215005		9.395324		1.044311		1.2621673		-1.1790549		-2.4160395		0.0625515		0.33590317		-0.23763084		-1.272644		NA		NA		NA		0.002775233		U35_44k_v1_43158		LOC_Os12g43890.1		gb|EAY84025.1| 1e-08  hypothetical protein OsI_037984 [Oryza sativa (indica cultivar-group)]		LOC_Os12g43890.1 4e-10 GNS1/SUR4 membrane protein putative expressed		TGACGATTGGATCCAACACCCCCGATCGATGATGCTGATTAACTCGATTCCTATAAAAAA		39503		0

		30964		CUST_1229_PI390587928		1.5113406		1.5845838		1.6447783		1.5592173		1.7810951		1.4349543		3.892856		4.6327167		1.7406906		1.4561857		3.6189606		1.926115		1.0284022		-1.0148253		1.209068		6.5278215		0.04040456		-0.021231413		0.27389526		2.7066016		NA		NA		NA		0.0039483607		U35_44k_v1_30964		LOC_Os01g10870.1		gb|EAZ10970.1| 7e-18  hypothetical protein OsJ_000795 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10870.1 2e-19 CBL-interacting serine/threonine-protein kinase 15 putative expressed		CTGTGCCTACATACGTACATATCTGGCACACGAATACATACGTATGTATGTACCAAAAAA		31098		AT4G18700.1

		26840		CUST_21173_PI390587928		5.4291286		5.5646415		6.529476		6.7202306		4.760724		5.0714893		5.200626		5.04713		4.694597		4.5332165		5.075192		6.2809196		1.0469027		1.452233		1.0908358		-2.3518393		0.0661273		0.53827286		0.12543392		-1.2337894		NA		NA		NA		0.022341568		U35_44k_v1_26840		LOC_Os10g31000.2		sp|P16577|UBC4_WHEAT 9e-41  Ubiquitin-conjugating enzyme E2-23 kDa (Ubiquitin-protein ligase) (Ubiquitin carrier protein)		LOC_Os10g31000.2 2e-40 ubiquitin-conjugating enzyme E2-21 kDa 1 putative expressed		CAGCACTTCTATTATTCCACATCTATGTCATAGACTGCATTAAGCTGTATTTCCCTTAAC		25531		AT5G41340.1

		4650		CUST_33745_PI390587928		6.191377		7.017935		6.4550653		6.847759		5.308229		6.1654153		3.9209645		5.34754		5.53136		6.029493		4.9659677		6.499514		-1.1672642		1.0987952		-2.063371		-2.2221777		-0.22313118		0.13592243		-1.0450032		-1.1519742		NA		NA		NA		0.005694522		U35_44k_v1_4650		LOC_Os01g11760.1		gb|EAZ11036.1| 2e-38  hypothetical protein OsJ_000861 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11760.1 4e-40 GDSL-like Lipase/Acylhydrolase family protein expressed		CATGGGCATATTCGCGGCCCATGGCGGTATAAATTAAAGCAGCATGGTATATGTAAAAAA		9950		AT1G28600.1

		14233		CUST_2684_PI390587928		8.065778		8.588		6.5372314		7.6545253		10.4288225		12.509624		11.945912		11.784782		11.007508		12.450691		11.725335		7.3927426		-1.4934881		1.0416945		1.1651998		20.995958		-0.57868576		0.058932304		0.22057724		4.39204		NA		NA		NA		0.010086788		U35_44k_v1_14233		LOC_Os04g43800.1		ref|NP_001053326.1| 0.0  Os04g0518400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43800.1 0.0 phenylalanine ammonia-lyase putative expressed		GTGTTGGATTTCATTTTTTCCCTCTCCTAATATGTGGCAAAGATTGCCCTTTGCAAAAAA		1795		AT2G37040.1

		37108		CUST_32891_PI390587928		12.054906		11.709244		11.564679		11.579427		12.449689		12.894082		13.162147		12.511596		12.772298		13.286038		12.847771		11.251216		-1.2505901		-1.3121716		1.2434736		2.395588		-0.32260895		-0.39195633		0.31437588		1.2603798		NA		NA		NA		0.024082381		U35_44k_v1_37108		-		No hits found		No hits found		ACTCGAGTCTTGTACGGTAGCTATGTAGATTCATGTGTACCCGTTATTAACTTATGTTCG		32748		0

		48406		CUST_12715_PI390587928		3.3076165		3.8804052		3.557853		4.0990415		4.1502132		4.958935		6.5937576		5.719026		4.4686437		5.2948265		5.88891		4.3218865		-1.2469732		-1.2621573		1.6299727		2.6337886		-0.31843042		-0.33589172		0.7048478		1.3971395		NA		NA		NA		0.024674907		U35_44k_v1_48406		-		gb|EAZ05802.1| 1e-15  hypothetical protein OsI_027034 [Oryza sativa (indica cultivar-group)]		LOC_Os08g08140.1 5e-17 receptor-like kinase putative expressed		ACAAAACATTACTACGTCGGCATATGGTACAAGAACATACCCGAAGACAACTGTGTGTGG		50147		0

		186		CUST_38595_PI390587928		12.360764		11.973251		10.439002		11.163701		13.536977		13.167798		12.940501		12.670047		13.726273		13.510798		12.734822		11.628754		-1.140207		-1.2683917		1.1532289		2.0580716		-0.18929577		-0.3430004		0.20567894		1.0412931		NA		NA		NA		0.012720268		U35_44k_v1_186		LOC_Os12g29430.1		ref|NP_001047810.1| 8e-08  Os02g0695600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g46830.1 2e-09 expressed protein		GTACACTGTACTTGTGCGACAGCAGTAATGAAATCTCGAATTGTATGCTTGCCTAAAAAA		477		0

		23760		CUST_30143_PI390587928		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		-1.716646		-2.116487		1.6744858		5.624595		-0.7795925		-1.0816717		0.74371815		2.4917493		NA		0.03600296		NA		0.008068515		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		GGAATAATAAGTAACGAATGAAATGTAAGCTTCTGTCGTGGAATGAATGCAATGGAATGG		19171		0

		6391		CUST_2379_PI390587928		10.408769		10.606887		9.761073		9.804648		11.076755		11.705619		11.971736		11.307517		11.524653		11.807518		11.5679655		9.377738		-1.3640522		-1.0731852		1.322961		3.8099685		-0.44789886		-0.10189915		0.40377045		1.929779		NA		NA		NA		0.005874423		U35_44k_v1_6391		LOC_Os03g15780.1		dbj|BAF30813.1| 0.0  anthranilate synthase alpha 2 subunit [Avena sativa]		LOC_Os03g15780.1 0.0 anthranilate synthase component I-1 chloroplast precursor putative expressed		CTTATGTCGTCCTGTGAACTGAATAAATCTGGAACTATAATAAAGATGTGTTCATCGGAT		17027		AT5G05730.1

		41623		CUST_31382_PI390587928		7.6320605		7.642115		9.824419		8.189982		6.3526006		6.6563354		5.6551685		3.792659		4.6831403		5.3839874		6.979303		7.3854375		3.1809556		2.4155436		-2.5038261		-12.065187		1.6694603		1.2723479		-1.3241343		-3.5927784		NA		NA		NA		0.0032200578		U35_44k_v1_41623		LOC_Os03g57080.1		gb|EAZ28814.1| 1e-10  hypothetical protein OsJ_012297 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57080.1 1e-12 patatin-like protein 3 putative expressed		GGCAGCAGCCGGGTTTCCATTGTAAATGAGGATTAACAAACTAACAACTTTTACAAAAAA		None		0

		26572		CUST_13128_PI390587928		8.696689		9.031282		9.673641		9.485612		7.942209		8.364357		7.5459495		8.092402		7.597634		7.3506546		7.7388253		9.001789		1.2697768		2.0190861		-1.14304		-1.8782468		0.34457493		1.0137024		-0.19287586		-0.90938663		NA		0.008797877		NA		NA		U35_44k_v1_26572		LOC_Os12g01360.1		gb|EAZ19354.1| 4e-55  hypothetical protein OsJ_033563 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01360.1 9e-57 expressed protein		TTATTAGGCCTTCTGCAGTGTCTGCTACTCAAACGAATGCAACCCCCAAAAAGAGTGTTT		24585		AT2G29970.1

		20691		CUST_24627_PI390587928		11.093944		9.930148		10.051759		11.286981		10.370202		9.066167		7.641127		9.686141		9.982614		8.218453		8.115417		11.181316		1.3082049		1.7996464		-1.3892338		-2.818984		0.3875885		0.8477135		-0.47428942		-1.4951754		NA		NA		NA		0.0061276886		U35_44k_v1_20691		LOC_Os03g09070.1		gb|EAY88855.1| 6e-46  hypothetical protein OsI_010088 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09070.1 3e-47 protein binding protein putative expressed		CGTGCAGATGATGTGTCAGGGTTCATGTAAATTGCGAGATCGACTCAGTTTGAGAAAAAA		14521		AT1G78230.1

		46855		CUST_36509_PI390587928		1.4555117		1.7711388		2.1469276		1.9967996		1.6644608		2.0592382		3.907235		4.052294		2.4330637		1.7018256		4.0667048		1.649459		-1.7036192		1.2811261		-1.1168766		5.288413		-0.76860297		0.35741258		-0.15946984		2.402835		NA		NA		NA		0.013242582		U35_44k_v1_46855		-		No hits found		No hits found		CATGTTTATGAACAAATATTGTTTCGGTATGGTCTAAAACGTCTTACATACAGGGAGTGT		47478		0

		38885		CUST_37507_PI390587928		7.460268		9.073909		6.54558		6.6200213		6.803913		8.256644		6.327076		7.3784766		7.1178355		8.375817		5.8238235		4.2894115		-1.2430828		-1.0861121		1.4174055		8.509445		-0.3139224		-0.11917305		0.5032525		3.089065		NA		NA		NA		0.041237306		U35_44k_v1_38885		LOC_Os07g45260.1		ref|NP_001060465.1| 1e-06  Os07g0646800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g45260.1 3e-08 transferase transferring glycosyl groups putative expressed		ATGTGTATATGTATACGTGCGAATGTACTGGGTACAATGTAGGCCTTCAAAGTTAAAAAA		None		0

		22300		CUST_13958_PI390587928		6.1184387		6.207845		6.034352		5.6235785		5.766215		5.66201		4.1755385		4.2969174		5.628296		5.468639		5.0452685		5.6992607		1.1003168		1.1434326		-1.8273209		-2.6433058		0.13791895		0.1933713		-0.86973		-1.4023433		NA		NA		NA		0.019056546		U35_44k_v1_22300		LOC_Os02g51030.1		ref|NP_001048100.1| e-109  Os02g0744100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g51030.1 1e-111 S-adenosylmethionine-dependent methyltransferase/ methyltransferase putative expressed		CCTTTTCTATCTTGGAGTAATAAATCCTGCAGGCCTTGCTGAGCAGGCACTTCGAATAAA		16478		AT1G69526.2

		15253		CUST_8054_PI390587928		5.3901386		5.6054535		6.083224		6.12408		4.709263		4.464684		3.901911		3.6111958		4.8155394		4.5513453		4.8769255		5.778507		-1.0764464		-1.0619099		-1.9656609		-4.491855		-0.10627651		-0.08666134		-0.97501445		-2.1673114		NA		NA		NA		0.007859298		U35_44k_v1_15253		-		No hits found		No hits found		GATGAACAAATACATTCAAAAGTGTGGTGTTGAACTCGAAAGACAAATCGTTGATTAGTG		3986		0

		18772		CUST_15029_PI390587928		7.312315		7.126841		3.5697863		5.067743		6.754743		6.9200034		9.814667		10.888999		6.859363		6.324526		5.596499		3.919977		-1.0752112		1.5109727		18.612085		125.28082		-0.10461998		0.5954776		4.218168		6.969022		NA		NA		5.90E-04		6.38E-05		U35_44k_v1_18772		LOC_Os10g05660.1		gb|EAY82495.1| e-105  hypothetical protein OsI_036454 [Oryza sativa (indica cultivar-group)]		LOC_Os03g14050.1 1e-102 thaumatin-like protein 1 precursor putative expressed		TTTGTTGAGCGGAAATGATGATGTGTTCATTGTTCGTCGTGATATAGTATGAATCGTCAC		10004		AT1G75800.1

		44727		CUST_24178_PI390587928		5.786368		4.3232183		2.1619503		4.7830505		5.3371186		4.614418		1.9992605		1.8396044		4.729422		3.4896955		1.7003736		4.6797576		1.5238242		2.1805959		1.2301949		-7.160961		0.60769653		1.1247225		0.2988869		-2.8401532		NA		NA		NA		9.97E-04		U35_44k_v1_44727		LOC_Os07g37580.3		gb|EAZ40301.1| 3e-35  hypothetical protein OsJ_023784 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37580.3 7e-37 D-erythro-sphingosine kinase/ diacylglycerol kinase putative expressed		CTCTCACACATACAAAACTGACGATCAGTCATTGGCATTGTCAATCTTGGCTCCATAGCC		42812		AT4G21540.1

		12385		CUST_38868_PI390587928		5.5376983		6.2774796		6.8301635		6.040277		4.545749		5.524687		5.1797466		4.921457		4.192386		4.6380773		4.882355		5.927588		1.2775352		1.8488262		1.2289203		-2.0085177		0.35336304		0.88660955		0.2973914		-1.0061312		NA		NA		NA		0.009787298		U35_44k_v1_12385		LOC_Os01g48790.3		gb|EAZ13092.1| 1e-83  hypothetical protein OsJ_002917 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g48790.3 3e-85 YT521-B-like family protein expressed		GCAGAGATTCATATAATCTTCCTGATTTTGTTACGAAGTATGAGCAAGCTTTGTTCTTCG		33704		AT1G79270.1

		402		CUST_35769_PI390587928		11.304812		10.626945		10.195802		10.351913		11.062434		10.107282		13.224097		12.755216		11.528961		10.556201		12.479123		10.532508		-1.3817791		-1.3650174		1.6759442		4.667687		-0.466527		-0.4489193		0.74497414		2.2227077		NA		NA		NA		6.02E-04		U35_44k_v1_402		LOC_Os01g71080.1		gb|ABU55396.1| 7e-72  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 7e-67 xylanase inhibitor TAXI-IV putative expressed		CCAGGGCGGGATAGTGATCCACAATTTCATGATAATTTGTAGTGTTGGAATAAAATAAAT		4633		AT1G03220.1

		21383		CUST_9243_PI390587928		9.435348		9.329406		10.637472		10.32491		10.185723		10.651454		12.9438095		11.212322		10.925377		11.865128		12.23659		9.866037		-1.6697749		-2.3192744		1.6326541		2.5425653		-0.7396536		-1.2136736		0.7072191		1.3462849		NA		0.013437685		NA		0.020339916		U35_44k_v1_21383		LOC_Os06g04070.1		No hits found		No hits found		CGCCGCCACCAGAAACAAACAGCACAGAAATTAACGTATACAGCACAAAGAAACAAAAAA		16526		0

		39659		CUST_23582_PI390587928		1.4840012		2.218875		1.5970874		1.5275913		7.957889		8.348023		8.86245		7.8529115		1.4666482		1.4503042		1.81038		1.6304549		89.96182		119.23958		132.70415		74.66998		6.491241		6.8977194		7.0520697		6.2224565		3.57E-06		0.0030965365		9.43E-05		9.01E-05		U35_44k_v1_39659		-		No hits found		No hits found		GGAACAGTCTATTGCTAGAGTCAAGTTACTACTTAGTAAGTGATTAGATACCTGGATAAT		None		0

		1430		CUST_7716_PI390587928		12.7845125		12.6648245		10.833356		11.55123		12.307208		11.216179		13.812972		15.152827		12.72503		12.505305		13.009801		12.940083		-1.3359091		-2.4438002		1.7449324		4.6355634		-0.41782188		-1.2891264		0.80317116		2.2127447		NA		NA		NA		0.0037110343		U35_44k_v1_1430		LOC_Os01g42860.1		emb|CAA69915.1| 2e-19  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 1e-19 subtilisin-chymotrypsin inhibitor 2 putative expressed		TCTTCACATCATCCAGTTATAATCGGTCGAATAAATAAGCGTGGGTATGACCTGAAAAAA		3383		0

		502		CUST_5624_PI390587928		11.605838		11.530765		11.914139		12.943855		12.68586		13.566906		14.94276		14.802558		13.055181		14.651062		14.961395		14.875851		-1.2917446		-2.1201348		-1.0130005		-1.0521152		-0.36932087		-1.084156		-0.018634796		-0.07329273		NA		0.0057755243		NA		NA		U35_44k_v1_502		LOC_Os08g45000.1		gb|AAN37901.1| 5e-43  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10690.1 1e-25 inorganic phosphate transporter 1-5 putative expressed		TCAACTCAGGAGTCGAGTACAACAACAATACTACTATTGTCATGTGTCAGAGTTCTCCAT		7944		AT2G38940.1

		3344		CUST_18278_PI390587928		13.087117		13.962331		14.503184		14.189373		12.714572		13.539004		13.356762		12.7023		12.743819		13.256379		13.452621		13.930245		-1.0204796		1.2164063		-1.068702		-2.3423316		-0.029247284		0.2826252		-0.09585953		-1.2279453		NA		NA		NA		0.004775703		U35_44k_v1_3344		LOC_Os10g07229.1		gb|EAY77769.1| e-173  hypothetical protein OsI_031728 [Oryza sativa (indica cultivar-group)]		LOC_Os10g07229.1 1e-174 alcohol dehydrogenase 2 putative expressed		TCATCTTTGTAAATGTGAGTGTCCATTATGCTATGTAGGCGTGTGGGTTGTGATCGGAAA		10034		AT1G32780.1

		16610		CUST_6628_PI390587928		16.78437		16.390799		14.375908		15.522515		15.906955		15.811528		11.324748		13.623233		15.171684		14.776802		12.108998		14.819806		1.6647096		2.0487247		-1.722197		-2.2919464		0.7352705		1.0347261		-0.78425026		-1.1965733		NA		0.026956256		NA		NA		U35_44k_v1_16610		LOC_Os04g34610.1		emb|CAH66483.1| 5e-49  OSIGBa0076I14.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g34610.1 4e-30 expressed protein		TACTGGTCCTTGCTAAATGATCATGTTTATGTAATCTGGAGTAAATGTTTATGCGTCATG		5875		0

		7288		CUST_12066_PI390587928		8.168507		8.957523		8.953666		6.418569		7.6997337		8.446001		6.4976635		4.1590896		6.814837		7.7299304		7.8916383		6.077249		1.8466325		1.6427019		-2.6280174		-3.7794058		0.88489676		0.71607065		-1.3939748		-1.9181595		NA		NA		NA		0.009316927		U35_44k_v1_7288		LOC_Os08g40060.1		ref|NP_001062213.1| 1e-36  Os08g0511400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40060.1 3e-38 expressed protein		CTTCGTTCTTGGGTTTTTCCGAGTCTTTTCTTGGATACATCCGTCCCTACCCTACAATGT		15728		AT4G35320.1

		25803		CUST_14513_PI390587928		8.070478		8.426353		7.8806686		8.237052		8.2607565		10.041934		9.917886		9.807247		9.085995		9.890452		9.260938		7.412726		-1.7718276		1.1107095		1.5767436		5.2580256		-0.8252382		0.15148163		0.6569481		2.3945212		NA		NA		NA		0.016238805		U35_44k_v1_25803		LOC_Os03g58900.1		gb|ABF99414.1| e-102  galactosyltransferase family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58900.1 1e-104 galactosyltransferase/ transferase transferring hexosyl groups putative expressed		GAAGTGTGACGACGACACATTTGTTAGAATTGACGCAGTGTTGGATCAAGTGAAGAAAGT		25419		AT5G62620.2

		43177		CUST_12446_PI390587928		9.852845		9.486211		9.644382		9.950583		10.012531		10.00783		11.907205		11.192044		10.2188835		11.020912		11.775632		10.750668		-1.1537672		-2.0182188		1.0954872		1.3578994		-0.20635223		-1.0130825		0.13157272		0.4413767		NA		0.014030107		NA		7.46E-04		U35_44k_v1_43177		-		gb|EAY74831.1| 2e-08  hypothetical protein OsI_002678 [Oryza sativa (indica cultivar-group)]		LOC_Os01g41750.1 2e-10 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		AAAGTGACCTCGAAGATATAGATCATATGCCATCTGTTTATCTTTCCATGAGCATTGGAT		39545		0

		50720		CUST_12703_PI390587928		5.99379		5.03402		8.412068		7.5688825		5.6251693		4.634455		6.4281125		5.9946594		4.669393		4.1402555		7.085612		7.1880646		1.9396229		1.4085393		-1.5773462		-2.2869189		0.9557762		0.49419975		-0.6574993		-1.1934052		NA		NA		NA		0.018569497		U35_44k_v1_50720		-		gb|AAT93896.1| 2e-29  unknown protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32740.1 3e-31 transposon protein putative Pong sub-class		GTGCTGCAGCGATCATTATTGTTAGTGGGGCTAACTGAAGAAAAAACTTCTCCTTTCAAA		None		0

		38258		CUST_2473_PI390587928		4.528126		3.064663		5.2812963		4.731169		4.069799		2.9644327		3.649934		3.1900616		3.3061972		3.6744392		3.7081852		4.590786		1.6977239		-1.6358114		-1.0412028		-2.6403413		0.7636018		-0.7100065		-0.058251143		-1.4007244		NA		NA		NA		0.01774306		U35_44k_v1_38258		LOC_Os12g24580.2		ref|NP_001049878.1| 1e-15  Os03g0304800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19220.2 2e-17 expressed protein		TTCCTTGATTTAGTTGCATCATCACTGTGTGCTAATGCAGGACCATGAGCGTGCCTACTT		34149		0

		8921		CUST_7571_PI390587928		5.6127973		6.2530613		7.7927456		4.937776		4.8957133		5.1065526		4.3154426		2.797496		4.3651285		5.196425		5.328298		3.898403		1.4445146		-1.064276		-2.0179012		-2.1448948		0.5305848		-0.08987236		-1.0128555		-1.1009068		NA		NA		4.29E-04		NA		U35_44k_v1_8921		LOC_Os10g36924.1		No hits found		No hits found		TCATCATGCCAGCAAAAACCGTCAAATCATGTAGTTCGTGAGCCTCCTATTTCCGTTCCA		17742		0

		23468		CUST_32134_PI390587928		6.007459		5.198555		5.437746		5.9776344		5.6368403		5.0053062		4.4743533		4.1874266		5.376863		4.8731933		4.613156		5.5029244		1.1974599		1.0958976		-1.1009909		-2.488882		0.25997734		0.13211298		-0.13880253		-1.3154979		NA		NA		NA		0.0048615425		U35_44k_v1_23468		LOC_Os03g47910.1		No hits found		No hits found		ATCCTTGTCCTGGAAGCGAGGGCACCGACCGATCATCAGGACCAGAGCCACACGTACGAC		20466		0

		18677		CUST_26267_PI390587928		8.812108		8.713922		8.342361		8.223731		9.355809		10.099977		10.989642		10.1596155		9.583699		9.10728		10.572526		8.986809		-1.1711209		1.9899012		1.3352559		2.2544987		-0.22789001		0.99269676		0.41711617		1.1728067		NA		NA		NA		0.014696039		U35_44k_v1_18677		-		No hits found		No hits found		GCTTGGTGTTAGTATTATTTACTTTGATATTTTTTGGGCGTTGCCGTTTCATTTGTGCTC		12633		0

		2498		CUST_17296_PI390587928		9.600619		9.029874		7.732035		8.524029		10.268054		10.847074		9.7433		10.32021		10.86411		11.10048		9.898721		9.2026		-1.5115786		-1.1920184		-1.113746		2.1698735		-0.596056		-0.25340652		-0.1554203		1.1176109		NA		NA		NA		0.008449848		U35_44k_v1_2498		LOC_Os12g41710.1		gb|EAY83859.1| e-171  hypothetical protein OsI_037818 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41710.1 1e-176 serine/threonine-protein kinase receptor precursor putative expressed		CACTGATGAAGCTCATAGGTTTTTGAAAATAGGACTTCTGTGCACCCAGGATAGCCCCAA		35631		AT1G16670.1

		1323		CUST_36904_PI390587928		7.856331		8.18953		6.9751954		7.109342		8.13881		8.077133		8.036731		9.226383		8.033314		8.135232		7.9039025		8.216575		1.0758646		-1.0410929		1.096441		2.0136437		0.10549641		-0.058098793		0.13282824		1.0098085		NA		NA		NA		3.88E-04		U35_44k_v1_1323		LOC_Os06g05120.2		gb|ABL85054.1| 2e-09  hypothetical protein 57h21.29 [Brachypodium sylvaticum]		LOC_Os06g05120.2 2e-10 expressed protein		TAAATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTGGAGATGAGTTTCCTTTTCTAAA		4035		0

		13330		CUST_34253_PI390587928		12.427852		12.158891		12.207232		12.484249		13.361508		13.645062		14.263543		13.741806		13.958957		13.927078		13.766084		12.300099		-1.5130382		-1.2158926		1.4117253		2.7164202		-0.59744835		-0.2820158		0.4974594		1.4417067		NA		NA		NA		0.049908433		U35_44k_v1_13330		LOC_Os06g13180.1		gb|EAZ00310.1| 5e-78  hypothetical protein OsI_021542 [Oryza sativa (indica cultivar-group)]		LOC_Os06g13180.1 1e-79 metalloendoproteinase 1 precursor putative expressed		TAGTCATTGGGTGTGCTAAGATAGTGTAGAGACATGATTGTTACGTGTATAGATCGAATC		34735		AT1G70170.1

		18933		CUST_9618_PI390587928		9.124854		9.182696		9.034915		9.041015		9.27211		9.710083		10.28215		10.047845		9.620422		9.564702		9.660174		8.25647		-1.2730706		1.1060227		1.5389816		3.4614468		-0.34831238		0.14538097		0.6219759		1.7913752		NA		NA		NA		0.0019045401		U35_44k_v1_18933		LOC_Os03g04890.1		ref|NP_001048932.1| 0.0  Os03g0142500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04890.1 0.0 protein binding protein putative expressed		GTAATGATAAATGTCATACCTGGTGGTGGTGAAATTTGATGTCTTTCCTTCTTCTTTTCA		10270		AT5G60710.1

		46775		CUST_1965_PI390587928		6.3795686		6.9913526		6.7917747		7.3200936		5.7313995		6.1309257		5.739889		6.2250705		4.8244123		5.740246		6.2025185		7.365229		1.8751255		1.3110111		-1.378051		-2.2040527		0.9069872		0.39067984		-0.46262932		-1.1401587		NA		NA		NA		0.0030750977		U35_44k_v1_46775		-		No hits found		No hits found		CTGTACTTGCTTTTGCTGTTACATATTTATTGCTGGGGATGAATCAACTTCGGCAAAAAA		47315		0

		27028		CUST_18778_PI390587928		6.685308		6.5457516		8.401386		7.0896506		6.4149175		6.102701		6.8017287		5.5484543		6.422137		5.936657		7.1552353		7.5194716		-1.0050166		1.1219779		-1.2776623		-3.9204447		-0.0072193146		0.16604424		-0.35350657		-1.9710174		NA		NA		NA		0.0090055205		U35_44k_v1_27028		LOC_Os09g38040.1		gb|EAZ45604.1| 3e-25  hypothetical protein OsJ_029087 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38040.1 7e-27 nudix hydrolase 23 chloroplast precursor putative expressed		TCTGAAAATCATCTTATAGCATAAGTGCGTAACCAGTACTACTTCCATCTGCAGGATCGG		24695		AT2G42070.1

		12578		CUST_25948_PI390587928		10.173322		9.702458		8.728291		7.9023323		9.363061		9.35183		6.702214		6.343799		8.748715		8.42997		7.444531		7.5613036		1.5308634		1.8945559		-1.6728606		-2.3254414		0.61434555		0.92185974		-0.7423172		-1.2175045		NA		0.039458066		NA		0.032622192		U35_44k_v1_12578		LOC_Os06g08060.1		ref|NP_001056965.1| 8e-30  Os06g0178700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08060.1 2e-31 leucoanthocyanidin dioxygenase putative expressed		GGTCTGGCTGTAATTTCTGAAAACCTGGATGCTCTTTGGTTAAGTTCTCTCGCTGTGCTT		22623		AT5G20400.1

		574		CUST_37113_PI390587928		15.289937		14.435482		14.027779		15.520503		15.168831		15.3738165		16.27611		17.012253		15.117314		15.013288		15.689056		15.31559		1.0363537		1.2838966		1.5021755		3.241503		0.051516533		0.36052895		0.5870533		1.6966629		NA		NA		NA		0.009591909		U35_44k_v1_574		LOC_Os05g05680.1		ref|NP_001054657.1| e-154  Os05g0149400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05680.1 1e-156 1-aminocyclopropane-1-carboxylate oxidase putative expressed		GGGAGTACATGTGCATCCATTCTTGGGTTCATCATATTCATATATAAGTGCATTTTTGTG		2639		AT1G77330.1

		6693		CUST_20341_PI390587928		10.495833		10.45415		10.644818		11.175186		10.227313		10.026969		9.13849		9.942182		9.871345		9.526336		9.497531		11.208392		1.2798444		1.4148344		-1.2825732		-2.4052894		0.35596848		0.50063324		-0.3590412		-1.2662106		NA		NA		NA		0.0040127924		U35_44k_v1_6693		LOC_Os03g52239.1		gb|AAK38645.1|AF334758_1 0.0  homeodomain protein JUBEL1 [Hordeum vulgare]		LOC_Os03g52239.1 0.0 homeodomain protein JUBEL1 putative expressed		AGCACCTGTTGGCGAGACAGACGGGGCTGTCCAGGAACCAGTCTCGAATTGGTTCATCAA		18571		AT2G23760.3

		30980		CUST_28299_PI390587928		4.8958793		4.675165		5.5302844		5.7075706		4.3053346		4.3215775		3.4694262		3.8264647		4.256204		3.906873		4.0557117		5.265888		1.0346411		1.3330257		-1.5013763		-2.7121248		0.04913044		0.41470456		-0.5862856		-1.4394236		NA		NA		NA		0.014257281		U35_44k_v1_30980		LOC_Os12g01360.1		ref|NP_001065527.1| 4e-30  Os11g0104300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01360.1 1e-31 expressed protein		TTTACATTTCCGCCCCATGCCTGGTGAAAAGTAACCGCAGACAGGCCAGGTCAGGTCCCT		31117		AT1G07200.2

		38318		CUST_3778_PI390587928		7.4053216		7.7445703		7.9723735		6.583729		7.7344365		7.9126945		9.306121		8.189445		8.04961		8.127797		9.183497		6.046311		-1.2441614		-1.1607865		1.0887128		4.4172044		-0.31517363		-0.21510267		0.12262344		2.1431336		NA		NA		NA		0.0018712083		U35_44k_v1_38318		-		No hits found		LOC_Os06g41060.1 6e-04 BHLH transcription factor putative expressed		TGCATAATCTTAAGGTTGTATGAGCAGCATTATTTGATGACCAAGGCCCTGTGGTTTTGC		34235		0

		49039		CUST_14921_PI390587928		5.2038045		5.271696		5.217609		4.890778		4.3539085		4.0575166		3.019242		1.540781		4.466717		4.5807476		3.790653		3.9329376		-1.081331		-1.4371703		-1.7069384		-5.249415		-0.11280823		-0.523231		-0.77141094		-2.3921566		NA		NA		NA		0.004181113		U35_44k_v1_49039		-		No hits found		No hits found		GCAAACGACTTGACCTTTTGAAATTATTTATACCTTTGAAATATGGGTTTGGCCTCCAAA		5640		0

		22241		CUST_40014_PI390587928		7.5317225		7.5611815		8.502342		8.199288		7.030063		7.068765		7.47078		7.029163		6.841328		6.9960904		7.6130357		8.101609		1.139764		1.0516647		-1.1036294		-2.1029963		0.18873501		0.07267475		-0.14225578		-1.0724463		NA		NA		NA		0.007811958		U35_44k_v1_22241		-		No hits found		No hits found		AGGAGTGCTGTACTTATTGCGACACTGCACAACGGATAATTAATTCGCTTGGCCATCAAA		15278		0

		44485		CUST_3478_PI390587928		3.7907264		3.366829		4.0625343		3.8912218		2.9291294		3.157327		3.6698182		5.9535155		3.343537		3.2749932		3.4242773		2.746638		-1.3327514		-1.0849783		1.1855371		9.2335		-0.41440773		-0.117666245		0.24554086		3.2068775		NA		NA		NA		0.01115526		U35_44k_v1_44485		LOC_Os12g16720.1		gb|EAZ38761.1| 1e-79  hypothetical protein OsJ_022244 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g16720.1 3e-81 cytochrome P450 71A1 putative expressed		ACAACCTCAAAGCCCTCGTCCTGGACATGTTCGTCGCCGGCACGGACACAACGTTCGCGA		42258		AT3G48300.1

		14142		CUST_38287_PI390587928		9.940728		9.511553		7.6797447		8.472751		11.319942		11.355443		13.030598		11.405426		12.306427		12.783905		12.118726		8.986905		-1.981351		-2.6915963		1.8814851		5.346226		-0.9864845		-1.428462		0.9118719		2.418521		NA		NA		NA		0.0035254683		U35_44k_v1_14142		LOC_Os03g13300.1		gb|EAY89173.1| 0.0  hypothetical protein OsI_010406 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13300.1 0.0 glutamate decarboxylase putative expressed		AAGACTTGAGCTGTTGCGCTGCAATGATAGCAAGTACTACTACAATTTTCTGTTAAAAAA		1373		AT5G17330.1

		4743		CUST_15970_PI390587928		5.225453		4.741697		4.948683		4.0990734		4.592854		4.5639186		2.4102468		2.3596423		4.4806466		3.5939515		3.9336815		3.5468419		1.0808808		1.9587959		-2.8747463		-2.2771032		0.11220741		0.9699671		-1.5234346		-1.1871996		NA		NA		0.008935076		0.02331183		U35_44k_v1_4743		LOC_Os05g32530.1		gb|EAZ34187.1| 6e-73  hypothetical protein OsJ_017670 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32530.1 1e-74 mannosylglycoprotein endo-beta-mannosidase putative expressed		CTTTGTAGGGGCATTTTTCAGCTAGTGTGCAAAATGAGAATCGCCAAAAACATAGCGTCC		21227		AT1G09010.1

		12111		CUST_41313_PI390587928		4.6231456		4.424691		5.1127586		5.124878		4.4009833		3.4176843		2.6021273		1.8863577		4.057966		3.8421834		2.6533291		4.5656524		1.2684064		-1.3421063		-1.0361277		-6.4054265		0.3430171		-0.42449903		-0.05120182		-2.6792946		NA		NA		NA		0.004731748		U35_44k_v1_12111		LOC_Os01g14510.1		gb|EAZ11240.1| 9e-17  hypothetical protein OsJ_001065 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g14510.1 7e-18 BRASSINOSTEROID INSENSITIVE 1 precursor putative expressed		CCTCCGTTCTTCTTTCTAGAGATTCTACTAAAGAACTACACACGGATGTATGTAGACATA		22441		AT1G78530.1

		38660		CUST_25070_PI390587928		2.324767		2.4955385		1.4627346		1.4610487		1.5665911		3.4581301		7.765715		3.7575252		3.340687		3.9685032		6.198473		1.5794153		-3.420236		-1.4244186		2.963377		4.5256023		-1.7740959		-0.5103731		1.5672421		2.17811		NA		NA		1.21E-04		NA		U35_44k_v1_38660		LOC_Os05g50770.2		gb|EAZ35429.1| 2e-13  hypothetical protein OsJ_018912 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50770.2 6e-15 C4-dicarboxylate transporter/malic acid transport protein expressed		CCGAGCCTGTAAATTTGGTGGTCATACTCTTGTTGAACGAAATGAAGTTATTAAATTTCT		34539		0

		7003		CUST_33609_PI390587928		3.3063362		3.174401		2.0350144		3.0879776		3.4531295		4.699364		6.687343		5.0432186		4.007687		6.3387065		6.639902		5.170303		-1.4687182		-3.1152377		1.0334302		-1.0920843		-0.55455756		-1.6393423		0.047441006		-0.12708426		NA		0.016844902		NA		NA		U35_44k_v1_7003		LOC_Os10g30560.1		gb|EAZ16223.1| 1e-39  hypothetical protein OsJ_030432 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g30560.1 3e-41 cytokinin-O-glucosyltransferase 2 putative expressed		CGGAATGGAGGTAGATCATAAAATGAACGTAGAATGTAATCCCTTTTCCCATATTATGAT		14742		AT2G36970.1

		23078		CUST_18470_PI390587928		6.788688		8.553672		8.732524		7.5701656		5.8300457		7.333084		5.272511		4.9664216		4.8814635		6.2942796		6.2966		6.552975		1.929975		2.0545244		-2.0336747		-3.0033104		0.9485822		1.0388045		-1.0240889		-1.5865536		NA		NA		NA		0.010630397		U35_44k_v1_23078		-		No hits found		No hits found		GAGAACATGATGCCTTTTGGCATTTGCAAACTTATTAAAACTAGCTGTCGTCCAATAAAA		18069		0

		8845		CUST_19979_PI390587928		6.8174195		6.698066		6.8990307		6.013531		6.3830304		6.217108		4.35913		4.937158		5.941454		5.0822234		5.1277223		5.4421196		1.3580875		2.1960096		-1.7036067		-1.4190855		0.44157648		1.1348844		-0.76859236		-0.5049615		NA		0.021338891		NA		NA		U35_44k_v1_8845		LOC_Os02g50320.1		ref|NP_001048050.1| 3e-81  Os02g0736100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50320.1 6e-83 ATMAP70-3 putative expressed		GGTCTCGAGCTGTATCAAAGGTTTCTTAGTTGAGGAGATCTCCGAGAAAGTACCAAAAAA		19193		AT1G24764.1

		48806		CUST_11994_PI390587928		6.9546113		4.301		5.722632		3.7727623		6.7127843		3.2837956		9.785866		5.8332753		6.7770133		5.2419686		9.088191		3.5779245		-1.045526		-3.885696		1.6218886		4.7745037		-0.06422901		-1.958173		0.69767475		2.2553508		NA		NA		NA		0.029046532		U35_44k_v1_48806		LOC_Os03g18130.3		gb|EAZ26557.1| 3e-52  hypothetical protein OsJ_010040 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18130.3 9e-54 asparagine synthetase putative expressed		TGATGGATCGCCTGTAGAACAAGAACGTGAATCAAGTGAACTTGTGATGTATTGAAAAAA		5164		AT3G47340.2

		49512		CUST_35898_PI390587928		8.155181		8.055814		7.639772		8.321215		7.203875		8.446525		6.300073		6.4520245		6.9910665		7.244032		7.1536736		7.9232774		1.1589422		2.3013697		-1.807005		-2.7726257		0.21280861		1.2024927		-0.8536005		-1.4712529		NA		0.016875898		NA		0.004794527		U35_44k_v1_49512		LOC_Os03g11410.1		gb|EAZ26040.1| 2e-17  hypothetical protein OsJ_009523 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11410.1 3e-19 mitochondrial-processing peptidase beta subunit mitochondrial precursor putative expressed		ACTACTAGGTTGTAACATGACTCCACCTAAAATACCTAGATGTTTCGAGTTAGACATGCA		51266		AT3G02090.2

		37158		CUST_41659_PI390587928		2.1594076		2.2933838		1.5330561		1.4702892		4.2032604		6.5379333		7.880594		4.1074367		4.560119		5.741352		7.767511		2.0167975		-1.2806344		1.7369802		1.0815369		4.259367		-0.35685873		0.79658127		0.113082886		2.090639		NA		NA		NA		0.009337984		U35_44k_v1_37158		LOC_Os04g39010.1		ref|NP_001053015.1| 6e-22  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 2e-23 ATFP4 putative expressed		CCATGTAGTTGTTTTGACGTACATTAATTTTTTGAGGGATTATGAATAGCAACATGCGTG		32831		AT4G05030.1

		1948		CUST_36213_PI390587928		12.985694		12.319371		12.10279		7.780321		11.583774		10.61976		8.149315		5.2549834		12.227099		11.9963255		10.748853		4.489942		-1.5619256		-2.5964959		-6.0609245		1.6994187		-0.6433258		-1.3765659		-2.5995378		0.76504135		NA		NA		0.001892173		NA		U35_44k_v1_1948		LOC_Os09g36700.1		gb|AAF45043.1|AF182197_1 e-134  RNase S-like protein precursor [Hordeum vulgare]		LOC_Os09g36700.1 1e-91 extracellular ribonuclease LE precursor putative expressed		TTGATTACTCAGTCGATCTGTAACGCTTTCATGAATAATACCGTGTTACCTCCATCCAAA		5185		AT1G14220.1

		1781		CUST_12576_PI390587928		10.552608		10.768926		10.206284		11.1352625		10.950952		11.780998		13.395518		11.964665		11.431935		12.903531		13.1044235		11.265668		-1.395695		-2.177289		1.2235684		1.6233764		-0.48098373		-1.1225328		0.29109478		0.6989975		NA		0.0074447016		NA		0.004262374		U35_44k_v1_1781		LOC_Os12g07490.1		gb|EAY74575.1| 1e-14  hypothetical protein OsI_002422 [Oryza sativa (indica cultivar-group)]		LOC_Os01g38510.1 3e-16 protein transport protein Sec61 beta subunit putative expressed		GGTCCTGAAAAGATTTACCATATAATACTGAGATGTTATTGTCGAATCTTTGCAAGGTGT		4691		AT3G60540.2

		30753		CUST_27525_PI390587928		4.8865266		6.4485745		5.0818267		4.054444		4.8006425		4.6545525		2.4795678		2.95659		4.891655		5.3010936		3.8182552		3.9678142		-1.0651174		-1.5654106		-2.529211		-2.015621		-0.09101248		-0.6465411		-1.3386874		-1.0112243		NA		NA		NA		0.040645923		U35_44k_v1_30753		LOC_Os10g31710.1		No hits found		No hits found		AATAGGTATGGACAAGATAGTAATGCATATGCAGGTGGAAACGGTGGTGGCAATGGTCGT		30795		0

		23674		CUST_21894_PI390587928		7.933644		8.300101		6.253428		8.063896		8.932381		11.753236		11.490054		11.599601		9.657546		11.073203		10.6888685		8.228755		-1.6530901		1.6021761		1.7425326		10.344886		-0.72516537		0.68003273		0.8011856		3.3708458		NA		NA		NA		0.0038285442		U35_44k_v1_23674		LOC_Os01g72530.1		gb|EAY77274.1| 1e-46  hypothetical protein OsI_005121 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72530.1 2e-47 calmodulin-like protein 41 putative expressed		CTGGTACAAACTACAAAGTTGTAACGGTGTGCATGTACAGTAATTCATCTATGTGAATAA		24836		AT1G76640.1

		43936		CUST_38311_PI390587928		10.305376		9.581669		7.486878		8.993394		10.776958		10.885646		10.786235		11.520043		10.470283		10.98145		10.742997		10.331023		1.2368546		-1.068661		1.0304238		2.2799785		0.3066759		-0.095804214		0.043237686		1.1890202		NA		NA		NA		0.0051915636		U35_44k_v1_43936		LOC_Os04g45900.1		gb|EAZ31502.1| 1e-28  hypothetical protein OsJ_014985 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45900.1 2e-30 transposon protein putative unclassified expressed		TTCCACTCCACACAGCGCTCGGATTTTACATAGGCGGTCTGCATATAGTAGAAGCAAATA		41237		AT5G24380.1

		38512		CUST_6706_PI390587928		8.945725		8.742657		8.369704		8.3940735		9.49798		10.199148		10.983509		10.254037		9.67492		9.200348		10.6654005		9.04076		-1.1304835		1.9983375		1.246695		2.318637		-0.17693996		0.9988003		0.31810856		1.2132769		NA		NA		NA		0.016070453		U35_44k_v1_38512		-		No hits found		No hits found		GCTTGGTGTTAGTATTATTTACTTTGATATTTTTTGGGCGTTGCCGTTTCATTTGTGCTC		12633		0

		6978		CUST_9190_PI390587928		5.935943		8.246654		10.42455		8.68486		4.6638813		7.6731715		8.807988		6.607368		3.0275745		6.8029075		9.161879		8.499257		3.10869		1.8279974		-1.2780023		-3.7112086		1.6363068		0.87026405		-0.35389042		-1.8918891		NA		NA		NA		9.59E-04		U35_44k_v1_6978		LOC_Os08g33740.1		gb|EAZ42846.1| 4e-96  hypothetical protein OsJ_026329 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33740.1 8e-98 CSLA11 - cellulose synthase-like family A expressed		CATTGTTGCTCAAGACCATTTATAACTCTGTCAAATTTAGACAGGCCTTAGAATGCAAAA		15434		AT1G23480.3

		2932		CUST_17736_PI390587928		9.620225		9.386729		9.073981		10.178487		11.518086		11.905675		14.456642		13.33669		12.31821		13.003184		13.759084		11.635459		-1.7412498		-2.1398497		1.6217579		3.2517831		-0.8001232		-1.0975094		0.6975584		1.701231		NA		NA		NA		0.0025387276		U35_44k_v1_2932		LOC_Os07g26110.1		gb|EAZ03696.1| 4e-34  hypothetical protein OsI_024928 [Oryza sativa (indica cultivar-group)]		LOC_Os07g26110.1 7e-36 plant integral membrane protein TIGR01569 containing protein expressed		CGTTGATGTTTATACTTGTTTATTTCTTGGAAATTGTGTTCGGTGACCGAGCTTCAAAAA		8004		AT3G06390.1

		17055		CUST_28891_PI390587928		8.822478		8.565415		7.6947293		8.014281		8.922085		9.140137		11.934631		10.881469		8.927915		9.429629		11.10728		9.096375		-1.0040491		-1.2222104		1.7744249		3.4464076		-0.005829811		-0.2894926		0.82735157		1.7850933		NA		NA		NA		3.21E-04		U35_44k_v1_17055		LOC_Os11g08100.1		ref|NP_001065913.1| e-177  Os11g0183900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g08100.1 1e-179 aspartic proteinase Asp1 precursor putative expressed		GGCAGATAAAGTTACTGACATGTATTCTCTTCCTGTTCAGAATGAAATGGAGTCTATATA		6380		AT1G77480.1

		45476		CUST_6564_PI390587928		5.887232		6.126329		9.353402		7.7628837		5.037582		5.4793015		7.4190903		5.3348727		5.0388327		6.451327		7.6853333		7.2749877		-1.0008674		-1.9615926		-1.2026718		-3.8373623		-0.0012507439		-0.9720254		-0.26624298		-1.940115		NA		NA		NA		6.02E-04		U35_44k_v1_45476		LOC_Os04g37980.1		gb|ABR25900.1| 2e-29  sugar transport protein [Oryza sativa (indica cultivar-group)]		LOC_Os04g37980.1 3e-31 sugar transport protein 5 putative expressed		ATGAACGTGTCTATCGGCCTCGGCCTCACGTTCGTGCAGACGCAGTCGTTCCTCCCGATG		44413		AT4G02050.1

		1103		CUST_41884_PI390587928		10.773969		11.146934		11.05116		11.476905		11.572109		12.444676		14.367162		12.964353		12.137176		13.017448		13.498916		11.696101		-1.4794556		-1.4873787		1.8254423		2.4086945		-0.56506634		-0.572772		0.8682461		1.2682514		NA		NA		NA		0.014140763		U35_44k_v1_1103		LOC_Os06g47200.3		gb|EAZ02139.1| 3e-29  hypothetical protein OsI_023371 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47200.2 8e-32 lipid binding protein putative expressed		CACTATTTTATTTCCTTTTTGGATTTGTGCTAATAAGAGGAGGGCACTGACGCCTAGAAC		3698		AT1G62790.2

		43510		CUST_30521_PI390587928		5.651016		6.1455216		5.115166		7.087608		5.1835303		5.7788005		9.748409		10.5422735		5.0179887		5.2618546		9.0978985		8.499833		1.121587		1.4309227		1.5697238		4.1194177		0.16554165		0.51694584		0.6505108		2.0424404		NA		NA		NA		0.004013746		U35_44k_v1_43510		LOC_Os01g02390.1		gb|AAK20737.1| 4e-47  TAK19-1 [Triticum aestivum]		LOC_Os01g02390.1 8e-45 TAK14 putative expressed		GCCATTGTGGCTGTATGTGCTTCCTTCCTCCTGAAACAAACTAATCCTTACCAGTGTAAA		4996		AT1G66930.1

		46014		CUST_39346_PI390587928		1.3887857		1.4111041		1.4056159		1.4048972		8.8631115		8.957763		9.424754		12.194022		1.3826586		1.4713345		1.4022352		2.6310031		178.58325		179.32443		260.02728		756.4069		7.480453		7.4864283		8.022519		9.563019		8.70E-06		1.85E-04		3.71E-05		5.85E-04		U35_44k_v1_46014		-		No hits found		No hits found		TGCTAGTATAGCCAGGTGCGTGAGTTTAGCCTCCAATAAATGAAGAGTATGAGTAAAAAA		45526		0

		41940		CUST_23681_PI390587928		5.4873605		5.886396		6.187632		6.198023		5.005408		4.8605223		4.697484		4.823606		5.0898767		5.215175		4.9494834		6.0107884		-1.0602973		-1.2786779		-1.1908563		-2.277076		-0.08446884		-0.35465288		-0.25199938		-1.1871824		NA		NA		NA		9.97E-04		U35_44k_v1_41940		-		No hits found		No hits found		CCCGTTGTTTGTATTTTTAAAGCTTCTGTTAAGACAAAAGTCCCTTGGCCCCTTAAAAAA		37311		0

		43509		CUST_17213_PI390587928		6.502031		7.909387		4.303201		3.4736357		6.908278		10.009452		12.802258		11.12368		7.6414647		9.986163		11.645366		4.3072495		-1.6623069		1.0162735		2.2297652		112.70679		-0.7331867		0.023288727		1.1568918		6.8164306		NA		NA		NA		0.0038374837		U35_44k_v1_43509		LOC_Os04g50950.1		ref|NP_001053737.1| 6e-54  Os04g0597600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50940.2 1e-55 peptide transporter PTR2 putative expressed		ATGGTGCAATTACGGGAACAAGCAACAACAATTGGGTTTGTGATACTGTGTACTAAAAAA		40262		AT3G54140.1

		14348		CUST_3833_PI390587928		6.790756		5.5163536		5.181908		2.4473248		8.6082945		6.952791		9.605037		11.199834		8.788844		7.940923		10.530194		4.6972656		-1.1333156		-1.9836149		-1.8988916		90.67094		-0.18054962		-0.988132		-0.92515755		6.5025682		NA		NA		NA		0.0013112572		U35_44k_v1_14348		LOC_Os07g48010.1		gb|AAW52718.1| e-159  peroxidase 4 [Triticum monococcum]		LOC_Os07g48010.1 1e-125 peroxidase 2 precursor putative expressed		GCCGCCATGCATGTTGTGCAATGGGAAAAATTAACGAGGAGCTTTTTCTGTTGTAAAAAA		2115		AT5G05340.1

		11062		CUST_30248_PI390587928		1.4588566		1.4341959		1.4892248		1.7772461		1.6058502		1.8082485		3.546965		5.755283		1.5049006		1.5332127		2.208472		1.4720855		1.0724791		1.2100241		2.52887		19.470222		0.100949645		0.27503586		1.3384929		4.2831974		NA		NA		NA		3.44E-04		U35_44k_v1_11062		LOC_Os08g02230.1		gb|EAZ41305.1| 1e-46  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 3e-48 FAD binding domain containing protein putative expressed		CCTTGTCTTTGTATCTGCAAGGCTTTTGATTTCTGTCTTGGTCATCTAAATAAACTTTCA		22536		AT2G46740.1

		7797		CUST_5779_PI390587928		1.8044342		3.4452584		2.0835228		3.488327		2.4626288		4.7629056		6.2771516		7.228684		2.0658553		4.1710486		5.621117		5.0160108		1.3165603		1.5071855		1.5757455		4.6353335		0.39677358		0.59185696		0.65603447		2.2126732		NA		NA		NA		0.002062147		U35_44k_v1_7797		-		No hits found		No hits found		ACTGTTGCCACGTGTACTATTTATTCATTTGTTAATTTACTGTAGGTTCGTTCACTGGAG		33792		0

		40502		CUST_2676_PI390587928		6.558748		7.3715644		7.478229		6.767595		5.9675922		6.6827793		6.535829		5.484838		6.001158		6.397302		6.674953		6.7935834		-1.023539		1.2188133		-1.1012362		-2.47726		-0.033565998		0.28547716		-0.13912392		-1.3087454		NA		NA		NA		0.0067808535		U35_44k_v1_40502		LOC_Os06g17390.1		gb|EAZ36643.1| e-109  hypothetical protein OsJ_020126 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g17390.1 1e-110 auxin-independent growth promoter putative expressed		TTTACGTTACGAAATGGATATGTTGGCTTTCTCTGGTTGTACCCAAGGGTGCAGTAACGA		13223		AT5G15740.1

		13711		CUST_14002_PI390587928		6.116341		5.940064		7.011087		6.6345153		5.550038		5.039559		5.347841		4.981658		5.327803		4.927273		5.8371673		6.5177608		1.1665392		1.0809398		-1.4037894		-2.9001002		0.22223473		0.11228609		-0.48932648		-1.5361028		NA		NA		NA		0.0080657685		U35_44k_v1_13711		LOC_Os06g46770.2		gb|EAY84584.1| e-123  hypothetical protein OsI_005817 [Oryza sativa (indica cultivar-group)]		LOC_Os06g46770.3 1e-125 polyubiquitin containing 7 ubiquitin monomers putative expressed		TGTGTAGCAGCAGCTTGGTGACCCGTGAATAAGTGAGCCCTGGATTTGGTCTATAAAAAA		1048		AT5G03240.3

		38146		CUST_35468_PI390587928		4.061861		4.225983		4.505568		4.199923		3.5789707		3.825462		3.8547013		3.4663708		3.5902297		2.5539		4.409306		4.067083		-1.0078347		2.4142282		-1.4687662		-1.5164648		-0.011259079		1.2715621		-0.55460477		-0.60071206		NA		0.009866781		NA		NA		U35_44k_v1_38146		LOC_Os08g40890.1		gb|EAZ43363.1| 6e-70  hypothetical protein OsJ_026846 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40890.1 1e-71 expressed protein		GACCTACAGAGAGGCTGTTACAGACTTATATTTGGATCTGATATGTAGTGCTAAGGTAAA		33988		AT5G04610.1

		47742		CUST_42044_PI390587928		4.7206974		5.702114		5.1649375		5.873385		4.1240234		3.9527118		3.8110733		4.499241		4.095906		3.6671047		4.110376		6.2483687		1.0196809		1.2189231		-1.2305495		-3.361553		0.028117657		0.2856071		-0.29930258		-1.7491279		NA		NA		NA		0.018677505		U35_44k_v1_47742		LOC_Os11g07670.1		ref|NP_001065888.1| 4e-15  Os11g0178800 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g07670.1 6e-17 disease resistance response protein 206 putative expressed		TCCAAGGACGAGATTGGCCGCGCGCAAGGAACAAACAAGATCGCGGACCAGGCCACCTTC		49095		0

		24679		CUST_10018_PI390587928		8.550849		8.137768		5.295798		5.82769		8.910209		9.195541		8.1596155		6.9302063		9.165713		9.222894		8.2249365		5.774456		-1.1937532		-1.01914		-1.0463177		2.2280016		-0.2555046		-0.027352333		-0.06532097		1.1557503		NA		NA		NA		0.045942407		U35_44k_v1_24679		LOC_Os06g19370.2		gb|EAZ36716.1| 6e-45  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.2 1e-46 embryogenesis transmembrane protein putative expressed		CAAGGCCATCATCCAGTATTATTTGGTGCATTCTTTGAATCTGAGCAAAAGATAATACAG		24322		0

		3539		CUST_34334_PI390587928		8.588229		9.2939005		8.05099		9.036732		9.185836		10.735194		11.617892		10.922185		9.745866		11.239472		11.262078		9.247462		-1.4742999		-1.4184135		1.2797074		3.1925797		-0.56003		-0.5042782		0.35581398		1.6747227		NA		NA		NA		0.0110724615		U35_44k_v1_3539		LOC_Os03g55800.1		ref|NP_001051386.1| e-136  Os03g0767000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55800.1 1e-137 cytochrome P450 74A1 chloroplast precursor putative expressed		GGCAAAGTGGGAGTACCATGTCATGTGCTATTATTAAATTAGATGGATGAAAGTGCAATT		11904		AT5G42650.1

		5387		CUST_16592_PI390587928		5.2339187		4.034943		3.8807335		4.8751416		5.591865		6.991529		9.949838		9.871194		5.701111		7.205095		9.200059		6.880144		-1.0786642		-1.1595507		1.6815349		7.950523		-0.10924578		-0.21356583		0.74977875		2.9910498		NA		NA		NA		0.0019378323		U35_44k_v1_5387		LOC_Os04g54720.1		gb|EAZ08979.1| 5e-30  hypothetical protein OsI_030211 [Oryza sativa (indica cultivar-group)]		LOC_Os09g16540.1 7e-29 protein kinase putative expressed		ACAAACTTACCTTACTGGATCCTGTTATACGTGACAGTTTACCAGATTGATCCCTTATAC		45479		AT3G53380.1

		9348		CUST_375_PI390587928		8.931836		9.496522		7.728497		9.467239		9.475999		11.073306		11.000713		10.671494		10.263769		11.001859		10.439485		8.292134		-1.7264042		1.0507703		1.4755254		5.203056		-0.7877703		0.07144737		0.56122875		2.3793592		NA		NA		NA		0.011874216		U35_44k_v1_9348		LOC_Os06g43810.1		ref|NP_001058197.1| 3e-11  Os06g0646100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43810.1 7e-13 expressed protein		TGTAGCAGTGGCAGTGTACCAGTAGCAACATGTATACATATACGAATCAATCAATCAATC		21196		0

		27334		CUST_31374_PI390587928		8.409873		7.762186		6.6559978		5.7049146		10.762104		8.993997		11.576795		10.528523		10.253722		9.724594		11.962662		7.8700905		1.4224539		-1.6593262		-1.3066449		6.313469		0.50838184		-0.7305975		-0.38586712		2.658433		NA		NA		NA		0.0073455228		U35_44k_v1_27334		LOC_Os12g43430.1		gb|AAK55323.2|AF355455_1 1e-71  thaumatin-like protein TLP4 [Hordeum vulgare]		LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor putative expressed		AAACTTGCAGCGGCAACAGAAGCTTTCAAGTCGTCTTCTGCCCATGATAACCTACATCTA		21532		AT4G11650.1

		13077		CUST_27985_PI390587928		10.292721		9.986863		11.211043		10.850743		9.982436		9.173943		10.252294		9.38965		9.687136		9.006982		10.148282		10.506718		1.2271405		1.1226908		1.0747578		-2.169056		0.29530048		0.16696072		0.104011536		-1.1170673		NA		NA		NA		0.005490829		U35_44k_v1_13077		LOC_Os06g08640.1		gb|EAY99940.1| 6e-58  hypothetical protein OsI_021173 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08640.1 3e-58 anthranilate N-benzoyltransferase protein 1 putative expressed		CAAGCATGCAGGTATGCATGTTCGCATCGTAATTGATTGGTTTTTACATCTTAAGAAAAA		42419		AT5G48930.1

		22662		CUST_37777_PI390587928		4.9537563		5.7347927		4.964108		4.477076		3.9573152		5.1703525		2.893068		2.0814083		3.9213688		4.668691		4.2773776		4.054814		1.0252291		1.415843		-2.6104698		-3.9269402		0.03594637		0.5016613		-1.3843095		-1.9734056		NA		NA		NA		0.006521958		U35_44k_v1_22662		-		gb|EAZ45220.1| 5e-21  hypothetical protein OsJ_028703 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32010.2 3e-22 ternary complex factor MIP1 putative expressed		GCACATTGTTTCAAATATGCCGAACCGCAAGGTTCCTGTATTTTGTTGAAGCTGAAAAAA		21233		0

		8607		CUST_4341_PI390587928		4.247866		6.069		2.7541008		1.9730487		6.929792		9.319278		7.932406		8.261631		6.6660123		8.959712		8.0181265		3.4430974		1.20062		1.2830397		-1.0612177		28.217806		0.26377964		0.35956573		-0.08572054		4.818534		NA		NA		NA		0.005038038		U35_44k_v1_8607		-		No hits found		No hits found		GTGTGTTGAGTAGCATGTTTGTTTAACAACCAGTGTATACTATTACATGTCCTCATTAAG		18400		0

		25277		CUST_22856_PI390587928		7.2001033		8.305078		4.9741797		6.855679		6.3691516		9.71265		8.647998		8.483901		6.974323		9.549703		7.8067393		5.893301		-1.5211593		1.1195723		1.7916124		6.023492		-0.6051712		0.16294765		0.8412585		2.5906		NA		NA		NA		0.008315189		U35_44k_v1_25277		LOC_Os01g50420.1		gb|EAZ13222.1| 7e-36  hypothetical protein OsJ_003047 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50420.1 1e-37 mitogen-activated protein kinase kinase kinase 2 putative expressed		GTCACAGACATGAAACTGTAAAATTTGGTTGTCGTTGCGACAGAGAAAGAAAATTACATT		30647		0

		23393		CUST_16821_PI390587928		4.9799724		4.9818387		4.3326735		5.3275075		4.377786		4.129139		2.9097607		3.202615		4.4681125		4.2450967		3.6645114		4.86846		-1.064611		-1.0836942		-1.68734		-3.1729949		-0.09032631		-0.11595774		-0.7547507		-1.6658452		NA		NA		NA		0.008796417		U35_44k_v1_23393		LOC_Os02g07650.1		gb|EAY84665.1| 3e-60  hypothetical protein OsI_005898 [Oryza sativa (indica cultivar-group)]		LOC_Os02g07650.1 6e-62 zinc-binding protein putative expressed		ACTGCTCCTATGTCCAGCCCTACACGATCAACAGCGCCAAGGTGATCTTCCTGAAGCCGA		21019		AT1G31040.1

		19985		CUST_26533_PI390587928		13.122448		12.213588		12.211445		11.016591		13.183967		12.809765		13.44355		12.424651		13.686775		13.210576		13.235105		11.024985		-1.4169694		-1.32025		1.1554426		2.6384046		-0.5028086		-0.4008112		0.20844555		1.3996658		NA		NA		NA		0.0037583704		U35_44k_v1_19985		LOC_Os09g13920.1		ref|NP_001062833.1| 2e-28  Os09g0309500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g13920.1 4e-29 expressed protein		GCTGCTCCTTTTCGGTGGATTGTATCGATGTTAATAAAACTACGTTATCCCTTGAAAAAA		14554		0

		958		CUST_27664_PI390587928		11.300255		11.757718		10.23105		10.060201		10.884567		11.207878		11.533307		11.438046		11.053412		11.099668		11.212868		10.066121		-1.1241583		1.0778904		1.2487108		2.5881574		-0.16884518		0.10821056		0.32043934		1.3719254		NA		NA		NA		0.007772141		U35_44k_v1_958		LOC_Os09g26880.4		gb|EAZ09253.1| 8e-68  hypothetical protein OsI_030485 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26880.4 2e-69 aldehyde dehydrogenase family 7 member A1 putative expressed		AGAGCAACATTGTCCGCATTTTACCCTAGATCGGACCGGTCGAAATAAAACGAGATCGTA		2921		AT1G54100.2

		36110		CUST_14253_PI390587928		7.197187		8.638083		8.585021		8.175044		6.61494		7.62579		5.016393		5.5864487		6.1917424		6.327539		5.269528		7.47835		1.3408964		2.4593058		-1.1917939		-3.7112405		0.42319775		1.2982512		-0.25313473		-1.8919015		NA		0.020706607		NA		0.01687849		U35_44k_v1_36110		LOC_Os04g53770.1		gb|EAZ32085.1| 1e-61  hypothetical protein OsJ_015568 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53770.1 3e-63 mystery 45A CG8070-PA putative expressed		CTTGTCATTTGAGACTAATCTGTTGTTGTCTTCTCTGCTTCTGGATGTTGGGGTTATCTA		14968		AT1G13160.1

		47579		CUST_40954_PI390587928		5.7387767		5.9124126		6.16629		6.0466285		5.222074		5.5248795		4.1857667		4.1287484		4.5924225		4.6784425		4.4701996		5.18302		1.5471913		1.7980548		-1.2179314		-2.0766697		0.62965155		0.846437		-0.2844329		-1.0542717		NA		0.008642409		NA		0.003905911		U35_44k_v1_47579		-		gb|EAY89710.1| 3e-14  hypothetical protein OsI_010943 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19470.1 6e-15 expressed protein		TTCCAAACAAGCAAGGTGCTAGTGTGATTCAGGAAGCGGTTGAGAGATAAACGGATTCGA		48747		0

		24221		CUST_26683_PI390587928		2.6897552		1.5952888		1.5369896		2.2254272		2.7613027		2.7455947		3.5002415		4.953543		2.5156374		2.9116917		1.8167073		3.600095		1.1856394		-1.1220188		3.212139		2.555221		0.24566531		-0.16609693		1.6835343		1.3534482		NA		NA		0.0065708677		NA		U35_44k_v1_24221		LOC_Os09g24490.1		ref|NP_001063150.1| 3e-39  Os09g0410700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g24490.1 5e-41 helix-loop-helix DNA-binding domain containing protein expressed		CAAATGTGCTATCTCTTCTGGGTATAATGGAAGGTGGTATTGGCTTACATAGTTAAAAAA		25949		AT1G68810.1

		414		CUST_35746_PI390587928		14.650951		14.477001		13.634552		14.374016		15.29099		16.18387		17.86074		17.080511		15.526333		16.509996		17.693348		15.675011		-1.1771866		-1.2536426		1.1230271		2.6490965		-0.23534298		-0.3261261		0.16739273		1.4055004		NA		NA		NA		0.0010386029		U35_44k_v1_414		LOC_Os10g34930.1		emb|CAA74593.1| e-119  hypothetical protein [Hordeum vulgare]		LOC_Os10g34930.1 1e-80 secretory protein putative expressed		ACGGTTGATGTACTGCCTGGAATGGAATAAATCAACGTTCGCAAGGTTGAGCAGAAAAAA		634		AT2G15130.1

		25883		CUST_9515_PI390587928		8.841819		8.8943405		9.188828		9.411703		8.449944		8.522456		7.0000877		7.764641		7.5704083		7.6497283		7.726621		9.145999		1.8397825		1.8311219		-1.6546584		-2.605135		0.8795352		0.8727279		-0.7265334		-1.3813581		NA		NA		NA		0.006492181		U35_44k_v1_25883		LOC_Os01g29150.1		gb|EAY74170.1| 2e-67  hypothetical protein OsI_002017 [Oryza sativa (indica cultivar-group)]		LOC_Os01g29150.1 4e-69 cytochrome P450 72A1 putative expressed		AACAACAACATTGTCAGTGCGAATTGTGACTGGCAGAATGACAGGCCGAAATGACCATGT		25742		AT2G26710.1

		19587		CUST_179_PI390587928		3.7300956		1.4202986		1.4655914		1.4015526		4.737103		1.7717963		1.6779641		1.3392404		5.543551		3.3532162		2.543249		1.5364537		-1.7489002		-2.9926422		-1.8216993		-1.1464816		-0.806448		-1.5814198		-0.8652848		-0.19721329		NA		0.029274067		NA		NA		U35_44k_v1_19587		LOC_Os06g09420.1		ref|NP_001057046.1| 1e-56  Os06g0194400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09420.1 2e-58 DNA binding protein putative expressed		GGTATATGTTTTGGCTATAAATAAGGTGAGACGAAGATGAGAGTATGCCCCCATTGTAAA		12252		AT3G19184.1

		28006		CUST_38586_PI390587928		6.367794		6.6700654		6.6841526		6.0598063		6.2369237		6.0598607		4.5813384		4.673906		5.7225456		5.901146		5.4014173		5.8739934		1.4283782		1.1162922		-1.7655025		-2.2975361		0.5143781		0.15871477		-0.82007885		-1.2000875		NA		NA		NA		0.04122983		U35_44k_v1_28006		LOC_Os03g50270.1		ref|NP_001051049.1| 4e-18  Os03g0710600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50270.1 9e-20 expressed protein		CTCTGCAGTAGCCAGTAAACTTGTACAGTTGCCACAAAAAACACGTTTCCACCTTGTACC		5734		0

		12100		CUST_41323_PI390587928		12.972554		13.140437		13.429493		12.831256		13.1636305		12.693166		10.471081		10.713688		13.056348		12.035255		10.953793		12.109403		1.0771974		1.5777956		-1.3973678		-2.6311889		0.10728264		0.65791035		-0.4827118		-1.3957148		NA		NA		NA		0.013722718		U35_44k_v1_12100		LOC_Os08g43120.1		gb|EAZ07860.1| 4e-68  hypothetical protein OsI_029092 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43120.1 1e-69 ABC transporter putative expressed		GCACAGAGACTGATTGAACAACGAACTGCAAATACACACTAATCAGTAAATTACTTGCTT		None		AT2G36380.1

		25938		CUST_35188_PI390587928		3.9555912		4.238845		4.746653		4.4959345		3.1840467		3.0172632		2.6475427		2.7621024		3.44217		3.392909		3.7135906		3.9871142		-1.1959219		-1.2974203		-2.0936902		-2.3375738		-0.25812316		-0.37564588		-1.0660479		-1.2250118		NA		NA		0.004740482		NA		U35_44k_v1_25938		LOC_Os01g34560.1		gb|EAZ12187.1| 2e-30  hypothetical protein OsJ_002012 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g34560.1 5e-32 3-ketoacyl-CoA synthase putative expressed		CCGTTCCAAAATATAAGGAGACTACATACGGAGCAAAATGAGTGATCTATATACTCTAAA		41736		AT1G68530.1

		583		CUST_37084_PI390587928		5.486428		5.243112		5.4766526		6.3691716		5.8278527		6.200728		8.481884		7.8693333		6.289947		6.4306617		7.6211567		6.7823453		-1.3775401		-1.1727811		1.8159536		2.1243007		-0.4620943		-0.22993374		0.8607273		1.086988		NA		NA		2.71E-04		0.0074741365		U35_44k_v1_583		LOC_Os06g51220.4		emb|CAA90679.1| 1e-33  HMG1/2-like protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g51220.4 2e-31 DNA-binding protein MNB1B putative expressed		GATTCATTGTAGCTTATGCTGAGTGTTCAGTTCTACATGTTCGTCTGTCCTTTGCAATCA		29889		AT1G20693.3

		15608		CUST_16350_PI390587928		5.0133142		5.9342995		5.662167		4.2989764		4.490429		5.149439		3.9566288		2.1964908		4.314381		4.714828		4.209195		3.807965		1.1297847		1.3515462		-1.1913245		-3.0556393		0.1760478		0.43461084		-0.25256634		-1.6114743		NA		NA		NA		0.025867745		U35_44k_v1_15608		LOC_Os04g36070.1		emb|CAE02513.1| 2e-22  P0076O17.11 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36070.1 2e-24 OsRR1 - Rice type-A response regulator expressed		TGATAATTCTCTCTAGTATCTTTCTTACCATTACCGCTAGTAGGAGCCAAGGAGGAGGAC		3714		0

		22670		CUST_37748_PI390587928		10.284997		11.623032		12.520238		12.385947		9.897234		10.960637		10.710785		10.676587		9.806504		10.379344		11.074291		11.982585		1.0649086		1.4961897		-1.286549		-2.4725468		0.09072971		0.5812931		-0.36350632		-1.3059978		NA		NA		NA		0.0013112572		U35_44k_v1_22670		LOC_Os01g15770.1		gb|EAY73391.1| 2e-86  hypothetical protein OsI_001238 [Oryza sativa (indica cultivar-group)]		LOC_Os01g15770.1 2e-88 expressed protein		TTCATTCTTGTGCAGAAACAGTTCCGATCCTAAAGGGTGCCTCCTGACTTCTAAACCAAA		16313		AT1G35180.1

		11864		CUST_3402_PI390587928		10.647625		10.547828		9.765889		11.478386		11.994666		13.097176		13.911309		13.044934		12.754737		13.598155		13.361923		11.931809		-1.6935737		-1.415174		1.4634627		2.1631367		-0.7600708		-0.5009794		0.549386		1.1131248		NA		NA		NA		0.0043083103		U35_44k_v1_11864		LOC_Os03g21380.2		gb|EAZ26801.1| 1e-10  hypothetical protein OsJ_010284 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21380.2 2e-12 calcium-binding protein CAST putative expressed		ACTATCAAAGACCTTGACCAAGGCTCCGCTAAAAATATTCTCCCTTCTCCATTCAAAAAA		21914		0

		21382		CUST_9244_PI390587928		10.204715		10.321385		9.238859		9.667016		11.096503		11.872353		12.017592		10.995971		11.573615		12.245575		11.50134		9.589477		-1.3919543		-1.2952427		1.4302353		2.6509218		-0.47711182		-0.37322235		0.5162525		1.4064941		NA		NA		NA		0.014696039		U35_44k_v1_21382		LOC_Os06g14490.2		gb|EAZ36525.1| 1e-29  hypothetical protein OsJ_020008 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g14490.2 3e-31 calmodulin-binding heat-shock protein putative expressed		CTGAAATGTCATGTAAGTACGTGGGTTAATGCAAGTATTGTATATTGTCTCTGGGTTAAA		15493		AT5G37710.1

		7901		CUST_33275_PI390587928		7.362671		7.9598336		4.810156		3.3740232		9.192502		9.926727		12.497592		9.620014		9.884025		11.3270445		12.873367		6.7882485		-1.614987		-2.639596		-1.2975367		7.119449		-0.6915226		-1.4003172		-0.37577534		2.8317657		NA		NA		NA		0.004396604		U35_44k_v1_7901		LOC_Os04g14690.1		ref|NP_001052272.1| 1e-82  Os04g0223500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g14690.1 3e-84 monooxygenase/ oxidoreductase putative expressed		TGGTCTTCACCCTATGTAAGGGTAGATCTGAAGACATGATTCTCTTGTATGGGTCTTAAT		26446		AT1G19250.1

		18978		CUST_26474_PI390587928		12.133067		11.905808		10.716399		11.864735		12.19535		14.20534		13.540139		13.531254		12.713088		13.661346		13.119206		11.576564		-1.431709		1.4580033		1.3387929		3.876326		-0.51773834		0.54399395		0.42093277		1.95469		NA		NA		NA		0.010427982		U35_44k_v1_18978		LOC_Os09g24580.1		gb|EAZ09080.1| 2e-19  hypothetical protein OsI_030312 [Oryza sativa (indica cultivar-group)]		LOC_Os09g24580.1 3e-21 calmodulin-like protein putative expressed		GCGCACAATCTCGTGTGTATTCTATCCGATTCTTTATACAATATATATGCTTTTTAGCAC		10407		0

		10668		CUST_37846_PI390587928		1.5185686		2.1488593		1.3832601		2.356177		2.0879622		3.774625		4.3371835		4.827309		2.095617		3.1729414		3.3603275		2.7981634		-1.0053201		1.5174865		1.9681716		4.0816307		-0.0076549053		0.6016836		0.976856		2.0291457		NA		NA		NA		0.03487968		U35_44k_v1_10668		-		No hits found		No hits found		TTTGCATTCCATTTCACCCGGGAACTGTCAGTTATAGTACGTATCAAGGCACTGGTTGCT		26486		0

		1086		CUST_9458_PI390587928		13.93219		14.078916		13.715522		13.622681		13.30226		13.679788		12.726146		12.312007		13.169568		13.327339		13.113078		13.4327		1.0963378		1.2767255		-1.30761		-2.1745143		0.13269234		0.35244846		-0.38693237		-1.1206932		NA		NA		0.0010304039		0.0044089924		U35_44k_v1_1086		LOC_Os03g17470.1		gb|ABF95327.1| 7e-88  IN2-1 protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17470.1 1e-89 IN2-1 protein putative expressed		ACTTGATGAACTGGTGCTTCTCCCTTATCAATTTTAGTTGTTGACACGTGTGCTAAAAAA		3294		AT3G55040.1

		44697		CUST_21754_PI390587928		1.419108		1.4112529		1.4151663		1.388157		1.5357088		2.0699854		2.0030794		1.6759628		2.0766752		4.701672		2.8149474		2.170393		-1.4549468		-6.197501		-1.7554829		-1.4087642		-0.5409664		-2.6316867		-0.81186795		-0.49443018		NA		0.007031285		NA		NA		U35_44k_v1_44697		LOC_Os01g18400.1		gb|AAF00131.1|AF147091_1 3e-38  class II chitinase [Fragaria x ananassa]		LOC_Os01g18400.1 6e-40 endochitinase 1 precursor putative expressed		TCTGCTTCAAGGAAGAGATCAACGCGTCCAGCAACTACTGCGACGCCGACAACAAGGAGT		42727		AT4G01700.1

		30425		CUST_3635_PI390587928		1.7946081		1.4226245		1.4319566		1.3975196		1.4114832		2.3700898		5.698515		1.6120924		2.1640375		1.3415747		3.2937286		1.4845921		-1.6847731		2.0399237		5.2955713		1.0923994		-0.7525543		1.0285151		2.4047863		0.1275003		NA		NA		0.0017812512		NA		U35_44k_v1_30425		LOC_Os09g25060.1		emb|CAH68819.1| 2e-25  putative WRKY3 protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g25060.1 1e-17 OsWRKY76 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		AGGTGAGCGAGGAGAACCGGAGGCTCACTGAAATGATCGCATACCTACACAGCAACCAGG		30339		0

		18213		CUST_15145_PI390587928		9.275081		11.335046		9.4444475		9.930894		8.437972		10.418782		8.2811365		8.1338415		8.082171		9.804534		8.071482		9.525977		1.2796955		1.5307602		1.1564114		-2.6246693		0.35580063		0.6142483		0.20965481		-1.3921356		NA		NA		NA		0.0034582366		U35_44k_v1_18213		LOC_Os05g46610.1		emb|CAA50223.1| e-142  MybHv33 [Hordeum vulgare subsp. vulgare]		LOC_Os05g46610.1 3e-79 myb-related protein Hv33 putative expressed		GCTGCTTAGTCACGGAGACGACATATAGCAATCAAACACTTGTAAAAAATAAGCACAAAC		14337		AT5G26660.1

		22910		CUST_3252_PI390587928		6.4435024		5.8438706		4.508735		2.1036112		6.59452		5.194718		2.3666356		1.4665222		6.9947076		5.247083		3.7392266		3.6778867		-1.3196794		-1.0369636		-2.589352		-4.6311307		-0.4001875		-0.052365303		-1.372591		-2.2113645		NA		NA		0.0066709183		NA		U35_44k_v1_22910		LOC_Os05g36010.1		gb|EAY98174.1| 1e-37  hypothetical protein OsI_019407 [Oryza sativa (indica cultivar-group)]		LOC_Os05g36010.1 3e-39 subtilisin-like protease precursor putative expressed		AGATAATGAAATGTTTGGTTCAGTTATGGAACTGCGTTGAGACAACTTTCCCTCAAAAAA		18723		AT5G67090.1

		23540		CUST_6154_PI390587928		6.0224214		5.5692935		5.4178987		5.7892613		6.275045		5.720814		6.8461175		7.076538		6.027714		5.825159		6.4903665		5.8672338		1.1870092		-1.0750061		1.2796515		2.312261		0.24733114		-0.104344845		0.35575104		1.2093043		NA		NA		NA		0.004202661		U35_44k_v1_23540		LOC_Os07g48550.1		emb|CAA09372.1| 4e-95  GRAB2 protein [Triticum sp.]		LOC_Os07g48550.1 2e-71 NAC domain-containing protein 21/22 putative expressed		TGTCGATGGCTTGTTCAACTATGACGAATTGCTCAACAACGCCGGCCTGCTCGACGACGC		19250		AT5G61430.1

		1368		CUST_7672_PI390587928		12.600277		13.108373		13.972264		13.847816		12.282123		12.226318		13.13528		12.547147		12.303815		12.100007		13.176636		13.800499		-1.0151496		1.0914993		-1.0290806		-2.383947		-0.021692276		0.1263113		-0.041356087		-1.2533522		NA		NA		NA		0.008324517		U35_44k_v1_1368		LOC_Os04g49680.1		ref|NP_001053683.1| 2e-27  Os04g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49670.1 8e-26 conserved hypothetical protein		GGAAACAGAAAAGTAAACGCCATGGAATCAAACGATTCACAGTTTGTTGTTCTTCAAAAA		4063		AT4G17670.1

		44722		CUST_24181_PI390587928		8.666789		8.712915		7.553083		8.80543		9.012391		9.974511		9.831311		9.776589		9.297559		9.927479		9.322595		8.68418		-1.2185519		1.0331376		1.422784		2.132298		-0.2851677		0.047032356		0.5087166		1.0924091		NA		NA		NA		0.033008024		U35_44k_v1_44722		LOC_Os05g39410.3		gb|EAY98388.1| 2e-48  hypothetical protein OsI_019621 [Oryza sativa (indica cultivar-group)]		LOC_Os05g39410.3 2e-49 ATP binding protein putative expressed		ATAAGTTTGCCTTGCTTCTGCTTGAGACGATCTCTGGAAGGCGTCCATTTTCCAATGACA		18748		AT5G45840.1

		8825		CUST_19996_PI390587928		6.405351		5.026462		4.5665717		6.946756		5.557201		4.521158		5.6956353		6.3793187		5.227082		4.741009		5.387976		7.3821626		1.2571172		-1.1646134		1.2376978		-2.0039463		0.33011913		-0.21985102		0.30765915		-1.0028439		NA		NA		NA		0.035919037		U35_44k_v1_8825		-		gb|EAZ14660.1| 5e-24  hypothetical protein OsJ_004485 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69230.1 2e-22 protein binding protein putative expressed		GTGGTTGCTGCAGTGTGAACTATGTATAAATTTTGCAAGTAAACAACTAATGCATACACT		17152		AT5G50380.1

		27263		CUST_10442_PI390587928		6.2285695		6.005468		5.0680428		6.6533337		6.1514153		5.99605		7.262207		8.664693		5.9358916		5.747093		6.0996976		7.610391		1.1611253		1.1883475		2.2384646		2.0767128		0.21552372		0.24895668		1.1625094		1.0543017		NA		NA		NA		0.0080657685		U35_44k_v1_27263		-		gb|EAY82109.1| 4e-06  hypothetical protein OsI_036068 [Oryza sativa (indica cultivar-group)]		LOC_Os12g03050.1 3e-06 NAC domain-containing protein 77 putative expressed		AGAAGAAGCTACGACGTCAACCTCCATGAGCAGCAGGCGATCATGGTGAGAGCCCTAGGA		7424		0

		428		CUST_35723_PI390587928		4.822533		4.59839		5.273687		6.3091683		4.6147356		4.6604257		3.3053458		9.263554		3.878294		3.2822688		2.6262777		5.910545		1.6660614		2.5993607		1.6011052		10.2177725		0.7364416		1.3781569		0.6790681		3.3530087		NA		NA		NA		0.012167001		U35_44k_v1_428		LOC_Os11g20090.1		ref|NP_001067748.1| e-137  Os11g0306400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g20090.1 1e-138 O-methyltransferase ZRP4 putative expressed		ATGCTTAAGTAGACGAAGTGTTAAGAGGCAAGTCCCTTCAGAACTATATGCATGTAAGCA		5038		AT4G35160.1

		30591		CUST_29297_PI390587928		6.658027		7.165438		6.834953		4.612852		6.1656013		6.7889724		7.966549		6.9905324		6.8072124		7.388006		6.804012		4.4906926		-1.5600704		-1.5147018		2.2385075		5.656226		-0.6416111		-0.59903383		1.1625371		2.4998398		NA		NA		NA		0.0024726163		U35_44k_v1_30591		LOC_Os06g11720.1		gb|EAZ00187.1| 1e-05  hypothetical protein OsI_021419 [Oryza sativa (indica cultivar-group)]		LOC_Os06g11720.1 6e-07 cytokinin-O-glucosyltransferase 2 putative expressed		GTTGTCAGTTATCGTCAAGGTTTAGCTCAGCGACCGGCACGTCGATCGTTTCTTAAAAAA		30576		0

		9235		CUST_5890_PI390587928		7.450481		6.881292		6.1706376		6.9096036		8.35839		7.8870416		9.844296		9.897746		9.373881		9.021858		9.067752		8.232187		-2.0215914		-2.1959066		1.7130231		3.1723652		-1.0154915		-1.1348166		0.7765446		1.6655588		NA		NA		NA		0.006189915		U35_44k_v1_9235		LOC_Os07g07440.1		ref|NP_001058988.1| 4e-93  Os07g0170000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07440.1 8e-95 versicolorin reductase putative expressed		GTTTCCGATTTCTTTTTAACCAGGACACAGATCTAGATGTAAAATAGTTATTGCACGTCT		40778		AT3G03980.1

		24016		CUST_41799_PI390587928		11.94694		11.716718		9.8672085		10.947722		11.592141		12.702878		13.160228		12.392242		12.105431		12.701039		12.415914		11.095319		-1.4273008		1.0012753		1.6751778		2.457044		-0.51328945		0.0018386841		0.7443142		1.2969236		NA		NA		NA		0.011748285		U35_44k_v1_24016		LOC_Os01g11520.1		ref|NP_001042382.1| 7e-38  Os01g0213400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11520.1 2e-39 RING-H2 finger protein ATL5I putative expressed		CCCATTTGTTTGTTTGTTTGTTGTATTTCGAGGAGGGCATAAGAAACTCATATGTTGTTA		20563		AT2G27940.1

		8313		CUST_20634_PI390587928		4.464184		4.6476254		4.5934734		5.647489		3.483431		3.7359734		1.4275376		3.9144185		3.0933716		2.4608955		1.5961102		5.697023		1.3104475		2.4201188		-1.123946		-3.4404671		0.39005947		1.2750778		-0.16857266		-1.7826045		NA		0.0023282014		NA		0.005413892		U35_44k_v1_8313		LOC_Os05g32270.1		gb|EAZ34170.1| e-110  hypothetical protein OsJ_017653 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g32270.1 1e-106 AP2 domain transcription factor putative expressed		CAAAAGCAGAAGAGGTTGCTGATGAAATCCGTGCTATTGAAGGTTCAGTGCAACTGACTG		22456		AT2G41710.1

		29429		CUST_39727_PI390587928		2.0190945		1.3681641		1.3554311		1.3557924		3.369667		1.8166934		1.3966298		1.3559183		4.439344		3.5937564		1.3477716		1.3419563		-2.0989633		-3.4272776		1.0344459		1.0097247		-1.0696769		-1.777063		0.048858166		0.01396203		NA		0.034939174		NA		NA		U35_44k_v1_29429		-		gb|EAY81820.1| 6e-27  hypothetical protein OsI_035779 [Oryza sativa (indica cultivar-group)]		LOC_Os11g45220.1 1e-28 IWS1-like protein A putative expressed		TTGACTTACTAACATCCTTCTTGCGTGCAAACCGCATGAGTTTGTATATGGTTCTTTTTT		28706		0

		24122		CUST_14287_PI390587928		10.044217		9.026666		8.863002		9.473056		10.41951		8.964761		10.6498995		8.91945		11.260451		10.4557085		9.493015		8.554915		-1.7912186		-2.8107355		2.2297535		1.287466		-0.8409414		-1.4909477		1.1568842		0.36453438		NA		NA		0.010508011		NA		U35_44k_v1_24122		LOC_Os01g03740.1		ref|NP_001041909.1| e-113  Os01g0128100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03740.1 1e-114 nuclease PA3 putative expressed		GCGAGTGGGTGTTGTTCATTTTTCTATGGAAATAAAATGGATAGATCTTGGGACAAAAAA		28865		AT1G68290.1

		44024		CUST_255_PI390587928		6.799253		7.7304745		5.782129		4.96263		8.150584		8.484063		8.478139		9.570187		7.50885		8.710911		8.417823		6.569158		1.5602034		-1.1702751		1.0426942		8.005706		0.6417341		-0.22684765		0.060316086		3.0010285		NA		NA		NA		0.0030623898		U35_44k_v1_44024		LOC_Os08g01490.1		gb|EAZ41245.1| 5e-30  hypothetical protein OsJ_024728 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01490.1 8e-32 cytochrome P450 71C4 putative expressed		GTATGTATGGTTTTCCAGCTTTATCGAAAAATACTTTCGCCCCGTTTTATAGATGAAACA		41434		AT2G45560.1

		22307		CUST_13952_PI390587928		10.795783		11.324467		11.192535		9.440883		10.216468		10.906822		8.784424		7.507032		9.371206		9.916213		9.822383		8.749124		1.7965904		1.9870238		-2.053321		-2.3654122		0.8452616		0.99060917		-1.0379591		-1.2420917		NA		NA		NA		0.007053652		U35_44k_v1_22307		LOC_Os09g25290.1		gb|EAZ09125.1| 2e-48  hypothetical protein OsI_030357 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25290.1 5e-50 DNA-3-methyladenine glycosylase I putative expressed		CCCGGATATTGTAAAGTTGAGAGATTGTTCTCTGATTGATTGATCTATATATACACACAG		16474		AT1G75090.1

		11320		CUST_2986_PI390587928		3.3597612		1.8983701		2.267799		1.900762		2.874794		1.8844374		4.4854655		5.1903076		3.6912515		1.484059		2.3809488		1.5994824		-1.7610765		1.3198541		4.3005366		12.048862		-0.8164575		0.40037847		2.1045167		3.590825		NA		NA		NA		0.0043609347		U35_44k_v1_11320		-		No hits found		No hits found		GTCTACGTGCAAATGCACGTCTTGATTAATGCGTACAAACGTGTTGTTTTATGTTAATTT		None		0

		15620		CUST_16339_PI390587928		13.289101		13.097039		12.70329		13.998792		14.4743		15.36449		16.786018		15.53315		15.032689		15.731538		16.110744		14.030106		-1.4726236		-1.2897114		1.5968999		2.8344016		-0.5583887		-0.36704826		0.6752739		1.5030441		NA		NA		NA		0.0043609347		U35_44k_v1_15620		LOC_Os04g41680.1		gb|AAD28733.1|AF112966_1 e-124  chitinase IV precursor [Triticum aestivum]		LOC_Os04g41680.1 9e-97 endochitinase A precursor putative expressed		CGGGGATCTCTATACATTCTCCGCATGTAATTTGGATTTCTGTATTAAGATATAGGTAAT		4326		AT3G54420.1

		42643		CUST_33006_PI390587928		7.759584		7.6519256		7.9648976		8.149371		7.8320756		7.5839868		7.2589574		7.090945		7.7241464		7.290053		7.521353		8.202676		1.0776802		1.2259786		-1.1994686		-2.161048		0.10792923		0.29393387		-0.26239538		-1.111731		NA		0.028801603		NA		0.00333255		U35_44k_v1_42643		-		No hits found		No hits found		TTCAGTTGTGAGATGTAAATAATAATTCAGCACTGCTAGAACTGTCCATGGTCATGCAAA		38433		0

		22743		CUST_23117_PI390587928		1.571545		1.3716186		1.362188		1.3537884		1.319673		2.8882167		4.107721		3.2885265		1.5919672		2.6709957		3.0586128		1.5032048		-1.207727		1.1624922		2.06925		3.4469533		-0.27229428		0.21722102		1.049108		1.7853217		NA		NA		1.68E-04		0.0073455228		U35_44k_v1_22743		-		ref|NP_001054072.1| e-100  Os04g0647900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g55420.1 1e-101 protein binding protein putative expressed		TTTCGATGTTTCTCGTAATAATTTATCTGGAGTTGTGCCATCTTCATTGTGCAACATTGG		18368		AT1G58190.1

		12762		CUST_35038_PI390587928		1.3526236		1.4639379		1.3917894		1.3677677		3.4247262		4.874514		4.8206544		6.1602063		1.3308424		1.3223448		1.3545245		1.3364058		4.268958		11.73031		11.051189		28.321005		2.093884		3.5521693		3.4661298		4.8238006		NA		0.004310937		6.57E-04		1.04E-04		U35_44k_v1_12762		-		ref|XP_001550502.1| 2e-28  hypothetical protein BC1G_10461 [Botryotinia fuckeliana B05.10]		No hits found		ATTTTACTAGTGACGAATCTGATACTGAGTCCATCAAAGAAACAATCGATGCCATGGTTT		25219		0

		45047		CUST_10118_PI390587928		8.183675		9.259802		9.685653		8.69526		9.6363535		9.930299		10.746606		12.088482		10.305748		10.165822		10.105687		9.200234		-1.5904053		-1.1773336		1.5593219		7.4037056		-0.6693945		-0.23552322		0.64091873		2.8882475		NA		NA		NA		0.0040851147		U35_44k_v1_45047		-		gb|EAZ43098.1| 3e-05  hypothetical protein OsJ_026581 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37444.6 4e-07 signal recognition particle receptor alpha subunit putative expressed		GGAGGGCCGGTCCGCCTTCGCCGGCTTCACCCACGGACCGTATGCGCTGCGGTGGGCCTA		43425		0

		3183		CUST_38437_PI390587928		10.3543005		10.758152		11.808064		11.110615		10.308449		10.509102		10.485698		9.648593		10.387737		10.184177		11.080036		10.9182205		-1.0564969		1.2525989		-1.50978		-2.410993		-0.07928848		0.32492447		-0.5943384		-1.2696276		NA		NA		0.0033550493		0.0060343808		U35_44k_v1_3183		LOC_Os01g66350.1		dbj|BAD82242.1| 0.0  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g66350.1 0.0 expressed protein		GTACATACTAGTACCTGCTTGTTGTAATAATCGGAAGCGTTTCGCTGTTGAGTTAAAAAA		8046		AT5G49820.1

		17616		CUST_31668_PI390587928		9.099109		9.863144		8.817529		7.8806725		9.563514		9.509155		11.459533		14.412957		9.493682		8.777694		11.047923		6.9867587		1.0495943		1.6603203		1.3301691		171.9921		0.06983185		0.7314615		0.41160965		7.4261985		NA		NA		NA		2.01E-04		U35_44k_v1_17616		LOC_Os08g02230.1		gb|EAZ41305.1| 0.0  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 0.0 FAD binding domain containing protein putative expressed		GTATCGATCTCTACTGGTAGTAAGTTTGTTTGATTGATCCGAGCTACTTTATGTTATCTT		9320		AT2G46750.1

		45844		CUST_202_PI390587928		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		1.0241767		1.3171763		-1.0374241		5.258542		0.034464598		0.39744854		-0.053005695		2.3946629		NA		NA		NA		0.005056995		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		AAGGAAAGTGTTAACGCGAGTGTTTCTGTCACATACAAGTTGTTACGGTCCCGGTATGAA		45179		0

		48101		CUST_26131_PI390587928		6.074899		5.384804		5.2014785		4.990867		6.959536		6.496916		8.816169		7.647322		6.994593		7.1533856		8.92068		5.646212		-1.0245974		-1.576221		-1.0751301		4.003079		-0.035057068		-0.6564698		-0.10451126		2.00111		NA		NA		NA		9.56E-04		U35_44k_v1_48101		-		No hits found		No hits found		TTGGCAAATCTCATATTATTATGATAACTCAAAGCGGTGCACAGGCTCGTCTACATTCGG		None		0

		46877		CUST_36478_PI390587928		6.972836		7.090943		7.0396056		6.1095157		6.541967		6.4082236		4.2674994		3.8476238		6.463991		6.249935		5.088716		6.038054		1.055536		1.1159625		-1.7668953		-4.5644155		0.07797575		0.15828848		-0.8212166		-2.1904302		NA		NA		NA		0.005225412		U35_44k_v1_46877		-		No hits found		No hits found		CATGGTGTGAGCAAAGACTTATTGCAAGTTGTCAAATGTTAATTGTATTGTGTGATGATG		47514		0

		46350		CUST_8281_PI390587928		5.773352		6.1989846		6.573793		5.8305473		5.278257		5.645084		6.1215		5.638045		5.443287		5.4039016		5.0978985		5.34042		-1.1211894		1.1819609		2.0329878		1.2291194		-0.16503		0.24118233		1.0236015		0.29762506		NA		NA		0.004999953		NA		U35_44k_v1_46350		LOC_Os01g54784.1		ref|NP_001044258.1| 1e-14  Os01g0751300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g54784.1 2e-16 expressed protein		AGTATTCCTTGCATATTGTGTATCTACCGGCATCGCTACTTGTGAGAGATGGGTTTGGTG		46340		0

		47213		CUST_12969_PI390587928		5.427784		5.237922		5.579628		5.814865		4.604691		4.7692556		4.119784		4.2331734		4.3620543		4.418777		4.4037547		5.6492896		1.183153		1.2749835		-1.2175415		-2.6686614		0.24263668		0.35047865		-0.28397083		-1.4161162		NA		NA		NA		0.02772739		U35_44k_v1_47213		LOC_Os08g33076.1		gb|EAZ42800.1| 3e-08  hypothetical protein OsJ_026283 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33076.1 6e-10 myrosinase precursor putative expressed		GGTGTAGGATGCCTGACCTTCTAATTTCTAATACTAACTTATCATATACTGTATACACTC		34419		0

		50732		CUST_12660_PI390587928		9.534739		9.426201		8.725518		8.547505		8.895107		8.238236		6.015781		6.853006		8.725177		8.52164		6.918831		8.092537		1.1250043		-1.2170626		-1.8700151		-2.3612177		0.16993046		-0.2834034		-0.90304995		-1.239531		NA		NA		NA		0.007326881		U35_44k_v1_50732		LOC_Os03g15920.2		ref|NP_001049653.1| 3e-38  Os03g0265900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15920.1 6e-40 expressed protein		TGTGGAACTGAATGAAGTGCAGGGCATATCCAGTAATAAATCCCAAGTTTGTTCCCTTTT		5410		AT4G37300.1

		23337		CUST_20758_PI390587928		5.193805		5.7239223		5.5543838		6.505998		4.023903		3.7805526		1.6525626		4.3034005		3.6274521		3.3530178		1.6325408		6.6294136		1.3162657		1.3449335		1.0139748		-5.014178		0.39645076		0.42753482		0.020021796		-2.326013		NA		NA		NA		5.00E-04		U35_44k_v1_23337		LOC_Os05g32270.2		gb|ABY55158.1| 1e-32  AP2/EREBP-like protein [Oryza sativa Indica Group]		LOC_Os05g32270.2 3e-34 AP2 domain transcription factor putative expressed		CTTAGTTGTTTATCTTGTGCAAATATTTGGACGAGTTAAAGAAGCGTTGTTTTGCCTCAA		22244		0

		24257		CUST_26578_PI390587928		10.29358		9.951501		12.129532		12.168541		9.52003		9.337765		9.784157		10.615842		8.704274		9.077979		10.754209		12.007304		1.76022		1.1973008		-1.9589108		-2.6234446		0.81575584		0.25978565		-0.97005177		-1.3914623		NA		NA		NA		0.0062421723		U35_44k_v1_24257		LOC_Os04g36720.1		gb|EAY94278.1| 1e-75  hypothetical protein OsI_015511 [Oryza sativa (indica cultivar-group)]		LOC_Os04g36720.1 2e-77 ferric reductase-like transmembrane component putative expressed		CATGTAAACAAAAAGGATCTTGGCCTATAGGCTATGAGGGATACAGATTTCAACTAAAAA		19438		AT5G49730.1

		16769		CUST_4131_PI390587928		10.454545		10.154938		9.4627075		10.942203		10.83612		10.850104		12.243514		12.87524		11.27003		11.4233885		11.071767		10.835576		-1.3508902		-1.4879068		2.2528436		4.1114984		-0.43391037		-0.57328415		1.1717472		2.0396643		NA		NA		NA		0.0032026672		U35_44k_v1_16769		LOC_Os12g43640.1		gb|EAY84008.1| 6e-85  hypothetical protein OsI_037967 [Oryza sativa (indica cultivar-group)]		LOC_Os12g43640.1 1e-86 receptor-like protein kinase 5 precursor putative expressed		ACCCAACCAATCTTGTGTTTGTGTACGTACAGAAGTTAATTAGAGTGGAATTCCAAAAAA		16992		AT1G09970.1

		16554		CUST_19750_PI390587928		10.080518		10.371572		9.6086645		10.501174		10.334874		11.766002		13.146327		12.495126		11.216769		12.187528		12.090087		9.998329		-1.8427943		-1.3393434		2.079505		5.6443076		-0.88189507		-0.42152596		1.0562401		2.4967966		NA		NA		5.05E-04		0.004202661		U35_44k_v1_16554		LOC_Os01g72080.1		gb|EAY77223.1| 1e-29  hypothetical protein OsI_005070 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72080.1 4e-31 calmodulin-like protein 1 putative expressed		GATCCTACTCCGGCCAGCTACTGCTAATATAAGCACTATTGTTTTTATTTAATTAAGTCA		5761		0

		19372		CUST_15884_PI390587928		6.260916		6.1961102		7.113051		6.8595314		5.529427		5.840363		5.599797		5.4632125		5.2999187		5.3485146		6.3956585		6.521299		1.1724354		1.4062455		-1.736114		-2.0821679		0.2295084		0.49184847		-0.7958617		-1.0580864		NA		NA		NA		0.0028005836		U35_44k_v1_19372		LOC_Os06g11980.1		gb|EAZ00205.1| 3e-34  hypothetical protein OsI_021437 [Oryza sativa (indica cultivar-group)]		LOC_Os06g11980.1 5e-36 expressed protein		CCCTTTGCTGAACTTTTAAAGTGTTGTTTGTGTTCTGTAGAATCTTGACAGAGTAGATAT		12525		AT1G78020.1

		21213		CUST_21407_PI390587928		8.418567		9.417771		10.573687		9.251835		8.362918		9.221202		9.726318		8.166679		8.118573		8.85793		9.781673		9.225255		1.1845546		1.2863398		-1.0391148		-2.082874		0.24434471		0.3632717		-0.055355072		-1.0585756		NA		NA		NA		0.0039061804		U35_44k_v1_21213		-		ref|NP_001046718.1| 1e-15  Os02g0329800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g22380.1 3e-17 glycosyltransferase putative expressed		GTTGCGCACGCATTATTTTGCAGTCTGTGCTAGAACTGTCCGGTGACATAAATTTTTTGG		12289		0

		776		CUST_6608_PI390587928		7.2989635		7.5394173		6.602238		7.2558846		8.07555		9.556455		12.151848		11.039136		9.086792		11.97169		11.922002		10.783577		-2.0156455		-5.3340654		1.1727097		1.1937982		-1.0112419		-2.4152355		0.229846		0.25555897		NA		0.00425538		NA		NA		U35_44k_v1_776		LOC_Os06g36180.1		ref|NP_001057853.1| e-129  Os06g0556000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36180.1 1e-131 amino acid transporter putative expressed		GTGTGATTGATATTTTTAGATGAATGTGGAAAATCTGGTGGGAAACCTTTGGTTGGAAAA		14547		AT5G49630.1

		3469		CUST_31018_PI390587928		11.821031		11.952927		11.328061		11.536096		12.417278		12.963647		12.905519		12.288644		12.718209		13.118362		12.431832		11.286122		-1.2319391		-1.1132021		1.388653		2.0034986		-0.30093098		-0.15471554		0.47368622		1.0025215		NA		NA		4.76E-04		0.023782864		U35_44k_v1_3469		LOC_Os08g41470.2		ref|NP_001062298.1| 4e-56  Os08g0526400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g41470.2 6e-58 expressed protein		TTGTAGTTCAATACTGGGTGCCGCATTTTTGTTACTCGTGTAATGAGTTTTGGGCATTTT		9110		AT3G25070.1

		19343		CUST_37722_PI390587928		7.774572		7.1381125		7.320198		6.7332478		8.120156		7.813235		9.645886		8.908355		8.855842		8.62575		9.397671		7.008818		-1.6651883		-1.7562702		1.1877372		3.7309334		-0.73568535		-0.8125148		0.24821568		1.8995366		NA		NA		NA		5.82E-04		U35_44k_v1_19343		LOC_Os05g09500.1		sp|Q1WM16|HXK7_ORYSJ 0.0  Hexokinase-7 (Hexokinase-6)		LOC_Os05g09500.1 0.0 hexokinase-1 putative expressed		GCCACCGGATAATATGACCTCGTCTTGTGTTATGTTTCTTGTGAATAAATGGAAAATATT		12296		AT4G29130.1

		18101		CUST_14363_PI390587928		12.755989		12.610679		11.855651		12.541186		12.722064		12.939682		13.325115		13.084114		13.214196		13.37801		12.764621		11.789142		-1.406522		-1.3550328		1.4747746		2.453723		-0.4921322		-0.4383278		0.5604944		1.2949724		NA		NA		NA		0.021628277		U35_44k_v1_18101		LOC_Os01g08380.1		emb|CAO77317.1| 1e-66  putative acyl transferase 6 [Triticum aestivum]		LOC_Os01g08380.1 2e-58 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		GCCACCAACTAACTAATCCTTCGTGGAATGTAAGAATCATTTGTGACATGTTATTATACT		11701		AT3G62160.1

		14900		CUST_35676_PI390587928		10.398763		10.386444		9.770847		5.6856103		9.794929		10.437428		7.7450233		4.5953617		10.164157		10.842198		9.735089		4.875437		-1.2916617		-1.3238777		-3.9725518		-1.2142581		-0.36922836		-0.4047699		-1.990066		-0.28007507		NA		NA		0.0012361475		NA		U35_44k_v1_14900		LOC_Os10g05970.1		gb|EAY77717.1| 1e-38  hypothetical protein OsI_031676 [Oryza sativa (indica cultivar-group)]		LOC_Os10g05970.1 2e-40 proline-rich protein putative expressed		GGTGTGTTGCTTTATCAAGATTTTGTAACTTCGGTGTGTTTTCTCGTACAAGAGATATTT		704		0

		18991		CUST_26462_PI390587928		9.202416		7.99433		7.229568		8.054428		8.792704		7.330654		4.160502		7.269745		8.141986		6.88275		5.681135		8.146968		1.569949		1.3640572		-2.8691695		-1.8368362		0.65071774		0.4479041		-1.5206332		-0.877223		NA		NA		9.81E-04		0.021358138		U35_44k_v1_18991		LOC_Os02g03670.2		gb|EAZ21606.1| 1e-31  hypothetical protein OsJ_005089 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03670.2 2e-33 expressed protein		TTGGTTTGTAGGAGTACATTCTTTTGTCCATACCAGCATCTGCATTTGGATAAAATGCAG		17968		AT5G48790.1

		46517		CUST_38093_PI390587928		1.7099257		1.4207133		1.4318737		1.3891968		3.7268512		1.9763218		4.140902		6.205992		1.3540643		1.3405129		1.374195		1.3584571		5.179407		1.5538088		6.805527		28.790783		2.372787		0.63580894		2.766707		4.847535		NA		NA		0.004684353		7.63E-04		U35_44k_v1_46517		LOC_Os04g47250.1		gb|AAG17470.1|AF123610_9 1e-15  cytochrome P450 [Triticum aestivum]		LOC_Os04g47250.1 2e-16 cytochrome P450 86A2 putative expressed		TAGCCACCAGTGGAGTGCATACACGCACGTACACTTGCAGAGCCTGAGCTTGCTTGGGAA		46733		0

		5850		CUST_39240_PI390587928		12.199901		12.158414		12.281296		12.918897		13.208588		13.92789		14.536279		13.722988		13.517169		13.780463		14.247398		12.676041		-1.2384893		1.1075921		1.2216917		2.0661535		-0.30858135		0.1474266		0.28888035		1.0469475		NA		NA		NA		0.028613089		U35_44k_v1_5850		LOC_Os12g41540.1		ref|NP_001067239.1| 2e-73  Os12g0608900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41530.1 4e-75 protein kinase putative		CCTGATCTTGGCCTTTAGGATCGTTTCAGAAATTTCCAAGTATTAATGAATATCACTTTG		24190		AT5G10530.1

		16957		CUST_30030_PI390587928		8.743154		9.846537		9.959529		9.935685		8.233726		9.318204		8.647911		8.604077		7.7182927		8.781514		8.719897		9.870055		1.429423		1.4506402		-1.0511628		-2.4049015		0.51543283		0.53668976		-0.0719862		-1.2659779		NA		NA		NA		0.004396604		U35_44k_v1_16957		LOC_Os04g33500.3		dbj|BAF79635.1| 0.0  protein kinase [Triticum aestivum]		LOC_Os04g33500.3 0.0 protein kinase KIPK putative expressed		TAAGGTCGGGTGTTGTGCCTGTAACTTTATTCCTTGTTAATACCATCAGATATCAGATGA		9773		AT2G36350.1

		48935		CUST_34828_PI390587928		8.44638		8.721473		8.366142		8.864594		8.231781		9.693506		10.89856		10.491718		8.887073		9.955964		9.988776		8.382496		-1.5749342		-1.1995205		1.8787633		4.3145866		-0.65529156		-0.26245785		0.90978336		2.1092224		NA		NA		5.28E-04		0.0044089924		U35_44k_v1_48935		LOC_Os01g31370.1		ref|NP_001043125.1| 1e-14  Os01g0498300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g31370.1 2e-16 glycosyltransferase putative expressed		AGGTGAGCGAGATTGGTGATTGCCCCTAGTTATTAGCATGTGCAAGAAATTATTAAAAAA		None		0

		45790		CUST_29410_PI390587928		10.836709		10.029338		10.068806		9.663716		11.035645		10.11644		11.458221		11.069557		11.740634		10.864532		11.189487		9.852246		-1.6301327		-1.6795708		1.2047502		2.3251293		-0.70498943		-0.74809265		0.26873398		1.2173109		NA		NA		NA		0.0019378323		U35_44k_v1_45790		LOC_Os04g45970.1		gb|EAZ31510.1| 5e-37  hypothetical protein OsJ_014993 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45970.1 1e-38 glutamate dehydrogenase 2 putative expressed		TAAGTTGCCGGCATGGGAGGAGTCCAATTGAAATAATTTTCGGTGTACATGACAGATGAT		45086		AT5G07440.2

		7374		CUST_21330_PI390587928		5.955612		6.3691716		5.4000545		5.694237		10.532937		10.728114		11.830592		9.545146		11.182109		11.809455		11.274796		5.757624		-1.5682677		-2.1160016		1.4699801		13.808855		-0.6491718		-1.0813408		0.5557966		3.7875218		NA		NA		NA		0.00614267		U35_44k_v1_7374		LOC_Os09g39940.1		ref|NP_001064000.1| 6e-37  Os09g0572700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39940.1 1e-38 blue copper protein precursor putative expressed		CGAGTATACGTGTGTATACTCGACTAATTGGATATGCGACCTTGATCTTTTTTATATACA		17759		AT2G31050.1

		30659		CUST_13511_PI390587928		1.3680438		1.4255219		1.4324908		1.3889271		1.337821		1.3337789		5.913887		2.3504677		1.3547001		1.3410363		1.4205784		1.3586584		-1.0117683		-1.0050431		22.52271		1.9886774		-0.016879082		-0.0072574615		4.4933085		0.99180925		NA		NA		4.55E-05		NA		U35_44k_v1_30659		-		No hits found		LOC_Os05g40060.1 6e-06 OsWRKY48 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GTAAATTTGTGAGGGGTGTATTTCTTCTACAGGAGCGTGAAAGCAAGTGTGGTTAAAAAA		30673		0

		28654		CUST_1203_PI390587928		7.438595		7.483616		7.839154		8.055405		8.321834		9.010345		9.856606		9.111636		8.726184		8.9454		9.251205		7.685514		-1.3234928		1.0460452		1.5214006		2.6872344		-0.40435028		0.06494522		0.6054001		1.4261222		NA		NA		7.74E-04		0.027173178		U35_44k_v1_28654		LOC_Os12g41530.1		ref|NP_001067236.1| 1e-14  Os12g0608500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41490.1 2e-16 receptor-like protein kinase homolog RK20-1 putative expressed		TACATGGAAAAACTGACGAAAGAGGTGGACTACTTCCACGGCAAAAGCATACGCCAAGAT		27645		0

		21907		CUST_39946_PI390587928		1.858457		2.0182285		1.9719054		1.4705983		3.8777077		4.74465		6.9757824		8.517773		5.113404		6.3529396		6.4428887		1.9005904		-2.3549495		-3.0489018		1.4468282		98.16809		-1.2356961		-1.6082897		0.53289366		6.6171823		NA		NA		NA		2.39E-04		U35_44k_v1_21907		LOC_Os06g15600.1		gb|EAZ00445.1| 1e-37  hypothetical protein OsI_021677 [Oryza sativa (indica cultivar-group)]		LOC_Os06g15600.1 3e-38 chemocyanin precursor putative		GTGAAAGCTAAGCGCTTGATCAATTTACCGGAATAATATGCGGACCGTATGGTTGATGTC		16272		AT2G02850.1

		20905		CUST_12260_PI390587928		4.706562		4.3889527		5.6870537		6.254065		3.7669353		3.4517148		3.991882		4.4684715		3.7611446		3.4719229		4.3018146		6.1730113		1.0040219		-1.0141058		-1.2396497		-3.2592494		0.0057907104		-0.02020812		-0.30993247		-1.7045398		NA		NA		NA		0.0037179247		U35_44k_v1_20905		LOC_Os04g35500.1		gb|EAY94193.1| 2e-10  hypothetical protein OsI_015426 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35500.1 4e-12 ZF-HD homeobox protein putative expressed		GATTAATGCCGCATTAATTTGCTCCTGGCAGTAGAGTGCGTCGGGATTTGTGCCAAAAAA		19858		0

		28374		CUST_13489_PI390587928		4.342318		5.3818974		5.5834517		4.629763		3.936351		3.8487244		4.8836102		4.6579895		3.7633493		3.5440845		3.404154		3.5873735		1.1274018		1.2351103		2.788436		2.1003299		0.17300177		0.30463982		1.4794562		1.070616		NA		NA		0.010663802		NA		U35_44k_v1_28374		LOC_Os03g11140.4		gb|ABF94583.1| 1e-60  RhoGAP domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11140.4 3e-62 rho GTPase activator putative expressed		ATGTGAAATTGATAAAGACTTCAGTATGGCTGGGGATGGTTCATTCCAGCTGCTTCAAGC		27205		AT4G24580.1

		27724		CUST_21530_PI390587928		3.8949811		1.958674		2.608467		1.6163582		5.4250927		4.4202876		8.313283		7.4215064		5.9382424		6.567202		7.760633		3.2632406		-1.4271626		-4.428796		1.4667774		17.855122		-0.51314974		-2.1469145		0.55265		4.158266		NA		NA		NA		4.00E-04		U35_44k_v1_27724		-		No hits found		No hits found		GATCCTTTTATTCAGCCATCGTAACAAACGTGCAGAGAGACTTGCTCTGGCTCCAAAAAA		51277		0

		5419		CUST_21493_PI390587928		10.77982		10.7964525		9.94357		10.523749		10.352162		11.389583		11.672635		11.575641		10.858289		11.451251		10.888458		10.123786		-1.4202318		-1.043672		1.7221094		2.735595		-0.5061264		-0.061668396		0.7841768		1.4518547		NA		NA		6.57E-04		0.015513042		U35_44k_v1_5419		LOC_Os02g04130.1		gb|EAY84374.1| 7e-31  hypothetical protein OsI_005607 [Oryza sativa (indica cultivar-group)]		LOC_Os02g04130.1 1e-32 expressed protein		ATTGTAAATATAAAAGTGGATGGATCCCGCGCTCTTTCTTGACCCCGAACTCGTCAAACC		12783		0

		43183		CUST_12445_PI390587928		7.2950273		6.267624		7.7965827		7.734328		8.339233		7.2979302		10.847295		10.287898		8.071148		8.476449		10.581605		9.420448		1.2042087		-2.2634428		1.2022108		1.824435		0.26808548		-1.1785188		0.26568985		0.86744976		NA		0.014024795		NA		0.0021168715		U35_44k_v1_43183		LOC_Os01g70860.1		gb|EAY77124.1| 4e-28  hypothetical protein OsI_004971 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70860.1 1e-29 esterase PIR7A putative expressed		CTAGGGCTGTTTGGTTTGAAAATAAAGTTTCATCAGTAAAGGACAAGAGTGTTAGTTCAA		39560		AT4G37150.1

		5757		CUST_11268_PI390587928		3.7634556		3.215438		1.4979135		3.4763365		2.6444242		3.8770525		9.010684		8.390584		2.9895372		3.5186386		8.35495		5.978369		-1.2702506		1.2820157		1.5754174		5.3229084		-0.34511304		0.35841393		0.65573406		2.4122148		NA		NA		NA		0.0023835283		U35_44k_v1_5757		LOC_Os09g20090.1		ref|NP_001063005.1| 9e-91  Os09g0365900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20090.1 2e-92 L-ascorbate oxidase precursor putative expressed		GGCCTAAGGCATATGCTCATATCCTTTTCATTATCTTTGATATTACAACACATTTTCCAG		14651		AT4G39830.1

		15641		CUST_31906_PI390587928		16.817081		16.313482		17.410143		17.018326		16.551443		16.32696		16.172655		15.414043		16.34556		16.082685		16.592148		16.565706		1.1533921		1.1844966		-1.3374572		-2.221698		0.20588303		0.24427414		-0.41949272		-1.1516628		NA		NA		NA		0.00291421		U35_44k_v1_15641		LOC_Os11g32650.1		gb|AAQ19319.1| 4e-82  chalcone synthase [Thinopyrum ponticum]		LOC_Os11g32650.1 2e-79 chalcone synthase putative expressed		CGAAAAGATTGGCTGTTCAATTTGAACCTTATGTGGTTGGAAAACAAATGGTGATTTTTC		7356		AT5G13930.1

		18459		CUST_24183_PI390587928		5.7533097		5.258056		3.7739496		3.1690023		7.015703		7.5696845		7.9324546		6.154898		6.9892197		7.558658		7.3455567		2.3234766		1.0185266		1.0076722		1.5020136		14.235503		0.026483536		0.011026382		0.58689785		3.8314216		NA		NA		NA		0.012257771		U35_44k_v1_18459		LOC_Os08g04560.1		dbj|BAD11769.1| 5e-36  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 1e-26 aromatic-L-amino-acid decarboxylase putative expressed		CCAAAGAAATTAAGTCTAGAGTGTAAAAGGGCTTATAGCCTTATACTGAATAAACACGAG		23667		AT4G28680.2

		48750		CUST_42213_PI390587928		1.3590597		1.398037		1.3687019		1.3787832		1.4276371		4.8283687		8.621639		7.1980996		2.2007966		5.2762637		7.703092		3.1073167		-1.7090085		-1.3640486		1.8902109		17.03917		-0.7731595		-0.44789505		0.91854715		4.090783		NA		NA		5.32E-05		9.59E-04		U35_44k_v1_48750		LOC_Os01g23580.1		gb|EAZ11737.1| 1e-43  hypothetical protein OsJ_001562 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23580.1 2e-45 pyrophosphate-energized vacuolar membrane proton pump putative expressed		CCCTTGTGACATTATCGCTTAATTAGTACGTATAATGCTGAGTTTACTGGTTTTCAAGAA		555		AT1G15690.1

		49130		CUST_41657_PI390587928		12.42348		12.338829		11.586371		11.855868		12.212462		13.16328		12.191033		12.971042		12.402114		13.025661		12.205605		11.504079		-1.1404881		1.1000873		-1.0101511		2.764393		-0.18965149		0.13761806		-0.01457119		1.4669628		NA		NA		NA		0.006353033		U35_44k_v1_49130		-		No hits found		No hits found		CCAGGGCGTTCTTTAATTAATCTGTCGTTACTACGATAAATTCATTCGTTCATTCGTTTT		None		0

		43084		CUST_24821_PI390587928		7.7671895		7.1769886		6.1128163		5.8286667		8.540889		7.633957		8.922543		7.279363		8.954067		8.259291		7.811703		5.705408		-1.3316163		-1.5425677		2.1597126		2.977198		-0.41317844		-0.6253338		1.1108394		1.573955		NA		NA		0.0015037266		0.033798054		U35_44k_v1_43084		LOC_Os01g50160.1		gb|EAY75483.1| e-102  hypothetical protein OsI_003330 [Oryza sativa (indica cultivar-group)]		LOC_Os01g50160.1 1e-103 multidrug resistance protein 8 putative expressed		CTCTTCAATGATACAATCCGTGCCAACATAGCCTATGGTAAGGATGGGGAACTTACTGAG		39300		AT4G18050.1

		38571		CUST_33142_PI390587928		11.484009		10.07954		10.389375		9.532953		11.373136		9.339173		8.654081		9.211881		10.870575		9.310784		9.69899		9.50882		1.4167259		1.0198727		-2.0632355		-1.2285349		0.5025606		0.028388977		-1.0449085		-0.2969389		NA		NA		0.008970874		NA		U35_44k_v1_38571		LOC_Os03g20370.1		ref|NP_850097.1| 3e-41  CAM2 (CALMODULIN-2); calcium ion binding [Arabidopsis thaliana]		LOC_Os01g17190.1 1e-40 calmodulin putative expressed		TATGATGGTGATCGAAAGGAATAACAGCGTGTCGCTGATGCTTTGCCTGCTGTCAAAAAA		1339		AT2G27030.3

		41361		CUST_2668_PI390587928		2.0602715		1.5021378		2.3434181		1.7928432		2.0748684		1.5964969		1.7168021		1.8386344		4.190136		5.531149		5.7392387		4.5589356		-4.3327036		-15.291434		-16.250774		-6.5901036		-2.1152675		-3.9346519		-4.0224366		-2.7203012		NA		0.0013372485		0.00960563		0.01029172		U35_44k_v1_41361		-		No hits found		No hits found		TCACTGTTCCGAATGAAGGAATTGTTATAAAGGCACGCCCCCTAAATCCCGTACCAATAC		None		0

		15271		CUST_10494_PI390587928		11.2578535		10.825421		9.652912		9.85482		12.894643		12.723777		16.014273		14.161561		13.70679		14.211976		15.490323		11.166169		-1.7558227		-2.8053858		1.4378864		7.974488		-0.81214714		-1.4881992		0.5239496		2.9953918		NA		NA		NA		0.0010789405		U35_44k_v1_15271		LOC_Os06g08023.1		gb|AAP95024.1| 4e-85  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 7e-84 flavonol synthase/flavanone 3-hydroxylase putative expressed		ATATAATGGAGATTTTGAGCAATGGGTTTTTCAAGAGCCTGGTGCATAGGGTTGTCACCA		4274		AT1G49390.1

		46817		CUST_867_PI390587928		6.247862		5.930041		4.2776113		4.7027516		6.1451077		6.1964974		6.090265		5.3784084		6.422178		7.29352		5.978454		4.907831		-1.2117314		-2.1391275		1.0805836		1.3856637		-0.27707005		-1.0970225		0.111810684		0.47057724		NA		0.026108176		NA		NA		U35_44k_v1_46817		-		No hits found		No hits found		CAAGAAGTTTGTCCAGTAATCAGTTCGTCAAACAATAATTGAGTGAGCATTATTCTCTGT		47392		0

		3208		CUST_18313_PI390587928		12.691276		12.199338		11.483249		11.262444		12.722569		12.387208		13.072764		13.018289		13.118335		13.135146		12.565057		10.99458		-1.3156404		-1.679391		1.4217892		4.0662766		-0.3957653		-0.74793816		0.5077076		2.0237083		NA		NA		NA		0.002235311		U35_44k_v1_3208		LOC_Os01g71090.1		emb|CAE46330.1| 4e-71  xylanase inhibitor [Hordeum vulgare]		LOC_Os01g71090.1 4e-33 xylanase inhibitor putative expressed		CGGGGGTGTATTCTTAGAGTACTGCATGTGATAAATAAGTTCTTTTGGACATTATAGATA		14679		AT1G03230.1

		10585		CUST_14588_PI390587928		10.071235		9.023542		7.5485687		9.489131		10.74677		11.045376		11.565053		11.572921		10.540885		10.978103		11.358037		10.074242		1.1533936		1.0477345		1.1542982		2.8258388		0.20588493		0.06727314		0.20701599		1.4986792		NA		NA		NA		0.013268515		U35_44k_v1_10585		LOC_Os10g04730.1		gb|EAY77642.1| 2e-94  hypothetical protein OsI_031601 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 1e-95 protein kinase putative expressed		TGATCGACCGACCATGTTGGATGTAATTGCAATGCTAAGCAACAAGACCATGATCCTACA		26828		AT4G21390.1

		5243		CUST_3707_PI390587928		10.122425		10.54506		8.807168		10.162838		9.809096		10.985527		10.988449		11.377568		10.04309		10.779758		9.859807		8.644859		-1.176086		1.1533006		2.1865284		6.6470256		-0.23399353		0.20576859		1.1286421		2.732709		NA		NA		NA		0.021086829		U35_44k_v1_5243		LOC_Os08g33110.1		gb|EAZ44662.1| 4e-05  hypothetical protein OsJ_028145 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33110.1 5e-04 hypothetical protein		CAGTCGACTTTTCTTCTTCCGTTGTAAATATACGAAAATTTAGTTCGTGCATCTACTCAA		11610		0

		10764		CUST_23123_PI390587928		1.3963047		1.3887029		1.4197744		1.4265608		1.4881935		2.0638714		3.9347198		1.9758269		1.543189		3.8811505		3.3764448		2.141819		-1.0388559		-3.5241592		1.4725075		-1.1219374		-0.054995537		-1.8172791		0.558275		-0.16599214		NA		0.006094507		NA		NA		U35_44k_v1_10764		-		No hits found		No hits found		TTTGTAACAAGCCGTGTGTACGTAACTTTTGGTGGCCGCAATAAAACATGAATCAAAACA		35174		0

		15186		CUST_26152_PI390587928		11.864064		12.171818		10.970637		11.513248		12.593759		12.824222		13.275424		13.054821		12.943721		13.052933		12.778554		11.608291		-1.2745273		-1.1717876		1.4111487		2.7255177		-0.34996223		-0.22871113		0.49687004		1.4465303		NA		NA		NA		0.006468038		U35_44k_v1_15186		LOC_Os06g39750.3		gb|EAZ01557.1| 0.0  hypothetical protein OsI_022789 [Oryza sativa (indica cultivar-group)]		LOC_Os06g39750.3 0.0 fatty acid elongase putative expressed		ATTTAGGTGGTACAGAGGGGTGTGATGTCGTGCTGTTCACTATTTATGCCATTGATCAGT		5663		AT2G26640.1

		5073		CUST_6135_PI390587928		6.988795		6.5686975		6.665952		6.781494		6.7090797		6.027554		5.8825073		5.6702156		6.7183456		6.418558		6.0370717		6.6935406		-1.0064433		-1.3113058		-1.1130855		-2.032598		-0.0092659		-0.3910041		-0.15456438		-1.023325		NA		NA		NA		0.0038374837		U35_44k_v1_5073		LOC_Os01g05140.1		ref|NP_001042006.1| 1e-05  Os01g0144700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g05140.1 3e-07 expressed protein		AAATCTCTTATGGGGGATCTTTATTACTGGCAATTGTGGCATGTGCAGACCCTGCTCTTG		11239		0

		1469		CUST_13681_PI390587928		7.9763465		6.1545887		6.918452		5.4710803		7.948726		5.1812935		11.060969		7.36845		8.05458		6.365355		10.1322775		5.1257715		-1.0761309		-2.2721555		1.9035492		4.73275		-0.10585356		-1.1840615		0.92869186		2.2426786		NA		NA		NA		0.009120584		U35_44k_v1_1469		LOC_Os03g18130.3		gb|EAY89583.1| 2e-56  hypothetical protein OsI_010816 [Oryza sativa (indica cultivar-group)]		LOC_Os03g18130.3 4e-58 asparagine synthetase putative expressed		GTCCGAGCATGTGGCGGGGGTGATGGATCGCCTGTAGAACAAGAACGTGAATCAAGTGAA		5164		AT3G47340.1

		14468		CUST_5104_PI390587928		11.990528		11.486888		11.385213		9.37701		11.44923		10.994255		8.789909		8.164341		11.29892		10.8868475		10.0055895		8.699506		1.1098083		1.0772907		-2.3225024		-1.4491078		0.15031052		0.10740757		-1.2156801		-0.53516483		NA		NA		0.002549795		NA		U35_44k_v1_14468		LOC_Os10g39840.1		gb|EAZ16868.1| e-120  hypothetical protein OsJ_031077 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39840.1 1e-120 xyloglucan endotransglucosylase/hydrolase protein 32 precursor putative expressed		TTGTGACACGTACTGTTATAAAGTACTTTTAGTAGATTGGCCGTGTGGACCTGTAAAAAA		1616		AT3G44990.1

		50847		CUST_25856_PI390587928		12.9535475		13.182365		14.32565		14.89268		11.805545		12.350545		12.063663		12.658914		10.685104		11.731654		12.135295		14.699211		2.1741335		1.535694		-1.0509051		-4.1133037		1.1204405		0.61889076		-0.071632385		-2.0402975		NA		NA		NA		3.84E-04		U35_44k_v1_50847		-		No hits found		No hits found		TTAGTCTGCACATAGGGTTTGGTCAAAGTCAAGCTTTGTAAAGTTGGTCTAAAATGATAT		40016		0

		45984		CUST_1444_PI390587928		2.4657094		2.185106		2.7588263		2.224848		1.4021019		1.5084876		6.233748		6.568543		1.4112602		1.5120754		1.4289795		1.7072936		-1.0063683		-1.00249		27.949848		29.065775		-0.009158373		-0.003587842		4.8047686		4.8612494		NA		NA		0.0035602697		8.65E-04		U35_44k_v1_45984		LOC_Os11g04020.1		ref|NP_001065681.1| 2e-32  Os11g0134900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04020.1 3e-34 major facilitator superfamily antiporter putative expressed		AAAGAACGAACAAGACATTGGTGTGTATGCCGGTCTTCTTGGTGCATCATACATGATCGG		45448		AT3G43790.2

		38733		CUST_22058_PI390587928		5.488687		7.134068		4.456494		6.4683785		5.0009027		8.011407		9.156306		8.23173		5.382567		8.40294		7.9170914		3.892725		-1.3028439		-1.3117864		2.3607004		20.23815		-0.38166428		-0.3915329		1.2392149		4.3390055		NA		NA		NA		0.003995171		U35_44k_v1_38733		LOC_Os12g05440.1		ref|NP_001066166.1| 6e-59  Os12g0150200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05440.1 8e-61 cytochrome P450 94A1 putative expressed		CTGTACATAGGGAAATTATAAGAGCAGAAATTAATGAGAAGGGAAGTCGTTTGTGACGAC		34640		AT2G27690.1

		37631		CUST_40135_PI390587928		7.5647736		7.567784		7.4113154		6.036409		9.011417		8.882744		9.02191		7.516701		9.665797		10.585789		9.1456375		6.4524093		-1.5739392		-3.2558742		-1.0895466		2.0911434		-0.65437984		-1.7030449		-0.1237278		1.064292		NA		0.0014555714		NA		0.0050663813		U35_44k_v1_37631		LOC_Os01g10960.1		ref|NP_001042351.1| 7e-23  Os01g0207600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g10960.1 2e-24 peptide-N4-asparagine amidase A putative		AGTTGGCGCTGTCACGGCCGCGCTACCGGCGGTCAATCTTCCATAGTTACTTTTAAAAAA		33571		0

		28229		CUST_28426_PI390587928		6.7270484		6.7632804		6.3261647		6.827619		7.4857306		7.430984		9.378641		6.8924117		7.1544976		6.126133		8.790749		6.6167808		1.2580881		2.4705822		1.5030495		1.2105234		0.33123302		1.304851		0.58789253		0.27563095		NA		0.04400414		NA		NA		U35_44k_v1_28229		-		gb|EAZ40358.1| 2e-34  hypothetical protein OsJ_023841 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38250.1 6e-36 protein kinase putative expressed		TAAAAAGACCACACGGTGCCTCGACGGAAATTGTTTGCAAGTTGCGAGAAAATTCTCCTA		26972		AT5G65600.1

		13049		CUST_28053_PI390587928		3.0800717		2.7516286		1.3153597		1.319403		1.3072863		1.3098421		3.6297524		5.9969754		1.2974682		1.2995123		2.1705987		1.3058287		1.0068285		1.0071858		2.7494702		25.833063		0.009818077		0.010329843		1.4591537		4.691147		NA		NA		NA		7.60E-04		U35_44k_v1_13049		LOC_Os11g16260.1		gb|EAZ19043.1| 2e-34  hypothetical protein OsJ_033252 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g42200.1 5e-36 laccase LAC2-1 putative expressed		GATTCTTCATTGTAGCGACGGATGATTCTTACTGCAAAGAGATCTCTATTGTAAAAGATT		40171		AT2G40370.1

		15360		CUST_31360_PI390587928		8.048236		7.1199565		6.585743		7.0181565		8.133403		6.6606746		5.122118		6.0222645		8.472466		7.0025215		5.397659		7.3109984		-1.2649354		-1.2673781		-1.2104478		-2.4431357		-0.33906364		-0.34184694		-0.27554083		-1.288734		NA		NA		NA		0.003995171		U35_44k_v1_15360		LOC_Os04g35570.2		ref|NP_001052849.1| 3e-37  Os04g0435700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35570.1 6e-39 HECT domain and RCC1-like domain-containing protein 2 putative expressed		GACAGACAACTGATGGTGCTTCGTGATGTTTTCAGCTAAAATTTGGGTGTCACCCTCTGA		3080		AT5G63860.1

		46946		CUST_33437_PI390587928		2.3466942		3.0130444		1.4182552		1.7258644		1.7296828		2.9097137		7.9179473		4.504186		1.6761541		2.6491187		6.4384265		2.2425184		1.0378002		1.1979728		2.7885609		4.795455		0.053528666		0.26059508		1.4795208		2.2616677		NA		NA		1.68E-04		0.008016532		U35_44k_v1_46946		-		gb|EAZ06573.1| 2e-10  hypothetical protein OsI_027805 [Oryza sativa (indica cultivar-group)]		LOC_Os06g38340.1 4e-09 receptor-like protein kinase precursor putative expressed		TGGGGTTCTTCAAAATTTTGTTCTACTGCTAATATTCCATCAAGAGGAATACCAATTCAG		47644		0

		50833		CUST_25900_PI390587928		6.6459928		7.2413535		6.1829886		5.907534		5.8691845		6.148695		3.532077		3.232274		5.6096096		5.086967		3.8119755		3.8413622		1.1971259		2.0874302		-1.2141094		-1.5252949		0.2595749		1.061728		-0.2798984		-0.6090882		NA		0.012098134		NA		NA		U35_44k_v1_50833		-		No hits found		No hits found		CGCGTAAGTCGAAAGTAGGGTTGCATTTAAAAGAGATTTATCTTTCAAACAGTTATCTCA		None		0

		7888		CUST_39863_PI390587928		8.335862		8.899647		9.124204		8.257458		7.6460767		8.262681		7.005396		6.517273		6.9069533		7.582009		7.7369905		7.9506717		1.6691613		1.6028864		-1.6604733		-2.7008224		0.73912334		0.68067217		-0.73159456		-1.4333987		NA		NA		NA		0.0024896197		U35_44k_v1_7888		LOC_Os04g45580.1		gb|AAK91822.1|AF272759_1 1e-36  kinesin heavy chain [Zea mays]		LOC_Os04g45580.1 6e-38 kinesin heavy chain putative expressed		TTCGTCTGTTTCCAAAGACATAGTAGTACAGAACAAGTTTACATACGTGCAATTTCTGAA		17486		AT5G42490.1

		21203		CUST_21416_PI390587928		10.965439		10.771731		10.179115		11.140781		11.995191		12.462288		12.7872095		12.234115		12.651577		12.816035		12.538968		10.507819		-1.5761298		-1.2778755		1.1877584		3.3087711		-0.6563864		-0.35374737		0.24824142		1.7262955		NA		NA		NA		0.03396258		U35_44k_v1_21203		LOC_Os09g23570.1		gb|EAZ09034.1| 4e-64  hypothetical protein OsI_030266 [Oryza sativa (indica cultivar-group)]		LOC_Os09g23570.1 8e-66 receptor kinase putative expressed		CGACATGTTCATAGAATCTGTTTACTTCGTTGTTTTCCTGCGAATTCTTTGATGAATTCA		24185		AT3G17840.1

		30709		CUST_37120_PI390587928		5.971536		5.023018		6.0842795		5.9208436		6.0591455		4.984903		5.3213344		4.841812		6.037246		6.026504		5.3326797		5.856247		1.0152951		-2.058511		-1.007895		-2.0201113		0.021899223		-1.0416012		-0.0113453865		-1.0144348		NA		NA		NA		0.0057251016		U35_44k_v1_30709		LOC_Os01g07750.1		dbj|BAD34222.1| 0.0  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g37580.1 0.0 retrotransposon protein putative unclassified		TAATCGTCGATATGTAAAAACTCCTTGCAAACAGAGCAGAGGCTGTTTGGGATGCTGTGA		30741		0

		7684		CUST_11062_PI390587928		5.706202		5.9696364		4.807112		6.8612456		5.551269		6.9294763		9.081761		9.691216		5.677936		6.6892166		9.019195		8.535023		-1.0917685		1.1812053		1.0443221		2.2286866		-0.12666702		0.24025965		0.06256676		1.1561937		NA		NA		NA		0.0019378323		U35_44k_v1_7684		LOC_Os01g72250.1		gb|AAF61489.1|AF210322_1 4e-88  UMP synthase [Oryza sativa]		LOC_Os01g72240.1 8e-90 uridine 5-monophosphate synthase putative expressed		TACCAATGAACATTGTATGAAAAAAGAATCCAAGCATAATTGGAGGGACTTGAAGTTGCT		16393		AT3G54470.1

		11075		CUST_30221_PI390587928		6.6727486		6.768288		6.4123597		6.333158		5.9218497		5.7965074		4.546665		4.5928426		5.4393935		5.4766803		3.977094		6.3663716		1.3971202		1.248181		1.4840825		-3.4188924		0.4824562		0.31982708		0.56957126		-1.773529		NA		NA		NA		0.013889621		U35_44k_v1_11075		LOC_Os03g41110.1		ref|NP_001067138.1| 1e-11  Os12g0581900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39220.1 4e-13 zinc finger protein 7 putative expressed		TTTGCGTAATTGCATGCAGGATCGGGACATCGAGCAGATGGAAGAGGCGGTGAGCGTGAG		47091		0

		3480		CUST_15213_PI390587928		11.326675		11.040547		10.032483		9.316783		10.777634		10.48115		7.9621263		7.8976083		10.579594		10.159144		8.452919		8.925657		1.1471388		1.2500669		-1.4052168		-2.0392647		0.19804001		0.32200527		-0.49079275		-1.028049		NA		NA		NA		0.011585438		U35_44k_v1_3480		LOC_Os06g03970.1		dbj|BAD44800.1| 0.0  putative transmembrane protein kinase [Oryza sativa Japonica Group]		LOC_Os06g03970.1 0.0 receptor-like protein kinase 5 precursor putative expressed		GTAAATGCGTGTCCTGGTGCTGAATCAAATTTTTTGACGGTATTTATGAGTTTGCTTGCC		14733		AT5G62230.1

		14181		CUST_35496_PI390587928		6.945301		7.175016		6.741714		7.7727895		7.394545		8.863982		9.969196		8.468301		8.020545		8.653538		9.115073		6.685465		-1.5432801		1.1570445		1.8076597		3.4410193		-0.6259999		0.21044445		0.8541231		1.782836		NA		NA		1.70E-04		0.049120862		U35_44k_v1_14181		LOC_Os12g41110.1		ref|NP_001067215.1| 1e-56  Os12g0603800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41110.1 2e-58 calmodulin putative expressed		TCCGTTACTGTTGCTACTTGGAAAAGCTAGATTAAGCCAATAACTGAACGTGGTGCAGAG		None		AT3G22930.1

		7837		CUST_34_PI390587928		5.7908454		5.539986		4.2029543		3.5037165		4.7160563		4.8593736		1.643927		1.5034386		4.5106945		4.7053723		3.2551901		3.2475846		1.1529754		1.1126511		-3.0551922		-3.3499649		0.20536184		0.15400124		-1.6112632		-1.744146		NA		NA		0.009018708		NA		U35_44k_v1_7837		LOC_Os02g43194.2		gb|AAR21278.1| 3e-77  fatty aldehyde dehydrogenase 1 [Zea mays]		LOC_Os02g43280.2 5e-76 aldehyde dehydrogenase 3B1 putative expressed		GGCAGAATCCTGGATTTTATTGTTTCAAAAAGCTAGTACATGACTAAGCATAAGCTTAGA		16828		AT4G36250.1

		9462		CUST_11110_PI390587928		4.3601723		2.570842		1.3507042		2.2936509		3.0412867		4.5408807		8.0328665		9.537574		3.0076616		5.814926		8.109752		7.9807343		1.0235809		-2.4183877		-1.0547384		2.942086		0.033625126		-1.2740455		-0.07688522		1.5568395		NA		NA		NA		6.41E-04		U35_44k_v1_9462		LOC_Os04g09900.3		gb|EAZ29933.1| 7e-60  hypothetical protein OsJ_013416 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09900.3 2e-61 ent-kaurene synthase A chloroplast precursor putative expressed		ATGTACACGCCCCTTAATCTACCGTGGGAGAATACAAAGCAAATAACAGGGACATTTCCC		50910		0

		28427		CUST_21950_PI390587928		3.9957438		3.3449202		4.3141007		4.3820586		4.038673		4.139156		6.466189		5.794796		4.311365		4.478631		5.4704385		4.6956944		-1.20806		-1.2652962		1.9941175		2.1422124		-0.2726922		-0.33947515		0.9957504		1.0991015		NA		NA		NA		0.013172156		U35_44k_v1_28427		LOC_Os01g48200.1		gb|EAZ13049.1| e-124  hypothetical protein OsJ_002874 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55040.1 1e-115 ATGSL05 putative expressed		AATTGCAGTTTGCATCTGTTTTCTACACCTTCTCCATGGGAACCAAGACACATTATTATG		27293		AT4G04970.1

		48760		CUST_42197_PI390587928		1.769516		1.3809891		1.8367248		1.4004383		1.5156946		1.5935258		3.3612845		4.4063244		2.1721747		2.1192524		2.7999296		1.417007		-1.5762322		-1.4396585		1.4756544		7.940982		-0.6564801		-0.5257267		0.5613549		2.9893174		NA		NA		NA		5.82E-04		U35_44k_v1_48760		-		No hits found		No hits found		TTGCTGATATAGAGAGATCCGTGATGTTAATGCCAAAGCAGCAATGTTGGGCCTTCCAAA		1527		0

		17346		CUST_40543_PI390587928		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		2.046582		3.0805862		-1.4343975		23.704649		1.0332165		1.623205		-0.52044487		4.567098		NA		NA		NA		5.82E-04		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		CACAAGATGCGCATGTAGTCGATTAATAATGCAATATACGATATGTTCCTATCGCAAAAA		7001		AT3G12500.1

		47875		CUST_29749_PI390587928		6.4608192		6.3411446		6.9674315		8.943405		7.123367		9.027116		12.3755		10.790835		7.0741997		7.865031		11.224307		10.201344		1.0346675		2.237806		2.2209742		1.5047166		0.049167156		1.162085		1.1511927		0.58949184		NA		0.010330214		NA		NA		U35_44k_v1_47875		LOC_Os10g35950.1		ref|NP_001064997.1| 8e-85  Os10g0503300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35950.1 2e-86 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		TACGCCGTGAAGCTGGTGAAGGAGGCCAAGTCGGAGGTGAACGTGGAGTACATGCGGTCG		49384		AT5G17540.1

		17697		CUST_8824_PI390587928		9.4020605		9.691377		7.7484703		7.870752		9.504825		8.293431		8.220576		10.514312		9.757442		8.709844		7.264005		7.187639		-1.1913669		-1.3346046		1.940692		10.03294		-0.25261784		-0.41641235		0.9565711		3.3266726		NA		NA		NA		0.0029327164		U35_44k_v1_17697		-		No hits found		No hits found		GATCCATATCCATTGTACAATCCCCCAGTTAATTCCTCTCACCATATGTATCATCATTAT		14924		0

		4558		CUST_17853_PI390587928		8.523004		7.902144		6.05904		6.2175827		9.065544		8.372146		8.600001		8.290637		9.271045		8.982636		8.107542		6.2526927		-1.1530864		-1.5267786		1.406841		4.1066		-0.2055006		-0.6104908		0.4924593		2.0379443		NA		NA		NA		0.020169951		U35_44k_v1_4558		LOC_Os02g13380.1		ref|NP_001046351.1| 3e-35  Os02g0227200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13380.1 7e-37 early nodulin 93 putative expressed		GCTAGCTCGATGAGTCAGGGTGGTCCAATAATAAAAATTTCATGTAATTTTATGCATTGT		10898		AT5G25940.1

		2197		CUST_32804_PI390587928		4.335251		5.7875233		8.7108		6.934643		3.8679783		5.142347		6.8858724		3.640131		2.8276958		4.7153645		7.1289964		6.988157		2.0566304		1.3444186		-1.1835527		-10.182542		1.0402825		0.4269824		-0.24312401		-3.3480258		NA		NA		NA		0.0012952465		U35_44k_v1_2197		LOC_Os11g02440.2		ref|NP_001065990.1| 8e-11  Os12g0115700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02370.2 2e-12 chalcone--flavonone isomerase putative expressed		TGAATCTGTTTTTTGACGCAAGTGAGTTCTTCAACGTGCAGGCGTCACGGACATTGAGAT		47027		0

		17745		CUST_25782_PI390587928		9.530192		10.300803		9.678979		10.323509		11.080108		11.740456		12.62492		12.012799		11.548988		12.242981		12.344792		10.52836		-1.3840352		-1.4166912		1.2143022		2.7980833		-0.46888065		-0.5025253		0.28012753		1.4844389		NA		NA		NA		0.015994867		U35_44k_v1_17745		LOC_Os03g11590.5		gb|ABF94634.1| e-145  integral membrane family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11590.1 1e-146 expressed protein		GAGTCAAATCCTCTGTATACCAAATTCCAGAAATACAATGGATGTACTTATTCGCTTCAA		8660		AT1G76340.1

		12834		CUST_27818_PI390587928		9.800656		9.961995		8.983364		9.590924		9.835742		10.890607		10.676427		10.5454855		10.234669		10.790969		10.035307		9.29781		-1.3185266		1.0715046		1.5595393		2.3745859		-0.39892673		0.099637985		0.64111996		1.2476759		NA		NA		NA		0.008479232		U35_44k_v1_12834		-		gb|EAY76293.1| 6e-10  hypothetical protein OsI_004140 [Oryza sativa (indica cultivar-group)]		LOC_Os01g60420.1 4e-10 expressed protein		GTGTACATACTACTTCCTCCTCATCAAAATATAAGACGCTTTTGGACTAGATTTAGAACA		34641		0

		26152		CUST_35514_PI390587928		6.3943		6.6879673		5.7333827		6.7795944		6.7602706		8.68933		11.265435		9.506345		7.48941		9.611733		10.78323		7.9999714		-1.6576499		-1.8952699		1.3968774		2.84095		-0.7291393		-0.92240334		0.4822054		1.5063734		NA		NA		NA		0.0019378323		U35_44k_v1_26152		LOC_Os11g13970.1		gb|EAY99307.1| 4e-33  hypothetical protein OsI_020540 [Oryza sativa (indica cultivar-group)]		LOC_Os06g01350.1 4e-33 transferase putative expressed		CAACAAGTTTGCTCTGGTTTGACTGATTCTGATACCCAAAATAAAAAAGAATGATACTCC		51134		AT5G42830.1

		42937		CUST_1243_PI390587928		9.996345		8.908492		8.240418		8.235314		10.879191		10.133557		12.907643		13.255336		10.839558		10.324629		13.327067		10.51011		1.0278529		-1.1416113		-1.3373935		6.704947		0.03963375		-0.19107151		-0.41942406		2.745226		NA		NA		NA		0.011372552		U35_44k_v1_42937		-		gb|AAK55326.1|AF355458_1 2e-09  thaumatin-like protein TLP8 [Hordeum vulgare]		LOC_Os03g46070.1 2e-08 protein P21 putative expressed		TATACTCGATCGACGTGAGCAATAAACTCGGGCATGAATAAAATGCTCTTGGGTAAAAAA		38957		0

		1747		CUST_4688_PI390587928		11.676898		13.391002		16.101507		14.297639		11.314321		13.129181		15.076836		12.86282		11.003436		13.335274		15.166702		14.313702		1.2404679		-1.1535598		-1.0642718		-2.7337513		0.31088448		-0.20609283		-0.08986664		-1.450882		NA		NA		NA		0.0055461037		U35_44k_v1_1747		LOC_Os02g46970.1		gb|AAF37732.1|AF052221_1 e-119  4-coumarate--CoA ligase 4CL1 [Lolium perenne]		LOC_Os02g46970.1 1e-116 4-coumarate--CoA ligase 2 putative expressed		TGAGGAGTACCATGTATTGGGTTCATGATGATGTTAATCAGGATTGGTTCATTTCAATCA		4677		AT1G65060.1

		14073		CUST_640_PI390587928		15.6400175		16.039394		15.372128		14.813549		15.154927		15.594367		14.0548525		13.318909		15.013562		15.497322		14.468282		14.521644		1.1029482		1.0695804		-1.3318478		-2.3017561		0.14136505		0.097044945		-0.41342926		-1.202735		NA		NA		NA		0.0013273237		U35_44k_v1_14073		LOC_Os03g51600.1		sp|Q9ZRR5|TBA3_HORVU 0.0  Tubulin alpha-3 chain		LOC_Os11g14220.2 0.0 tubulin alpha-3 chain putative expressed		TGTTTGAACCTGCTTCGCACCTTGGTTAATATGCATGTTATCTGGTTTGCCTACAAAAAA		89		AT4G14960.2

		41015		CUST_26746_PI390587928		9.563324		9.576665		8.673524		9.057595		10.039873		10.189477		10.719966		10.507848		10.444645		10.526286		10.320542		9.207612		-1.3238795		-1.2629602		1.3189808		2.4626913		-0.4047718		-0.33680916		0.3994236		1.3002357		NA		NA		NA		0.0034478519		U35_44k_v1_41015		LOC_Os06g39750.3		gb|EAZ01557.1| 4e-84  hypothetical protein OsI_022789 [Oryza sativa (indica cultivar-group)]		LOC_Os06g39750.3 3e-85 fatty acid elongase putative expressed		ATGCCATTGATCAGTTCTAAACATCTTGTGTTCCATGTGCATCGACTGCCTTGCATTAAA		5663		AT2G26640.1

		5554		CUST_13705_PI390587928		7.27879		7.154897		6.303751		6.9130573		7.0472865		6.9861245		4.6600375		5.697767		6.7357306		6.7387447		5.206323		6.9668827		1.2410454		1.1870493		-1.4603211		-2.4101384		0.31155586		0.24737978		-0.5462856		-1.2691159		NA		NA		NA		0.019059917		U35_44k_v1_5554		LOC_Os08g10440.1		dbj|BAD05298.1| 4e-31  putative disease resistance protein RPM1 [Oryza sativa Japonica Group]		LOC_Os08g28540.1 1e-32 resistance protein LR10 putative		TCTCAAGATGTCAGAGGATGAGGATCCTGATGTTCAGGATAAGGTGTGGATGAATGAGGT		None		0

		14985		CUST_4468_PI390587928		3.4314182		3.5762367		3.5164099		4.230507		2.9464633		2.6330383		2.5468976		2.136461		2.6675622		3.076459		2.5943959		4.1384816		1.2132704		-1.3598247		-1.0334712		-4.005606		0.2789011		-0.44342065		-0.047498226		-2.0020206		NA		NA		NA		0.011525502		U35_44k_v1_14985		LOC_Os01g53710.2		gb|EAY75760.1| 6e-31  hypothetical protein OsI_003607 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53710.2 1e-32 protein-tyrosine phosphatase mitochondrial 1 mitochondrial precursor putative expressed		CAAATATGGTGAGTACAATTTTACCTTATATATGTTTGTTGAGCGGCCGCTCGCGGAGGT		None		AT2G35680.1

		12927		CUST_39830_PI390587928		1.295664		1.3201454		1.315381		1.3031162		1.703588		1.705358		2.5543318		4.316036		1.2821327		1.4010963		1.2987776		1.2822242		1.3392779		1.2347865		2.3875885		8.189708		0.42145526		0.30426168		1.2555542		3.033812		NA		NA		NA		9.59E-04		U35_44k_v1_12927		LOC_Os01g09700.1		gb|EAY72868.1| 5e-78  hypothetical protein OsI_000715 [Oryza sativa (indica cultivar-group)]		LOC_Os01g09700.1 3e-79 1-aminocyclopropane-1-carboxylate synthase 7 putative expressed		CATTGTAATCAATTGAGGAAGTGCGTAATCGATCCTGGTGACACATCAATTTTGTAAAAA		21935		AT4G26200.1

		30899		CUST_21651_PI390587928		4.5514545		4.9893036		5.607231		4.9238997		5.8112807		6.111975		6.8798485		8.284396		6.319082		6.1920953		6.1273155		5.5146103		-1.4218813		-1.057106		1.6847482		6.820067		-0.50780106		-0.08012009		0.75253296		2.769786		NA		NA		NA		0.004881929		U35_44k_v1_30899		-		ref|XP_001246345.1| 8e-28  hypothetical protein CIMG_00116 [Coccidioides immitis RS]		No hits found		TTTGATGGCCGCCTCACCCGCGGTCATGGTGCATTAAACTAACCCTTTTTTGGCAAAAAA		31017		0

		3346		CUST_18276_PI390587928		9.365424		8.690768		9.057486		9.143258		8.576455		8.289739		7.748732		8.009339		8.069336		8.086373		7.9367957		9.015912		1.4212095		1.151381		-1.1392336		-2.0091326		0.5071192		0.20336533		-0.18806362		-1.0065727		NA		NA		NA		0.0043026633		U35_44k_v1_3346		LOC_Os04g44530.5		ref|NP_001053367.1| 0.0  Os04g0527400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44530.5 0.0 expressed protein		CTGTTGATGTGGTAAATTTACCAAACATGATCATGATTTTCATTCAATGCTTGAGACGGA		7577		AT1G73390.3

		49055		CUST_14878_PI390587928		6.7525535		7.4544163		7.1637874		7.385389		6.891584		7.828339		8.475299		6.3802257		7.302944		8.932901		8.841002		7.610647		-1.3299391		-2.1503363		-1.2885098		-2.3463554		-0.41136026		-1.1045623		-0.36570358		-1.2304215		NA		0.036546726		NA		NA		U35_44k_v1_49055		-		No hits found		No hits found		GACCTGTCGCAGCTCTTCGCGGTTGCGGTTTTTGGAAAATGGTCGGCTAGCTCCAAAAAA		None		0

		44424		CUST_27100_PI390587928		5.41859		4.9745765		5.413021		5.0317216		6.954326		7.482225		8.612739		8.201268		7.4783053		6.945326		8.284749		6.6321864		-1.4379158		1.4508507		1.255263		2.967158		-0.5239792		0.5368991		0.32798958		1.5690818		NA		NA		NA		0.0043845987		U35_44k_v1_44424		LOC_Os01g47900.1		dbj|BAD73674.1| 8e-22  S-receptor kinase-like [Oryza sativa Japonica Group]		LOC_Os01g47900.1 1e-23 S-locus-like receptor protein kinase putative expressed		GATTCCTTGCCATATTGATTCGTTTATTTGAGTGCTGAACATAAGAAAGCATGGTAAATG		42127		0

		25699		CUST_4408_PI390587928		2.3349233		1.7874227		1.3983933		1.4138867		1.7215611		3.892847		3.2450488		3.6866333		2.7393835		5.793443		2.9162405		2.4000807		-2.0248604		-3.7336745		1.2559755		2.4394445		-1.0178224		-1.9005961		0.3288083		1.2865527		NA		0.010392751		NA		8.40E-04		U35_44k_v1_25699		LOC_Os04g51560.1		ref|NP_001053792.1| 4e-29  Os04g0605100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g13840.2 4e-31 OsWRKY25 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ATTGTCTGAAGATAGGCAAGCACCGGGTGAAGTACACGACGCTCGAGCCCACGGTAACCT		22593		AT4G31550.1

		2233		CUST_37174_PI390587928		5.767273		5.675198		4.896426		5.667625		5.947819		7.237741		8.428815		8.092585		7.002741		7.07157		7.514545		4.7154555		-2.0776052		1.1220765		1.8846151		10.3900385		-1.0549216		0.16617107		0.9142699		3.377129		NA		NA		NA		0.009321457		U35_44k_v1_2233		LOC_Os03g08940.1		No hits found		No hits found		CTTGGATGTGTATTTCCCTTTTGAGCTTAATTTCTGACATAAGTACTACCGGGATAAAAA		6014		0

		16267		CUST_28374_PI390587928		10.565284		11.620651		10.930005		10.99451		11.086868		10.587369		13.682518		12.928406		11.421997		11.247237		13.040734		10.653121		-1.26149		-1.5799383		1.5602571		4.840932		-0.33512878		-0.65986824		0.6417837		2.2752848		NA		NA		NA		0.0037675034		U35_44k_v1_16267		LOC_Os04g55720.1		emb|CAH68268.1| 0.0  H0212B02.14 [Oryza sativa (indica cultivar-group)]		LOC_Os04g55720.1 0.0 D-3-phosphoglycerate dehydrogenase chloroplast precursor putative expressed		GGTGGTGCTCTAGTTTGGTTTGGTGTTTTGGTTAATCCATCTTATGTTTCAGCATAATGC		5495		AT4G34200.1

		21071		CUST_10154_PI390587928		5.51206		5.856934		4.6543164		4.821833		5.201596		5.1279325		3.0743034		3.032346		4.9902444		4.593423		2.3932598		4.163785		1.1577722		1.4484497		1.6032991		-2.1907713		0.2113514		0.53450966		0.6810436		-1.131439		NA		NA		NA		0.007990508		U35_44k_v1_21071		LOC_Os01g33420.1		gb|EAZ12127.1| e-171  hypothetical protein OsJ_001952 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g33420.1 1e-172 alpha-galactosidase/ hydrolase hydrolyzing O-glycosyl compounds putative expressed		TAGGCTGTGTAACCTTACATTTGAAGAACAGAAAGCACAGATGACACTATGGTCAATGGC		14864		AT3G26380.1

		46557		CUST_37982_PI390587928		7.1656055		7.561783		8.811713		8.566944		6.797722		7.2799163		6.9324765		6.96312		6.245211		6.545059		7.231748		8.556297		1.4666358		1.6642326		-1.230523		-3.0171309		0.55251074		0.7348571		-0.29927158		-1.5931773		NA		NA		NA		0.005801418		U35_44k_v1_46557		LOC_Os01g45900.1		ref|NP_001043709.1| 2e-53  Os01g0647000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45900.1 4e-55 F-box domain containing protein expressed		ATCCTCATTTCTTTTCTCTCTAAAAACAGCACTAGCCTTGACGCTATTCTTATTGTACTG		22608		0

		2512		CUST_30926_PI390587928		4.3199043		5.6619716		4.8311048		3.8214095		5.92432		7.220108		10.495473		6.1046166		6.753647		9.469967		9.573128		3.589543		-1.7768558		-4.756363		1.8951935		5.716268		-0.8293266		-2.2498589		0.92234516		2.5150735		NA		NA		8.54E-05		0.0016574063		U35_44k_v1_2512		LOC_Os07g01440.1		ref|NP_001058695.1| 2e-28  Os07g0105000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01440.1 4e-30 uclacyanin-2 precursor putative expressed		CCCTGCATGTTCCTTCCTTCCTACTACAGTGTTATCAGGGTTCAGTGTACTACTGTACAA		5927		AT2G32300.1

		15643		CUST_31904_PI390587928		14.58353		13.918273		16.480204		15.399533		13.540526		13.571423		14.422473		13.18246		13.407281		14.120568		15.00024		14.820404		1.0967581		-1.4632189		-1.4925377		-3.1122203		0.13324547		-0.5491457		-0.5777674		-1.6379442		NA		NA		NA		0.006189915		U35_44k_v1_15643		LOC_Os11g32650.1		sp|P53414|CHS1_SECCE 9e-91  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 2e-86 chalcone synthase putative expressed		CACACAAGTTTGCACTATATTCTACCGTATATGGTTTGTAATAGAAGGGACTATTTCTCT		7358		AT5G13930.1

		14318		CUST_8711_PI390587928		2.2700558		1.42876		1.8229059		2.1700306		2.9421158		2.5708458		2.7977016		5.357392		1.3501636		2.059705		2.1139796		1.3478112		3.01457		1.4251767		1.6062784		16.106606		1.5919522		0.5111408		0.683722		4.0095806		NA		NA		NA		0.009787298		U35_44k_v1_14318		-		sp|P32024|JI23_HORVU 6e-92  23 kDa jasmonate-induced protein		LOC_Os04g24478.1 1e-29 jasmonate-induced protein putative		GGCTATTTGTTTCCTTAATAAGTATCAGATATAAGGCACTCTTCTGAGAGTCTTTTCTCA		1680		0

		40974		CUST_25082_PI390587928		4.8240867		4.6854053		4.527285		4.6851306		3.858647		3.7928646		3.8889568		2.948479		4.366524		4.3001494		4.2448673		4.496169		-1.4219563		-1.4213727		-1.279793		-2.923487		-0.5078771		-0.5072849		-0.35591054		-1.5476902		NA		NA		NA		0.016663628		U35_44k_v1_40974		-		No hits found		No hits found		ATAAGTTTTGCCAAGCCAAAATAGTGGGTAATACACCATGGGGCATTTTTGGTCAAAAAA		6822		0

		19274		CUST_18171_PI390587928		4.5381875		4.090427		5.1405425		4.1327705		4.1244597		4.165528		2.7424433		3.4696567		3.0301921		3.6674602		4.246227		4.3038726		2.1350467		1.4123206		-2.8358543		-1.7828877		1.0942676		0.49806762		-1.5037835		-0.8342159		NA		NA		0.008389904		NA		U35_44k_v1_19274		LOC_Os01g16170.4		ref|NP_001042681.1| 3e-56  Os01g0266800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16170.4 6e-58 PQ loop repeat family protein expressed		ATTCAAAAATAATATTCAGTCAGGCCCGACTATTCCTATCCCGAGCTCACCAATCCTGGT		10613		AT4G36850.1

		6404		CUST_20810_PI390587928		6.3712697		6.2682915		6.2793255		5.204611		5.447094		7.5587363		8.908246		7.5883694		5.6096215		6.9596696		7.9446874		5.0299516		-1.1192464		1.5147364		1.9501143		5.890613		-0.16252756		0.59906673		0.9635587		2.5584178		NA		NA		NA		0.0064494614		U35_44k_v1_6404		LOC_Os02g09990.1		gb|EAY84841.1| 1e-50  hypothetical protein OsI_006074 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09990.1 6e-52 TMV response-related gene product putative expressed		GTGAATACGTGTCGTTCCTAAATACTTTCTCCGTCCGAAATTATTTGTCGCAAAAATTTA		13952		AT1G21010.1

		11893		CUST_3323_PI390587928		7.985885		7.235403		7.743904		6.6920085		8.597382		7.980387		9.826126		8.982156		9.136323		8.768135		9.053137		6.55668		-1.452906		-1.7263774		1.7088068		5.372061		-0.5389414		-0.78774786		0.7729893		2.4254756		NA		0.008077048		NA		0.004806116		U35_44k_v1_11893		LOC_Os12g42200.1		gb|EAZ21231.1| 2e-31  hypothetical protein OsJ_035440 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42200.1 6e-33 ATCHX19 putative expressed		GAGCCTTAATTTGCTCGGTTTGTATCCATCTTTCTCAAAATTTGTTGAGAGTTTCTCAAA		35365		AT3G17630.1

		20755		CUST_24232_PI390587928		5.5084367		5.621132		8.186009		7.584327		4.750985		4.518933		5.5144057		6.12054		4.074105		4.137219		6.168101		7.1376395		1.5986791		1.3028888		-1.5731924		-2.023846		0.67688036		0.38171387		-0.6536951		-1.0170994		NA		NA		NA		0.010818238		U35_44k_v1_20755		LOC_Os04g36720.1		gb|EAZ30863.1| 6e-06  hypothetical protein OsJ_014346 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36720.1 1e-07 ferric reductase-like transmembrane component putative expressed		TTTTCTTTTCTTCAGCGGGCCGATTCTGATCATTGCAGCCCTGGCATATGTGTACATCTT		13670		0

		1119		CUST_41868_PI390587928		11.758061		11.582709		10.955612		11.292409		12.238434		12.201118		12.17709		12.296283		12.617946		12.327262		11.89212		11.257397		-1.3009017		-1.0913724		1.2183844		2.0546405		-0.37951183		-0.12614346		0.28496933		1.0388861		NA		NA		NA		0.027703527		U35_44k_v1_1119		LOC_Os05g04700.1		gb|EAY96485.1| 4e-08  hypothetical protein OsI_017718 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04700.1 8e-10 hydrophobic protein LTI6B putative expressed		GGAATCGGCCGTGATATGTATGTATTTCTCATTTGATTTCTTCAGTTCTTCTTCAGTAAT		3315		0

		16546		CUST_19781_PI390587928		12.153763		10.336166		11.015995		9.463561		12.851047		10.096054		9.792928		6.989619		13.035762		10.589461		8.953128		8.225531		-1.1365926		-1.4077657		1.7898018		-2.3553016		-0.18471527		-0.49340725		0.8397999		-1.2359118		NA		NA		NA		0.003767199		U35_44k_v1_16546		LOC_Os09g28690.1		ref|NP_001063394.1| e-159  Os09g0461500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28690.1 1e-161 gibberellin receptor GID1L2 putative expressed		TGTCAGGCGTGTAACTTTTTGTACTGCTGCTATGGTGAAGTGGCTGTGTGCTATAAAAAA		5704		AT1G47480.1

		47538		CUST_16661_PI390587928		7.206978		6.650744		4.774834		6.2218685		6.174438		6.134655		2.9937174		4.6431484		5.822676		5.5270276		3.3161497		5.8992443		1.276118		1.5237513		-1.2504369		-2.3884852		0.35176182		0.6076274		-0.32243228		-1.2560959		NA		NA		NA		0.034768965		U35_44k_v1_47538		-		No hits found		No hits found		TACGAGTGAACATTGGCTTCTGCTCATGGCCTATATTCTTATCTGATATTTGATGTCTTC		48683		0

		20491		CUST_3541_PI390587928		1.835683		1.3790926		1.3864893		1.3434745		1.3619739		1.3208474		4.736463		3.57191		1.7075505		1.6948179		3.6053743		1.7701279		-1.2706587		-1.2959145		2.1902397		3.4865062		-0.34557664		-0.3739705		1.1310887		1.801782		NA		NA		NA		0.0129143195		U35_44k_v1_20491		-		No hits found		No hits found		ACATTAAGGTAGATAACAGGGTTATCGGCCATGAGTTACAGTTCAGGGAACGCATAGACA		17662		0

		21074		CUST_10151_PI390587928		1.3468018		1.3966552		1.4528981		1.5545765		2.1762264		2.3071206		3.6725187		2.952288		2.8739433		6.051455		4.4308457		1.3469537		-1.6219361		-13.40161		-1.691528		3.0426621		-0.69771695		-3.7443345		-0.758327		1.6053342		NA		0.0030913786		NA		0.016364435		U35_44k_v1_21074		LOC_Os01g09260.1		gb|AAK51495.1|AF362472_1 7e-77  cytokinin dehydrogenase [Hordeum vulgare]		LOC_Os01g09260.1 1e-59 cytokinin dehydrogenase 1 precursor putative expressed		CTCTCTCGAGCTTAAATATCTACATGTACTCGTTAGTAATTACTAAGCAAAAGTGTGAAC		16024		AT1G75450.1

		15828		CUST_29128_PI390587928		10.734795		10.668843		10.431815		11.301219		11.613109		12.821635		16.44687		14.78929		12.367595		14.433038		16.112736		13.833855		-1.6870306		-3.0554874		1.2606214		1.9391652		-0.7544861		-1.6114025		0.33413506		0.95543575		NA		0.0038888329		NA		NA		U35_44k_v1_15828		LOC_Os12g36880.1		gb|AAP04429.1| 4e-72  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 3e-30 pathogenesis-related protein 10 putative expressed		GGGTGTGTATTGAGTTTTTCATCCCTGTTTTAAGTTTGTATTTCGTGTGTAAGTTACTTC		4404		0

		5024		CUST_12627_PI390587928		6.2141595		5.6272864		6.5606995		6.399601		6.093966		5.0833373		4.6711755		4.317519		5.502201		4.4984465		5.254017		5.745903		1.5070894		1.4999255		-1.4977963		-2.6914504		0.5917649		0.58489084		-0.5828414		-1.4283838		NA		NA		NA		0.011482471		U35_44k_v1_5024		LOC_Os02g50640.1		ref|NP_001048070.1| e-157  Os02g0739900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50640.1 1e-164 microtubule-associated protein TORTIFOLIA1 putative expressed		AATTCTGGAGAAGGCATGATGGTGTTAGAAACTCCTCCAGATTTTCTGCCTCCAGTGTTC		11745		AT5G62580.1

		30026		CUST_1435_PI390587928		4.857147		3.8345373		3.4710486		4.7793703		4.590258		3.8981838		3.7563345		3.3272865		4.087889		4.0817714		4.104477		4.527821		1.4165376		-1.1357045		-1.2729206		-2.298248		0.5023689		-0.18358755		-0.3481424		-1.2005346		NA		NA		NA		0.0122492025		U35_44k_v1_30026		LOC_Os03g64360.3		gb|EAY92689.1| 3e-47  hypothetical protein OsI_013922 [Oryza sativa (indica cultivar-group)]		LOC_Os03g64360.3 6e-49 F-box domain containing protein expressed		CTACTACATATGGTGAGTTGTCGTTTTCCCCATCGAACAGGTGTAGGTACTGATCATTCT		29670		AT4G00755.2

		5383		CUST_16596_PI390587928		12.1679945		12.499536		10.930263		12.434975		12.650342		13.791096		13.367771		13.856983		13.100863		13.42501		12.711282		11.692101		-1.3665341		1.2888515		1.5762423		4.4842997		-0.45052147		0.366086		0.6564894		2.1648827		NA		NA		3.35E-04		0.004775703		U35_44k_v1_5383		LOC_Os03g55540.1		sp|Q42430|ZFP1_WHEAT 3e-33  Zinc finger protein 1 (WZF1)		LOC_Os03g55540.1 5e-32 zinc-finger protein 1 putative expressed		GTCATGAACTAGCAGTACTGTGTAACATGAACATCAATGGAATTGGAAATCATTGGAATT		18088		0

		2957		CUST_2263_PI390587928		11.911644		11.630401		11.526248		11.413902		12.23393		12.767975		12.707874		12.555779		12.620685		12.859649		12.375694		10.149159		-1.3074493		-1.0656058		1.2589142		5.302306		-0.386755		-0.09167385		0.33218002		2.40662		NA		NA		NA		0.0061718742		U35_44k_v1_2957		LOC_Os01g02310.1		gb|EAY72268.1| e-119  hypothetical protein OsI_000115 [Oryza sativa (indica cultivar-group)]		LOC_Os04g23700.1 1e-102 ATP binding protein putative expressed		GACTTGTCTGTTGTATCTTATCGAATTAGTACAATCTCAAGGCGCTTATCTTGAGTTAAT		18914		AT4G32300.1

		33		CUST_4601_PI390587928		8.071326		7.745851		7.4065766		7.571911		9.479309		9.453449		11.1763735		12.300624		10.060039		9.390854		10.747741		9.235313		-1.4956053		1.0443428		1.3459574		8.370481		-0.5807295		0.06259537		0.42863274		3.0653105		NA		NA		NA		0.0010740204		U35_44k_v1_33		LOC_Os01g03380.1		pdb|1TX6|I 1e-66  Chain I, Trypsin:bbi Complex		LOC_Os01g03380.1 2e-29 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		TTGCAGCAGCAGCGCTCTGCAGTGGTTGACAATATAATAAACATGTTTCTGAACAAAAAA		2086		0

		39212		CUST_10537_PI390587928		6.0197873		6.7312503		6.7715173		6.687738		5.3501015		5.7439823		4.309468		4.7679405		4.857985		4.894384		4.91865		6.125303		1.4065068		1.8019992		-1.5253944		-2.562163		0.49211645		0.8495984		-0.60918236		-1.3573623		NA		NA		NA		9.04E-04		U35_44k_v1_39212		-		No hits found		No hits found		AATTAGTGGCTCGATTATCATATGTACGGCTGATATGTGGTTCCCCTGAATATTAAAAAA		35242		0

		45692		CUST_33802_PI390587928		2.8832915		1.4300674		1.5428566		2.570432		1.9769182		4.043243		5.651135		5.520098		2.1091564		2.8794317		3.969102		2.445332		-1.0959927		2.2404852		3.2087982		8.425523		-0.13223815		1.1638112		1.6820331		3.0747662		NA		NA		7.21E-05		0.013613848		U35_44k_v1_45692		LOC_Os08g04540.1		dbj|BAD11769.1| 1e-57  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 5e-51 aromatic-L-amino-acid decarboxylase putative expressed		TTGGCCGAGGGTATATCTATAGTAGACCGGTCCCCACCAAAATGATTAGATTGTAAAAAA		44857		AT4G28680.2

		39131		CUST_26161_PI390587928		6.3268304		7.3753343		7.9268517		6.679033		5.649057		6.527382		5.561418		4.853619		4.905744		5.433214		5.596681		5.91939		1.6740154		2.134899		-1.0247437		-2.0932884		0.74331284		1.0941677		-0.03526306		-1.0657711		NA		NA		NA		0.0060248086		U35_44k_v1_39131		LOC_Os04g45580.1		ref|NP_001053433.1| e-103  Os04g0538800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45580.1 1e-105 kinesin heavy chain putative expressed		GAAATGGACACATACCATATCGGGATTCAAAGCTCACACGCATATTACAGCCTTCTCTGG		35125		AT2G21300.2

		10664		CUST_37850_PI390587928		12.962419		12.590485		11.635688		11.423327		12.551705		11.906097		10.048416		9.863017		12.184434		11.748318		10.397794		11.050433		1.2899109		1.115569		-1.2740109		-2.2774448		0.36727142		0.1577797		-0.34937763		-1.1874161		NA		NA		NA		0.004548385		U35_44k_v1_10664		-		No hits found		No hits found		AGTGTCCTGGTCACATATATCTTCTACTCCCTCCCTTTCTAAAATGGAACCTTTTAATTT		22635		0

		10325		CUST_13963_PI390587928		7.299463		7.3443775		7.24078		6.169966		6.870601		6.4042935		5.487185		4.0808926		6.5607796		6.3442206		5.7557964		5.685373		1.2395544		1.0425185		-1.2046478		-3.0408618		0.3098216		0.0600729		-0.26861143		-1.6044803		NA		NA		NA		0.030978903		U35_44k_v1_10325		LOC_Os04g33450.3		ref|NP_001052720.1| 3e-64  Os04g0408600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33450.2 6e-66 expressed protein		CCTTGTTGAGTAAAACTGACGTATTTAAGCGAAAGGGACCGAGGAACAAGAATGACCAAG		19672		AT3G09980.1

		10743		CUST_23168_PI390587928		4.2011433		4.226897		3.9292078		3.2731228		3.9338818		3.7495658		2.4693809		3.1204596		3.0611513		2.5513794		2.6438775		3.1952808		1.8311253		2.2945104		-1.1285706		-1.0532305		0.8727305		1.1981864		-0.17449665		-0.074821234		NA		0.00485411		NA		NA		U35_44k_v1_10743		LOC_Os06g31190.1		gb|EAZ37152.1| 3e-68  hypothetical protein OsJ_020635 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g31190.1 7e-70 expressed protein		TTCTGAGAATCTCCACAGGAAGCTAGGAAAAGAATTGTCTGCGATGAAACCAGCATTTCT		21636		AT5G41620.1

		16254		CUST_28413_PI390587928		15.5025625		14.890923		14.542201		11.598996		14.599205		14.386022		12.322277		11.722748		14.664798		14.753021		13.87411		9.846493		-1.0465149		-1.289668		-2.9318945		3.6712084		-0.065592766		-0.36699963		-1.5518332		1.876255		NA		NA		0.006247494		NA		U35_44k_v1_16254		LOC_Os09g36680.1		gb|AAM80567.1| 5e-57  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 1e-45 ribonuclease 3 precursor putative expressed		CCTGAACTCTGGACCATTATATTGTGCTATGTTTTTCCTATATGCATGGTTACCTATAAT		5058		AT1G14220.1

		3088		CUST_39053_PI390587928		7.130605		5.580826		5.6161237		5.766886		7.6459503		5.8775234		7.0636096		8.266364		8.3678665		6.270272		6.331013		5.411595		-1.6493713		-1.3128921		1.6616268		7.2338777		-0.7219162		-0.39274836		0.7325964		2.8547692		NA		NA		NA		0.015670585		U35_44k_v1_3088		LOC_Os03g12890.5		emb|CAE00460.2| 0.0  branched-chain amino acid aminotransferase [Hordeum vulgare subsp. vulgare]		LOC_Os03g12890.2 1e-161 branched-chain-amino-acid aminotransferase putative expressed		GCGGCTTCAAATTTGGGCACGGAAAGAAATCGATCTGCTTGACACTTATTTGCCAAAAAA		8247		AT3G49680.1

		30619		CUST_2924_PI390587928		5.953626		5.2299557		6.2812614		5.5716367		6.273229		6.0983334		8.338078		6.9508953		6.864132		7.2555504		8.354363		6.700026		-1.506189		-2.230268		-1.0113524		1.1899239		-0.5909028		-1.157217		-0.016285896		0.25086927		NA		0.0100891525		NA		NA		U35_44k_v1_30619		LOC_Os10g22570.1		gb|EAZ33517.1| 3e-54  hypothetical protein OsJ_017000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g15510.2 4e-56 cellulase containing protein expressed		TGTTGTGTCCCTAGATAGCCTGAAAAGATACTACCAACAGGGCTACAACGCTGTTAGGAA		30616		0

		41477		CUST_27008_PI390587928		6.9576306		7.4862323		7.093244		8.675646		7.487072		10.154723		13.107238		11.179503		7.3668046		8.68858		12.094621		9.9215975		1.0869364		2.7628238		2.0175676		2.3914838		0.12026739		1.4661436		1.0126171		1.257906		NA		NA		7.22E-05		0.005413892		U35_44k_v1_41477		LOC_Os04g15920.1		ref|NP_001052290.1| 3e-71  Os04g0229100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15920.1 6e-73 mannitol dehydrogenase putative expressed		GGTGTTCTTAATTTGTCTGCGATTAAATTGTACCATGTCAATATCTCATTGAGTCTCAGA		20411		AT4G39330.1

		2176		CUST_37596_PI390587928		4.334286		4.815017		5.049658		4.213511		4.057983		4.269318		4.001193		3.978054		3.4315698		3.8148985		4.094668		2.721473		1.5437222		1.3702315		-1.0669369		2.3892884		0.6264131		0.4544196		-0.093474865		1.2565811		NA		NA		NA		0.028893752		U35_44k_v1_2176		LOC_Os07g07990.1		ref|NP_001059020.1| 3e-59  Os07g0176500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07990.1 8e-61 receptor protein kinase CLAVATA1 precursor putative expressed		TGTTGGCCTACAGGCACAGACACCGTCACCCACACACGACACGCGCAAACATGCCGACCA		9427		AT3G22800.1

		27747		CUST_10394_PI390587928		3.8195934		2.954367		2.112848		2.4874144		7.076336		7.2679043		8.393519		7.6316752		7.931474		8.889945		8.38527		6.343555		-1.8089322		-3.0781014		1.0057343		2.4420967		-0.8551383		-1.6220407		0.008249283		1.2881203		NA		0.0023282014		NA		NA		U35_44k_v1_27747		-		gb|EDO83230.1| 1e-21  ribosomal large subunit pseudouridine synthase C [Burkholderia pseudomallei 406e]		LOC_Os09g25690.1 1e-11 conserved hypothetical protein		TGGAAACAACCAAATTGTCCGTATCCATTCCAACTATGTAGTATGTATGAGAACACGTTT		26836		AT5G46730.1

		14649		CUST_10895_PI390587928		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		1.0481875		-1.1538924		1.755413		48.378956		0.06789684		-0.20650864		0.8118105		5.5963078		NA		NA		NA		0.0015336254		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		CCCCCGTGAATATTGTGCGTGTCTACTCAATAACATGAATATTACTTGTATTTATCCAAT		2245		0

		48870		CUST_99_PI390587928		1.3579472		1.4052277		1.4202164		1.3703651		1.4962949		1.781793		4.2337785		1.5862278		1.3612347		3.538231		4.4030237		1.7129749		1.0981386		-3.378629		-1.1244701		-1.0918292		0.13506019		-1.7564379		-0.16924524		-0.12674713		NA		0.0037864374		NA		NA		U35_44k_v1_48870		LOC_Os08g07730.1		gb|EAZ41685.1| 2e-37  hypothetical protein OsJ_025168 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g07730.1 4e-39 transferase family protein expressed		CGTACTGAAGTTTATTCCCATTTATTAGACAACAAAAATATTTACCTAGGTGTGGATCCC		None		0

		45167		CUST_16042_PI390587928		2.2058895		3.5044098		2.8027277		1.3807303		2.477266		3.0172853		2.370904		2.8595924		1.6564732		3.1492774		2.3932972		1.4134926		1.7663765		-1.0958058		-1.0156429		2.7247047		0.8207929		-0.1319921		-0.022393227		1.4460999		NA		NA		NA		0.004507295		U35_44k_v1_45167		LOC_Os11g03130.1		ref|NP_001065618.1| 8e-41  Os11g0124500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02880.1 2e-42 expressed protein		TGAGAAGAGCGGTGCCACTGGCCCTCGAGGTAGAGGACGACCCAAGGAAAGAGGAGCTGA		43657		AT1G09575.1

		8339		CUST_20611_PI390587928		10.450866		10.465628		9.500034		9.926751		10.489654		11.30249		10.2703905		10.948337		10.618176		11.152997		10.287879		9.526713		-1.0931739		1.1091797		-1.0121958		2.6788676		-0.12852287		0.14949322		-0.01748848		1.4216232		NA		NA		NA		0.0068446877		U35_44k_v1_8339		LOC_Os10g41330.1		ref|NP_001065396.1| 2e-26  Os10g0562900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41330.1 5e-28 ethylene-responsive transcription factor 5 putative expressed		AAGGCCATCCTCAACTTCCCCAACGAGGTCAGCACCCAATCCATCCAGTGGGTCCCGGCT		19179		AT4G17490.1

		14646		CUST_10899_PI390587928		11.92187		11.929154		11.405324		10.985223		12.020396		11.795667		13.682739		15.807841		12.1191025		11.5050535		13.249893		10.771848		-1.0708128		1.22316		1.3498939		32.808407		-0.098706245		0.29061317		0.43284607		5.0359936		NA		NA		NA		9.59E-04		U35_44k_v1_14646		LOC_Os01g04040.1		gb|AAS49905.2| 3e-41  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 1e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		GCTGGTGTTGCTTGTTGAATAAACACCTCTGATGGTTGTGCGTGTCTACTCATCAAAAAA		2243		0

		18996		CUST_26453_PI390587928		9.854294		9.157938		10.128978		10.083783		9.251929		8.621714		8.386695		8.885591		9.095843		8.565819		8.482276		9.90628		1.1142601		1.0395037		-1.0684956		-2.0288877		0.15608597		0.05589485		-0.095581055		-1.020689		NA		NA		NA		0.04029091		U35_44k_v1_18996		LOC_Os05g50110.1		ref|NP_001056403.1| 4e-27  Os05g0576700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50110.1 8e-29 oleosin Bn-V putative expressed		ACCCCAGCTGTTGGTAATCTCATCGTCTTCACGTGTATGAACTACTATTAGTTTAAAAAA		3040		AT3G18570.1

		18917		CUST_9633_PI390587928		8.53701		8.8505945		7.4430175		7.957292		9.595992		9.807397		9.795648		9.896069		9.573573		9.801182		9.44436		8.428964		1.015661		1.0043173		1.2756989		2.7646654		0.022418976		0.0062150955		0.35128784		1.4671049		NA		NA		NA		0.0012003189		U35_44k_v1_18917		LOC_Os09g23370.2		ref|NP_001063106.1| 3e-62  Os09g0397700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g23370.2 7e-64 proline-rich polypeptide 6 isoform 1 putative expressed		GGTTGCTGGATGAATTCTGCGTTGTGCTTAATGGATGTCTAGACTCCGTGTTGCAAAAAA		9283		AT5G16940.2

		22862		CUST_863_PI390587928		11.356632		10.741939		9.971572		10.11155		10.52708		11.480268		15.670676		15.911022		10.903079		14.169507		15.811412		14.996948		-1.2977383		-6.4497333		-1.1024671		1.8843591		-0.37599945		-2.6892395		-0.14073563		0.91407394		NA		0.0047128093		NA		NA		U35_44k_v1_22862		LOC_Os03g60840.1		gb|ABX84379.1| 4e-25  Bowman-Birk trypsin inhibitor-like protein [Triticum aestivum]		LOC_Os03g60840.1 4e-21 Bowman-Birk type trypsin inhibitor putative expressed		GTCCGGGTGGATCATTTGATGATTTCTCGTCGTTTCATACTACGTCTTATATAAATAAAT		17082		0

		33260		CUST_27203_PI390587928		6.495623		5.9507446		3.4240854		6.198206		7.147576		6.641538		5.2518525		11.219935		6.897878		5.472687		5.00594		7.375525		1.1889579		2.2483263		1.1858426		14.364246		0.24969769		1.1688514		0.24591255		3.8444104		NA		NA		NA		0.002062147		U35_44k_v1_33260		LOC_Os03g28990.1		ref|NP_001066680.1| 1e-08  Os12g0431700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g24390.1 2e-10 retrotransposon protein putative unclassified expressed		CTCAATTTACTACCGCATGAATTTACCTGGCGCTTAATTTACTTCTTTGTGAGTTGAAAT		4400		0

		10297		CUST_17515_PI390587928		7.112333		5.800463		3.141331		4.004686		6.326097		5.728832		3.3004844		2.6788762		5.876793		5.072176		3.5179822		4.0178456		1.3653815		1.5764242		-1.1627152		-2.5297055		0.4493041		0.6566558		-0.21749783		-1.3389695		NA		NA		NA		0.0055399034		U35_44k_v1_10297		LOC_Os04g57560.1		ref|NP_001054219.1| 3e-62  Os04g0671300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57560.1 6e-64 lysine-specific histone demethylase 1 putative expressed		GAAGGAGACGGTAAAAGTTAGAGATGAATATGCGAACGACATGCCTCTTGTTCAAGCCAT		18623		AT1G65840.1

		20003		CUST_7465_PI390587928		11.027161		11.133702		12.053393		12.341133		10.945244		10.783299		11.057635		11.304332		10.901325		10.739024		11.322716		12.505333		1.0309101		1.031165		-1.2017031		-2.2989914		0.04391861		0.044275284		-0.26508045		-1.2010012		NA		NA		NA		0.007219816		U35_44k_v1_20003		-		emb|CAE53909.1| 3e-85  putative SWIM protein; putative Zn-finger protein [Triticum aestivum]		LOC_Os07g32110.1 1e-67 transposon protein putative unclassified		GTTGTTGTAGTGTATCGTGTAGTTTTTCACAAACTTTGTAACTTCGTAACTGGGTTGTGT		12739		AT4G38180.1

		48865		CUST_11841_PI390587928		10.097735		12.555301		11.4325485		10.966217		9.302928		11.857758		9.105285		9.44796		8.311736		10.688889		9.37896		10.328342		1.9878266		2.2483537		-1.2088833		-1.8408633		0.99119186		1.168869		-0.27367496		-0.88038254		NA		0.017233916		NA		0.0019378323		U35_44k_v1_48865		-		No hits found		No hits found		CTGCTACGTACCACTAATTGTTGATTGGTTGGTTGATGGAGGAAATTAATGAAATCTTTC		None		0

		24551		CUST_25945_PI390587928		10.099815		10.736636		12.116322		12.158235		9.005805		9.583318		9.713528		10.282622		7.99719		8.787587		9.606113		12.014175		2.0119786		1.7359563		1.0772957		-3.320851		1.008615		0.7957306		0.107414246		-1.7315531		NA		NA		NA		0.004881929		U35_44k_v1_24551		LOC_Os06g03500.1		emb|CAD45030.1| 1e-55  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os06g03500.1 2e-53 NBS-LRR disease resistance protein putative		TTTTGATGACTTGTGGACCATAGATATGTGGAGGTGGATCAAGGAATTTCTTGTCATAGC		25449		AT3G46730.1

		22339		CUST_22408_PI390587928		11.633998		11.967734		10.649303		11.76817		12.452361		13.763852		14.583156		14.268474		13.235032		14.065951		13.913194		12.788981		-1.7203128		-1.2329371		1.591031		2.7885056		-0.782671		-0.30209923		0.6699619		1.4794922		NA		NA		NA		0.0056536035		U35_44k_v1_22339		LOC_Os08g43670.1		gb|EAZ07917.1| 3e-26  hypothetical protein OsI_029149 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43670.1 7e-28 RING-H2 finger protein ATL2B putative expressed		CTTTCGTGACTTGGTTCGTTGCCTTCATAAGGCTGGTTGTGAACGTGTGTACAGAAAAAA		24933		AT2G17730.1

		27808		CUST_29118_PI390587928		10.663014		10.866867		11.878201		12.224224		10.551758		10.585969		10.679634		10.59707		10.059585		9.968788		11.010516		11.709506		1.4065621		1.5338749		-1.2577821		-2.1621046		0.4921732		0.6171808		-0.33088207		-1.1124363		NA		NA		NA		0.003956589		U35_44k_v1_27808		LOC_Os09g38320.1		gb|AAW28997.1| 7e-05  chloroplast phytoene synthase 3 [Sorghum bicolor]		LOC_Os09g38320.1 9e-06 phytoene synthase chloroplast precursor putative expressed		ATGTGCTTGTTAGAAAATGATGCAGAGCAGAGTGAAATGGGACAGAGATGTGTTCAGTGG		None		0

		14345		CUST_3836_PI390587928		3.3223019		3.839451		3.0966928		1.8897676		8.243546		6.27465		10.64574		10.061976		7.055799		6.797689		11.061749		6.9010787		2.2779665		-1.4369789		-1.3342323		8.943861		1.1877465		-0.52303886		-0.4160099		3.1608977		NA		NA		NA		0.003977616		U35_44k_v1_14345		LOC_Os07g48050.1		emb|CAB99487.1| e-149  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os07g48050.1 1e-115 peroxidase precursor putative expressed		CGTTTGGTAAAGGTAAAAATATCTAGCTTTTGATGGCAATTAAGCATGTAACCGTTGTCA		2119		AT5G05340.1

		7095		CUST_41328_PI390587928		2.5996344		3.3695822		3.5829098		2.0074327		3.0092819		2.7633107		5.4121		5.3344536		3.5943		3.0989726		4.3426228		3.5446079		-1.5000578		-1.2619562		2.0986726		3.4577792		-0.58501816		-0.3356619		1.0694771		1.7898457		NA		NA		NA		0.007693307		U35_44k_v1_7095		LOC_Os02g26720.1		gb|EAY85788.1| 1e-47  hypothetical protein OsI_007021 [Oryza sativa (indica cultivar-group)]		LOC_Os02g26720.1 2e-49 inositol-tetrakisphosphate 1-kinase 1 putative expressed		GCAGGGCGTTGTTTCTGATTTCCATTTTATTGCTTCTCTGGGCCTTTTCTAACGTGAATC		39985		AT5G16760.1

		16121		CUST_16477_PI390587928		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		-1.0645906		-1.2695427		1.3900316		4.0684276		-0.09029865		-0.34430885		0.47511768		2.0244713		NA		NA		NA		0.002330298		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		CACGTCCAACAACAACTGTGTTGTCGTCGTGTTATTTCTTTGAGAAAAATCTATTATCTT		4750		0

		21674		CUST_37653_PI390587928		5.013166		3.7886963		5.589987		5.21888		4.5607834		2.6426766		4.2447944		3.5049057		4.7182803		3.7399857		4.4266124		4.7949767		-1.1153504		-2.1395526		-1.1343124		-2.445401		-0.15749693		-1.0973091		-0.18181801		-1.290071		NA		NA		NA		0.014993896		U35_44k_v1_21674		LOC_Os05g51630.2		gb|EAZ35493.1| 1e-29  hypothetical protein OsJ_018976 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g51630.2 2e-31 HYP1 putative expressed		CCCTCTGTAAAGATCTTAATTTCTCAGATATTTCTTTTCGGAGGAAGATCTAGTTCATTC		18094		AT4G22120.5

		147		CUST_26541_PI390587928		10.52443		10.386275		9.468163		10.046935		12.265545		12.683396		14.545863		14.606082		13.123067		13.588093		14.141191		12.594039		-1.8119235		-1.8721505		1.3237885		4.03353		-0.857522		-0.90469646		0.40467262		2.012043		NA		NA		NA		0.001743508		U35_44k_v1_147		LOC_Os08g08980.1		gb|AAF34811.1|AF005089_1 e-124  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 precursor putative expressed		AAGCCGCCAGAGTTTTCATTTCCTTATGAATCGTTACAATATATGTTGTTTGTTGGGATT		1518		AT5G39110.1

		19929		CUST_13843_PI390587928		11.35917		12.621404		15.032871		13.908444		11.19386		12.556024		14.17865		12.552562		10.921077		12.580611		14.076856		13.964707		1.2081363		-1.0171889		1.0731072		-2.6613266		0.27278328		-0.024587631		0.10179424		-1.4121456		NA		NA		NA		0.0030267138		U35_44k_v1_19929		LOC_Os01g45200.1		gb|EAY75114.1| 2e-62  hypothetical protein OsI_002961 [Oryza sativa (indica cultivar-group)]		LOC_Os01g45200.1 5e-64 dihydroflavonol-4-reductase putative expressed		TAGTCATAGTGTGATCTTGTAGGTTATTTCACGCAGATTTTCTTTGTGCTGTCCGCTGTC		18028		AT5G14700.1

		35750		CUST_30107_PI390587928		11.045886		10.18358		9.872374		10.5646715		11.57417		10.102305		11.716283		10.1033945		12.408898		11.478314		10.625352		9.621104		-1.783521		-2.5954938		2.1301146		1.3969595		-0.83472824		-1.376009		1.0909309		0.48229027		NA		NA		0.008900427		NA		U35_44k_v1_35750		LOC_Os01g03740.1		gb|EAZ10390.1| 3e-32  hypothetical protein OsJ_000215 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03740.1 8e-34 nuclease PA3 putative expressed		ATGATGCCTGGCGAGTGGGTGTTGTTCATTTTTCTATGGAAATAAAATGGATAGATCTTG		28865		AT1G68290.1

		4938		CUST_38509_PI390587928		10.193101		11.066489		9.561031		9.578845		9.971728		11.439579		11.760762		11.245361		10.183193		11.317233		11.011967		9.223358		-1.1578633		1.0885034		1.6803893		4.0614734		-0.21146488		0.122345924		0.7487955		2.0220032		NA		NA		NA		0.008807782		U35_44k_v1_4938		-		No hits found		LOC_Os11g10470.1 2e-05 expressed protein		GTCGGCATTTTGTCAGATGGTAGTTTTATCTTAGTAGAACTGTACCGTATATATGTGTTA		12084		0

		31961		CUST_38299_PI390587928		6.8202977		5.393589		4.6597347		5.1018176		8.584172		6.4670634		7.2424965		7.05775		9.287244		8.180413		7.000461		5.4608917		-1.6279671		-3.2792134		1.18266		3.0248394		-0.7030716		-1.7133498		0.24203539		1.5968585		NA		0.015430034		NA		0.016382683		U35_44k_v1_31961		LOC_Os01g73170.1		emb|CAA05897.1| 1e-51  peroxidase [Hordeum vulgare]		LOC_Os04g59150.2 5e-28 peroxidase 12 precursor putative expressed		TGCAAGAAGAAGCTCAGCTTCAGCAATGGCGCCCTTCTTCGACGTGCCCACTCTCATCTC		1852		AT1G71695.1

		41665		CUST_24110_PI390587928		2.7233212		2.378333		1.4542867		2.4434276		3.2949715		4.8450317		7.1462455		6.1626782		4.5706286		7.5849833		7.49723		6.8119683		-2.4210908		-6.680479		-1.2754308		-1.5683962		-1.2756572		-2.7399516		-0.35098457		-0.6492901		NA		0.005693015		NA		NA		U35_44k_v1_41665		LOC_Os02g36450.2		gb|EAY86385.1| 9e-13  hypothetical protein OsI_007618 [Oryza sativa (indica cultivar-group)]		LOC_Os02g36450.2 1e-14 sugar transport protein 5 putative expressed		ACAGTGTTGGTGTGATACAACACTTTGAAGAATGTATATACAAGTGTTTTTTCTAAAAAA		36735		0

		29501		CUST_35401_PI390587928		4.0942225		3.9287198		4.375935		4.4727383		3.6890213		4.0434203		3.1524665		3.0399096		3.7470834		2.8395674		2.676902		3.863631		-1.0410664		2.3035405		1.3904622		-1.7699656		-0.058062077		1.2038529		0.47556448		-0.8237214		NA		0.031131541		NA		0.0064351354		U35_44k_v1_29501		LOC_Os09g05030.2		ref|NP_001062641.1| 1e-97  Os09g0135800 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g05030.2 2e-99 armadillo/beta-catenin-like repeat family protein expressed		ATGATTGCTGACCTTGCACCTGGCGTGAGTGATGACACCAAGCGGTGCATGGCACCATGT		28809		AT2G05810.2

		50482		CUST_19263_PI390587928		14.018921		14.063859		13.659366		14.224922		13.85385		14.005216		11.830705		12.345283		13.595786		13.21579		12.57058		13.634026		1.195873		1.7283865		-1.670031		-2.443151		0.25806427		0.78942585		-0.73987484		-1.288743		NA		NA		NA		8.54E-04		U35_44k_v1_50482		LOC_Os02g48900.2		gb|EAZ24425.1| 3e-09  hypothetical protein OsJ_007908 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48900.2 4e-11 aspartic proteinase nepenthesin-1 precursor putative expressed		GGGGTTTTAATTTAATTTGTAACAACAGGCACGTTCACTTTTTCAACTCGCCGGTTCGAT		52643		0

		11371		CUST_20719_PI390587928		7.984894		7.8549733		7.6539607		7.3481393		8.4807005		8.553091		9.107209		8.89941		8.907384		8.981359		8.476993		6.6678586		-1.34414		-1.3456167		1.5477973		4.6963882		-0.42668343		-0.42826748		0.6302166		2.2315516		NA		NA		NA		0.021671573		U35_44k_v1_11371		LOC_Os03g57450.1		gb|EAZ28845.1| e-140  hypothetical protein OsJ_012328 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57450.1 1e-142 calcium-dependent protein kinase isoform AK1 putative expressed		AAGAGGTTCTACACGGGAAGCTCGACTTCGAGTCAGATCCATGGCCCAGCATCTCCGAAG		25101		AT5G04870.1

		31043		CUST_34408_PI390587928		1.3877858		2.0444496		1.4485493		1.5006886		1.9429201		4.376453		6.3568254		2.0300057		1.9664384		4.3308825		4.0968986		1.3780136		-1.0164353		1.0320911		4.789672		1.5713364		-0.023518324		0.045570374		2.2599268		0.6519921		NA		NA		0.0012772258		NA		U35_44k_v1_31043		LOC_Os09g37120.1		gb|EAZ45539.1| 1e-34  hypothetical protein OsJ_029022 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37120.1 3e-36 ornithine decarboxylase putative expressed		CACGCCATTCGATTTGTTTTCGCAGTATACAAAATTGTTAGAGTAAAACGAGATTGAATG		31185		0

		43171		CUST_12449_PI390587928		8.608531		8.541259		7.8925033		8.2325735		9.652333		9.502976		13.627785		11.535104		10.2247305		11.034778		12.519877		9.325147		-1.4869924		-2.8914661		2.1553278		4.626615		-0.57239723		-1.5318012		1.1079073		2.2099571		NA		NA		NA		9.04E-04		U35_44k_v1_43171		-		No hits found		No hits found		GGGATCATACACACAAACCTCGATCTGAATAATCCCTCTATATATGTGGTGAAGAAAAAA		39530		0

		30805		CUST_19595_PI390587928		7.099809		7.193484		6.641518		7.2750554		7.4905877		9.0052185		9.206759		8.870479		7.7725105		7.975267		8.978732		7.027941		-1.2158142		2.0419557		1.1712323		3.5864024		-0.28192282		1.0299516		0.22802734		1.8425374		NA		NA		NA		0.028155696		U35_44k_v1_30805		LOC_Os02g46340.1		gb|EAY87120.1| 2e-23  hypothetical protein OsI_008353 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46340.1 5e-25 RING-H2 finger protein ATL3J putative expressed		GGAGCCAGGGACACCATAGCCACCGGCAGGAGGATTCCTGGCGGTGGGACCCCGAAGCGG		30870		0

		1044		CUST_30706_PI390587928		11.038152		10.2663965		9.775909		10.539277		11.320447		10.19778		13.833011		14.130294		11.472168		11.38967		13.5021515		12.237297		-1.1108938		-2.2845194		1.2577622		3.714059		-0.151721		-1.1918907		0.33085918		1.8929968		NA		NA		NA		0.0013293729		U35_44k_v1_1044		LOC_Os02g17940.6		gb|AAP95024.1| 0.0  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-132 leucoanthocyanidin dioxygenase putative expressed		GACCAAAGTAAATACCCCTCCATCCGAAAATACTTGTATAAGAATGGATGTATGTAAATG		3568		AT5G20400.1

		6710		CUST_41979_PI390587928		9.496723		9.552353		8.476085		8.107701		9.58622		9.489482		9.614585		9.0486145		9.754956		9.755102		9.57562		7.921346		-1.1240736		-1.2021527		1.0273767		2.1844473		-0.16873646		-0.26562023		0.038965225		1.1272683		NA		NA		NA		0.004262374		U35_44k_v1_6710		LOC_Os12g09000.2		gb|EAY82519.1| 5e-75  hypothetical protein OsI_036478 [Oryza sativa (indica cultivar-group)]		LOC_Os12g09000.2 6e-76 phosphomethylpyrimidine kinase/thiamin-phosphate pyrophosphorylase putative expressed		AAAGAGGTGTAATACTCCTGAAAATCTACATTCACGACTACACTAGTGGTTGGGGCGCCA		15880		AT1G22940.1

		17188		CUST_19866_PI390587928		7.1739793		7.608427		6.647494		7.5034313		6.931832		8.877484		8.845532		9.029826		7.4044323		8.402995		8.35046		7.2827106		-1.3876084		1.3894262		1.4093914		3.3568676		-0.47260046		0.4744892		0.49507236		1.7471156		NA		NA		NA		0.026568426		U35_44k_v1_17188		LOC_Os02g36530.1		ref|NP_001047210.1| 1e-08  Os02g0575000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36530.1 3e-10 expressed protein		GGAGGGTGTAAAGCAAGTTCTTTTGTTGATTGGTCAAACAAACTTGACAGAAATTAAATC		None		0

		6458		CUST_36312_PI390587928		9.159564		8.362582		8.555329		9.312261		9.561616		9.214598		10.977468		11.051399		10.757121		10.514928		10.543424		9.231301		-2.29025		-2.4628525		1.3510152		3.5310516		-1.1955051		-1.3003302		0.43404388		1.8200979		NA		NA		NA		0.002723576		U35_44k_v1_6458		-		ref|NP_001041877.1| 1e-25  Os01g0121600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03130.1 7e-10 expressed protein		CGTGTAATAAAGGTCAGTAGATTTCTGTAACACAGGTCTTGTTTCAAAAGATTTCTGCAA		21195		AT2G01300.1

		30644		CUST_13558_PI390587928		4.2871113		5.0765586		3.3703463		3.4878016		5.6153646		6.655832		6.8803997		6.426739		5.330099		6.213224		6.097145		3.819239		1.2186345		1.3590589		1.721009		6.094468		0.28526545		0.44260788		0.7832546		2.6075003		NA		NA		NA		0.0020535106		U35_44k_v1_30644		LOC_Os02g36840.1		gb|EAZ23556.1| 7e-81  hypothetical protein OsJ_007039 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36840.1 2e-82 cytokinin-O-glucosyltransferase 2 putative expressed		TTGTGTACGTGAACTTCGGGAGCGTGACCGTGATGAGCAGCCACGACCTGGCGGAGTTCG		30649		AT1G22370.2

		39209		CUST_8058_PI390587928		11.401235		10.168911		9.69046		10.115216		11.726715		11.45898		11.569884		12.032533		12.206637		12.271243		11.764656		10.805089		-1.3946686		-1.7559643		-1.144543		2.3415172		-0.4799223		-0.8122635		-0.19477177		1.2274437		NA		NA		NA		0.011946901		U35_44k_v1_39209		LOC_Os02g03020.1		ref|NP_001045728.1| 8e-27  Os02g0122600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03020.1 2e-28 EF-hand Ca2+-binding protein CCD1 putative expressed		GATGCTCTTTGAGCTTTTGCTTTATTGATTAATTTAGCTCGTGCATGGACTTTTTAGCTA		15981		AT2G46600.1

		9406		CUST_11161_PI390587928		6.1949043		6.191534		7.1753826		6.4347587		6.0895348		5.88975		6.0431113		4.942427		6.2371006		5.844196		6.001518		6.08036		-1.1076989		1.0320796		1.02925		-2.2006547		-0.14756584		0.04555416		0.04159355		-1.1379328		NA		NA		NA		0.030352395		U35_44k_v1_9406		-		No hits found		No hits found		ATGACAACCAGCTGAAGTGGGAATTCGATGAGGACAATGACAGGCTGTATGTGACTTATC		20823		0

		22977		CUST_33474_PI390587928		12.384285		12.525826		10.620259		12.483772		12.3763275		14.227712		12.832085		14.207625		12.822299		13.806418		12.524266		11.8274355		-1.3622311		1.3391274		1.2378345		5.206053		-0.4459715		0.42129326		0.3078184		2.38019		NA		NA		NA		0.007581568		U35_44k_v1_22977		LOC_Os05g30490.1		No hits found		No hits found		CGGCGTTCCTTCGTTTAATCCGTGATTTGGATGATGATAATTTATAAGAATAACAACATG		47328		0

		23401		CUST_2352_PI390587928		2.8639164		3.9266903		1.2772261		2.052554		3.652189		2.8053703		3.623643		5.302855		3.3768818		3.626256		2.515231		2.945073		1.2102517		-1.7664901		2.156082		5.125818		0.27530718		-0.82088566		1.108412		2.3577821		NA		NA		NA		0.02572508		U35_44k_v1_23401		-		gb|ABW81057.1| 3e-16  putative protein-kinase [Arabidopsis lyrata subsp. lyrata]		LOC_Os07g38820.1 3e-14 lectin-like receptor kinase 7 putative		AAAGCACATCCTACTCATAGTTTCCCTTGTCACTTTGGTTCCCATAGTCTTTGTCCTTGT		18812		AT2G29250.1

		12202		CUST_36997_PI390587928		9.154565		8.576192		8.681808		9.936258		8.352684		7.5381413		8.189369		8.210361		7.5378633		7.5036144		8.326388		10.5074		1.7590796		1.0242208		-1.0996307		-4.9144807		0.81482077		0.034526825		-0.13701916		-2.297039		NA		NA		NA		0.0072417543		U35_44k_v1_12202		LOC_Os06g11760.1		ref|NP_001057173.1| 3e-07  Os06g0220900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11760.1 8e-09 expressed protein		AACACTCTTAAGCTCTCTGTAAATCCGCAGCCGGTGCTCGCTTTCCGGTGATCGCAAGCG		26450		0

		16631		CUST_38163_PI390587928		4.5496583		4.8991966		4.0393114		3.957384		3.542578		2.6473126		2.4995406		1.9816197		3.902922		3.4699576		3.384889		3.4901028		-1.2837319		-1.7686455		-1.8472105		-2.8451073		-0.36034393		-0.82264495		-0.8853483		-1.508483		NA		NA		NA		0.01303462		U35_44k_v1_16631		LOC_Os01g74152.1		gb|EAY77408.1| e-120  hypothetical protein OsI_005255 [Oryza sativa (indica cultivar-group)]		LOC_Os01g74152.1 1e-120 catalytic/ hydrolase putative expressed		CCACTTTCCTTATGTTTTCCCACTGTAATAAGATGAAATAAATGTTCTGGATGTTGGCGT		6491		AT5G02230.2

		42459		CUST_4868_PI390587928		3.0466464		2.1768124		2.133032		1.3577522		3.7280028		3.7960968		4.1532216		4.5118804		3.8048935		4.0295677		3.5537274		1.3522996		-1.0547425		-1.17566		1.5151852		8.935699		-0.07689071		-0.23347092		0.5994942		3.1595807		NA		NA		NA		3.55E-05		U35_44k_v1_42459		LOC_Os06g43090.1		No hits found		No hits found		GCCGCTTTGCTTCTTTCTTTCTGTATATACAAACATATGAAATGGAAACGAAAACATGCA		38138		0

		40368		CUST_11524_PI390587928		8.153387		7.68684		6.977943		7.77923		8.859975		9.581347		8.997369		9.580602		9.572387		10.012009		9.212466		8.241039		-1.6385411		-1.3478512		-1.1607823		2.5307455		-0.7124119		-0.4306612		-0.21509743		1.3395624		NA		NA		NA		0.010180527		U35_44k_v1_40368		-		No hits found		No hits found		CAGAAATAGTGGCTACAATGTTTCGTCAAGTATACACTATAGGTATCACACGGATAATGA		35631		0

		37221		CUST_16991_PI390587928		10.619485		9.446866		9.30939		9.102185		11.757182		10.261906		10.300427		9.088627		12.080955		11.709267		10.963265		9.062859		-1.2515991		-2.7270875		-1.5831939		1.0180217		-0.32377243		-1.447361		-0.662838		0.02576828		NA		0.025065184		NA		NA		U35_44k_v1_37221		-		No hits found		No hits found		GTACTACTGCTCATGTTTGAATGGATCGACCGGTTTAGCCCCGAGTTTGTGAATAAAAAA		32944		0

		23221		CUST_40476_PI390587928		3.36807		4.7875147		3.8895884		4.5775404		2.174949		2.4829898		4.679724		5.6900334		1.2531832		1.6344632		4.0620418		3.977588		1.8944324		1.800661		1.5344083		3.2771585		0.9217657		0.8485266		0.61768246		1.7124455		NA		NA		NA		0.011057349		U35_44k_v1_23221		LOC_Os09g27260.1		gb|EAZ09284.1| 9e-21  hypothetical protein OsI_030516 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27260.1 2e-22 TMV response-related gene product putative expressed		GGATTCATTGGCTGGCTTGTGGATGGAGAGTGGACTTGCAACGTCTTTTGTGTTCTTAAA		39276		0

		43288		CUST_32642_PI390587928		7.359751		7.2072587		6.6607876		7.7158027		9.27507		9.883135		10.632499		9.223646		9.519749		11.187972		10.567263		8.555324		-1.1848288		-2.4705584		1.0462562		1.5892241		-0.2446785		-1.3048372		0.06523609		0.66832256		NA		0.0023282014		NA		NA		U35_44k_v1_43288		LOC_Os03g43970.1		ref|NP_001050746.1| 8e-33  Os03g0641200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43970.1 1e-34 AAT1 putative expressed		GACATCTTCCTACTGGGCTCCATCGACTCCTATTCGTTCGAGCGGTTCGGGATATGGAGC		39794		AT4G21120.1

		37824		CUST_34630_PI390587928		4.5676455		5.797598		6.096167		5.2243085		4.2790914		4.507129		4.572586		4.312482		3.6053994		3.256317		3.8528106		3.776146		1.5951499		2.3797538		1.6469257		1.4502845		0.673692		1.2508123		0.71977544		0.53633595		NA		0.008180611		NA		NA		U35_44k_v1_37824		LOC_Os03g01222.4		gb|EAY88177.1| 6e-18  hypothetical protein OsI_009410 [Oryza sativa (indica cultivar-group)]		LOC_Os03g01222.1 1e-19 formyltetrahydrofolate deformylase putative expressed		AGATATTGGTGACACGGATCATTTTTTGTCGCAGGCCTTGAATGCTGGGGTGAAGTTGAA		33538		AT5G47435.1

		44298		CUST_18322_PI390587928		2.5136843		1.833108		1.2829366		2.4830792		1.7906908		3.0970547		3.5666		4.524279		2.7562714		2.9922264		3.5030918		1.8304111		-1.9528493		1.0753665		1.0450039		6.4704595		-0.9655806		0.10482836		0.06350827		2.6938682		NA		NA		NA		0.030978903		U35_44k_v1_44298		LOC_Os05g38350.1		gb|EAZ34557.1| 4e-07  hypothetical protein OsJ_018040 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38350.1 6e-09 glycerol-3-phosphate acyltransferase 8 putative expressed		AGATCAGCTCAGCTCAGTAAGATCGATCAACCGGTCGACAGACGCATGGTGACCATGCCG		41917		0

		49732		CUST_15702_PI390587928		13.653054		14.101054		12.738995		12.304446		13.197583		13.520665		10.836517		10.470574		12.441907		12.839635		11.563771		11.580264		1.6884229		1.6032844		-1.6554849		-2.1579924		0.75567627		0.6810303		-0.7272539		-1.1096897		NA		NA		NA		0.008098937		U35_44k_v1_49732		LOC_Os01g59150.2		sp|P93176|TBB_HORVU 2e-39  Tubulin beta chain (Beta-tubulin)		LOC_Os05g34170.2 3e-40 tubulin beta-6 chain putative expressed		GCTTTGTATTTTCCACTTTATGGCACCTTCTGGGTATTGTATCACTTGATGCCGTACGGT		51618		AT5G23860.1

		45703		CUST_14432_PI390587928		1.8299383		2.5103998		1.2568332		1.4965324		1.7209381		5.4227824		6.5037665		8.251977		2.2245095		4.4321194		5.1030545		1.2481898		-1.4177188		1.987098		2.6403186		128.33644		-0.5035714		0.99066305		1.400712		7.003787		NA		NA		4.76E-04		6.38E-05		U35_44k_v1_45703		-		No hits found		No hits found		AATGACGGGCATATGTACATGTACTGCACAAAGTCAAATAAAGTATAGATCGATCACAAA		44886		0

		11546		CUST_6206_PI390587928		6.759333		5.9987617		8.53898		9.814145		6.9050775		5.7386684		7.1209407		7.642639		6.7128367		4.305265		6.9959416		9.148723		1.1425369		2.7008312		1.090507		-2.840379		0.19224072		1.4334035		0.12499905		-1.5060835		NA		NA		NA		0.016035251		U35_44k_v1_11546		-		gb|EAY72447.1| 4e-15  hypothetical protein OsI_000294 [Oryza sativa (indica cultivar-group)]		LOC_Os06g38700.1 3e-16 retrotransposon protein putative unclassified expressed		TATGCGATGTACTGGATTAATATGGATGTGTGGCCCTATAATATGTGAACTTTTAAGATG		24764		0

		21389		CUST_9237_PI390587928		4.813008		4.695042		5.7897067		5.6450295		4.5270267		4.5480733		3.8332233		4.015742		3.534033		3.4730785		4.447205		5.499991		1.9903105		2.1067145		-1.5304774		-2.7977152		0.9929936		1.0749948		-0.6139817		-1.4842491		NA		NA		NA		0.0038374837		U35_44k_v1_21389		LOC_Os01g63810.2		gb|EAZ14199.1| 6e-64  hypothetical protein OsJ_004024 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63810.1 1e-65 starch binding domain containing protein expressed		TCACGATGAAACCCCAAATGAATGAGATTACTGGGAGTTGCAACACGGAACCATTAACAG		16209		AT5G01260.1

		49536		CUST_35831_PI390587928		8.569364		9.02893		7.5997524		8.141273		9.543872		9.481103		11.339833		10.428039		9.532921		9.370878		10.583703		7.587811		1.0076196		1.0793964		1.6889542		7.16133		0.010951042		0.110224724		0.7561302		2.8402276		NA		NA		1.37E-04		0.0012674043		U35_44k_v1_49536		LOC_Os11g15570.1		gb|EAZ36988.1| 3e-35  hypothetical protein OsJ_020471 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g15570.1 7e-37 expressed protein		TCCCCTTATTTACAAGGGTGTGCTAATCCGATTGCAGATTGCTGATGTATACAATTATTG		51305		0

		21609		CUST_4635_PI390587928		5.766276		6.0370994		5.801027		7.168905		5.243892		5.7491612		4.9384046		6.0826783		4.866129		5.22197		4.502643		7.220581		1.2993258		1.4411207		1.3526245		-2.200609		0.37776327		0.52719116		0.43576145		-1.1379027		NA		NA		NA		0.004882912		U35_44k_v1_21609		LOC_Os02g35000.1		ref|NP_001047124.1| e-171  Os02g0555700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g35000.1 1e-172 chaperone protein dnaJ 10 putative expressed		TGAAATAGACCATGTTTGATTGTGCCGTGCTTTCTGTAATTGTTCTATTTTGGTGTTTCT		17682		AT1G77020.1

		37177		CUST_41611_PI390587928		6.316507		5.7090774		6.491642		6.6122375		6.155901		5.577081		5.1143413		5.609709		5.6785755		4.412372		5.478234		6.7344556		1.3921604		2.24188		-1.2868934		-2.1806328		0.47732544		1.1647091		-0.36389256		-1.1247468		NA		0.0047128093		NA		0.00882808		U35_44k_v1_37177		LOC_Os09g26700.1		dbj|BAD36072.1| 3e-36  putative ethanolamine kinase 1 [Oryza sativa Japonica Group]		LOC_Os09g26700.1 3e-40 choline/ethanolamine kinase putative expressed		CCACTACTGTAACTTAGATGGTGCTCATTCTAAGAGTAGCTTTGTTTCTCATTTTGGAAT		32866		AT2G26830.1

		43470		CUST_4216_PI390587928		4.2009654		4.4912		5.283099		4.781393		5.285738		5.565452		6.3440166		7.729674		5.9352074		5.6218376		5.588352		4.8775296		-1.5685911		-1.0398573		1.6884089		7.220728		-0.6494694		-0.056385517		0.75566435		2.8521442		NA		NA		NA		0.005886336		U35_44k_v1_43470		LOC_Os10g03360.1		gb|AAL83353.1|AC074282_20 9e-31  Putative O-deacetylbaccatin III-10-0-acetyltransferase [Oryza sativa (japonica cultivar-group)]		LOC_Os10g03360.1 1e-32 taxadien-5-alpha-ol-O-acetyltransferase putative		CCCGGGTGCTGTCCGGCTGTGTCACGCCTCACCATGCCGAAGAATTTCTCCGTGAAATAG		40152		0

		23086		CUST_18446_PI390587928		4.7655816		6.2047906		5.4509416		5.1772676		3.4775803		5.9662094		3.7740257		3.5607026		3.8778026		5.265202		4.4197054		5.11176		-1.3197112		1.6256396		-1.5644763		-2.9303186		-0.4002223		0.70100737		-0.6456797		-1.5510576		NA		0.033321086		NA		0.043780923		U35_44k_v1_23086		-		No hits found		No hits found		GGAATGTGATCGTCTTTCTCTGTGGTATGAATGGAAATTGGTACTGTAGTTATATAGAAA		19130		0

		50461		CUST_19305_PI390587928		5.448378		5.784147		4.894512		4.53771		4.97355		5.619602		3.0931976		4.0559726		4.8353276		5.05965		4.201884		4.728678		1.1005481		1.4742204		-2.1564918		-1.5940597		0.13822222		0.55995226		-1.1086862		-0.67270565		NA		0.030226985		0.006387054		NA		U35_44k_v1_50461		-		No hits found		No hits found		CTGAGTCTGAGAAATTTTTGAACTACCTGTAGGAAATACTTTTGTGTGTCTTGCAACATT		52605		0

		15704		CUST_14087_PI390587928		8.074117		8.950745		7.6129107		7.3626513		8.442941		8.760766		10.392482		9.0064535		8.691112		9.68299		9.72543		7.3533607		-1.1877003		-1.8950344		1.5878254		3.1450715		-0.24817085		-0.92222404		0.66705227		1.6530929		NA		0.02600837		NA		0.0016032748		U35_44k_v1_15704		LOC_Os02g55440.2		gb|EAY87872.1| 0.0  hypothetical protein OsI_009105 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55440.2 0.0 transmembrane 9 superfamily protein member 2 precursor putative expressed		CAGCTTGCACGGTGTAATAGAATGGATTGGTTTATTCACATTTTACTGTCATTTTAGCTA		4328		AT5G35160.1

		46522		CUST_38065_PI390587928		6.6538467		7.47175		7.311399		7.7042236		6.126723		6.759111		5.422585		6.2889996		5.939118		6.6120486		5.7738395		7.4333515		1.1388714		1.1073124		-1.2756693		-2.210468		0.1876049		0.1470623		-0.35125446		-1.144352		NA		NA		NA		0.0062145717		U35_44k_v1_46522		LOC_Os03g48600.9		No hits found		No hits found		TTGTCCTCGTTGTCAGTTGTAGTAAGTGCCTGTTAATGCCATTTTGTGCTTGTTAAAAAA		46739		0

		3562		CUST_34311_PI390587928		4.132503		4.5663915		1.8303787		1.3755169		5.700859		6.372764		8.683747		5.805488		6.312395		7.6953635		8.953896		2.4020002		-1.5278851		-2.5011635		-1.2059318		10.5816145		-0.611536		-1.3225994		-0.27014828		3.403488		NA		NA		NA		0.01583919		U35_44k_v1_3562		LOC_Os04g14690.1		ref|NP_001052272.1| e-119  Os04g0223500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g14690.1 1e-121 monooxygenase/ oxidoreductase putative expressed		TCCACTGAAGTTGATGTTTTTCGAGTTCGCTGAGAGCTACTACTCCATTACAATGAAGAA		7926		AT1G19250.1

		2685		CUST_8149_PI390587928		8.185424		7.550284		6.347557		6.494265		9.763581		9.48666		12.642453		10.914536		10.482272		10.980081		12.050323		7.8976097		-1.645688		-2.8155575		1.5074714		8.094415		-0.7186909		-1.4934206		0.59213066		3.0169268		NA		NA		NA		0.0018313591		U35_44k_v1_2685		LOC_Os06g08060.1		gb|AAP95024.1| 2e-43  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 3e-44 flavonol synthase/flavanone 3-hydroxylase putative expressed		GAACATATACACTGTGGCCAACACAACCCCCTTCTTTCAGGGACATTCTATCTGAGTACA		None		AT1G49390.1

		21782		CUST_692_PI390587928		5.128627		5.282966		5.331059		5.8414483		5.180931		4.1922994		6.5219574		4.926801		5.248468		4.959698		5.490069		5.305578		-1.047926		-1.7021979		2.044699		-1.3002392		-0.06753683		-0.76739883		1.0318885		-0.37877703		NA		NA		0.013174747		NA		U35_44k_v1_21782		LOC_Os01g19870.1		gb|EAY73681.1| e-109  hypothetical protein OsI_001528 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19870.1 1e-111 expressed protein		ACATTTTGGAATAAAAGGTGGGTTTAAGGGGCTGTTTGGTTCCCTATCTTAGGCAAAAAA		25577		AT1G28240.1

		39762		CUST_29575_PI390587928		15.896295		15.279361		14.946949		12.06533		14.976449		14.795193		12.766965		12.232997		15.126323		15.138794		14.291938		10.278224		-1.1094724		-1.2689201		-2.877813		3.8765492		-0.14987373		-0.34360123		-1.5249729		1.954773		NA		NA		0.0074727573		NA		U35_44k_v1_39762		LOC_Os09g36680.1		gb|AAM80567.1| 2e-25  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 3e-22 ribonuclease 3 precursor putative expressed		GCCTGAACTCTGGACCATTATATTGTGCTATGTCTTTCCTATATGCTAATATAGAAGTAA		5057		0

		21892		CUST_195_PI390587928		6.556434		7.0148377		7.2605376		8.418462		7.964662		9.245823		10.429602		8.927016		8.513297		10.31527		10.3841715		10.13244		-1.4627011		-2.0986295		1.0319909		-2.3060493		-0.548635		-1.0694475		0.045430183		-1.2054234		NA		0.0051447437		NA		NA		U35_44k_v1_21892		-		No hits found		No hits found		TGAAGTTTAAAATCACTCCAGGGTGCATTCGATGGAATCTGCTTCTCCATTGTTAAAAAA		16356		0

		9901		CUST_12378_PI390587928		5.089732		4.5722804		6.109693		6.5396504		4.9454217		4.5752387		4.8888297		4.921867		4.505549		3.3996274		5.1909356		5.9440613		1.3564847		2.2588856		-1.2329428		-2.0310059		0.43987274		1.1756113		-0.3021059		-1.0221944		NA		0.038961146		NA		0.005574435		U35_44k_v1_9901		LOC_Os03g43930.2		gb|EAY91190.1| 1e-64  hypothetical protein OsI_012423 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43930.2 3e-66 class III HD-Zip protein 4 putative expressed		ACGCACCTCAGTAATCCTTCTGTGGCGACTACAGACACAAGCTGTGAGTCTGTTGTTACT		49230		AT2G34710.1

		48135		CUST_26019_PI390587928		9.385518		9.750754		10.2485285		9.727215		8.844689		8.842392		7.3375344		7.5659957		8.516028		8.166013		8.153741		9.581071		1.2558472		1.5981238		-1.76077		-4.0420165		0.32866096		0.6763792		-0.81620646		-2.0150752		NA		NA		NA		0.0035661473		U35_44k_v1_48135		LOC_Os12g25470.1		No hits found		No hits found		GGAAAAGAACCAATGCGAGGTTTAGGTCCTGAAACCACAATAGATTATAATAATTTGGAT		None		0

		2034		CUST_2433_PI390587928		6.7622657		6.3728905		6.1065574		5.401501		6.349132		6.9012146		11.369382		8.592952		6.8154035		7.9300904		10.881543		6.578367		-1.3815343		-2.0404336		1.4023424		4.040642		-0.4662714		-1.0288758		0.48783875		2.0145845		NA		NA		NA		0.005477112		U35_44k_v1_2034		LOC_Os03g18850.1		ref|NP_001049857.1| 3e-67  Os03g0300400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18850.1 6e-69 pathogenesis-related protein 1 putative expressed		GTATTTGTAACCATCAAAGGGTGATGTTGTTTGATGATGTTGTTGCTTGCTTATGTATCT		5368		0

		9767		CUST_5603_PI390587928		9.11781		9.257924		7.7048097		7.4968243		8.565589		8.340584		4.9125776		4.394871		8.333161		7.795685		5.3917975		5.862971		1.1748102		1.4589182		-1.3939897		-2.7665722		0.2324276		0.544899		-0.4792199		-1.4680996		NA		NA		NA		0.0045232936		U35_44k_v1_9767		LOC_Os10g33250.1		gb|ABF51011.1| 0.0  putative aldehyde decarbonylase enzyme CER1;1 [Hordeum vulgare]		LOC_Os10g33250.1 0.0 CER1 putative expressed		AGATACAGTTTCCATTATGGACTGAAAAAGGAGAAGGAAGCAATCAATGACCTGATTGAG		20956		AT1G02205.2

		10838		CUST_2854_PI390587928		5.9936905		6.284372		6.829214		6.132927		5.7402897		5.517492		3.480058		4.3252425		5.0436435		4.8315773		4.4779916		5.9138923		1.6207328		1.6087214		-1.9971374		-3.0076773		0.6966462		0.6859145		-0.9979336		-1.5886497		NA		NA		NA		0.024804624		U35_44k_v1_10838		LOC_Os04g46660.1		ref|NP_001053503.1| 5e-15  Os04g0552300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46660.1 1e-16 cyclin-dependent protein kinase putative expressed		ACCAGCAGAGAGTTCTTGGAGAAATGGCTTCCGATGAGCTTGGGTAGACGCGTGCGCCTT		37137		0

		11057		CUST_30269_PI390587928		4.711588		4.5481524		4.4476724		4.6892657		5.911934		6.7410703		8.064311		7.0126967		6.6668015		7.5371118		7.4159036		5.291378		-1.6874766		-1.7363304		1.567437		3.2973766		-0.75486755		-0.7960415		0.64840746		1.7213187		NA		NA		NA		0.0043845987		U35_44k_v1_11057		LOC_Os05g41370.1		ref|NP_001055917.1| 1e-87  Os05g0493100 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41370.1 2e-89 receptor-like protein kinase homolog RK20-1 putative expressed		TCCCCAACAGAAGCCTCGACAAGATTCTATTCGATCCTGCGAGGCGCCAGGAGCTTACCT		30682		AT4G23180.1

		24391		CUST_40708_PI390587928		8.8207035		8.897823		10.040779		8.820352		8.694119		9.072704		8.6024065		7.6499934		9.037266		9.383777		9.15825		8.875932		-1.26852		-1.2406296		-1.4700277		-2.3390753		-0.34314632		-0.31107235		-0.55584335		-1.2259383		NA		NA		NA		0.0033552404		U35_44k_v1_24391		LOC_Os09g26960.1		gb|EAZ09260.1| 5e-83  hypothetical protein OsI_030492 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26960.1 2e-84 flavonoid 3-monooxygenase putative expressed		TAAGAGCAGGTGTACTGGCTACTGCCGGTCCATTAGATGAAGAAAAGCAAGTTCAGGTTA		35829		AT2G40890.1

		24861		CUST_11954_PI390587928		8.141307		8.286907		7.857254		7.628366		8.1265		8.038765		9.168903		8.774601		8.282478		8.211255		8.765886		7.7409472		-1.1141769		-1.127002		1.3222703		2.0472023		-0.1559782		-0.17249012		0.40301704		1.0336537		NA		NA		NA		0.0021168715		U35_44k_v1_24861		LOC_Os08g34950.1		gb|EAZ42938.1| e-108  hypothetical protein OsJ_026421 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34950.1 1e-109 1-phosphatidylinositol-4-phosphate 5-kinase/ zinc ion binding protein putative expressed		CATATGAGAGACGATGAATCGTTAGTTGGATGTTTCCTTTCTGTTGTTTTTGTTGAGAAA		7593		AT4G33240.1

		38374		CUST_444_PI390587928		6.4122186		6.5137386		7.010962		6.530796		6.1150565		5.875468		5.5059533		5.2034597		6.26934		6.121736		5.7414455		6.224083		-1.1128688		-1.186135		-1.1773083		-2.0287952		-0.15428352		-0.24626827		-0.23549223		-1.0206232		NA		NA		NA		0.007158369		U35_44k_v1_38374		-		No hits found		No hits found		CCTTTTACGTACGAATTTGAAGATATGCTTTTATCTACTCCCTCCATCCATATATCTAGA		34322		0

		14571		CUST_6664_PI390587928		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		-1.2755774		-1.683873		1.6791867		2.6173768		-0.3511505		-0.7517834		0.7477627		1.3881216		NA		0.017046189		NA		0.0017756101		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		TGTGAAGGTAGTTGTGGCTGACAACGTTCATGACGTGGTCTTCAAATCTGGCAAAAATGT		725		AT1G21750.1

		3498		CUST_15195_PI390587928		10.5575075		10.689216		9.135455		10.734596		10.594821		12.602776		11.943516		13.424439		10.7902155		12.12614		12.063374		10.200945		-1.1450373		1.3914952		-1.0866277		9.340466		-0.19539452		0.47663593		-0.11985779		3.2234945		NA		NA		NA		0.019977009		U35_44k_v1_3498		LOC_Os05g46020.1		gb|EAY98838.1| 3e-45  hypothetical protein OsI_020071 [Oryza sativa (indica cultivar-group)]		LOC_Os05g46020.1 6e-47 OsWRKY7 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		AGATCAGATGCTCCACTGTACTCAACAACGTAAAAAAGAAAAAAGATGTCAGCCAGATGG		10168		AT5G64810.1

		15768		CUST_10402_PI390587928		1.3601128		2.2436068		1.3790056		2.0611603		1.4036382		1.7375422		7.305502		6.115763		2.366916		1.7746524		6.9032464		2.7709382		-1.9497346		-1.0260565		1.3215724		10.159976		-0.9632777		-0.03711021		0.40225554		3.344825		0.0070708105		NA		NA		0.0056940727		U35_44k_v1_15768		LOC_Os05g42190.1		ref|NP_001055969.1| 4e-66  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 9e-68 flavoprotein wrbA putative expressed		CCGTACTGGTTTCTAGAGTATATCTTGTTTCGAATGAATAAATAAATAACGCGTGCACGT		5216		AT4G27270.1

		14991		CUST_2200_PI390587928		12.012341		11.93243		11.645392		12.103093		11.512146		11.60284		9.604713		10.666081		11.075274		11.018024		10.094403		11.93481		1.3536657		1.4998477		-1.404143		-2.4094908		0.43687153		0.584816		-0.48968983		-1.2687283		NA		0.0100891525		NA		0.004490987		U35_44k_v1_14991		LOC_Os01g70270.4		ref|NP_001045270.1| 1e-14  Os01g0927600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70270.4 2e-16 auxin response factor 2 putative expressed		TGACAGTGGTAGTAGTACATGTATGTCTGATCGATCCTGTTTAATGTATGATTGATGGAA		1665		AT5G62000.3

		21476		CUST_20440_PI390587928		6.501241		4.6594114		6.8348675		6.4655056		6.674291		4.3647633		5.311852		4.9179187		6.7630954		4.4028325		5.579792		6.1763034		-1.0634884		-1.0267389		-1.2040874		-2.3922775		-0.088804245		-0.03806925		-0.26794004		-1.2583847		NA		NA		NA		0.013368474		U35_44k_v1_21476		LOC_Os03g09120.1		gb|EAZ25890.1| 2e-21  hypothetical protein OsJ_009373 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09120.1 3e-23 expressed protein		TGTATAAATGTAGTCTGCAGCTTCTGGTATGTGTCACTTCTCCGTGCATGTATGCGCATG		13377		0

		482		CUST_2920_PI390587928		8.024563		8.714043		7.521566		7.4708786		9.167184		9.155438		10.482267		9.434991		9.875075		9.881105		9.861096		6.5246425		-1.6334151		-1.653665		1.5381231		7.5179973		-0.70789146		-0.725667		0.621171		2.9103484		NA		NA		NA		0.0013112572		U35_44k_v1_482		LOC_Os01g03330.1		pdb|1TX6|I 2e-75  Chain I, Trypsin:bbi Complex		LOC_Os01g03340.1 3e-30 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		ATGGCCGGCCTCCTAATGCCAATTATGAGTAAGACATCATGGCAATGTTTAATCTTTATG		2084		0

		19741		CUST_9453_PI390587928		9.785384		9.937356		8.1132555		9.93615		10.106711		11.365448		11.606468		11.865781		10.741207		11.326003		10.59233		8.745235		-1.5523951		1.0277183		2.019696		8.697166		-0.63449574		0.039444923		1.0141382		3.1205454		NA		NA		4.44E-04		0.004083494		U35_44k_v1_19741		LOC_Os06g04220.1		ref|NP_001056707.1| 6e-07  Os06g0133300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04220.1 1e-09 expressed protein		TCCTCACGGTGCCTAAATTTCGTGCTTTTGAACTTTTTCTTTGGAAGTTGAACCAGATCT		14008		0

		39680		CUST_14168_PI390587928		4.146906		3.8919332		4.372929		5.284635		6.0851517		7.138822		7.9929833		7.341501		6.5410137		7.6147633		7.6334076		5.7004967		-1.3716022		-1.3908253		1.2830485		3.1188293		-0.45586205		-0.47594118		0.35957575		1.6410046		NA		NA		NA		0.0037276521		U35_44k_v1_39680		-		gb|EAZ04945.1| 5e-15  hypothetical protein OsI_026177 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02780.1 2e-16 TAK33 putative expressed		TGGTCGACCTGAATTGTATTGGCCTATACTAGGCCTACTATCAGCAATAGAGATCGTGAA		35862		0

		23951		CUST_33387_PI390587928		3.8578148		3.8618345		4.656159		3.44534		6.3042126		6.320452		8.183857		7.201323		5.9498305		6.5679574		7.9282055		3.1124141		1.2784379		-1.1871524		1.1938747		17.017052		0.35438204		-0.24750519		0.25565147		4.088909		NA		NA		NA		0.0014347519		U35_44k_v1_23951		LOC_Os03g32180.1		gb|EAZ27444.1| 1e-34  hypothetical protein OsJ_010927 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g32180.1 3e-36 polygalacturonase inhibitor 1 precursor putative		TTAATCACGAGCTGGCCACGTCGATCAGCTAATATAATATCGGGTTTTATAATGAAAAAA		None		AT5G06870.1

		1704		CUST_10241_PI390587928		6.1854806		6.4346957		6.121733		5.560745		4.6211743		4.406304		3.4500873		2.3837402		4.161005		3.5122833		3.4348843		6.4925113		1.3757032		1.8583478		1.0105937		-17.252953		0.46016932		0.89402056		0.015202999		-4.1087713		NA		NA		NA		0.031655654		U35_44k_v1_1704		LOC_Os01g01660.1		ref|NP_001105699.1| e-136  isoflavone reductase-like1 [Zea mays]		LOC_Os01g01660.1 1e-124 isoflavone reductase homolog IRL putative expressed		GATATTCCGCAACGAATTGTTTCTCTTCGGACAACAACCCAATTTTCGTCCTTCCTGTCT		5306		AT1G75290.1

		43545		CUST_25621_PI390587928		6.2084994		6.3799667		7.66569		6.5933194		5.9971147		5.907947		6.451853		5.0016704		6.140608		6.098965		6.2681904		6.3984337		-1.1045763		-1.141569		1.1357635		-2.633102		-0.14349318		-0.1910181		0.18366241		-1.3967633		NA		NA		NA		0.014764656		U35_44k_v1_43545		LOC_Os09g34920.1		gb|ABG73453.1| 4e-08  glycosyl hydrolase family 29 [Oryza brachyantha]		LOC_Os09g34920.1 6e-09 alpha-L-fucosidase 1 precursor putative expressed		TCTTTCACATCAGTATGAACACGTTCACGGACTCCGAGCTGGGGACGGGAGCGGAGGACC		40342		0

		10680		CUST_37791_PI390587928		7.20659		7.711222		7.161396		7.21159		7.698628		7.651638		8.0312605		9.085342		7.562292		7.5972595		6.939773		6.973272		1.09911		1.0384116		2.1309361		4.323113		0.13633585		0.05437851		1.0914874		2.1120706		NA		NA		0.0055110552		0.002062147		U35_44k_v1_10680		LOC_Os02g39490.1		gb|AAV64232.1| 2e-19  unknown [Zea mays]		LOC_Os02g39490.1 2e-16 carbonyl reductase 3 putative expressed		ACGCGGGCGTGGTGGTCGAGGGACACGGTGGCCGTGGTGACGGGCGCGAACCGGGGCATC		33159		0

		48040		CUST_33710_PI390587928		11.8546095		12.49241		12.84845		13.73648		11.192637		12.185567		11.174001		12.567272		10.246292		10.991214		11.556018		13.675448		1.926985		2.2884219		-1.3031626		-2.1557295		0.9463453		1.1943531		-0.38201714		-1.1081762		NA		0.020509481		NA		0.00423986		U35_44k_v1_48040		LOC_Os08g39370.1		ref|NP_001062175.1| 8e-52  Os08g0503700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39370.1 2e-53 tonoplast dicarboxylate transporter putative expressed		GGGATATGGTTTGTATAGGATTAAGCAAGCGGTTTTGTACAAGAGTGTGTATGTATAAAT		49799		AT5G47560.1

		18181		CUST_3527_PI390587928		3.869258		3.6034374		3.6502235		4.0824494		3.9763777		2.7766855		5.2648516		3.9683466		3.1553648		3.585001		3.8321579		2.9490128		1.766646		-1.7511656		2.6995027		2.0269828		0.821013		-0.8083155		1.4326937		1.0193338		NA		0.049705688		0.004303639		NA		U35_44k_v1_18181		LOC_Os01g39860.1		gb|EAZ12450.1| 2e-68  hypothetical protein OsJ_002275 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g39860.1 4e-70 1-aminocyclopropane-1-carboxylate oxidase 1 putative expressed		TATGCCCACTACGACGAGCATCTCAAGGATAGGTTCTACGCCTCGGACCTCGCCAAAGAC		13640		AT2G19590.1

		12815		CUST_27841_PI390587928		6.4995418		6.2898655		6.27019		7.051727		6.8522325		7.3071976		9.647122		9.640299		6.9397817		7.6603637		8.9601145		8.508328		-1.0625637		-1.2773608		1.6099411		2.1915786		-0.08754921		-0.3531661		0.6870079		1.1319704		NA		NA		NA		0.0014347519		U35_44k_v1_12815		LOC_Os01g41750.1		dbj|BAD53108.1| 4e-53  HcrVf1 protein-like [Oryza sativa Japonica Group]		LOC_Os01g41750.1 1e-54 leucine-rich repeat receptor protein kinase EXS precursor putative expressed		GGTCATATTCCGAAGAATCTTACTCGCCTTGAAAGTCTTCACTATTTGGACATAGCCCGT		22569		AT2G34930.1

		41140		CUST_34799_PI390587928		1.2687696		1.2930217		2.2019331		1.274912		6.3742414		7.12367		7.3442783		7.9969697		1.2804829		1.2701684		1.2788402		1.2778617		34.148697		57.820206		66.96978		105.3545		5.0937586		5.853502		6.0654383		6.719108		2.52E-04		2.01E-04		0.001506728		6.38E-05		U35_44k_v1_41140		-		No hits found		No hits found		CCCATGGATCTTGGAATAAGGGTGCCCAATAAGAGATTTTTACAGTAGCTCATAAGTTGC		None		0

		30412		CUST_16480_PI390587928		5.367582		5.7474747		4.347014		5.66935		6.5005813		8.066486		7.3939576		7.338551		7.2582593		7.9606643		7.055298		5.533161		-1.6907672		1.0761074		1.2645813		3.495236		-0.75767803		0.10582209		0.33865976		1.8053899		NA		NA		NA		0.0072401133		U35_44k_v1_30412		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-42  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 7e-44 esterase PIR7B putative expressed		TAATTCTTCTGATACAAACAAGATTAGCAGTCTTTCAGAGTATGCTGAGCCACTTACATC		30324		AT3G29770.1

		12659		CUST_7974_PI390587928		5.3098164		5.03836		4.9019547		4.9129944		4.856933		4.4990664		3.3149135		3.3151085		3.4678342		4.0617695		3.6262887		4.6742535		2.6191504		1.3540648		-1.2408899		-2.565331		1.3890989		0.43729687		-0.31137514		-1.3591449		NA		NA		NA		0.014702323		U35_44k_v1_12659		-		No hits found		No hits found		AATAACTACGTAGTAGCTGTTCTCTTGTGTTGAGGAGATTGACTGACGAGAGCAGCTGCT		22949		0

		9609		CUST_35285_PI390587928		5.2430334		4.445373		3.9842262		4.5691037		5.3846335		5.8145127		6.2685304		5.8174605		5.413049		6.083884		5.5119042		4.334565		-1.0198915		-1.2052822		1.6895349		2.7950912		-0.02841568		-0.26937103		0.7566261		1.4828954		NA		NA		5.78E-05		0.023453096		U35_44k_v1_9609		LOC_Os11g33120.2		gb|EAZ18615.1| e-109  hypothetical protein OsJ_032824 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g33120.2 1e-111 respiratory burst oxidase protein D putative expressed		GTGTCAGCTACTTCCTGGAGGACAACTGGCGCCGTTGCTGGGTGTTGTTACTCTGGTTCT		20332		AT5G51060.1

		20698		CUST_24620_PI390587928		7.9251857		6.664623		5.8035617		7.3618846		7.1806884		6.070152		8.284059		8.983905		7.963679		6.398042		6.6771297		6.2801995		-1.7206938		-1.2551767		3.0460272		6.5147295		-0.78299046		-0.3278904		1.6069288		2.7037053		NA		NA		0.00742305		0.012198798		U35_44k_v1_20698		LOC_Os03g60570.1		gb|ABZ80834.1| 3e-59  C2H2 zinc finger protein [Triticum aestivum]		LOC_Os03g60560.1 4e-37 ZFP16-2 putative expressed		GGTTATTGGTTGGACATTGTAATTACGAATTTACAGTACGATAGACTACGTTTTGCTTTC		14114		AT5G59820.1

		6338		CUST_936_PI390587928		8.832701		9.391671		9.553403		8.552627		7.885287		8.234111		6.0638957		5.7352166		7.2825723		7.97517		6.9527016		7.9572945		1.5185711		1.1965997		-1.8516428		-4.6656494		0.60271454		0.2589407		-0.88880587		-2.2220778		NA		NA		NA		0.0060100853		U35_44k_v1_6338		LOC_Os11g01570.1		gb|EAY79665.1| e-115  hypothetical protein OsI_033624 [Oryza sativa (indica cultivar-group)]		LOC_Os11g01570.1 1e-117 expressed protein		GTTTCTCTGCACTTCTTGTAAAGAGCCAAGGAAGTGTATATAAGATTATGAGTACTAGTA		14278		AT2G38320.1

		8672		CUST_14038_PI390587928		2.7177484		2.7327583		2.6040328		2.2538662		3.3436358		4.509068		4.93772		4.6555076		3.5984974		4.3404293		4.2557054		2.3305886		-1.1932212		1.1239974		1.6043785		5.0103765		-0.2548616		0.1686387		0.68201447		2.324919		NA		NA		NA		0.02547405		U35_44k_v1_8672		LOC_Os07g39270.2		gb|EAZ04473.1| 5e-50  hypothetical protein OsI_025705 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39270.2 2e-50 geranylgeranyl pyrophosphate synthetase 1 chloroplast precursor putative expressed		ACTCTACTTACAGATAAGAGAAGAAGGCCTCGCAGCCCACGGGGGCCATCTCCATCCTCT		39414		AT4G36810.1

		27826		CUST_23032_PI390587928		1.3524355		1.3397516		1.3719524		2.7508857		1.3872367		1.6998024		6.2391376		3.701431		1.3846916		3.2890282		6.363762		5.6451945		1.0017657		-3.0088782		-1.0902238		-3.847079		0.0025451183		-1.5892258		-0.12462425		-1.9437635		NA		0.0083896285		NA		NA		U35_44k_v1_27826		LOC_Os01g07640.1		gb|EAY72713.1| 3e-67  hypothetical protein OsI_000560 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07640.1 1e-68 ankyrin-like protein putative		AGAGAAAAGTACCGTTTTCCTCCGAAATCACTAATTAGGAAGTATTCCTTCCAAAGATCA		47942		AT3G04710.1

		23308		CUST_2973_PI390587928		4.2038393		4.763654		2.7325852		3.7145605		5.0861697		6.330027		8.099781		7.08256		5.3719077		6.424656		7.011118		3.476923		-1.2190337		-1.0677906		2.1267686		12.173204		-0.285738		-0.09462881		1.0886631		3.605637		NA		NA		NA		9.59E-04		U35_44k_v1_23308		LOC_Os01g50100.1		dbj|BAB85651.1| e-118  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-107 multidrug resistance protein 4 putative expressed		ATCACGCCCTGATGTCCAAATATTCAGTGACTTTACCTTGCATATTCCTTCCAGAAAGAC		17912		AT4G18050.1

		9091		CUST_30787_PI390587928		7.587419		6.9215813		3.7980583		5.1020236		8.905757		5.4923835		6.7333074		9.397264		8.517915		6.986683		5.928114		6.23308		1.308435		-2.8172731		1.74738		8.964254		0.38784218		-1.4942994		0.8051934		3.1641836		NA		NA		NA		0.009787298		U35_44k_v1_9091		LOC_Os06g29180.1		gb|EAZ00986.1| 7e-39  hypothetical protein OsI_022218 [Oryza sativa (indica cultivar-group)]		LOC_Os06g29220.1 2e-40 formate dehydrogenase 2 mitochondrial precursor putative expressed		GCCACCAGCTTCCTTCACTGTATTTGGTTTGAATTATAATAAAGTCAAATTGTTGTGCAA		40763		AT5G14780.1

		23792		CUST_42040_PI390587928		1.3215337		1.3584175		1.3735842		1.8592997		2.302398		3.507738		4.1033945		4.6253557		1.6157598		2.1315966		4.300694		5.2063966		1.6095285		2.5957322		-1.1465502		-1.4959282		0.6866381		1.3761415		-0.19729948		-0.58104086		NA		0.0081462385		NA		NA		U35_44k_v1_23792		LOC_Os10g34700.1		gb|EAY79000.1| 4e-05  hypothetical protein OsI_032959 [Oryza sativa (indica cultivar-group)]		LOC_Os10g34700.1 9e-07 expressed protein		TGCCGCCGCGACCGAGGCCGTTGGCGTCGACGACATGTCGATGGACTCGGCGTGGCAGTC		20116		0

		37843		CUST_9565_PI390587928		6.0263963		6.4133644		5.7844825		4.6369305		6.539782		6.1874633		8.110593		6.5417123		7.458153		6.735498		6.7246265		4.3964972		-1.8899797		-1.4620926		2.6134694		4.423582		-0.9183707		-0.54803467		1.3859663		2.145215		NA		NA		NA		0.0056699933		U35_44k_v1_37843		LOC_Os01g50160.1		gb|EAZ13201.1| 4e-85  hypothetical protein OsJ_003026 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50160.1 5e-87 multidrug resistance protein 8 putative expressed		TCTATGATCCGCAGGCTGGTGAAGTTTTGATTGACGGGATCAATATCAAGAGTTTACAGC		33563		AT1G02520.1

		19688		CUST_30365_PI390587928		7.0328393		7.21868		6.6167808		5.7260184		6.3824105		6.790275		5.7135215		3.308035		6.124729		6.3667397		6.4977016		4.6381454		1.1955557		1.3412102		-1.7221134		-2.5142193		0.25768137		0.42353535		-0.78418016		-1.3301105		NA		NA		NA		0.004950652		U35_44k_v1_19688		LOC_Os10g42770.1		ref|NP_001065501.1| e-151  Os10g0578600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42770.1 1e-153 expressed protein		ATTTTTAAGAGATCTTTCATCGAGCCGACGATTTCCGATGAAGCCGGCTAGAACCAGAAG		16022		AT1G29790.2

		33333		CUST_4904_PI390587928		2.7816865		2.1586778		1.254889		2.0515175		2.6450026		4.801286		7.6681366		3.3224144		3.1485224		3.0094078		6.0564046		2.493226		-1.4176681		3.4626546		3.0561852		1.7766855		-0.5035198		1.7918785		1.611732		0.82918835		NA		NA		4.07E-04		NA		U35_44k_v1_33333		-		tpg|DAA05127.1| 3e-12  TPA: TPA_inf: WRKY transcription factor 62 [Oryza sativa (indica cultivar-group)]		LOC_Os09g25070.2 3e-14 OsWRKY62 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GGCTAAGTTAATGTGCCAAGTAGTATTTAGGTGTGGATAGAAATATCGACACAATTTCTA		None		0

		16949		CUST_30046_PI390587928		10.919602		10.863721		10.520383		9.878269		13.244759		13.491057		15.524091		13.639812		14.0871935		14.906464		14.994671		12.007033		-1.7930738		-2.6673484		1.4433488		3.101098		-0.8424349		-1.4154062		0.5294199		1.6327791		NA		0.0044783317		NA		9.59E-04		U35_44k_v1_16949		LOC_Os06g19070.1		gb|EAZ00595.1| 0.0  hypothetical protein OsI_021827 [Oryza sativa (indica cultivar-group)]		LOC_Os06g19070.1 0.0 cytochrome P450 76C2 putative expressed		CGGCTCATTTCATCCTCTAGTTTGATAATTCTGTCTTTCATGAGATCTGTAAGGAAAAAT		1522		AT2G45570.1

		37719		CUST_5157_PI390587928		5.0088844		4.8906198		4.6485553		5.192665		6.3435407		6.9846225		8.0917635		9.580306		7.2612805		6.656279		7.2513537		6.6586556		-1.8891534		1.2555708		1.7905586		7.577124		-0.91773987		0.3283434		0.84040976		2.9216504		NA		NA		NA		0.004146759		U35_44k_v1_37719		LOC_Os08g06360.2		ref|NP_001061046.1| 3e-44  Os08g0160000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g06360.1 7e-46 ngg1 interacting factor 3 like 1 binding protein 1 isoform 1 putative expressed		ATATTACAACTAATTCCACGGCCTTGGCAGCTCAAAGGCGTGCTTGCAGAATGAGATATA		33392		AT5G16790.1

		11241		CUST_40485_PI390587928		2.8404171		1.4016224		1.8532629		2.2213094		3.0654595		3.1345587		5.390077		4.3903995		2.9326246		4.2799015		5.4796677		5.097753		1.0964462		-2.2119868		-1.0640682		-1.6328062		0.13283491		-1.1453428		-0.08959055		-0.7073536		NA		0.0014555714		NA		NA		U35_44k_v1_11241		-		gb|EAZ05441.1| 1e-10  hypothetical protein OsI_026673 [Oryza sativa (indica cultivar-group)]		LOC_Os08g03170.1 2e-12 protein kinase putative expressed		ATGTTTACCTCACTTGAGACAGCGTATTTCGCTTAATATAGGCACATATTTTGTTCACTA		26099		AT5G55830.1

		41128		CUST_34809_PI390587928		7.0823503		6.9671097		7.2795205		7.063254		6.596274		6.3762765		5.5090656		5.862494		6.2844167		6.5865397		6.412129		7.1754436		1.2413046		-1.1568992		-1.8700324		-2.48449		0.31185722		-0.21026325		-0.9030633		-1.3129497		NA		NA		NA		0.013856221		U35_44k_v1_41128		-		No hits found		No hits found		CAAAGAAAAATGGGGAGCTAGGAGGATGATCCATGGTAATGATAAGCATTTTGTTCAAAA		None		0

		22173		CUST_6864_PI390587928		4.5423856		5.9976425		6.456077		5.5495033		3.6039343		5.1564255		3.9603357		4.01057		3.1424007		3.885289		4.257686		4.698557		1.3770047		2.4135163		-1.2288854		-1.6110339		0.46153355		1.2711365		-0.2973504		-0.68798685		NA		0.02344585		NA		NA		U35_44k_v1_22173		LOC_Os05g34760.2		gb|EAZ34341.1| 6e-07  hypothetical protein OsJ_017824 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34760.2 1e-08 expressed protein		CACAAGTGTTTGACCATGGTTCCATATCTTTTGGAAGATTTGATTTGGAATCGCTAGCAT		39318		0

		46140		CUST_6832_PI390587928		4.300072		5.0695243		5.77359		4.6691437		5.4503193		7.3545003		7.22844		11.517436		4.828666		3.7339957		4.9189143		4.431174		1.5386372		12.299303		4.9572		135.88687		0.6216531		3.6205046		2.3095255		7.086262		NA		0.00918431		0.011402725		2.39E-04		U35_44k_v1_46140		-		No hits found		No hits found		ATGGATTTGGTGGGGGGAATATATGTAGTTGGGAAATAAATCTGATACTCCCCCAAAAAA		45787		0

		41622		CUST_31383_PI390587928		5.7020335		5.8581576		7.8570504		6.526731		4.931231		4.7539797		4.1049495		3.115144		3.9199219		3.6507165		5.446342		5.7060075		2.0157394		2.1484008		-2.5339577		-6.024592		1.0113091		1.1032631		-1.3413925		-2.5908635		NA		NA		NA		0.008324517		U35_44k_v1_41622		LOC_Os03g57080.1		ref|NP_001051471.1| 9e-66  Os03g0784100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57080.1 2e-67 patatin-like protein 3 putative expressed		ATCAAGCAGTGGCCATGGCGTTCGGGCATAACAGGACGAGCAACTACACACGCATACAGG		36658		AT3G54950.1

		41880		CUST_16125_PI390587928		2.8355033		3.437933		3.1822987		3.7433357		3.8695476		4.5967584		4.6478953		4.340872		3.055833		4.0253263		4.3306828		1.8474029		1.7577312		1.4859979		1.245921		5.631303		0.8137145		0.5714321		0.31721258		2.4934688		NA		NA		NA		0.019881325		U35_44k_v1_41880		LOC_Os02g36840.1		gb|EAZ23556.1| 1e-51  hypothetical protein OsJ_007039 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36840.1 1e-53 cytokinin-O-glucosyltransferase 2 putative expressed		TCATTCCCCTCAAAGACGAAGAGCAGCTGACGAACGGGTTCATGGACATGGCGGAGGACT		37154		AT1G22360.2

		6537		CUST_40902_PI390587928		9.7973585		9.729939		10.196486		10.591083		9.473629		8.937996		9.689035		9.433463		9.49099		9.150363		9.659711		10.852943		-1.0121062		-1.1585876		1.0205342		-2.6748915		-0.017360687		-0.21236706		0.029324532		-1.4194803		NA		NA		NA		0.0048295725		U35_44k_v1_6537		LOC_Os04g55560.4		gb|EAY95817.1| 6e-07  hypothetical protein OsI_017050 [Oryza sativa (indica cultivar-group)]		LOC_Os04g55560.4 1e-08 AP2 domain containing protein expressed		TTCAACTCAAGTGTGTGTTTGTGGTGGAGCATCTTTTGGTTCTTGCTACCATGGCCACAA		13918		0

		49430		CUST_33888_PI390587928		8.8616495		9.230663		10.475701		9.326038		8.186508		8.171525		8.080547		7.247988		7.905786		7.745434		8.328155		8.530631		1.2148029		1.3435884		-1.1872364		-2.4328423		0.28072214		0.4260912		-0.24760723		-1.2826428		NA		NA		NA		0.0037675034		U35_44k_v1_49430		LOC_Os06g07100.2		gb|EAZ35957.1| 1e-25  hypothetical protein OsJ_019440 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		TTGTTTTCTTTGTACGGTGTATATGCCGTACGTGCATGTTGGCTTGGTTGGTTGGTTGCA		51140		0

		3776		CUST_5307_PI390587928		5.333076		5.7342796		4.111339		3.8767395		7.246142		7.0436416		6.634165		6.0416417		7.0161767		6.9396653		5.903635		3.8689594		1.1728066		1.0747315		1.6592482		4.508609		0.22996521		0.10397625		0.7305298		2.1726823		NA		NA		NA		0.008021267		U35_44k_v1_3776		LOC_Os03g05920.1		gb|EAY88590.1| 3e-82  hypothetical protein OsI_009823 [Oryza sativa (indica cultivar-group)]		LOC_Os03g05920.1 7e-84 monooxygenase putative expressed		AGGTACTCCTCAAAGATCGTCGCCATCGAGGAAGAAGGCAGCGTCAAGCTCCTGCACATG		15065		AT4G38540.1

		37749		CUST_15734_PI390587928		6.493931		7.039444		7.152222		6.0853486		5.624567		6.0834823		5.6583652		4.2933483		5.1109433		5.8154693		5.9711914		5.869099		1.4276316		1.2041482		-1.2421386		-2.9809058		0.5136237		0.268013		-0.31282616		-1.5757508		NA		NA		NA		0.0038254792		U35_44k_v1_37749		LOC_Os05g08560.1		gb|EAZ33076.1| 9e-31  hypothetical protein OsJ_016559 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g08560.1 2e-32 transposon protein putative unclassified expressed		CAATTGAAAATCTCTTGCATTCTTGTGGGCCGTCTTTGTATTTCGAACCAGCATCACATT		33437		AT5G25510.1

		38124		CUST_38194_PI390587928		3.7622		3.1754045		3.7245731		2.7968674		4.1113076		4.5814157		6.117731		6.0323563		3.392525		4.993631		5.6016965		4.47187		1.6457927		-1.3307276		1.4300193		2.9495325		0.71878266		-0.41221523		0.5160346		1.5604863		NA		NA		NA		0.002404951		U35_44k_v1_38124		LOC_Os09g26160.1		gb|EAZ09194.1| 7e-21  hypothetical protein OsI_030426 [Oryza sativa (indica cultivar-group)]		LOC_Os09g26160.1 1e-22 glutamate receptor 2.9 precursor putative expressed		GCTGTTTTCCAGATCTGTCACATATCACATATGGAATGCAATGTGCACTTAGACAGTAAA		33963		0

		37769		CUST_15388_PI390587928		5.1536613		4.707859		5.3641396		5.283666		4.9891458		4.893248		4.560905		4.1373754		4.4610667		4.4618363		4.5631146		5.5766683		1.4420079		1.3485526		-1.0015328		-2.7118793		0.52807903		0.43141174		-0.0022096634		-1.4392929		NA		NA		NA		0.0053637787		U35_44k_v1_37769		LOC_Os02g02570.1		gb|EAZ21507.1| 4e-19  hypothetical protein OsJ_004990 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02570.1 4e-20 autophagy protein 5 putative expressed		AGATTTCCTCTTTAACGAGAAACAAGTGTGACTGCAATCAGAGTTCACCCCTGAGACCGT		33461		0

		5389		CUST_16590_PI390587928		7.472651		6.694838		6.750927		6.511852		9.35865		8.781009		11.672603		11.304982		8.650219		8.697168		11.449994		8.4613695		1.6340263		1.0598356		1.1668415		7.178153		0.70843124		0.08384037		0.22260857		2.8436127		NA		NA		NA		0.0027815877		U35_44k_v1_5389		LOC_Os04g22120.1		gb|EAZ08979.1| 4e-45  hypothetical protein OsI_030211 [Oryza sativa (indica cultivar-group)]		LOC_Os09g16540.1 7e-41 protein kinase putative expressed		CCAGATTGAAGACCACGACCCCATATATTGTTGTTTAGTTCTCTCTATTCTGTATTTAAA		13253		AT5G10530.1

		14144		CUST_38285_PI390587928		10.186942		8.82569		6.901878		7.194465		10.74886		9.516637		12.569683		13.420318		10.49676		9.571363		12.661732		9.65013		1.1909394		-1.0386622		-1.0658827		13.64393		0.2521		-0.0547266		-0.092048645		3.7701874		NA		NA		NA		0.01569162		U35_44k_v1_14144		LOC_Os12g43450.1		gb|AAK55325.1|AF355457_1 3e-73  thaumatin-like protein TLP7 [Hordeum vulgare]		LOC_Os12g43490.1 4e-54 alpha-amylase/trypsin inhibitor putative expressed		ATGCACGACTAGTGCGTGTATGTCGAGTTGTCGACCAATAATAAATAAATGGTTAGTAAT		2790		AT4G11650.1

		15954		CUST_6461_PI390587928		5.5103927		4.912164		3.5399714		3.35378		4.956558		4.29785		8.829978		8.966205		5.408316		4.5915813		8.424632		2.3635032		-1.3677058		-1.2258065		1.3244064		97.18766		-0.4517579		-0.2937312		0.40534592		6.602701		NA		NA		NA		0.0038374837		U35_44k_v1_15954		LOC_Os02g42450.1		sp|Q6H5X0|RIP2_ORYSJ 1e-72  Putative ripening-related protein 2 precursor		LOC_Os02g42450.1 2e-74 ripening-related protein 2 precursor putative expressed		CCTCAAAATAAAAATAAAGATGTAAGGTGTACGGACGAATAAAAGTGCACATCCGAACCC		4213		0

		31367		CUST_28824_PI390587928		9.18922		9.484119		8.752591		9.150805		10.862668		11.57264		13.271098		11.291631		11.759217		13.5833845		13.146764		10.954521		-1.8616079		-4.0299		1.0900047		1.2632232		-0.8965492		-2.010744		0.124334335		0.33710957		NA		0.00425538		NA		NA		U35_44k_v1_31367		-		No hits found		No hits found		AAAGAGGCTGCTTCTGTGTAGAAATCTCATGGTAATAACTCTATGTCTAATTCATGTCTC		31540		0

		40929		CUST_7330_PI390587928		4.5234213		5.8797727		7.1959095		6.4253182		3.8735707		4.990873		5.5592823		5.5979004		3.4576066		3.6041815		5.590444		6.0742736		1.33419		2.6147833		-1.0218346		-1.3912418		0.41596413		1.3866913		-0.031161785		-0.4763732		NA		0.01870353		NA		NA		U35_44k_v1_40929		LOC_Os03g20380.3		gb|EAZ26732.1| 3e-26  hypothetical protein OsJ_010215 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 1e-27 CIPK-like protein 1 putative expressed		AAAGCACTGCTAATTAAACGAACAACTTTGGACAAAGTCTAACACTAATAAAATAGGCCC		7534		AT2G26980.4

		717		CUST_41508_PI390587928		17.679756		17.064705		17.421919		17.691292		17.978952		17.891405		18.823591		18.42114		18.36052		18.340628		18.759556		17.337828		-1.3027561		-1.3653044		1.0453857		2.1188962		-0.381567		-0.44922256		0.064035416		1.083313		NA		NA		NA		0.013540068		U35_44k_v1_717		LOC_Os06g06290.3		gb|ABL11233.1| 0.0  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 0.0 alpha-L-fucosidase 2 precursor putative expressed		CTGCTGTTGTTGTTGTGAACCTGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATGG		3023		AT5G45910.1

		1587		CUST_35754_PI390587928		8.910205		9.09399		9.207171		7.9889793		7.969543		7.9532485		5.2036834		5.330708		6.921599		6.9699845		6.749953		7.0389767		2.0675814		1.976933		-2.9206095		-3.2676845		1.0479441		0.98326397		-1.5462694		-1.7082686		NA		NA		NA		0.00828762		U35_44k_v1_1587		LOC_Os01g11810.2		dbj|BAD73018.1| e-100  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g11810.2 1e-102 expressed protein		GGCACCTCATGTGCATTTGGAATGTTAGCCGTAAGCTCATCCGTGATTCGGGATAAAAAA		4904		AT1G29050.1

		9642		CUST_35256_PI390587928		1.2682648		2.1534846		1.2657343		1.2753544		3.3832378		10.952457		9.777909		9.509588		1.9605613		1.9114424		1.5689074		1.2695831		2.680824		526.76465		295.90732		302.33527		1.4226766		9.041015		8.209002		8.2400055		NA		0.0043530706		3.71E-05		1.21E-05		U35_44k_v1_9642		-		No hits found		No hits found		GTTTTTACATGACGCCGTGTCAGCTTACAATAAACTCCATGAAGGGTAGCATTTTTATCT		20437		0

		24375		CUST_40760_PI390587928		7.036634		8.20304		7.070563		7.6648636		7.2549376		9.936279		11.280744		10.380038		7.8370852		9.624198		9.630118		6.6090865		-1.4970762		1.2414975		3.1396968		13.651161		-0.5821476		0.31208134		1.6506252		3.7709517		NA		NA		6.48E-04		0.007843088		U35_44k_v1_24375		LOC_Os04g32480.1		gb|EAY93936.1| 3e-29  hypothetical protein OsI_015169 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32480.1 6e-31 ZIM motif family protein expressed		GCCCCGCTTGGTTCACGTGTATTTATATACACTTGTATTTATTTTACAGGTGTATAATAC		25131		AT5G13220.1

		2843		CUST_37424_PI390587928		11.616288		11.329785		11.510518		11.406314		10.519101		10.2737875		9.537116		9.201913		9.896392		9.81028		10.1096525		10.400613		1.539764		1.3788903		-1.4871359		-2.2953274		0.6227093		0.46350765		-0.57253647		-1.1987		NA		NA		6.60E-04		6.02E-04		U35_44k_v1_2843		LOC_Os09g26180.1		gb|EAZ44824.1| 4e-26  hypothetical protein OsJ_028307 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26180.1 8e-28 transcription initiation factor TFIID subunit 10 putative expressed		ATTAAGTTCTCCCCGTTACCCCTATCTTGGATTAATTGCATCTTGAAACTGTCGATCAAA		None		AT4G31720.1

		35434		CUST_32164_PI390587928		4.639612		4.6540217		4.2609425		5.253732		4.578898		3.7622223		6.2096825		4.534515		4.834501		3.9045699		5.0818334		4.645159		-1.1938345		-1.1036996		2.1853268		-1.07971		-0.25560284		-0.14234757		1.1278491		-0.11064386		NA		NA		0.0026184747		NA		U35_44k_v1_35434		-		gb|EAY73681.1| 6e-11  hypothetical protein OsI_001528 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19870.1 1e-12 expressed protein		CCCAAAGGCTCGAAAATTTTGTCAGGACTTGTTGATAGAGAGGATTACCACAAATTTTTT		25577		0

		21465		CUST_39573_PI390587928		5.248571		4.8553023		4.4610248		5.274518		4.9373174		4.7766094		7.9962792		7.320175		5.9135857		5.0817657		6.6938148		5.4024463		-1.96737		-1.2355524		2.4664986		3.778278		-0.9762683		-0.30515623		1.3024645		1.9177289		NA		NA		9.40E-04		0.011840026		U35_44k_v1_21465		LOC_Os03g08940.1		No hits found		No hits found		GTATTTTCCTTTTCAGCTTAGTTTCTGATATACTACGGGCTGCAAATTCAGTTTCAGTTA		14685		0

		19702		CUST_30698_PI390587928		6.996923		6.4699006		7.321583		6.3392158		6.8840823		6.2251983		7.9109883		7.896658		7.128445		6.648163		7.5623794		6.1709366		-1.1845695		-1.3406796		1.2733324		3.3074546		-0.24436283		-0.42296457		0.34860897		1.7257214		NA		NA		NA		0.0045056003		U35_44k_v1_19702		LOC_Os03g64280.1		ref|NP_001061727.1| 2e-42  Os08g0392100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30210.1 4e-44 1-aminocyclopropane-1-carboxylate oxidase putative expressed		GTGTTTTGTTTGCATGGGTAAAAATAAAAGTGGGAAATTGCAGATGCAGATTCATTGCTA		13422		AT2G30830.1

		43426		CUST_35937_PI390587928		9.789397		9.97609		9.086132		9.51307		13.482694		13.58474		15.252387		12.999509		14.197961		14.329038		14.914905		10.383533		-1.6417873		-1.675159		1.2635497		6.130379		-0.7152672		-0.744298		0.33748245		2.6159763		NA		NA		NA		0.011046015		U35_44k_v1_43426		LOC_Os09g32952.1		gb|AAY47050.1| 2e-43  ascorbate oxidase [Lycopersicon esculentum]		LOC_Os09g20090.1 1e-43 L-ascorbate oxidase precursor putative expressed		ATGGGTGTGGTTTTCGAGGAGGGCATCGAGAGGGTTGGCAAGTTACCGCCATCCATCATG		40048		AT4G39830.1

		30789		CUST_10315_PI390587928		8.835107		9.940537		8.371591		9.399755		8.388007		11.12608		10.72306		10.455364		8.947319		10.718652		10.143528		8.107462		-1.4735662		1.326319		1.494364		5.090835		-0.55931187		0.4074278		0.57953167		2.3479023		NA		NA		NA		0.0020782168		U35_44k_v1_30789		LOC_Os10g29620.1		gb|EAZ44891.1| 6e-74  hypothetical protein OsJ_028374 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27010.1 1e-75 protein kinase APK1B chloroplast precursor putative expressed		AAGATAGGCATCGGCAGAAGTTCCCGAACTCGACGATACACGCCGACGTTTTGCTGCAGC		30841		AT2G05940.1

		48260		CUST_24567_PI390587928		7.4282036		6.599722		6.5572186		6.9271216		8.193509		8.354301		9.0876875		7.917642		8.51403		8.930163		8.608224		6.5621905		-1.2487818		-1.4905677		1.3942251		2.558772		-0.32052135		-0.57586193		0.47946358		1.3554516		NA		NA		NA		0.014993896		U35_44k_v1_48260		-		gb|EAY91999.1| 2e-35  hypothetical protein OsI_013232 [Oryza sativa (indica cultivar-group)]		LOC_Os03g56160.1 3e-37 lectin-like receptor kinase 7 putative expressed		AAGGTTTCCCATGGATCCAAGCAAAGGGTGAAGGAGTTTGTCCCGGAGATTGTAAGTATT		15249		AT3G53810.1

		45386		CUST_11763_PI390587928		4.4321914		3.8576622		3.2247658		4.625098		3.705238		3.0809228		6.350437		8.412616		3.5668373		3.2251923		4.851008		2.1998768		1.1006844		-1.1051708		2.8273084		74.168724		0.1384008		-0.14426947		1.4994292		6.212739		NA		NA		NA		0.0014091536		U35_44k_v1_45386		LOC_Os04g43200.2		ref|NP_001053291.1| 3e-23  Os04g0511200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43200.2 4e-25 caleosin 2 putative expressed		TCCACTTACGACACGGACGGAAGGTTCATGCCGGTAAATTTCGAGAGCATCTTCAGCAAG		44214		AT4G26740.1

		14239		CUST_2677_PI390587928		12.878899		14.354529		17.035456		15.790086		13.9255905		15.184129		16.655874		14.639777		14.166199		15.688377		16.433512		15.7481165		-1.1814907		-1.4183844		1.1666424		-2.1559732		-0.24060822		-0.5042486		0.22236252		-1.1083393		NA		NA		NA		0.016831517		U35_44k_v1_14239		LOC_Os04g43800.1		sp|Q43210|PALY_WHEAT 0.0  Phenylalanine ammonia-lyase		LOC_Os04g43800.1 0.0 phenylalanine ammonia-lyase putative expressed		GTAGAATCTCTACGATGTAGGGTAAAAGGGGTACAATGTGTGATAAATATTCATGAGAAA		1799		AT2G37040.1

		49080		CUST_14842_PI390587928		9.603706		10.90058		11.930209		11.032197		8.95919		9.733174		10.378949		9.234603		8.579986		9.493844		10.44325		10.756607		1.3006247		1.1804446		-1.0455779		-2.8718972		0.37920475		0.23933029		-0.06430054		-1.5220041		NA		NA		NA		0.0032951848		U35_44k_v1_49080		LOC_Os12g03594.1		No hits found		LOC_Os01g46400.1 1e-05 expressed protein		GGTCGTTCAGGCTTGAAGGCAATTTTGATAACGAAGAAATGTTTCTTTTCAAAAACAGAA		7034		0

		16426		CUST_37091_PI390587928		5.1273227		5.6286626		3.149593		2.7902071		9.8010645		9.817818		12.555157		8.937187		10.562697		10.441676		11.44188		3.7690322		-1.6954085		-1.5409911		2.1633642		35.955853		-0.7616329		-0.62385845		1.1132765		5.1681547		NA		NA		NA		2.40E-04		U35_44k_v1_16426		LOC_Os09g39940.1		ref|NP_001060957.1| 4e-39  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 8e-41 blue copper protein precursor putative expressed		GCCAGATTTCTCCAACATTGACTTGAAACACGGAAAAATGCATATACACATAGATTATAC		5013		AT2G32300.1

		44271		CUST_18336_PI390587928		4.021883		4.5204043		4.8051515		4.3094983		4.2332697		4.210999		4.1397243		4.849037		3.6757832		3.8428764		3.7449067		3.3248522		1.4717029		1.2906722		1.3147765		2.8762417		0.55748653		0.36812258		0.3948176		1.524185		NA		NA		NA		0.027184872		U35_44k_v1_44271		LOC_Os05g38360.3		gb|EAZ34558.1| 4e-06  hypothetical protein OsJ_018041 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38360.3 6e-08 palmitoyltransferase PFA4 putative expressed		TTCCCGCGGGATAATAAAAGTAGAGCCTCCCATAAAACTGGCCGGCCGCCTCCCTCGGCG		41876		0

		2024		CUST_2443_PI390587928		2.6759384		3.65985		3.1657495		3.5828578		2.6926506		3.668596		7.110449		5.5679417		3.3066652		3.8766735		5.8763275		3.66696		-1.5305123		-1.1551478		2.3523803		3.7346723		-0.6140146		-0.20807743		1.2341213		1.9009817		NA		NA		NA		0.008807782		U35_44k_v1_2024		LOC_Os03g61470.1		ref|NP_001051784.1| 8e-56  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 2e-57 PGPS/D12 putative expressed		AACACACAAAACATTTTTCTAGTTCACCGGCCGTTGCCGAGATGAAGCCCGCCGCGCAGC		5467		AT1G14870.1

		26459		CUST_5053_PI390587928		2.3410997		1.2320641		1.2309798		1.7386357		1.9087809		2.3889167		4.905346		9.820176		1.668389		1.2364751		2.4268231		1.2296759		1.1813135		2.2228978		5.573265		385.4767		0.24039197		1.1524416		2.4785228		8.5905		NA		NA		0.004671803		2.42E-04		U35_44k_v1_26459		LOC_Os04g09604.1		gb|EAZ29945.1| 1e-63  hypothetical protein OsJ_013428 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09654.2 3e-65 caffeic acid 3-O-methyltransferase putative expressed		AGCAAGCTGCTCGAGCGTTTCCATGGATTCGACGACATCAGTGTGCTCGTCGACGTTGGT		26524		AT5G53810.1

		33390		CUST_11781_PI390587928		3.5475178		3.733535		3.848834		4.3780084		3.3571837		2.319888		2.6005185		2.666265		4.486312		4.430296		3.8701212		4.0030723		-2.1872654		-4.3181334		-2.4109519		-2.525917		-1.1291282		-2.1104078		-1.2696028		-1.3368073		NA		0.033474695		NA		NA		U35_44k_v1_33390		LOC_Os01g01689.3		emb|CAO64334.1| 3e-36  unnamed protein product [Vitis vinifera]		LOC_Os01g01689.1 1e-37 phosphatidylinositol 3- and 4-kinase family protein expressed		GAAAATAAAGAGGCATTGCTCACCATTATTGAAGTATGTCTGTCTGTTGCCAAAAGTTTT		None		AT3G48190.1

		39523		CUST_23947_PI390587928		5.4783254		5.19671		5.3950996		6.270887		5.670338		6.394132		8.097634		8.172412		6.321274		7.5793643		8.060579		7.6098256		-1.5701863		-2.274		1.0260173		1.4769145		-0.65093565		-1.1852322		0.037055016		0.5625863		NA		0.009866781		NA		NA		U35_44k_v1_39523		LOC_Os01g23970.1		gb|EAZ11773.1| 3e-22  hypothetical protein OsJ_001598 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23970.1 7e-24 serine/threonine kinase-like protein putative		TTTGTATATCCAAGATGGGAAGAGCGCGGTGTTTATGATTGTCATACTTGGAGTTCCTCT		35679		0

		13689		CUST_40111_PI390587928		1.52633		1.6837119		1.3954536		2.390589		2.3412619		1.7960471		3.745428		2.2546628		1.9319515		1.7622706		6.1644588		2.4330833		1.3280509		1.0236883		-5.3481154		-1.1316442		0.40931034		0.03377652		-2.4190307		-0.17842054		NA		NA		0.003724138		NA		U35_44k_v1_13689		LOC_Os03g08060.3		gb|EAY84217.1| 1e-11  hypothetical protein OsI_005450 [Oryza sativa (indica cultivar-group)]		LOC_Os02g02630.1 3e-13 hypothetical protein		GTTGAACTGCTGTCACTGTGGCAGCAACCAATAAAATGAGTTTCTGTCTCGGTCAAAAAA		4731		0

		2718		CUST_27314_PI390587928		8.489632		8.1317425		10.790135		9.0233965		7.631935		7.640551		8.409925		6.946115		7.5571685		7.6078186		8.887549		8.513179		1.0531907		1.0229478		-1.3924484		-2.9630105		0.074766636		0.032732487		-0.47762394		-1.5670638		NA		NA		NA		0.0054491716		U35_44k_v1_2718		LOC_Os07g48770.1		gb|EAZ05198.1| e-118  hypothetical protein OsI_026430 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48770.1 1e-119 expressed protein		AACCTTTCCTTCTTCATGGGAAAAAAGAGAGGTACTTGAACCTACTGGTATATGTTTCAA		8346		AT4G24380.1

		9620		CUST_35275_PI390587928		7.7577806		7.6894207		7.3228316		7.3294716		8.287496		8.798043		10.536918		9.803543		8.466561		8.787275		9.537871		8.027558		-1.1321504		1.0074917		1.9986783		3.424717		-0.1790657		0.010767937		0.9990463		1.7759848		NA		NA		8.06E-04		9.04E-04		U35_44k_v1_9620		LOC_Os05g45410.1		gb|EAY98789.1| 2e-25  hypothetical protein OsI_020022 [Oryza sativa (indica cultivar-group)]		LOC_Os05g45410.1 4e-27 heat shock factor putative expressed		TTTTCGTTCTAGATGCATTTGTATATATAGTTCTTCGTCACTGTACAGCTAGTCGCGATG		18961		0

		14739		CUST_37250_PI390587928		2.1049623		2.6707003		1.2643286		2.2196777		1.2562286		1.2551359		3.4643834		5.8580513		1.8947753		1.3995667		2.6133475		3.8728762		-1.5567602		-1.1052945		1.8037956		3.9591072		-0.6385467		-0.14443076		0.85103583		1.9851751		NA		NA		NA		0.011702467		U35_44k_v1_14739		LOC_Os06g11290.1		gb|ABD59450.1| 7e-82  12-oxophytodienoic acid reductase 1 [Setaria italica]		LOC_Os06g11210.1 6e-82 12-oxophytodienoate reductase 2 putative expressed		CAGGGGTGTCCTACGGTTCATTAAAAAGAAAAGAGGTTGTCCAGTTTATAAGAAAAAATA		2337		AT1G76680.1

		25675		CUST_4463_PI390587928		6.003193		6.3689485		5.7486367		6.159327		5.1997695		4.9934764		1.3204974		3.238179		4.892139		4.4892893		2.2641666		5.6877275		1.2376733		1.418324		-1.9234139		-5.462451		0.30763054		0.5041871		-0.9436692		-2.4495485		NA		NA		NA		0.0039476305		U35_44k_v1_25675		LOC_Os04g43150.2		emb|CAE03370.1| 9e-37  OSJNBb0065L13.13 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43150.2 2e-38 RNA-binding protein-like putative expressed		TTGTAAAAGTATTCCGATTGTCAGCCCTCAGGTTTAATATCTTCCCAAGATTGTTTCCAA		22164		AT5G43960.1

		14149		CUST_38278_PI390587928		14.209526		13.688678		15.425518		15.117116		13.817292		12.856269		13.756424		13.692028		13.847931		13.150055		14.0490885		14.840092		-1.0214642		-1.2258531		-1.2249005		-2.2161624		-0.030638695		-0.29378605		-0.29266453		-1.1480637		NA		NA		NA		0.004548385		U35_44k_v1_14149		LOC_Os08g36320.2		gb|AAP46640.1| 0.0  GAD1 [Hordeum vulgare]		LOC_Os08g36320.3 0.0 glutamate decarboxylase putative expressed		CATGTGGTTATGTATCTGTTTCTTTTTAATAAAAAGGGGTTTGCCCCGGCTCCATTTTTC		1376		AT5G17330.1

		23934		CUST_11309_PI390587928		8.073079		7.9108005		8.106643		6.7600083		7.453016		7.3077602		7.183871		5.374712		7.132919		6.706801		7.683272		6.7951736		1.2484145		1.5167247		-1.4136266		-2.6767116		0.32009697		0.6009593		-0.4994011		-1.4204617		NA		NA		NA		0.003572589		U35_44k_v1_23934		LOC_Os09g20880.1		gb|EAZ44536.1| 1e-48  hypothetical protein OsJ_028019 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20880.1 3e-50 ATP binding protein putative expressed		TGTCGTCAACGATCGATGGAGGGAGCAACTTGTTACTAATATCATATTCTTTTGGATTTG		20099		AT1G24030.2

		1818		CUST_21592_PI390587928		9.561043		10.226015		9.6944475		9.665848		9.964464		10.34735		12.0225725		10.850789		10.070409		10.486375		11.247547		9.797795		-1.0761988		-1.1011605		1.7112201		2.074831		-0.10594463		-0.13902473		0.77502537		1.0529938		NA		NA		NA		7.46E-04		U35_44k_v1_1818		-		ref|NP_001105909.1| 0.0  12-oxo-phytodienoic acid reductase5 [Zea mays]		LOC_Os06g11240.1 1e-149 12-oxophytodienoate reductase 2 putative expressed		GCTCATGTAGTCATATGTGTATTGGCATGGTATGGATAAAATGTGTAATCATCATTGCAA		5146		AT1G76690.1

		21736		CUST_14473_PI390587928		5.5501537		5.6983542		4.9787335		5.718973		6.453617		6.928406		7.9980454		7.152475		6.4850955		7.324629		6.974955		5.7757225		-1.022059		-1.316058		2.0322676		2.5968316		-0.031478405		-0.39622307		1.0230904		1.3767524		NA		NA		3.95E-04		0.02525221		U35_44k_v1_21736		LOC_Os03g10950.1		gb|EAY88976.1| 2e-62  hypothetical protein OsI_010209 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10950.1 4e-64 catalytic/ protein phosphatase type 2C putative expressed		TGATCAAGAGGGCCTTCGGCGCCACGGAGGAGGAGTTCATGGGCATGGTGGAGAAGTCGT		15908		AT4G33920.1

		16817		CUST_30863_PI390587928		8.060197		8.025959		6.9204154		8.202621		9.301011		10.068624		11.415799		10.447337		9.909566		10.933087		11.219867		9.338725		-1.5247312		-1.8206629		1.1454642		2.156381		-0.60855484		-0.8644638		0.19593239		1.1086121		NA		NA		NA		0.003956589		U35_44k_v1_16817		LOC_Os03g02670.2		ref|NP_001048771.1| e-167  Os03g0118200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02670.2 1e-169 solute carrier family 35 member B3 putative expressed		TTAGGTCTCCGTGACAATATATCATGGACAACTAAGATAACTCATCAAGTGGAAAATCAT		5783		AT4G23010.1

		6000		CUST_39108_PI390587928		6.015412		5.6750145		4.81715		5.440972		7.4267464		7.030988		8.532717		6.877008		7.9963303		7.8730865		8.087857		5.6546283		-1.4840955		-1.7926555		1.3611815		2.3333127		-0.5695839		-0.84209824		0.4448595		1.2223797		NA		NA		NA		0.005874423		U35_44k_v1_6000		LOC_Os11g05880.1		ref|NP_001065801.1| 0.0  Os11g0157400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05880.1 0.0 protein binding protein putative expressed		ACTGAGCACTTGAATCCAATAAAATTGCATGTCTCGCGGTTGGGGACACCCATCAAAAAA		13144		AT5G03540.1

		6374		CUST_900_PI390587928		7.2274528		7.334812		5.6647186		6.2010856		7.214361		7.3025494		10.121165		9.432507		7.576851		7.8556075		7.7868867		5.6725087		-1.2856426		-1.4671925		5.0429873		13.547905		-0.3624897		-0.55305815		2.3342786		3.7599978		NA		NA		6.42E-04		3.70E-04		U35_44k_v1_6374		LOC_Os07g02460.1		ref|NP_001051361.1| 1e-24  Os03g0762500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02460.1 2e-16 expressed protein		GACATCTGGAGGATCATCTTTCACACAGCAGTACCACTTGTGAATTGTGATGATGTCGTC		13932		0

		6100		CUST_12153_PI390587928		5.545841		6.0091386		4.7364807		5.388842		6.7997303		7.0872836		8.344845		7.810965		6.8092227		7.0924506		8.208974		6.5669017		-1.0066013		-1.003588		1.098756		2.3686473		-0.009492397		-0.0051670074		0.13587093		1.2440634		NA		NA		NA		0.004775703		U35_44k_v1_6100		LOC_Os07g35680.1		ref|NP_001059894.1| 5e-55  Os07g0541000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35660.1 1e-56 receptor-like serine-threonine protein kinase putative expressed		TTCAGGGTAAGCAAGACCACTTTCATAGCAAAACGAAGTTCAGTTTGATCTTTGTGTAAA		13644		AT4G11530.1

		21019		CUST_23516_PI390587928		7.1104035		6.5702043		6.912725		6.691026		7.745964		7.2103963		8.73902		8.111395		7.512688		7.2938523		8.402596		6.8574834		1.1755011		-1.0595533		1.262623		2.3848715		0.23327589		-0.08345604		0.33642387		1.2539115		NA		NA		NA		0.0048908866		U35_44k_v1_21019		LOC_Os10g38470.1		ref|NP_001065119.1| 1e-42  Os10g0527800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38360.1 3e-44 glutathione S-transferase GSTU6 putative expressed		TACCTACCTGCTAGACACTACACCAGCAATGGCCGGAGCAGCAGACGACGTGAAACTGCT		14303		AT1G10360.1

		15510		CUST_21117_PI390587928		2.9419754		2.7626715		2.4281337		1.2462839		3.5453627		4.914787		6.6690674		6.5585685		3.3496878		6.732513		6.9201713		4.5408115		1.1452597		-3.5252514		-1.1901174		4.0495367		0.1956749		-1.8177261		-0.25110388		2.017757		NA		NA		NA		8.48E-04		U35_44k_v1_15510		LOC_Os11g31530.1		gb|EAY81075.1| 4e-65  hypothetical protein OsI_035034 [Oryza sativa (indica cultivar-group)]		LOC_Os11g31540.1 2e-66 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		AATGATTGTAGATGTAGTTGCAACCTGAGCTTTTGTAGACCTCTATTCAGGCGGAAGGCG		3638		AT1G34210.1

		48638		CUST_10003_PI390587928		2.108957		4.864855		6.101612		5.6677184		1.8685411		2.5251746		3.9521482		3.3145788		1.6908332		1.479726		3.458416		5.800673		1.1310854		2.0640082		1.4080828		-5.602591		0.17770791		1.0454487		0.4937322		-2.4860942		NA		NA		NA		0.011697147		U35_44k_v1_48638		LOC_Os05g47540.2		gb|AAL40895.1| 3e-20  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 9e-16 phosphoethanolamine N-methyltransferase putative expressed		GTCACCGCAGATTGTTTTAAGGGATGCAATAGTAAGTTTGAGTGGGAGGAAGGATCAAGA		50597		AT3G18000.1

		5402		CUST_15536_PI390587928		7.112616		5.999241		5.4504375		5.745585		7.391449		6.4443526		7.6475487		7.7240868		7.929962		6.9527		6.472605		6.188849		-1.4524748		-1.42242		2.2578404		2.898362		-0.5385132		-0.5083475		1.1749434		1.5352378		NA		NA		NA		0.004202661		U35_44k_v1_5402		LOC_Os03g12820.2		ref|NP_001049456.1| 1e-90  Os03g0230300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12820.2 2e-92 ATP8 putative expressed		CTTGGTTTCTGCTATATTTTACTTGGTATTTTGTTACCTGCAATCTGTACAGACTGAAAG		12445		AT1G23550.1

		18350		CUST_9329_PI390587928		11.203483		10.825164		9.966599		11.020175		11.120049		12.459218		12.094966		12.434898		11.577057		11.901732		11.532745		10.463012		-1.3726915		1.471702		1.4765401		3.9228077		-0.4570074		0.5574856		0.5622206		1.9718866		NA		NA		NA		0.010645946		U35_44k_v1_18350		LOC_Os05g04060.1		ref|NP_001065216.1| 1e-06  Os10g0546400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39920.1 3e-08 expressed protein		CTTTACAAACCCACCGCCCTCTGTAATCATCCCTCATAATAAGATTATATTATTGTTATC		None		0

		6525		CUST_40914_PI390587928		6.784262		6.9597583		6.3973155		5.5244656		6.750761		6.9476438		9.962026		10.53606		5.9130325		6.917666		9.455289		5.3921375		1.787234		1.0209965		1.4208328		35.35697		0.8377285		0.029977798		0.50673676		5.143923		NA		NA		NA		0.00242169		U35_44k_v1_6525		LOC_Os02g53130.1		ref|NP_001062009.1| 0.0  Os08g0468700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g36500.1 0.0 nitrate reductase 1 putative expressed		GCAGCCTATTGTCCTTTTTTGTGTCTATCTATGTATGAATTGATGACACTATTAGAGCAA		13776		AT1G77760.1

		13748		CUST_5196_PI390587928		10.013339		10.2712145		9.414004		9.213355		10.773946		10.476632		11.441098		10.481661		10.762333		10.782517		11.023647		9.148284		1.0080819		-1.236177		1.3355657		2.5199182		0.011612892		-0.30588531		0.4174509		1.3333769		NA		NA		NA		0.005796228		U35_44k_v1_13748		LOC_Os03g42110.1		ref|NP_001050668.1| 0.0  Os03g0617900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42110.1 0.0 N-acetyl-gamma-glutamyl-phosphate reductase chloroplast precursor putative expressed		CGATTCAGAGACATCAACCATTGCTGTCAGAATTGGATATAGTTAGAAGTGTGTTATTTT		4833		AT2G19940.2

		31390		CUST_5458_PI390587928		9.445966		9.533584		9.607193		9.010545		10.682492		10.537951		11.682129		10.557431		10.812335		11.559844		11.2504835		9.662133		-1.0941744		-2.030581		1.348771		1.859994		-0.12984276		-1.0218925		0.4316454		0.895298		NA		0.010325519		NA		NA		U35_44k_v1_31390		LOC_Os07g37320.1		ref|NP_001059981.1| 2e-95  Os07g0559700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37320.1 4e-97 sugar carrier protein C putative expressed		TCATGTCCGCCGTCATCACCGGCCTCGTCAACGTCTTCGCCACCTTCGTGTCCATCGTGA		31571		AT1G11260.1

		47935		CUST_33306_PI390587928		7.7175956		8.105342		10.31553		9.231785		7.0502357		7.7399387		8.981587		7.842982		6.503946		7.617047		9.276071		9.068055		1.4603255		1.0889155		-1.2264456		-2.3376734		0.5462899		0.1228919		-0.29448318		-1.2250733		NA		NA		NA		0.0060860673		U35_44k_v1_47935		LOC_Os10g02210.1		gb|EAY77491.1| 1e-38  hypothetical protein OsI_031450 [Oryza sativa (indica cultivar-group)]		LOC_Os10g02220.5 3e-40 peptide transporter PTR2 putative expressed		ATTATATCTACAAATTCTGCCAACATGTATACATTAATAGAGGAGTTGCGGCATCGAACG		49522		AT3G54140.1

		27057		CUST_20491_PI390587928		5.013918		6.1652985		4.188701		3.3182476		5.290684		8.863154		10.528893		10.87913		5.87022		9.541474		9.771949		5.324389		-1.4943686		-1.600275		1.6899079		47.00497		-0.57953596		-0.67831993		0.75694466		5.5547414		NA		NA		NA		2.70E-04		U35_44k_v1_27057		LOC_Os03g18740.1		gb|EAZ26609.1| 2e-36  hypothetical protein OsJ_010092 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18740.1 7e-38 sex determination protein tasselseed-2 putative expressed		CTCTACTCTACTCAAGTTCTTTGGTTCGTTCGATGGGTTAATTGATTGATGGAATACGTA		None		AT3G51680.1

		21295		CUST_27186_PI390587928		5.9168153		6.3924828		4.7414665		5.2169857		7.6816363		8.754302		10.129453		10.312801		8.5652895		10.383674		9.8577795		8.745257		-1.8450414		-3.0937822		1.2072071		2.963997		-0.88365316		-1.6293716		0.2716732		1.567544		NA		NA		NA		0.0014436822		U35_44k_v1_21295		LOC_Os04g10160.1		ref|NP_001052172.1| 1e-59  Os04g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09920.1 3e-61 cytochrome P450 CYP99A1 putative expressed		AAGCTGCTCATTTCCTGCACCAACACTATCACCGGCAAAGCGACGTTCGGCCAGGTGTGT		21188		AT5G24950.1

		3503		CUST_17313_PI390587928		11.8524885		11.286185		10.245289		10.798687		12.673018		12.721053		12.289931		12.044655		12.957316		13.290298		11.831162		10.29269		-1.2178175		-1.4837472		1.3743684		3.368169		-0.28429794		-0.56924534		0.45876884		1.7519646		NA		NA		NA		0.024457205		U35_44k_v1_3503		LOC_Os03g09900.1		gb|EAY88890.1| 2e-32  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 3e-32 membrane protein putative expressed		AAGTACCGGGTGTACTGGAACGCCTACCACCACTCCGTCGGCTACTCCGTCATCGTCCTC		10153		AT5G47530.1

		19945		CUST_3886_PI390587928		7.0842423		6.7017574		8.219344		7.947712		6.9387794		6.723606		7.0395813		6.91658		6.6210046		6.1758637		7.204268		7.9574127		1.2464066		1.4617964		-1.1209226		-2.0574145		0.31777477		0.54774237		-0.16468668		-1.0408325		NA		NA		NA		0.018677505		U35_44k_v1_19945		-		No hits found		No hits found		TGCAGACACAATTGTATTTTCCAGAATTTCCCCGAGGATTTTGCAATTTGATTTTTGACC		12314		0

		15437		CUST_9942_PI390587928		9.379287		6.7062073		4.77676		7.160953		9.343907		7.4329934		6.8938727		9.652946		8.689911		7.3075805		5.1418805		5.918181		1.573521		1.09082		3.3682337		13.313016		0.65399647		0.12541294		1.7519922		3.7347655		NA		NA		NA		0.0051887855		U35_44k_v1_15437		LOC_Os12g01530.2		gb|ABR26678.1| e-116  ferritin 1 [Hordeum vulgare]		LOC_Os12g01530.2 7e-99 ferritin-1 chloroplast precursor putative expressed		ATCAGCTAGATAATGTACAAAGGGTCCGGTTGCAACGAAATATACGGTGTTAGTCATAAA		2714		AT3G56090.1

		21909		CUST_39944_PI390587928		10.34161		10.96207		12.999595		11.527043		9.702844		10.491439		11.517921		9.697882		9.421783		10.926877		11.812302		11.131866		1.2150875		-1.3523215		-1.2263579		-2.7019196		0.28106022		-0.43543816		-0.2943802		-1.4339848		NA		NA		NA		0.015363719		U35_44k_v1_21909		LOC_Os06g18010.1		gb|ABC94602.1| 1e-94  UDP-glycosyltransferase-like protein [Oryza sativa (indica cultivar-group)]		LOC_Os06g18010.1 2e-95 hydroquinone glucosyltransferase putative expressed		CTGTAATTTTTAAGAAAAATAATCCGCATCAGCAAAATAATAATTGCGTGGACGCTCGGA		33143		AT3G16520.3

		14902		CUST_35674_PI390587928		10.094969		10.386368		9.539224		5.7899995		9.885296		10.120936		7.2642264		4.4736104		9.770823		10.282163		8.812588		5.204312		1.0825797		-1.1182373		-2.9248474		-1.6594458		0.11447334		-0.16122627		-1.5483613		-0.73070145		NA		NA		6.04E-04		NA		U35_44k_v1_14902		LOC_Os10g05910.1		ref|NP_001105118.1| 4e-44  proline-rich protein [Zea mays]		LOC_Os10g05980.1 3e-45 proline-rich protein putative expressed		GATCAGTGTGCTTGTATTGCTTTTCAAAGATTTGTAATTTCGGTGTGTGTTTTGTATACG		975		0

		24206		CUST_36969_PI390587928		6.086848		6.490628		5.0790524		4.7975125		7.6034217		9.042369		8.680932		7.6329575		8.000102		9.077979		8.035043		5.1533103		-1.3164752		-1.0249902		1.5647035		5.5776105		-0.39668036		-0.0356102		0.6458893		2.4796472		NA		NA		NA		0.004262374		U35_44k_v1_24206		LOC_Os05g44770.1		gb|EAY98740.1| 7e-85  hypothetical protein OsI_019973 [Oryza sativa (indica cultivar-group)]		LOC_Os05g44770.1 3e-86 receptor-like protein kinase 5 precursor putative expressed		GTTAAGACACTTATTTTGGAACGAAGGGAGTACAATTTGTATACTAGGTCAACGACATTT		13821		AT5G25930.1

		24235		CUST_26653_PI390587928		3.383517		3.6817405		5.2958336		5.324966		2.8946667		3.4201581		3.3611968		3.5228527		2.1784556		3.1358004		3.194933		5.3115993		1.6428617		1.217868		1.1221486		-3.4551458		0.7162111		0.2843578		0.16626382		-1.7887466		NA		NA		NA		0.041463375		U35_44k_v1_24235		LOC_Os11g39590.1		ref|NP_001061356.1| 8e-62  Os08g0246300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14850.1 2e-63 resistance protein putative expressed		AATACATTTGGTGTGAAGGACGTCGATCTCGAGAAGATGGTGAAACTCCTGCATTGCCTA		18982		AT3G07040.1

		12687		CUST_10069_PI390587928		2.4276943		1.355032		1.3768057		3.5128555		2.6045105		2.2091248		3.115815		4.822823		3.36652		3.4630375		1.8685476		2.982126		-1.695851		-2.3848734		2.3739135		3.5818305		-0.7620094		-1.2539127		1.2472674		1.840697		NA		NA		0.015632827		NA		U35_44k_v1_12687		LOC_Os06g12410.1		ref|NP_001057215.1| 3e-49  Os06g0229400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12410.1 6e-51 anther-specific proline-rich protein APG putative expressed		TACTGTCCACATAACGGCATGGAGAATAGATGCATGTAGGGGCCCTGGATATGATTTTTT		50947		AT1G74460.1

		16696		CUST_28283_PI390587928		13.575652		13.349686		12.915939		13.180158		14.014796		13.7456665		16.470093		16.591642		14.486836		14.312633		15.525905		14.536237		-1.3870696		-1.4814049		1.9241058		4.156605		-0.47204018		-0.56696606		0.9441881		2.0554056		NA		NA		NA		0.0034645405		U35_44k_v1_16696		-		emb|CAA69915.1| 7e-27  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 1e-15 subtilisin-chymotrypsin inhibitor 2 putative expressed		GGGGAAGTATGGATGTGTTATGTAATGTTGTTTTGTTCAAGTTGTAATAAGCATCGGTAA		3384		0

		46463		CUST_15561_PI390587928		4.0063415		4.226729		2.1413188		3.3543131		5.7166753		7.5483584		9.269474		8.132733		5.693249		8.351241		8.971498		7.114437		1.0163703		-1.7445835		1.2294189		2.0255256		0.023426056		-0.8028827		0.2979765		1.0182962		NA		NA		NA		2.55E-04		U35_44k_v1_46463		LOC_Os01g47560.1		gb|AAU10654.1| 2e-08  WRKY transcription factor [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49100.1 5e-10 OsWRKY49 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TCCATCGATCGATTTGGCGTTCCTTTGCTTGTTAATTGACTCTTTTTGCACGGTAAAAAA		46634		0

		17559		CUST_32621_PI390587928		5.6204896		4.9701996		6.039724		6.5786424		6.8809834		5.602474		6.8881264		8.113628		6.84644		5.664425		6.2320952		6.237076		1.0242327		-1.0438763		1.5757418		3.6719656		0.034543514		-0.061950684		0.65603113		1.8765526		NA		NA		NA		0.009002345		U35_44k_v1_17559		LOC_Os01g07850.1		ref|NP_001054776.1| 1e-74  Os05g0171900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g07940.1 2e-76 lactoylglutathione lyase putative expressed		TTGTACATCGTCCGGATCGCTCATATATATACTAGCAAAAAGACGTTGCAACCGAAAAAA		7736		AT1G80160.1

		47614		CUST_23345_PI390587928		8.385579		8.460426		9.547942		9.251756		7.828714		8.043122		8.241344		7.9515443		7.229323		7.539284		8.449773		9.05121		1.5150769		1.4179809		-1.1554288		-2.143051		0.599391		0.50383806		-0.20842838		-1.0996661		NA		NA		NA		0.0027406362		U35_44k_v1_47614		LOC_Os02g14120.1		emb|CAH56436.1| e-100  somatic embryogenesis receptor-like kinase 2 [Poa pratensis]		LOC_Os02g14120.1 1e-100 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TTGGTATTCTACTGTTGGAACTAATAACTGGACCTAAAACCTTGAGCAACGGACATGGTC		48820		AT5G45780.1

		12991		CUST_34865_PI390587928		7.314598		7.233232		8.150725		7.3042665		7.590812		7.613436		10.053189		8.40516		8.450799		8.716177		10.206676		8.533459		-1.8150216		-2.147623		-1.112254		-1.0930041		-0.8599868		-1.1027408		-0.15348625		-0.12829876		NA		0.025482202		NA		NA		U35_44k_v1_12991		LOC_Os10g22570.1		gb|EAY78226.1| 3e-24  hypothetical protein OsI_032185 [Oryza sativa (indica cultivar-group)]		LOC_Os10g22570.1 5e-25 cellulase containing protein expressed		GTATGAGAGGGAAATGATGAGCACTTGGCCCCTCAAGATATTATTAATGTAATATATATG		42446		0

		28799		CUST_27719_PI390587928		3.0029929		2.1628501		1.7663951		2.8386161		3.5178425		4.7520404		6.3666644		6.547571		3.150665		5.275495		5.9179387		4.1021533		1.2898269		-1.4373931		1.3648342		5.446834		0.3671775		-0.52345467		0.4487257		2.445418		NA		NA		NA		0.021238998		U35_44k_v1_28799		LOC_Os02g34790.1		gb|EAY86257.1| 6e-70  hypothetical protein OsI_007490 [Oryza sativa (indica cultivar-group)]		LOC_Os02g34750.2 1e-71 receptor-like protein kinase 5 precursor putative expressed		TCTGGAGGGAATGGATCAGTCTACAGAGTTCAGTTATCAACAGGTGAATTGTTTGCAGTG		27866		AT4G08850.2

		26660		CUST_25139_PI390587928		4.9470086		6.3332753		7.17037		7.791298		3.5597894		3.8031425		5.031532		4.795755		2.138531		3.2489192		4.292061		6.7257857		2.6781902		1.468378		1.6695635		-3.8106334		1.4212584		0.5542233		0.73947096		-1.9300308		NA		NA		NA		0.0053568883		U35_44k_v1_26660		LOC_Os04g08824.1		ref|NP_001052148.1| 1e-42  Os04g0171800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g08828.1 3e-44 cytochrome P450 79A1 putative expressed		AAGATGTCAAGGGACAACCGTTGCTATCATTACAAGAAATAAGAGCACAAACGGCGGTTA		39917		AT2G22330.1

		38969		CUST_2145_PI390587928		10.967266		11.628963		10.208053		11.661598		10.060988		10.829259		8.034617		10.077812		9.2365		10.177563		8.482018		11.440448		1.7709073		1.5710142		-1.3635817		-2.5715454		0.82448864		0.6516962		-0.44740105		-1.3626356		NA		NA		NA		0.02817378		U35_44k_v1_38969		LOC_Os03g08250.1		gb|EAY88783.1| 6e-11  hypothetical protein OsI_010016 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08250.1 1e-12 expressed protein		GTGAAAACCACATTGTAGATGACACGGGAAAAATGTATAAATGGAGCTGAGGTCGAATAA		34963		0

		15932		CUST_25177_PI390587928		9.480744		10.073903		8.455879		9.723613		11.3448715		13.068091		12.083476		11.5112505		12.3720255		13.737903		12.331802		9.79955		-2.0379999		-1.5908648		-1.1878283		3.2754667		-1.027154		-0.66981125		-0.2483263		1.7117004		NA		NA		NA		0.024721354		U35_44k_v1_15932		LOC_Os06g44010.1		emb|CAH68818.1| e-160  putative WRKY2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g44010.1 4e-88 OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TAAATTGGATTGGAGAGGCATAGAGGCTGCGTCAATTAATTCGGATTGGGTTCAGAAAAG		4387		AT1G80840.1

		10681		CUST_37790_PI390587928		1.267191		1.2906481		1.3015484		1.2724944		2.7470675		1.9702996		1.786676		1.2930932		1.7826462		5.3036194		4.2396913		1.2925422		1.9512806		-10.079273		-5.4755936		1.000382		0.9644213		-3.3333197		-2.4530153		5.51E-04		NA		0.007813562		0.0026717833		NA		U35_44k_v1_10681		LOC_Os09g34930.1		gb|ABG73470.1| 2e-20  long-chain fatty acid condensing enzyme [Oryza brachyantha]		LOC_Os09g34930.1 4e-21 acyltransferase putative expressed		TAGGGCGATTCGTGGAGCGGAGAATAAGCTCGGAACCTTCATCTTGGTTTTCTCAAAAAA		25644		AT1G68530.1

		48757		CUST_42206_PI390587928		6.8584514		6.9804063		7.1158347		6.9983573		6.2250214		6.090059		5.108754		5.6522994		5.9956894		5.850446		5.5258393		6.786394		1.172292		1.1806755		-1.3352271		-2.194808		0.22933197		0.23961258		-0.41708517		-1.1340947		NA		NA		NA		0.019912036		U35_44k_v1_48757		-		No hits found		No hits found		AAACGGTTGTTTTTGCAGTTGCAAGGGCCTTGTTTTAGTTTTGGGATTCTTTTTGGGAAA		22734		0

		3343		CUST_18279_PI390587928		14.048306		15.119845		15.528438		15.410783		13.683515		14.535983		14.436635		13.681506		13.709926		14.312118		14.504897		15.159454		-1.0184753		1.1678585		-1.048453		-2.785523		-0.026411057		0.22386551		-0.0682621		-1.4779482		NA		NA		NA		0.006103884		U35_44k_v1_3343		LOC_Os10g07229.1		dbj|BAD25932.1| 9e-32  putative RPS2 [Oryza sativa Japonica Group]		LOC_Os09g10054.2 2e-33 disease resistance protein RPS2 putative expressed		CTTCGGTGTTGTCCATTTTGTTGTTTTTGTTTGTGTTGCATCAGTTTGTGTAATTATCAG		10034		AT1G61190.1

		15469		CUST_21002_PI390587928		4.7612467		5.521723		5.7261987		5.045208		4.69416		4.7349696		3.8385193		4.057017		4.009899		3.664298		4.0837917		4.6655483		1.6068785		2.100411		-1.1853166		-1.5247064		0.68426085		1.0706716		-0.2452724		-0.6085315		NA		0.017196294		NA		NA		U35_44k_v1_15469		LOC_Os12g41390.2		ref|NP_001067232.1| 1e-29  Os12g0607000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41390.1 3e-31 homocysteine S-methyltransferase 3 putative expressed		AGGTAGAACGGTAAAATGTACTCTCTTCGTCCCATAATATGAGACATCATTACATCAAAT		3311		AT3G63250.1

		20658		CUST_9357_PI390587928		8.725068		8.611329		8.321528		8.337386		9.167106		9.366214		10.579098		10.7691765		9.34441		9.855694		10.146048		9.117671		-1.130769		-1.4039388		1.3500849		3.141613		-0.17730427		-0.48948002		0.43305016		1.6515055		NA		NA		NA		0.0032200578		U35_44k_v1_20658		LOC_Os10g17489.1		ref|NP_001064343.1| e-125  Os10g0322200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g17489.1 1e-127 cytokinin-O-glucosyltransferase 2 putative expressed		TTGGAATTGTTAGAGTAAAACGAGATTGAATGAAAGTGAATGGACGACCAGTCCTCTTTC		14830		AT3G02100.1

		1209		CUST_7782_PI390587928		5.0935135		4.9742036		4.125076		4.875493		5.046924		4.4540706		6.48004		6.242804		5.3645425		4.6655025		6.136824		4.9571996		-1.2462715		-1.1578368		1.2685813		2.4378417		-0.31761837		-0.21143198		0.34321594		1.2856045		NA		NA		NA		0.011241845		U35_44k_v1_1209		-		sp|Q00531|JI60_HORVU 6e-86  60 kDa jasmonate-induced protein (rRNA N-glycosidase)		LOC_Os11g06610.1 2e-42 jasmonate-induced protein putative		CCGCATATCAGAATTGATTGGAGTCAAACTACGTAAAGTTTGCCCAATTCTATAGAAAAA		3499		0

		15912		CUST_25205_PI390587928		7.547292		7.8888392		8.184097		8.231776		7.0880694		7.336443		6.966276		7.16239		6.609413		6.682116		7.0530586		8.195014		1.3934453		1.5738815		-1.0619991		-2.0457413		0.4786563		0.6543269		-0.086782455		-1.0326238		NA		NA		NA		0.01525684		U35_44k_v1_15912		LOC_Os01g50030.1		gb|EAZ13191.1| 4e-27  hypothetical protein OsJ_003016 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50030.1 1e-28 phosphoethanolamine N-methyltransferase putative expressed		AGGATATGTTCTATCAAAACCACCAATGCTGTCATGAACAATGTTTATAGGTCGCTTTAC		4005		AT1G48600.1

		773		CUST_6611_PI390587928		5.5816097		4.5508294		3.7506893		3.4507868		5.53243		4.80778		7.677544		7.6333466		5.3396115		5.05493		7.6262493		4.17579		1.1429946		-1.1868606		1.0361944		10.985714		0.19281864		-0.24715042		0.051294804		3.4575567		NA		NA		NA		0.022686007		U35_44k_v1_773		LOC_Os11g37950.1		sp|P28814|BARW_HORVU 3e-72  Barwin		LOC_Os11g37950.1 2e-66 win2 precursor putative expressed		GTATACGTGTATACACTACGTACATGAAACGAAATAAAGTGGAACAGATCAAATGGGTTT		2547		AT3G04720.1

		14645		CUST_10900_PI390587928		11.65395		11.645534		11.152854		10.763574		11.74257		11.485312		13.349861		15.422414		11.882507		11.218913		12.952037		10.484166		-1.1018573		1.2028022		1.3175194		30.65919		-0.1399374		0.26639938		0.3978243		4.9382477		NA		NA		NA		9.36E-04		U35_44k_v1_14645		LOC_Os01g04040.1		gb|AAS49905.2| 3e-42  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 4e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		AAACACCTCTGATGGTTGTGCGTGTCTACTCATCAAAAACATGAAAATCAGTTCTCTTGC		2244		0

		47275		CUST_1814_PI390587928		7.018305		7.3685565		4.7939115		6.216717		7.4491005		9.293161		10.371541		8.561572		8.00793		9.221965		9.260959		6.5812893		-1.4730734		1.0505877		2.159328		3.9457042		-0.5588293		0.071196556		1.1105824		1.9802828		NA		NA		NA		0.0015876605		U35_44k_v1_47275		LOC_Os02g09990.1		gb|EAZ22063.1| 4e-09  hypothetical protein OsJ_005546 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09990.1 2e-10 TMV response-related gene product putative expressed		CGTGTGTATATACGGTACAATAGAAAATGCCAACAAACTGATTCCTGAGTTGTTATCTAA		48166		0

		24514		CUST_6944_PI390587928		8.118196		8.019957		8.402263		8.650581		8.275868		8.967349		10.537475		10.264857		8.7844095		8.970286		9.966664		9.064078		-1.4226109		-1.0020381		1.4853576		2.2986374		-0.5085411		-0.002937317		0.5708103		1.200779		NA		NA		NA		0.009919935		U35_44k_v1_24514		LOC_Os08g28710.1		gb|ABA98611.1| 9e-38  Protein kinase domain containing protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g31560.1 2e-39 protein kinase domain containing protein		CACCACTCACGCTGCTGATTCTTAGAACAATTGTCCTTGGTATTTTCATAGAATAATTAA		27348		AT5G47850.1

		17813		CUST_1001_PI390587928		5.607079		6.624494		6.784722		6.079828		4.8438554		5.830477		5.6216455		4.7397237		4.332688		5.8578734		5.78272		5.8045506		1.4252031		-1.019171		-1.1181197		-2.091919		0.5111675		-0.027396202		-0.16107464		-1.064827		NA		NA		NA		0.01704611		U35_44k_v1_17813		LOC_Os05g01290.1		gb|ABO37956.1| 8e-22  unknown protein [Triticum turgidum]		LOC_Os05g01290.1 3e-21 expressed protein		CAACTACTTGCAGTAGTGTATATGATCATGTTTGTTTGTTGTCCTGCCTGATTAAAGAAG		8566		AT5G08391.1

		8264		CUST_27872_PI390587928		2.4916084		3.3793201		1.2536021		1.2304019		4.515654		8.294297		8.127579		6.6224294		5.383287		7.234129		7.3577156		1.6925398		-1.8246666		2.0851748		1.705108		30.482084		-0.86763287		1.0601683		0.7698631		4.9298897		NA		NA		NA		2.42E-04		U35_44k_v1_8264		LOC_Os04g28390.1		gb|EAY93683.1| 6e-09  hypothetical protein OsI_014916 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28390.1 2e-10 hypothetical protein		CAACAAAGGTCTGACTGTAACCATGTCTTTTGAGTACAAAATTTGTTCATTCTTTCATGC		23097		0

		11733		CUST_20299_PI390587928		4.6054134		5.18518		5.378328		4.5476985		4.98196		5.1480265		5.6521316		6.9543247		5.2909203		5.0383625		5.16848		4.702291		-1.2388147		1.0789769		1.3982784		4.763539		-0.30896044		0.10966396		0.48365164		2.2520337		NA		NA		NA		0.0063105156		U35_44k_v1_11733		LOC_Os09g26920.1		ref|NP_001063283.1| 5e-38  Os09g0441000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26920.1 7e-40 subtilisin-like protease precursor putative expressed		CGTCGCCGAGGGACCACGACGGGCACGGCACCCACACGGGGTCCACGGCGGCGGGGGCCG		24629		AT3G14067.1

		24404		CUST_21277_PI390587928		9.287786		8.630057		9.303364		9.685612		10.214473		10.22241		12.927091		13.369998		10.037787		10.184532		13.010544		11.025845		1.1302841		1.0266027		-1.0595511		5.0776234		0.17668533		0.037878036		-0.08345318		2.3441534		NA		NA		NA		0.0029684647		U35_44k_v1_24404		LOC_Os05g25350.1		gb|EAZ33793.1| 1e-97  hypothetical protein OsJ_017276 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g25370.1 2e-99 ATP binding protein putative expressed		GTTTTGTACGTAGTTGTGGTGTTGTTTCCCTCCCAATGGACATGTCTAGTTTCCTTTTGT		25164		AT3G51550.1

		4869		CUST_32469_PI390587928		9.370571		9.263974		8.639274		7.803215		10.32114		10.230869		10.350995		9.503194		11.084134		11.223405		10.16492		8.307597		-1.6970085		-1.9896789		1.1376646		2.2903955		-0.7629938		-0.9925356		0.18607521		1.1955967		NA		0.015084988		NA		0.009423191		U35_44k_v1_4869		LOC_Os06g35650.1		gb|EAZ01289.1| e-136  hypothetical protein OsI_022521 [Oryza sativa (indica cultivar-group)]		LOC_Os06g35650.1 1e-138 reticuline oxidase precursor putative expressed		CGCGTGAAAATTTATGACAATATATTCGCATGAGATTTGAGATCTGATGGTATGAACATG		None		AT4G20860.1

		42427		CUST_28188_PI390587928		3.8107796		3.2768338		2.9009323		1.8532585		4.737617		4.628719		5.330794		5.5399337		3.6252959		4.1020427		4.208471		1.6054052		2.161932		1.4406064		2.1769724		15.290126		1.1123211		0.5266762		1.122323		3.9345284		NA		NA		NA		0.001546714		U35_44k_v1_42427		LOC_Os02g11870.1		ref|NP_001046265.1| 1e-22  Os02g0209400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11870.1 3e-24 expressed protein		TGACGACTACGTTTGTCAAAGGTTATCATATTTAGGGTCCTGATATTGCGATACGTATGG		38095		0

		9946		CUST_39155_PI390587928		8.535762		7.0142975		7.483785		7.378423		9.388635		8.803248		9.108588		8.482389		9.954644		10.098109		9.167848		7.4778657		-1.4804231		-2.4535332		-1.0419308		2.0062811		-0.5660095		-1.2948608		-0.059259415		1.0045238		NA		0.005693015		NA		0.013819381		U35_44k_v1_9946		LOC_Os07g03170.1		ref|NP_001058800.1| 6e-19  Os07g0123800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03170.1 1e-20 expressed protein		GCGATGTCCCTTTCTTTTCTTTTTATTCGGAGAAACAAAGAGTTTATCTCCTGCTAAAAA		19228		0

		41373		CUST_2646_PI390587928		7.3144317		6.049048		5.968941		7.5042567		8.175893		8.087045		10.065087		9.435143		8.86872		8.8396225		9.484962		8.421042		-1.6164482		-1.6848005		1.4949787		2.019644		-0.6928272		-0.7525778		0.58012486		1.014101		NA		NA		7.98E-05		0.0033960138		U35_44k_v1_41373		LOC_Os01g04280.1		gb|EAY72424.1| 1e-14  hypothetical protein OsI_000271 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04280.1 3e-16 calmodulin binding protein putative expressed		TTCAGATGTGTACATTAACCATTACCACTGCTATCTATCTATCTATGCCAGAATGAGTGT		None		0

		39396		CUST_24028_PI390587928		9.653146		9.630601		8.775936		9.960677		10.599026		11.598301		11.1753645		10.996264		11.241809		11.462995		10.692296		9.192588		-1.5613383		1.098326		1.3977133		3.4910877		-0.64278316		0.13530636		0.48306847		1.8036766		NA		NA		NA		0.011916421		U35_44k_v1_39396		LOC_Os06g13870.1		gb|EAZ00358.1| 4e-71  hypothetical protein OsI_021590 [Oryza sativa (indica cultivar-group)]		LOC_Os06g13870.1 9e-73 immediate-early fungal elicitor protein CMPG1 putative expressed		CCGCGCGTGCCCACGCGCTGGTCGTGCCGGTTCTGGTCAAGAAGATGTTCCGCGTGTCCG		35519		AT5G37490.1

		15901		CUST_25216_PI390587928		9.27412		10.325576		11.517684		10.710288		8.564136		9.306762		10.030404		9.007733		8.1610155		9.167062		10.168882		10.577907		1.3223647		1.101676		-1.1007434		-2.9694037		0.40312004		0.13969994		-0.13847828		-1.5701733		NA		NA		NA		0.0032338193		U35_44k_v1_15901		LOC_Os01g46400.1		ref|NP_001057366.1| e-110  Os06g0272900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g16170.1 1e-112 expressed protein		TCTTTGATTGATGGGCGTGGTAGTAACTATTGACGCCAACTTTTTTGCGTCGGTCGTCAT		7034		AT5G15900.1

		20044		CUST_321_PI390587928		8.587411		8.541904		9.111201		9.158593		8.15888		8.095647		8.053902		7.9002814		7.3939567		7.608149		8.160179		9.353887		1.69928		1.4020112		-1.0764471		-2.7389164		0.7649236		0.4874978		-0.106277466		-1.4536052		NA		NA		NA		0.0047297077		U35_44k_v1_20044		LOC_Os02g44710.1		ref|NP_001047679.1| 3e-19  Os02g0667100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g44710.1 6e-21 expressed protein		TATGTGTACAGTGCCCTTGATTTCTTCCTCTTCCCTTAACTACGAGGGTTCAACTTCTGC		12476		0

		39200		CUST_8063_PI390587928		4.1888504		4.2844205		3.5811589		4.010136		3.2150383		3.4778442		4.761211		5.2916875		4.3363037		3.494962		3.2651432		3.0739563		-2.175377		-1.0119358		2.8207283		4.6516137		-1.1212654		-0.017117739		1.4960678		2.2177312		NA		NA		0.0075295223		0.018599875		U35_44k_v1_39200		LOC_Os05g09280.1		gb|EAZ42001.1| 8e-40  hypothetical protein OsJ_025484 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g09280.1 1e-41 ischemia related factor NYW-1 putative expressed		GGAGGACACCGCGCTGCGCGCTGCCATACCCGTGCACCAGCGCGTTGCTGTCTGCCTCTG		35222		AT5G12010.1

		30610		CUST_2940_PI390587928		7.31914		7.248675		8.050843		7.898495		7.459067		6.681645		7.0037513		6.438135		7.471564		6.473772		7.1426873		7.4959145		-1.0086999		1.154984		-1.1010928		-2.0817246		-0.012496948		0.20787287		-0.13893604		-1.0577793		NA		NA		NA		0.0057041133		U35_44k_v1_30610		LOC_Os08g40270.1		gb|EAZ07616.1| 5e-74  hypothetical protein OsI_028848 [Oryza sativa (indica cultivar-group)]		LOC_Os08g40270.1 1e-75 lectin-like protein kinase putative		GAACGGCTGGGTACGACGCCGACGAGGCCACCAGGCTGCTGCTGCTCGGCCTGGCGTGCA		30605		AT3G53810.1

		1851		CUST_36377_PI390587928		8.782992		6.9882503		3.2161064		6.299422		9.18589		9.480439		6.792851		9.221108		9.688386		10.069596		6.5262866		5.0139346		-1.4166622		-1.5043676		1.2029397		18.470793		-0.50249577		-0.5891571		0.26656437		4.207174		NA		NA		NA		0.009761535		U35_44k_v1_1851		LOC_Os02g41510.1		ref|NP_001047474.1| 2e-78  Os02g0624300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g41510.1 3e-80 myb-related protein Myb4 putative expressed		GCATAGACTCTTTTGGTCCGAAATTACTTGTCCCACAAATTGACATCTAGATATATTCAT		5842		AT3G23250.1

		26507		CUST_34106_PI390587928		3.0569527		3.753108		7.402841		5.8718967		2.1966212		3.617674		5.8357368		3.8847675		2.639653		3.24823		6.2549405		5.8777595		-1.3594582		1.291855		-1.3371893		-3.9806166		-0.4430318		0.36944413		-0.41920376		-1.9929919		NA		NA		NA		0.021697639		U35_44k_v1_26507		LOC_Os06g45100.1		gb|EAZ37898.1| 5e-73  hypothetical protein OsJ_021381 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45100.1 9e-75 cryptochrome 3 putative expressed		TAACATCAGAGCAGGGTGTTTTTTCTTACTACTCATACCTTGGTCTGATCACGAGTGAAC		36230		AT5G24850.1

		886		CUST_31964_PI390587928		11.97338		11.631111		10.24104		9.435611		13.436488		12.77708		15.091651		13.985528		13.4768095		13.306976		14.999736		10.861701		-1.0283428		-1.4438258		1.0657841		8.716971		-0.04032135		-0.52989674		0.09191513		3.123827		NA		NA		NA		0.003842872		U35_44k_v1_886		LOC_Os10g39680.1		emb|CAA55345.1| e-131  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-115 acidic endochitinase Q precursor putative expressed		CGATATGTGATCCAGTTGATCGTGTCGTATGATAATACGAGTAAGTTGTTGTAACAAATT		2992		AT3G12500.1

		25126		CUST_32901_PI390587928		3.2241905		3.297943		2.5403955		4.6451793		4.262238		5.7386456		8.043637		5.6203995		4.7842693		7.398027		7.2588286		4.315354		-1.4359757		-3.1588106		1.7228638		2.4709153		-0.5220313		-1.6593814		0.78480864		1.3050456		NA		0.006064001		NA		NA		U35_44k_v1_25126		LOC_Os03g19260.1		ref|NP_001049881.1| 4e-33  Os03g0305200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19260.1 1e-34 expressed protein		ATCGAGCAGGCAGATATCTTGTGCGTGTGTGTACAGGCAGCGGCATGGGGAACCTGATCT		21403		0

		11277		CUST_40396_PI390587928		3.456826		2.5373402		1.3724734		3.102766		5.129437		4.710825		5.7936664		6.859099		5.9660873		4.450922		4.490011		2.790019		-1.7858988		1.1973982		2.4685352		16.784758		-0.8366504		0.25990295		1.3036551		4.06908		NA		NA		4.40E-05		0.01856009		U35_44k_v1_11277		LOC_Os08g29570.1		gb|EAZ42586.1| 2e-71  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 5e-73 PDR-type ABC transporter 1 putative expressed		AAATGAAAGCACAAGGTGTTGATGAAGATAGGCTGCTTTTGCTGAAGGGAGTCAGTGGCA		26062		AT1G15520.1

		21101		CUST_4723_PI390587928		2.5435526		1.2393115		2.1073318		1.2679794		1.5451746		1.4720076		3.8031769		4.3883557		2.3459563		1.927008		3.2282505		2.3360403		-1.7420448		-1.3707832		1.4896015		4.1477113		-0.8007817		-0.4550004		0.5749264		2.0523155		NA		NA		NA		0.0054866485		U35_44k_v1_21101		LOC_Os12g37510.1		ref|NP_001057143.1| 4e-39  Os06g0216100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11270.1 1e-40 anthocyanidin 3-O-glucosyltransferase putative expressed		GTTTGATACTCAAACCGGAGCATATGCAATAATGCTAGTCCTACAAAAAACTTACAAAGA		17620		AT5G49690.1

		15752		CUST_21513_PI390587928		4.305572		3.6337795		2.9964192		2.9906929		4.9352098		4.3321776		7.3029885		5.6814113		6.004892		5.8370686		6.56222		2.8808985		-2.098971		-2.838032		1.6710657		6.9668803		-1.0696821		-1.5048909		0.74076843		2.8005128		NA		0.019165117		NA		0.0075269677		U35_44k_v1_15752		LOC_Os10g37340.1		gb|EAZ16692.1| 0.0  hypothetical protein OsJ_030901 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37340.1 0.0 O-succinylhomoserine sulfhydrylase putative expressed		GCAATGTTGAAGATCGAAAGAGAGTCGAGACACAACAAAATGAATCAACTCTATTATTGA		6622		AT1G64660.1

		38298		CUST_5924_PI390587928		5.689377		6.094225		6.166612		6.6001525		5.3079667		5.299644		5.0577455		4.751782		5.153236		5.356584		5.388502		6.343306		1.1132139		-1.0402571		-1.2576728		-3.0136757		0.1547308		-0.05694008		-0.33075666		-1.5915241		NA		NA		NA		0.03020746		U35_44k_v1_38298		LOC_Os04g01290.3		gb|EAY92752.1| 2e-16  hypothetical protein OsI_013985 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01290.3 5e-18 PCI domain containing protein expressed		ATAGTACGCACTAGTATGTATATCTAGGTTGTGGTGTAGTGCAAAGATTGTAATAGACAA		1983		0

		18388		CUST_24611_PI390587928		13.5181465		12.900617		13.863602		14.131303		13.3363085		12.635811		12.5372305		13.03251		13.005333		12.268616		12.786342		14.0519905		1.2578636		1.2898427		-1.1884747		-2.0271893		0.33097553		0.36719513		-0.24911118		-1.0194807		NA		NA		NA		0.013278719		U35_44k_v1_18388		-		No hits found		No hits found		CCTGCACTTGCCTGATGTCTGTACTGACAAATAGAGAAGGTTGCAAAAAGAAATTGTAAA		9707		0

		43242		CUST_32700_PI390587928		12.397781		12.672775		11.236764		12.565971		13.011357		13.676022		15.49366		13.570727		13.307353		14.314511		14.919296		12.408309		-1.2277321		-1.5566987		1.4890206		2.2383232		-0.2959957		-0.6384897		0.5743637		1.1624184		NA		NA		NA		9.71E-04		U35_44k_v1_43242		LOC_Os06g04620.1		dbj|BAD68653.1| 3e-51  putative root cap-specific protein [Oryza sativa Japonica Group]		LOC_Os06g04620.1 7e-53 GDP-mannose 46 dehydratase 2 putative expressed		TTATGAGGGTGGCAGGACGGCCGACGAGATCGTTGACTACATCAGGAAGAACAAGGAGAC		631		AT3G51160.1

		39039		CUST_20484_PI390587928		5.9219155		6.3025837		6.5338435		7.3443084		7.382358		8.579038		10.353667		8.597674		8.325486		10.105507		10.294679		9.284738		-1.9226925		-2.8807995		1.0417352		-1.6100029		-0.9431281		-1.5264692		0.05898857		-0.6870632		NA		0.0055572027		NA		NA		U35_44k_v1_39039		-		gb|ABL11229.1| 4e-15  putative acyl-CoA synthetase [Hordeum vulgare subsp. vulgare]		LOC_Os01g46750.2 1e-13 ACS-like protein putative expressed		CCCAAAATTATATTCCCCCCGGGTTAATTAAAACAAGGCTTGTTGTTTAAGTCCAAAAAA		35087		AT4G23850.1

		25798		CUST_15374_PI390587928		4.035772		4.400316		4.609839		4.0665264		3.5609634		3.8601608		3.1409824		2.4320452		3.6285985		2.570364		3.2815952		3.2854738		-1.0479974		2.4449363		-1.1023732		-1.8067898		-0.06763506		1.2897968		-0.14061284		-0.8534286		NA		0.022108646		NA		NA		U35_44k_v1_25798		-		gb|EAY80101.1| 4e-06  hypothetical protein OsI_034060 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06910.2 1e-07 coiled-coil protein putative expressed		TTCTTCCCACAGCATGGTAACTATCGCCGCCAGTGGTCTTTAAAATGTAGGAATGCTGAT		None		0

		24219		CUST_26695_PI390587928		7.893503		7.5705276		7.1314225		7.6733284		8.963897		8.964157		9.596041		9.174023		9.541068		9.412424		8.795756		7.431141		-1.4919212		-1.3644003		1.7414443		3.3470306		-0.5771713		-0.44826698		0.8002844		1.7428818		NA		NA		NA		0.019517763		U35_44k_v1_24219		LOC_Os02g50730.1		gb|EAZ00310.1| 3e-52  hypothetical protein OsI_021542 [Oryza sativa (indica cultivar-group)]		LOC_Os06g13180.1 8e-54 metalloendoproteinase 1 precursor putative expressed		ATCAACGGCACCTCGTCCATGGGCAAGACCGTCCACGGCCGGAACCTCTACTCCTACTTC		18977		AT1G59970.1

		12723		CUST_11024_PI390587928		8.133525		8.650044		7.7110047		8.618533		10.256702		11.229129		13.195881		11.456078		10.710229		12.192935		12.381241		10.123589		-1.3693835		-1.9504489		1.7588593		2.5183678		-0.4535265		-0.96380615		0.81464005		1.332489		NA		NA		NA		0.001743508		U35_44k_v1_12723		LOC_Os08g03350.1		emb|CAD89802.1| 3e-56  histidine amino acid transporter [Oryza sativa (indica cultivar-group)]		LOC_Os08g03350.1 9e-58 LHT1 putative expressed		TAGAATTACCGTTCATCATCATCGCCTCGTGATTGGCAATTCTACTGCCAGATTTTATTT		24163		AT1G67640.1

		3619		CUST_21732_PI390587928		10.676689		11.724383		10.433242		11.960129		10.18954		10.919349		8.857686		9.915413		9.681188		10.275412		9.199079		11.921768		1.4224247		1.5625876		-1.2669789		-4.0176597		0.5083523		0.6439371		-0.34139252		-2.0063553		NA		NA		NA		0.0024726163		U35_44k_v1_3619		LOC_Os06g46410.2		ref|NP_001058360.1| 0.0  Os06g0677800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46410.2 0.0 auxin response factor 6 putative expressed		TGGAATCCTTACTAATCCTGTGAATGTAGGCTCCTTAAGTTATGCAGCTCTCTTGTCGCG		8147		AT1G30330.2

		7316		CUST_36140_PI390587928		10.258733		9.97334		9.257171		9.650268		11.164905		11.327942		12.862644		11.28715		11.956474		12.865777		12.543513		10.654962		-1.7309568		-2.9035847		1.2475787		1.5499147		-0.7915697		-1.5378351		0.3191309		0.6321888		NA		0.0057487744		NA		NA		U35_44k_v1_7316		LOC_Os03g47060.1		gb|EAY91357.1| 5e-23  hypothetical protein OsI_012590 [Oryza sativa (indica cultivar-group)]		LOC_Os03g47060.1 6e-24 expressed protein		GACCGTGGAACCGCATAAACAATGGAATCTAATTATGTGGCAATTAATTTTGAATCCTAT		20750		0

		37112		CUST_32871_PI390587928		7.325462		6.753544		9.416373		10.016533		6.8787494		6.4458694		7.036022		8.212466		6.323778		5.625904		7.3152137		9.532993		1.4691393		1.7653636		-1.2135146		-2.4975734		0.5549712		0.81996536		-0.2791915		-1.3205271		NA		NA		NA		0.0014347519		U35_44k_v1_37112		LOC_Os10g11860.1		ref|NP_001064286.1| 1e-86  Os10g0195000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g11860.1 3e-88 transparent testa 12 protein putative expressed		TCTCATTATCAAGAGGACAGGGTGGGAGAAACAGGCCCAGTTGGCAGCGGCGAGGATCAA		32754		AT1G23300.1

		15646		CUST_31901_PI390587928		8.026025		9.510208		9.010899		9.216113		7.370541		8.089419		7.1885376		7.0776825		7.1555634		7.412071		7.764236		9.135142		1.160686		1.5991975		-1.4903988		-4.1625276		0.21497774		0.67734814		-0.5756984		-2.0574598		NA		NA		NA		0.0037179247		U35_44k_v1_15646		LOC_Os01g07300.2		sp|P04399|RIP2_HORVU 7e-78  Protein synthesis inhibitor II (Ribosome-inactivating protein II) (rRNA N-glycosidase)		LOC_Os01g07300.2 3e-41 expressed protein		CACAGAGTGACGGACTGATATAAATAAATATAATAAACATGTCACAGAGTGACAGACTGA		514		0

		31921		CUST_31635_PI390587928		5.354799		7.0016484		5.994175		4.6399136		4.633709		6.215608		2.8352005		1.6596708		3.3741791		5.198782		3.2959883		3.7206285		2.394177		2.0234625		-1.3762932		-4.1726317		1.2595298		1.0168262		-0.46078777		-2.0609577		NA		NA		NA		0.0080657685		U35_44k_v1_31921		-		ref|NP_001042812.1| 2e-46  Os01g0299300 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g45400.1 2e-37 glycerol-3-phosphate acyltransferase 1 putative expressed		CATTTCTTAAGGAGTATACAGAATTTGAAGTGGTTGTGGGAAGGCGAGGTAAGATGATAA		None		AT4G01950.1

		23381		CUST_16846_PI390587928		6.3481183		6.0854607		5.570088		6.025697		6.1112556		7.497434		7.320188		6.914688		6.6394343		7.582503		6.915565		5.5050282		-1.4421074		-1.0607382		1.323743		2.6567452		-0.5281787		-0.0850687		0.40462303		1.4096599		NA		NA		NA		0.012198798		U35_44k_v1_23381		LOC_Os02g57440.1		gb|EAY88047.1| 2e-23  hypothetical protein OsI_009280 [Oryza sativa (indica cultivar-group)]		LOC_Os02g57440.1 6e-25 protein kinase APK1B chloroplast precursor putative expressed		TGTGCACATGAGTGGTTTGTGATGGAATAGTTTACACAGATCCAGCTTTGTCACAGTCAG		None		AT3G57120.1

		12458		CUST_12775_PI390587928		2.0127516		2.3959553		1.2952534		1.2984484		1.5192298		1.3234711		2.3426974		1.7143917		8.681763		8.6359415		8.572487		8.600735		-143.26405		-158.95454		-75.0505		-118.30301		-7.162533		-7.3124704		-6.2297897		-6.886343		0.015178008		0.007170791		3.22E-04		9.59E-04		U35_44k_v1_12458		-		No hits found		No hits found		CCCGCTTATACAAATTATCAAAGTTGGGATGAATCCATGATCTATGTTGCTAAAAACAAG		None		0

		27608		CUST_16322_PI390587928		5.2218537		4.571454		6.248715		6.528216		4.8873496		3.867369		5.7917275		4.9679275		4.488411		3.6796942		5.6804028		6.0582504		1.3185376		1.1389266		1.0802197		-2.129217		0.39893866		0.18767476		0.11132479		-1.090323		NA		NA		NA		0.014021179		U35_44k_v1_27608		LOC_Os02g58390.1		No hits found		LOC_Os02g58390.1 8e-04 receptor-kinase isolog putative expressed		AGCACTAGTGGAAGGTGGATGCTGGATTGATTAGTAGCAGCAGCGGTAGAAAAGAAAACA		29250		0

		46879		CUST_36476_PI390587928		1.8344955		1.4901948		1.2746354		1.3029752		1.9773632		3.04481		5.765324		4.4196925		3.671511		5.9055157		5.304471		3.8806314		-3.2358568		-7.263705		1.3763554		1.4530265		-1.6941477		-2.8607056		0.4608531		0.53906107		NA		0.0033967602		NA		NA		U35_44k_v1_46879		LOC_Os06g12330.1		gb|EAZ36355.1| 4e-14  hypothetical protein OsJ_019838 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12330.1 5e-16 AAP8 putative expressed		CTGTCGACTGCGGCGTGTACACCACCATGTACATGGTCGTGTATGGGATCTACCATATCG		31595		0

		5430		CUST_21482_PI390587928		9.30992		10.005306		9.504269		8.694221		9.119834		9.726547		11.034295		9.974396		9.420053		10.157822		10.492656		8.424705		-1.231331		-1.3484242		1.4556257		2.9275446		-0.30021858		-0.4312744		0.5416393		1.5496912		NA		NA		0.0014351608		0.0038374837		U35_44k_v1_5430		LOC_Os01g52530.1		ref|NP_001044108.1| e-176  Os01g0723600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52530.1 1e-177 ribose-phosphate pyrophosphokinase 3 putative expressed		CAGGCCAAGCGAGTCATACGTCTGCTATATAAATAAAAAAGATCGAGTAATTTTATCTGA		11768		AT1G10700.1

		2004		CUST_18099_PI390587928		6.3450923		5.5818996		5.459862		5.7520847		5.4197383		5.955728		9.003386		8.260177		5.9751554		6.2286067		8.547732		6.1157937		-1.4695934		-1.2082162		1.3714036		4.4210315		-0.55541706		-0.27287865		0.4556532		2.144383		NA		NA		NA		0.0070375344		U35_44k_v1_2004		LOC_Os03g10110.1		gb|EAY88907.1| 9e-14  hypothetical protein OsI_010140 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10110.1 2e-15 preproMP73 putative expressed		GAAGAGCTTGTGCATTATGCCTACGTATAATAAAATAAAAGGGCTGTTCATCGCTAAAAA		4844		0

		2359		CUST_7206_PI390587928		5.928968		5.81603		5.339548		5.166815		6.258993		7.1146927		7.633574		6.842443		6.6757026		7.379664		7.1960893		4.954086		-1.3348794		-1.2016121		1.3542413		3.7021341		-0.41670942		-0.26497126		0.43748474		1.8883572		NA		NA		NA		0.020061515		U35_44k_v1_2359		LOC_Os11g33120.3		gb|ABA94089.2| 0.0  respiratory burst oxidase protein D, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g33120.3 0.0 respiratory burst oxidase protein D putative expressed		TACAGTCTGATCAATGTTCTAATCAATCTCCGTGCTTAACTGAAGTGCAGTGGGGAATTT		6355		AT5G47910.1

		16253		CUST_28415_PI390587928		15.846969		15.227765		14.892894		11.9738035		14.96455		14.794133		12.698845		12.18867		15.10473		15.089946		14.249835		10.262478		-1.1020423		-1.2275763		-2.9301817		3.800508		-0.14017963		-0.2958126		-1.5509901		1.9261923		NA		NA		0.0053063696		NA		U35_44k_v1_16253		LOC_Os09g36680.1		gb|AAM80567.1| e-130  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 1e-112 ribonuclease 3 precursor putative expressed		GCCTGAACTCTGGACCATTATATTGTGCTATGTCTTTCCTATATGCTAATATAGAAGTAA		5057		AT1G26820.1

		35441		CUST_32131_PI390587928		5.448076		5.6268215		3.2124033		4.7266555		5.1967826		5.262898		8.809562		8.051205		5.763475		5.831552		6.6892667		3.8988302		-1.4811239		-1.4831393		4.3478284		17.782352		-0.56669235		-0.56865406		2.120295		4.1523743		NA		NA		NA		2.66E-04		U35_44k_v1_35441		-		No hits found		LOC_Os03g36620.1 5e-05 retrotransposon protein putative unclassified		GTTTGGTTGAAGATTAATTTTGCCAAGCCTAAATGTGGCAAGCCATAAAGTATGATTGAA		None		0

		37638		CUST_40128_PI390587928		10.291512		10.714737		8.871171		8.888867		10.381033		9.189236		9.151288		11.353559		10.810927		9.660279		8.367963		8.11044		-1.3471351		-1.3861117		1.7210932		9.468385		-0.42989445		-0.4710436		0.7833252		3.2431183		NA		NA		NA		0.0028998724		U35_44k_v1_37638		LOC_Os03g40130.1		No hits found		No hits found		ATTATTACATTCGGCATTCGGATTCGTAGTAGGACACTCCTCCGTGTTATGCGTGTGTTG		14924		0

		22570		CUST_38053_PI390587928		1.7545519		3.5137522		1.8476733		2.26867		1.9356083		3.0611026		6.6473885		4.557897		2.4779816		3.7526333		5.5710006		1.7716306		-1.4563663		-1.6149961		2.1087496		6.898422		-0.5423733		-0.6915307		1.0763879		2.7862663		NA		NA		NA		0.017930074		U35_44k_v1_22570		-		No hits found		No hits found		CTTTACACTGTAAATTTTGTACGCGCCCATGTGTAAAAAATAGCTTACGTGTGTGTGCGC		20755		0

		22994		CUST_33429_PI390587928		7.184255		8.120331		9.19062		9.209945		6.732654		7.739162		8.101716		7.8857174		6.474609		7.168714		8.138043		9.320802		1.1958573		1.4849845		-1.0254999		-2.7039797		0.2580452		0.5704479		-0.036327362		-1.4350843		NA		NA		NA		0.012239193		U35_44k_v1_22994		-		gb|EAZ06184.1| 3e-12  hypothetical protein OsI_027416 [Oryza sativa (indica cultivar-group)]		LOC_Os08g14850.1 2e-13 resistance protein putative expressed		GTGTTAACTTTACTTTTATTCAACTAGCAAAACAGACTGTGCGTCCAACCGGAGAAAAAA		24601		0

		44907		CUST_31756_PI390587928		10.582231		10.310218		10.614086		10.652282		9.416871		9.01779		8.897914		7.810159		9.079425		8.802104		9.467333		9.797638		1.263518		1.1612558		-1.4839257		-3.9654338		0.3374462		0.21568584		-0.5694189		-1.9874787		NA		NA		0.0011522194		3.84E-04		U35_44k_v1_44907		LOC_Os04g46890.2		ref|NP_001053516.1| 2e-11  Os04g0555400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g04850.2 2e-13 pre-mRNA-splicing factor 31 putative expressed		TAATGTAAGCCCAAAAAGCGCCCCAGAACATGACAAGGTTTGAAGTCAGGCGTTACCTAT		43156		0

		908		CUST_27710_PI390587928		6.1198177		4.643782		5.1300607		6.8425927		6.908461		8.191088		6.391186		10.973561		4.906658		7.487554		6.1204762		3.8717854		4.005002		1.6284887		1.2064013		137.356		2.001803		0.70353365		0.27071		7.101776		NA		NA		NA		0.002599774		U35_44k_v1_908		LOC_Os12g36210.1		emb|CAB71340.2| 4e-26  putative proteinase inhibitor [Hordeum vulgare subsp. vulgare]		LOC_Os12g36210.1 5e-23 subtilisin-chymotrypsin inhibitor CI-1B putative expressed		AATAAGCATGGATCAATAAATAGATGCTGACCACCAGCATGCTACCTGTGGATCAAAAAA		1010		0

		17086		CUST_5506_PI390587928		11.589181		12.313287		11.951183		11.102935		10.732541		11.481652		9.339107		8.972504		9.904334		10.798533		10.250946		10.539887		1.7754774		1.605607		-1.8814429		-2.9636679		0.828207		0.6831188		-0.9118395		-1.5673838		NA		NA		NA		0.0038225006		U35_44k_v1_17086		LOC_Os08g43270.1		ref|NP_001062419.1| 1e-84  Os08g0546100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g43270.1 2e-85 protein binding protein putative expressed		GTGTATAGTATTGTACAGTGTACATCAAACCATCAATTACCATTACATGTGCCTGTCTAA		8760		AT5G52060.1

		43061		CUST_24871_PI390587928		5.911369		5.8680234		5.1567674		5.603853		7.767458		8.772294		10.017606		10.037955		8.65303		9.926254		9.642994		8.470046		-1.8474976		-2.2252388		1.2964907		2.9647474		-0.88557243		-1.1539602		0.37461185		1.5679092		NA		NA		NA		0.0019378323		U35_44k_v1_43061		LOC_Os04g10160.1		gb|EAZ29928.1| 1e-18  hypothetical protein OsJ_013411 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g10160.1 2e-20 cytochrome P450 CYP99A1 putative expressed		TGAGGGCAATCTTGAATTCCCCATCGACATGACAAACATCAAGGCGATCATATCGGATAT		39246		0

		1914		CUST_36245_PI390587928		13.358643		14.853129		14.587296		13.045891		12.485166		14.051234		11.772091		11.009082		11.821876		12.987415		12.770381		12.357608		1.58369		2.090458		-1.997631		-2.546518		0.66329		1.0638189		-0.99829006		-1.348526		NA		NA		NA		0.004548385		U35_44k_v1_1914		LOC_Os08g06380.1		gb|ABZ01578.1| 0.0  cellulose synthase-like CslF6 [Hordeum vulgare]		LOC_Os08g06380.1 0.0 CSLF6 - cellulose synthase-like family F; beta13;14 glucan synthase expressed		CCGTGGGGTGGACGGCGGTATTCTTTTAGTATTATATATGGAAACAATAAATTTAATTTC		5706		AT3G03050.1

		7907		CUST_33267_PI390587928		10.389909		10.859996		10.232422		10.526511		10.642769		12.445721		12.175012		12.122081		11.526733		12.354762		11.710118		9.897128		-1.8454397		1.0650777		1.3802153		4.674956		-0.88396454		0.090958595		0.46489334		2.2249527		NA		NA		NA		0.019173175		U35_44k_v1_7907		LOC_Os03g58900.1		gb|EAZ28960.1| 7e-27  hypothetical protein OsJ_012443 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58900.1 2e-28 galactosyltransferase/ transferase transferring hexosyl groups putative expressed		TGTTTTTGATCTAGGAACTAACAGCTTTGCTGATCTTACTTGTATACCGGCTATTCTTAT		18214		AT4G21060.2

		37619		CUST_40189_PI390587928		2.8962004		1.8014864		1.9977297		2.2459505		3.6867275		4.005509		3.9423664		3.7822368		3.4491537		4.521813		4.098584		1.916916		1.1790082		-1.4302864		-1.1143619		3.6434894		0.23757386		-0.516304		-0.15621781		1.8653208		NA		NA		NA		0.014494656		U35_44k_v1_37619		LOC_Os01g02570.1		gb|EAY72282.1| 4e-37  hypothetical protein OsI_000129 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02570.1 3e-38 receptor-like kinase putative expressed		AGGCTAACTTTGTTAATTGCTCTCAGGAAGTAAAGGACAACAGTATGTACATGCCTGTTG		23345		0

		7252		CUST_12098_PI390587928		1.6562148		3.3188727		2.4127429		2.774202		2.6225245		3.4604895		2.8082619		2.923807		11.583458		11.575622		11.251325		10.439107		-498.32175		-277.26703		-348.02878		-182.94926		-8.960934		-8.115132		-8.443063		-7.5153		0.011204163		0.025400838		0.0013437899		0.0040127924		U35_44k_v1_7252		-		No hits found		No hits found		GTGAGATTCAATTAAGAATCCGCGAACCTAGGTGTTCGACTTCTAGTAGGAAGATTTTTT		36571		0

		46263		CUST_17443_PI390587928		1.2402905		1.8692816		1.3118783		2.6439946		7.9538116		7.584175		8.178976		10.077265		1.2388932		1.3803886		1.3489084		1.2406732		105.048996		73.70989		113.7772		457.1715		6.7149186		6.2037864		6.8300676		8.836592		6.09E-07		0.0023282014		3.71E-05		0.003431416		U35_44k_v1_46263		-		ref|XP_001546425.1| 3e-32  hypothetical protein BC1G_15135 [Botryotinia fuckeliana B05.10]		No hits found		CAAGCTAATGTCGCGTCCACACACGTTATCTCAAGGTATGTATTATTCTGCTATTATTTG		46091		0

		3664		CUST_16966_PI390587928		5.9975533		6.360783		5.1269755		4.6676235		4.952704		5.6773047		2.6897724		2.127895		4.3458896		4.640331		3.3772748		4.5561657		1.5228928		2.0519192		-1.610493		-5.382478		0.6068144		1.036974		-0.6875024		-2.4282706		NA		NA		NA		0.041011404		U35_44k_v1_3664		LOC_Os03g30830.1		ref|NP_001050386.1| 6e-39  Os03g0421800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g30830.1 1e-40 glucan endo-13-beta-glucosidase 4 precursor putative expressed		CTTAAGCATTTTCCTTTTTGCTTCTGAATCTGGAGCTATAATAATCTAGCTGGCCGTTTG		10415		AT5G08000.1

		31318		CUST_35608_PI390587928		6.629481		6.8069444		7.0252624		6.811466		6.324444		6.052749		5.683514		5.2743993		6.3342757		6.0698915		5.9636817		6.5287604		-1.0068382		-1.011953		-1.2143359		-2.3856149		-0.009831905		-0.017142296		-0.28016758		-1.2543612		NA		NA		NA		0.003804749		U35_44k_v1_31318		-		ref|XP_661826.1| 2e-65  hypothetical protein AN4222.2 [Aspergillus nidulans FGSC A4]		LOC_Os10g41470.1 2e-29 60S ribosomal protein L27 putative expressed		CCACTTCCATACCTGGTGTCCGTCTGAATGAAATGGAAAATGAACAATTATTTCAAAAAA		31484		AT4G15000.1

		13105		CUST_8415_PI390587928		8.061927		7.063536		6.837528		6.265106		8.550388		8.443837		12.970725		11.066693		9.924553		10.154076		11.997319		7.5108676		-2.5921776		-3.272149		1.9634703		11.760077		-1.3741646		-1.7102385		0.97340584		3.5558257		NA		NA		NA		0.0016228069		U35_44k_v1_13105		LOC_Os03g52380.1		ref|NP_001051177.1| 7e-15  Os03g0734100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52370.1 2e-17 expressed protein		GAGTCAAATAAATCCTTGCAAGTGATACCGTGGGAGCTCATGCAGTACAATCCAACTCTA		51118		0

		14920		CUST_35657_PI390587928		9.620696		9.609931		10.049645		10.250377		10.232559		10.387761		12.601501		10.973052		10.265868		11.482173		12.17876		11.044659		-1.0233567		-2.13526		1.3404727		-1.0508864		-0.033308983		-1.0944118		0.4227419		-0.071606636		NA		0.009866781		NA		NA		U35_44k_v1_14920		LOC_Os08g06100.1		gb|AAP23942.1| e-104  caffeic acid O-methyltransferase [Triticum aestivum]		LOC_Os08g06100.1 8e-92 quercetin 3-O-methyltransferase 1 putative expressed		AACCACTCCATCATCATCACCAAGAAGCTCCTCGAGGTGTACAAGGGCTTCGAGGGCCTC		2534		AT5G54160.1

		23630		CUST_23417_PI390587928		7.4973493		7.587744		7.231766		7.3279977		6.8054104		6.6529346		5.74985		5.580956		6.5495715		6.662985		5.9062657		6.718756		1.1940298		-1.0069907		-1.114515		-2.2004526		0.25583887		-0.010050297		-0.15641594		-1.1378002		NA		NA		NA		0.014902448		U35_44k_v1_23630		LOC_Os03g56430.1		gb|EAY92022.1| 1e-71  hypothetical protein OsI_013255 [Oryza sativa (indica cultivar-group)]		LOC_Os03g56430.1 2e-73 expressed protein		CTGTGAGGTTTCAGTGTATAAAGAAATGTTTGTGTGCTCGGGTATTTTTTACTCGTAAAA		19804		AT5G42710.1

		37577		CUST_35792_PI390587928		1.6195856		2.2851632		1.7185758		1.2580295		1.6090416		1.2995558		1.2736558		1.2901703		5.2258334		5.5705476		4.7582464		3.4544039		-12.26769		-19.306192		-11.193509		-4.4822826		-3.6167917		-4.270992		-3.4845905		-2.1642337		0.033491544		0.026112093		9.79E-04		0.013913474		U35_44k_v1_37577		LOC_Os01g24690.3		ref|XP_569415.1| 2e-45  ribosomal protein [Cryptococcus neoformans var. neoformans JEC21]		LOC_Os04g42270.3 5e-41 60S ribosomal protein L23a putative expressed		TTGCTGTCTGTCTGTCACACCAATAAAAGCAAAGTGGAGAGGTCTCTTCGAGAGATACTC		33280		AT3G55280.2

		12830		CUST_27822_PI390587928		3.490682		2.6237795		1.4728225		2.3413796		8.422905		7.807875		10.967122		7.394114		9.059007		8.914222		9.562207		5.0593925		-1.5541241		-2.1529975		2.6480215		5.044536		-0.6361017		-1.1063466		1.4049149		2.3347216		NA		NA		3.71E-05		0.005407067		U35_44k_v1_12830		LOC_Os05g04490.1		gb|EAY96461.1| 1e-31  hypothetical protein OsI_017694 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04490.1 4e-33 peroxidase 1 precursor putative expressed		GTCGATCGCAGATCATACTGTTAGTTGTTCGTGTATGTAATTTGATTTTCCAAAGTGATT		35618		AT2G18140.1

		9455		CUST_11116_PI390587928		6.441754		7.446831		5.701796		6.1902504		6.9756904		9.895034		12.602328		10.93649		8.067871		10.263912		11.479365		7.8721395		-2.1319606		-1.2913485		2.177938		8.364913		-1.0921807		-0.36887836		1.122963		3.0643506		NA		NA		NA		9.59E-04		U35_44k_v1_9455		LOC_Os07g04810.1		ref|NP_001057267.1| 6e-74  Os06g0241100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13320.1 1e-75 S-domain receptor-like protein kinase putative expressed		CCTTTTCCATGGAACAATAGACGTAGAGCATAGGCATACGTTGTTGTAAATTTGTATTTA		40157		AT4G32300.1

		20357		CUST_28919_PI390587928		7.5999527		8.016782		9.146169		8.113307		7.080981		7.3719487		8.062416		6.8999977		6.7382445		7.036841		8.068854		8.066211		1.2681595		1.2614716		-1.0044726		-2.2442183		0.34273624		0.3351078		-0.0064382553		-1.166213		NA		NA		NA		0.0040127924		U35_44k_v1_20357		LOC_Os11g16580.1		gb|EAY80573.1| 3e-46  hypothetical protein OsI_034532 [Oryza sativa (indica cultivar-group)]		LOC_Os11g16580.1 6e-48 endonuclease III-like protein 1 putative expressed		GATAGCACGGAAAATCATCGGAGTTTTAATCCCATGATGATGATCTTGTATTGCTTCAAA		13382		AT2G31450.2

		3420		CUST_31066_PI390587928		9.717628		10.218308		9.26155		9.129429		9.492164		9.6652155		10.426856		10.799454		9.798827		9.616052		9.859542		9.156524		-1.236844		1.0346651		1.4817624		3.1229944		-0.3066635		0.04916382		0.56731415		1.64293		NA		NA		NA		0.007219816		U35_44k_v1_3420		LOC_Os10g32680.1		ref|NP_001064789.1| e-147  Os10g0463800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g32680.1 1e-149 expressed protein		GTATCATGAACTCTAAACTGATACCTGGGAATGGATGAAGTAGTTTAATGGAGTGAAAAA		7437		AT1G07040.1

		8050		CUST_8470_PI390587928		1.2326139		1.3427521		1.2415171		1.4419774		1.2568092		1.572876		1.69041		2.4861262		1.4536719		4.48307		3.245534		4.262853		-1.146203		-7.5171924		-2.9385896		-3.4264793		-0.1968627		-2.910194		-1.5551239		-1.776727		NA		0.0030965365		0.007073004		0.01753167		U35_44k_v1_8050		LOC_Os11g42290.1		gb|EAY78283.1| 3e-41  hypothetical protein OsI_032242 [Oryza sativa (indica cultivar-group)]		LOC_Os10g23310.1 8e-43 agmatine coumaroyltransferase putative expressed		GTCTTGCAAATAAATCTCATGTCTGTACTATTTCCTGTCAAAGCGTTACTTGTGAGATTA		42084		0

		35281		CUST_1833_PI390587928		4.7578087		5.0270896		4.646526		5.1394353		5.7394886		6.2630534		6.1976504		7.0452385		4.914901		5.575517		5.70659		4.916655		1.771029		1.6105307		1.4054774		4.372879		0.8245878		0.68753624		0.49106026		2.1285834		NA		NA		NA		0.01856009		U35_44k_v1_35281		LOC_Os02g32520.2		gb|EAZ23275.1| 4e-72  hypothetical protein OsJ_006758 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g32520.2 8e-74 ERD1 protein chloroplast precursor putative expressed		AAGGCTGAGTCAACAACTGAGGAGCCTATTGTAGTGGAACAGAAGAAATTGCAAGAGACG		4942		AT5G51070.1

		4995		CUST_8928_PI390587928		8.028026		7.924462		8.27726		8.225133		7.6947594		7.5352807		6.637114		7.143469		7.026222		7.2204967		7.111088		8.360557		1.5894605		1.2438254		-1.3889298		-2.3247695		0.66853714		0.31478405		-0.47397375		-1.2170877		NA		NA		NA		0.00596433		U35_44k_v1_4995		LOC_Os08g35190.2		gb|EAZ42955.1| 1e-13  hypothetical protein OsJ_026438 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g35190.2 3e-15 auxin-repressed protein putative expressed		TTCTTCCATGAAAATGGGGCAAGAAAACATGGACCTTTTGCTCAATCGGTCGTGGCTTGT		11482		0

		21266		CUST_27250_PI390587928		9.808605		10.326169		9.70423		9.169799		9.824487		9.767629		9.380744		7.6811166		9.862556		9.812894		9.580173		8.744275		-1.0267391		-1.0318729		-1.1482434		-2.0895011		-0.038069725		-0.045265198		-0.19942856		-1.0631585		NA		NA		NA		0.0024726163		U35_44k_v1_21266		LOC_Os01g71220.1		ref|NP_001045342.1| e-105  Os01g0938600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g71220.1 1e-107 RING zinc finger protein putative expressed		TTGACCGGGTTTGCTGTGTACTGCTGCTGTTCAGATGAGGATTGTTCAAATGTAAAAGCT		14633		AT3G56590.2

		24821		CUST_27793_PI390587928		8.139771		7.504362		6.8579183		7.9455485		9.706779		10.523746		10.72166		9.678515		10.435733		10.678234		10.229034		8.260031		-1.6574373		-1.113027		1.4070028		2.673046		-0.7289543		-0.15448856		0.49262524		1.4184847		NA		NA		NA		0.01774306		U35_44k_v1_24821		LOC_Os01g29330.1		ref|NP_001043107.1| 3e-73  Os01g0389200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g29280.1 7e-75 expressed protein		CCAGAAAGCTCACTTGATGTTCAGATCAATCTTGTTTCTAAACCGTTGATTGATTAGATT		20159		AT4G24310.1

		20274		CUST_18418_PI390587928		12.304645		12.552976		12.051543		12.8000345		12.052602		13.724052		13.546033		14.102975		11.863809		13.179889		13.206478		12.198564		1.1398098		1.4581748		1.2653661		3.743561		0.18879318		0.5441637		0.3395548		1.9044113		NA		NA		NA		0.016324328		U35_44k_v1_20274		LOC_Os06g45570.1		gb|EAZ37936.1| 6e-19  hypothetical protein OsJ_021419 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45570.1 1e-20 VQ motif family protein expressed		CATCAATCACCTGCAGCTGTATGTAAATACTTGAACGGGAATTTGGATTTTGCCAAAAAA		41025		0

		20809		CUST_5274_PI390587928		6.1534047		6.301417		6.0209947		6.0126624		5.6164794		6.0060477		7.8713613		8.154316		6.192028		5.9235005		7.261581		6.176655		-1.490244		1.0588859		1.5260268		3.9385405		-0.57554865		0.08254719		0.6097803		1.9776611		NA		NA		NA		0.00412076		U35_44k_v1_20809		LOC_Os02g35940.1		ref|NP_001047179.1| e-114  Os02g0567800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g35940.1 1e-116 gibberellin receptor GID1L2 putative expressed		TGTCGCGGGGGCGCCATCTACTGAAATAAATGGATTGCGACGATGAAATAAATTTGGATG		16889		AT1G47480.1

		16819		CUST_30858_PI390587928		8.403606		8.928584		7.30271		7.4199157		7.7724214		9.3784275		10.860822		11.883172		9.329516		9.356971		9.247464		7.2060914		-2.9426074		1.0149838		3.0596306		25.582417		-1.557095		0.021456718		1.6133575		4.6770806		NA		NA		3.39E-04		2.39E-04		U35_44k_v1_16819		LOC_Os03g08940.1		No hits found		No hits found		GTGTCGTGCCACACATGTGCCAGATTATCACCATTAATAGAATTCTTTCATTTGTTTGTT		7498		0

		8682		CUST_14028_PI390587928		2.9373934		2.9007442		2.3887877		2.2368183		6.004549		5.523876		5.7961974		4.8880525		6.7735353		6.648638		5.5230827		2.4168198		-1.7040719		-2.180655		1.2084138		5.5451736		-0.7689862		-1.1247616		0.27311468		2.4712327		NA		NA		NA		0.03892956		U35_44k_v1_8682		LOC_Os09g32952.1		ref|NP_001063614.1| 8e-61  Os09g0507300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32952.1 2e-62 L-ascorbate oxidase precursor putative expressed		TACTCCACAGCCAGCTCCAGTGCAATTAATTAATTAATCAGCTGTTTGGTGCTACGTGCG		17004		AT4G39830.1

		30001		CUST_30331_PI390587928		5.244681		3.993375		4.4737134		4.7350316		5.7055774		4.505182		4.9729934		5.8467155		5.717406		4.292219		4.520514		4.3821034		-1.0082326		1.159066		1.3683898		2.7598925		-0.011828423		0.21296263		0.45247936		1.464612		NA		NA		NA		0.003705586		U35_44k_v1_30001		-		No hits found		No hits found		TCAAACGACCAAGCAAAGCAACCAACCAACCAACGAGCGAGTGAGATCACGGGCATGGGG		29618		0

		29042		CUST_28844_PI390587928		1.4014469		1.3857554		1.9206854		1.4528247		1.3924236		2.8694665		5.3425317		5.1491275		1.4474524		3.5650742		4.3467274		2.4069307		-1.0388799		-1.6195664		1.994192		6.6908836		-0.055028796		-0.69560766		0.9958043		2.7421968		NA		NA		NA		0.005216484		U35_44k_v1_29042		-		gb|AAX19030.1| 1e-25  Hcr2-p7.1 [Lycopersicon pimpinellifolium]		LOC_Os02g34770.1 2e-25 receptor-like protein kinase 5 precursor putative		ACAGGTTCCATCCCAAATAACTGGAGAAATTTAACAAAACTCAATGCCTTGTATTTTGGA		28198		AT5G48940.1

		573		CUST_37114_PI390587928		12.075494		11.736402		10.772572		12.164734		12.225467		12.273314		12.846274		14.19452		12.247884		12.03138		12.288829		12.066766		-1.0156597		1.1825775		1.4716611		4.370366		-0.022417068		0.24193478		0.5574455		2.1277542		NA		NA		2.41E-04		0.003933845		U35_44k_v1_573		LOC_Os05g05680.1		ref|NP_001054657.1| e-156  Os05g0149400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05680.1 1e-157 1-aminocyclopropane-1-carboxylate oxidase putative expressed		CATGAGCCCCGCTTCGATACAAATGTATCACTCATCCCTGATAAATATATAAAGTATAAT		2642		AT1G77330.1

		48941		CUST_23565_PI390587928		1.2737797		1.2739704		1.886219		1.2853503		1.768186		3.5578213		3.7986984		4.146104		2.3915648		3.3179874		2.49142		1.2745242		-1.5404788		1.1808566		2.4747424		7.3186607		-0.6233789		0.23983383		1.3072784		2.8715796		NA		NA		NA		0.0013293729		U35_44k_v1_48941		LOC_Os05g44770.1		gb|EAY98740.1| 3e-49  hypothetical protein OsI_019973 [Oryza sativa (indica cultivar-group)]		LOC_Os05g44770.1 1e-50 receptor-like protein kinase 5 precursor putative expressed		CCGGTCTCATCGAGATCGACTTGTCCTTCAACATGCTGACTGGAGTGATCCCGGAAAAAA		None		AT1G28440.1

		27261		CUST_10446_PI390587928		8.894066		9.508029		7.6146793		6.833877		9.617508		10.866235		14.460149		11.872024		10.118745		12.136273		13.513409		8.960971		-1.4154266		-2.4116802		1.9275124		7.5216684		-0.5012369		-1.2700386		0.94674015		2.9110527		NA		NA		NA		0.0017130052		U35_44k_v1_27261		LOC_Os06g36920.1		gb|AAX89134.1| 1e-80  cytochrome P450 monooxygenase CYP71U4v2 [Hordeum vulgare subsp. vulgare]		LOC_Os02g17760.1 8e-43 cytochrome P450 71D8 putative expressed		TAATCACCGACAATATATCAGGCCGGTCTCATATGCTAAAACATCCCACGAGTTTTATCG		21742		AT3G44250.1

		24919		CUST_39806_PI390587928		11.09058		12.789009		11.310094		10.271433		10.3318815		12.168124		8.597392		8.367732		9.063983		11.067902		9.710742		9.857991		2.4081054		2.1438777		-2.163474		-2.8093944		1.2678986		1.1002226		-1.1133499		-1.4902592		NA		NA		NA		0.010454275		U35_44k_v1_24919		LOC_Os01g19390.1		gb|EAY73638.1| 5e-18  hypothetical protein OsI_001485 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19390.1 1e-19 glycerol-3-phosphate acyltransferase 1 putative		TGTGACTACCTTTGTTGGACTATTGAGAAAACTTGTGGATGTACCAAAATAAGAAGCATA		47467		0

		5063		CUST_12588_PI390587928		14.639565		14.36995		15.633412		15.351487		14.582051		14.21123		14.717674		14.023365		14.881837		14.603992		14.734573		15.259731		-1.2309614		-1.3129047		-1.0117824		-2.3560436		-0.2997856		-0.39276218		-0.016899109		-1.2363663		NA		NA		NA		0.0114925		U35_44k_v1_5063		LOC_Os09g25850.1		ref|NP_001105247.1| e-111  glossy1 [Zea mays]		LOC_Os09g25850.1 1e-112 gl1 protein putative expressed		GGCTCCTAACGATTCAATTTACAGCTGTACTGTTTTGATTTGTACACAAATATATACGGT		15342		AT5G57800.1

		420		CUST_35731_PI390587928		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		-1.5622019		-2.5820704		1.2706585		1.3402929		-0.6435809		-1.3685284		0.3455763		0.4225483		NA		0.0064138668		NA		NA		U35_44k_v1_420		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		CATTCATGCATAGAGGAGGCAAGTTTGTTTATTTAAAGGGCAGAATTCATATGAAGTGAA		7944		AT3G54700.1

		7366		CUST_21337_PI390587928		6.413491		7.1038747		5.4455314		6.6580276		6.9772305		7.6034584		9.685417		10.232457		7.2265944		7.680842		9.177578		8.358431		-1.1886829		-1.0551027		1.4219189		3.6655414		-0.2493639		-0.07738352		0.5078392		1.8740263		NA		NA		NA		0.0019045401		U35_44k_v1_7366		LOC_Os07g42520.1		ref|NP_001060282.1| 3e-34  Os07g0617500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g42570.1 6e-36 dirigent-like protein pDIR17 putative		TAACAGTCAATCATTGAAATAAAGGAAAGGGAACGAATGCAGCATTAACACGTCGCAAAA		15515		AT5G42500.1

		8353		CUST_20598_PI390587928		7.509771		7.507899		8.66783		7.0748467		6.7985396		6.762484		6.4815617		4.7672715		6.87293		6.952421		7.09292		6.49131		-1.052916		-1.140714		-1.5276967		-3.303599		-0.07439041		-0.18993711		-0.61135817		-1.7240386		NA		NA		NA		8.99E-04		U35_44k_v1_8353		LOC_Os03g18110.1		ref|NP_001049797.1| 7e-33  Os03g0290900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18110.1 2e-34 expressed protein		CAAAACGCTTCATGCTCAGCTTCAGAGGAAAGAAATTCATATCAACCTCATGTTAAAAAA		47418		AT2G30010.1

		46168		CUST_6790_PI390587928		1.3806137		2.7158062		1.4273915		1.4842358		9.416477		9.535297		8.87019		12.1834		9.927911		9.74208		8.520146		7.495674		-1.425466		-1.1541113		1.2745988		25.771883		-0.5114336		-0.20678234		0.3500433		4.687726		NA		NA		NA		2.53E-04		U35_44k_v1_46168		-		gb|AAR00929.2| 4e-20  enolase [Davidiella tassiana]		LOC_Os10g08550.5 5e-11 enolase putative expressed		GAATGTTTTGAATGGAGGATCGCATGCATGCGGACGCTTGGCTTTTCAGGAGTTTATGAT		45845		0

		16231		CUST_13374_PI390587928		12.30418		11.7298		11.734908		11.427799		14.503072		14.606682		15.943851		14.287918		15.107597		14.94067		15.639347		12.82072		-1.5204786		-1.260493		1.2349943		2.7648447		-0.60452557		-0.3339882		0.3045044		1.4671984		NA		NA		NA		0.006394144		U35_44k_v1_16231		LOC_Os02g16940.1		gb|EAY85319.1| 0.0  hypothetical protein OsI_006552 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17090.1 0.0 cucumisin precursor putative expressed		ATTGTACACCTTCTTGATGTATCCATGTATAGTTTCCATACGAAAATGTAGGAGAAACAC		8308		AT4G10540.1

		36893		CUST_105_PI390587928		5.2118154		3.9591453		4.1081166		3.4130375		6.1160145		4.8750324		5.9126573		5.2835298		6.272797		7.4680314		6.4182625		5.911087		-1.1147982		-6.033516		-1.4197189		-1.5449469		-0.15678263		-2.592999		-0.5056052		-0.6275573		NA		0.0041417573		NA		NA		U35_44k_v1_36893		LOC_Os06g05050.1		gb|EAZ07162.1| 1e-48  hypothetical protein OsI_028394 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34640.1 5e-50 receptor-like protein kinase precursor putative expressed		ATGGCACCAGAGCTGGCGTTCTCCACCAGAAACAGCATCAAGACCGACGTGTACAGCTAC		32353		AT1G17750.1

		5915		CUST_24865_PI390587928		10.25121		8.59525		8.873253		10.3931055		10.662345		8.906112		10.794346		12.123657		11.139628		9.32353		10.248517		10.17797		-1.3921199		-1.3355356		1.4598588		3.8522124		-0.47728348		-0.41741848		0.5458288		1.9456873		NA		NA		NA		0.004779496		U35_44k_v1_5915		LOC_Os07g48450.1		gb|EAZ05171.1| e-102  hypothetical protein OsI_026403 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48450.1 1e-104 NAC domain-containing protein 18 putative expressed		GTGGCGACATGAAACAAGCTTAGGTTTCAGAAAATATGAAACAATCTTGTACTATATGCT		13658		AT1G61110.1

		50702		CUST_12763_PI390587928		6.209497		6.5599656		6.2942657		6.0131354		5.5308385		5.5941176		4.93524		4.177276		5.5135674		6.1309447		5.0729084		5.546863		1.0120434		-1.4507784		-1.1001259		-2.5839658		0.017271042		-0.5368271		-0.13766861		-1.369587		NA		NA		NA		0.027703527		U35_44k_v1_50702		LOC_Os10g42870.2		gb|EAY79653.1| 3e-30  hypothetical protein OsI_033612 [Oryza sativa (indica cultivar-group)]		LOC_Os10g42870.2 4e-32 peptide transporter PTR2 putative expressed		TGAACACGGTTGGGTGTTGGTCCCAAGTGTACAGTTGTTATCCTGTTTGTTGGGTATGTA		9681		AT5G01180.1

		13292		CUST_22875_PI390587928		1.2394767		1.9641052		1.258288		2.309115		1.2822704		2.09676		2.507416		2.350767		3.8394425		3.1249924		1.6090325		3.2017906		-5.885529		-2.0395238		1.8639762		-1.8037803		-2.557172		-1.0282323		0.8983835		-0.8510237		0.0015130596		NA		NA		NA		U35_44k_v1_13292		LOC_Os03g15530.1		gb|EAZ26335.1| 4e-11  hypothetical protein OsJ_009818 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15530.1 1e-12 expressed protein		TTAATATAAACGCACGTACCCAAAGCCCAGCTAGCGAGCGCCTTCACACGCACCACTGTA		47119		0

		15288		CUST_10452_PI390587928		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		-1.4032735		-1.6245271		1.5519918		2.4974775		-0.48879623		-0.70001984		0.63412094		1.3204718		NA		NA		2.09E-04		0.0046904203		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		CCTATCTCGTTTATATGTAATCTGCAGGCCTTCATGTCTTTGATATAATGATCCTAGAGG		3206		AT2G32300.1

		959		CUST_27663_PI390587928		11.809096		12.254821		10.695122		10.572949		11.394043		11.65772		11.95708		11.873119		11.603775		11.62262		11.642025		10.553566		-1.1564734		1.0246278		1.244059		2.4958882		-0.20973206		0.035099983		0.3150549		1.3195534		NA		NA		NA		0.0038374837		U35_44k_v1_959		LOC_Os09g26880.1		ref|NP_001063281.1| 0.0  Os09g0440300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26880.1 0.0 aldehyde dehydrogenase family 7 member A1 putative expressed		ACTGGAAAAATAGCTTCTCTTCCGGTGAGAGCAACATTGTCCGCATTTTACCCTGAGATC		2922		AT1G54100.2

		9182		CUST_2743_PI390587928		6.8105807		7.3723526		7.0669403		6.7510605		8.652366		10.512414		11.699449		9.225926		9.463044		11.798579		11.644904		7.7717147		-1.7540362		-2.4387896		1.0385311		2.740068		-0.8106785		-1.2861652		0.05454445		1.4542117		NA		NA		NA		0.0028390335		U35_44k_v1_9182		-		No hits found		No hits found		TGACGCACAGCTTAAATTTGTAATCAGTATTGGCACATTGGAAAGTTATTGTCTGCTTCT		20189		0

		35556		CUST_16671_PI390587928		7.0453315		6.4952507		4.8612537		4.6835613		6.775799		9.008404		14.664655		10.995515		7.363886		9.974316		14.018123		7.287091		-1.5032523		-1.9532977		1.5654007		13.072146		-0.5880871		-0.96591187		0.64653206		3.708424		NA		NA		NA		6.97E-04		U35_44k_v1_35556		LOC_Os03g18850.1		gb|AAY29574.1| 5e-21  pathogenesis-related protein 10 [Zea mays]		LOC_Os03g18850.1 2e-22 pathogenesis-related protein 1 putative expressed		GCTGCTTGCTTGTGCACGTTCCTCATGTTTTTGTATTGGAATAAAAAGAATTATGTGAAG		31194		0

		26530		CUST_6719_PI390587928		9.211661		7.891752		7.9102516		6.844561		9.81971		8.736655		9.650981		10.498252		10.120894		9.447238		9.051364		5.3633056		-1.2321558		-1.636465		1.5153142		35.137665		-0.30118465		-0.71058273		0.599617		5.1349463		NA		NA		NA		0.0023257623		U35_44k_v1_26530		-		gb|EAZ06783.1| 5e-09  hypothetical protein OsI_028015 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31800.1 1e-05 RGH1A putative expressed		TGGACAGCTAGTAGTTCATATGTCACTCAGGATGCCACAATTATTCAGTGAAATGATATA		30320		0

		2551		CUST_30888_PI390587928		9.909523		9.5408745		9.311584		9.613809		11.033238		11.368718		12.17801		10.790454		11.698449		11.901885		11.785297		9.288175		-1.5857999		-1.4471023		1.3128595		2.8328993		-0.6652107		-0.5331669		0.3927126		1.5022793		NA		NA		NA		0.013571408		U35_44k_v1_2551		LOC_Os03g04110.2		dbj|BAE95828.1| e-111  chitin elicitor binding protein [Oryza sativa Japonica Group]		LOC_Os03g04110.1 1e-113 receptor-like GPI-anchored protein 2 putative expressed		TAGGATACCAATCAAACTTGTGTACGACGACCTTTGTTACAAGGCGACTACTAATGCAAA		7933		AT2G17120.1

		3437		CUST_31050_PI390587928		9.973153		10.486611		10.098935		10.12724		9.163636		9.982877		7.8658557		8.616988		8.474232		9.477091		8.692826		9.921236		1.6126177		1.4198967		-1.7739564		-2.4695494		0.6894045		0.50578594		-0.8269706		-1.3042479		NA		NA		NA		0.003261077		U35_44k_v1_3437		LOC_Os06g10230.2		gb|EAZ00072.1| e-175  hypothetical protein OsI_021304 [Oryza sativa (indica cultivar-group)]		LOC_Os06g10230.2 1e-177 receptor-like protein kinase 5 precursor putative expressed		ATGGTGTGAATTGCCTGATCTTGTATGGATGAATAGAAGGAATGTCATTGTGTTTCACAA		17829		AT2G26330.1

		7503		CUST_15402_PI390587928		7.734461		7.7257824		7.921194		7.7198215		7.4250426		7.3616366		6.0496573		6.483906		7.1368012		6.8263993		6.402264		7.6060586		1.2211508		1.4491805		-1.2768657		-2.1767154		0.2882414		0.5352373		-0.35260677		-1.1221528		NA		NA		NA		0.004681337		U35_44k_v1_7503		-		No hits found		No hits found		GCTAGTGAACAGATGTGTGGATGTGGAAGTACCAAATTATTAGTCTATGAATGTTTCTAA		18599		0

		10880		CUST_882_PI390587928		9.835865		10.588626		11.947179		11.15985		9.594864		10.295608		11.309176		10.057883		9.344823		10.218756		11.490542		11.163312		1.1892409		1.054714		-1.133957		-2.151628		0.250041		0.076851845		-0.18136597		-1.1054287		NA		NA		NA		0.004978342		U35_44k_v1_10880		LOC_Os05g41440.2		emb|CAE47491.1| 1e-56  cytochrome P450 [Triticum aestivum]		LOC_Os05g41440.2 3e-50 cytochrome P450 98A1 putative expressed		TCAAGGGCCCGGACGGAGGACCTCGACATGATGGAGTCCCCCGGGCTAATCACATTCATG		23516		AT2G40890.1

		39544		CUST_16186_PI390587928		4.7441106		4.8746085		5.491539		6.2437057		5.6887364		5.704886		6.4406705		4.597487		5.211677		5.4138284		6.7297645		6.697619		1.3919036		1.2235368		-1.2218727		-4.287486		0.47705936		0.2910576		-0.28909397		-2.100132		NA		NA		NA		0.020641457		U35_44k_v1_39544		-		gb|AAT38896.1| 6e-08  beta-amyrin synthase [Avena prostrata]		LOC_Os11g18194.1 2e-09 cycloartenol synthase putative expressed		CACTATGATGCCTATAGAACAACTTAGCACTTTCAAATCCACTCATATATGATGATTGTC		49859		0

		49429		CUST_33908_PI390587928		7.691156		8.00687		7.4842796		7.348143		7.071735		7.417265		6.2170777		5.100676		6.414554		6.852448		6.3467445		6.84511		1.576998		1.4791998		-1.094041		-3.3506334		0.6571808		0.56481695		-0.1296668		-1.7444339		NA		NA		NA		0.018563567		U35_44k_v1_49429		LOC_Os04g43720.1		gb|AAT49061.1| 4e-07  GA 3-oxidase 2 [Hordeum vulgare subsp. vulgare]		No hits found		GCCACTTGGTTTAATTCAAATGCACAAATATTATGATGGGAAAGAAGAAGACATGACATG		51138		0

		23690		CUST_21853_PI390587928		7.1006484		6.50132		4.1711373		4.8827395		8.233258		7.5203347		8.321504		8.132707		8.194742		8.685504		7.826748		6.078362		1.0270568		-2.2425952		1.4090822		4.153549		0.038516045		-1.1651692		0.49475574		2.0543447		NA		NA		NA		9.97E-04		U35_44k_v1_23690		LOC_Os05g50090.1		gb|EAY99144.1| 6e-46  hypothetical protein OsI_020377 [Oryza sativa (indica cultivar-group)]		LOC_Os05g50090.1 2e-45 oxidoreductase putative expressed		CCGATCTGCAATTGTGTTTTGATGACTTTTAGCGACACGTGGAAATGATTTTTAGTATTT		20510		AT1G52820.1

		17648		CUST_38380_PI390587928		3.8927972		5.2875457		4.851032		3.3933563		5.3841825		6.9666114		7.023386		6.822951		5.77574		6.492581		6.433411		3.9290721		-1.3118091		1.3889844		1.5052205		7.4326606		-0.3915577		0.4740305		0.5899749		2.8938787		NA		NA		NA		0.0038374837		U35_44k_v1_17648		LOC_Os02g36840.1		gb|EAZ23556.1| 6e-80  hypothetical protein OsJ_007039 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36840.1 1e-81 cytokinin-O-glucosyltransferase 2 putative expressed		GCGCACAACATTTTTCGGTGCACAACATTTTTAAACTATAGATAAATTGCAAAATCGGCA		30649		AT1G22360.1

		16041		CUST_34577_PI390587928		5.3329787		5.6265373		5.787335		6.346357		6.1561255		7.2350373		8.7738695		7.3339725		6.64693		8.435767		8.98917		7.763241		-1.4052284		-2.2985592		-1.1609458		-1.3465505		-0.49080467		-1.2007298		-0.21530056		-0.42926836		NA		0.0077043413		NA		NA		U35_44k_v1_16041		LOC_Os03g55410.1		ref|NP_001051358.1| e-128  Os03g0762300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55410.1 1e-130 peroxidase 51 precursor putative expressed		CAAATCAAATGAATAAGAAGCATTCCGCATAAGTAATGGGGGGCATAACTGCTAAGTAAA		11361		AT4G37520.1

		16367		CUST_13510_PI390587928		12.863116		12.661576		11.161372		11.787082		14.732577		14.576032		16.352715		14.453441		15.261556		15.801826		15.552098		12.632385		-1.442907		-2.3388412		1.741845		3.533396		-0.52897835		-1.2257938		0.80061626		1.8210554		NA		NA		NA		7.63E-04		U35_44k_v1_16367		LOC_Os10g38740.1		emb|CAC94004.1| e-104  glutathione transferase [Triticum aestivum]		LOC_Os10g38740.1 2e-89 glutathione S-transferase GSTU6 putative expressed		AGTGTGTCCTACCATGGGCAAACGATGCTGAATAATTTTGCTGTTTGTGTGCTCAAAAAA		12776		AT1G10370.1

		48433		CUST_8621_PI390587928		9.146309		8.980197		10.079703		9.997329		9.264508		8.869364		8.975018		8.995353		8.876081		8.7692375		9.076514		10.083253		1.3089652		1.0718672		-1.0728859		-2.1256442		0.38842678		0.10012627		-0.1014967		-1.0879002		NA		NA		NA		0.002775233		U35_44k_v1_48433		-		gb|EAY86806.1| 3e-09  hypothetical protein OsI_008039 [Oryza sativa (indica cultivar-group)]		LOC_Os02g42230.1 2e-11 replication factor A putative expressed		TATTTTTTGAACTAATTGAGTGACTTTGTCACTTGTAAGAGCCGTGCTATTTCCTATGCA		7274		0

		29568		CUST_26918_PI390587928		8.048312		8.790553		8.332372		8.027451		7.583902		8.338712		6.321394		5.234078		6.816396		7.52478		7.2789283		6.6771684		1.702324		1.7579962		-1.941988		-2.719027		0.76750565		0.81393194		-0.9575343		-1.4430904		NA		NA		NA		0.0071814815		U35_44k_v1_29568		LOC_Os12g36890.1		gb|EAZ20837.1| 1e-59  hypothetical protein OsJ_035046 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36890.1 1e-61 CSLD4 - cellulose synthase-like family D expressed		TTCTTCAGCTTCTGAGTGCTGTGCCACCTCTACCCCTTCGCCAAAGGCCTCCTGGGACGC		28909		AT1G02730.1

		1238		CUST_7753_PI390587928		8.945363		9.277123		8.184243		8.173818		10.079417		10.994691		11.480621		10.59062		10.896916		11.7998		11.067655		7.929722		-1.7623484		-1.7472779		1.3314209		6.324267		-0.81749916		-0.805109		0.41296673		2.6608982		NA		NA		NA		0.013065128		U35_44k_v1_1238		LOC_Os04g56900.1		gb|AAO73071.1| 0.0  agmatine coumaroyltransferase [Hordeum vulgare]		LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		GCCACTTGCCTAGTTCTATTTTTGAAGTTCTTGATTCAATTATCCATTCTGTTTTGGAAG		5638		AT5G48930.1

		8033		CUST_8486_PI390587928		10.254827		11.824333		10.206974		9.854721		9.907128		10.946925		6.687715		7.529035		9.693007		10.100404		7.5939126		9.317886		1.1599969		1.79816		-1.8740995		-3.4553964		0.21412086		0.8465214		-0.90619755		-1.7888513		NA		NA		NA		0.029247561		U35_44k_v1_8033		LOC_Os01g52160.1		ref|NP_001044085.1| 1e-46  Os01g0719600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52160.1 3e-48 metal ion binding protein putative expressed		TATGAGGTATCTCTTAATGCTTGTACTCTCTCTGTATCGAAATACTTGTAGTTGGAAAAG		17974		AT3G24450.1

		26979		CUST_2177_PI390587928		4.4415		5.0178895		5.3617344		6.5274367		4.4211984		4.930036		5.265894		6.910973		3.493912		2.8982747		4.3035293		5.485678		1.9016956		4.089038		1.948501		2.685694		0.9272864		2.0317614		0.9623647		1.4252949		NA		0.040872086		NA		NA		U35_44k_v1_26979		-		No hits found		No hits found		TACAAATTATTTTTCCAAAAAACCGGTCGTTACACACACGGAAGCGGGGATTTGCAGTGG		24039		0

		36911		CUST_39761_PI390587928		2.8643773		3.4944756		1.9108791		2.7498436		3.135722		2.7216709		5.471867		7.2010646		3.796941		4.220773		4.5325723		2.3422346		-1.5814184		-2.8266678		1.9175907		29.01707		-0.6612191		-1.4991024		0.9392948		4.85883		NA		NA		NA		0.011996584		U35_44k_v1_36911		LOC_Os08g37670.1		ref|NP_001063431.1| 2e-24  Os09g0469300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29390.1 2e-26 blue copper protein precursor putative expressed		ACAGTGGCGCCACCACCAAGACCCTCAAAGCCGGCGCGAACTACTACATCTGCACCATCG		32386		AT1G22480.1

		44021		CUST_257_PI390587928		4.884789		6.1462264		5.078963		5.1028333		3.8144023		4.81379		2.8826272		2.3849814		3.4760437		4.5504966		2.9452631		4.364203		1.2643174		1.2002153		-1.0443722		-3.942803		0.33835864		0.26329327		-0.0626359		-1.9792216		NA		NA		NA		0.021852074		U35_44k_v1_44021		LOC_Os03g13460.2		ref|NP_001049496.1| 3e-41  Os03g0237600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13460.2 7e-43 microtubule-associated protein MAP65-1a putative expressed		CAACATCACCCATACAAGTGATTTCCAAGATTGGTTGCATGAAAGTCCTCTTCCCTGCTG		41425		AT3G11630.1

		15349		CUST_28722_PI390587928		10.731163		10.821277		10.139329		11.338397		10.427177		11.615294		12.05774		12.946552		10.732766		11.446036		11.66418		11.5619		-1.2359229		1.1244801		1.3136313		2.61109		-0.30558872		0.16925812		0.3935604		1.3846521		NA		NA		NA		0.0016787152		U35_44k_v1_15349		LOC_Os04g52090.1		ref|NP_001053829.1| 3e-23  Os04g0610400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52090.1 6e-25 ethylene-responsive transcription factor 4 putative expressed		CCAGTAGTAGTAGAGCATTTTGTTCTTCAGTGTACAATATTTGTTCTCTCTCTCTGATTA		2472		AT3G20310.1

		38470		CUST_11199_PI390587928		7.5834823		7.723385		7.88996		7.8067517		7.303131		7.3506026		6.422121		6.42555		6.8858514		6.951423		7.0404572		7.6235313		1.3354071		1.3187577		-1.5351038		-2.2941844		0.41727972		0.39917946		-0.6183362		-1.1979814		NA		NA		NA		8.65E-04		U35_44k_v1_38470		LOC_Os09g33600.1		gb|EAZ09710.1| 1e-46  hypothetical protein OsI_030942 [Oryza sativa (indica cultivar-group)]		LOC_Os09g33600.1 3e-48 VAN3 putative expressed		ATCTCTGATCCCAGCTCGTGTCATGAAGAACAGTATTATAGCTAGTCTTATGGAGCCAGG		14689		AT5G13300.1

		2095		CUST_20157_PI390587928		12.047378		11.908557		11.501331		11.312358		12.630368		12.138672		13.132253		12.559372		13.102592		12.482014		12.561974		11.362227		-1.3872466		-1.268692		1.4848108		2.292854		-0.47222424		-0.34334183		0.5702791		1.1971445		NA		NA		NA		0.003842678		U35_44k_v1_2095		LOC_Os08g37874.1		gb|EAZ43131.1| e-112  hypothetical protein OsJ_026614 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37874.1 1e-131 oxidoreductase putative expressed		ATCCCTTTTTGGACCACAGTTTTGTACTTGTATGTGCTGTTTGTAAGTATATTCAGTAAC		5337		AT5G64250.2

		28113		CUST_3605_PI390587928		13.5244875		13.717834		14.296641		14.111397		13.081052		13.391055		12.456462		13.00793		12.76481		12.85184		12.943092		14.028581		1.2450832		1.4531817		-1.4011685		-2.028834		0.31624222		0.5392151		-0.48663044		-1.0206509		NA		NA		NA		0.0073455228		U35_44k_v1_28113		LOC_Os04g46000.1		ref|NP_001053459.1| 3e-07  Os04g0544200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46000.1 7e-09 nuc-1 negative regulatory protein preg putative expressed		GCTCTAGTCCACAAGTGACATGTATATTGTTGGAATGTTGGATCATTTTCTTCTCTTTAA		24544		0

		21792		CUST_29471_PI390587928		7.326113		7.9845796		6.4602227		8.180891		6.8154263		8.084545		8.9519825		9.05872		7.4967427		8.658626		7.7467446		5.8702374		-1.6036023		-1.4887283		2.3057528		9.116514		-0.6813164		-0.57408047		1.2052379		3.1884823		NA		NA		0.002372116		0.005694522		U35_44k_v1_21792		LOC_Os12g05440.1		gb|EAZ17458.1| 3e-72  hypothetical protein OsJ_031667 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05440.1 5e-74 cytochrome P450 94A1 putative expressed		GCTAGCAATGTACATAGAGATATAGGAGATACCAGTAGGAGAGTTGTTTCTTTAATAAGA		22442		AT2G27690.1

		1183		CUST_25498_PI390587928		10.848092		10.886719		10.314979		10.679366		11.2792015		12.279813		15.242303		13.031766		11.556561		13.598183		14.827771		12.360335		-1.211975		-2.4938416		1.332866		1.5926515		-0.27735996		-1.3183699		0.4145317		0.6714306		NA		0.00861947		NA		0.001485918		U35_44k_v1_1183		LOC_Os02g09490.1		gb|AAK97808.1| e-149  cinnamyl alcohol dehydrogenase 1a [Festuca arundinacea]		LOC_Os02g09490.1 1e-143 cinnamyl alcohol dehydrogenase putative expressed		CCGGCCTTAATCATGATGATATGTGTATGGTGTTATAAATGGTTGTTTCTTCCTGTAAAA		None		AT4G34230.1

		1701		CUST_10244_PI390587928		10.8716345		8.656186		9.6595335		11.042193		11.301898		10.397681		11.211594		10.805317		10.879875		10.769235		11.481124		11.984558		1.3398048		-1.2937452		-1.2054154		-2.2645764		0.42202282		-0.37155342		-0.2695303		-1.1792412		NA		NA		NA		0.032990616		U35_44k_v1_1701		LOC_Os04g24220.3		emb|CAD40527.2| 0.0  OSJNBa0023J03.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		GAGAGGGTAAAGTATAGTCTGTATAATGCAGTAAATAATGTCCGGTTTATCGTATTCAGA		11886		AT1G21230.1

		5044		CUST_12607_PI390587928		7.698944		7.099894		6.916944		8.389529		8.999748		9.388633		11.446214		12.161369		9.60196		9.115192		10.382351		10.792981		-1.5180422		1.2086867		2.0905213		2.5818195		-0.60221195		0.27344036		1.0638628		1.3683882		NA		NA		2.63E-04		NA		U35_44k_v1_5044		-		ref|NP_181317.1| 1e-08  CHP-rich zinc finger protein, putative [Arabidopsis thaliana]		LOC_Os08g31250.1 7e-07 protein binding protein putative expressed		ATGATTGTTTCCCTCGTCTGTATTTTACCATGTGATTTCTTTCATTGCACAGGTCTATAA		11656		0

		14179		CUST_35521_PI390587928		13.389819		12.063721		12.258735		11.418086		13.298434		11.353572		10.558604		11.23174		12.814244		11.22169		11.652614		11.467139		1.3988003		1.095722		-2.1346645		-1.1772325		0.48419		0.13188171		-1.0940094		-0.23539925		NA		NA		0.011057276		NA		U35_44k_v1_14179		LOC_Os03g20370.1		ref|NP_850097.1| 7e-66  CAM2 (CALMODULIN-2); calcium ion binding [Arabidopsis thaliana]		LOC_Os01g17190.1 2e-65 calmodulin putative expressed		AACATCGAACAGTTCCCTGTGTATGATGGTGATCGAAAGGAATAACAGCGTGTCGCTGAT		1339		AT2G27030.3

		4114		CUST_15997_PI390587928		12.419024		11.233673		10.521644		12.126232		12.803036		13.221084		14.998334		13.293878		13.1021385		12.002732		14.304337		11.207341		-1.230379		2.3268068		1.6177597		4.2472715		-0.29910278		1.2183514		0.6939974		2.0865364		NA		NA		NA		0.018161312		U35_44k_v1_4114		LOC_Os03g03034.2		gb|ABF93708.1| e-134  oxidoreductase, 2OG-Fe oxygenase family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03034.2 1e-136 flavonol synthase/flavanone 3-hydroxylase putative expressed		GAGTCGACCAGGAGAAGTTTGCTGTTGAATTATCCAAAAGATATTGTAGTTACTCTTCTT		12724		AT5G24530.1

		6982		CUST_9187_PI390587928		8.366958		8.211041		7.8782234		9.1790695		9.261605		10.976573		11.914165		11.438594		10.219395		11.057845		11.629997		9.866706		-1.9423314		-1.0579505		1.2177072		2.9729352		-0.9577894		-0.081272125		0.2841673		1.571888		NA		NA		NA		0.0037761938		U35_44k_v1_6982		LOC_Os02g50460.1		gb|EAZ24550.1| 3e-48  hypothetical protein OsJ_008033 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50460.1 6e-50 immediate-early fungal elicitor protein CMPG1 putative expressed		GGAACCTGGAATATACGGTTCCACTCAAAATTAGCAAAAACTGGCATCTTCATGTTGTGG		25420		AT3G02840.1

		19498		CUST_29435_PI390587928		5.512547		4.9910073		6.121469		4.2730927		5.570339		4.979143		8.576542		8.157773		6.111422		5.4138165		7.675722		4.2095933		-1.4550643		-1.3516047		1.8671266		15.435493		-0.54108286		-0.4346733		0.9008198		3.9481797		NA		NA		NA		0.007610892		U35_44k_v1_19498		LOC_Os01g03360.1		sp|P12940|IBB_HORVU 2e-21  Bowman-Birk type trypsin inhibitor		LOC_Os01g03680.1 2e-18 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		GTGCGTGCTTGTTTTTCTTCCCCGTGAATAAAAACCGTGTGTGTTTCCCCACGTAAAAAA		10717		0

		50832		CUST_25902_PI390587928		12.321815		13.178397		12.438169		12.703824		11.365323		12.372355		10.350315		11.269752		10.749034		11.732541		10.958995		12.510669		1.5329272		1.5581287		-1.5248631		-2.3634875		0.61628914		0.6398144		-0.6086798		-1.2409172		NA		NA		NA		0.0012164585		U35_44k_v1_50832		-		No hits found		No hits found		CTGTTGCTCTTTGGCAATTACTGTATATAGTTTGGAGGAGATTGCTCCCGCACTTTATGC		None		0

		24454		CUST_12707_PI390587928		9.231393		9.527256		10.007468		10.713225		9.028632		8.947627		8.365357		9.008152		8.3736105		8.013017		8.689915		10.100131		1.5746396		1.9113743		-1.2522801		-2.1316624		0.65502167		0.93461037		-0.3245573		-1.091979		NA		NA		NA		0.01117016		U35_44k_v1_24454		-		No hits found		No hits found		TAAGTGTCTACCAGCTAACAATAAATCCTGGGCTGGTAAACACAGAGACATGTTTTTTGG		20255		0

		17961		CUST_29080_PI390587928		3.6401145		2.5416558		1.9415178		2.7447498		5.2573256		5.6503315		7.981422		6.835991		5.0906177		6.536074		7.344896		4.5449195		1.1224942		-1.8477155		1.5545813		4.8941946		0.166708		-0.88574266		0.6365261		2.2910714		NA		NA		NA		0.003365847		U35_44k_v1_17961		LOC_Os08g42580.4		emb|CAJ14969.2| 3e-79  LysM receptor-like kinase [Hordeum vulgare subsp. vulgare]		LOC_Os08g42580.1 1e-61 lysM receptor-like kinase putative expressed		GTGGAGTTCACATACCAAGAACTTTTTAATGCTACAGAAGGCTTCAACATAACTCATAAA		9407		AT3G21630.1

		29793		CUST_30544_PI390587928		5.190998		5.6035333		7.036554		6.7562957		5.0559063		4.8810744		5.600788		4.885876		4.459502		4.4543443		5.197817		6.209639		1.5119433		1.3441836		1.3222283		-2.5031815		0.5964041		0.42673016		0.40297127		-1.3237629		NA		NA		NA		0.009293432		U35_44k_v1_29793		LOC_Os02g24240.1		gb|EAZ22865.1| 1e-09  hypothetical protein OsJ_006348 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g24240.1 2e-11 hypothetical protein		GAGCCCAGCCACCTTGTTTTTCTGTGTTGTTCGTTTTTGTAGAGACAGGGGTGATTTTTT		29263		0

		3209		CUST_18312_PI390587928		12.645885		12.162473		11.435825		11.171299		12.734829		12.372483		13.061916		12.996284		13.10979		13.10556		12.526387		10.985242		-1.2968044		-1.6621805		1.4494737		4.030731		-0.3749609		-0.73307705		0.53552914		2.0110416		NA		NA		NA		0.002404951		U35_44k_v1_3209		LOC_Os01g71090.1		emb|CAE46330.1| 2e-57  xylanase inhibitor [Hordeum vulgare]		LOC_Os01g71090.1 2e-29 xylanase inhibitor putative expressed		CGGGGGTGTATTCTTAGAGTACTGCATGTGATAAATAAGTTCTTTTGGACATTATAGATA		14679		AT1G03220.1

		17799		CUST_30566_PI390587928		9.851216		9.951206		9.365298		10.069469		10.058819		11.09072		10.623852		11.016282		10.315488		10.748463		10.406615		9.675584		-1.194717		1.2677388		1.1625047		2.5327387		-0.25666904		0.3422575		0.21723652		1.3406982		NA		NA		NA		0.04609757		U35_44k_v1_17799		LOC_Os01g62430.3		gb|AAC04628.1| 3e-60  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1 putative expressed		CTTATTCTAGGGGAAACTGTGATTTGAATTTCTGAAAAATTGTCCGTCGCTGAAAAAAGA		10193		AT3G55470.2

		4844		CUST_32493_PI390587928		9.291534		9.181011		9.155555		9.161557		8.954651		9.039546		7.511963		8.038133		8.73447		8.633064		8.027585		9.057124		1.1648793		1.3254496		-1.4296105		-2.026502		0.22018051		0.40648174		-0.51562214		-1.0189915		NA		NA		NA		9.36E-04		U35_44k_v1_4844		LOC_Os06g09420.1		ref|NP_001057046.1| 2e-25  Os06g0194400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g09420.1 4e-27 DNA binding protein putative expressed		GGTTGAACTACTAAACGGTTGTAGTCTGACTATGGTCTCAAGTGCATTTCTTCATGCTGT		10657		AT3G19184.1

		41473		CUST_27014_PI390587928		7.9277396		8.003049		7.4278903		7.4089355		7.0839562		7.6375732		4.6941514		5.8071265		6.663198		6.8386264		5.634115		6.98402		1.3386309		1.7398306		-1.9184802		-2.2608945		0.42075825		0.79894686		-0.9399638		-1.1768937		NA		NA		NA		0.0013112572		U35_44k_v1_41473		-		No hits found		No hits found		GAGGAACATCGGATCGATCTATTCATGTAGCTTCATTTTGTATTATTGACTTGTCATATG		None		0

		6898		CUST_11398_PI390587928		9.881419		9.803623		9.217258		8.910839		12.756806		12.583182		12.9185915		11.091203		13.363505		14.230305		12.755313		9.385453		-1.522771		-3.132083		1.119829		3.2619836		-0.606699		-1.6471224		0.16327858		1.7057495		NA		0.0047128093		NA		0.011759352		U35_44k_v1_6898		-		emb|CAA71773.1| 1e-05  pathogenesis-related protein [Hordeum vulgare]		No hits found		CATGATGTAGACTCTTTGGACTACTCGTAATAAAATGGTTATTGAACGGGTGTTTCAAAA		15099		0

		15661		CUST_31841_PI390587928		9.848789		10.353364		9.833583		8.66175		9.194882		9.830049		8.141057		7.361397		8.764717		9.455295		9.036193		8.435967		1.3473879		1.2966183		-1.8597851		-2.1060953		0.4301653		0.37475395		-0.8951359		-1.0745707		NA		NA		NA		0.00960148		U35_44k_v1_15661		LOC_Os01g70180.2		gb|EAY77054.1| e-112  hypothetical protein OsI_004901 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70180.2 1e-113 secondary cell wall-related glycosyltransferase family 47 putative expressed		CTTCTTCCGTTTCGTTATTTCGTTTGTTCTTCTTTTTTCCACGGCCACTTTTGCGTGTAT		3965		AT5G61840.1

		7879		CUST_39872_PI390587928		5.151727		5.495237		5.161856		5.333318		4.7897277		4.8368936		4.443981		3.933689		4.5079017		4.626578		4.420498		5.0899386		1.2157327		1.1569413		1.0164106		-2.2287726		0.28182602		0.2103157		0.023483276		-1.1562495		NA		NA		NA		0.0054814047		U35_44k_v1_7879		LOC_Os02g21970.1		No hits found		LOC_Os02g21970.1 6e-04 26S protease regulatory subunit 6B putative expressed		CTGATGTGAGTTGATTTGGAAGATTATGTCTCCAGAACAGATAAAATCGATGCTGATGAT		16011		0

		35551		CUST_16676_PI390587928		6.081934		5.425409		4.9262414		6.4379945		6.214874		6.6791553		8.807775		9.142957		6.1912994		7.73477		8.660453		7.759377		1.0164747		-2.0786033		1.1075115		2.6091497		0.023574352		-1.0556145		0.1473217		1.3835797		NA		0.007031285		NA		0.0039102673		U35_44k_v1_35551		LOC_Os04g09920.1		sp|O48957|C99A1_SORBI 5e-14  Cytochrome P450 CYP99A1		LOC_Os04g09920.1 1e-15 cytochrome P450 CYP99A1 putative expressed		CTGTTTGGAGCTTGTGTTCATGGGTTGGACAAATATAAATATCACTACTGTAATTCACAT		None		0

		21617		CUST_4617_PI390587928		5.427572		5.5311756		6.062935		5.627424		5.0001316		4.839662		5.246903		4.3611655		4.5297337		3.6285832		5.2399635		4.832544		1.3854916		2.315107		1.0048217		-1.3864334		0.47039795		1.2110789		0.006939411		-0.47137833		NA		0.009866781		NA		NA		U35_44k_v1_21617		LOC_Os06g35650.1		gb|EAZ01289.1| 8e-89  hypothetical protein OsI_022521 [Oryza sativa (indica cultivar-group)]		LOC_Os06g35650.1 1e-90 reticuline oxidase precursor putative expressed		CATGATCAAGTACTACTCAGTTTGTTTTTCCTGTAATAAAAGAGCCCCGTTTCGGTGGCA		14589		AT4G20860.1

		14994		CUST_2197_PI390587928		7.239708		6.976331		7.0137544		7.3262734		6.6661897		6.672247		4.803555		5.5980144		6.3896003		6.084427		5.497889		7.121161		1.2113279		1.502974		-1.6181374		-2.8741724		0.2765894		0.58782005		-0.69433403		-1.5231466		NA		0.015300128		NA		0.0014091536		U35_44k_v1_14994		LOC_Os01g70270.4		ref|NP_001045270.1| 0.0  Os01g0927600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70270.3 0.0 auxin response factor 2 putative expressed		GTTGGCAGGGTGCATGATGTGCACCCTCGACCGTATGTATAAACACAATTAAGTAAAAAA		1665		AT5G62000.3

		37465		CUST_33870_PI390587928		8.997312		9.418671		9.647301		9.511648		9.042029		9.13261		8.620183		8.5825815		8.538349		8.600906		8.636701		9.646824		1.4178257		1.4456356		-1.0115149		-2.0910714		0.5036802		0.53170395		-0.01651764		-1.0642424		NA		0.010672239		NA		0.011332		U35_44k_v1_37465		LOC_Os03g60090.2		gb|ABJ15730.1| 1e-40  5,10-methylene-tetrahydrofolate reductase [Triticum monococcum]		LOC_Os03g60090.2 7e-37 methylenetetrahydrofolate reductase putative expressed		CCTGAAGATGCGTATATATTCATCTACCTGTGACTTGGCAATTTGAAAGTATTATCCAAA		3235		AT2G44160.1

		12712		CUST_11035_PI390587928		7.974054		8.384032		8.311667		7.9707685		8.027873		8.74599		9.86626		9.215417		8.119269		8.632018		9.201881		7.959287		-1.0654008		1.0822034		1.584885		2.3885412		-0.09139633		0.11397171		0.66437817		1.2561297		NA		NA		0.0026895474		0.009002345		U35_44k_v1_12712		-		No hits found		No hits found		AGAGAAAGCCTGAATCATTCTACTGGTACTCGCTAATTAAATTCAGTACTTGTTAGAGCA		25239		0

		34282		CUST_17449_PI390587928		4.316447		3.6769702		2.9637897		4.544268		5.366226		6.4788704		7.8875084		6.7476544		6.2310004		6.839458		7.429361		4.601927		-1.8210547		-1.2839488		1.3737767		4.4251537		-0.8647742		-0.3605876		0.45814753		2.1457276		NA		NA		NA		0.006681329		U35_44k_v1_34282		-		gb|EAZ13793.1| 2e-07  hypothetical protein OsJ_003618 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57760.1 4e-09 retrotransposon protein putative unclassified		TTGCAGGGCACTACCACACTTGGACAGCATGTAACGAATCGGTACCAATAGTCATTTTTT		41812		0

		21553		CUST_40822_PI390587928		1.8977216		2.3477347		1.4163812		2.9721575		2.3040133		5.171614		4.868071		5.3562655		2.8577125		4.5045133		4.662935		1.9518763		-1.4678446		1.587879		1.1527952		10.588229		-0.55369925		0.6671009		0.2051363		3.4043894		NA		NA		NA		0.044899207		U35_44k_v1_21553		LOC_Os04g51160.1		ref|NP_001053759.1| 4e-73  Os04g0600300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g51160.1 8e-75 transposon protein putative unclassified expressed		TAGCTTTTCGACCAGTTTATTACTTCTTCAACAGCCAAGAACCATGAGCTCTCGGATGGC		5886		AT3G27620.1

		22527		CUST_29635_PI390587928		6.040783		6.2173524		5.426729		6.1147594		6.470625		7.3320794		7.6355896		6.994545		6.8150024		7.4094925		6.7180314		5.6840873		-1.269603		-1.0551244		1.8889155		2.4802022		-0.34437752		-0.07741308		0.9175582		1.3104577		NA		NA		NA		0.033973157		U35_44k_v1_22527		LOC_Os05g01030.1		gb|EAZ32542.1| e-154  hypothetical protein OsJ_016025 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01030.1 1e-156 phospholipid-transporting ATPase 10 putative expressed		CATTTTCCGGACAAACTTTGTACAACGACTGGTCCATGTCGCTCTACAATGTCCTTTTCA		18463		AT1G13210.1

		50870		CUST_15473_PI390587928		9.614506		9.545093		10.834374		10.107013		9.484103		9.463441		9.56841		9.071826		9.187242		9.164396		9.871323		10.121195		1.2284691		1.2303294		-1.2336326		-2.0696242		0.29686165		0.2990446		-0.3029127		-1.0493689		NA		NA		NA		0.031914104		U35_44k_v1_50870		-		No hits found		No hits found		GCCCTGTGTAAACTCTATTTGGTGAAATGAAATCAATGTTTCCTCGCGGAGAAAGGGAAA		None		0

		48890		CUST_80_PI390587928		3.5652993		2.1414955		1.2778085		3.0420284		1.6852094		1.9295322		2.5362825		6.8478627		1.4159964		2.627053		1.8226138		4.8859973		1.2051502		-1.6217157		1.6399692		3.8956537		0.26921296		-0.69752085		0.7136687		1.9618654		NA		NA		NA		3.84E-04		U35_44k_v1_48890		LOC_Os06g45730.1		gb|EAZ02019.1| 1e-31  hypothetical protein OsI_023251 [Oryza sativa (indica cultivar-group)]		LOC_Os06g45730.1 3e-33 speckle-type POZ protein putative expressed		GTCTACTAGTACTACCATATGTCGTCTCTCCACACTAAAATTTAAAACCTGCCTAAAAAA		14677		AT3G06190.1

		15431		CUST_9948_PI390587928		1.8396257		1.604061		1.3711596		1.361117		1.3008562		1.9658281		1.9430324		4.2061057		1.7074085		1.7169844		1.344161		1.33989		-1.3255143		1.1882544		1.5145313		7.2915006		-0.4065523		0.24884367		0.59887135		2.8662157		NA		NA		NA		8.25E-04		U35_44k_v1_15431		LOC_Os02g36830.1		ref|NP_001047223.1| e-157  Os02g0578100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36830.1 1e-159 cytokinin-O-glucosyltransferase 2 putative		CACCCTACGAATGCAATGCCCAACCTAAAGATCAACAGGTGATTCAGTGTTCAGACTAAA		11709		AT1G22360.2

		40885		CUST_33150_PI390587928		1.3289887		2.5998876		1.9682344		1.3550581		1.2960998		1.382463		1.3098359		1.6026081		7.849959		7.9647965		7.3506207		6.2752137		-93.95248		-95.825226		-65.83509		-25.503185		-6.553859		-6.5823336		-6.040785		-4.6726055		6.35E-05		0.0043530706		4.89E-04		0.0011756562		U35_44k_v1_40885		-		No hits found		No hits found		TCTCGTGCGTGATTGCATGATAGAGTTCTACGTCGACTAAGTAGTCCTAAATGTGAGAAA		None		0

		15644		CUST_31903_PI390587928		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		1.1026042		1.2106898		-1.3535181		-2.2412074		0.14091492		0.27582932		-0.43671417		-1.1642761		NA		NA		NA		0.003842872		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		CGAAAAGATTGGCTGTTCAATTTGAACCTTATGTGGTTGGAAAACAAATGGTGATTTAAC		7356		AT5G13930.1

		16269		CUST_28370_PI390587928		10.934665		10.820579		10.67865		11.059696		13.137101		13.017926		15.005298		13.652199		13.752324		14.488658		14.477365		12.62352		-1.5317947		-2.7716243		1.441862		2.0401552		-0.61522293		-1.4707317		0.5279331		1.0286789		NA		0.005709591		NA		6.48E-04		U35_44k_v1_16269		LOC_Os07g39350.1		ref|NP_001060108.1| 0.0  Os07g0582400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39350.1 0.0 proton myo-inositol cotransporter putative expressed		GTGAATCAAGCCAGCCATGGAAAATGTGTGCAAGAGAAAATTAAACTATTGGTATTTGTA		6707		AT3G18830.1

		23678		CUST_21891_PI390587928		6.1714153		6.5320582		6.6304946		6.3799872		6.8097916		6.8598456		7.5551605		8.536333		6.1333137		5.6754785		6.3425446		5.9848385		1.5982332		2.272637		2.317575		5.862413		0.6764779		1.1843672		1.212616		2.5514946		NA		0.01698649		0.029039014		0.0063930564		U35_44k_v1_23678		LOC_Os01g66490.1		ref|NP_001045038.1| e-101  Os01g0888300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66490.1 1e-103 NAC transcription factor putative expressed		AGCAGGTAGCAGAGACCGTCAAGCCCTCCGGTGGCTCATTAGGATTCCTACAGTCGGCCG		21044		AT2G02450.2

		29617		CUST_38399_PI390587928		6.4635754		6.2648926		6.588997		6.372851		5.89093		5.998966		5.04301		5.3912034		5.775171		5.7271495		5.6379585		6.450258		1.0835452		1.2073272		-1.5104184		-2.0835655		0.11575937		0.27181673		-0.5949483		-1.0590544		NA		NA		NA		0.023930391		U35_44k_v1_29617		-		gb|EAZ37795.1| 4e-05  hypothetical protein OsJ_021278 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43610.1 8e-07 formamidopyrimidine-DNA glycosylase putative expressed		TCTGTTTGAACTTTCCATCCGTGTTCATTATGAAATCTAATGGTCAGATTCTCCCTCTAA		28985		0

		38519		CUST_6698_PI390587928		5.4394965		5.7141757		8.507894		7.568083		5.474895		5.458044		9.93605		8.519253		5.739008		6.219706		8.889155		6.9936295		-1.2008975		-1.6954427		2.0660784		2.8791108		-0.26411295		-0.761662		1.046895		1.5256233		NA		NA		0.004399599		0.003791534		U35_44k_v1_38519		-		No hits found		No hits found		ATTGTTCAGCTTTAATAACTTCTAGGTGGTGGCCTCGTGTCACTTACAATAACAGAGTGT		14656		0

		48		CUST_10627_PI390587928		7.270719		7.656355		7.290045		6.9019065		7.838476		7.949983		9.7124605		10.817608		8.334149		8.105703		9.021333		7.468617		-1.4099785		-1.1139776		1.6145451		10.189356		-0.49567318		-0.15572023		0.6911278		3.348991		NA		NA		NA		0.0038225006		U35_44k_v1_48		LOC_Os08g13440.3		gb|AAG00427.1|AF250935_1 e-127  germin F [Hordeum vulgare]		LOC_Os08g08980.1 1e-101 germin-like protein subfamily 1 member 7 precursor putative expressed		GGTGATGATTGTTTTCACTGTTTAATGAATGGAATACAGAGGTGCTCCTTTGCCTTTTTG		1528		AT5G39150.1

		25898		CUST_9492_PI390587928		1.8511438		1.3041477		1.3115553		1.2865504		4.262754		1.805449		3.2415447		3.3712552		2.7520561		1.6302284		4.680926		1.8383135		2.8494785		1.129137		-2.712045		2.8937528		1.5106978		0.17522061		-1.4393811		1.5329417		NA		NA		NA		0.023081478		U35_44k_v1_25898		LOC_Os01g72810.1		ref|NP_001045452.1| 1e-20  Os01g0958200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72810.1 3e-22 secreted glycoprotein putative expressed		GCATATGGAATTACTGTCCTTGGAAAAATGACACGAATAAAGTTATGGGACATATACATG		22260		0

		20518		CUST_15175_PI390587928		6.1749787		4.7163196		1.4573665		2.475826		6.646538		6.292326		4.469993		5.385596		6.457788		6.4234405		4.617226		2.597992		1.1397756		-1.0951394		-1.1074435		6.9048204		0.18874979		-0.13111448		-0.14723301		2.7876039		NA		NA		NA		0.031144397		U35_44k_v1_20518		LOC_Os10g04730.1		gb|EAY77641.1| e-144  hypothetical protein OsI_031600 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 1e-145 protein kinase putative expressed		GTCAAAGCCATGTTTATTTCACCGATTCTGAAATGACAGTATGTACACTTTGGTGGCAAA		13778		AT4G21390.1

		5619		CUST_25644_PI390587928		9.941357		10.124772		11.115565		11.518841		9.246765		9.84328		9.246345		10.04149		8.824222		9.528829		9.683232		11.343147		1.3402884		1.2435385		-1.353681		-2.4651196		0.42254353		0.31445122		-0.43688774		-1.3016577		NA		NA		NA		0.004480238		U35_44k_v1_5619		LOC_Os01g45900.1		dbj|BAD68019.1| 2e-31  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g45900.1 4e-33 F-box domain containing protein expressed		CAAAAATACGGTATTACCTAGAAAATAGCTGTATCTCTTCTCGTTCTCATCTGTACACCA		13082		AT5G19970.1

		3202		CUST_18319_PI390587928		7.327181		8.442463		5.942145		6.5620713		6.953181		7.4904017		8.066742		8.2377205		7.3289733		8.25007		7.788498		7.0365386		-1.2975521		-1.6931008		1.2127179		2.2992795		-0.3757925		-0.7596679		0.27824402		1.2011819		NA		0.038152814		NA		0.024415564		U35_44k_v1_3202		LOC_Os05g47640.1		ref|NP_001056236.1| 0.0  Os05g0549700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g47640.1 0.0 threonine synthase chloroplast precursor putative expressed		TGTACCGCGTTGTGTTCTACGGATAATAAACGATTGTGTTGCCGTTCATTGAATAAAAAA		10838		AT4G29840.1

		23585		CUST_16654_PI390587928		1.5021057		1.7832948		1.2768923		1.749884		7.068191		11.929202		11.496506		12.136418		1.2603173		1.6247654		2.1889255		2.158918		56.02014		1264.5748		633.6665		1008.1544		5.8078737		10.304437		9.30758		9.977501		1.96E-04		0.0013372485		9.08E-05		8.99E-04		U35_44k_v1_23585		-		No hits found		No hits found		ATGCGTCAATGAGTGGTTGGTTGGAAAATTCTCTAAGAGCCATACAAACTAGTTTATTAA		21204		0

		1769		CUST_4666_PI390587928		9.553456		10.626992		8.436224		10.449645		9.14306		11.228954		10.938823		10.159336		9.597413		11.443545		10.037143		8.12713		-1.3701686		-1.1603749		1.8682402		4.0902996		-0.45435333		-0.21459103		0.90168		2.0322065		NA		NA		NA		0.006103884		U35_44k_v1_1769		LOC_Os10g25230.1		ref|NP_001064511.1| 6e-19  Os10g0391400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g25230.1 1e-20 ZIM motif family protein expressed		GTTGTTGGAGTCAAAATTCTGAATTATGATGAGAAATTATTGCTGTCGCTGTTTCGAATC		4815		0

		10044		CUST_19174_PI390587928		5.5341964		6.2474713		3.9376917		5.3168545		4.7226543		5.7256207		2.0800734		3.1402366		4.8959928		4.9430857		3.2193213		4.5961766		-1.1276649		1.7201508		-2.2026618		-2.7433524		-0.17333841		0.7825351		-1.1392479		-1.45594		NA		NA		NA		0.0060552047		U35_44k_v1_10044		LOC_Os04g42770.6		gb|EAY94783.1| 1e-42  hypothetical protein OsI_016016 [Oryza sativa (indica cultivar-group)]		LOC_Os04g42770.6 2e-44 expressed protein		CATCAGCAGCATGTGGTTTCAGTATATTCTAACTCTCTGTTAAAGGAAAGGAAATACAGT		21727		0

		12026		CUST_17976_PI390587928		4.6693597		4.3721223		5.0597754		4.641889		3.7276154		3.727155		4.1868362		4.9172		3.2252407		3.325997		3.7612107		3.5076168		1.4165432		1.3205674		1.3431548		2.6566043		0.50237465		0.40115786		0.42562556		1.4095833		NA		NA		NA		0.011124835		U35_44k_v1_12026		LOC_Os03g08060.3		ref|XP_388987.1| 2e-48  EF1A_TRIRE ELONGATION FACTOR 1-ALPHA (EF-1-ALPHA) [Gibberella zeae PH-1]		LOC_Os03g08060.2 5e-37 elongation factor 1-alpha putative expressed		TAAGGCTACTGAGGCCGCCCCAAGTTCATCAAGTCTGGTGACTCCGCCATCGTCAAGATG		33231		AT5G60390.2

		21520		CUST_40890_PI390587928		7.3718567		5.228105		2.9032624		3.7844038		8.719627		6.2487626		4.445822		6.3962746		9.403703		9.1156645		5.3129573		7.517992		-1.6066719		-7.294969		-1.8240377		-2.1760588		-0.68407536		-2.8669019		-0.8671355		-1.1217175		NA		0.0058595757		NA		NA		U35_44k_v1_21520		LOC_Os05g04680.1		ref|NP_001054589.1| 9e-15  Os05g0138000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04680.1 2e-16 expressed protein		GGATGTATTCGGGCATGCAGCATCCGATCCGCCAATCAATGAGGAGAGTTTTTGAAAAAA		15254		0

		9716		CUST_19666_PI390587928		8.391204		8.226211		9.668145		9.471279		8.3669		8.227651		8.573354		8.472768		8.215179		7.8661637		8.644517		9.4917345		1.1108938		1.2847494		-1.0505633		-2.026467		0.151721		0.3614869		-0.07116318		-1.0189667		NA		NA		NA		0.012530976		U35_44k_v1_9716		-		No hits found		No hits found		ACGGCTCAGAATCTGATCGGTCATGTGTGAAGGAGTACTGCCAGATTTATCACCAAAAAA		18738		0

		18253		CUST_17600_PI390587928		10.09308		9.665128		8.057083		8.239301		9.870535		9.128486		8.733365		10.206052		9.999762		9.3809395		8.258309		8.078872		-1.0937073		-1.1912315		1.3899719		4.3686275		-0.12922668		-0.2524538		0.4750557		2.12718		NA		NA		NA		0.0015783262		U35_44k_v1_18253		LOC_Os01g53090.1		gb|EAY75716.1| e-123  hypothetical protein OsI_003563 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53090.1 1e-124 pathogen-related protein putative expressed		TCTGACGTGCTTCCCCAAATGATTGATTTCTGCTTGAATTGAATTGTTTCTTGCAAAAAA		15765		AT1G78780.2

		14210		CUST_2717_PI390587928		5.731428		5.6381164		5.374954		5.2666874		4.857055		4.1899962		5.4392953		7.827025		4.864514		4.995753		4.9034348		5.554919		-1.0051833		-1.7480623		1.4498067		4.830278		-0.007458687		-0.80575657		0.53586054		2.2721062		NA		NA		NA		0.006072917		U35_44k_v1_14210		LOC_Os11g10510.1		gb|ABL74256.1| 0.0  alcohol dehydrogenase ADH2B [Triticum aestivum]		LOC_Os11g10510.1 0.0 alcohol dehydrogenase 2 putative expressed		TTTTCCACAGTGTAATAATTTGCAGTTTCCCACATCGGCATCTTCATTTTTAACTGCAAA		393		AT1G77120.1

		14017		CUST_28985_PI390587928		7.7153983		8.082115		8.231919		7.8420525		7.06766		7.1652718		7.185213		6.3621807		7.2786574		7.755821		7.3005047		7.5379195		-1.1574882		-1.5058202		-1.0831939		-2.2590854		-0.21099758		-0.59054947		-0.115291595		-1.1757388		NA		NA		NA		0.02919929		U35_44k_v1_14017		LOC_Os05g49860.1		ref|NP_001062114.1| 3e-41  Os08g0490900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38300.1 7e-43 histone H2B.2 putative expressed		GCTACTTCTCTTTGGTCGATCTGAATATTAATGGAACATTATGTGCTACTAGCATAGAAA		1181		AT5G22880.1

		4591		CUST_17821_PI390587928		11.219691		11.76747		11.98829		11.371361		11.784961		11.794978		10.112773		9.534459		11.679542		11.02671		10.25972		10.766507		1.0758069		1.7032244		-1.1072239		-2.3490021		0.10541916		0.7682686		-0.1469469		-1.232048		NA		NA		NA		0.0061276886		U35_44k_v1_4591		LOC_Os06g02040.1		gb|AAL77106.1| 2e-17  unknown [Hordeum vulgare subsp. vulgare]		LOC_Os06g02040.1 2e-14 seed maturation protein putative expressed		GTGATTTTGTTGACGTCATCGGCGTTTGTATGATTGACTAGTTAAGAAAACCGATTTTTT		11396		0

		20449		CUST_15105_PI390587928		9.035595		9.592677		9.947448		9.3054695		8.7198305		8.74747		8.435456		7.7938323		8.588875		8.415752		8.788159		9.610284		1.0950189		1.2585107		-1.276951		-3.5221384		0.1309557		0.3317175		-0.3527031		-1.8164515		NA		NA		NA		0.013034553		U35_44k_v1_20449		-		No hits found		No hits found		ATGAATGTTTGGCATCTGTGGCGCAGCCGCATCTGCCTATCAATCTATCTTGGATTTGAT		41139		0

		11269		CUST_40426_PI390587928		7.946711		7.031628		4.994153		4.935631		8.089903		6.970308		3.360648		3.3495836		7.4924965		6.928989		4.025788		4.69097		1.5129942		1.0290542		-1.5857221		-2.533947		0.5974064		0.041318893		-0.6651399		-1.3413863		NA		NA		NA		0.016324328		U35_44k_v1_11269		LOC_Os05g04200.1		No hits found		No hits found		AGAATTAACGTTCTTGACCTTGTAAGGCCTTTTCTTGACCTTGTAAGGCCCTCCCCTAAC		25076		0

		42884		CUST_21632_PI390587928		2.8642702		1.3750362		1.3951868		1.798638		3.6804035		3.2772949		4.7596917		7.4518547		5.6386228		5.695637		4.9626355		3.4307346		-3.8858206		-5.345565		-1.1510446		16.235952		-1.9582193		-2.4183424		-0.2029438		4.02112		NA		0.0012017193		NA		0.0011987493		U35_44k_v1_42884		-		ref|XP_001791392.1| 7e-55  hypothetical protein SNOG_00715 [Phaeosphaeria nodorum SN15]		LOC_Os12g32180.1 1e-14 ER-derived vesicles protein ERV14 putative expressed		TCACGATCATGTATAGTGATCTGGAATGTGACTACATCAATCCCATCGACCTCTGCAACC		38853		AT1G62880.1

		8265		CUST_27871_PI390587928		10.609657		10.097038		9.412373		9.70736		11.463025		11.61394		13.084767		12.432836		11.922657		12.413131		12.433696		11.169449		-1.375191		-1.7401245		1.5703341		2.4005861		-0.45963192		-0.7991905		0.65107155		1.2633867		NA		NA		NA		0.0024456868		U35_44k_v1_8265		LOC_Os01g06060.1		gb|EAZ10588.1| 4e-38  hypothetical protein OsJ_000413 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06060.1 8e-40 gibberellin receptor GID1L2 putative expressed		GGTCATAGAGACATAGACTGGGTGTTCAATGTTGGAATATATCTACTTCCTGTTAAAAAA		20431		AT5G06570.2

		19514		CUST_12816_PI390587928		13.069443		12.878989		12.747495		12.833653		12.265664		12.65198		11.602441		11.799857		11.886638		12.516461		12.158768		12.821376		1.3004639		1.098488		-1.4705205		-2.0300548		0.3790264		0.13551903		-0.55632687		-1.0215187		NA		NA		NA		0.0061224853		U35_44k_v1_19514		LOC_Os12g26470.1		gb|EAZ20391.1| 2e-15  hypothetical protein OsJ_034600 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g26470.1 6e-17 aspartic proteinase nepenthesin-1 precursor putative expressed		GTGGTGTATTCAATATCTCATGTAACTGTGTTTCGTAAGATGCTTGTACCTTTTCTGAAA		None		0

		19338		CUST_10572_PI390587928		6.6291747		5.994016		5.5876107		4.5722585		6.717771		7.8377395		9.759259		7.713529		7.0862794		7.6493		8.356242		5.115771		-1.2910173		1.1395304		2.6445405		6.053453		-0.36850834		0.18843937		1.403017		2.5977583		NA		NA		NA		0.005796228		U35_44k_v1_19338		LOC_Os01g55240.1		ref|NP_001044292.1| 2e-94  Os01g0757200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		GATGATAACTGTAATCGTGGTGTATAACGTAGTCGTGTGTGCGCGTCGACCTTCTGTTTA		10718		AT1G78440.1

		27631		CUST_31864_PI390587928		6.1558127		5.6918564		8.188042		7.380531		5.031717		4.854318		5.705683		4.7600336		4.216981		4.55928		6.06081		7.031894		1.7589761		1.2269175		-1.279098		-4.829456		0.8147359		0.29503822		-0.35512686		-2.2718606		NA		NA		NA		0.007844374		U35_44k_v1_27631		LOC_Os03g51510.3		gb|EAZ28430.1| 2e-42  hypothetical protein OsJ_011913 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51510.3 5e-44 mitochondrial 60S ribosomal protein L6 putative expressed		GTAAGGGTATATTGTACATCAATGAAGTGATGAAGCGCAAGTGATGAATGGAACACAATA		26419		AT2G18400.1

		14951		CUST_4545_PI390587928		7.5668826		7.9234986		7.481316		8.254703		11.596751		12.715859		15.532852		12.76159		12.166936		13.231967		14.849681		11.402459		-1.4847137		-1.4300916		1.6056654		2.565306		-0.5701847		-0.51610756		0.6831713		1.3591309		NA		NA		NA		0.0013112572		U35_44k_v1_14951		LOC_Os08g09040.1		gb|AAG00425.1|AF250933_1 e-122  germin A [Hordeum vulgare]		LOC_Os08g08990.1 1e-105 germin-like protein subfamily 1 member 11 precursor putative expressed		ATGGAGCATATATCATGTCATTGTGTGTTTGTAAGCCCTGAATGTATTTCAGTCCTATGA		3151		AT5G39110.1

		20493		CUST_3539_PI390587928		4.298015		5.6769085		4.0920687		3.922219		3.8888133		6.0526295		6.7202377		5.947969		3.880927		5.2487464		5.41437		3.1174405		1.0054812		1.7457937		2.4723237		7.1133466		0.007886171		0.8038831		1.3058677		2.8305285		NA		NA		0.002282592		0.025531966		U35_44k_v1_20493		LOC_Os02g53690.1		gb|AAF17567.1|AF201895_1 1e-29  growth-regulating factor 1 [Oryza sativa]		LOC_Os02g53690.1 7e-31 atGRF5 putative expressed		TACTATGTTAATCAGTAGGGGTGAGGCAATCTGAATCTTTCATCAGGGAATAGATTTCCC		39095		AT3G13960.1

		14457		CUST_5139_PI390587928		5.9625907		6.495718		6.0603213		6.4580016		6.898929		7.9884467		7.7518535		8.781339		6.4075875		7.3995013		7.3201528		6.658449		1.4057515		1.5041468		1.3488227		4.3556547		0.4913416		0.5889454		0.4317007		2.1228895		NA		NA		NA		0.0057041133		U35_44k_v1_14457		LOC_Os02g32520.1		gb|EAY86098.1| 0.0  hypothetical protein OsI_007331 [Oryza sativa (indica cultivar-group)]		LOC_Os02g32520.1 0.0 ERD1 protein chloroplast precursor putative expressed		TCTCTGGTTTATTCCAAATATTATTTTGAAACGGTTCAGTTGCCGTAGGTTACTGACACA		4942		AT5G51070.1

		47413		CUST_32152_PI390587928		8.527633		8.777754		10.219753		9.819934		7.9638314		8.032237		7.9777017		8.590796		7.1914787		7.652498		8.572437		9.614068		1.708053		1.3011067		-1.5101959		-2.032523		0.7723527		0.37973928		-0.5947356		-1.0232716		NA		NA		4.52E-04		0.015949111		U35_44k_v1_47413		LOC_Os01g44970.1		gb|EAZ12841.1| 1e-50  hypothetical protein OsJ_002666 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45060.1 3e-52 polygalacturonase precursor putative		AGTGTGTCATGTTTGTGGTAAAGCAAACATAGATATTTTCATATAAAATGGGCAGGCAGA		48447		AT1G60590.1

		26125		CUST_38267_PI390587928		6.741739		6.6459184		5.9148293		6.485492		8.412743		8.258069		9.532634		8.615765		8.619288		8.513608		8.939807		7.5984364		-1.1539221		-1.1937816		1.5081991		2.0241668		-0.20654583		-0.25553894		0.59282684		1.0173283		NA		NA		NA		0.0032026672		U35_44k_v1_26125		LOC_Os01g11650.2		ref|NP_001042391.1| e-104  Os01g0214800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11650.2 1e-105 esterase precursor putative expressed		TGGTTTGAAGACATGAAGCCATCCATCTGCAACTCCCCCAAAGAGTGCAGGGACCTGTTC		39812		AT5G45910.1

		5187		CUST_16452_PI390587928		1.313824		1.3505653		1.3595883		1.5286411		5.3748555		7.018538		9.550408		6.9386177		5.857593		7.3655705		9.208218		2.407907		-1.3973927		-1.2719417		1.2676802		23.11425		-0.48273754		-0.34703255		0.34219074		4.5307107		NA		NA		NA		9.04E-04		U35_44k_v1_5187		LOC_Os02g50690.1		gb|EAY87470.1| e-139  hypothetical protein OsI_008703 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50690.1 1e-140 anther-specific proline-rich protein APG precursor putative expressed		CAAATCTATCTTCAAACAAAAATGGCCAAACGGCCCTGAAATACACACTCGAATAAAAAA		19330		AT5G55050.1

		31475		CUST_19877_PI390587928		4.305551		4.166528		2.4309745		4.1343937		5.858383		6.296023		6.95011		6.1524167		6.092241		7.2522926		6.4585595		5.0295672		-1.1759752		-1.9402865		1.4059551		2.1777668		-0.23385763		-0.95626974		0.49155045		1.1228495		NA		0.0043530706		NA		0.0075269677		U35_44k_v1_31475		LOC_Os03g43980.1		ref|NP_001050746.1| 3e-47  Os03g0641200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43980.1 8e-42 AAT1 putative		TTCTGCTACACCGAGTTCGCCGTCGAGATACCCGTCGCAGGCGGTTCGTTCGCGTACCTA		None		AT4G21120.1

		15439		CUST_9939_PI390587928		4.5788927		5.8979926		4.8850574		6.288074		3.4149983		5.308299		6.4430523		4.767863		2.5756161		4.878265		5.148777		4.2207646		1.7892838		1.3472655		2.4525375		1.4611437		0.8393822		0.43003416		1.2942753		0.54709816		NA		NA		0.010198056		NA		U35_44k_v1_15439		LOC_Os04g50970.1		No hits found		LOC_Os04g50970.1 1e-05 seed specific protein Bn15D1B putative expressed		ATGTAGGATCCAACGACCTCATTAACGAGCGATCCGGTTTTGGTGTTTGGTGTTTTTGCA		3320		0

		30126		CUST_23879_PI390587928		3.9978673		4.1167564		3.7085283		4.45805		3.7036266		3.0974762		2.3183622		2.622794		2.8405201		3.1526115		2.8999758		4.1666207		1.8189508		-1.0389565		-1.4965221		-2.9156687		0.8631065		-0.05513525		-0.58161354		-1.5438268		NA		NA		NA		0.0102892155		U35_44k_v1_30126		-		ref|NP_001045811.1| 3e-07  Os02g0134300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04160.2 3e-09 transcription elongation factor 1 putative expressed		CCCGTTCTGCAGCCATGGGATCAGCGCTTAATGCCCAATTGATCTGAAGAATCTGATTGG		29857		0

		6817		CUST_18620_PI390587928		9.634		10.164216		8.682731		9.565782		11.465938		12.79987		12.753186		10.688882		12.223027		14.207672		12.487271		10.225163		-1.6900778		-2.6533272		1.2023983		1.3790917		-0.7570896		-1.4078026		0.26591492		0.4637184		NA		0.004061373		NA		NA		U35_44k_v1_6817		LOC_Os01g14710.1		gb|EAY73310.1| 2e-21  hypothetical protein OsI_001157 [Oryza sativa (indica cultivar-group)]		LOC_Os01g14710.1 5e-22 conserved hypothetical protein		TTGTTTTGTGTACAGCGGTGATGCCCTTGGTTACTTCAGTCTTTCAAGTACTCAGCAGTC		30595		0

		28582		CUST_21644_PI390587928		4.9626446		5.367172		5.8329616		5.3589873		4.6072264		4.4565806		3.8174648		3.9909859		3.8573685		3.9497213		3.922858		5.309874		1.6816272		1.4209535		-1.0757875		-2.4947379		0.7498579		0.5068593		-0.10539317		-1.3188882		NA		NA		NA		0.033326097		U35_44k_v1_28582		LOC_Os07g04900.1		gb|EAY80217.1| 8e-48  hypothetical protein OsI_034176 [Oryza sativa (indica cultivar-group)]		LOC_Os11g15670.1 4e-42 NBS-LRR disease resistance protein putative expressed		ATGCTCACATGTTCCCTCTTTTGCAAGTTCTGATTATTAGAGAGTGCCCGAGACTGTTGG		27547		0

		22115		CUST_6059_PI390587928		10.985541		11.591821		10.348958		10.524503		11.027102		11.27626		11.203013		11.65467		10.881736		11.015583		10.912021		10.052517		1.1060117		1.1980411		1.2234819		3.0359602		0.14536667		0.26067734		0.29099274		1.6021528		NA		NA		NA		0.005043831		U35_44k_v1_22115		LOC_Os12g39080.1		gb|EAY83657.1| 3e-70  hypothetical protein OsI_037616 [Oryza sativa (indica cultivar-group)]		LOC_Os03g37984.4 4e-42 cationic amino acid transporter putative expressed		GTTTTACAGTAACAGTGAGTTTAGTTTTGTACACCCACAGACTTTCACTAATCGATTGTA		22550		AT3G19553.1

		44027		CUST_253_PI390587928		6.2893815		6.052893		6.1238008		6.7187285		6.8108163		7.2630634		9.022613		8.491181		6.840365		7.3177667		8.636896		7.4500365		-1.0206927		-1.0386454		1.3065084		2.05786		-0.029548645		-0.054703236		0.38571644		1.0411448		NA		NA		NA		0.0019378323		U35_44k_v1_44027		-		No hits found		No hits found		GCAGCCTGACTATTGATGGCATTTGTTTATGGACTTCACATATGGTTTTAAGAAGTCACA		41439		0

		16399		CUST_13497_PI390587928		7.1942153		8.061589		7.160099		7.026752		7.6107945		8.934304		10.22026		12.475865		7.7371697		9.32109		9.587466		9.380309		-1.0915477		-1.307477		1.5505644		8.547818		-0.1263752		-0.3867855		0.6327934		3.0955563		NA		NA		NA		0.0019378323		U35_44k_v1_16399		LOC_Os04g40410.1		gb|AAP31852.1| 3e-82  NAR2.3 [Hordeum vulgare subsp. vulgare]		LOC_Os04g40410.1 4e-51 component of high affinity nitrate transporter putative expressed		GGTGCATACCTCCTTTTTGTTGTGAGCGTGTAATGACTATGAATGAAATAATTTGATTTC		4952		AT5G50200.1

		5528		CUST_13729_PI390587928		7.787516		8.515647		7.193992		6.6524253		10.881833		11.958354		12.902455		10.624037		11.531586		12.575391		12.41465		7.346928		-1.5688992		-1.5337218		1.40231		9.694112		-0.6497526		-0.6170368		0.48780537		3.2771087		NA		NA		NA		0.0060248086		U35_44k_v1_5528		LOC_Os08g34790.1		gb|EAZ07174.1| e-154  hypothetical protein OsI_028406 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34790.1 1e-155 4-coumarate--CoA ligase 2 putative expressed		GCACTTCTGCACTTGTATATCAGTGAACTGGAAGAGACAATATACTTACTTTTTGGAAAA		15844		AT1G51680.1

		14647		CUST_10898_PI390587928		12.553203		11.27909		10.583917		11.619759		11.94757		11.269245		15.017644		16.419924		11.883575		11.359966		14.206044		10.874461		1.045356		-1.0649023		1.7551565		46.703625		0.06399441		-0.09072113		0.81159973		5.5454626		NA		NA		NA		9.84E-04		U35_44k_v1_14647		LOC_Os01g04040.1		emb|CAA88619.1| 5e-28  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 1e-05 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		TGTCACCGTGGTTTCTTTCTCGAGAAATATCCCCCGTGAATATTGTGCGTGTCTAAAAAA		33622		0

		20879		CUST_13255_PI390587928		8.655514		9.204166		7.9980254		8.526149		8.681641		11.487683		10.648036		11.193608		9.206124		10.727219		10.019715		8.09876		-1.4384187		1.6940361		1.5457647		8.543627		-0.5244837		0.76046467		0.6283207		3.0948486		NA		NA		NA		0.0038374837		U35_44k_v1_20879		LOC_Os07g38570.1		ref|NP_001060065.1| 7e-24  Os07g0573200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38570.1 2e-25 expressed protein		ATATTGGCTTGGTTGATTGGCTTCAACGAGGAATCAAGACTGTTTTTCTCGTTTAAAAAA		16117		0

		36864		CUST_11891_PI390587928		8.97371		10.045045		8.69295		7.645845		8.692283		9.489732		7.3985844		5.727284		8.521123		9.198527		6.643711		7.264974		1.1259632		1.2236614		1.6874833		-2.903293		0.17115974		0.29120445		0.7548733		-1.5376902		NA		NA		NA		0.008315189		U35_44k_v1_36864		LOC_Os01g53220.1		gb|EAZ28980.1| 1e-26  hypothetical protein OsJ_012463 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53220.1 3e-28 heat shock factor protein HSF30 putative expressed		GGTGTACACGTGTGATGTTTTGGTGTTTATATGTATGTGTATACGTATGTATTTCTGTGA		32291		0

		31676		CUST_36562_PI390587928		6.56206		7.4389706		9.753371		8.317147		6.487852		6.9582686		7.7681518		5.953449		6.069449		6.756862		8.383884		7.9037476		1.3364475		1.1498188		-1.532336		-3.8645456		0.41840315		0.20140648		-0.61573267		-1.9502988		NA		NA		NA		3.84E-04		U35_44k_v1_31676		-		gb|EAY99793.1| 8e-11  hypothetical protein OsI_021026 [Oryza sativa (indica cultivar-group)]		LOC_Os06g06720.1 1e-12 flavonol synthase/flavanone 3-hydroxylase putative expressed		CCTCTCGGCCACGGCCGCCGCCACAACAACCGACACGGTCGGCCGCGCGTGCGCCCGATT		None		0

		30016		CUST_1452_PI390587928		4.6014056		3.8258355		4.5012155		4.8312488		4.1632576		3.647376		3.496249		3.773947		3.3062732		3.6753109		3.9668586		5.0378113		1.8112483		-1.0195516		-1.385695		-2.401381		0.8569844		-0.02793479		-0.47060966		-1.2638643		NA		NA		NA		0.011623566		U35_44k_v1_30016		-		No hits found		No hits found		TGTTTTGATGATATATCTTCCATGTGGAAAGTAAAAAAGAAGAGAATTATGCTTAATATG		29653		0

		26520		CUST_6754_PI390587928		7.2667184		6.9918766		6.386212		7.725723		8.6775255		8.167061		8.967065		8.819549		9.055665		8.227397		8.677886		6.9213066		-1.2996647		-1.0427086		1.2219446		3.727587		-0.3781395		-0.060336113		0.28917885		1.898242		NA		NA		NA		0.025630709		U35_44k_v1_26520		LOC_Os06g45630.1		ref|NP_001058311.1| 2e-68  Os06g0667000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g45630.1 4e-70 ATP binding protein putative expressed		TTTGGTTCTGTGTACCTTGGAGCTTTACCGTTGAATGACAATGGGACACTTGAGAGTGTT		None		AT3G47090.1

		7369		CUST_21335_PI390587928		4.621406		4.5700564		4.5586023		4.437048		4.3673086		4.967026		6.9510975		6.426323		5.040733		5.2444787		5.7981105		4.083456		-1.5948539		-1.2120527		2.2237382		5.0730977		-0.67342424		-0.27745247		1.152987		2.342867		NA		NA		0.0023283632		0.0057416568		U35_44k_v1_7369		LOC_Os05g50100.1		gb|EAY99142.1| 9e-07  hypothetical protein OsI_020375 [Oryza sativa (indica cultivar-group)]		LOC_Os05g50100.1 1e-08 expressed protein		CTACCAGCGCCTGGAGGCCGGCGGCAAGTCGGCTGCCCGAGGCAGCAACACGCAGCGCCT		15792		0

		12880		CUST_11973_PI390587928		5.976955		6.403057		7.101906		6.7785378		5.6053557		5.8048377		4.878296		4.415592		4.763328		5.34917		5.6642394		6.0236926		1.7925677		1.3714172		-1.7242196		-3.0485017		0.84202766		0.4556675		-0.7859435		-1.6081004		NA		NA		NA		3.84E-04		U35_44k_v1_12880		LOC_Os09g20980.1		ref|NP_001063044.1| 5e-34  Os09g0376700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20980.1 1e-35 RING-H2 finger protein ATL5I putative expressed		GCGAGGAGGTGCTTCTCTATGGGCTCCTCATACCAGTACGTGCTCGCCGACGACAACCTG		25752		AT5G40250.1

		27908		CUST_25181_PI390587928		7.7162404		8.370898		7.358017		8.225373		8.729676		10.652757		9.637287		9.270134		9.228958		9.804922		9.476734		7.567225		-1.4135098		1.7997975		1.1177155		3.2555673		-0.49928188		0.8478346		0.16055298		1.702909		NA		NA		NA		0.032210346		U35_44k_v1_27908		-		gb|ABN43183.1| 4e-23  WRKY transcription factor [Triticum aestivum]		No hits found		GATTCTTCCGGAGCCGAAACGTAGAGCAAATATGAAACTACTCTCTCCCTTCATAAAAAA		26105		0

		44514		CUST_17622_PI390587928		6.6976666		7.3736115		6.046295		5.112343		7.6562104		7.8123984		4.844059		9.25431		7.5242863		7.0614967		5.9200835		5.1840444		1.0957541		1.6828443		-2.1082187		16.798555		0.13192415		0.7509017		-1.0760245		4.0702653		NA		NA		NA		0.011582014		U35_44k_v1_44514		LOC_Os03g52860.1		gb|AAB70865.1| 3e-43  lipoxygenase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52860.1 7e-40 lipoxygenase 2 putative expressed		GAAAATGTTGAGTGGTTGGCCAAGGGTTAATGTATTTTCCTTTTAAATTTTCCGTTCCAA		42329		AT3G22400.1

		17976		CUST_29056_PI390587928		7.027037		6.543028		5.2157435		5.354319		6.3777833		6.1610947		2.7690089		3.7114296		5.9518332		5.868171		3.9919758		5.1845093		1.3434569		1.2251203		-2.3342626		-2.7761388		0.42595005		0.29292345		-1.2229669		-1.4730797		NA		NA		NA		0.0052831206		U35_44k_v1_17976		LOC_Os02g03620.1		ref|NP_001045773.1| e-169  Os02g0128800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03620.1 1e-171 ubiquitin ligase SINAT2 putative expressed		CGTGCTACTACGTATGTTGTGAAATTTCTTGAAAAAAGTCATACACAAATCCAGTGCAAA		10787		AT3G58040.1

		9394		CUST_9060_PI390587928		7.439385		7.190153		7.054901		6.35716		7.073461		6.954345		4.906132		5.27441		6.560102		6.5942917		6.279837		7.001449		1.4273697		1.2834735		-2.5913517		-3.3104775		0.51335907		0.36005354		-1.3737049		-1.7270393		NA		NA		NA		0.030366972		U35_44k_v1_9394		LOC_Os07g06090.1		ref|NP_001058919.1| 1e-75  Os07g0155200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g06090.1 3e-77 expressed protein		ATGGTATCTTCATGCTCGAGTCAGTAGACATTCAGACAGAACACTGTGTTTGGAAGCTCG		24819		AT1G69210.1

		50122		CUST_29521_PI390587928		8.036209		7.9477277		8.364803		8.304805		7.7433105		7.6109824		6.6127343		7.14109		7.0387917		7.1194005		7.1229386		8.36868		1.629601		1.4059857		-1.4242519		-2.341755		0.7045188		0.49158192		-0.5102043		-1.2275901		NA		NA		NA		0.0039779805		U35_44k_v1_50122		LOC_Os08g35190.2		gb|EAZ42955.1| 1e-13  hypothetical protein OsJ_026438 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g35190.2 3e-15 auxin-repressed protein putative expressed		TTCTTCCATGAAAATGGGGCAAGAAAACATGGACCTTTTGCTCAATCGGTCGTGGCTTGT		52152		0

		46907		CUST_3157_PI390587928		8.367858		8.2486725		7.2505493		7.050843		8.389658		8.718075		7.6530566		7.3676505		8.721919		10.036322		8.5494795		8.670192		-1.258985		-2.493629		-1.8614448		-2.46663		-0.3322611		-1.3182468		-0.89642286		-1.3025413		NA		NA		0.0012926888		0.0033499235		U35_44k_v1_46907		LOC_Os07g09520.1		ref|NP_001059104.1| 3e-23  Os07g0193000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09520.1 7e-25 expressed protein		TACAAGTCAAATATTGCGCAAAATGGACAGAATTTGGGGTCTTCCCAATTGTGCAAAAAA		47574		AT1G74790.1

		22629		CUST_23246_PI390587928		5.6536026		6.247951		1.9892577		4.2493005		6.477628		6.907072		13.332294		15.813599		7.168179		9.151692		4.746114		4.0571127		-1.6138996		-4.739124		384.32437		3459.8313		-0.6905508		-2.2446203		8.586181		11.756486		NA		0.02192783		7.98E-05		0.0010664972		U35_44k_v1_22629		LOC_Os01g10640.1		No hits found		No hits found		ACTACGTTTGTGGAGCTTGTAACGTGAGGGTCGCTGTTCTGATTACAAGGTTGATTAACG		16915		0

		5695		CUST_10718_PI390587928		5.9915996		4.96503		6.663283		5.791218		6.1092052		6.1505837		6.6454086		5.368376		6.479998		7.15447		6.5866857		5.667336		-1.2930633		-2.0053947		1.0415434		-1.2302574		-0.37079287		-1.0038862		0.058722973		-0.2989602		NA		0.0077861194		NA		NA		U35_44k_v1_5695		LOC_Os01g70580.1		ref|NP_001045297.1| e-108  Os01g0931400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70580.1 1e-110 thiamin pyrophosphokinase 1 putative expressed		GCTGTTTTACTACTATTATTATCGTTTCAGCTGTGGACTAGTCCGCAATTTCGACATGAA		15771		AT2G44750.2

		20791		CUST_34035_PI390587928		4.021354		3.37835		2.1019437		4.2758837		4.0581946		5.1681595		6.077006		7.330822		3.7616503		4.182244		5.971747		5.9525185		1.228199		1.98057		1.0756874		2.599625		0.2965443		0.98591566		0.10525894		1.3783035		NA		NA		NA		0.004083494		U35_44k_v1_20791		LOC_Os12g31560.1		gb|ABA98611.1| 4e-29  Protein kinase domain containing protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g31560.1 8e-31 protein kinase domain containing protein		GTATAGTTTGCTTCTTCATCATCTACCCTGTTGTCTTTTTTAAGAACATTTGTTCGATGG		13654		AT3G59420.1

		10464		CUST_7119_PI390587928		8.572093		9.275555		11.183713		10.054723		8.128112		8.614643		9.283666		8.676361		7.8881607		8.565267		9.487973		9.730582		1.1809527		1.0348176		-1.1521332		-2.0765967		0.23995113		0.049376488		-0.20430756		-1.0542212		NA		NA		NA		0.0016228069		U35_44k_v1_10464		LOC_Os07g13600.1		gb|EAZ03334.1| 3e-67  hypothetical protein OsI_024566 [Oryza sativa (indica cultivar-group)]		LOC_Os07g13600.1 6e-69 expressed protein		GAAGTCTTTGTGTTAGTACTTAGTACTGCTTAATACCTTGATTGACTCCTTTTAGCAAGT		48028		AT5G05950.1

		10590		CUST_38071_PI390587928		5.4593177		6.115145		4.604518		5.1965785		6.144446		6.4596763		8.294163		7.76807		6.556974		6.917825		7.332154		5.5707755		-1.3310161		-1.3737781		1.9480206		4.5861855		-0.41252804		-0.45814896		0.96200895		2.1972947		NA		NA		NA		0.01221257		U35_44k_v1_10590		LOC_Os01g07870.1		gb|EAZ10731.1| 2e-76  hypothetical protein OsJ_000556 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07870.1 5e-78 multidrug resistance-associated protein 3 putative expressed		TCACATATGGGCTTAACTTAAACATGCTGCAAGCATGGGTTGTGTGGAGCATGTGCAATT		33400		AT3G13080.1

		15682		CUST_23651_PI390587928		1.2683232		1.5503389		1.2861533		1.3297237		1.8670629		3.6781578		5.273592		3.4581196		2.8496864		3.6558397		4.567629		1.9092907		-1.9760555		1.0155901		1.6312333		2.9257956		-0.98262346		0.022318125		0.70596313		1.548829		NA		NA		3.71E-05		0.023091858		U35_44k_v1_15682		LOC_Os02g11040.1		gb|EAZ22160.1| e-174  hypothetical protein OsJ_005643 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g11040.1 1e-178 expressed protein		CGCGCATACTAGTCGTACTTTGTGCTTGCTTCTCGGATTTTTTCACTGTTTTAACCTTTT		10884		AT4G32460.2

		23305		CUST_2976_PI390587928		5.633255		5.8687224		4.9772677		5.9707503		5.5320797		7.149035		9.479056		8.75332		6.2659116		7.9959564		8.07237		7.0558686		-1.6630504		-1.7986587		2.6512759		3.2432745		-0.7338319		-0.84692144		1.4066868		1.6974511		NA		NA		5.53E-04		0.0018712083		U35_44k_v1_23305		-		No hits found		No hits found		AGCTTGTAACGTGATGTACACATATATAAGTGCGAATTGTTTTCCAGCACACCGTTTTTT		17087		0

		50572		CUST_24579_PI390587928		9.835947		9.737589		9.695046		10.261725		11.831642		11.697614		13.01294		13.4437		11.115689		11.413665		12.597333		11.115746		1.6425678		1.2175229		1.3338602		5.020929		0.7159529		0.2839489		0.41560745		2.3279543		NA		NA		NA		0.0060343808		U35_44k_v1_50572		LOC_Os02g40200.2		gb|EAZ23814.1| 2e-66  hypothetical protein OsJ_007297 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g40200.2 5e-68 receptor-like protein kinase precursor putative expressed		GGTCTACCAAGGTCATGATCTCATGTTTGAGTAGGTTGAGTTTATCCTTGATATTTGCAG		52798		AT3G47580.1

		14192		CUST_35464_PI390587928		6.501915		7.410452		5.88319		5.121906		7.8899612		8.017577		5.1787314		9.48449		7.5590267		7.1087837		6.134661		5.1443233		1.2578279		1.8774747		-1.9398293		20.25445		0.33093452		0.90879345		-0.95592976		4.340167		NA		NA		NA		0.01170235		U35_44k_v1_14192		LOC_Os03g52860.1		gb|AAB70865.1| 0.0  lipoxygenase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52860.1 0.0 lipoxygenase 2 putative expressed		CAACACAAGCATTTGAAAATGTTGAGTGGTTGGCCAAGGGTTAATGTATTTTTCCTTTTT		1735		AT3G22400.1

		46155		CUST_6804_PI390587928		1.4459864		1.4561305		1.5098772		1.7872828		6.364674		6.5094743		7.3596554		10.14866		1.4713726		1.5870265		1.4595761		1.9711962		29.71875		30.32525		59.717392		289.50882		4.8933015		4.9224477		5.9000793		8.177464		6.28E-05		0.0012226427		3.71E-05		4.46E-04		U35_44k_v1_46155		-		No hits found		No hits found		TAGTCAAATGGAACCAACAGTGCAGGGTATAAGATATCCATTGCCTTACCCTTGAAAAAA		45822		0

		4430		CUST_6518_PI390587928		9.287366		9.138323		7.851911		8.384637		12.3083315		12.996033		13.001282		11.687318		13.188281		13.268359		12.56825		8.647674		-1.8403109		-1.2077539		1.350068		8.222882		-0.87994957		-0.27232647		0.43303204		3.0396442		NA		NA		NA		0.019029675		U35_44k_v1_4430		LOC_Os08g04370.1		gb|EAZ05530.1| 9e-36  hypothetical protein OsI_026762 [Oryza sativa (indica cultivar-group)]		LOC_Os08g04350.1 2e-37 uclacyanin-2 precursor putative expressed		CTCCTTTTTCTCGTGATTGATCATGCCTGCATGATTCTCTGTATAGTAAACTATATCATT		12685		AT2G32300.1

		38550		CUST_13117_PI390587928		10.921927		10.64209		10.404435		11.116149		11.352692		12.037683		13.021031		12.266515		11.770096		12.655807		12.663695		11.203892		-1.3355224		-1.534878		1.2810582		2.0887256		-0.41740417		-0.618124		0.35733604		1.062623		NA		NA		NA		0.008449848		U35_44k_v1_38550		LOC_Os06g41770.1		gb|EAZ37676.1| 3e-13  hypothetical protein OsJ_021159 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 8e-15 bZIP transcription factor protein putative expressed		ATGTAACTATGTGAATCCTGTTTTGCCAATGCCAGAATGACGTTGATGTCAAATTCAAAC		9431		0

		14905		CUST_35671_PI390587928		9.992759		10.091529		9.42405		5.527822		9.542491		10.115603		7.4446006		4.6660037		9.841973		10.47041		9.364586		4.553819		-1.2307028		-1.2788144		-3.784192		1.0808636		-0.29948235		-0.3548069		-1.9199853		0.112184525		NA		NA		8.45E-04		NA		U35_44k_v1_14905		LOC_Os10g05910.1		ref|NP_001105118.1| 1e-40  proline-rich protein [Zea mays]		LOC_Os10g05970.1 1e-41 proline-rich protein putative expressed		GGTGTGTTGCTTTATCAAGATTTTGTAACTTCGGTGTGTTTTCTCGTAGAAGATGTATTT		603		0

		37676		CUST_4402_PI390587928		8.294945		9.174952		8.383439		8.104148		7.7505507		8.633946		6.3007035		6.0574417		7.105209		7.9256387		7.0877852		7.497982		1.5641099		1.6338865		-1.7255805		-2.714225		0.6453419		0.70830774		-0.7870817		-1.4405403		NA		NA		NA		0.021955369		U35_44k_v1_37676		LOC_Os09g27700.2		gb|EAZ09322.1| 2e-17  hypothetical protein OsI_030554 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27700.2 4e-19 microtubule-associated protein MAP65-1a putative expressed		AACCAATGTGTTATGTTAATTATTTTGGCAGGTCAATCTATTGGGTCGATTGCCAAGTAA		33324		0

		3727		CUST_40645_PI390587928		10.491517		8.918907		8.312324		8.867093		10.342376		9.232762		9.526277		10.675809		10.624591		9.3735895		8.837634		8.757718		-1.2160606		-1.102537		1.6117662		3.779226		-0.28221512		-0.14082718		0.6886425		1.9180908		NA		NA		0.0029944298		0.029128509		U35_44k_v1_3727		LOC_Os05g31620.1		gb|EAY97840.1| 1e-63  hypothetical protein OsI_019073 [Oryza sativa (indica cultivar-group)]		LOC_Os05g31620.1 1e-64 polcalcin Jun o 2 putative expressed		GCTGTATCGACGCTGAAGAATAATCCTCTAATGTCGAATTTTATGTGCACTTATCTATAT		8829		AT1G24620.1

		30389		CUST_31572_PI390587928		6.837543		6.747438		7.3143983		6.7712245		5.909078		7.525085		7.060409		6.360289		5.858898		5.3859878		6.2674203		6.084603		1.0353941		4.4048634		1.7326603		1.2105697		0.05017996		2.1390972		0.7929888		0.27568626		NA		0.009745131		NA		NA		U35_44k_v1_30389		-		ref|YP_001108115.1| 4e-18  betaine-aldehyde dehydrogenase [Saccharopolyspora erythraea NRRL 2338]		LOC_Os08g32870.1 5e-13 betaine-aldehyde dehydrogenase putative expressed		TTGGTGTGATTGCCTCGTTCAACTACCCGCTGATGCTGGCGCTGTGGAAGATTGCTCCAG		30293		0

		26450		CUST_5064_PI390587928		6.378447		7.068703		5.981039		5.640326		6.0747724		6.409838		4.7501445		4.2630405		5.6501784		5.7006035		4.63925		5.297994		1.3421947		1.6349366		1.0798978		-2.0490477		0.42459393		0.7092347		0.11089468		-1.0349536		NA		NA		NA		0.0034358108		U35_44k_v1_26450		LOC_Os01g44069.1		gb|EAY75062.1| 3e-74  hypothetical protein OsI_002909 [Oryza sativa (indica cultivar-group)]		LOC_Os01g44069.1 5e-76 glycerol-3-phosphate acyltransferase 1 putative expressed		GAGATGGTCTTCCCCGCCATTCTGCCCAAGATAGCCGTCCACTGGCTCATCAACTTGTAC		21358		AT1G06520.1

		15709		CUST_21590_PI390587928		9.1477995		8.087383		7.3944993		7.3180194		10.047508		9.238362		11.968086		12.222964		10.037309		9.622196		12.455113		9.68085		1.0070949		-1.3048047		-1.4015539		5.8244195		0.010199547		-0.3838339		-0.48702717		2.5421143		NA		NA		NA		0.009611969		U35_44k_v1_15709		LOC_Os01g59660.3		emb|CAA61021.1| 0.0  GAMyb protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g59660.2 0.0 transcription factor GAMYB putative expressed		AGAATAAGTCTATGCCTATCCGATGTTATATGTATCAAAATAAGTGCGCTTGGATGCATA		3667		AT5G06100.3

		30420		CUST_3641_PI390587928		4.288285		4.256094		4.2463775		3.625561		3.4800184		3.3757432		1.9724368		2.1803443		3.1543503		3.6353886		3.3132927		3.015195		1.2532446		-1.1971844		-2.5330155		-1.7836722		0.3256681		-0.25964546		-1.340856		-0.83485055		NA		NA		0.007489469		NA		U35_44k_v1_30420		LOC_Os11g14220.2		ref|XP_001849099.1| 1e-56  tubulin alpha-1 chain [Culex pipiens quinquefasciatus]		LOC_Os11g14220.2 8e-56 tubulin alpha-3 chain putative expressed		TCACTACACCATTGGCAAGGAGATTGTCGATGTCGTGCTCGATCGCATCCGCAAGCTCGC		30333		AT1G50010.1

		34798		CUST_1972_PI390587928		5.7451625		5.790972		5.923359		5.944985		5.070007		4.7343974		4.2995276		3.9586823		5.1961155		5.149464		5.7734675		5.8405995		-1.091346		-1.3333603		-2.7777946		-3.6856453		-0.12610865		-0.41506672		-1.4739399		-1.8819172		NA		NA		0.0038168405		0.0038374837		U35_44k_v1_34798		-		ref|NP_001057959.1| 6e-50  Os06g0588900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g38940.2 1e-51 protein UNQ2508/PRO5996 putative expressed		CCTATTCTAAACTTACCGATTGTATTTGTGAGCGGCCGCTCAACTAACTGGGAGAAGCTA		21897		AT4G37880.1

		20645		CUST_9387_PI390587928		9.1756115		8.93958		9.043378		9.025972		9.669452		10.0927725		10.691119		10.271058		10.256902		10.129829		10.233019		8.838306		-1.5025885		-1.0260186		1.3737317		2.6996112		-0.58745		-0.037056923		0.45810032		1.4327517		NA		NA		5.88E-04		0.012310963		U35_44k_v1_20645		LOC_Os04g01280.1		emb|CAE12013.1| e-151  beta3-glucuronyltransferase [Hordeum vulgare]		LOC_Os04g01280.1 1e-110 galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1 putative expressed		TCTTGGATTGACTGGATTCTCAAGATGACAGGAATACAAGAAATAGAAGTTGAATGCCCT		18811		AT1G27600.2

		18720		CUST_5999_PI390587928		5.4801955		5.295749		7.208601		6.871204		5.1480603		4.1618705		5.6796		5.4348464		4.3637013		4.379701		6.365364		6.8590865		1.7223269		-1.1629835		-1.6085539		-2.683731		0.784359		-0.21783066		-0.6857643		-1.4242401		NA		NA		NA		0.008021267		U35_44k_v1_18720		LOC_Os01g03040.1		ref|NP_001041868.1| 1e-71  Os01g0120500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03040.1 3e-73 expressed protein		ATGCTAGACGTATAAGGAATTATAAACGGTTACTCGTTGAGCGGCCGCTCAGCAACATCT		12592		AT1G18060.1

		48341		CUST_40714_PI390587928		4.25918		3.9044466		2.810955		3.6538193		4.719517		4.5492597		8.382088		5.9225354		6.079345		6.9247584		8.346477		4.0084014		-2.5665457		-5.189152		1.0249909		3.7688751		-1.359828		-2.3754988		0.035611153		1.914134		NA		0.021997968		NA		0.020253563		U35_44k_v1_48341		LOC_Os06g08023.1		gb|EAY99892.1| 2e-09  hypothetical protein OsI_021125 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08023.1 4e-11 flavonol synthase/flavanone 3-hydroxylase putative		GCATTAAACCCTAATATAAAACGTATCCGCTGTGGGCAACGACGGAGCAAAGATGATAAA		50000		0

		2850		CUST_37417_PI390587928		9.980615		10.360239		9.342313		10.059622		10.156745		11.483094		12.304952		11.884669		11.040866		11.936156		11.688197		9.813516		-1.8456397		-1.3689427		1.5334218		4.2022257		-0.88412094		-0.45306206		0.61675453		2.0711536		NA		NA		NA		0.013383554		U35_44k_v1_2850		LOC_Os03g18910.1		gb|AAQ81633.1| 0.0  roothairless 3 [Zea mays]		LOC_Os03g18910.1 0.0 COBRA-like protein 7 precursor putative expressed		TTGCACCAATGTTGGTGCAATTGTAGGAACTTTCTTATGTTTAGCTTGTGTCATATACAG		6773		AT4G16120.1

		46060		CUST_7591_PI390587928		1.5280175		1.3909826		1.4137064		1.6288496		9.225475		6.32958		6.86396		9.703336		1.3561649		1.3262129		1.37123		2.2572937		233.82906		32.074768		45.02735		174.37411		7.8693104		5.003367		5.4927297		7.446042		1.58E-04		0.0013372485		4.55E-05		3.70E-04		U35_44k_v1_46060		-		ref|XP_001595401.1| 1e-44  hypothetical protein SS1G_03490 [Sclerotinia sclerotiorum 1980]		LOC_Os06g14620.1 6e-29 ribonucleoside-diphosphate reductase small chain putative expressed		ACGATACTTCATATCTCACGTGTTGGCATTTTTTGCCGCCTCTGACGGTATCGTAAACGA		45622		AT3G27060.1

		5173		CUST_16466_PI390587928		8.005344		8.279308		8.510491		8.338937		7.708202		7.5591187		6.768053		6.7079005		7.479899		6.958626		7.349993		7.7360406		1.1714561		1.5162345		-1.4968609		-2.0393934		0.22830296		0.60049295		-0.5819402		-1.0281401		NA		NA		NA		0.0011629907		U35_44k_v1_5173		LOC_Os02g06360.1		ref|NP_001045955.1| e-163  Os02g0158300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06360.1 1e-165 expressed protein		GCAGGGTTGAGGTTAAATAAATCTTAAGTTGCCAATATTATATCCCTTTTATGCCGGTCC		18813		AT3G54690.1

		9835		CUST_37459_PI390587928		5.5323873		5.8427277		4.889943		4.6397285		5.976221		6.4775352		6.9066367		5.9348197		5.3761673		8.295327		7.464491		4.9904165		1.515773		-3.525412		-1.4720781		1.9243926		0.6000538		-1.8177919		-0.5578542		0.9444032		NA		0.02641504		NA		NA		U35_44k_v1_9835		LOC_Os02g57480.1		gb|EAY88051.1| 3e-26  hypothetical protein OsI_009284 [Oryza sativa (indica cultivar-group)]		LOC_Os02g57480.1 9e-28 anthocyanin 5-aromatic acyltransferase putative expressed		CTTGCTCCTGTGAAGTTGTGATACAGTGTCAAATTTGAATCGGGATTATTATTTATTTGC		None		AT3G29590.1

		19037		CUST_4923_PI390587928		11.67419		11.519604		10.937806		6.3200927		11.251007		11.44827		8.805114		4.480885		11.171807		11.349063		10.238491		6.127426		1.0564319		1.0711844		-2.700782		-3.1308212		0.07919979		0.099206924		-1.4333773		-1.6465411		NA		NA		0.004990282		NA		U35_44k_v1_19037		-		No hits found		No hits found		CTATCTTGTGTTTGACAGCGTGAGAATTATAATTCAGTTACTTGTGTTTTGTACCTTGTG		10452		0

		33866		CUST_213_PI390587928		9.857379		8.783665		7.7269154		9.6156845		11.36794		12.167935		12.225907		12.433122		12.179939		12.587231		12.088413		9.688664		-1.7556428		-1.3372742		1.0999928		6.7013755		-0.8119993		-0.4192953		0.13749409		2.7444572		NA		NA		NA		0.016324328		U35_44k_v1_33866		LOC_Os07g34940.1		gb|EAZ04168.1| 3e-12  hypothetical protein OsI_025400 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34940.1 5e-14 aspartic proteinase nepenthesin-1 precursor putative expressed		CGAAGACAAATGTACAAATATGTGTGTACACTTCCTAGGTGTTTTTCATCAGTTCTGTAT		None		0

		26755		CUST_22066_PI390587928		8.549264		8.29156		9.248875		8.933895		8.34216		7.3536363		7.1370015		7.670522		8.519738		6.9664626		7.4438286		8.704486		-1.1309836		1.3078288		-1.2369843		-2.0476422		-0.17757797		0.38717365		-0.30682707		-1.0339637		NA		NA		NA		0.005646429		U35_44k_v1_26755		LOC_Os04g50176.1		ref|NP_001053712.1| 5e-06  Os04g0591300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50176.1 1e-07 expressed protein		TCGTCCTGGCCCCTTTGGGTCTCGCCCGTAATTATACACAATAAAGTTGTGAATAAAAAA		25733		0

		10473		CUST_7096_PI390587928		1.2892812		1.8346044		1.3104082		2.4230464		1.6940279		1.277975		5.652368		3.2700052		1.2895166		1.4127536		4.3975086		1.9483432		1.3236405		-1.0979244		2.386439		2.4995391		0.40451133		-0.13477862		1.2548594		1.3216621		NA		NA		3.83E-05		NA		U35_44k_v1_10473		-		No hits found		No hits found		TGTACGAGTGACGTCTCCATTGCTTCAGAGCTAATAGAACATGTTTCGTTTCCTAAAAAA		24294		0

		4919		CUST_38555_PI390587928		7.8267846		7.900664		6.310803		7.8076406		8.247792		9.207553		8.543516		9.094237		8.528831		9.094882		7.8516717		7.0991273		-1.215069		1.0812281		1.6153474		3.986465		-0.28103828		0.1126709		0.69184446		1.99511		NA		NA		NA		0.028930753		U35_44k_v1_4919		LOC_Os03g55540.1		sp|Q42430|ZFP1_WHEAT 5e-37  Zinc finger protein 1 (WZF1)		LOC_Os03g55540.1 1e-28 zinc-finger protein 1 putative expressed		TTTGCTTAGCTTCGTCTGTGAACTGGCTACCATGTCGTCGTCCGCCATGGAAGCGCTCCA		10744		0

		43820		CUST_32624_PI390587928		3.9555724		3.983423		5.129874		4.654734		3.5129979		3.0914924		2.7766714		2.6579812		3.361025		2.0593164		2.9882765		4.0525155		1.1110878		2.0451066		-1.1579758		-2.629037		0.15197277		1.032176		-0.21160507		-1.3945343		NA		NA		NA		0.021167237		U35_44k_v1_43820		LOC_Os12g41860.1		gb|EAZ27925.1| 7e-48  hypothetical protein OsJ_011408 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43930.2 2e-49 class III HD-Zip protein 4 putative expressed		ATGCAGACGGTGAACCGGAAGCTGACCGCGATGAACAAGCTGCTCATGGAGGAGAATGAC		40937		AT1G30490.1

		30239		CUST_1551_PI390587928		8.087574		8.704757		7.7742925		6.425361		8.227821		8.531417		4.689872		3.1850908		7.3671737		7.5382423		5.8427577		5.57608		1.8158534		1.9905603		-2.2235825		-5.245168		0.8606477		0.99317455		-1.1528859		-2.390989		NA		NA		NA		0.02554315		U35_44k_v1_30239		LOC_Os09g37460.1		gb|EAZ09966.1| 1e-34  hypothetical protein OsI_031198 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37369.1 6e-35 OsSAUR41 - Auxin-responsive SAUR gene family member expressed		TGGGACTCACCCATCAATTTGCTCTTTGTACGTAGCTAAGCTACTGAAAATCTGTTTTTT		30054		AT1G29450.1

		10548		CUST_29642_PI390587928		9.600148		8.983216		8.293096		8.849631		9.450393		9.43994		10.0013		9.977546		9.788764		10.041362		9.741608		8.733718		-1.2643285		-1.5172106		1.1972232		2.3682606		-0.33837128		-0.60142136		0.2596922		1.2438278		NA		NA		NA		0.0054491716		U35_44k_v1_10548		LOC_Os12g06190.1		ref|NP_001065795.1| 4e-18  Os11g0156700 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05810.1 9e-20 expressed protein		GGCGAACCGAAGAACATATTGTGCTTGTGCAGGAGAAAACGAGATTCAACAATGGAAAGG		None		0

		28931		CUST_30026_PI390587928		4.79475		4.2392597		4.0857525		3.8530748		4.746005		4.6661663		6.267591		5.5053573		5.4435983		5.3339386		5.2029867		4.3801174		-1.621797		-1.588618		2.0915961		2.1813781		-0.6975932		-0.6677723		1.0646043		1.1252398		NA		NA		NA		0.017759167		U35_44k_v1_28931		LOC_Os04g54002.1		gb|AAX68502.1| 2e-64  putative S-locus receptor kinase [Triticum aestivum]		LOC_Os04g53994.1 8e-59 ATP binding protein putative expressed		ATGTTTCAATTTTTGGCATGGAACAGCACCTCATCGTCATGGAAGGCTTTCATAGAGCGG		28056		AT4G21390.1

		47673		CUST_21809_PI390587928		7.020216		7.264218		7.3484282		7.7286344		7.6874146		8.837888		10.56316		9.538171		8.1490135		10.473919		11.055374		10.298571		-1.3770671		-3.1080961		-1.406602		-1.6939601		-0.46159887		-1.6360312		-0.4922142		-0.7603998		NA		0.0012226427		NA		NA		U35_44k_v1_47673		LOC_Os11g26950.1		gb|ABA93512.1| 3e-68  Flavonol 3-O-glucosyltransferase, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g26950.1 7e-70 anthocyanidin 3-O-glucosyltransferase putative expressed		GAAATTCGTGAGGGCTTGAAAAGATGATGTATGCTTCGTTCGTACATGAAGTCAAATCAA		48939		AT4G27570.1

		23184		CUST_18980_PI390587928		5.8950043		6.3214035		4.9692764		4.0703106		7.466515		7.3821354		11.6354065		10.060344		8.640407		9.286182		10.594004		5.5597634		-2.2561946		-3.742616		2.058228		22.63652		-1.1738915		-1.904047		1.0414028		4.5005803		NA		NA		NA		3.05E-04		U35_44k_v1_23184		LOC_Os10g38470.1		gb|EAY79285.1| 2e-68  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		GATCAGCGCTATGCTTTTCTCGTTGAAAATGTATCTCTCTTTATATATGTTCATTCCCCA		18367		AT1G10360.1

		49660		CUST_4381_PI390587928		7.651175		7.365524		7.596649		7.697305		7.762941		8.554625		10.955901		9.513228		8.477925		10.966274		11.067821		9.538628		-1.6414655		-5.320824		-1.080665		-1.0177612		-0.7149844		-2.4116497		-0.1119194		-0.025399208		NA		0.009645477		NA		NA		U35_44k_v1_49660		-		ref|NP_001105983.1| 1e-26  putative serine type endopeptidase inhibitor [Zea mays]		LOC_Os03g52390.1 3e-12 type II proteinase inhibitor family protein expressed		GAGGGTACCAACGGAAAGGAGGCTAAGGACGTAATGGTAATGTCTTTTGTACAATAAAGC		51508		AT1G72060.1

		44238		CUST_18401_PI390587928		6.3142877		6.453544		6.0981445		5.8338046		6.338988		6.9403		7.8153176		6.856609		6.742834		7.1365027		7.4715676		5.598444		-1.3230305		-1.1456789		1.269051		2.391913		-0.40384626		-0.19620275		0.34375		1.2581649		NA		NA		NA		0.008175384		U35_44k_v1_44238		LOC_Os11g02460.3		ref|NP_001049689.1| 6e-20  Os03g0271200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g16440.1 1e-21 protein TOC75 chloroplast precursor putative expressed		TTGCAGGGCACTACCACACTTGGGCATCATGTAACCGATTGGTACCAATAGTCATTTTTT		41812		AT3G46740.1

		1431		CUST_7715_PI390587928		13.79827		13.73206		11.951198		12.59772		13.320195		12.268077		15.182649		16.571302		13.848166		13.643878		14.36657		14.12214		-1.4419001		-2.5951197		1.7606134		5.46099		-0.52797127		-1.3758011		0.8160782		2.4491625		NA		NA		NA		0.0021035178		U35_44k_v1_1431		-		emb|CAA69915.1| 5e-18  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 2e-18 subtilisin-chymotrypsin inhibitor 2 putative expressed		TGTTCTATGTCATGTTGTTTTGTTGTGAGTTGTAAGCATCAGTAATATTGTGGTCACTGT		3386		0

		43161		CUST_12465_PI390587928		1.916653		2.420913		1.4424057		1.4018315		1.8001652		2.7301848		6.6071835		3.8399308		2.6343882		3.930761		5.285782		1.9949713		-1.7828966		-2.2983146		2.4990878		3.5924287		-0.83422303		-1.2005763		1.3214016		1.8449595		NA		NA		1.33E-04		0.014083224		U35_44k_v1_43161		LOC_Os02g17760.1		gb|AAX89134.1| 2e-68  cytochrome P450 monooxygenase CYP71U4v2 [Hordeum vulgare subsp. vulgare]		LOC_Os02g17760.1 2e-37 cytochrome P450 71D8 putative expressed		AGCTCTGCTTGATGGCCGTAGCCACGATTCTCCTGACGTTGATTCTGAGGCAGGTTCTGG		39509		AT2G30770.1

		33072		CUST_33280_PI390587928		10.274165		11.495845		11.457482		12.553684		9.2468605		10.552216		9.999209		10.960125		8.207427		9.330472		10.263141		12.368529		2.0554204		2.3322842		-1.2007462		-2.6544342		1.0394335		1.2217436		-0.26393127		-1.4084044		NA		0.015300128		NA		0.004548385		U35_44k_v1_33072		LOC_Os04g46010.1		gb|EAZ31514.1| 4e-62  hypothetical protein OsJ_014997 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g46010.1 9e-64 tetratricopeptide-like helical putative expressed		ACGATGCAACTAATGTAATCTGCTCCTGGCCGCCTGTTAATATGTTTTCGTAAGTAGCGG		6600		AT1G02150.1

		23342		CUST_20736_PI390587928		7.108179		6.388827		6.3238206		7.281923		7.134075		7.6734443		8.200484		8.51198		7.6087937		8.084765		7.701484		6.726358		-1.3896471		-1.3299031		1.4132338		3.447671		-0.47471857		-0.41132116		0.49900007		1.7856221		NA		NA		NA		0.0076276334		U35_44k_v1_23342		LOC_Os01g64360.1		gb|EAY76586.1| 2e-30  hypothetical protein OsI_004433 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64360.1 4e-32 DNA binding protein putative expressed		GTTTCATGGTGTCGGAGCTGGACTGGATAATATTGTACAGTGACGTGTTCCAGTCCAAAA		18658		AT3G10580.2

		23523		CUST_6199_PI390587928		9.028651		8.614327		9.396225		9.334055		8.689591		8.589655		8.433021		8.11794		8.17675		8.0498		8.728447		9.4130745		1.4268575		1.4538264		-1.2272476		-2.4539988		0.5128412		0.539855		-0.29542637		-1.2951345		NA		NA		NA		0.008826807		U35_44k_v1_23523		-		No hits found		No hits found		CGTGGAAATGTTCCGGTTGTATGCTGAGAAGTAAGACTGAAAATGCATATGATTTATTGT		19558		0

		30214		CUST_1585_PI390587928		8.836573		9.251666		9.896955		9.984509		8.710986		8.726053		8.935242		8.348662		8.351304		8.228286		9.156999		10.07635		1.2831432		1.4120268		-1.1661528		-3.311966		0.35968208		0.49776745		-0.22175694		-1.7276878		NA		NA		NA		0.0020486137		U35_44k_v1_30214		LOC_Os08g33940.1		gb|EAZ42860.1| 1e-08  hypothetical protein OsJ_026343 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g33940.1 1e-10 MYB96 putative expressed		AGCAAGAACAAGAATTTAAGAACGGCGTGATCGCCGCCGATCGGGTAGCTGAGCAGAAAC		30014		0

		44766		CUST_33990_PI390587928		11.78732		12.800247		12.728049		10.883954		11.172772		12.115787		11.086333		9.18924		11.105144		11.704826		11.613758		11.029246		1.0479928		1.3295704		-1.4413542		-3.5801148		0.06762886		0.4109602		-0.5274248		-1.8400059		NA		NA		NA		0.034292046		U35_44k_v1_44766		LOC_Os04g36070.1		ref|NP_001052882.1| 1e-20  Os04g0442300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36070.1 2e-22 OsRR1 - Rice type-A response regulator expressed		CCTTGTACAAAACGCACAATGAGGCAGGCAGTATCTGATGTCCCTTTGGGTTGGAAAAAA		42887		0

		24436		CUST_12768_PI390587928		6.464335		6.962465		6.0774		6.5081425		7.443165		8.9874935		9.005956		8.367467		7.997788		12.510512		8.931401		9.408044		-1.4687849		-11.495671		1.0530357		-2.05705		-0.5546231		-3.5230188		0.07455444		-1.0405769		NA		0.0041969907		NA		0.0032200578		U35_44k_v1_24436		LOC_Os12g25090.2		gb|AAT40067.1| 6e-22  MPI [Zea diploperennis]		LOC_Os12g25090.2 7e-19 expressed protein		TTTTCATTATATTGACAACGTCCCCAAACTAATATGCCCATGGTATGTGTTAGCTGCTCC		26186		0

		47923		CUST_33335_PI390587928		6.2629447		8.038655		11.31445		9.770361		5.071293		7.9581375		9.690587		7.6191354		5.289227		8.388944		9.696419		9.433375		-1.163067		-1.3479866		-1.0040504		-3.5167432		-0.21793413		-0.43080616		-0.0058317184		-1.81424		NA		NA		NA		0.0014091536		U35_44k_v1_47923		LOC_Os11g32650.1		gb|AAQ19323.1| 2e-31  chalcone synthase [Triticum aestivum]		LOC_Os11g32650.1 3e-30 chalcone synthase putative expressed		ATCAATAACTATCGAATTTGGCTACCCCTATGGCATAGACCTCAACAAGAAACTATGAGT		11343		AT5G13930.1

		19619		CUST_39905_PI390587928		5.684633		5.180591		6.1739216		5.4112		4.9668555		5.1163964		4.065989		4.569433		4.5267806		4.6163335		5.150809		5.058464		1.3566748		1.4142753		-2.1211104		-1.4035017		0.44007492		0.50006294		-1.0848198		-0.48903084		NA		NA		0.0024169183		NA		U35_44k_v1_19619		LOC_Os02g38020.2		gb|AAP49821.1| 6e-89  phosphate transporter 2-1 [Triticum aestivum]		LOC_Os02g38020.2 2e-79 inorganic phosphate transporter 2-1 chloroplast precursor putative expressed		TCTTGTCAGGATTCTACATGGCATGGAATATTGGAGCGAATGATGTGGCAAATGCCATGG		11639		AT3G26570.2

		43900		CUST_31620_PI390587928		6.1473126		6.494353		3.0417202		2.0312712		8.017463		8.581946		11.112735		8.293908		8.828801		10.134176		11.595099		5.6258454		-1.7548387		-2.9327009		-1.3970315		6.3557515		-0.8113384		-1.5522299		-0.48236465		2.6680627		NA		NA		NA		0.0016127253		U35_44k_v1_43900		LOC_Os04g14690.1		gb|EAY93143.1| 7e-29  hypothetical protein OsI_014376 [Oryza sativa (indica cultivar-group)]		LOC_Os04g14690.1 1e-30 monooxygenase/ oxidoreductase putative expressed		TACAAAAATTTGCTTGTTCCAATCTGTAAAAGCTTTTCGCATGCCATATTACCAGGTGGC		41166		0

		23807		CUST_27358_PI390587928		5.060125		5.4628596		4.1190095		4.746383		6.365158		7.4240727		7.745044		7.9015975		6.7059073		7.5224366		7.267526		4.6309695		-1.2664142		-1.0705587		1.3923463		9.650662		-0.34074926		-0.09836388		0.47751808		3.270628		NA		NA		NA		0.007053652		U35_44k_v1_23807		LOC_Os03g57640.1		ref|NP_001051515.1| 2e-50  Os03g0790500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57640.1 5e-52 gibberellin receptor GID1L2 putative expressed		CGTGGAGGACGAGTGGAGTAACATTTTATATTGATCACTATAATATAGTATGTGTATGTC		20051		AT5G06570.2

		17257		CUST_30491_PI390587928		9.173531		9.205099		9.214234		9.867274		10.354107		10.744281		11.874931		10.577898		10.507954		11.754055		11.920746		10.627179		-1.1125319		-2.0135958		-1.0322658		-1.0347492		-0.15384674		-1.0097742		-0.045814514		-0.04928112		NA		0.008033987		NA		NA		U35_44k_v1_17257		LOC_Os03g40670.1		ref|NP_001050628.1| e-178  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 1e-180 glycerophosphoryl diester phosphodiesterase precursor putative expressed		GTTCGGAAAAACTTCATTTAGTGAAAAAATTTGTTCCGTTTCGGTGGAACATGTGACAAA		9141		AT5G08030.1

		50734		CUST_12658_PI390587928		7.025953		7.9836273		6.5510445		7.1726303		5.978628		8.708451		9.007642		8.562606		6.425487		8.632535		7.818844		5.983233		-1.3630693		1.0540303		2.2796273		5.9767985		-0.44685888		0.07591629		1.188798		2.579373		NA		NA		NA		0.010363693		U35_44k_v1_50734		LOC_Os01g50400.1		gb|EAZ13219.1| 4e-08  hypothetical protein OsJ_003044 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50400.1 5e-10 mitogen-activated protein kinase kinase kinase 1 putative expressed		ATTCCCGGACTGGGACTCTGACGAAGGCTGGACATACGTGCTCAACGAGAGCCGCGATGC		None		0

		11565		CUST_6157_PI390587928		4.1223655		2.6693993		4.8941836		4.2005143		3.146201		3.1786625		3.043579		2.018984		3.1058912		3.0749788		3.757185		4.244356		1.0283345		1.0745136		-1.6398978		-4.676315		0.040309668		0.10368371		-0.7136059		-2.225372		NA		NA		NA		0.011140936		U35_44k_v1_11565		LOC_Os01g47530.4		gb|EAZ13006.1| e-109  hypothetical protein OsJ_002831 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g47530.4 1e-110 OsMPK20-4 - putative MAPK based on amino acid sequence homology expressed		CAGGTAGTAGTTTCTCCTAAGTAGATGTCTAGTGTTCTATTTTCATCAGATGGTACCAAT		26407		AT2G42880.1

		7517		CUST_36735_PI390587928		11.340622		11.504453		11.188878		11.225075		11.348004		12.48462		12.645698		12.273051		11.941177		12.495415		12.073426		11.181203		-1.508561		-1.0075103		1.4868627		2.1314695		-0.593173		-0.01079464		0.57227135		1.0918484		NA		NA		0.0014031016		0.009310879		U35_44k_v1_7517		LOC_Os05g01030.1		gb|EAY96191.1| 7e-72  hypothetical protein OsI_017424 [Oryza sativa (indica cultivar-group)]		LOC_Os05g01030.1 4e-73 phospholipid-transporting ATPase 10 putative expressed		CCCTTGTTTCTTTTGTTCCTTTGTTCCTTAGTTAAGAATATATACATCCTTGTGGGGAAT		None		AT3G25610.1

		416		CUST_35742_PI390587928		17.00289		17.38046		15.659672		16.456688		16.582073		16.9851		13.76913		15.380689		16.32445		16.879822		14.547588		16.432768		1.1955079		1.0757017		-1.7152972		-2.0735161		0.25762367		0.105278015		-0.7784586		-1.0520792		NA		NA		NA		0.027416674		U35_44k_v1_416		LOC_Os07g34570.1		gb|EAZ04139.1| e-167  hypothetical protein OsI_025371 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34570.1 1e-168 thiazole biosynthetic enzyme 1-1 chloroplast precursor putative expressed		GCTCCATGGATGATGAGTCCTTCTGTAACAAGAGGGAATAAAAAGGTTGAATCTATGACC		62		AT5G54770.1

		26686		CUST_25073_PI390587928		5.6378593		6.7038975		6.6562824		6.384491		4.5053577		5.7934813		2.388482		3.3754604		3.6111984		4.9340653		4.220493		5.6939816		1.8585266		1.8143038		-3.5603294		-4.988207		0.8941593		0.859416		-1.8320107		-2.3185213		NA		NA		NA		0.009310879		U35_44k_v1_26686		-		ref|NP_001063860.1| 2e-35  Os09g0549600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37730.1 4e-37 expressed protein		TGAAACAATCAAGGGAAGTCATCAGCAACAGTAAGAAGGCTCTGCTAGACAGTGCACTGA		24231		0

		20154		CUST_41206_PI390587928		6.1501694		6.750067		6.600628		6.8668914		5.154432		6.296444		4.973327		5.4711413		4.509908		5.6292253		5.376614		6.8871307		1.563223		1.5880085		-1.3225176		-2.6684268		0.6445236		0.6672187		-0.40328693		-1.4159894		NA		NA		NA		0.010903693		U35_44k_v1_20154		LOC_Os05g37730.1		gb|EAY98253.1| 7e-35  hypothetical protein OsI_019486 [Oryza sativa (indica cultivar-group)]		LOC_Os05g37730.1 1e-36 MYB-like transcription factor DIVARICATA putative expressed		TGACCCCTGCTACACTAATGATGATGAACTTCATGTTAATTATTACGTGGTTTTTTGTGC		15670		AT5G58900.1

		8680		CUST_14030_PI390587928		7.289413		6.575393		7.9072804		7.3332343		8.44111		8.367907		13.027896		9.652255		9.187239		9.380993		12.214131		7.6767864		-1.6772864		-2.018224		1.7577922		3.9325597		-0.74612904		-1.0130863		0.8137646		1.9754686		NA		NA		NA		0.001743508		U35_44k_v1_8680		LOC_Os01g27890.1		gb|EAY84766.1| 9e-87  hypothetical protein OsI_005999 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09200.1 3e-87 cytochrome P450 71D10 putative expressed		CATTGCAGCTGCGTATTGCAATTATGTACACAATTGTTTACACAATCGTAGTAATGATTG		18990		AT3G26210.1

		21595		CUST_17970_PI390587928		7.2413573		6.6231875		6.678572		5.436989		9.80838		9.3674965		11.037751		9.395547		9.16583		10.417502		11.395454		7.483148		1.5610865		-2.0705383		-1.2813843		3.764345		0.64255047		-1.0500059		-0.3577032		1.9123988		NA		0.0041969907		NA		0.0033875396		U35_44k_v1_21595		LOC_Os02g53200.2		ref|NP_001059888.1| 1e-84  Os07g0539900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35560.3 2e-86 hydrolase hydrolyzing O-glycosyl compounds putative expressed		AACTTGCTTGGTTGTACGTCTGTGCTCTAGCAGTACATTGCCAGAATATGGGTGGAAGTA		18116		AT2G39640.1

		1681		CUST_5620_PI390587928		6.3987007		6.0703473		6.077719		7.3150077		7.2012978		8.976513		8.644448		8.350457		7.4035277		7.8481975		8.537081		6.8411117		-1.1504753		2.1860335		1.0772607		2.8468087		-0.20222998		1.1283154		0.107367516		1.5093455		NA		NA		NA		0.028901933		U35_44k_v1_1681		LOC_Os04g57200.1		No hits found		No hits found		TTACTCACGTGTGTTTTCTTCGACATGATTATGACGTAATAAAATTGCTAACCGTCCAAA		36543		0

		28289		CUST_29279_PI390587928		5.123415		5.425962		5.504996		5.256557		5.2960362		5.467364		3.666708		4.0009575		4.785191		4.442594		4.888752		4.902461		1.4248847		2.0346346		-2.3327699		-1.8680118		0.5108452		1.0247698		-1.222044		-0.90150356		NA		0.013417209		0.0027601663		NA		U35_44k_v1_28289		LOC_Os04g39410.1		gb|EAZ31041.1| 1e-27  hypothetical protein OsJ_014524 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39410.1 2e-29 pentatricopeptide repeat protein PPR986-12 putative expressed		AAGCTCTGGACTTGTTTCGAGGGATGCAGAGGGCTGGTTTAAGTATCCATTCTTACACAA		27078		AT2G27610.1

		6735		CUST_41955_PI390587928		8.391456		10.6700945		8.726748		7.5664062		7.662304		9.490298		5.884112		5.186036		6.8076634		8.019575		7.359272		6.60548		1.8083081		2.7716079		-2.780145		-2.6748242		0.8546405		1.4707232		-1.4751601		-1.4194441		NA		0.020562118		NA		0.009592857		U35_44k_v1_6735		LOC_Os09g31230.2		gb|EAZ09559.1| 4e-66  hypothetical protein OsI_030791 [Oryza sativa (indica cultivar-group)]		LOC_Os09g31230.2 9e-68 expressed protein		AATATCAATACGACTATGGACCTGTGGTGTAAGTAAAGGTTGGAAGAAGTATGATCCAAA		19475		AT2G42320.2

		47295		CUST_1796_PI390587928		6.347824		7.321385		5.697737		7.3712707		5.631727		6.831072		4.3806634		6.210813		5.224933		6.008192		4.8750596		7.260883		1.3257365		1.7689334		-1.4087311		-2.07063		0.40679407		0.8228798		-0.4943962		-1.0500698		NA		0.005185453		NA		0.013387324		U35_44k_v1_47295		-		emb|CAJ26368.1| 2e-06  hypothetical protein [Brachypodium sylvaticum]		No hits found		AAGAGGCAAGTTTTCAGAAGAGAAGGCAGATCAAAGTAAACAACGAGTTCGATGCTCTAG		48198		0

		10390		CUST_22328_PI390587928		6.3196373		6.0136285		6.089936		6.147515		6.3742967		6.0234146		5.0108676		4.8596783		5.976673		5.5761757		5.3340354		6.2726173		1.3173362		1.3634284		-1.2510746		-2.6627908		0.39762354		0.44723892		-0.3231678		-1.4129391		NA		NA		NA		0.046191238		U35_44k_v1_10390		-		No hits found		No hits found		GTGATTGTTTAAAATTTGCCTTTTCAGCCATAACACATCCTGTTTGTATCACTCGTAAGT		18831		0

		8206		CUST_27927_PI390587928		2.1846645		1.759398		1.5158848		1.9719611		1.6623015		1.3368845		4.645031		6.9577937		2.5079017		2.1386814		3.481161		1.4308189		-1.7970121		-1.7432711		2.2405763		46.108944		-0.8456001		-0.8017969		1.1638699		5.5269747		NA		NA		NA		0.0022047588		U35_44k_v1_8206		LOC_Os01g73220.1		ref|NP_001045481.1| 5e-24  Os01g0962700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73170.1 1e-25 peroxidase 12 precursor putative expressed		TGTTGAGCAAGACCGAACCAGTTGAATAATATCCTTCGTATGAACATTTGGTTGAAAAAA		30614		AT1G71695.1

		27879		CUST_31487_PI390587928		4.361864		4.7527385		5.20752		4.4398594		3.2603204		3.864479		4.385225		3.7226937		2.9334233		2.5331824		3.1500266		3.814727		1.2543128		2.5162873		2.354137		-1.0658714		0.32689714		1.3312967		1.2351983		-0.092033386		NA		0.023682924		NA		NA		U35_44k_v1_27879		LOC_Os05g38210.1		gb|EAY98287.1| 8e-29  hypothetical protein OsI_019520 [Oryza sativa (indica cultivar-group)]		LOC_Os05g38210.1 2e-30 mitochondrial glycoprotein expressed		AGATGATTTGGGAATAATGGATTATGCTTCTGCCCAGGCGAAGGAATTAGGGGAAGGCTT		22283		0

		23975		CUST_33320_PI390587928		7.064869		7.126698		7.738607		7.5472302		6.755139		6.9747157		6.987081		6.3583684		6.271524		6.4490256		6.4727077		7.390989		1.3982428		1.439622		1.4283736		-2.0457366		0.48361492		0.5256901		0.5143733		-1.0326204		NA		NA		NA		0.005874423		U35_44k_v1_23975		LOC_Os06g01400.1		gb|EAZ35532.1| 2e-53  hypothetical protein OsJ_019015 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g01400.1 5e-55 glycyl-tRNA synthetase 2 chloroplast/mitochondrial precursor putative expressed		GACCCGGGGAACTCGCAGGATCTCTTCCTGCACAGCCTTTCAGCGTTAGGCATCAACGTT		18952		AT3G48110.1

		17466		CUST_39679_PI390587928		9.938102		9.905501		9.905623		9.863103		9.897568		10.702755		11.435145		10.724426		10.166251		10.643341		10.636916		9.711434		-1.204708		1.0420424		1.7389654		2.018092		-0.26868343		0.05941391		0.7982292		1.0129919		NA		NA		6.62E-04		0.0076326136		U35_44k_v1_17466		LOC_Os04g36058.2		ref|NP_001052880.1| e-137  Os04g0442100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36058.2 1e-139 expressed protein		GTAACTGTACAGGATGACAATAATGGTCACAGTGTATTATTATTTGCTTACTGCTGGAAA		7598		AT5G23520.1

		9844		CUST_37450_PI390587928		5.44815		5.7594895		5.60471		5.63606		4.7712307		4.3794136		3.7818015		4.0601935		5.9155545		5.797207		5.506659		5.4187737		-2.2104251		-2.6717653		-3.305475		-2.5643268		-1.1443238		-1.4177933		-1.7248576		-1.3585801		NA		0.0136398235		0.008465238		0.012232366		U35_44k_v1_9844		-		ref|NP_001038953.1| 3e-17  zgc:161979 [Danio rerio]		No hits found		CCTGACTGCTCTGGTGTCTGTCTGTCCAGTTTTTAATTTATCTAAAGGTGTGTAAATAAA		20193		0

		31748		CUST_39715_PI390587928		4.2966013		4.148058		4.2008605		4.018011		3.7673168		3.1045444		2.8515434		2.4163342		3.3717213		2.9304779		3.481391		4.2441974		1.3154857		1.1282341		-1.5474014		-3.5501087		0.39559555		0.17406654		-0.6298475		-1.8278632		NA		NA		NA		0.013312953		U35_44k_v1_31748		LOC_Os01g70770.1		ref|NP_001105111.1| 5e-30  Glutathione transferase III(b) [Zea mays]		LOC_Os01g70770.1 5e-30 glutathione S-transferase III putative expressed		ATGGGGATCGCTTACAAATTTACTTCGTTTGCGTGCGTCGTGCAGCCCTTGGGCCAGGTC		46248		AT1G02940.1

		18059		CUST_29906_PI390587928		11.139038		11.12383		12.09312		12.820351		10.476004		10.412398		11.165179		11.5757065		9.93419		9.873165		11.348336		12.903183		1.4558017		1.4532		-1.1353656		-2.509633		0.54181385		0.5392332		-0.18315697		-1.3274765		NA		NA		NA		0.007456262		U35_44k_v1_18059		LOC_Os03g48970.4		gb|AAO19379.1| 6e-45  putative CCAAT-binding transcription factor [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48970.4 4e-45 nuclear transcription factor Y subunit A-1 putative expressed		TATACTGCGGTAGAGTGGGATTTGGCTTGATTTTGATAATTGGGTACTGCACAGAAAAAA		8396		AT3G20910.1

		20148		CUST_41226_PI390587928		8.579543		8.696434		9.556061		8.434812		8.54507		8.462028		7.3680844		6.9228263		8.009063		8.132562		8.215683		8.058316		1.4499538		1.256548		-1.7995031		-2.1969316		0.5360069		0.32946587		-0.84759855		-1.13549		NA		NA		NA		0.010429959		U35_44k_v1_20148		-		No hits found		No hits found		GGACAAGGAGTGAAGTCTGTTTTAAACCTTAAGATTATAAAACCGGTCGGAAATGAAAAA		12163		0

		17103		CUST_41445_PI390587928		9.19756		11.007133		11.527627		10.920476		9.455994		10.725865		8.028197		9.71893		7.4798965		8.854024		9.394888		9.706582		3.934273		3.6599944		-2.5787835		1.0085958		1.9760971		1.8718414		-1.3666906		0.012348175		NA		0.045563392		NA		NA		U35_44k_v1_17103		LOC_Os04g44460.1		ref|NP_001053362.1| e-141  Os04g0526300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44460.1 1e-143 flavonol sulfotransferase-like putative expressed		ATATCATTTGCAGATTTGTTTGTAAATTCACCCCTCTTGAGTTTTTACCGTCAATCTGCT		8962		AT1G13420.1

		720		CUST_41500_PI390587928		17.749147		17.089247		17.455198		17.778		18.04625		17.94042		18.996521		18.430893		18.413116		18.448053		18.88465		17.38758		-1.2895495		-1.4217159		1.0806293		2.0609536		-0.36686707		-0.5076332		0.11187172		1.0433121		NA		NA		NA		0.01747329		U35_44k_v1_720		LOC_Os06g06290.3		gb|ABL11233.1| 2e-87  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 3e-77 alpha-L-fucosidase 2 precursor putative expressed		CTGCTGTTGTTGTTGTGAACCTGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATCG		3029		AT5G45910.1

		17580		CUST_32529_PI390587928		9.2610445		9.736929		8.932796		9.428777		10.253176		10.929482		12.734149		12.614517		10.569373		11.358695		11.86702		9.155823		-1.2450446		-1.3464985		1.8240298		10.994381		-0.3161974		-0.42921257		0.8671293		3.4586945		NA		NA		NA		0.007895981		U35_44k_v1_17580		LOC_Os07g41460.1		ref|NP_001060227.1| e-126  Os07g0605800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41460.1 1e-128 flavonol 4-sulfotransferase putative expressed		TGTACTGTATGCTTGGCTGCTGGTGCCTGTTTGATTAAGAATAAGAGATGCTGTGCTTGG		12075		AT2G03760.1

		41631		CUST_31350_PI390587928		12.193946		12.278882		11.24437		11.957813		12.657565		13.105457		12.7506485		12.869923		12.9554405		13.0757		12.8027315		11.567899		-1.2293327		1.0208405		-1.0367608		2.4657454		-0.2978754		0.0297575		-0.052083015		1.3020239		NA		NA		NA		0.043930255		U35_44k_v1_41631		LOC_Os06g39270.1		dbj|BAD90935.1| 8e-36  monoterpene glucosyltransferase [Eucalyptus perriniana]		LOC_Os11g04860.1 2e-33 indole-3-acetate beta-glucosyltransferase putative expressed		GATTTGCACACTCATTCTAATCAACTCGGGATTTAAATACTCATTTAGGATTTGCATGTG		36676		AT1G05560.1

		15289		CUST_10450_PI390587928		6.5412087		8.246001		5.451676		4.099178		10.432004		11.277194		13.754439		10.700111		11.51749		13.200092		12.786689		6.23654		-2.1220908		-3.7918406		1.9557887		22.063221		-1.0854864		-1.9228983		0.96775055		4.4635715		NA		0.007462744		NA		1.53E-04		U35_44k_v1_15289		LOC_Os09g39940.1		gb|ABU56004.1| 9e-39  blue copper-binding protein [Dasypyrum villosum]		LOC_Os09g39940.1 2e-35 blue copper protein precursor putative expressed		CACGTATTCTTGTTAGAGGAAGAATGTGAGAACTACTTTGTATCTCTCACTTTTGTATGT		3211		AT1G22480.1

		20759		CUST_24228_PI390587928		10.94696		12.056994		11.439931		12.179592		10.384907		11.586661		11.096428		10.738304		9.893678		10.87563		11.07267		12.0580015		1.4056419		1.6369735		1.0166041		-2.4961374		0.49122906		0.71103096		0.023757935		-1.3196974		NA		NA		NA		0.016324328		U35_44k_v1_20759		LOC_Os12g01360.1		gb|EAY81958.1| e-144  hypothetical protein OsI_035917 [Oryza sativa (indica cultivar-group)]		LOC_Os12g01360.1 1e-146 expressed protein		CCTTCATATATATCGGCAAGTATATATCGATTGTAACACTTGGGGATTTGCCAATATATC		16504		AT1G07200.2

		36182		CUST_19281_PI390587928		3.9813766		2.946088		4.029218		4.754434		3.0703783		2.1232905		2.634175		2.3115947		3.1650665		1.9240869		2.8529117		3.991171		-1.0678346		1.1480644		-1.163714		-3.2033384		-0.09468818		0.19920361		-0.21873665		-1.6795762		NA		NA		NA		0.013700253		U35_44k_v1_36182		-		ref|XP_385245.1| 2e-45  hypothetical protein FG05069.1 [Gibberella zeae PH-1]		LOC_Os03g29980.2 1e-07 ACR4 putative expressed		AACACATTATACGTCCAAGGCATCTCAGACAACAAGATCGACATGGATGTCGTCGAGTCT		None		AT5G25320.1

		45258		CUST_27169_PI390587928		4.5401044		4.2028556		4.9810643		4.883318		3.4528005		3.2956474		3.531542		3.2872		3.640927		3.6900146		3.7996132		4.828361		-1.1392833		-1.3143661		-1.2041968		-2.9102862		-0.18812656		-0.39436722		-0.26807117		-1.5411611		NA		NA		NA		0.0114925		U35_44k_v1_45258		-		gb|EAZ31962.1| 2e-10  hypothetical protein OsJ_015445 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52330.1 3e-12 expressed protein		AACTAACCCTCATCACCCTTGTTGTGTATTTTAGGAAATTACTGCCCCTTGTTTACATTT		43907		0

		24675		CUST_10022_PI390587928		6.5974774		6.370613		8.284561		7.1736927		6.038448		6.129826		6.507103		5.5444665		5.945765		6.42585		6.2966647		6.893357		1.0663513		-1.227756		1.1570396		-2.5471613		0.09268284		-0.29602385		0.21043825		-1.3488903		NA		NA		NA		0.005796228		U35_44k_v1_24675		LOC_Os01g12470.1		emb|CAI84705.1| 2e-90  putative mitochondrial carrier protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g12470.1 3e-81 mitochondrial carrier protein CGI-69 putative expressed		ATTAGCACAAATGGGAAGCACGCTCAGGAATAGAAGTGAAGGTTAGAAACCCGCAAAAAA		18736		AT4G27940.1

		39682		CUST_14167_PI390587928		7.3416104		8.024533		8.181271		8.21771		6.9406776		7.4168434		7.355675		6.9181085		6.654264		7.2745457		7.6010323		8.169746		1.2196047		1.1036615		-1.1853861		-2.3811162		0.28641367		0.14229774		-0.24535704		-1.2516379		NA		NA		NA		0.005646429		U35_44k_v1_39682		LOC_Os02g45390.1		gb|EAZ31640.1| 1e-51  hypothetical protein OsJ_015123 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45390.1 3e-53 RING-H2 finger protein ATL2M putative		GTAACCGACCGGCCTCACAAGAATCATTAGAAGTTCAAGTGGTGGTAACATGAAATGTGC		35864		AT3G16720.1

		761		CUST_6642_PI390587928		7.2099404		7.38969		7.091517		7.166185		7.8763595		7.8516173		9.77464		9.360026		8.445801		10.333999		10.076238		10.3837385		-1.4839488		-5.588191		-1.2325085		-2.0331438		-0.5694413		-2.4823813		-0.3015976		-1.0237122		NA		0.02503997		NA		NA		U35_44k_v1_761		LOC_Os04g59190.1		ref|NP_001054343.1| e-122  Os04g0689000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59260.1 1e-124 peroxidase 12 precursor putative expressed		TGATGTCAGTTTGCAGTTACTAATCCGTGTGGTGTGTTTGTGTTTGTGTTTGTGTGCGCG		4422		AT1G71695.1

		22846		CUST_2783_PI390587928		1.5536509		1.4484967		1.4897002		1.4539257		1.3329471		1.4249624		5.320848		4.6480136		1.5698787		2.0493698		5.0767155		2.554834		-1.1784835		-1.5415775		1.1843804		4.266875		-0.23693156		-0.6244074		0.24413252		2.0931797		NA		NA		NA		0.011525502		U35_44k_v1_22846		LOC_Os12g01400.1		ref|NP_001065531.1| 7e-30  Os11g0105000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01400.1 2e-31 calmodulin-like protein 41 putative expressed		GGATACATGTAGTATTCACTTAATTCACTGATCGATCACATGACATATGTATGTACAGTC		16865		AT5G42380.1

		24704		CUST_11017_PI390587928		12.7347765		8.777027		5.830351		8.578241		12.216044		7.9503155		2.2648695		7.211735		11.32391		7.1966996		3.646283		8.035506		1.8559202		1.6860132		-2.6052349		-1.7700272		0.89213467		0.75361586		-1.3814135		-0.8237715		NA		NA		0.0014072786		NA		U35_44k_v1_24704		LOC_Os09g37620.1		ref|NP_001063855.1| 3e-64  Os09g0548400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37620.1 7e-66 monooxygenase/ oxidoreductase putative expressed		GAGGACTAGATGCCTCCCATAGTTTTGTTTGTTTTGATTTTTAAGTCATTTGGACTCTTG		21141		AT1G19250.1

		29372		CUST_11729_PI390587928		5.667799		6.183413		6.4534163		7.409015		5.1638246		5.5622582		4.3786626		5.540053		4.3913913		4.5915823		5.0839534		7.266558		1.7081484		1.9597586		-1.6304733		-3.3092523		0.7724333		0.97067595		-0.7052908		-1.7265053		NA		NA		NA		0.012756454		U35_44k_v1_29372		-		No hits found		No hits found		AACCTGAGCTGATCATTTTCATTTCCTTTCCCACCGGGTCGCTCCGTCGTCTATTAATTA		28636		0

		3693		CUST_16940_PI390587928		2.9400218		2.2632847		1.3768286		2.2925904		3.7492383		5.0793605		7.3573728		6.9523697		4.2279935		5.309426		6.786631		4.0204816		-1.3935407		-1.172888		1.485287		7.6310844		-0.47875524		-0.23006535		0.57074165		2.931888		NA		NA		NA		0.0030777608		U35_44k_v1_3693		LOC_Os01g24010.1		ref|NP_001042955.1| 0.0  Os01g0342700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g24010.1 0.0 PDR5-like ABC transporter putative expressed		GGATCCTAGTTTTGCCGGCAACATATAATACTATACTGACCATACTATAGAATACTGAAA		12754		AT1G15520.1

		42252		CUST_1474_PI390587928		4.2780232		4.294342		1.5330573		3.073785		3.4568684		4.1709805		9.496951		10.85788		4.4220185		6.489498		8.176571		5.24869		-1.9522667		-4.9881945		2.4973192		48.812866		-0.9651501		-2.3185177		1.3203802		5.6091895		NA		NA		4.55E-05		0.0026037274		U35_44k_v1_42252		-		No hits found		No hits found		TGCGAGGATTATTGGCGCCCCTATGATTATTCCAAATGATCTGGTTCATGCTCCAAAAAA		37800		0

		49188		CUST_41555_PI390587928		11.20078		11.623368		10.900702		11.586806		11.445747		12.83394		14.115375		13.410144		12.204305		13.182842		13.251774		11.179532		-1.691798		-1.2735916		1.819574		4.69333		-0.7585573		-0.3489027		0.86360073		2.2306118		NA		NA		4.30E-04		0.0053637787		U35_44k_v1_49188		-		No hits found		No hits found		GATCGCCCCAGGGTGTGTGCGTGTGTTGGCAATTAAAAAAGCTTTGTTGCTTGGTTTTTT		5761		0

		8108		CUST_5769_PI390587928		6.215552		5.821608		5.784437		5.5595546		5.9673667		5.5359173		4.0915446		4.472965		6.2055907		5.6894035		5.385225		4.9740033		-1.1795398		-1.112254		-2.4515262		-1.415232		-0.23822403		-0.15348625		-1.2936802		-0.50103855		NA		NA		0.015211943		0.0062427972		U35_44k_v1_8108		LOC_Os01g08260.2		gb|EAZ10761.1| 9e-56  hypothetical protein OsJ_000586 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g08260.2 2e-57 ATPase coupled to transmembrane movement of substances putative expressed		TTTTGTATTGTACGTACTGTAATGTTGATACGGGCCTGCGTGCGTATATTCGCTGAGCAT		17136		AT2G26910.1

		41397		CUST_2594_PI390587928		7.085523		7.2362485		7.460066		8.628056		6.657154		7.2487845		5.3110347		6.4207187		5.5885406		6.2056413		6.5865254		8.852905		2.0974166		2.0607126		-2.4208114		-5.397108		1.0686135		1.0431433		-1.2754908		-2.4321866		NA		NA		0.003808094		0.008108166		U35_44k_v1_41397		LOC_Os12g42090.1		gb|ABA99848.2| 3e-48  37 kDa inner envelope membrane protein, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42090.1 6e-50 inner envelope membrane protein chloroplast precursor putative expressed		GGAGTTGGCATCAAATTTGTTTTGGTCAAGCAGATCTAGCAAATTCACATTTACATCTTA		2892		AT3G63410.1

		6987		CUST_9182_PI390587928		5.1969547		4.3989997		6.00022		5.2406178		4.594602		3.8886178		3.2059631		3.4463902		2.901769		3.0281804		4.538242		5.012048		3.2329097		1.8155887		-2.5180008		-2.960124		1.6928332		0.8604374		-1.3322787		-1.5656576		NA		NA		NA		0.03156796		U35_44k_v1_6987		LOC_Os02g12660.1		ref|NP_001046304.1| 6e-32  Os02g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12660.1 1e-33 receptor-like kinase putative expressed		TATATCCTGATTGAGATGATATGAACGTGGGTTGCATTGCAGCAGGTGATGAAGAGGCCA		17634		0

		16744		CUST_31924_PI390587928		13.056839		13.888806		15.241321		15.39177		12.416276		13.230022		13.75481		13.820443		12.056198		12.100075		13.865336		15.014293		1.2834952		2.188508		-1.0796219		-2.2876234		0.36007786		1.1299477		-0.110526085		-1.1938496		NA		0.026077451		NA		NA		U35_44k_v1_16744		LOC_Os03g20380.1		ref|NP_001049949.1| 0.0  Os03g0319400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		TAGCTATAGCCGGGGAGATGACTCTAAATAAATAAAATGCTGATCCTTGCCGGCAAAAAA		7534		AT5G21326.1

		29870		CUST_24352_PI390587928		5.570572		5.187638		4.8144755		5.279045		5.013001		3.6503632		7.6521316		9.3890295		5.4249053		4.6465187		6.091463		2.8983908		-1.3304408		-1.9946775		2.949905		89.92428		-0.41190434		-0.9961555		1.5606685		6.4906387		NA		NA		NA		0.002429526		U35_44k_v1_29870		LOC_Os04g43200.2		No hits found		LOC_Os04g43200.2 3e-06 caleosin 2 putative expressed		CTACGAAATAAGAGGGAACCGGTACGAAGTTAAGAGAATAAAGTTGTACGCTTTTCAAAA		29405		0

		5021		CUST_12630_PI390587928		7.9238677		7.7146583		7.177116		7.524072		7.552934		7.5795417		5.807722		6.260784		7.2948604		7.3203015		6.483862		7.4303813		1.195881		1.1968482		-1.5978587		-2.2494888		0.2580738		0.25924015		-0.67613983		-1.1695971		NA		NA		NA		0.021675704		U35_44k_v1_5021		LOC_Os12g41180.1		ref|NP_001067219.1| e-111  Os12g0604700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41180.1 1e-113 LSTK-1-like kinase putative expressed		TGATTGGGTCAAATGCAAGAATCCTATGCTTCCCTACAAACCTAGCTGGTAACTATAAAA		16383		AT3G04810.2

		14268		CUST_10808_PI390587928		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		-1.3915743		-1.5448371		1.5467644		2.1436381		-0.47671795		-0.62745476		0.6292534		1.1000614		NA		NA		NA		0.01773614		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		CCGGATGTCTTTTTATACGAGGACTATGGAGGACGGTCTCTTTAATTCAAAGGATTTTCA		1558		AT5G61790.1

		12866		CUST_27747_PI390587928		6.3024726		6.428827		6.245953		6.4120727		5.9633904		5.9226418		4.4210835		5.1175537		5.468615		5.320316		4.8327193		6.291784		1.4091012		1.5181621		-1.3301933		-2.256724		0.4947753		0.6023259		-0.41163588		-1.1742301		NA		NA		NA		0.0043469123		U35_44k_v1_12866		LOC_Os05g37600.1		ref|NP_001044839.1| 7e-58  Os01g0855000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63580.1 2e-59 glycerol-3-phosphate acyltransferase 8 putative expressed		TTCGACTTCATGTCCGTCTGCAAGGAAGCGTACATGGTGACTCGGAGCAAGTACAGCGCG		25152		AT2G38110.1

		13251		CUST_17034_PI390587928		3.7246304		3.7247477		2.4353793		2.8942938		3.7489338		3.9322994		6.4023004		6.273621		3.154063		2.632887		6.3300185		2.7311928		1.5103374		2.4612863		1.0513783		11.651375		0.5948708		1.2994125		0.07228184		3.5424283		NA		NA		NA		7.46E-04		U35_44k_v1_13251		LOC_Os05g47660.1		ref|NP_001067112.1| 1e-30  Os12g0577000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49820.2 5e-13 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		GTGTACTCCCTCAGTTTGTAAATACAGTATAAGTCTTTTTAGAGGTTTCACTAAGAGACT		40122		AT2G44710.1

		28001		CUST_38594_PI390587928		7.744635		6.5987496		5.850394		6.0817018		9.112751		9.657829		9.4375515		8.719066		9.6763525		10.994449		9.580312		7.1577373		-1.4779541		-2.525588		-1.1040154		2.9512546		-0.5636015		-1.3366194		-0.14276028		1.5613284		NA		0.0023282014		NA		0.0101726595		U35_44k_v1_28001		LOC_Os04g49970.1		gb|EAZ31803.1| 1e-37  hypothetical protein OsJ_015286 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49970.1 4e-39 U box putative expressed		CATGCGTTGAGCATGAGCATGTGTGTACAGATTGAACGTTCAAATTGAGTTGATAAAAAA		None		0

		24237		CUST_26651_PI390587928		4.7887444		3.6045578		1.563097		3.4439926		5.6374183		4.141675		5.550758		5.570145		5.356959		4.5632133		4.7633185		3.369027		1.2145816		-1.339355		1.7260082		4.5983562		0.2804594		-0.42153835		0.78743935		2.2011182		NA		NA		NA		0.008593213		U35_44k_v1_24237		LOC_Os01g43851.1		ref|NP_001043638.1| 2e-53  Os01g0628900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g43851.1 6e-55 cytochrome P450 72A1 putative expressed		TTCGACCATGCCGTCATCAAGCAACACGGTAAAGTTGCTCTGACATGGTTCGGCCCGGAG		18642		AT3G14640.1

		29616		CUST_38401_PI390587928		5.6955695		5.4152265		5.365629		5.987287		5.2658277		4.5424266		3.8712423		3.9673088		5.6408086		4.3081994		3.9111211		5.4328523		-1.2968224		1.1762764		-1.0280275		-2.761675		-0.37498093		0.23422718		-0.039878845		-1.4655435		NA		NA		NA		0.007693307		U35_44k_v1_29616		-		No hits found		No hits found		AACGTAACGAGCGTTACATTGCCACCACTTCTTTAAAGTTAGCTGATTCTTAGTAAAAAA		28982		0

		12372		CUST_38907_PI390587928		5.312299		3.9700146		2.371446		3.2503252		5.811102		6.4574037		7.6895833		6.708015		6.3537097		7.2063212		7.3070884		4.454348		-1.456603		-1.6805315		1.3035942		4.7689342		-0.5426078		-0.7489176		0.38249493		2.2536669		NA		NA		NA		0.011070999		U35_44k_v1_12372		LOC_Os01g02290.1		gb|AAD46419.1|AF100770_1 0.0  receptor-like kinase [Hordeum vulgare]		LOC_Os01g02290.1 1e-143 Ser/Thr receptor-like kinase putative expressed		ATCACTTGAGAAGTACATATTCGCAGATGAATCAGATATTTGTCGAGAGCTATTAGCACC		26661		AT1G67000.1

		1762		CUST_4673_PI390587928		3.7635047		3.076718		2.8565397		4.1515965		3.279938		6.465511		8.936964		6.163606		4.197092		6.500172		7.5916896		4.600746		-1.8883865		-1.0243163		2.5407853		2.9543893		-0.9171541		-0.034661293		1.3452744		1.56286		NA		NA		NA		0.022868905		U35_44k_v1_1762		LOC_Os08g41290.1		ref|NP_001062287.1| 7e-71  Os08g0524400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g41290.1 1e-72 AIR12 putative expressed		CTAGCTGTAAGTGATTAGTATTGTAGTGGACATGTCACTGAGTTTATCATATGACTGATA		9093		AT3G07390.1

		44100		CUST_41216_PI390587928		7.1208286		8.641723		8.025464		7.784966		6.493956		7.650088		5.942049		5.8026714		6.522101		7.112661		6.297319		7.323213		-1.0197		1.4513817		-1.2792249		-2.8689876		-0.028144836		0.53742695		-0.3552699		-1.5205417		NA		NA		NA		0.0032723073		U35_44k_v1_44100		-		No hits found		No hits found		CCCTCAAATGAAAGGGGATTGCATTGAAAATGTGTAAAAGTACATCATTTGTATTGCCAT		41576		0

		21279		CUST_27226_PI390587928		6.5969787		7.1679025		8.268495		7.9033504		4.768701		6.2389293		7.120032		6.752989		4.520451		6.8887997		7.367679		8.187203		1.1877655		-1.5690272		-1.1872693		-2.7023501		0.24825001		-0.6498704		-0.24764729		-1.4342146		NA		NA		NA		0.0054866485		U35_44k_v1_21279		LOC_Os07g42590.1		gb|EAZ04720.1| 2e-27  hypothetical protein OsI_025952 [Oryza sativa (indica cultivar-group)]		LOC_Os07g42590.1 4e-29 F-box protein putative expressed		AGTGCTAGTAGGATGATTTGTTGCATTGCAGTAATTCGGGAGATGTTTTCCATGGAGATC		28741		AT4G33160.1

		46818		CUST_866_PI390587928		2.6366603		2.9597092		2.2578413		2.2994502		3.261018		5.7886086		8.472649		7.862743		4.8668666		7.968736		7.651336		5.905683		-3.0437472		-4.5319366		1.7670127		3.882699		-1.6058486		-2.1801276		0.8213124		1.9570599		NA		NA		NA		0.0014091536		U35_44k_v1_46818		LOC_Os11g37700.1		gb|EAY81563.1| 3e-81  hypothetical protein OsI_035522 [Oryza sativa (indica cultivar-group)]		LOC_Os11g37700.1 7e-83 ATPase coupled to transmembrane movement of substances putative expressed		TATCCAAGCATCAACAGTAGGCGAGGCTATTCTTAAATCCAAAGGCTTGTTTACTGGAGA		47394		AT1G66950.1

		41673		CUST_24091_PI390587928		3.6180182		3.7464612		4.4166803		3.4665203		3.2820742		5.148329		3.5435174		3.5259259		2.9609277		2.940071		2.79555		3.1710165		1.249323		4.6211686		1.6794249		1.2789053		0.3211465		2.2082577		0.74796724		0.35490942		NA		0.024563314		NA		NA		U35_44k_v1_41673		LOC_Os03g10340.1		gb|AAP80855.1| 3e-41  cyc07 [Triticum aestivum]		LOC_Os02g18550.1 8e-39 40S ribosomal protein S3a putative expressed		TTAGCTGATGCTGCGGTTTCTGGCTTGGTTTCTTGTGGTTTTGCAGCGTGGATCCGTTCA		36748		AT4G34670.1

		20308		CUST_28676_PI390587928		2.2428646		3.2381952		2.4755292		1.3451791		1.4247979		1.4189124		4.7768426		4.502902		2.1972866		1.3360926		1.5283297		1.3828908		-1.708214		1.0590861		9.503855		8.693947		-0.7724887		0.08281982		3.2485127		3.1200113		NA		NA		NA		2.41E-04		U35_44k_v1_20308		LOC_Os11g07960.1		ref|NP_001062400.1| e-131  Os08g0543400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g43040.2 1e-132 anthranilate N-benzoyltransferase protein 1 putative expressed		CGTATGCCAAGTTCAAACCAGCATAGTACATGCTAGGTTGTGATCATATATTCTTTTATT		15810		AT5G48930.1

		17890		CUST_24362_PI390587928		9.060417		9.776997		8.223784		8.257084		10.682247		12.627385		15.456336		12.973178		11.805725		14.117076		14.4958315		10.872184		-2.1787157		-2.8082879		1.9459903		4.290049		-1.1234779		-1.4896908		0.96050453		2.100994		NA		NA		4.57E-05		2.39E-04		U35_44k_v1_17890		LOC_Os11g07690.1		gb|EAY80163.1| 4e-62  hypothetical protein OsI_034122 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07690.1 8e-64 disease resistance response protein 206 putative		CGAGGGTATTTATGTGTGTTTTACGGAGATGATTTATTCCGAATAATACGAGGTGTTAAT		10245		AT1G58170.1

		31482		CUST_19846_PI390587928		3.7933362		3.9134777		3.054674		3.5949752		4.2666016		5.292925		4.6887136		5.3031416		5.4717216		5.45257		4.6008987		3.5773954		-2.3055646		-1.1170123		1.0627593		3.3075116		-1.2051201		-0.15964508		0.08781481		1.7257462		NA		NA		NA		0.01246188		U35_44k_v1_31482		LOC_Os06g39750.3		gb|EAZ01557.1| 6e-24  hypothetical protein OsI_022789 [Oryza sativa (indica cultivar-group)]		LOC_Os06g39750.3 2e-25 fatty acid elongase putative expressed		AGTACGTGAAGCTGGGGTACCACCACCTGATCTCCCACGGCATGTACCTGCTGCTGTCGC		5663		AT2G26640.1

		8568		CUST_24709_PI390587928		6.6009965		5.846498		4.877287		5.1647434		6.9821715		8.240288		7.9362926		7.6880345		8.251203		9.961633		8.230384		6.187162		-2.4099965		-3.2974367		-1.2261124		2.8301384		-1.269031		-1.721345		-0.29409122		1.5008726		NA		NA		NA		0.0053733913		U35_44k_v1_8568		LOC_Os04g44250.1		gb|EAY94895.1| 2e-85  hypothetical protein OsI_016128 [Oryza sativa (indica cultivar-group)]		LOC_Os04g44250.1 4e-87 cytokinin-O-glucosyltransferase 3 putative expressed		GCAGTATCTCCCATAATCTTTACCTAAAAATAAAGAGCCTATTGCTTCCGTCGGAAAAAA		19290		AT2G36790.1

		50829		CUST_25928_PI390587928		4.1024137		4.6771116		5.313425		4.662988		3.648749		3.6875467		4.4356847		4.092293		3.5994332		3.315997		3.2884095		3.7017965		1.0347742		1.293742		2.2149518		1.3108442		0.04931593		0.37154984		1.1472752		0.39049625		NA		NA		0.0036935213		NA		U35_44k_v1_50829		-		No hits found		No hits found		ACGAAGTCACCAATCGAAACCTTCCCCATTTTTTGGGGCCCGCTGATCCCCGAAATGGGC		2594		0

		43476		CUST_4208_PI390587928		6.0141788		6.643532		6.4760914		5.0432973		5.7464957		5.3828945		3.6825335		2.7724364		5.801513		5.9558206		5.0758147		4.53402		-1.0388716		-1.4875375		-2.6267543		-3.390701		-0.05501747		-0.57292604		-1.3932812		-1.7615836		NA		NA		NA		0.008832349		U35_44k_v1_43476		LOC_Os01g32730.2		ref|NP_001043167.1| 3e-27  Os01g0510600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32730.2 6e-29 FLU putative expressed		GATAAATGCTTCACTGAGAAGACAAGCCAAGATTGCTACACTGAAGTTGGTGAGCTCGAG		40166		AT3G14110.1

		43840		CUST_32551_PI390587928		11.335761		12.312533		10.783333		11.93558		10.693477		12.600291		12.142301		12.464024		11.129767		12.567973		11.341953		10.37341		-1.3531209		1.022654		1.7415204		4.259291		-0.43629074		0.032318115		0.8003473		2.0906134		NA		NA		0.0060907723		0.005407067		U35_44k_v1_43840		-		No hits found		LOC_Os03g08330.1 5e-04 ZIM motif family protein expressed		GAAAGGAAGATTGAGATCATAGCAGTAAGCCTTTTTTGTTTGGTTGGTTGACGATTTTTT		41021		0

		2225		CUST_37182_PI390587928		9.213904		7.8419824		6.9869065		9.261753		9.327242		7.8243484		10.452914		11.242303		9.811343		8.75953		9.443008		9.477929		-1.3987143		-1.9121313		2.0137796		3.397265		-0.4841013		-0.9351816		1.0099058		1.7643738		NA		NA		4.73E-04		NA		U35_44k_v1_2225		LOC_Os01g27210.1		emb|CAD29477.1| 1e-76  glutathione transferase F4 [Triticum aestivum]		LOC_Os01g27210.1 4e-66 glutathione S-transferase IV putative expressed		GGATATGAAATAACCTGTTCGGTGAATTGTTCTCTAATACCCATTAGAAACGTATTCCCA		6238		AT3G62760.1

		15933		CUST_25176_PI390587928		4.852855		5.1290145		3.2211084		4.764277		6.002292		7.523824		6.559934		6.0233645		6.925476		8.388351		6.3605237		4.500488		-1.8962957		-1.820743		1.148229		2.8736348		-0.9231839		-0.8645272		0.19941044		1.5228767		NA		NA		NA		0.025423257		U35_44k_v1_15933		LOC_Os06g44010.1		emb|CAH68818.1| 7e-37  putative WRKY2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g44010.1 1e-31 OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ATACCGTGAATTCGAGGAAGACATGGAGGAGCAGCGGATGATCGGGCAGACTTGCCTCAG		4388		AT1G80840.1

		3241		CUST_14711_PI390587928		5.4899344		5.440781		6.6118026		6.475533		5.030961		5.2233434		5.107264		4.7930846		4.4273806		4.6917133		5.4793715		6.676933		1.519483		1.4455615		-1.2942421		-3.6905816		0.6035805		0.53163004		-0.3721075		-1.8838482		NA		NA		NA		0.002775233		U35_44k_v1_3241		LOC_Os06g36740.1		ref|NP_001057878.1| 3e-49  Os06g0563000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36740.1 5e-51 pollen-specific protein SF21 putative expressed		TTCCTGTATGATCAACTTGAACCTGAGCCGGTGAAATCAAAATGTACGTTCTGGTGCATT		8805		AT5G11790.1

		10944		CUST_3240_PI390587928		1.9649979		1.8851753		1.3717114		1.3628978		1.5490398		1.9514681		4.09081		6.640713		1.9581107		5.4313703		6.4340644		8.137599		-1.3278303		-11.157193		-5.074461		-2.8223283		-0.40907085		-3.4799023		-2.3432546		-1.4968858		NA		0.017660448		8.91E-04		2.48E-04		U35_44k_v1_10944		-		No hits found		No hits found		GGCCGGCTCATGTATATGCCCGTAATATATATACACATCAATCAATCAAATTGCAGCTAC		None		0

		44413		CUST_27131_PI390587928		8.61349		9.24557		9.719784		9.788107		8.0204935		7.7930636		8.355556		7.928846		7.8515606		7.705525		8.629658		9.913363		1.1242267		1.0625559		-1.2092414		-3.957303		0.16893291		0.08753872		-0.2741022		-1.9845176		NA		NA		NA		0.0070809475		U35_44k_v1_44413		-		No hits found		No hits found		CTGTTCCGAATAATTTGATTTGGTTGGAAACGAAAGTAGAAAAGTCATGGTATTTGCAAG		42105		0

		23214		CUST_24382_PI390587928		1.5738897		2.2620912		2.247553		1.7007995		1.7647761		4.0088305		4.2588053		3.4668896		2.2790766		3.3569434		3.4065783		1.9738032		-1.4283015		1.5712222		1.8052855		2.8149054		-0.51430047		0.6518872		0.852227		1.4930865		NA		NA		NA		0.015949111		U35_44k_v1_23214		-		dbj|BAB85651.1| 5e-27  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 2e-18 multidrug resistance protein 4 putative expressed		AGAGTGTATGATCAGTTAACAGAGTGCTCTTTTGATCTCCAGGTTGTTCTCAACTTCGTA		18361		AT1G02520.1

		11730		CUST_20302_PI390587928		6.992517		7.8906016		10.60706		8.4604		5.9335656		7.0381417		9.985359		6.3802104		5.4420033		7.637995		9.427522		8.230146		1.4059666		-1.5155622		1.472061		-3.604842		0.49156237		-0.59985304		0.5578375		-1.849936		NA		NA		NA		0.0031433816		U35_44k_v1_11730		LOC_Os11g03500.1		gb|ABA96345.1| 1e-70  MatE family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g03230.1 3e-72 transparent testa 12 protein putative expressed		ACTGCCCCAGCATGTAAAATAGCCTTGAATCTGTGTGCCGGGTGAACAAGAATTTTGTTG		24145		AT1G33110.1

		40367		CUST_11527_PI390587928		4.1736717		3.7963822		3.7481186		4.232983		4.8623276		4.81333		6.400638		5.9338813		4.6765175		6.2904224		6.149765		5.095671		1.1374555		-2.783871		1.189927		1.7878307		0.18581009		-1.4770923		0.2508731		0.8382101		NA		0.01422082		NA		0.0050989008		U35_44k_v1_40367		LOC_Os01g04520.1		gb|EAY72439.1| 1e-28  hypothetical protein OsI_000286 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04450.1 2e-30 OsWAK2 - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK) expressed		AACATCAGCGCCACAAACAAGCGTCTCGTGTTCTTCTACAACTGCACCGTGCCCGCTGAG		None		0

		15962		CUST_6439_PI390587928		6.3073807		5.572624		4.4469643		5.13784		6.4402122		5.653666		6.9031963		10.829414		6.5404515		5.1735816		6.1169696		5.2012014		-1.0719513		1.3948253		1.7245581		49.460773		-0.10023928		0.48008442		0.78622675		5.628213		NA		NA		NA		8.65E-04		U35_44k_v1_15962		LOC_Os11g28060.1		gb|EAZ05312.1| e-145  hypothetical protein OsI_026544 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01450.1 1e-143 cytochrome P450 71C4 putative expressed		GAAGGAGAAACTATTGTTGGTTCCAAAATCACGCATGTAGTCGCAAAAATTAAACTAAGC		4270		AT3G26300.1

		18102		CUST_14362_PI390587928		10.842496		10.654182		9.723717		10.786101		11.796711		13.16169		13.95374		13.244533		12.531077		13.434479		13.38438		11.306455		-1.6636667		-1.2081411		1.4838649		3.8319478		-0.7343664		-0.272789		0.5693598		1.9380779		NA		NA		NA		0.003152426		U35_44k_v1_18102		LOC_Os01g64470.1		gb|EAY76595.1| 8e-33  hypothetical protein OsI_004442 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64470.1 8e-34 YLS9 putative expressed		CGCGTCTACGTTCTTTCGTTTTCATTAGATGTGTATATATCTATGAATAATTCGGCACAT		11615		AT2G35980.1

		24817		CUST_27806_PI390587928		4.973698		4.4740295		2.9695575		4.1650324		5.0599356		4.6025352		9.085737		7.7525864		6.0281386		5.580567		7.641909		6.0256095		-1.9564023		-1.969776		2.7204175		3.3103342		-0.96820307		-0.97803164		1.4438281		1.7269769		NA		NA		NA		0.0038285442		U35_44k_v1_24817		LOC_Os01g72900.1		ref|NP_001045459.1| 2e-13  Os01g0959100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72900.1 5e-15 abscisic stress ripening protein 1 putative expressed		CCACGGTGTGTTGTGTTGTTCTTAATTACGTATAACGTCAGTTCTCTTGTATATTGTTTT		20720		0

		6761		CUST_27427_PI390587928		10.460474		9.347991		7.710974		8.484236		11.250094		9.975817		11.4178915		11.390723		11.083709		10.426927		10.999326		9.436822		1.1222434		-1.3670915		1.3365982		3.8742077		0.16638565		-0.4511099		0.41856575		1.9539013		NA		NA		NA		0.011697147		U35_44k_v1_6761		LOC_Os01g43851.1		gb|EAY75047.1| e-113  hypothetical protein OsI_002894 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43851.1 1e-114 cytochrome P450 72A1 putative expressed		GGAGATAGGGCATGATGGATGACTTTTGTTAGATCACTCTCAATAAATTTTTATTTACCC		17284		AT3G14680.1

		22373		CUST_22309_PI390587928		3.6284273		3.840578		3.9087594		2.7925348		4.158365		5.294329		7.3248787		6.8064017		5.264721		6.6946454		6.674318		5.017097		-2.1530116		-2.6395943		1.5697783		3.456483		-1.1063561		-1.4003162		0.65056086		1.7893047		NA		0.008387881		NA		0.001485918		U35_44k_v1_22373		LOC_Os02g01890.1		gb|AAK38089.1| 2e-18  putative cytochrome P450 [Lolium rigidum]		LOC_Os02g01890.1 1e-19 cytochrome P450 89A2 putative expressed		AAAGCAGAGCTGAGTTGACCATCCCCGCTGCGTTAACAATGGGAATGGAGGGTCTGACGG		18618		0

		21652		CUST_10550_PI390587928		7.6187496		8.096911		6.747438		7.6746306		9.704525		10.941944		10.886081		10.580284		10.238338		10.59525		10.318784		8.369661		-1.4477509		1.2716433		1.4817448		4.6287503		-0.5338135		0.346694		0.567297		2.2106228		NA		NA		NA		0.0031323263		U35_44k_v1_21652		LOC_Os04g51150.1		gb|AAU11470.1| 3e-28  mitochondrial alternative oxidase 1d [Saccharum officinarum]		LOC_Os04g51150.1 3e-28 transposon protein putative unclassified expressed		GTTCTTTTGTGTCACATTTGTACCCAAAGATATATGTTTGTGTAAGCAGGTAATGCTTGT		5887		AT3G22370.1

		20943		CUST_31780_PI390587928		7.4498043		7.4246807		6.5412745		6.960341		8.34629		9.067784		9.31548		8.361161		8.726112		9.380478		8.701125		6.7106094		-1.3011819		-1.2420244		1.5308735		3.1395369		-0.37982273		-0.3126936		0.6143551		1.6505518		NA		NA		NA		0.017751085		U35_44k_v1_20943		LOC_Os06g14490.2		ref|NP_001057315.1| e-126  Os06g0256300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g14490.2 1e-129 calmodulin-binding heat-shock protein putative expressed		AGATTGTATGCTCCTGGTCGGATGTATCATATCGTCGAGAGGAAATTTTGCAGATGCGGA		13822		AT5G37710.1

		19955		CUST_3856_PI390587928		12.641678		13.021913		14.415013		14.225514		12.447576		12.765956		13.4763565		13.001285		12.065846		12.428661		13.480129		14.06815		1.3029025		1.2633852		-1.0026184		-2.094876		0.38172913		0.33729458		-0.0037727356		-1.066865		NA		NA		NA		9.21E-04		U35_44k_v1_19955		LOC_Os10g40740.1		gb|EAZ16942.1| 8e-30  hypothetical protein OsJ_031151 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40750.1 2e-31 expressed protein		GTATGTACAAGTCACCGCCAGTTGCTTACATGAAGAAGATGTGTTTGTAGTACTAAAAAA		18937		AT4G00050.1

		30271		CUST_1484_PI390587928		3.5745077		3.1681964		5.201773		4.56261		3.1266289		2.6997232		2.7017946		2.995411		1.780372		2.0632353		4.1049194		4.519173		2.542516		1.5545403		-2.644738		-2.875399		1.3462569		0.63648796		-1.4031248		-1.5237622		NA		NA		NA		0.044233765		U35_44k_v1_30271		LOC_Os07g28790.1		ref|NP_001059603.1| 1e-16  Os07g0470700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g28790.1 4e-18 PAP fibrillin family protein expressed		GTACACTTATATTTTGTGCTAAGTATGTTGTGTTGAACTTGCAGCAAAACAGGGAACAAC		30095		0

		36623		CUST_7925_PI390587928		3.4786942		2.8899925		2.3964272		3.363169		3.4409764		4.272943		6.677357		6.048857		2.6149368		3.6401598		6.728445		4.5710597		1.772812		1.5505533		-1.0360459		2.785232		0.82603955		0.6327832		-0.051087856		1.4777975		NA		NA		NA		9.59E-04		U35_44k_v1_36623		LOC_Os06g09120.1		gb|EAY99970.1| 8e-31  hypothetical protein OsI_021203 [Oryza sativa (indica cultivar-group)]		LOC_Os06g09120.1 1e-30 glutamate receptor 2.8 precursor putative expressed		GATCCCATGCTAATGATGCTACGTCATTGTAATTTCAATCGTTGTTCGCGTGTCAAAAAA		23587		0

		25792		CUST_15379_PI390587928		1.6028905		1.8114853		1.5977436		1.5542812		4.6208625		4.7554045		5.374653		8.293978		1.6564263		1.4203974		2.4955144		1.4808892		7.8052025		10.091069		7.3571067		112.44599		2.964436		3.3350072		2.8791385		6.8130884		0.003810451		0.0043530706		0.0068645705		6.38E-05		U35_44k_v1_25792		-		ref|XP_001588772.1| 2e-08  predicted protein [Sclerotinia sclerotiorum 1980]		No hits found		ACTTGATCCTCGATGAAAGTTTCAGTCCAAAACATATGAGGCGAATGGATGAAGTTATTT		25820		0

		10485		CUST_15672_PI390587928		5.37294		4.7188754		3.3129969		4.2451525		6.369142		6.531315		7.6937885		6.7683673		7.001703		8.489845		7.836825		6.269449		-1.5503143		-3.8866587		-1.1042267		1.4131534		-0.63256073		-1.9585304		-0.14303637		0.49891806		NA		0.0035821698		NA		NA		U35_44k_v1_10485		LOC_Os07g35310.1		gb|EAZ04189.1| 1e-79  hypothetical protein OsI_025421 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35390.1 1e-80 serine/threonine kinase-like protein putative expressed		ATAAATGGAGTCGCTCGTGGCATACAGTACCTCCATGAAGACTCTCAACTCAAAGTAGTC		23975		AT4G05200.1

		19873		CUST_25448_PI390587928		8.200977		7.2232003		7.111449		6.828701		7.103353		7.4394646		9.635697		9.711692		6.489553		7.0341835		9.875882		7.9064045		1.5302846		1.3243469		-1.1811439		3.4949877		0.61380005		0.40528107		-0.24018478		1.8052874		NA		NA		NA		0.008890481		U35_44k_v1_19873		LOC_Os06g15370.1		gb|EAZ00430.1| 2e-57  hypothetical protein OsI_021662 [Oryza sativa (indica cultivar-group)]		LOC_Os06g15370.1 5e-59 peptide transporter PTR2 putative expressed		TCGCGGTTATTTGGAAGTGTTTGATGGCAAATTTATGTGGCAAATTTGTCAATGACCGAA		12317		AT1G68570.1

		50901		CUST_7962_PI390587928		1.5214043		1.4755421		1.5187055		1.4710392		1.8093954		2.546065		2.9714725		5.0024924		1.5370241		1.4649583		1.6953889		1.4828829		1.2077914		2.1156585		2.4218066		11.468537		0.2723713		1.0811068		1.2760836		3.5196095		NA		NA		NA		0.003842678		U35_44k_v1_50901		-		No hits found		No hits found		ACCCCTTGTATGTTGGCCGAGTAGCCTAAGAGTCAATTCAAAGTCTTTTCCCCGAAAAAA		None		0

		16334		CUST_2891_PI390587928		12.538116		11.739354		13.891944		15.167853		11.472474		11.051925		13.428906		13.974154		10.889892		10.675133		13.55351		15.291858		1.4975275		1.2984513		-1.0902079		-2.4926896		0.5825825		0.37679195		-0.12460327		-1.3177032		NA		NA		NA		2.40E-04		U35_44k_v1_16334		LOC_Os07g46520.1		gb|AAZ15733.1| e-120  DT-related protein [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46520.1 1e-126 rhythmically expressed gene 2 protein putative expressed		TTGTAGCAACAATGTGTGTAATTAAGCGAACTCGATTTACCCTTTGGATAGTTCCTGAAA		5021		AT2G41250.1

		11672		CUST_23376_PI390587928		11.011487		11.538508		14.167296		13.58665		10.957435		10.844215		11.557336		11.652286		9.9482355		10.145995		11.924504		13.3918915		2.0127935		1.622502		-1.2898188		-3.3394394		1.0091991		0.69822025		-0.36716843		-1.7396059		NA		NA		NA		0.023782864		U35_44k_v1_11672		-		No hits found		No hits found		GAAACCTTTTCTATGTACTCCATAGGCCATCTTGGTCTTGTACCTCATATTTGTATTTTC		33669		0

		18302		CUST_16257_PI390587928		8.577412		8.917209		7.794966		7.8791695		9.068408		11.45386		13.613365		13.0462		10.3509245		13.587398		13.300164		11.715687		-2.4326293		-4.3879204		1.2424613		2.514921		-1.2825165		-2.1335373		0.31320095		1.330513		NA		0.0036707902		NA		5.00E-04		U35_44k_v1_18302		LOC_Os11g37700.1		emb|CAD59574.1| 0.0  PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		AGAAGGGAAATTGTTAGAGGAATGAGAGCTGGTGGTGACATTGACGTTGATATTAATATA		12949		AT1G66950.1

		3240		CUST_14712_PI390587928		12.567635		13.0590105		13.931996		13.524693		12.173038		12.678517		12.513446		12.401296		11.885296		12.276622		12.792496		13.588872		1.2207279		1.3212427		-1.2133955		-2.2776978		0.28774166		0.40189552		-0.27904987		-1.1875763		NA		NA		NA		0.00596433		U35_44k_v1_3240		LOC_Os06g36740.1		ref|NP_001057878.1| e-171  Os06g0563000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36740.1 1e-172 pollen-specific protein SF21 putative expressed		GTGGGTTCTATTCCATTGATTCGTGGTAGTATTAAACATTTGTAAATGGTCACAGATTGT		8803		AT5G56750.1

		4802		CUST_125_PI390587928		4.35037		3.1316261		1.4852728		2.2046168		1.8408397		2.092919		10.09513		5.827394		1.9084783		2.0705106		9.593247		1.5384182		-1.0479999		1.0156536		1.4160602		19.54836		-0.06763852		0.022408485		0.50188255		4.2889757		NA		NA		NA		0.0059161065		U35_44k_v1_4802		-		No hits found		No hits found		AACTATCTGTGATTTGTATCTGAGTTTCTTTTCAGTGCTCAGCTTCACTAGCTGAGCCTC		12219		0

		43547		CUST_25618_PI390587928		6.0906157		6.6618705		6.379273		6.5689607		5.776056		6.1845536		4.668354		5.1893296		5.7030883		5.9516673		4.694184		6.2399673		1.0518781		1.1751838		-1.0180651		-2.0714452		0.07296753		0.23288631		-0.025829792		-1.0506377		NA		NA		NA		0.013620851		U35_44k_v1_43547		LOC_Os09g37060.1		ref|NP_001063823.1| 7e-11  Os09g0542700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37060.1 2e-12 transposon protein putative unclassified expressed		ATGCCTACTGATATCGGACTGAGATAACTGGATTCGTTGATACAATGAAAAGTTCGTCAC		40347		0

		14422		CUST_9034_PI390587928		1.8406553		1.9100119		1.3600626		1.3453832		1.5863553		3.0449102		6.5505424		4.356846		2.7129638		5.3988705		6.488188		2.6297886		-2.1834486		-5.1122565		1.0441685		3.3105185		-1.1266085		-2.3539603		0.062354565		1.7270572		NA		0.019944178		NA		0.0038225006		U35_44k_v1_14422		-		emb|CAJ32656.1| 3e-52  putative avenin-like a precursor [Aegilops cylindrica]		LOC_Os06g31070.1 7e-14 prolamin PPROL 17 precursor putative expressed		TGTGGCCGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAATAAAGCTTTTG		1460		0

		13379		CUST_4057_PI390587928		8.749184		8.751655		8.675307		8.713515		9.719874		9.680222		10.131482		9.723197		9.91459		10.275268		9.5810175		8.362645		-1.1444985		-1.5105208		1.4645573		2.567834		-0.1947155		-0.59504604		0.55046463		1.3605518		NA		NA		NA		0.03892956		U35_44k_v1_13379		LOC_Os09g17630.1		dbj|BAD29102.1| 3e-84  leucine-rich repeat family protein /protein kinase family protein-like [Oryza sativa Japonica Group]		LOC_Os09g17630.1 6e-86 receptor-like protein kinase 2 putative expressed		GGAAGCGTAGATTACATCTATCTAACTGGAAATTCACTCACTGGGAACATACCTGATTGG		39803		AT1G07650.1

		30153		CUST_23827_PI390587928		6.7233224		6.6517854		4.757183		5.477795		6.3128433		6.4562798		6.0073376		6.726684		6.3500347		6.872734		5.804975		5.4403634		-1.0261142		-1.3346434		1.150581		2.4390523		-0.03719139		-0.41645432		0.20236254		1.2863207		NA		NA		NA		0.0072185807		U35_44k_v1_30153		LOC_Os04g12480.1		gb|EAZ29740.1| 4e-31  hypothetical protein OsJ_013223 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g12480.1 9e-33 pumilio-family RNA binding repeat containing protein expressed		TAGCTGTACATGTTATGGGAGTTGTTAGCTTGGTGAATTGTGACGTTTAATTTGTTCCAA		29908		AT3G10360.1

		26561		CUST_13164_PI390587928		7.5096054		6.9260764		6.6169205		6.3053946		7.564878		7.3877144		8.841111		7.5131745		7.964086		8.414741		8.2841		6.6340394		-1.3187838		-2.0378194		1.4712186		1.8392724		-0.39920807		-1.0270262		0.5570116		0.87913513		NA		0.02021583		NA		0.0045024026		U35_44k_v1_26561		LOC_Os04g53994.1		gb|EAZ32098.1| 3e-92  hypothetical protein OsJ_015581 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53994.1 5e-94 ATP binding protein putative expressed		CGATATCTTGTGAAGTCCAATGGTTTGTCATTTATTTTCACCTTGTCAAGTGGAAGAGGC		25378		AT4G21390.1

		20839		CUST_10693_PI390587928		4.7261014		4.11148		4.451712		4.6803236		5.8247075		5.5678163		5.803225		5.624195		5.565603		5.7208824		5.3042607		4.2470384		1.1967359		-1.1119301		1.4131987		2.5975595		0.25910473		-0.15306616		0.4989643		1.3771567		NA		NA		NA		0.016701892		U35_44k_v1_20839		LOC_Os03g57310.1		gb|AAP75621.1| 8e-53  syntaxin [Hordeum vulgare subsp. vulgare]		LOC_Os03g57310.1 1e-48 syntaxin 121 putative expressed		TCGAGGAGAATCAAGAAACCGCGCCGGCGTGGTGATCAAGGACATCCATCGATCGAACGA		17186		AT3G11820.1

		46247		CUST_17470_PI390587928		1.8185073		1.5405974		1.7549286		1.5528971		5.434097		4.989898		6.517126		9.763574		4.5338435		3.3128974		2.8759754		1.8735696		1.8663937		3.197625		12.476581		237.20723		0.9002533		1.6770008		3.6411507		7.890004		NA		0.004310937		0.0023165192		1.94E-04		U35_44k_v1_46247		-		ref|XP_381571.1| 1e-11  hypothetical protein FG01395.1 [Gibberella zeae PH-1]		No hits found		GATGTAGAAGTATATGAATTAAGGGACGATCTTCGCGACTCTTCAGTTATCCCATTAAAT		46066		0

		3822		CUST_6397_PI390587928		3.636307		3.5846584		4.630367		3.4659817		4.072013		9.554861		7.841149		6.987065		3.690964		2.733323		3.6808345		3.3274753		1.3022883		113.1065		17.880493		12.637065		0.38104892		6.821538		4.1603146		3.6595895		NA		0.0012017193		0.0021939024		0.00381689		U35_44k_v1_3822		LOC_Os03g09850.1		gb|EAY88886.1| 1e-58  hypothetical protein OsI_010119 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09850.1 3e-60 dopamine beta-monooxygenase putative expressed		CAATGACAATGAGGAGATTCGATGCGCTGCTGATGCTCGTTGTGGTCGTCGTCCTTCCGA		None		AT2G04850.1

		30793		CUST_10290_PI390587928		5.590576		5.1861315		4.9187255		4.8132253		6.075522		6.31015		6.6213174		6.0964217		5.947804		6.04702		6.1565323		4.092249		1.0925641		1.2000797		1.3801118		4.011586		0.12771797		0.2631302		0.4647851		2.0041728		NA		NA		NA		0.002062147		U35_44k_v1_30793		-		No hits found		No hits found		GAGGCGGGAAGATCTTCTTTGTTGTTTTCCGGTTTCGCGTTCCGTGTGTGGTAGTGCATG		30847		0

		14693		CUST_25118_PI390587928		13.572426		13.643196		12.998459		14.022954		13.954521		14.374982		16.298767		14.96448		14.190373		14.930623		15.78464		13.852332		-1.1776022		-1.4698217		1.4281294		2.161673		-0.23585224		-0.5556412		0.5141268		1.1121483		NA		NA		NA		0.0018762641		U35_44k_v1_14693		LOC_Os07g14270.3		gb|AAW02798.1| 0.0  calreticulin-like protein [Triticum aestivum]		LOC_Os07g14270.4 1e-179 calreticulin precursor putative expressed		GCCTTTGCGCTGCTGCCAGGATTTATTAGTTGTCTCTCATTATGATGTTCCCCTTTTTGT		1903		AT1G56340.2

		17540		CUST_35353_PI390587928		11.122043		10.911336		10.388897		10.556973		10.789407		11.956471		12.189247		12.367095		11.02092		11.731392		11.901132		10.29882		-1.1740656		1.1688417		1.2210443		4.1938505		-0.23151302		0.22507954		0.2881155		2.0682755		NA		NA		NA		0.014879169		U35_44k_v1_17540		LOC_Os01g68060.2		ref|NP_001045146.1| 0.0  Os01g0908700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68060.2 0.0 copine-6 putative expressed		GGCATTATTTTATTTTATCTCTGGTTTTCGTTTCGGAATGGAAGTTGCTTCTTGCACAAA		None		AT5G14420.2

		1746		CUST_4689_PI390587928		10.149841		10.337854		11.2597475		10.568688		11.036775		11.199711		12.418782		10.850644		11.40271		12.211873		12.076309		10.828353		-1.2887169		-2.0169318		1.2679281		1.015571		-0.36593533		-1.0121622		0.34247303		0.022291183		NA		0.0098431865		NA		NA		U35_44k_v1_1746		LOC_Os02g08100.1		ref|NP_001105258.1| 0.0  4-coumarate coenzyme A ligase [Zea mays]		LOC_Os02g08100.1 0.0 4-coumarate--CoA ligase 1 putative expressed		CAACAGATACCTTGTTCCAATCATATCAACTATTTTTCCTTCCATTGTGCTTCGTCTCGT		4676		AT1G51680.1

		43322		CUST_28884_PI390587928		6.926562		6.8052673		5.844048		7.154799		6.3636417		7.326097		10.821935		10.815663		6.3448634		7.7881646		10.040465		9.132507		1.0131012		-1.3775146		1.7188807		3.2112968		0.018778324		-0.4620676		0.78146935		1.683156		NA		NA		NA		0.0063949786		U35_44k_v1_43322		LOC_Os01g69190.1		gb|EAZ14651.1| 5e-19  hypothetical protein OsJ_004476 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69190.1 9e-21 regulatory protein putative expressed		AGGGAGACCCGTCGGAAATTGCTATTACTTTGAATGGGTTCAAAAGCCCCTGCCAAAAAA		39857		0

		5299		CUST_13986_PI390587928		9.838847		9.411497		7.271937		9.262203		8.969081		8.49559		6.214003		8.433856		8.584428		8.226277		6.91322		9.512701		1.3055458		1.2052337		-1.6236231		-2.1123443		0.3846531		0.26931286		-0.69921684		-1.078845		NA		NA		0.0079558855		0.008975922		U35_44k_v1_5299		LOC_Os06g46980.1		No hits found		No hits found		CTTGCAATTCCTTTTGAAAGACTTGTTGAGATGAAGACGAAACTGTTTCTGATTGGTTTC		12648		0

		10455		CUST_7140_PI390587928		7.4521117		7.611742		6.7851434		7.5177817		9.655833		10.985639		11.722835		11.254921		10.689284		11.880603		11.749257		9.749002		-2.0469148		-1.8595637		-1.0184834		2.8400543		-1.0334511		-0.8949642		-0.0264225		1.5059185		NA		NA		NA		0.0026976184		U35_44k_v1_10455		LOC_Os04g10160.1		gb|EAY93225.1| 5e-52  hypothetical protein OsI_014458 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10160.1 9e-54 cytochrome P450 CYP99A1 putative expressed		ACGGGTGAATAGCTCATGTGTGAAGTTTTTGATGCGAATTGGAAAGAATGAAACGTAGTT		25605		AT3G26210.1

		37521		CUST_36744_PI390587928		1.3364235		1.3894572		1.3826755		1.364016		2.4996614		3.2222004		3.7957737		5.6562715		1.3829031		1.5600629		1.3804475		1.8265873		2.1685915		3.164851		5.3344		14.21837		1.1167583		1.6621375		2.415326		3.8296843		0.0011672165		0.007462744		0.004299457		0.003325481		U35_44k_v1_37521		LOC_Os03g08060.3		gb|ABB90961.1| e-105  elongation factor 1-alpha [Rhizophlyctis rosea]		LOC_Os03g08060.2 5e-83 elongation factor 1-alpha putative expressed		CTCTGCTATCGTTAAGATGGTTCCCACTAAGCCTATGTGTGTGGAGTCTTACACTGACTA		33231		AT5G60390.3

		50937		CUST_10045_PI390587928		5.342028		2.5370407		2.4389846		1.9379381		2.8375778		2.7403462		6.3880067		12.008668		1.7064352		1.4365572		3.8282716		1.4854883		2.1903214		2.468764		5.895994		1471.6104		1.1311426		1.303789		2.559735		10.52318		NA		NA		NA		1.94E-04		U35_44k_v1_50937		LOC_Os11g32650.1		sp|Q96562|CHS2_HORVU 0.0  Chalcone synthase 2 (Naringenin-chalcone synthase 2)		LOC_Os11g32650.1 1e-173 chalcone synthase putative expressed		CGTGATTTGTGTCTACAGTATATTGTAAACGTTCACCCATCAAAGTTGTATTTTCATCCT		53027		AT5G13930.1

		41497		CUST_26969_PI390587928		14.362073		14.050029		11.585148		13.833294		13.520149		13.436305		9.772424		12.122722		13.044408		12.675654		10.644806		13.716798		1.3906326		1.6942545		-1.8306832		-3.0190113		0.4757414		0.76065063		-0.87238216		-1.5940762		NA		NA		NA		6.14E-04		U35_44k_v1_41497		LOC_Os03g06930.1		ref|NP_001049067.1| 2e-29  Os03g0165300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g06930.1 3e-31 DNA binding protein putative expressed		TTTTGCTAGCCAGCACAGATTGGTGTACTTCATTGACGAATGGATTCAGGATATTGATGA		None		0

		8204		CUST_27929_PI390587928		6.597193		6.776508		7.5039783		6.2724915		6.14605		6.0389657		5.3970337		4.218593		5.769722		6.1613827		5.913527		5.476515		1.2980338		-1.088557		-1.430474		-2.3915098		0.376328		-0.12241697		-0.5164933		-1.2579217		NA		NA		NA		0.012198798		U35_44k_v1_8204		LOC_Os03g18110.1		gb|EAY89580.1| 7e-73  hypothetical protein OsI_010813 [Oryza sativa (indica cultivar-group)]		LOC_Os03g18110.1 1e-74 expressed protein		TCTGTACACCTACAGGTTCATGGAGTACGAGCTGGTGGTGTCTTTCTACCGCGCGCCGTA		25486		AT5G58600.2

		6201		CUST_1790_PI390587928		8.335235		8.021626		8.644507		8.113717		7.8630395		7.4625206		6.5893016		6.538774		7.4300065		7.2125435		7.164927		8.259095		1.3500688		1.1891882		-1.4903234		-3.2950976		0.433033		0.24997711		-0.5756254		-1.7203212		NA		NA		NA		0.0012611251		U35_44k_v1_6201		LOC_Os01g12320.3		gb|EAY73076.1| 9e-34  hypothetical protein OsI_000923 [Oryza sativa (indica cultivar-group)]		LOC_Os01g12304.1 2e-34 esterase precursor putative expressed		TCATATGGAATTCCAGATTACATCGAGTAATATATTTTAGAGCCAGAAATGTCCTGGTAC		18246		AT5G45910.1

		4266		CUST_30939_PI390587928		9.713497		9.748721		8.293912		9.3740835		9.814649		11.539397		11.741328		12.393231		10.32697		11.684844		11.3690405		9.597251		-1.4263436		-1.1060731		1.2944038		6.945028		-0.5123215		-0.14544678		0.37228775		2.7959805		NA		NA		NA		0.006896212		U35_44k_v1_4266		LOC_Os07g43800.1		ref|NP_001060363.1| 1e-42  Os07g0631700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g43800.1 2e-44 EF hand family protein expressed		CGGTCAGTCGTCTTGATAATACACATTGCTCCAAAATCGACCGGAGTTTTCTTCAAAAAA		11653		0

		960		CUST_27655_PI390587928		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		-1.5048739		-2.1038814		1.7865725		1.2618945		-0.5896425		-1.0730534		0.83719444		0.33559132		NA		0.01074733		1.55E-04		NA		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		GTGTCGAGGATCGATTCTTTTGTCAGATTTTGAGTTAAACGAGTGTAATAGTTTGATGAT		2888		AT5G25880.1

		19988		CUST_26529_PI390587928		10.172481		9.576138		8.510555		9.427447		12.518804		11.853282		13.587532		11.954753		13.292137		13.515082		13.235421		11.81155		-1.7092146		-3.1641114		1.2764268		1.104354		-0.77333355		-1.6618004		0.35211086		0.14320278		NA		0.0023282014		NA		NA		U35_44k_v1_19988		-		No hits found		No hits found		CATGTAATCTCAGTGCTGTCATATGATTGATCTTTTGTACTGTTCCAATCTACTTTTACC		14815		0

		16352		CUST_13555_PI390587928		9.43217		9.0426		7.6620464		8.391904		10.06993		10.260242		11.3477335		10.429084		11.209353		11.2291975		10.502141		7.921978		-2.2029295		-1.9574223		1.7970026		5.6847854		-1.1394234		-0.96895504		0.8455925		2.5071058		NA		NA		NA		0.008633584		U35_44k_v1_16352		LOC_Os08g10500.2		No hits found		No hits found		GAACCTGAAGTTGCAATGTTGTTGATCCATTTGAATGGTACACTGATTTCACAAATCTAA		5303		0

		8651		CUST_14058_PI390587928		9.144957		10.168911		10.98453		10.165093		8.580721		9.357592		8.900786		8.130783		8.214692		9.00687		9.364666		10.189679		1.2888004		1.2751981		-1.3792458		-4.1666737		0.3660288		0.35072136		-0.4638796		-2.058896		NA		NA		NA		0.0017343044		U35_44k_v1_8651		LOC_Os07g36230.4		ref|NP_001059922.1| e-115  Os07g0546400 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36230.4 1e-116 transposon protein putative Mutator sub-class expressed		CTGTTCTCGATACATCTCAGTGAACAGAAATGCAAGTAAGATTCCGAGTACAACTGCCAC		35811		AT3G22104.1

		15060		CUST_20549_PI390587928		6.0064473		6.497912		4.023541		4.786097		7.112431		7.775888		9.526684		8.057185		7.4120007		8.091599		9.174243		5.831285		-1.2307771		-1.2446253		1.2767189		4.678027		-0.2995696		-0.3157115		0.35244083		2.2259002		NA		NA		NA		0.009780115		U35_44k_v1_15060		LOC_Os03g11440.1		gb|AAK94784.1| 0.0  Sec61 alpha subunit [Hordeum vulgare]		LOC_Os09g17840.1 0.0 protein transport protein Sec61 alpha subunit isoform 2 putative expressed		CTGAGTTTTGGCTACCTTAGTAACCGGATATGTTGCAGTTACTTTTGAACTAAATTGTAT		2595		AT2G34250.2

		1320		CUST_36907_PI390587928		7.423105		7.614908		6.3206916		6.508496		7.590406		7.525669		7.4349523		8.659629		7.4248466		7.6641617		7.4149494		7.6503887		1.1216007		-1.1007544		1.0139614		2.0128508		0.16555929		-0.13849258		0.020002842		1.0092402		NA		NA		NA		0.0013168678		U35_44k_v1_1320		LOC_Os06g05120.1		dbj|BAF99028.1| 2e-09  cysteine-rich peptide [Digitaria ciliaris]		LOC_Os06g05120.1 5e-09 expressed protein		AAATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTAGAGATGAGTTTCCTTTTAAAAAA		4029		0

		23872		CUST_29836_PI390587928		8.211864		8.437024		8.759907		8.522939		7.8951035		8.236733		6.5402837		7.1513925		7.0569243		7.058823		7.2640305		8.193862		1.7877923		2.2624884		-1.6514654		-2.0597503		0.8381791		1.1779103		-0.7237468		-1.0424695		NA		NA		NA		0.012616315		U35_44k_v1_23872		-		No hits found		No hits found		TATGTATGAATGCACGTGACATGTATTCCCTTTATGTGTTGTCACTCAGACGCCCGACTG		18880		0

		8136		CUST_5743_PI390587928		5.1551185		6.0192604		2.7208805		2.74104		6.65898		6.900856		6.503762		7.6717377		6.0633507		7.046219		6.5827622		4.839476		1.5111315		-1.1060088		-1.056286		7.1218967		0.5956292		-0.14536285		-0.07900047		2.8322616		NA		NA		NA		0.010208624		U35_44k_v1_8136		LOC_Os08g01490.1		gb|EAZ05312.1| 1e-87  hypothetical protein OsI_026544 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01490.1 3e-88 cytochrome P450 71C4 putative expressed		ATTGATGGACATGTTTGTGGCAGGCACAGATACTTCATACATAGTTCTCGAGTGCGCCAT		16876		AT3G48310.1

		1024		CUST_8903_PI390587928		2.5911598		2.3365479		1.958211		3.3106987		3.104314		4.486593		3.9256222		4.715463		3.3476143		4.3752384		3.322303		2.058008		-1.1836973		1.0802418		1.5192077		6.3091917		-0.2433002		0.11135435		0.60331917		2.6574552		NA		NA		NA		0.007219816		U35_44k_v1_1024		LOC_Os10g30450.1		emb|CAO18197.1| 3e-33  unnamed protein product [Vitis vinifera]		LOC_Os10g30450.1 1e-30 metal ion binding protein putative expressed		GCCCTGCATGCACAAGTAAAAAATTACAATCATGATTGTTATTATTGTATAGCCGCCAAA		3058		AT5G60800.1

		50532		CUST_32341_PI390587928		8.960134		8.398368		7.738678		8.408427		8.899444		8.3976755		10.3413725		11.252849		9.21405		8.422661		9.335383		8.436685		-1.2436725		-1.0174693		2.0083199		7.042873		-0.31460667		-0.024985313		1.0059891		2.816164		NA		NA		0.0017269537		0.0011804007		U35_44k_v1_50532		LOC_Os07g39740.1		ref|NP_001060128.1| 7e-36  Os07g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39740.1 2e-37 esterase precursor putative expressed		CCAGGGCAAAGGGCAATGAACATGATGTTCATTAATTAGACTGTGGATGTAGGATTTTTT		1399		AT3G26430.1

		16137		CUST_3623_PI390587928		5.5870986		5.0037265		4.7253966		7.0472198		4.9469743		5.72035		9.697897		10.462691		4.802573		5.1990795		9.037837		8.451782		1.1052717		1.4352183		1.5801482		4.030361		0.14440107		0.5212703		0.6600599		2.010909		NA		NA		NA		0.0041264636		U35_44k_v1_16137		LOC_Os01g02390.1		gb|AAK20741.1| 1e-78  TAK33 [Triticum aestivum]		LOC_Os01g02390.1 5e-78 TAK14 putative expressed		TATGAGCCATTGTGGCTGTATGTGCTTCCTTCCTCCTGAAACAAACTAATCCTTACCAGT		4996		AT1G66930.1

		249		CUST_16542_PI390587928		10.648491		9.821926		9.484435		9.337395		11.826843		12.083449		14.837032		13.803773		11.942586		13.09673		14.894061		12.067344		-1.0835327		-2.0184963		-1.040321		3.3320942		-0.11574268		-1.0132809		-0.05702877		1.7364292		NA		NA		NA		9.59E-04		U35_44k_v1_249		LOC_Os10g34910.1		emb|CAA74594.1| e-127  hypothetical protein [Hordeum vulgare]		LOC_Os10g34910.1 1e-76 secretory protein putative		GATTTGTGTACTCCCTCTATCCATATATATATATATAGGACCTAATGCGTTTTTCGAGAC		627		AT2G15220.1

		20005		CUST_7461_PI390587928		9.4674425		10.417468		10.287954		11.029088		8.5844145		9.244527		8.467425		9.264145		7.608999		8.408933		8.782044		11.111988		1.9662076		1.7845919		-1.2436832		-3.5996163		0.9754157		0.8355942		-0.31461906		-1.8478432		NA		NA		NA		0.001068769		U35_44k_v1_20005		LOC_Os04g45834.2		ref|NP_001053448.1| 1e-36  Os04g0542000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45834.2 3e-38 expressed protein		TTTCTATTTGGTCTTCAATGTATCACCTAATGGCTTGTTATGTGGGCTTTGTTTGTTTGA		14925		0

		14158		CUST_38247_PI390587928		12.236005		11.412827		11.506695		11.404903		14.458739		13.822651		16.0915		13.691059		15.31379		15.430997		15.501069		11.69291		-1.8088228		-3.0490208		1.5056957		3.994871		-0.85505104		-1.608346		0.59043026		1.9981489		NA		0.005693015		NA		0.0011784695		U35_44k_v1_14158		LOC_Os07g44499.1		gb|EAZ04858.1| 6e-82  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 2e-83 peroxidase 56 precursor putative expressed		GTGTGTGTGTCAGTGTGTGTGTTTGTTTCGGTGTATAATAAACAAGTAACTGTGTGTGTT		9413		AT4G33420.1

		39873		CUST_31453_PI390587928		5.1231675		5.298071		5.1181364		5.4090743		3.871127		4.9888206		2.4885015		3.2781754		4.0020647		4.050388		3.2184741		5.380303		-1.0950053		1.9164451		-1.6586076		-4.293421		-0.13093781		0.9384327		-0.7299726		-2.1021276		NA		NA		NA		0.004507295		U35_44k_v1_39873		LOC_Os10g04540.1		ref|NP_001064113.1| 4e-35  Os10g0134500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04520.1 9e-37 expressed protein		GATGCGACCGTATGGTGCGCAGACCATATGATACATATCTTTACACTGACAACTTTGTGT		36113		0

		45719		CUST_756_PI390587928		1.4866303		1.5979406		1.5660969		1.5179882		7.6540704		8.314294		9.60201		12.045457		2.3982494		2.7580738		1.547239		2.3718247		38.20849		47.053173		265.9056		816.6826		5.255821		5.55622		8.05477		9.673632		8.09E-04		0.0012226427		3.71E-05		5.20E-04		U35_44k_v1_45719		-		ref|XP_001913063.1| 5e-18  unnamed protein product [Podospora anserina]		LOC_Os02g14059.1 1e-18 60S ribosomal protein L11-1 putative expressed		CCGTTTACAGCAAGGCTCGTTACACCGTCCGAACTTTCGGTGTCCGACGTAACGAAAAGA		44911		AT5G45775.2

		10249		CUST_40058_PI390587928		10.453166		7.806072		7.243637		9.303315		9.06951		7.051828		3.9827576		7.107475		8.686514		5.9409904		4.7018447		9.557571		1.3040476		2.1597097		-1.6461401		-5.464527		0.38299656		1.1108375		-0.7190871		-2.4500966		NA		NA		NA		0.0059356075		U35_44k_v1_10249		LOC_Os04g49680.1		ref|NP_001053683.1| 1e-27  Os04g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49680.1 2e-26 expressed protein		CCTGTGCAGTGCGGATGATTTGTTTATTAGAAATGAATACAGGAAAAATAAAGGATCTGA		4062		AT4G17670.1

		39853		CUST_31484_PI390587928		4.892732		5.4389663		4.932518		5.3186297		4.402922		6.242846		6.418407		6.0393014		4.426167		6.303412		5.1283116		4.380001		-1.0162426		-1.0428748		2.4454422		3.158633		-0.023244858		-0.06056595		1.2900953		1.6593003		NA		NA		0.0076877726		0.021475803		U35_44k_v1_39853		LOC_Os06g10210.2		ref|NP_001057086.1| 6e-21  Os06g0203600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10210.1 1e-24 expressed protein		TGTTGCATCTGAAGAAGTACTTCATACGCTAAGGCAGTCCGATGGCACGTTACATATTTG		36088		AT2G26310.1

		14		CUST_4650_PI390587928		11.919243		10.722211		10.649232		10.3835		12.969733		11.488275		11.541043		10.409603		13.34465		12.923673		12.210923		10.361928		-1.296765		-2.704568		-1.5909406		1.033598		-0.37491703		-1.4353981		-0.6698799		0.047675133		NA		0.019899903		NA		NA		U35_44k_v1_14		LOC_Os03g49190.1		emb|CAA57994.1| 3e-19  high molecular weight oleosin [Hordeum vulgare subsp. vulgare]		LOC_Os03g49190.1 6e-16 oleosin 18 kDa putative expressed		ACTGCTCATGTTTGGATGGATCGATCGGTTTAGCACCGAGTTTGTGAATAAGAAAAGGCC		1472		0

		4187		CUST_21431_PI390587928		6.842116		7.447432		4.6769943		5.2393804		7.031568		7.9976044		9.03478		9.293881		7.2867064		8.330358		8.19243		5.9654136		-1.1934502		-1.2594146		1.7929683		10.045433		-0.2551384		-0.33275318		0.84235		3.3284678		NA		NA		NA		0.020819316		U35_44k_v1_4187		LOC_Os01g40660.1		gb|EAY89485.1| e-124  hypothetical protein OsI_010718 [Oryza sativa (indica cultivar-group)]		LOC_Os01g40660.1 2e-51 embryonic abundant protein-like putative expressed		CAGTTTTATGAAATATGGTATTGTTAATAGAATTTCCAGTCTCATTCCGCGGAGCCAAAA		14107		AT2G41380.1

		46847		CUST_783_PI390587928		3.0174706		3.3626556		2.2172573		2.8153076		6.2799573		5.2344813		7.42116		4.9154353		7.160965		6.679587		6.6244392		2.9943397		-1.8416612		-2.7228274		1.7371484		3.7871056		-0.8810077		-1.4451056		0.796721		1.9210956		NA		NA		NA		0.03513729		U35_44k_v1_46847		LOC_Os07g06300.1		gb|EAY90169.1| 1e-10  hypothetical protein OsI_011402 [Oryza sativa (indica cultivar-group)]		LOC_Os03g25340.1 1e-12 peroxidase 47 precursor putative expressed		TGGAACATTAGCGACACGTAGAGGGAAGGCCAACCGAACAAGAACAGCCTGCGAGGGTTA		47460		0

		45853		CUST_174_PI390587928		2.2969913		2.7734191		2.2747662		1.59522		2.893788		4.115035		5.2803783		4.520516		2.3341985		2.8139741		4.487283		1.6132821		1.4738499		2.4641001		1.732788		7.501784		0.5595896		1.3010609		0.7930951		2.9072337		NA		NA		NA		2.04E-04		U35_44k_v1_45853		LOC_Os08g04540.1		dbj|BAD11768.1| 3e-33  tryptophan decarboxylase [Hordeum vulgare subsp. spontaneum]		LOC_Os08g04540.1 4e-31 aromatic-L-amino-acid decarboxylase putative expressed		AGCGGCTCAGTTGGCGTGTCCCATATACCACGCCTGGCTGTCTATGCTGCCGACCAAACG		45206		AT2G20340.1

		472		CUST_2950_PI390587928		8.461694		7.995237		7.697956		8.321206		8.360447		8.418939		10.163281		9.64954		8.749131		9.299211		9.740106		8.571783		-1.3091989		-1.8407222		1.340876		2.1107516		-0.38868427		-0.8802719		0.4231758		1.0777569		NA		0.03375103		NA		0.0061717574		U35_44k_v1_472		LOC_Os01g66940.1		sp|Q0JGZ6|SCRK1_ORYSJ e-163  Fructokinase-1 (Fructokinase I) (OsFKI)		LOC_Os01g66940.1 1e-165 fructokinase-1 putative expressed		TGTACATTGCTGTTATGTGAAGGTGCCAAGTGCCAAAATTGTTGTGATTCTCCTGACAAA		101		AT2G31390.1

		14425		CUST_9031_PI390587928		1.8658943		1.3907471		1.3835555		1.3695611		1.871957		2.996666		6.9091053		4.747398		2.8424575		5.850372		6.893442		2.836305		-1.9595203		-7.228548		1.010916		3.7609391		-0.9705006		-2.853706		0.015663147		1.911093		NA		0.004310937		NA		0.009483373		U35_44k_v1_14425		-		emb|CAJ32656.1| 2e-47  putative avenin-like a precursor [Aegilops cylindrica]		LOC_Os06g31070.1 3e-15 prolamin PPROL 17 precursor putative expressed		CATCATGTGTGGCCGGTACTATTGCAACTTGGAAATAATAAACCTCTGTTTCTGAAAAAA		1465		0

		48972		CUST_23475_PI390587928		6.5381618		7.40391		6.4702587		5.180391		7.7798123		7.9049096		5.0852437		9.304381		7.4155755		7.037031		5.913832		5.1194677		1.2872006		1.8249772		-1.775947		18.187983		0.36423683		0.86787844		-0.8285885		4.1849136		NA		NA		NA		0.014715599		U35_44k_v1_48972		LOC_Os03g52860.1		gb|AAB70865.1| 7e-77  lipoxygenase 2 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52860.1 1e-73 lipoxygenase 2 putative expressed		GAAAATGTTGAGTGGTTGGCCAAGGGTTAATGTATTTTCCTTTTAAATTTTCCGTTCCAA		50850		AT3G22400.1

		4312		CUST_11743_PI390587928		11.891101		12.16615		11.200973		11.405622		11.961079		12.568165		11.904475		12.517498		11.693428		12.25623		11.881383		11.1869545		1.2038457		1.2413712		1.0161351		2.514974		0.2676506		0.31193447		0.02309227		1.3305435		NA		NA		NA		0.016129127		U35_44k_v1_4312		LOC_Os06g44160.1		ref|NP_001058224.1| 7e-29  Os06g0650900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g44160.1 2e-30 dnaJ protein putative expressed		CCCCTGTTTTACTGTGGAGGGAATGGACGTAGAAAGAAATTCAGGGTTCTAACTAAAAAA		10137		0

		10055		CUST_19140_PI390587928		1.8732458		2.9008262		1.5406293		1.3745824		3.2139862		5.0152287		8.002547		5.2695074		4.4857025		6.1054587		6.7540474		2.8801165		-2.4144864		-2.1290798		2.3759425		5.2393613		-1.2717164		-1.09023		1.2484999		2.389391		NA		NA		4.55E-05		2.48E-04		U35_44k_v1_10055		LOC_Os04g35890.1		ref|NP_001052870.1| 7e-95  Os04g0439600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35890.1 1e-96 protein kinase putative expressed		GCCTAATTGGATAGCAACAAAAGAATTGTATATATTCCTAAGTTGTGACTTTGCTAGTGC		20428		AT5G47850.1

		48362		CUST_36197_PI390587928		6.646679		5.1750245		2.6231678		3.9643772		7.074108		6.7009873		7.073014		7.4028244		6.9384956		7.0673127		6.8688207		5.4263935		1.0985591		-1.2890654		1.1520418		3.9351835		0.13561249		-0.36632538		0.20419312		1.9764309		NA		NA		NA		3.44E-04		U35_44k_v1_48362		LOC_Os10g04730.1		gb|EAY77642.1| 4e-22  hypothetical protein OsI_031601 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04730.1 7e-23 protein kinase putative expressed		CAAATGTGAGATTGTGTACCCTAAAGAGTGTAAAGAAGGTTTCCAAACTAGTTAGAATAC		20782		AT4G03230.1

		20295		CUST_18373_PI390587928		10.534194		10.746556		10.735501		11.069534		9.77979		10.259307		9.005016		9.331109		9.824183		9.9558325		9.525418		10.814649		-1.0312496		1.234113		-1.4343548		-2.7963395		-0.04439354		0.30347443		-0.52040195		-1.4835396		NA		NA		NA		0.004481135		U35_44k_v1_20295		LOC_Os03g14500.1		gb|EAY89261.1| e-101  hypothetical protein OsI_010494 [Oryza sativa (indica cultivar-group)]		LOC_Os03g14500.1 1e-103 expressed protein		ATGGGGTGTTAATTCCGCTCTTGTGATTCAGATTTACTTGATCTCGAACGACATTTCTGC		25392		AT1G12330.1

		12355		CUST_38970_PI390587928		1.4397074		1.4857868		1.5204468		1.4756197		2.7532387		2.6171906		3.6736991		5.252704		1.4799223		1.5147014		1.5031494		1.4938593		2.4171658		2.1472485		4.5019493		13.537082		1.2733164		1.1024892		2.1705499		3.7588449		0.017049972		0.018966936		NA		2.42E-04		U35_44k_v1_12355		LOC_Os05g31020.1		ref|XP_001273901.1| 3e-96  peptide chain release factor eRF/aRF, subunit 1 [Aspergillus clavatus NRRL 1]		LOC_Os07g39870.3 4e-86 eukaryotic peptide chain release factor subunit 1-1 putative expressed		GATTAACATCGATTTCGAGCCTTTCAAGCCTATCAACACCTCACTGTACCTCTGTGACAA		24073		AT3G26618.1

		37470		CUST_33854_PI390587928		6.9546947		6.9420624		7.7472663		7.282173		6.796856		6.6591015		6.0244412		5.826755		6.989465		7.055308		7.518007		7.310344		-1.1428288		-1.3160428		-2.8158405		-2.7964358		-0.19260931		-0.39620638		-1.4935656		-1.4835892		NA		NA		NA		0.009591909		U35_44k_v1_37470		LOC_Os12g37600.1		gb|EAY83525.1| 1e-80  hypothetical protein OsI_037484 [Oryza sativa (indica cultivar-group)]		LOC_Os12g37600.1 2e-81 glycerol-3-phosphate acyltransferase 1 putative		TACTACCTGGCCAACCCCAGGATGTGCTACACGGTGGAGTTCCTCGGCAGGGTCGATACG		6715		AT4G01950.1

		16101		CUST_16531_PI390587928		10.0624		10.702717		11.205533		10.797089		10.369654		10.902736		9.219377		10.151574		9.585586		9.515202		9.788892		10.213661		1.7219796		2.616311		-1.4840249		-1.0439749		0.7840681		1.3875341		-0.5695152		-0.06208706		NA		0.042081077		NA		NA		U35_44k_v1_16101		LOC_Os03g58350.1		ref|NP_001051565.1| 4e-35  Os03g0797800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58350.1 7e-37 OsIAA14 - Auxin-responsive Aux/IAA gene family member expressed		GTGTCCGTGTAGTAGATAAGTTCTCTCTGCTTAGTTTTACAAGTTTCCCTTTTGTAAAAA		8643		AT3G23030.1

		10787		CUST_41071_PI390587928		9.909863		9.656741		8.2818365		8.880459		10.542561		11.051631		10.545323		11.027299		10.298465		10.961383		10.096619		8.665592		1.1843503		1.0645533		1.3648144		5.1397805		0.2440958		0.09024811		0.44870472		2.3617067		NA		NA		NA		0.0011336536		U35_44k_v1_10787		LOC_Os03g31690.1		gb|EAZ27421.1| 2e-07  hypothetical protein OsJ_010904 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g31690.1 4e-09 N-acetyltransferase/ amino-acid N-acetyltransferase putative expressed		TGGAACAGCCGCCCTTGTAGTGTTTTGAATTTATGAGGAGCAATAAACATAGGGGAACAC		33474		0

		48307		CUST_38896_PI390587928		8.809201		8.421212		9.757759		9.859819		8.326705		7.9193425		8.190772		7.9575157		7.4238873		7.348314		8.764478		9.477059		1.8697141		1.4855825		-1.4883416		-2.8670034		0.9028177		0.5710287		-0.5737057		-1.5195436		NA		NA		0.0011655568		0.008021267		U35_44k_v1_48307		LOC_Os03g02840.4		ref|NP_001048786.1| 7e-47  Os03g0120200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02840.4 2e-48 DNA binding protein putative expressed		GAATATTTTCTCCTGACAAACGACCATTGTACAAATGCTACTGGCTCAGCTTTTTCAGCA		49932		AT2G02170.2

		28767		CUST_4091_PI390587928		5.5163417		4.8520923		4.4892707		5.0411143		6.372352		6.9202523		8.060384		7.1557546		6.740454		7.357558		7.389754		5.890283		-1.2906538		-1.3540729		1.5917679		2.4040575		-0.36810207		-0.43730545		0.67063		1.2654715		NA		NA		NA		2.53E-04		U35_44k_v1_28767		-		gb|AAD46420.1|AF100771_1 6e-65  receptor-like kinase [Hordeum vulgare]		LOC_Os01g02300.1 6e-28 receptor kinase ORK10 putative expressed		ATCGACGTGCGCTTCTTGGGATGTGTAAGGAACAACTCCAAGTCTGACAACAGTAAATTA		27816		0

		19479		CUST_29482_PI390587928		11.269101		11.310565		11.124935		9.460343		10.917819		10.791015		8.781949		7.9521866		10.873195		10.690948		9.892838		9.238667		1.0314146		1.0718234		-2.1597862		-2.4393215		0.04462433		0.10006714		-1.1108885		-1.28648		NA		NA		0.0026758125		0.0057916055		U35_44k_v1_19479		LOC_Os06g13600.1		gb|EAZ36462.1| e-112  hypothetical protein OsJ_019945 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13600.1 1e-113 VEX1 putative expressed		AGATGTTCTTGAGCGTGCTCTCGCTGAGATCATGAAAGCAAAAGATCCAACAGTGATGTG		14836		AT5G62580.1

		7537		CUST_36716_PI390587928		4.2452474		5.451468		5.8925624		6.558291		4.193347		4.542179		4.0014405		5.9476953		2.7249553		3.5587857		3.6424272		7.110026		2.7671323		1.9771104		1.2825484		-2.238187		1.4683917		0.98339343		0.35901332		-1.1623306		NA		NA		NA		0.019696156		U35_44k_v1_7537		LOC_Os12g32360.1		ref|NP_001066850.1| 3e-41  Os12g0508200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32360.1 5e-43 expressed protein		AAGCATATGCATTATTATATGTACATCAGAAACTAATTCGTTGCAACCAGAGGAATGCCA		16107		0

		18053		CUST_29913_PI390587928		11.977481		11.980695		10.71764		11.18813		11.989802		12.37984		11.788648		12.313991		12.132169		12.267926		11.39156		10.760791		-1.103714		1.0806607		1.3168473		2.934673		-0.14236641		0.11191368		0.39708805		1.5531998		NA		NA		NA		0.0406019		U35_44k_v1_18053		LOC_Os01g53880.6		gb|EAY75770.1| 9e-93  hypothetical protein OsI_003617 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53880.6 2e-94 OsIAA6 - Auxin-responsive Aux/IAA gene family member expressed		ATAGTTCTTGACTCGGTGTTACATGAATTTGGCGTTTACAGGAGCTCTGATGGCTACACC		8115		AT3G16500.1

		7193		CUST_37006_PI390587928		1.435346		1.6286287		3.422498		1.904911		2.0577507		1.4355348		5.802877		4.3156605		1.968472		3.841759		6.0224986		4.519148		1.0638381		-5.300852		-1.1644282		-1.1514784		0.0892787		-2.4062243		-0.21962166		-0.2034874		NA		0.0012226427		NA		NA		U35_44k_v1_7193		-		No hits found		No hits found		CTGAATGTTTTAACTTATCGTCCTTAAATAATCCATGTCTCCCTCTATCCATTAGCAGTT		14886		0

		6994		CUST_9173_PI390587928		6.3479123		5.753012		4.4244523		5.2239		7.1013966		6.159056		7.7965508		7.504666		7.479706		7.2621517		7.280237		6.6040444		-1.2998177		-2.1481512		1.4302958		1.8668699		-0.37830925		-1.1030955		0.51631355		0.9006214		NA		0.027325213		NA		0.0025474282		U35_44k_v1_6994		LOC_Os05g05620.1		emb|CAD29475.1| 3e-88  glutathione transferase F2 [Triticum aestivum]		LOC_Os01g27210.1 7e-69 glutathione S-transferase IV putative expressed		ACTTCATGCAGACGGAGTACGCGGCAATGGTAGAGGAGCGCCCGCATGTCAAGGCGTGGT		14722		AT3G62760.1

		1533		CUST_36069_PI390587928		11.558754		11.754815		11.524812		11.647035		11.940787		12.309883		13.998652		13.738202		12.133884		13.820824		13.841128		13.255798		-1.1432153		-2.8499577		1.1153713		1.3970695		-0.19309711		-1.5109406		0.15752411		0.48240376		NA		0.0075490177		NA		5.00E-04		U35_44k_v1_1533		LOC_Os03g50130.1		ref|NP_001051042.1| 5e-62  Os03g0709000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		AATGTAAGATCAAGGTTTTAGCTTTTGCAGTACAGCTTTCGATACGGTTTCCGTAAAAAA		4044		AT1G65820.1

		22116		CUST_6058_PI390587928		3.984989		5.025492		2.954793		3.672701		3.915774		5.316482		6.0451584		8.21491		3.6669989		5.297821		5.115033		3.8571718		1.188198		1.0130188		1.9054414		20.502636		0.24877524		0.018661022		0.93012524		4.3577375		NA		NA		NA		8.76E-04		U35_44k_v1_22116		LOC_Os11g43360.1		ref|NP_001068381.1| 4e-85  Os11g0652900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g43200.1 7e-87 tropinone reductase 2 putative		CAAAAGAGCCTGTGCCTTGCATTGGAAACATATACAAATAAAACATTGACCGTTAGTAAA		20405		AT5G06060.1

		50240		CUST_31404_PI390587928		5.864143		5.796766		5.800928		6.881464		7.296698		8.956943		9.798724		9.18694		7.880747		8.777054		9.329307		7.52735		-1.4990503		1.1327965		1.3845505		3.159268		-0.58404875		0.17988873		0.46941757		1.6595902		NA		NA		NA		0.0027393394		U35_44k_v1_50240		LOC_Os09g38910.1		gb|EAZ45674.1| 2e-54  hypothetical protein OsJ_029157 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38910.1 3e-56 OsWAK92 - OsWAK receptor-like protein kinase expressed		CCAATGGAACACTCAATGACCATCTTCACTCTGCTATTTCTGTCCCTGTAATACATCGAG		52300		AT1G69730.1

		210		CUST_7644_PI390587928		7.0376086		7.4752975		6.0078697		5.9984093		9.116313		10.551006		9.837586		7.896127		9.788547		10.750066		9.956477		6.7495484		-1.5935382		-1.1479497		-1.0858996		2.2138827		-0.6722336		-0.19905949		-0.11889076		1.1465788		NA		NA		NA		0.013317989		U35_44k_v1_210		LOC_Os10g34920.1		gb|ABV22584.1| e-121  PR17d precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34910.1 3e-68 secretory protein putative		GAACATCACGTGGCTTCCTTTAGAAATAGGAACGCTACCGAACTAATATGGTATGAGAGT		538		AT2G15220.1

		49052		CUST_14880_PI390587928		6.8476586		6.6874747		5.999864		6.973412		6.980453		7.1999764		10.287373		9.956914		7.066002		7.489968		9.641934		7.962408		-1.0610913		-1.222633		1.5642143		3.984796		-0.08554888		-0.28999138		0.6454382		1.9945059		NA		NA		NA		4.46E-04		U35_44k_v1_49052		LOC_Os09g26260.1		No hits found		No hits found		GCATGTGAAATCGTATTATCCCAGTATAATGTAGCAGTGGTAAAATTGCTCGAGCCTAAA		None		0

		9691		CUST_35211_PI390587928		8.156368		8.283888		7.569245		9.567146		8.566012		10.266943		11.6044035		11.521004		8.653396		9.976371		11.488365		10.277335		-1.0624413		1.2231252		1.0837548		2.367999		-0.08738327		0.29057217		0.11603832		1.2436686		NA		NA		NA		0.016126825		U35_44k_v1_9691		-		No hits found		No hits found		GTGTTAATGATGTGACTATATCTGCGATGACACCTAGATAGTTCAACTTTGTATCGACAT		None		0

		46725		CUST_41040_PI390587928		2.2804415		1.7833017		2.4626606		1.5549273		2.3689518		3.183715		6.8880525		5.5038013		2.475867		3.5628078		6.693957		2.8249788		-1.0769231		-1.3005238		1.1440067		6.403331		-0.106915236		-0.3790927		0.19409561		2.6788225		NA		NA		NA		0.010363693		U35_44k_v1_46725		LOC_Os09g19140.1		ref|NP_001062966.1| 4e-61  Os09g0356000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g19140.1 9e-63 senescence-induced receptor-like serine/threonine-protein kinase precursor putative		TATCTGGCAACAGTCTGAATGGACCAATCCCATATTCCCTTTGTAAAAGGAATGCAGGAT		47211		AT1G51910.1

		5521		CUST_13736_PI390587928		9.21038		9.240955		8.490276		9.103408		9.025264		8.515884		11.129552		10.03436		9.679433		8.903037		9.538155		8.413605		-1.5737094		-1.3078097		3.0134106		3.0753598		-0.6541691		-0.38715267		1.5913973		1.6207552		NA		NA		0.0043394743		0.01887062		U35_44k_v1_5521		-		No hits found		No hits found		ATGAGATCAATATGAATAAAGCAAGATGGTCCCGTGATCATCTCGTTTCGCAACAAAAAA		12700		0

		8650		CUST_14059_PI390587928		6.9927373		7.326128		5.5301743		6.8216643		7.237393		9.767044		9.063891		9.667143		8.243916		9.3624325		8.322547		6.511719		-2.0090628		1.3237325		1.671733		8.909989		-1.0065227		0.4046116		0.74134445		3.1554236		NA		NA		NA		0.011150703		U35_44k_v1_8650		LOC_Os01g72530.1		gb|EAY77274.1| 6e-43  hypothetical protein OsI_005121 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72530.1 4e-44 calmodulin-like protein 41 putative expressed		GTACAAAGTTTGTCATGATGATGCACAACAATAATTGATCTATGTGAATATCCTTCGGTC		25384		AT1G76640.1

		30348		CUST_34532_PI390587928		7.594889		7.2048416		6.4117928		7.368332		7.0745263		7.8731456		7.1142917		8.5593195		6.703072		7.817572		7.0860386		7.3670845		1.2936562		1.0392721		1.0197766		2.2850647		0.37145424		0.055573463		0.028253078		1.192235		NA		NA		NA		0.007973074		U35_44k_v1_30348		LOC_Os05g36260.1		ref|NP_001055658.1| 2e-18  Os05g0438500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36260.1 5e-20 soluble inorganic pyrophosphatase putative expressed		TTGATGGCGTCGACTTATGTTGACGTAAATTGTTTTGATTCTTTTTCATTCAGGGATCTG		30241		AT2G46860.1

		4964		CUST_8962_PI390587928		11.656232		10.83255		10.873852		11.427185		12.619992		12.798324		13.609181		12.52369		13.031756		13.261932		13.278262		11.327454		-1.3303115		-1.3789868		1.2578145		2.2914116		-0.41176414		-0.46360874		0.33091927		1.1962366		NA		NA		NA		0.008086799		U35_44k_v1_4964		LOC_Os07g03810.1		dbj|BAC84737.1| 0.0  putative receptor kinase Lecrk [Oryza sativa Japonica Group]		LOC_Os07g03830.1 0.0 lectin-like receptor kinase 7 putative		ACCTCTCTGGCGGAAGATGATACTCACGATGTTTGATATTAATACTGTATCATGTATTTT		15249		AT2G37710.1

		23895		CUST_29789_PI390587928		6.542519		6.1695933		5.671835		5.180019		6.2107315		5.4125686		6.2800756		6.4259486		6.179409		5.786837		5.551536		4.573483		1.0219485		-1.2961822		1.6569608		3.6111681		0.03132248		-0.37426853		0.72853947		1.8524656		NA		NA		NA		0.0073785502		U35_44k_v1_23895		LOC_Os03g19250.1		gb|EAY89689.1| 1e-87  hypothetical protein OsI_010922 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19250.1 3e-89 AMP-binding protein putative expressed		CCTAAGTCTCTACAATACGCTCTAGGACAAGGGGCCATTGAGTATGAGGATTTCCTGAAA		22997		AT3G16910.1

		49247		CUST_22817_PI390587928		6.1582947		6.227613		6.557779		6.8581414		5.3590775		5.601486		5.0856605		5.2775245		5.238811		5.367904		5.15246		6.6267657		1.0869355		1.1757506		-1.0473907		-2.547781		0.12026644		0.23358202		-0.06679964		-1.3492413		NA		NA		NA		0.034301165		U35_44k_v1_49247		LOC_Os03g18980.1		ref|NP_001049867.1| 6e-14  Os03g0301800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18980.1 2e-15 kinesin-4 putative expressed		GACAATAAGTCCAATTGGTTGTCTCAGTGTGGTGAGTTGTGATCTCAACAGCTGGTGTGT		None		0

		507		CUST_5614_PI390587928		8.789565		8.480191		8.384255		7.9890766		8.479243		8.168972		6.857691		6.700191		8.268832		7.951143		7.421846		7.847487		1.1570178		1.1629823		-1.4785213		-2.2149835		0.21041107		0.21782923		-0.5641551		-1.147296		NA		NA		NA		0.008553107		U35_44k_v1_507		LOC_Os10g42400.1		gb|EAY79616.1| 6e-60  hypothetical protein OsI_033575 [Oryza sativa (indica cultivar-group)]		LOC_Os10g42400.1 8e-77 expressed protein		ATCCAATGCTTCATAAGGATTGAAGAATTCACTGTGAGGTTCATGAGCTTCTACAGATCT		26054		AT5G27740.1

		65		CUST_10560_PI390587928		11.8350525		12.290156		12.000043		11.651894		11.446414		11.627995		10.139713		11.026959		11.12175		11.536191		11.180561		11.800136		1.2523729		1.0657016		-2.0574362		-1.7090282		0.32466412		0.09180355		-1.0408478		-0.7731762		NA		NA		0.0065323166		NA		U35_44k_v1_65		LOC_Os01g37910.2		ref|NP_001043344.1| e-139  Os01g0559600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g37910.2 1e-141 vacuolar processing enzyme precursor putative expressed		CATAATCATGATAGTTTGTGATCAGATGTGCAGCTCGCAATTCCATATACCAAGAAAAAA		2779		AT4G32940.1

		716		CUST_41510_PI390587928		15.99675		15.723624		16.0856		16.37469		16.440699		16.415827		17.97283		17.216726		16.87197		17.101643		17.72551		16.083475		-1.3484206		-1.6086113		1.1870002		2.193525		-0.4312706		-0.6858158		0.24732018		1.1332512		NA		NA		NA		0.019802993		U35_44k_v1_716		LOC_Os06g06290.3		gb|ABL11233.1| 4e-42  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 1e-36 alpha-L-fucosidase 2 precursor putative expressed		TGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATGGAGAAAAGAATGAAAAGGAAAG		3028		AT5G45910.1

		31317		CUST_35610_PI390587928		6.2075944		6.8587976		5.489504		4.9913936		7.403153		10.013116		13.939223		11.354955		8.502907		11.583362		13.146373		8.96793		-2.1431813		-2.969553		1.7324941		5.230776		-1.0997539		-1.5702457		0.7928505		2.3870249		NA		0.005391797		NA		4.53E-04		U35_44k_v1_31317		LOC_Os11g07690.1		gb|EAY80163.1| 9e-37  hypothetical protein OsI_034122 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07690.1 2e-38 disease resistance response protein 206 putative		GCTCACATGAGCTCGAGCTAAGAAGAGGACATTGCTTATTTCAATAATTTATTTGGAAAT		31483		AT3G13650.1

		21510		CUST_40215_PI390587928		9.469994		9.074776		7.2816377		8.64059		9.129049		8.85904		10.684784		11.405731		8.718773		9.007543		8.231492		9.054138		1.3289404		-1.1084182		5.476643		5.103875		0.4102764		-0.14850235		2.453292		2.351593		NA		NA		1.17E-04		0.0070187813		U35_44k_v1_21510		LOC_Os02g10520.1		gb|EAZ22112.1| e-102  hypothetical protein OsJ_005595 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10520.1 1e-103 subtilisin-like protease precursor putative expressed		GACACACATATATTCTTTAGATCTTTATTAGGCCTGTGGAATAATAATCATGTCAAGGGG		14392		AT2G04160.1

		15827		CUST_29129_PI390587928		11.219659		11.007613		10.028516		10.7905855		11.8518305		13.221314		16.600374		15.56768		12.694041		14.993549		16.2146		14.240528		-1.7927953		-3.415827		1.3065611		2.5090692		-0.84221077		-1.7722349		0.3857746		1.3271523		NA		0.00485411		NA		0.0014900485		U35_44k_v1_15827		LOC_Os12g36850.2		gb|AAP04429.1| 1e-81  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 3e-40 pathogenesis-related protein 10 putative expressed		CCCTGTTTTAAGCTCGCATTTCGTGTGTAAGTTGCTTCAAGAATTAATGGAGATAAATAT		4406		0

		4467		CUST_40255_PI390587928		7.105902		6.597815		6.582315		7.141336		7.12942		7.204722		8.041831		7.1994033		7.525982		8.263286		8.155168		7.3269677		-1.3163673		-2.082857		-1.0817271		-1.0924479		-0.3965621		-1.0585637		-0.11333656		-0.12756443		NA		0.008790029		NA		NA		U35_44k_v1_4467		LOC_Os07g46560.1		gb|EAZ40961.1| e-165  hypothetical protein OsJ_024444 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g24040.1 1e-167 ubiquitin ligase SINAT4 putative expressed		TTATGTCAGACCCGAAAATGCCAGACCCGCAAATTTCTGAATTTGTGATGCTGGTATAAA		10293		AT3G61790.1

		21030		CUST_23468_PI390587928		9.490124		10.245162		8.952971		9.692802		8.886486		10.106284		11.092248		10.821872		9.423378		9.677943		9.886855		9.489562		-1.4508436		1.3456851		2.3060005		2.518055		-0.53689194		0.4283409		1.2053928		1.3323097		NA		NA		0.0016349559		0.03711648		U35_44k_v1_21030		LOC_Os06g13830.1		gb|EAZ36479.1| 4e-74  hypothetical protein OsJ_019962 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13830.1 7e-76 endoglucanase precursor putative expressed		TATGTATATGAAATTAGTCTACTGGCCGGATTTCCAATATATGAGAATGTTTTTCCAGCG		14370		AT2G32990.1

		8300		CUST_20647_PI390587928		4.2771544		5.1945233		2.369395		3.9107685		4.952606		5.462681		6.9308534		6.460714		5.2361712		5.831402		6.259489		4.2383003		-1.217199		-1.2912077		1.5925783		4.666735		-0.28356504		-0.368721		0.6713643		2.2224135		NA		NA		NA		0.014021179		U35_44k_v1_8300		LOC_Os01g07870.1		gb|EAZ10731.1| e-158  hypothetical protein OsJ_000556 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07870.1 1e-160 multidrug resistance-associated protein 3 putative expressed		GCAAAATTCAGGACAACATACTCTTCGGCAAGGAGATGGACTGTGAGAATATGACAGGGT		22296		AT3G13080.4

		39024		CUST_20517_PI390587928		9.573638		9.8104105		9.812356		10.4211855		9.5285225		9.163642		11.064008		12.10159		10.205335		9.70828		10.002585		10.071074		-1.5986035		-1.4586539		2.086988		4.085511		-0.6768122		-0.5446377		1.0614223		2.0305166		NA		NA		NA		0.007126215		U35_44k_v1_39024		LOC_Os10g38350.1		gb|EAY79300.1| 5e-14  hypothetical protein OsI_033259 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38660.1 6e-16 glutathione S-transferase GSTU6 putative expressed		AAGGAGGTGATGCCGGATCCGCAGAGGCTGTTGGAGTACAACCTCATGAGGCGAGCTCGC		35064		0

		21632		CUST_10623_PI390587928		10.806954		11.811536		10.757973		10.683407		10.14278		11.102966		8.493923		8.930316		9.640452		10.1288595		9.497653		10.197683		1.4164973		1.9644246		-2.0051773		-2.407219		0.5023279		0.9741068		-1.0037298		-1.2673674		NA		NA		NA		0.007219816		U35_44k_v1_21632		LOC_Os08g39490.3		ref|NP_001062183.1| 1e-94  Os08g0505200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39490.3 2e-96 expressed protein		TATAGGGCATAAATGGACAGCGCTATGGCCCATTTGGAGGTTAAGAAGATTTGGTTTAAA		16468		AT2G42320.2

		24606		CUST_8032_PI390587928		8.324952		7.823607		7.645656		6.839569		8.263093		7.779448		9.152077		8.297815		8.684341		8.448085		8.728042		6.788772		-1.3390858		-1.5895703		1.3416748		2.8462121		-0.42124844		-0.6686368		0.42403507		1.5090432		NA		NA		NA		0.015949111		U35_44k_v1_24606		LOC_Os09g28730.1		gb|EAZ45012.1| 2e-34  hypothetical protein OsJ_028495 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28730.1 4e-36 gibberellin receptor GID1L2 putative expressed		CTTGTCCTTTATTTCCATGGTTCTGAATTCAAAAATGAGTGTACTTTCGAGCTCTTGAAA		19755		AT3G48690.1

		46235		CUST_17493_PI390587928		1.480146		1.5344375		1.5836892		1.5372648		3.6828802		5.063747		5.554409		7.486153		1.4642458		1.5661482		1.4912624		1.4875451		4.654526		11.294892		16.71587		63.938282		2.2186344		3.4975986		4.0631466		5.998608		0.003523185		0.0014042014		8.69E-05		1.74E-04		U35_44k_v1_46235		-		No hits found		No hits found		GTGGGACACACAGCAACCTAATCACATAGTTTGCTAGTTAAATATATACGCAAAACATAA		46029		0

		39899		CUST_31435_PI390587928		6.242368		6.9230084		5.231487		5.89603		7.881621		9.96043		10.685356		9.761811		8.362077		10.159648		9.700416		4.399918		-1.3951845		-1.1480757		1.9792317		41.123558		-0.48045588		-0.1992178		0.9849405		5.361893		NA		NA		NA		0.0054814047		U35_44k_v1_39899		LOC_Os02g47090.1		gb|EAZ24286.1| 3e-66  hypothetical protein OsJ_007769 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47090.1 8e-68 peptide transporter PTR2 putative expressed		TGACATGGGTGCTCCTGTACAACAAGGTGATCGTGCCGGCATTGAGGAGCTTCTCCTCCA		36151		AT2G02040.1

		26367		CUST_25391_PI390587928		9.01567		7.8568664		7.616756		8.662602		9.385597		8.293956		8.962017		9.955559		9.612628		8.529595		8.621646		8.165315		-1.1704236		-1.1774286		1.2660823		3.458734		-0.22703075		-0.23563957		0.34037113		1.7902441		NA		NA		NA		0.0024726163		U35_44k_v1_26367		LOC_Os07g48450.3		No hits found		No hits found		ACCCTTCTTTAGTTTTAAGCTGCTCTTACGGGGAGCTGCTATGCGACTTGGGTGTTTTTT		50972		0

		43396		CUST_5412_PI390587928		7.1967072		7.176045		8.769095		9.687825		7.78365		10.604347		14.580116		13.107791		7.940932		12.548271		14.571457		13.195216		-1.1151841		-3.847507		1.0060203		-1.0624723		-0.15728188		-1.943924		0.008659363		-0.08742523		NA		0.004310937		NA		NA		U35_44k_v1_43396		-		No hits found		No hits found		CTTCTTCGATGTCGAATAGTGTCAACACGTTATTATATGTAAGTGCAGATGTGTAATGAA		39999		0

		43959		CUST_8841_PI390587928		3.390646		3.1432161		1.5960574		2.8690689		3.6617496		3.6393154		4.1051507		7.755039		3.4599073		2.751055		1.7602316		3.9341545		1.1501662		1.8509429		5.0803194		14.131911		0.20184231		0.88826036		2.3449192		3.8208847		NA		NA		NA		0.006495497		U35_44k_v1_43959		-		No hits found		No hits found		GGGACATCACATTGCCCGGATAATGTTTAAAATTATTGTTGTGAATTCCATGGATAATGT		41299		0

		10624		CUST_23295_PI390587928		6.611248		5.829619		5.043773		5.951697		6.1721683		6.3548255		9.933811		9.7893715		6.714915		6.4440575		8.960928		7.3237686		-1.4567431		-1.0638037		1.9627593		5.523577		-0.54274654		-0.08923197		0.9728832		2.4656029		NA		NA		NA		0.0012611251		U35_44k_v1_10624		LOC_Os09g31060.1		ref|NP_001044750.1| 7e-38  Os01g0839100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62190.1 1e-39 PEThy putative expressed		GCCTTTTCACAGAGAACATAAGAACATGTACTTACTTGTATAGATAGGATGTGCATACAA		23823		AT2G28710.1

		39254		CUST_31256_PI390587928		5.3509707		3.533037		1.7404684		3.9045506		4.837628		4.822202		8.249378		7.420652		5.610829		6.4479966		7.89258		5.0160317		-1.7090576		-3.0861206		1.2805808		5.2949615		-0.773201		-1.6257944		0.35679817		2.4046202		NA		NA		NA		0.002775233		U35_44k_v1_39254		LOC_Os01g16610.1		gb|EAY73470.1| 1e-48  hypothetical protein OsI_001317 [Oryza sativa (indica cultivar-group)]		LOC_Os01g16610.1 3e-50 early nodulin-like protein 1 precursor putative		GTGGCACTAGTGATTCGTGCTATGCTACTATTATCATAAGTAAATTTGTTATCGTGTGTA		None		AT3G18590.1

		7444		CUST_39402_PI390587928		7.9731865		9.098981		9.3525915		7.7540765		7.233207		8.12536		6.4399095		5.20359		6.33758		7.516195		7.7729783		7.118464		1.8604183		1.5253758		-2.51938		-3.770809		0.895627		0.6091647		-1.3330688		-1.9148741		NA		NA		NA		0.0045232936		U35_44k_v1_7444		LOC_Os01g52710.1		ref|NP_001044121.1| 6e-74  Os01g0727100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g52710.1 1e-75 transferase transferring glycosyl groups putative expressed		TGAACTCACTGTATGGAGCTATGATTCATTTAATTGACATGATGGACTCACTGCAAAAAA		25758		AT5G54690.1

		13088		CUST_14977_PI390587928		1.7551111		1.9750961		1.9354948		1.4463868		4.1919208		5.182944		6.239105		3.9802468		4.707358		5.224864		5.545528		1.9212481		-1.4294271		-1.0294831		1.6172887		4.16697		-0.5154371		-0.041920185		0.6935773		2.0589986		NA		NA		NA		0.003762431		U35_44k_v1_13088		LOC_Os03g08880.1		gb|EAY88839.1| 2e-39  hypothetical protein OsI_010072 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08880.1 5e-41 ATPUP3 putative expressed		ACAAACATACTTGCAGCTCAGCTCAGCTAAGACACGGCATGGCGACCACAGCTGCTAGCG		24291		0

		21363		CUST_9307_PI390587928		1.4098663		1.4720637		1.4862779		1.4491993		1.5399275		1.7822485		5.0460625		3.1979916		1.4668897		3.268442		4.537771		3.0927327		1.0519294		-2.8014882		1.4223645		1.0756874		0.07303774		-1.4861934		0.50829124		0.10525894		NA		0.042817228		NA		NA		U35_44k_v1_21363		-		gb|EAY90614.1| 2e-27  hypothetical protein OsI_011847 [Oryza sativa (indica cultivar-group)]		LOC_Os01g24420.1 3e-28 expressed protein		GCGATGCGTATTAAATAAGAAAAGATGTTTTCGTCGACTATAAGACGCCTATGATAACTT		16700		0

		1048		CUST_30702_PI390587928		10.707438		9.912051		9.545566		10.803886		11.801461		10.863918		13.975357		13.739236		12.185303		12.134341		13.518234		12.663292		-1.3048116		-2.4123228		1.3728013		2.108101		-0.3838415		-1.2704229		0.4571228		1.075944		NA		NA		NA		9.01E-05		U35_44k_v1_1048		LOC_Os02g17940.6		gb|AAP95024.1| e-173  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		AGAAATAATGAACAATGGAATCTTTAGGAGCCCATTTCACAGAGTGGTGACGAACTTCAA		3564		AT5G20400.1

		25738		CUST_5163_PI390587928		7.784228		7.119911		6.489783		6.331373		8.718745		8.899387		9.898868		9.170348		9.104104		9.12087		9.686634		7.5264697		-1.3061846		-1.1659309		1.1584803		3.1250482		-0.3853588		-0.22148228		0.21223354		1.6438785		NA		NA		NA		0.0052264933		U35_44k_v1_25738		LOC_Os11g47900.1		gb|EAY81911.1| 3e-91  hypothetical protein OsI_035870 [Oryza sativa (indica cultivar-group)]		LOC_Os11g47900.1 6e-93 chitin-inducible gibberellin-responsive protein 2 putative expressed		TTGGTCATCATGGATTGCAGCTGATGCCACCTAGCTTATTTTCTCAATCTAACGTTGATT		22011		AT2G37650.1

		43264		CUST_32664_PI390587928		8.238385		8.2507105		8.869008		9.69155		9.106949		10.672576		11.640557		11.32442		9.547		10.594657		11.27523		9.923837		-1.3566524		1.0554944		1.2881734		2.640083		-0.44005108		0.07791901		0.36532688		1.4005833		NA		NA		NA		0.014966754		U35_44k_v1_43264		LOC_Os07g35960.1		gb|EAZ04959.1| 6e-41  hypothetical protein OsI_026191 [Oryza sativa (indica cultivar-group)]		LOC_Os07g46090.1 3e-42 conserved hypothetical protein		AGTCACAAGGTGCTGACATAGTTGTAGAGATTTCATATCTGTAATTTGAACCTGAGATTA		39751		0

		30819		CUST_19560_PI390587928		2.0705948		2.198786		1.7586886		1.6647688		1.7335287		1.9254223		5.206524		6.0692563		1.5528765		3.9704683		5.415491		4.49204		1.1333961		-4.126864		-1.1558604		2.983935		0.18065226		-2.0450459		-0.20896721		1.5772161		NA		NA		NA		0.0015415287		U35_44k_v1_30819		-		dbj|BAD73016.1| 9e-21  putative esterase [Oryza sativa Japonica Group]		LOC_Os01g11790.1 2e-22 GDSL-like Lipase/Acylhydrolase family protein expressed		GAAACCGTCATACACATTTTTCTACATGGTGTCTTCTATTTTTACCTCACTCTATGATAC		30894		AT1G28600.1

		12162		CUST_14243_PI390587928		8.364448		9.758214		9.009862		8.543072		7.4573097		8.607638		6.099876		6.5259194		6.9973845		7.5141296		7.073816		7.848532		1.3754705		2.133924		-1.9641974		-2.5011866		0.45992517		1.0935087		-0.9739399		-1.3226128		NA		0.010953034		NA		0.010028296		U35_44k_v1_12162		LOC_Os08g39490.3		gb|EAZ07546.1| 5e-48  hypothetical protein OsI_028778 [Oryza sativa (indica cultivar-group)]		LOC_Os08g39490.3 1e-49 expressed protein		GATGTGTTAGATGAAGCTCCACATTGCGATCAAAGTACTGGTACTGATGATGAAATTGCT		24488		0

		23669		CUST_21918_PI390587928		12.741074		12.331883		13.308969		13.275004		12.614594		11.84768		11.871144		12.099762		12.640445		11.733615		12.379714		13.262787		-1.0180795		1.0822735		-1.4226391		-2.2392645		-0.025850296		0.11406517		-0.5085697		-1.1630249		NA		NA		9.04E-04		0.0033721016		U35_44k_v1_23669		LOC_Os09g29960.1		emb|CAJ29321.1| 4e-46  dof zinc finger protein 16 [Hordeum vulgare subsp. vulgare]		LOC_Os09g29960.1 7e-18 dof zinc finger protein MNB1A putative expressed		TTTGCTTTAGTGCCTGATCGGAAGGCTAACCTAGAAGGTGAGGTGCCTGTATAAAAACCA		19502		0

		21475		CUST_20441_PI390587928		7.0084453		7.1562448		8.29362		7.451918		6.5795975		6.5535893		4.757528		5.193399		5.813499		5.3397174		6.412543		6.944261		1.7006644		2.3195934		-3.1492646		-3.3655963		0.7660985		1.213872		-1.655015		-1.7508621		NA		NA		0.002857712		0.00882808		U35_44k_v1_21475		LOC_Os03g02190.1		ref|NP_001048733.1| 8e-26  Os03g0113000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02190.1 2e-27 receptor protein kinase CRINKLY4 precursor putative expressed		ACCTAATGTCCTAGTGGCCAGTGGGATCATTTTTAATAAAACATTCGTTCCATGAAAAAA		17605		0

		25116		CUST_32919_PI390587928		10.770515		10.754951		11.786466		11.534664		10.474456		10.311417		10.128987		10.272862		10.216315		9.7667055		10.507923		11.316551		1.1959363		1.4587282		-1.3003823		-2.061492		0.25814056		0.5447111		-0.3789358		-1.0436888		NA		NA		NA		0.0075269677		U35_44k_v1_25116		LOC_Os03g46570.1		No hits found		No hits found		GATCAATTGTAAGACAAGAAGGCAAACAGTTCGTAGTATTGCAGATCAATGCTTGAAATT		None		0

		22903		CUST_39167_PI390587928		2.6367223		3.2208726		1.715432		2.1810892		5.09707		7.783171		8.244855		5.920929		5.960333		7.778433		7.5369782		3.609265		-1.8191477		1.0032898		1.6333984		4.9645534		-0.86326265		0.004738331		0.7078767		2.3116639		NA		NA		NA		0.0072884546		U35_44k_v1_22903		LOC_Os05g48010.1		gb|EAZ35207.1| 2e-38  hypothetical protein OsJ_018690 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48010.1 3e-40 anthocyanin regulatory C1 protein putative expressed		CTCCGAGATTGTGTATGAGAGATCAATCACATGTGAATTATGCTATACTAGAATAGATAG		18002		AT4G37780.1

		4356		CUST_15239_PI390587928		9.568127		8.851804		8.736295		8.761774		9.28329		9.17542		9.506516		10.255044		9.268245		8.825624		9.506803		9.113391		1.010483		1.2743798		-1.0001984		2.2063367		0.015045166		0.34979534		-2.86E-04		1.1416531		NA		NA		NA		0.015407261		U35_44k_v1_4356		LOC_Os01g45640.1		ref|NP_001043696.1| 2e-24  Os01g0644000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45640.1 5e-26 tat pathway signal sequence family protein expressed		ATGTACTAGTAACAATTGAGACCAGACAACCTTGCAAAATAACTTTCCTGTGTCTTCAAA		9871		0

		6646		CUST_29974_PI390587928		10.064569		10.178773		9.393472		10.366342		8.49662		9.194955		6.482734		8.5750885		7.8166175		8.326636		7.05525		9.973495		1.6021427		1.825534		-1.4871148		-2.6361017		0.6800027		0.86831856		-0.57251596		-1.398406		NA		NA		NA		0.0071583167		U35_44k_v1_6646		LOC_Os01g04920.1		gb|EAZ10492.1| 0.0  hypothetical protein OsJ_000317 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04920.1 0.0 glycosyl transferase group 1 family protein putative expressed		TGTAATAGTGGAAATGTGAGCATGATCCATCACAACATCGACGTACTGTTGCGGAAAAAA		16651		AT5G01220.1

		48763		CUST_42194_PI390587928		2.607233		3.0274065		2.0763206		1.8990682		5.7672653		8.1368475		8.662554		6.6351132		6.393945		8.195885		8.343886		1.9167277		-1.5440077		-1.0417703		1.2471781		26.32544		-0.6266799		-0.05903721		0.3186674		4.7183857		NA		NA		NA		0.00291421		U35_44k_v1_48763		LOC_Os03g08880.1		gb|EAZ25868.1| 5e-33  hypothetical protein OsJ_009351 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08880.1 1e-34 ATPUP3 putative expressed		CGTGCTCGCATTTATTCGTAGTTATAGGATTTTCGAATATACCAACTCAGTGTTTTGAAA		30342		AT1G28220.1

		46908		CUST_3155_PI390587928		5.629102		5.1232915		3.6599283		3.4679878		5.604122		5.4596653		4.3617077		4.212229		5.734658		7.305163		4.9526		4.9277525		-1.0947		-3.5937688		-1.506178		-1.6420792		-0.1305356		-1.8454976		-0.5908923		-0.7155237		NA		0.034166943		NA		NA		U35_44k_v1_46908		LOC_Os07g09520.1		gb|EAZ39000.1| 1e-98  hypothetical protein OsJ_022483 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09520.1 1e-100 expressed protein		TATCCCCAAAGACAACCCATTCTCCGTGGATCCCAAGTTCGCGCCGGAGGTCTTCGCTAT		47575		AT1G74790.1

		17017		CUST_20178_PI390587928		7.255917		7.1060944		4.2708077		5.8763986		7.1587906		8.7861595		10.235334		9.104388		7.7440953		8.68036		9.100226		5.767372		-1.5003558		1.0760907		2.19635		10.105131		-0.58530474		0.105799675		1.135108		3.337016		NA		NA		NA		0.0043469123		U35_44k_v1_17017		LOC_Os07g08070.1		gb|EAY84839.1| 2e-42  hypothetical protein OsI_006072 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09990.1 1e-43 TMV response-related gene product putative expressed		GCCTAACGGCCTAAGTCGATATTAAATAGTTTTATGTAGATTAAGGTCGGAAAGAAGAAA		30358		0

		7865		CUST_6_PI390587928		9.105521		8.534996		7.3298545		7.7466545		10.008679		10.591401		11.204022		9.86444		10.752423		11.342113		11.025238		8.413024		-1.6745157		-1.6826224		1.1319298		2.7347634		-0.7437439		-0.75071144		0.17878437		1.451416		NA		NA		NA		0.0035925072		U35_44k_v1_7865		LOC_Os01g48360.2		No hits found		No hits found		AGCAAAGTTCGTATCGATGGAGACATGATTAAAATTCCCAGTTTAGGACGGACTAAAAAA		16046		0

		44231		CUST_18407_PI390587928		3.6980717		3.388415		3.7242012		3.066781		3.9660923		4.337635		5.4387164		5.3917255		4.187301		5.36511		4.702908		3.1954224		-1.1657099		-2.0384533		1.6653303		4.5830345		-0.22120881		-1.0274749		0.7358084		2.1963031		NA		NA		NA		0.006189915		U35_44k_v1_44231		LOC_Os01g12400.2		gb|EAZ11089.1| 3e-21  hypothetical protein OsJ_000914 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g12400.2 6e-23 ATP binding protein putative expressed		GAGACGCCGAGGTTTTTTCCTTATTTTCACAGAAATGATTGGTTTGGAGAGGGGTTTTTT		41799		AT2G19130.1

		715		CUST_41512_PI390587928		17.634487		17.016247		17.36274		17.617533		18.06859		17.887875		18.912516		18.480392		18.3744		18.479103		18.909752		17.298605		-1.2361116		-1.5065291		1.0019175		2.2685769		-0.30580902		-0.5912285		0.0027637482		1.1817875		NA		NA		NA		0.007185775		U35_44k_v1_715		-		No hits found		No hits found		CTGCTGTTGTTGTTGTGAACCTGTAACCTGATAGTAGTAATTGTTTTGTCCCATGGATGG		3023		0

		1402		CUST_4777_PI390587928		14.385796		14.328347		14.242821		13.555939		15.132443		15.050194		16.450071		15.122348		15.4131		15.387273		15.920043		13.55941		-1.2147478		-1.2631965		1.4439576		2.9545486		-0.2806568		-0.33707905		0.53002834		1.5629377		NA		NA		3.18E-04		0.002062147		U35_44k_v1_1402		LOC_Os08g04180.1		gb|AAL73524.1|AF466200_3 0.0  tryptophan synthase beta-subunit [Sorghum bicolor]		LOC_Os08g04180.1 0.0 tryptophan synthase beta chain 1 putative expressed		GGGTACAAATAATCCTGGAAGTCGGTTGGTCTATAAGCTAATTTAGTTTGGTTTTTTGAA		3904		AT4G27070.1

		26041		CUST_660_PI390587928		3.3879936		4.386022		2.140468		3.9996212		4.814074		8.89008		6.409654		6.0009136		4.6260333		7.153663		6.8360324		4.510305		1.1392156		3.3320668		-1.3438557		2.810075		0.18804073		1.7364173		-0.42637825		1.4906087		NA		0.006853029		NA		NA		U35_44k_v1_26041		-		dbj|BAD67714.1| 1e-07  hypothetical protein [Oryza sativa Japonica Group]		No hits found		CCCCTTGTAACCATTTTTATCGGTTCGAGAAAATTGCTCCTCTTTCTGCACATCATGGTG		29082		0

		23673		CUST_21895_PI390587928		7.0698133		7.64489		6.2168427		5.699637		5.9679704		5.783638		3.3986576		2.2190607		5.169562		6.2055855		3.542343		5.9220905		1.7391815		-1.3397348		-1.1047235		-13.02336		0.7984085		-0.42194748		-0.14368534		-3.7030299		NA		NA		NA		0.03474639		U35_44k_v1_23673		LOC_Os04g16970.1		ref|NP_001052301.1| 1e-33  Os04g0243700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g16970.1 3e-35 zinc finger C3HC4 type family protein expressed		CGTTTATCCCTCTACGAAAGTGGGTGTAAATAAGAAGCACGATCGACTTCGATGAAAAAA		20670		AT5G66160.1

		24406		CUST_21275_PI390587928		7.3703847		5.861364		7.1732526		7.7133083		6.8672805		5.5165677		5.270394		6.561689		6.7677445		5.2476954		6.3418603		7.285603		1.0714288		1.2048656		-2.1015685		-1.651657		0.09953594		0.26887226		-1.0714664		-0.72391415		NA		NA		0.0044987537		0.005407067		U35_44k_v1_24406		LOC_Os02g14490.1		dbj|BAD28879.1| 2e-10  myb family transcription factor-like [Oryza sativa Japonica Group]		LOC_Os02g14490.1 5e-12 myb-like DNA-binding domain SHAQKYF class family protein		TGGCCACATGATCCATGCCTTGTTCTCTTGTGACACGTGAAGCTAAATCGTACCTTTTTT		26593		0

		30532		CUST_13332_PI390587928		5.699991		5.724012		4.9123015		5.9112644		7.0062404		8.441826		7.931084		7.840861		7.600298		8.351534		7.525553		5.96258		-1.5094862		1.0645856		1.3245763		3.6763666		-0.59405756		0.09029198		0.40553093		1.8782806		NA		NA		NA		0.0063686226		U35_44k_v1_30532		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-28  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 5e-30 esterase PIR7B putative expressed		TGCTTGGTGTTGGTACAAGACCATGTCACTTCTTGAAGATAGTGGGTTCAAAGTCAATGC		30488		AT3G29770.1

		9048		CUST_11415_PI390587928		8.0976095		9.496043		9.2078285		7.384035		7.6924443		8.533879		6.6361656		5.167228		6.7951684		7.7341366		7.433062		6.8388195		1.8625458		1.7407906		-1.7373596		-3.1856577		0.8972759		0.7997427		-0.79689646		-1.6715913		NA		NA		NA		0.023475023		U35_44k_v1_9048		LOC_Os03g08600.2		gb|EAY88814.1| 2e-85  hypothetical protein OsI_010047 [Oryza sativa (indica cultivar-group)]		LOC_Os03g08600.2 5e-87 transferase transferring glycosyl groups putative expressed		TACAACTACAGCAAGTTCCGGCTGTGGCAGCTGACGGAGTACTTCCGCGTGGTCTTCATC		19022		AT4G33330.2

		31141		CUST_20092_PI390587928		3.335986		2.1898305		1.8457812		1.5382881		2.8329897		2.4948263		7.947412		3.1144302		3.3710215		3.9458692		6.436413		1.7250913		-1.4519902		-2.7340562		2.8500736		2.619586		-0.5380318		-1.4510429		1.5109992		1.3893389		NA		NA		3.33E-04		NA		U35_44k_v1_31141		-		ref|XP_221434.4| 1e-07  PREDICTED: similar to AAT1-alpha [Rattus norvegicus]		LOC_Os02g04540.1 3e-05 vegetative cell wall protein gp1 precursor putative expressed		TTATTCACCCAGTTCCTGATCCATGACGTAAAAGTCTTAGCCCCGTAATAGAAGAGCCTG		31288		0

		2025		CUST_2442_PI390587928		5.639895		4.512837		4.704304		7.2542872		6.291485		8.034855		11.540733		10.461321		6.587915		8.28518		10.387572		8.566057		-1.2281017		-1.1894752		2.2240067		3.7198997		-0.2964301		-0.2503252		1.153161		1.8952637		NA		NA		NA		0.0038225006		U35_44k_v1_2025		LOC_Os03g61470.1		ref|NP_001051784.1| 8e-41  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 2e-42 PGPS/D12 putative expressed		GGACCTTTGATTCCTTGGACTAAGTTATGGAGCCACTATTTACAATAGTGCTTCAAAAAA		5469		AT1G14870.1

		250		CUST_16541_PI390587928		1.7800175		1.5331155		1.567884		1.5239078		2.6394882		3.2345037		5.209272		4.575135		3.0706174		3.326094		4.4976873		2.112323		-1.3482885		-1.065544		1.6376017		5.5129027		-0.43112922		-0.091590166		0.71158457		2.4628122		NA		NA		NA		0.012310983		U35_44k_v1_250		LOC_Os10g34920.1		emb|CAA74594.1| 9e-79  hypothetical protein [Hordeum vulgare]		LOC_Os10g34920.1 1e-61 secretory protein putative expressed		CAATGGCAGTGTCCTACCATCCTGCAATTCATAATTTCACACAATTAAATTATCACTACA		590		AT2G15220.1

		42578		CUST_29283_PI390587928		5.055163		4.7551465		5.929474		4.8426294		4.721172		4.812864		4.5631466		4.3635664		4.147131		3.7754943		4.596599		4.248844		1.4886874		2.052482		-1.0234585		1.0827665		0.5740409		1.0373695		-0.03345251		0.11472225		NA		0.011589421		NA		NA		U35_44k_v1_42578		LOC_Os04g49430.1		gb|EAY95299.1| e-111  hypothetical protein OsI_016532 [Oryza sativa (indica cultivar-group)]		LOC_Os04g49430.1 1e-112 ZR1 protein putative		CTTCAGGTATCATGTGGGATGGCTCTGACTGTTGTGCTAACATCTAATGGGGTGGTATTT		38324		AT5G42140.1

		39679		CUST_14175_PI390587928		7.156378		6.72481		7.1578045		8.19583		8.46896		9.478982		11.115551		10.385879		8.810599		10.203191		10.887425		9.335995		-1.2671958		-1.6519945		1.1713121		2.070363		-0.34163952		-0.72420883		0.22812557		1.0498838		NA		NA		NA		0.00289685		U35_44k_v1_39679		LOC_Os01g02410.1		gb|AAK20744.1| 2e-38  TAK14 [Triticum aestivum]		LOC_Os01g02390.1 5e-39 TAK14 putative expressed		TGTTTGCCTGTTTGGTTGCAAACTGATTACCATTATGTGCATGTAGCACGATGTTGCAAA		4998		AT1G66930.1

		16985		CUST_23741_PI390587928		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		-1.1004357		-1.2726251		2.5569212		38.593338		-0.13807487		-0.3478074		1.3544078		5.27028		NA		NA		NA		0.0027256352		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		TCATCATAAAGAATTTTATTTTACAAATAACCACTAGCTTGTACCAGGCTCACAGGTGAG		5876		AT2G36750.1

		7755		CUST_5820_PI390587928		8.955665		9.432361		9.990109		9.975615		8.925881		8.88008		8.9288		8.970224		8.431364		8.539449		8.942552		10.060979		1.4088494		1.2663108		-1.0095778		-2.129854		0.49451733		0.34063148		-0.013751984		-1.0907545		NA		NA		NA		0.005477112		U35_44k_v1_7755		LOC_Os12g18140.1		ref|NP_001051628.1| 2e-16  Os03g0805400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59070.1 3e-18 phosphoric ester hydrolase putative expressed		GCAACATATTCATGAATTCTGCATTGGAAAATGATGTCTTTTGAAATCATGCTGGTCCTC		15701		AT3G58490.2

		44457		CUST_3510_PI390587928		11.933032		11.450442		11.176951		11.660365		11.272289		10.697853		10.426777		10.614795		10.888946		10.480529		10.452984		11.690392		1.3043615		1.1625754		-1.0183313		-2.1075938		0.3833437		0.21732426		-0.02620697		-1.0755968		NA		NA		NA		0.010362707		U35_44k_v1_44457		-		No hits found		No hits found		CACAAATAACGGTCTCTAGGTTTAATCGATGGTGTAAAAAGTTGCAATCCCAGCAAAAAA		42190		0

		43380		CUST_5431_PI390587928		9.889552		9.608985		11.6557665		11.050652		9.412253		8.8446245		10.46645		9.688647		8.735734		8.736109		10.733447		10.956315		1.5982791		1.0781184		-1.2033008		-2.4077203		0.6765194		0.10851574		-0.26699734		-1.2676678		NA		NA		NA		0.004202661		U35_44k_v1_43380		LOC_Os12g39240.1		ref|NP_001067139.1| 4e-36  Os12g0582000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39240.1 6e-38 cytochrome P450 family protein		TCAAAAGTGTGCTTTTTGCCTCCACTTCATGGACATAAAGACAGGTTTTTAAAGAAAAAG		39973		AT4G37360.1

		48027		CUST_28463_PI390587928		6.079148		5.2933307		3.4783604		4.9169183		6.549093		5.384341		7.1035247		11.018928		6.5864906		5.0344405		6.2583694		4.6066647		-1.0262611		1.2744725		1.796458		85.16938		-0.03739786		0.34990025		0.84515524		6.412263		NA		NA		NA		0.004263294		U35_44k_v1_48027		-		No hits found		No hits found		TGACTGGGAACTTACCCCTTGGGGTTGGGAGAAAAGACATTGATATGACAAGGTGTTTGT		49754		0

		18114		CUST_15143_PI390587928		6.5557466		6.4427185		7.129846		6.596703		6.3521504		6.2953415		6.0498786		5.355848		6.334734		6.323405		6.425171		6.726002		1.0121454		-1.0196425		-1.2971023		-2.5849822		0.017416477		-0.028063297		-0.3752923		-1.3701544		NA		NA		NA		0.0060552047		U35_44k_v1_18114		LOC_Os02g48350.1		gb|EAY87275.1| e-106  hypothetical protein OsI_008508 [Oryza sativa (indica cultivar-group)]		LOC_Os02g48350.1 1e-108 diacylglycerol O-acyltransferase 1 putative expressed		ACTTTGAAATGAATATTTGTGCTATTTTCTATTAGAGCCATGTGTACAAGTGGTGGAGAC		9954		AT3G51520.1

		7315		CUST_36141_PI390587928		3.3381605		6.1048737		5.2662044		5.276119		3.5038135		5.300955		1.434626		1.5216385		2.7186394		3.3852386		2.5630796		4.00339		1.7233003		3.7730107		-2.1862428		-5.5857515		0.78517413		1.9157162		-1.1284536		-2.4817514		NA		0.007031285		NA		0.001992909		U35_44k_v1_7315		LOC_Os02g51720.1		gb|EAY87561.1| 4e-26  hypothetical protein OsI_008794 [Oryza sativa (indica cultivar-group)]		LOC_Os02g51720.1 7e-28 expressed protein		TAAGGCGTTAAGCTGACTGTACATGATTTGTTGATTTCTGTTTGTATACCTGGAAGAATT		None		0

		553		CUST_4999_PI390587928		10.552085		10.836558		9.772293		6.115408		10.543586		10.907524		7.0170937		4.9897		9.996577		11.391871		9.288185		4.355431		1.461053		-1.3989528		-4.826882		1.5521508		0.5470085		-0.48434734		-2.2710915		0.63426876		NA		NA		0.0033791035		NA		U35_44k_v1_553		LOC_Os05g10310.1		emb|CAB71336.2| e-111  putative acid phosphatase [Hordeum vulgare subsp. vulgare]		LOC_Os05g10210.1 8e-74 stem 28 kDa glycoprotein precursor putative expressed		CCTGTTGTTGCTTGGTCATTTTCCTTTGTTGAGAACTTGAGATCAGTTACTTGTATTAAT		2429		AT4G29260.1

		11386		CUST_20676_PI390587928		2.287115		2.4971302		1.6029423		1.9550864		1.7038358		2.487682		4.8282685		4.0877743		2.7046897		1.888424		3.2970917		2.3302732		-2.001184		1.5149373		2.890215		3.3811197		-1.0008539		0.59925807		1.5311768		1.7575011		NA		NA		0.0032194357		NA		U35_44k_v1_11386		LOC_Os06g10780.1		gb|EAZ36230.1| 1e-30  hypothetical protein OsJ_019713 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g10780.1 3e-32 DNA binding protein putative expressed		AAACCAAAACCATCGACCGTCGCATCGGAGGAGAGGAACCGACTGAGCAGTCTGAGCTAG		21962		AT1G44830.1

		40499		CUST_22626_PI390587928		4.53986		4.9820404		4.2830625		5.340538		4.3838277		6.5086093		6.5809865		6.4883347		4.61694		6.388912		6.052442		4.5117035		-1.1753678		1.0865067		1.442473		3.9357297		-0.23311234		0.119697094		0.5285444		1.9766312		NA		NA		NA		0.034027185		U35_44k_v1_40499		-		No hits found		No hits found		CCTTGTTCCTAGGGATATTACTTCGGTTTTTTAATTAATAAAGGTCGGGAGGTTTTTTCA		36546		0

		20143		CUST_41231_PI390587928		8.535677		9.207814		7.8633676		8.732567		8.97836		10.575984		10.172058		10.678046		9.244166		10.023159		9.602708		8.315423		-1.2023077		1.4669554		1.4838551		5.1430464		-0.2658062		0.552825		0.56935024		2.3626232		NA		NA		1.35E-04		0.0069830236		U35_44k_v1_20143		LOC_Os09g19970.1		gb|EAZ44467.1| 1e-31  hypothetical protein OsJ_027950 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g19970.1 2e-33 expressed protein		CATTTTGGATTTGCCTGTATGTACCGCATGTCGTGTTCTTTTATTTGTATGCACATTCTT		16744		0

		36245		CUST_32333_PI390587928		3.7199914		2.156577		2.2572358		3.7403386		3.719816		3.2659187		4.4294744		5.3309226		4.251911		5.157307		5.0733886		5.063076		-1.4460278		-3.709921		-1.5625628		1.2040093		-0.5320952		-1.8913884		-0.6439142		0.26784658		NA		0.026321223		NA		NA		U35_44k_v1_36245		LOC_Os01g05960.1		ref|XP_381020.1| 2e-66  hypothetical protein FG00844.1 [Gibberella zeae PH-1]		LOC_Os01g05870.1 2e-28 receptor-like protein kinase precursor putative expressed		TATTGATAAGAAATGCAGCGGTAGAGATGCATGCAATCAGAGATGCATACCTCGTGTTTG		None		0

		11081		CUST_18533_PI390587928		4.9132943		5.307565		4.3442945		6.831722		4.980264		8.137688		7.844732		8.962155		5.3385506		5.8556895		7.5915256		7.4249787		-1.2819023		4.863511		1.1918529		2.9022596		-0.35828638		2.2819982		0.25320625		1.5371766		NA		0.020058095		NA		0.015256345		U35_44k_v1_11081		LOC_Os01g20910.1		gb|EAY73709.1| 1e-09  hypothetical protein OsI_001556 [Oryza sativa (indica cultivar-group)]		LOC_Os01g20910.1 3e-11 RING-H2 finger protein ATL2L putative expressed		TTCATTGTTTACCAAGAGATGGTCGATGTTACGTCTTGTACAGTTGATCAATGTTATACT		22374		0

		24793		CUST_42225_PI390587928		8.133918		9.154531		8.997661		9.43267		7.855692		8.591896		7.834516		8.413022		7.5491967		8.172713		7.5188003		10.425834		1.2366997		1.3371699		1.244629		-4.03568		0.3064952		0.41918278		0.3157158		-2.0128117		NA		NA		NA		0.01771109		U35_44k_v1_24793		LOC_Os05g03530.2		gb|EAZ32728.1| 3e-59  hypothetical protein OsJ_016211 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g03530.2 5e-61 senescence-associated protein-like putative expressed		AGAAGACAAGAGATTGCTTGTCTATGGTGGGAAATCCAGTCAGCTATATATATGGCCAAA		21080		AT3G12090.1

		25422		CUST_38736_PI390587928		11.398769		12.637004		12.6917925		10.525597		10.518355		11.670419		9.301454		7.8122582		10.005609		10.677882		10.506518		9.778928		1.4267641		1.9896802		-2.3054762		-3.9086478		0.5127468		0.99253654		-1.2050648		-1.9666696		NA		NA		NA		0.009423191		U35_44k_v1_25422		LOC_Os03g08600.2		gb|EAZ25844.1| 3e-17  hypothetical protein OsJ_009327 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08600.2 5e-19 transferase transferring glycosyl groups putative expressed		GCATGTGGCCGTTGCCCAAACTTTGGTTGAATAATGACTAGTCATTCAGTGAGGAAAAAA		41552		0

		17124		CUST_41406_PI390587928		6.348186		6.233167		8.893949		8.348244		5.5467534		4.6069217		7.390219		7.3676705		3.8683357		4.9951634		7.3238907		9.005184		3.200767		-1.3087974		1.0470487		-3.1112916		1.6784177		-0.38824177		0.066328526		-1.6375136		NA		NA		NA		0.022355521		U35_44k_v1_17124		LOC_Os01g60830.1		ref|NP_001044661.1| 3e-57  Os01g0823600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60830.1 6e-59 expressed protein		TTATCTACCAACAAGTGCTCCTCAAGCCCTAGGCTGAATACAGGAGAAGCTTAACAGAAA		6150		AT3G56290.1

		6104		CUST_12150_PI390587928		5.360298		5.2611065		4.95868		4.773268		5.1668053		4.8363004		7.869131		6.663568		6.1216617		5.241509		6.86066		4.339906		-1.9383867		-1.3242804		2.0117779		5.006012		-0.9548564		-0.4052086		1.008471		2.3236618		NA		NA		NA		0.0040427977		U35_44k_v1_6104		LOC_Os02g48190.1		gb|EAZ00760.1| 4e-48  hypothetical protein OsI_021992 [Oryza sativa (indica cultivar-group)]		LOC_Os06g22330.1 3e-49 expressed protein		CCCCTAGATCTGTGTAAACTGATGATGTTGGCTTTTTACTACTGCTAGATTATTTCAAAA		19086		AT2G33570.1

		28142		CUST_28153_PI390587928		4.685757		4.317577		4.653106		5.0693173		3.3306255		4.668321		2.3624647		2.2633371		3.120856		3.7054403		3.316048		4.7914596		1.1565034		1.9491982		-1.9366769		-5.768205		0.20976949		0.96288085		-0.95358324		-2.5281224		NA		NA		NA		0.008768438		U35_44k_v1_28142		LOC_Os10g04520.1		ref|NP_001064113.1| 2e-49  Os10g0134500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04520.1 5e-51 expressed protein		TCTCGCTGCAAATTTGTTTGCAGATGTAATGAGAACCTAACCCGATGTTCATTTCTGGCT		26418		0

		50204		CUST_31431_PI390587928		4.8825636		4.2154384		4.915232		4.4552994		4.9898267		4.8999906		5.2516627		6.0826836		4.237023		4.1893163		4.165466		4.1330695		1.6850644		1.6365688		2.1231363		3.862712		0.7528038		0.7106743		1.0861969		1.949614		NA		NA		0.023682246		0.0036490853		U35_44k_v1_50204		LOC_Os03g38930.1		gb|EAY90799.1| 2e-40  hypothetical protein OsI_012032 [Oryza sativa (indica cultivar-group)]		LOC_Os03g38930.1 4e-42 expressed protein		ATGGACTTTATCCTCACCTGGGTGCACCACCTCACTGGCCTCGGGGTAGACAATCTCCTT		52254		AT2G35610.1

		47862		CUST_29764_PI390587928		5.7172318		3.9031534		1.720641		3.1557496		5.5104194		5.145965		3.605029		3.8717086		5.26195		4.315927		1.9820938		4.4955063		1.1879461		1.7777323		3.0800107		-1.5409261		0.24846935		0.8300381		1.6229353		-0.62379766		NA		NA		0.008228507		NA		U35_44k_v1_47862		-		dbj|BAD25932.1| 3e-20  putative RPS2 [Oryza sativa Japonica Group]		LOC_Os09g10054.2 4e-22 disease resistance protein RPS2 putative expressed		GAACAAAGCTGAGTGCATCTCCTTGAGTTTCAACAGAATTCCTATCAGGTTTAATATTGA		49368		0

		5166		CUST_28566_PI390587928		6.5997486		6.6718717		6.441423		6.728426		6.708908		6.724054		9.358254		9.026971		6.5575356		6.611721		8.890098		7.1251564		1.1106255		1.0809747		1.383341		3.7368288		0.15137243		0.11233282		0.4681568		1.9018145		NA		NA		NA		0.008157425		U35_44k_v1_5166		LOC_Os03g58790.1		ref|NP_001051601.1| e-137  Os03g0802500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58790.1 1e-139 ATPase 3 putative expressed		GCTATCGACCGACACCTCTTTTATCGCTGCTCATTTGACATTTATTATTAAGCTTCGGGT		12302		AT3G28510.1

		26719		CUST_37241_PI390587928		13.087232		12.56384		14.826888		15.0495405		12.352753		12.122802		12.450748		13.370372		11.40467		11.6870165		13.489777		14.756005		1.9293072		1.352647		-2.054843		-2.6128666		0.9480829		0.4357853		-1.0390282		-1.3856335		NA		NA		NA		0.013146951		U35_44k_v1_26719		LOC_Os04g36720.1		gb|EAY94278.1| 5e-05  hypothetical protein OsI_015511 [Oryza sativa (indica cultivar-group)]		LOC_Os04g36720.1 7e-07 ferric reductase-like transmembrane component putative expressed		GCTCCCTGTGTGTGTATAACTGTATATATGCTACTATGAATGATCCTACATGTAAACAAA		19438		0

		2840		CUST_37427_PI390587928		15.900609		15.819435		17.135992		16.869226		15.495168		15.526393		16.185102		15.411575		15.444859		15.894062		16.521593		16.537844		1.0354868		-1.2902665		-1.2626814		-2.1829338		0.05030918		-0.3676691		-0.33649063		-1.1262684		NA		NA		NA		0.005452868		U35_44k_v1_2840		LOC_Os03g60509.2		sp|Q8S3X0|CFI_HORVU 1e-51  Chalcone--flavonone isomerase (Chalcone isomerase)		LOC_Os03g60509.2 4e-41 expressed protein		CCATGGATAACTACTCGTATGATTCTGATGATGATTTACTTGGATTTGGATGATTTGGAT		9047		AT3G55120.1

		40633		CUST_3764_PI390587928		6.886398		5.952431		6.13073		5.4349766		7.3558764		6.367168		7.0022674		7.8692727		7.431311		7.0401077		6.6022153		4.3185086		-1.0536785		-1.5943184		1.3195555		11.71889		-0.075434685		-0.6729398		0.40005207		3.550764		NA		NA		NA		0.0025043148		U35_44k_v1_40633		-		gb|EAZ06783.1| 8e-36  hypothetical protein OsI_028015 [Oryza sativa (indica cultivar-group)]		LOC_Os08g28570.1 5e-34 resistance protein putative expressed		TGATTACAGCTTATTGTTGGAAGAATGGTGCCCCACTCCGGTTGGCCTCCAAAAACTTAT		None		0

		38510		CUST_6708_PI390587928		8.431053		7.9954543		8.585845		8.886968		8.456767		8.005525		8.786962		8.743336		8.086713		9.26098		8.569693		8.981444		1.2924014		-2.3874242		1.1625308		-1.1794454		0.37005424		-1.255455		0.21726894		-0.23810863		NA		0.009706466		NA		NA		U35_44k_v1_38510		LOC_Os02g56860.1		gb|EAY87986.1| 2e-30  hypothetical protein OsI_009219 [Oryza sativa (indica cultivar-group)]		LOC_Os02g56860.1 3e-32 acyltransferase putative expressed		AACTGGTACAACGGCACCGACAAGTCCATGATGCTCGGCAACTGCCTCTTCCGCTGCGGC		34518		AT1G07720.1

		42855		CUST_31985_PI390587928		3.3256958		3.7159793		1.8973265		2.7196186		4.157994		6.0203967		5.97601		8.3203745		4.0028076		5.4251876		6.2322354		2.3306577		1.1135653		1.5106915		-1.1943499		63.545433		0.15518618		0.5952091		-0.2562256		5.9897165		NA		NA		NA		0.0012952465		U35_44k_v1_42855		-		No hits found		No hits found		GAATCGTCGGTTGTGCACGTTTTTAAGCTTCAATATTCGGGTTTGAATTCAGTCAAAAAA		38811		0

		29801		CUST_984_PI390587928		5.097528		4.544695		3.2578714		3.1592681		5.3358383		5.102712		6.4730225		8.999093		5.890793		5.8918915		5.7496696		2.841026		-1.4691223		-1.7280911		1.6510147		71.41062		-0.5549545		-0.7891793		0.7233529		6.1580667		NA		NA		NA		0.0063930564		U35_44k_v1_29801		LOC_Os01g64120.1		gb|EAY76570.1| 5e-42  hypothetical protein OsI_004417 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64120.1 1e-43 ferredoxin-6 chloroplast precursor putative expressed		AGAGTTTTCGTGTCGCGTCCGGTAGTTTGTGTCTTGCACAAGTATATGCTGATGTGTAGT		29274		AT2G27510.1

		11065		CUST_30245_PI390587928		2.919913		2.547847		3.195094		4.029478		2.952327		5.066279		6.0026107		7.162684		2.0443695		4.921165		7.413826		7.926867		1.8763872		1.105818		-2.659611		-1.698408		0.90795755		0.14511395		-1.4112153		-0.76418304		NA		NA		5.18E-04		NA		U35_44k_v1_11065		-		No hits found		No hits found		AATGTGACAAGTTGATTAGTCTACCTGTCGGCATTGCCTAATCGAACAGTTTATATTGCA		31366		0

		42759		CUST_10333_PI390587928		5.653456		5.2713184		5.911583		5.826325		5.417883		5.169787		4.5841064		4.637502		4.87302		4.826504		5.1312723		6.1029053		1.4588815		1.2686399		-1.4612124		-2.7614062		0.54486275		0.3432827		-0.5471659		-1.4654031		NA		NA		NA		0.0056235804		U35_44k_v1_42759		-		No hits found		No hits found		CACATTTTAGAACCATGTAAATCGCTGGAGTATTTTTCTTCTCCATTCACATTTTAGACG		38634		0

		30976		CUST_28326_PI390587928		9.862813		10.048594		8.66199		9.632785		10.188621		11.784489		12.02348		12.581696		10.688052		11.786758		11.679035		9.882057		-1.4136565		-1.0015745		1.2696626		6.4963903		-0.4994316		-0.0022697449		0.34444523		2.6996384		NA		NA		NA		0.011341914		U35_44k_v1_30976		LOC_Os07g43800.1		ref|NP_001060363.1| 3e-16  Os07g0631700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g43800.1 8e-18 EF hand family protein expressed		CTGATCTCGCCAATTTGATCATAAATAACTTTGGCGATCTCGGTCAGTCGTCTTGATAAT		31113		0

		26891		CUST_37525_PI390587928		5.332462		5.2214565		3.7356155		5.6723275		8.298305		9.772332		11.576266		9.102847		9.047998		9.76393		10.755001		5.462717		-1.6814361		1.0058408		1.7669549		12.467757		-0.7496939		0.008401871		0.8212652		3.64013		NA		NA		NA		0.0065987706		U35_44k_v1_26891		-		No hits found		No hits found		GTAGCATAAAAACCGTACTTTGTTGCGAGGATTATAAGATGTTTCTAGTGAGTTTGTTTG		22115		0

		30430		CUST_3594_PI390587928		10.284013		11.164851		10.382765		9.626406		9.455819		9.624017		7.906564		7.0537796		8.635621		9.50169		8.223437		9.059636		1.7656484		1.088489		-1.2456279		-4.0162706		0.82019806		0.12232685		-0.31687307		-2.0058565		NA		NA		NA		0.031764336		U35_44k_v1_30430		LOC_Os01g57050.1		dbj|BAD52839.1| 5e-21  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g57050.1 1e-22 expressed protein		TTGGTTGATTGACGCGTCGTTTTCTGTCTAAGACTGCACCTGGATGCGGCTCTTTTAAAA		30344		0

		17642		CUST_38389_PI390587928		12.024695		12.829864		13.039416		13.175397		11.181106		12.530646		11.482585		12.023151		10.476911		11.495601		11.821159		13.287163		1.6292354		2.0491784		-1.2645065		-2.4016259		0.704195		1.0350456		-0.3385744		-1.2640114		NA		0.03281712		NA		0.0077125668		U35_44k_v1_17642		LOC_Os03g60480.1		ref|NP_001051712.1| 1e-51  Os03g0819400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60480.1 2e-53 metal ion binding protein putative expressed		TCGTGATGTTTTTGTTTGGTTGTGTTCGGCGCGTGGTGTTTCTTCTCTTGTCATCAGACT		8109		AT2G37390.1

		10732		CUST_23188_PI390587928		7.3889885		7.0852313		6.1954627		5.987247		7.400004		6.75301		6.74086		8.094176		7.758915		7.2218666		6.833059		6.239979		-1.2824575		-1.3840123		-1.0659937		3.615506		-0.35891104		-0.4688568		-0.09219885		1.8541975		NA		NA		NA		0.0014347519		U35_44k_v1_10732		LOC_Os01g53790.1		gb|EAY75765.1| 2e-56  hypothetical protein OsI_003612 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53790.1 6e-58 expressed protein		CCGGGGAGACCGTGGTGGCGCGCGACGGGTGGGTGGACGTGAGGAAGCCGGCGTCGTCCG		None		AT4G29310.1

		27003		CUST_18835_PI390587928		2.1512027		2.5069935		1.9227533		1.9493427		1.4661564		1.5336877		4.0644307		5.358107		1.6216545		2.188255		4.0687943		3.0279484		-1.1138061		-1.5741438		-1.0030291		5.028607		-0.15549815		-0.65456736		-0.004363537		2.3301587		NA		NA		NA		0.007480141		U35_44k_v1_27003		LOC_Os04g09900.2		gb|AAS98158.1| 2e-54  syn-copalyl diphosphate synthase [Oryza sativa (indica cultivar-group)]		LOC_Os04g09900.1 5e-56 ent-kaurene synthase A chloroplast precursor putative expressed		ATGAGCAGATTACTAGAACAGGAACAGGACTGGATGCCATGTGGCTTCGAGATTAACTTC		28408		AT4G02780.1

		32977		CUST_26239_PI390587928		7.833017		7.545977		7.0856166		8.489559		9.828226		9.510037		10.026767		9.571311		10.437421		9.222603		9.333647		8.144707		-1.5254076		1.220468		1.6167762		2.6881325		-0.60919476		0.28743458		0.69312		1.4266043		NA		NA		NA		0.046722017		U35_44k_v1_32977		LOC_Os09g38910.1		gb|AAY34779.1| 1e-35  wall-associated kinase-like 1 [Triticum aestivum]		LOC_Os12g16520.1 5e-18 wall-associated kinase-like 1 putative expressed		CTTGTGTGACCAGTTTACTTTGACAGTTAATGATTCGTTCTGTAATTGGATATAACAAGG		None		0

		4932		CUST_38520_PI390587928		4.3712516		5.1516337		4.740505		6.654448		3.8820877		4.2115936		2.8731155		3.2514439		3.6694071		2.746619		1.8397542		6.8706717		1.1588393		2.7605863		2.0467875		-12.288424		0.21268058		1.4649746		1.0333613		-3.619228		NA		NA		NA		0.002415909		U35_44k_v1_4932		LOC_Os02g43970.1		gb|AAX23704.1| 4e-71  HvCBF7 [Hordeum vulgare subsp. vulgare]		LOC_Os02g43970.1 8e-51 dehydration-responsive element-binding protein 1A putative expressed		ATTGTGGGGCAAGAATATGTTTGTTTGTGCAATTAACAACGCATCTCTTCCTTCAAAAAA		11552		AT2G44940.1

		467		CUST_7864_PI390587928		8.832458		8.006818		8.75962		8.291977		8.912034		8.12315		10.946958		10.543712		9.064358		8.117741		10.28194		8.09084		-1.111358		1.0037564		1.5855871		5.475047		-0.15232372		0.0054092407		0.6650171		2.4528713		NA		NA		5.10E-04		0.0033210104		U35_44k_v1_467		LOC_Os01g71080.1		gb|ABU55396.1| 3e-54  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 1e-51 xylanase inhibitor TAXI-IV putative expressed		GATATTACCTCCGTCACGTTTAAAAAGCACGGTTAAATTTACGTGCATTTTCCCAAAAAA		4632		AT1G03230.1

		774		CUST_6610_PI390587928		13.534568		12.368014		11.423131		11.511074		13.591477		13.109071		16.263758		16.187946		13.588351		13.501819		16.22473		12.717564		1.0021693		-1.3128917		1.0274215		11.083816		0.0031261444		-0.39274788		0.039028168		3.4703827		NA		NA		NA		0.002072407		U35_44k_v1_774		LOC_Os11g37950.1		emb|CAA71774.1| 2e-72  pathogenesis-related protein 4 [Hordeum vulgare]		LOC_Os11g37950.1 4e-64 win2 precursor putative expressed		GCACGTGATGCTGCATTGTACTCCCTCCGTATCTAAATATAAGTCTTTTAAGATAAAAAA		2550		AT3G04720.1

		13456		CUST_38718_PI390587928		2.4886057		2.144768		1.4905528		1.7369248		4.4787993		3.2620175		4.912979		4.6503124		3.6170692		2.98647		6.0744686		2.1949513		1.8172163		1.2104534		-2.2368824		5.4845037		0.8617301		0.2755475		-1.1614895		2.4553611		NA		NA		NA		0.017332848		U35_44k_v1_13456		LOC_Os01g71860.1		sp|Q02437|E13D_HORVU 8e-90  Glucan endo-1,3-beta-glucosidase GIV ((1->3)-beta-glucan endohydrolase GIV) ((1->3)-beta-glucanase isoenzyme GIV) (Beta-1,3-endoglucanase GIV)		LOC_Os01g71380.1 2e-55 glucan endo-13-beta-glucosidase GII precursor putative expressed		TTCCTTCAGGCGTACAATCCATCGGCGTGTGTTACGGCATCATCGCAAACAACCTCCCGC		26592		AT4G34480.1

		46455		CUST_15573_PI390587928		4.716534		4.8356586		3.2369452		4.091677		5.04651		4.752192		6.8378186		6.5051064		5.0868006		5.0835733		4.9659266		2.6580245		-1.0283208		-1.2582175		3.6601226		14.39087		-0.040290356		-0.33138132		1.871892		3.847082		NA		NA		NA		0.0022047588		U35_44k_v1_46455		LOC_Os07g02460.1		ref|NP_001051361.1| 2e-21  Os03g0762500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02460.1 6e-12 expressed protein		TTTCAGAGATTTCCGAGGAGAGTGAAAAGAGAGCGATCAAGAACCGAAGATGTGCATGGA		46596		0

		16427		CUST_37089_PI390587928		2.8030508		3.103646		2.1782405		1.6342794		7.3222985		8.175281		9.866292		6.88259		8.258372		8.938999		9.372003		2.1626205		-1.9133141		-1.6978613		1.4086268		26.354351		-0.9360738		-0.7637186		0.4942894		4.7199693		NA		NA		NA		5.00E-04		U35_44k_v1_16427		LOC_Os09g39940.1		ref|NP_001060957.1| 1e-31  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 2e-33 blue copper protein precursor putative expressed		CATAGTGTAATACTTATAGGGTATGTTGTATGTATCTAAGCTCCGCGTTTTTGCATATTC		5014		AT3G27200.1

		27575		CUST_16160_PI390587928		5.3731055		4.9219527		3.998026		4.162523		5.091504		4.6519585		6.295525		9.677892		5.582461		5.743229		5.619532		5.8665004		-1.4053766		-2.1306157		1.5976961		14.039225		-0.49095678		-1.0912704		0.67599297		3.8113914		NA		NA		NA		0.00880084		U35_44k_v1_27575		-		No hits found		No hits found		GTGTATCTATGAATAAAATGGATGGAATAACCAAAGCGATGGTTTTGAGCGTGCAAAAAA		36793		0

		41141		CUST_34798_PI390587928		8.366546		8.149735		7.2900543		7.779444		9.520096		10.66032		12.9715395		12.0153		10.275737		11.606692		12.688488		10.054188		-1.6883816		-1.9270207		1.2167658		3.8936198		-0.755641		-0.94637203		0.2830515		1.961112		NA		NA		NA		0.0024726163		U35_44k_v1_41141		LOC_Os08g42580.4		emb|CAJ14969.2| 2e-30  LysM receptor-like kinase [Hordeum vulgare subsp. vulgare]		LOC_Os08g42580.1 4e-22 lysM receptor-like kinase putative expressed		GTGCCGAAATGTTTCTCGTTGTAACTTGTGAAAATACTGTTTCTGCACATTGTTCCTGTT		9408		AT3G21630.1

		19167		CUST_20426_PI390587928		5.2074685		5.5952163		3.3536625		6.417707		5.13216		4.4109707		9.27813		9.5704565		5.7568555		6.3481975		7.947801		5.8732247		-1.5418851		-3.8296878		2.514599		12.971126		-0.6246953		-1.9372268		1.3303285		3.6972318		NA		NA		NA		0.005574435		U35_44k_v1_19167		LOC_Os07g07930.1		ref|NP_001059015.1| 2e-38  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 5e-40 lipid transfer protein putative expressed		ATTCCATTTGTTGTACCGTGACATGCATGAGCTTGTCTACTTGATATATTCATTGTTGCC		22666		AT3G22600.1

		42222		CUST_1529_PI390587928		1.794681		3.459469		2.4206467		1.8294282		1.656271		4.4190392		7.0184975		6.096186		2.8800085		3.8197594		5.060337		1.5276089		-2.3355098		1.5149602		3.885662		23.728966		-1.2237375		0.5992799		1.9581604		4.5685773		NA		NA		NA		3.84E-04		U35_44k_v1_42222		LOC_Os01g50100.1		dbj|BAB85651.1| 3e-97  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 2e-88 multidrug resistance protein 4 putative expressed		TGGATTGTCATTACAAGTAGCGAATGGAACGACAATGGCCATAGTTGGAGAGAGTGGAAG		37742		AT2G47000.1

		3554		CUST_34319_PI390587928		4.5571756		3.6587372		1.5455812		2.4353144		4.7207847		4.572762		5.8700023		5.3089356		4.951678		5.2100677		5.0305386		3.3356838		-1.1735612		-1.5554217		1.7893848		3.9265215		-0.23089314		-0.63730574		0.8394637		1.9732518		NA		NA		NA		0.007669359		U35_44k_v1_3554		LOC_Os01g07870.1		gb|AAQ10074.1| e-131  multidrug resistance associated protein MRP2 [Triticum aestivum]		LOC_Os01g07870.1 1e-132 multidrug resistance-associated protein 3 putative expressed		TTCAGTGGTGAATTCGTCAGTGATGGCTTGCATTTTCAGGACAGCTTTTCTTTGTCTAAA		9422		AT3G13080.1

		46391		CUST_8248_PI390587928		4.1569934		3.219819		4.3937993		4.384768		3.9358413		3.326357		3.2759392		3.1722615		3.919038		3.511453		3.8471715		4.2322006		1.0117152		-1.1368927		-1.4857922		-2.0848436		0.016803265		-0.18509603		-0.5712323		-1.0599391		NA		NA		NA		0.009612342		U35_44k_v1_46391		LOC_Os12g07874.1		ref|XP_001351598.1| 0.0  P-type ATPase, putative [Plasmodium falciparum 3D7]		LOC_Os12g07874.1 2e-28 signal transducer putative expressed		TGAAGCCCAAGACGTGGTGCACCATCCGCTCCTACGAGAACTTCTACTGCAAGGACGTCT		46469		AT5G02430.1

		25828		CUST_34682_PI390587928		2.5042284		1.7116541		1.5158825		1.8601319		4.144728		5.5926743		7.7185555		6.299318		4.623882		5.211223		7.523151		4.1713495		-1.3939257		1.3026514		1.1450452		4.371015		-0.47915363		0.38145113		0.19540453		2.1279683		NA		NA		NA		0.0075144162		U35_44k_v1_25828		-		No hits found		No hits found		ACTACTCAAAATACTCAGCAGTGAGGGGCAGTAATGACATTTCACAACCCCTCCAAAAAA		25181		0

		22598		CUST_37996_PI390587928		4.1450057		3.9969504		4.1569543		3.1242802		7.415322		7.842708		9.135113		7.0364594		8.311383		8.3246155		8.665081		4.110968		-1.8609785		-1.3965888		1.38514		7.597324		-0.8960614		-0.48190737		0.47003174		2.9254913		NA		NA		NA		0.005212534		U35_44k_v1_22598		LOC_Os02g17150.1		ref|NP_001046523.1| e-118  Os02g0271600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17150.1 1e-120 xylem serine proteinase 1 precursor putative expressed		CTTGTTATTGTACCCGATTCTTTGGGTATTCATTTAGATCACATAAAAACCATAGGGGAA		22733		AT1G32950.1

		29876		CUST_24346_PI390587928		4.9969316		5.4138484		3.8714857		4.2528753		3.9093866		4.592941		2.2892268		2.5517762		3.3468482		2.8836863		2.604849		3.7832298		1.4768654		3.2699182		-1.2445484		-2.3480346		0.5625384		1.7092545		-0.31562233		-1.2314537		NA		0.03242996		NA		NA		U35_44k_v1_29876		-		No hits found		No hits found		AGCAGAACCAACAGCTCCTCCAGCATGCGCTTGCGGTTTGTGTGTAACCATACTGTAGTC		29419		0

		40427		CUST_38236_PI390587928		4.4819846		4.7172346		6.8596663		6.9413857		4.6706314		5.905401		8.335961		7.2096734		4.5446577		6.5443177		8.424523		8.594129		1.091244		-1.5571593		-1.0633098		-2.6107335		0.1259737		-0.6389165		-0.08856201		-1.3844552		NA		NA		NA		0.012167001		U35_44k_v1_40427		LOC_Os01g66820.1		gb|EAZ34308.1| 3e-58  hypothetical protein OsJ_017791 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g34270.1 7e-60 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TAACCAATTCAGCGGTCAAATTCCACCGCAATTCAATCGGCTTACTCGGTTAAGCACGTT		22055		AT5G48380.1

		13596		CUST_35861_PI390587928		2.724495		2.3115418		1.6663793		1.9946799		2.930455		2.6892636		4.407893		4.560612		2.4777758		2.0825655		4.800839		1.5440966		1.3685794		1.5227699		-1.3130717		8.092109		0.45267916		0.60669804		-0.39294577		3.0165157		NA		NA		NA		0.0028390335		U35_44k_v1_13596		LOC_Os05g47660.1		ref|NP_001043945.1| 1e-57  Os01g0693300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g47660.1 1e-60 lipid phosphate phosphatase 3 chloroplast precursor putative expressed		ATTCTTGGCCTTCTGTTTTCCGTTCTCATAACTGCTATCCTGACCGTTGCGGTTAAGGAT		25999		AT3G02600.5

		882		CUST_31970_PI390587928		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		1.0894349		-1.0918783		-1.7485142		14.59356		0.12357998		-0.12681198		-0.80612946		3.86726		NA		NA		NA		0.011702467		U35_44k_v1_882		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		CTGTTTTGTTTTGTTGTACACAAGGCGAATGTATAACAGGGAGGCCGTTGTGATAAAAAA		2990		AT3G12500.1

		19678		CUST_30395_PI390587928		9.857041		10.6629095		10.093812		9.818451		9.114179		10.348435		8.071996		8.409734		8.697955		9.318957		8.8445015		9.223916		1.3344299		2.0412858		-1.7082342		-1.7583013		0.41622353		1.0294781		-0.77250576		-0.8141823		NA		0.019984815		NA		0.0071814815		U35_44k_v1_19678		LOC_Os09g27700.2		gb|EAZ09322.1| 5e-34  hypothetical protein OsI_030554 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27700.2 1e-35 microtubule-associated protein MAP65-1a putative expressed		CTACGTACAGATGTAACATATCATACTTCTGCAGTAGTTTCTAGTTCTTTCTCTTGTGTA		15227		AT1G14690.2

		9930		CUST_12308_PI390587928		7.8575916		8.092415		7.1168027		6.8659863		7.2477136		7.6602063		5.0479817		4.9231296		6.526592		6.6502285		5.478562		6.429142		1.6484634		2.0138803		-1.3477755		-2.8402393		0.7211218		1.0099778		-0.43058014		-1.5060124		NA		NA		NA		0.0036993213		U35_44k_v1_9930		LOC_Os02g01380.2		gb|EAZ21411.1| 1e-23  hypothetical protein OsJ_004894 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g01380.2 2e-25 expressed protein		GTCATCACTTACTTGTTAGTACTACTACTGCTACTGCTGCTTATATATCTACAAGAAGAT		19599		AT1G76890.2

		17264		CUST_30462_PI390587928		15.335381		14.513702		16.574549		16.40302		15.055129		14.446958		15.63181		14.948911		15.259273		14.537094		15.815877		16.073921		-1.1520022		-1.0644709		-1.1360818		-2.1810312		-0.20414352		-0.09013653		-0.18406677		-1.1250105		NA		NA		NA		0.008517572		U35_44k_v1_17264		LOC_Os10g21910.2		gb|AAA19970.1| e-148  cytosolic acetyl-CoA carboxylase [Triticum aestivum]		LOC_Os10g21910.2 1e-106 acetyl-coenzyme A carboxylase ACC1A putative expressed		GCTATGCGATATGTATACCCTGAGAACTTTGGGGTGATGATGAATGTTTTTTCTTCTAAA		11326		AT1G36160.1

		16335		CUST_2890_PI390587928		11.59097		10.906766		12.93135		14.243973		10.47488		10.051917		12.451573		13.064312		9.872832		9.710177		12.622312		14.476853		1.5178697		1.2672838		-1.1256343		-2.662057		0.6020479		0.34173965		-0.17073822		-1.4125414		NA		NA		NA		3.84E-04		U35_44k_v1_16335		LOC_Os07g46520.1		gb|AAZ15733.1| 6e-27  DT-related protein [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46520.1 1e-28 rhythmically expressed gene 2 protein putative expressed		TCTCTTTGTGACAGGCCCTTAATTTCCTATAAGTCTATATTGGTAGCAACAATGTAATGT		None		AT2G41250.1

		26262		CUST_2518_PI390587928		8.617924		8.219608		8.722276		9.351882		9.558103		10.987943		12.65603		12.098947		10.507159		11.74743		12.537422		10.914109		-1.9306098		-1.6928887		1.0856864		2.2733777		-0.9490566		-0.75948715		0.11860752		1.1848373		NA		NA		NA		0.0024726163		U35_44k_v1_26262		-		ref|NP_001060079.1| 9e-13  Os07g0575600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38800.1 1e-14 lectin-like receptor kinase 7 putative expressed		TACAGTATGTTGGTGATGATGCAGAACGAGGGCTTCGATTCGTATGTTATGTCGTACGCT		None		0

		22517		CUST_29652_PI390587928		2.090192		1.8482722		1.4969444		2.6890335		1.5512606		2.6159077		3.9482327		2.472929		1.473683		1.8864957		5.4538236		3.7311344		1.0552447		1.6579632		-2.8394096		-2.3919802		0.07757759		0.72941196		-1.5055909		-1.2582054		NA		NA		7.37E-04		NA		U35_44k_v1_22517		-		gb|EAZ40558.1| 8e-13  hypothetical protein OsJ_024041 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g40690.1 2e-13 leucoanthocyanidin reductase putative expressed		ACATGTATTATATCAGACCCCGAGGGGCATTTTCGGAACAAAAAATATTTCGAACTGAAA		40996		0

		47238		CUST_12901_PI390587928		5.2004304		5.589136		5.761563		6.2115517		4.426657		4.802611		4.8936124		4.64678		4.0812707		4.2783456		4.10492		6.1268563		1.2704914		1.438201		1.7275081		-2.789635		0.3453865		0.5242653		0.7886925		-1.4800763		NA		NA		NA		0.030460855		U35_44k_v1_47238		-		No hits found		No hits found		TCTGGTTTCGTGAACACTATGTAAAGACTGTAATAGGCTAATTTTGGCTACCATTTGAAG		48081		0

		17157		CUST_35946_PI390587928		6.2016582		6.114311		5.211064		6.6078014		6.417755		7.100908		7.3019347		6.9271007		7.0637016		7.1220717		7.0965514		5.79055		-1.5647656		-1.0147779		1.1529926		2.1985471		-0.6459465		-0.02116394		0.2053833		1.1365504		NA		NA		NA		0.043523375		U35_44k_v1_17157		LOC_Os06g02180.1		ref|NP_001056589.1| 0.0  Os06g0111800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g02180.1 0.0 CSLD2 - cellulose synthase-like family D expressed		ATAAAGAAGATCCTGATCTTTTTTGGCAAAGTGTAGTTCTCGGACCAGGTTGGATTATTT		9375		AT5G16910.1

		10421		CUST_16560_PI390587928		7.839109		8.455398		8.602101		8.300411		7.3315773		7.614858		6.602919		6.441607		6.9896865		6.8554397		7.3079667		7.942701		1.2674166		1.6928082		-1.6301985		-2.8305724		0.3418908		0.7594185		-0.7050476		-1.5010939		NA		NA		NA		5.00E-04		U35_44k_v1_10421		LOC_Os06g04680.2		ref|NP_001056740.1| 1e-10  Os06g0138500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04680.2 7e-05 expressed protein		CACGGCGCGGGCGGGAGGGATCCCCGGCTGCCGGCTTGCTCAGCGAGAGCGAGTGGAGTT		41933		0

		10265		CUST_40019_PI390587928		7.172877		6.7089367		6.3293366		7.01104		7.4739685		8.116542		9.718247		9.266953		6.7407174		7.3149548		8.706882		6.614469		1.662381		1.7430176		2.0158174		6.287491		0.7332511		0.8015871		1.0113649		2.6524844		NA		NA		NA		0.012656953		U35_44k_v1_10265		-		No hits found		No hits found		TGCGTTTGTGCCTGGTTCTGGTTGTGTGTGTCTTCTGTAACTCTTGATTAAGCACTCATG		24662		0

		9713		CUST_19668_PI390587928		6.7812824		6.7971587		6.5776467		6.4915123		7.8839965		8.457573		10.1119		8.419078		8.366118		8.54526		9.447784		5.6948333		-1.3967966		-1.0626655		1.5845969		6.6081414		-0.48212194		-0.08768749		0.6641159		2.7242446		NA		NA		NA		0.0020514277		U35_44k_v1_9713		LOC_Os09g37200.1		ref|NP_001063829.1| 7e-55  Os09g0544000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37200.1 1e-56 agmatine coumaroyltransferase putative expressed		ACTTCATGCCGTCCTACTTCCCAACGGAGGGGATGCTCTTCCTGGTGCCGTCCTACCTCG		20247		AT5G48930.1

		5447		CUST_21465_PI390587928		6.1741576		5.7065463		6.892723		4.4217167		8.196499		9.060317		10.424045		8.574182		8.990237		10.335017		10.344329		6.7937512		-1.7335607		-2.4194853		1.0568098		3.4352863		-0.79373837		-1.2747002		0.07971573		1.7804303		NA		NA		NA		0.0017868072		U35_44k_v1_5447		LOC_Os10g36848.1		ref|NP_001065043.1| e-122  Os10g0512400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36848.1 1e-124 cytochrome P450 84A1 putative expressed		CCATTCGTCCATGGATCCAAAATTTAATCAAACTTTGTACACAATTGACCAAGTTTATGG		11969		AT4G36220.1

		40297		CUST_24252_PI390587928		4.5866895		4.2982774		4.069934		4.283984		4.9637437		6.766245		5.954202		5.909868		5.10515		6.3968654		5.7170434		4.310873		-1.1029799		1.2917972		1.1786691		3.0293217		-0.14140654		0.36937952		0.23715878		1.5989947		NA		NA		NA		0.037897654		U35_44k_v1_40297		LOC_Os03g20949.1		gb|EAZ26773.1| 1e-85  hypothetical protein OsJ_010256 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20949.1 3e-87 phospholipid-transporting ATPase 1 putative expressed		TCTAGCTATTGGAGATGGTGCAAATGATGTGTCCATGATCCAAATGGGCGATGTTGGCAT		None		AT5G04930.1

		10385		CUST_22347_PI390587928		11.144489		10.895423		10.8940325		10.285115		10.709576		11.079061		9.64714		9.050548		10.270085		11.098618		10.255208		10.326928		1.3561251		-1.0136482		-1.5242171		-2.422305		0.43949032		-0.019557		-0.60806847		-1.2763805		NA		NA		0.0025200143		0.0037106043		U35_44k_v1_10385		LOC_Os03g43990.2		gb|EAZ27905.1| 3e-16  hypothetical protein OsJ_011388 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43990.2 7e-18 transposon protein putative Mutator sub-class expressed		GCGAGGACTCGAATAATACTATCTATGCACATATCTTTGGTTAATTGAACTTGTAGTAGA		31838		0

		5943		CUST_24807_PI390587928		4.8981104		3.8548954		5.0787234		4.6518207		4.6202073		3.8869002		9.11168		9.136934		4.863546		3.4206924		8.597514		6.3537154		-1.1837288		1.3814733		1.4281682		6.8838654		-0.24333858		0.46620774		0.5141659		2.7832189		NA		NA		NA		0.0032300078		U35_44k_v1_5943		LOC_Os04g37820.1		ref|NP_001052946.1| e-135  Os04g0451200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37820.1 1e-136 cytokinin-O-glucosyltransferase 2 putative expressed		CTCTCCGGCGGAAAACCGCGTGATTAAATTAATATGCTATTGTATTTCATATTATTGGTT		16077		AT1G22400.1

		10939		CUST_3253_PI390587928		7.837162		7.743356		6.863973		7.246367		8.575471		9.459579		9.320916		8.151889		8.881818		9.520612		8.740697		6.451706		-1.2365725		-1.0432119		1.4950764		3.2494216		-0.3063469		-0.061032295		0.58021927		1.7001829		NA		NA		NA		0.03451205		U35_44k_v1_10939		LOC_Os02g09960.1		gb|EAY84835.1| 7e-72  hypothetical protein OsI_006068 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09960.1 2e-73 protein kinase putative expressed		TCATTACACCAACCCGCCGTGCGTGCACAAGAACCTCAAGAGCAGCAATGTCCTCCTCGA		38914		AT2G33580.1

		12395		CUST_40772_PI390587928		5.847323		6.1738224		6.2800636		6.156857		5.379666		7.1426525		8.820954		8.330869		5.026981		6.498131		8.43575		6.403017		1.2769349		1.563221		1.3060447		3.8048818		0.35268497		0.6445217		0.38520432		1.9278517		NA		NA		NA		0.012081955		U35_44k_v1_12395		LOC_Os01g53350.1		gb|EAZ35010.1| 4e-50  hypothetical protein OsJ_018493 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53350.1 2e-51 anthocyanidin 53-O-glucosyltransferase putative expressed		AATTGCAAGTTGCTACTGCTCTTTGCTTTCTACTACAGTACTAGCCCCGTTCTGTTTTTT		25368		AT1G01390.1

		16351		CUST_13557_PI390587928		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		-1.9352889		-1.8394827		1.9891279		3.896921		-0.952549		-0.8793001		0.992136		1.9623346		NA		NA		7.81E-04		0.008449848		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		ATGGTGTGCGTTGTTTTCGTTCGTATGATCCAGATAAATAGACATGTGACAGTCAAAAAA		5302		0

		32901		CUST_12224_PI390587928		4.409987		3.2861874		2.130872		2.6117232		7.755982		7.907839		5.854696		4.5945497		8.357802		9.799043		6.601635		3.258684		-1.5176303		-3.7094464		-1.6782285		2.524269		-0.60182047		-1.8912039		-0.7469392		1.3358657		NA		0.0035787127		NA		NA		U35_44k_v1_32901		LOC_Os08g44590.1		gb|EAZ43657.1| 5e-07  hypothetical protein OsJ_027140 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44590.1 7e-09 gibberellin 20 oxidase 2 putative expressed		TAATATGAATTATGTGTCATCGAAGATGTACCGGATGCACGCACATGCATGCTCTGCTTA		19877		0

		7513		CUST_36739_PI390587928		6.8844657		5.22786		5.8665767		3.0541801		11.046803		10.78371		13.354065		8.173765		12.060173		11.394822		13.012474		4.829015		-2.0186203		-1.5274367		1.2671531		10.159451		-1.0133696		-0.6111126		0.34159088		3.3447504		NA		NA		NA		0.003572589		U35_44k_v1_7513		LOC_Os05g04490.1		gb|EAY96461.1| 1e-77  hypothetical protein OsI_017694 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04490.1 2e-79 peroxidase 1 precursor putative expressed		TGGATCTCAGTGTGCGTTCGTTTGTGTAGAATGTGATATCATTTTGTGAAGTCATTTTTT		35618		AT1G05260.1

		39380		CUST_24040_PI390587928		5.4496274		3.8333473		3.0784433		5.188272		4.97912		3.2625458		2.322093		2.8529942		4.700353		3.6318958		3.4446764		4.6208835		1.2131573		-1.2917707		-2.177365		-3.4055533		0.27876663		-0.36934996		-1.1225834		-1.7678893		NA		NA		NA		0.015818233		U35_44k_v1_39380		LOC_Os01g50720.1		gb|EAY75516.1| 2e-26  hypothetical protein OsI_003363 [Oryza sativa (indica cultivar-group)]		LOC_Os01g50720.1 4e-28 myb-related protein Hv33 putative expressed		CCAACCGGGAGATTAGAGACTGTACTTTGTTAATTTTCTCTAGTCTTTATTACTCCTTTT		35495		0

		45708		CUST_14430_PI390587928		5.7406383		6.327945		2.918732		4.7725043		4.878058		5.1638885		1.7520968		2.7842464		4.0594907		5.4962754		2.3882635		4.923609		1.7636536		-1.2590948		-1.5541941		-4.4056726		0.8185673		-0.33238697		-0.6361667		-2.1393623		NA		NA		NA		0.0071583167		U35_44k_v1_45708		LOC_Os07g49370.1		ref|NP_001049780.1| 3e-27  Os03g0287800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49370.1 2e-28 beta3-glucuronyltransferase putative expressed		CGTGTGGTTCCGCGGAACAACAAATTAAGAAATACAACAGTTTTTAAACGAATCTCAAAT		44893		AT2G37090.1

		21034		CUST_23464_PI390587928		8.548566		8.473626		10.351541		9.226115		8.105007		8.145241		8.789059		8.102557		7.8396854		8.046792		9.208024		9.150719		1.201904		1.0706216		-1.3369684		-2.067893		0.26532173		0.09844875		-0.41896534		-1.0481615		NA		NA		4.55E-04		5.20E-04		U35_44k_v1_21034		LOC_Os02g43340.2		dbj|BAD25578.1| 0.0  putative late embryonic abundant protein EMB8 [Oryza sativa Japonica Group]		LOC_Os02g43340.2 0.0 embryogenesis-associated protein EMB8 putative expressed		AACACTTGAACTGTAGAATTCTGGAATGTGCCAAAACCAGAGCACGAGTTTGGAGTCGTG		14089		AT3G50790.1

		11377		CUST_20710_PI390587928		7.7146225		7.7945156		9.448874		7.9273567		7.8730865		7.271876		7.473982		5.7915606		7.7589936		6.598001		7.6330924		7.758044		1.0822942		1.595352		-1.1165985		-3.9081426		0.11409283		0.67387486		-0.15911055		-1.9664831		NA		NA		NA		0.023595836		U35_44k_v1_11377		LOC_Os12g22284.1		ref|NP_001066644.1| 1e-20  Os12g0411700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g22284.1 3e-22 ATP-binding cassette sub-family G member 2 putative expressed		TTCGTCATCCCCATCATCTGATCAGTTCATCCTTCATCGCCATGCATGCAATGATGCAAA		21915		AT1G51500.1

		40653		CUST_25401_PI390587928		5.77364		7.81105		11.09439		8.397144		5.228744		7.5961742		8.805591		5.4402294		4.3529706		6.6752295		8.802507		8.411435		1.8349916		1.8933547		1.0021394		-7.841913		0.87577343		0.9209447		0.003083229		-2.9712057		NA		NA		NA		0.015232421		U35_44k_v1_40653		LOC_Os07g48770.1		gb|EAZ05198.1| 5e-38  hypothetical protein OsI_026430 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48770.1 2e-39 expressed protein		CGCTTTCTTGTGAATAGAATTGAGAGGCGGATTGTTTGTCTTTTACAGATGAGGCATCTG		None		AT5G65400.1

		1101		CUST_41886_PI390587928		10.764283		11.211328		11.064042		11.480052		11.574089		12.41304		14.341737		12.936291		12.14589		12.947207		13.502658		11.712795		-1.4863782		-1.448106		1.7889076		2.335118		-0.5718012		-0.5341673		0.8390789		1.2234955		NA		NA		NA		0.016968394		U35_44k_v1_1101		-		No hits found		LOC_Os06g47200.2 8e-04 lipid binding protein putative expressed		CACTATTTTATTTCCTTTTTGGATTTGTGCTAATAAGAGGAGGGCACTGACGCCTAGAAC		3698		0

		48772		CUST_42180_PI390587928		2.4092705		1.8472447		2.0568254		2.2740824		3.114827		2.4787104		3.5846722		2.7028866		2.095297		3.5772183		3.5759647		1.9536806		2.0272582		-2.1413312		1.0060538		1.6808674		1.0195298		-1.0985079		0.008707523		0.74920595		NA		0.0076104244		NA		NA		U35_44k_v1_48772		-		No hits found		LOC_Os02g35429.1 1e-05 zinc finger C3HC4 type family protein		AAATCTGTAATCCTCCCGGAAAATGTCATGTTGCTCTGAAAAAATCATCATCCCCGATAC		None		0

		38348		CUST_25384_PI390587928		6.639384		6.6887794		7.233599		8.070638		6.376915		6.8135505		4.9260306		5.62435		5.095656		5.6866794		6.3553653		8.346667		2.43051		2.183846		-2.6932247		-6.5993195		1.2812591		1.1268711		-1.4293346		-2.7223172		NA		NA		0.0024631121		0.006590103		U35_44k_v1_38348		LOC_Os12g42090.1		gb|ABA99848.2| 7e-55  37 kDa inner envelope membrane protein, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42090.1 2e-56 inner envelope membrane protein chloroplast precursor putative expressed		CTTGCAGGTACTTCATTCATTTGACACTGATTGAGGTTTTGGCTTTGTCATAAGTTAAAA		2892		AT3G63410.1

		32574		CUST_17376_PI390587928		6.370074		4.6620803		4.430594		4.3057156		7.9634705		5.853794		7.0104485		6.5577655		8.7947855		7.7006803		6.092379		4.8179917		-1.7793065		-3.5972295		1.8895849		3.3398278		-0.83131504		-1.8468862		0.91806936		1.7397738		NA		NA		NA		0.0040127924		U35_44k_v1_32574		LOC_Os07g44460.1		dbj|BAF97642.1| 9e-26  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os04g59150.2 2e-14 peroxidase 12 precursor putative expressed		ACCTAGCTAGGTCCAGGTGCAAGAAGAAGCTCAGCTTCAGCAATGGCGTCCAGAGCAGCA		1855		AT5G14130.1

		5388		CUST_16591_PI390587928		6.0792365		5.3168416		4.9978		5.365435		7.323071		7.4588876		10.351559		10.186363		6.93109		7.6767707		9.909982		7.3175316		1.3121941		-1.1630259		1.358088		7.3047333		0.39198112		-0.21788311		0.44157696		2.8688316		NA		NA		NA		0.0010740204		U35_44k_v1_5388		LOC_Os04g22120.1		gb|EAZ08979.1| 4e-29  hypothetical protein OsI_030211 [Oryza sativa (indica cultivar-group)]		LOC_Os09g16540.1 3e-26 protein kinase putative expressed		CAGCAGTGGCAGATGAACAAACTTGCCTTACTGGATCCTGTTATACGTGACAGTTTACCA		13252		AT3G53380.1

		44738		CUST_34068_PI390587928		2.073763		2.0840762		1.7707876		1.8772578		2.1823142		3.5151756		4.190729		4.9067445		2.4600267		1.8328706		3.149166		1.900555		-1.2122713		3.209403		2.0584567		8.034395		-0.27771258		1.682305		1.041563		3.0061893		NA		NA		NA		0.0019378323		U35_44k_v1_44738		LOC_Os01g58130.1		ref|NP_001044500.1| 1e-32  Os01g0793800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58130.1 3e-34 expressed protein		AGTTCTTGCCTGCGAGGGGGATCAGAAAAAGTTGGACGAGCTAGGCTAGACTCGAGCTCC		42828		0

		3229		CUST_14723_PI390587928		2.0988104		1.8986596		1.7502872		1.6743522		4.973564		4.9567733		5.9460855		5.053373		5.4018364		5.09058		5.232101		2.7330735		-1.3456211		-1.0971849		1.6403282		4.9943585		-0.42827225		-0.1338067		0.7139845		2.3202994		NA		NA		NA		0.0018712083		U35_44k_v1_3229		LOC_Os05g04490.1		gb|EAY96461.1| e-137  hypothetical protein OsI_017694 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04490.1 1e-139 peroxidase 1 precursor putative expressed		CCTAGTATTTTCTTGATAGAAACACATGTAACTTTATTCGTACTCGCAACCATTGATCCA		19929		AT1G05260.1

		48778		CUST_42174_PI390587928		2.8341656		2.0807822		2.7670574		2.032834		1.6683073		2.973663		4.754373		6.921131		1.9164299		2.9893322		5.3043275		2.7082226		-1.1876606		-1.0109202		-1.4640394		18.544363		-0.24812257		-0.015669107		-0.5499544		4.2129087		NA		NA		NA		0.008773954		U35_44k_v1_48778		LOC_Os11g35040.1		gb|EAZ18717.1| 1e-24  hypothetical protein OsJ_032926 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g35040.1 4e-26 tyrosine aminotransferase putative expressed		CTTGTTGTAACACCAAGTATGTGTAGGTGTCAATTTTAGGGAATCTCCGTTTTGATTATT		None		AT4G28420.2

		6887		CUST_18551_PI390587928		1.8955721		1.7845778		1.5969335		2.0307617		2.6356158		2.1136427		4.6761575		4.2301154		2.5022933		4.1195083		4.0793204		3.2014816		1.0968168		-4.016296		1.5123972		2.0400915		0.13332248		-2.0058656		0.59683704		1.0286338		NA		0.0077014384		1.61E-04		NA		U35_44k_v1_6887		LOC_Os04g34300.1		emb|CAE04623.3| 1e-61  OSJNBa0028I23.5 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g34300.1 2e-63 serine/threonine-protein kinase receptor precursor putative		TTTCTGGAAGAACTCAATCAACCCAGCTACTGGTGGTATCGTTACGAGTTAGACCATAGG		19076		AT4G21380.1

		26867		CUST_37572_PI390587928		4.0663896		4.464454		4.7657394		3.8261058		3.6869848		3.919114		3.8372257		4.5498834		5.7533436		5.234094		5.7036195		4.8106446		-4.1882825		-2.487989		-3.6462002		-1.1981107		-2.0663588		-1.31498		-1.8663938		-0.26076126		NA		NA		0.0072426507		NA		U35_44k_v1_26867		-		No hits found		No hits found		ATTGATTGACTGACTGACTGATTGGAGGGGTGTCGAGGCCGCGGAGCGGGTCTGGGAGTG		22407		0

		19169		CUST_20423_PI390587928		8.286963		8.271213		9.079792		9.770774		9.024526		8.291726		8.216209		8.516176		9.750884		9.103488		8.141338		9.6083555		-1.6544577		-1.7553538		1.0532669		-2.1319585		-0.7263584		-0.81176186		0.07487106		-1.0921793		NA		NA		NA		0.013570561		U35_44k_v1_19169		LOC_Os06g28820.1		ref|NP_001045853.1| e-162  Os02g0140400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04750.2 1e-164 cycloartenol synthase putative expressed		CCTTCTACAAGGATTATGGACAAACTACATCTATGTGTAAGACATACATCAATAACATGC		13511		AT2G07050.1

		23904		CUST_11368_PI390587928		8.972876		9.338019		9.913575		9.087569		9.573395		9.68352		10.439347		10.235134		9.753455		9.484029		10.071344		9.229083		-1.1329314		1.1482935		1.2905651		2.0084062		-0.18006039		0.1994915		0.3680029		1.0060511		NA		NA		NA		0.00628963		U35_44k_v1_23904		LOC_Os03g60260.1		gb|EAZ29058.1| 5e-22  hypothetical protein OsJ_012541 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60260.1 1e-23 ANT1 putative expressed		GGTTGTGTTGCAGAGACCGGATCGTTTTACAACAATTTTTAGAACATATGTTAAGTAGTA		21904		AT3G11900.1

		8742		CUST_15288_PI390587928		10.350451		9.34637		9.677197		10.675984		9.80413		9.024159		8.560187		9.434897		9.478417		8.620407		8.93876		10.575249		1.253283		1.3229443		-1.3000548		-2.204347		0.3257122		0.40375233		-0.37857246		-1.1403513		NA		NA		NA		0.017172007		U35_44k_v1_8742		-		No hits found		No hits found		AGATCGAACAATTCTTATGCCTTTCCCCCATAATTTTTTCAGATGATGCGTTCATCTTTA		None		0

		15622		CUST_16337_PI390587928		8.445981		8.361844		8.033993		8.246291		9.980523		11.4759245		11.856164		10.178356		10.68119		11.796475		11.680078		8.239436		-1.6252553		-1.2488073		1.1298149		3.8341851		-0.7006664		-0.32055092		0.17608643		1.93892		NA		NA		NA		0.0078716595		U35_44k_v1_15622		LOC_Os02g39330.1		gb|AAD28730.1|AF112963_1 8e-82  chitinase II precursor [Triticum aestivum]		LOC_Os04g41680.1 6e-81 endochitinase A precursor putative expressed		GTAGTACTGTTCACGAGCTCTACTCTTTTTTCTCAATCAATAAAAGGAGTTATGTTCTTG		4324		AT2G43590.1

		48718		CUST_34966_PI390587928		5.6281238		4.7668557		4.9465		5.3791556		6.1941133		7.3517685		9.568028		9.688168		5.6550765		7.830868		8.912848		7.357756		1.4530021		-1.3938731		1.5748124		5.0294876		0.53903675		-0.47909927		0.65518		2.3304114		NA		NA		NA		6.37E-04		U35_44k_v1_48718		LOC_Os02g34790.1		gb|EAZ23420.1| 5e-70  hypothetical protein OsJ_006903 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g34790.1 1e-71 receptor-like protein kinase 5 precursor putative expressed		TGTTGTCAACAGCTGAACGTCCTGCTAACAATCTTGATTATCTCCACACTAGCATTGCCA		50725		AT1G35710.1

		28131		CUST_28190_PI390587928		4.149593		5.505956		5.9311333		5.212105		3.6076095		4.6766257		3.4211972		3.7427127		3.5519097		4.837783		4.5703125		6.2378044		1.0393631		-1.1181836		-2.2177784		-5.6376414		0.055699825		-0.16115713		-1.1491153		-2.4950917		NA		NA		NA		0.030258296		U35_44k_v1_28131		LOC_Os11g07020.8		gb|AAF74220.1|AF216582_1 2e-19  fructose 1,6-bisphosphate aldolase precursor [Avena sativa]		LOC_Os11g07020.8 6e-21 fructose-bisphosphate aldolase chloroplast precursor putative expressed		TTTGCATGGTTACTGCAAAATTTTGCATGTACGTACTTGTACTTGTCCCTAAAGACAAAT		26813		AT4G38970.1

		6022		CUST_39080_PI390587928		13.043178		12.789662		10.848026		11.818314		12.687741		13.413386		12.226352		13.260758		13.076009		13.16171		11.915378		10.668746		-1.3088207		1.1905899		1.240545		6.0293913		-0.38826752		0.25167656		0.31097412		2.5920124		NA		NA		NA		0.009761021		U35_44k_v1_6022		LOC_Os06g43810.1		ref|NP_001058197.1| 7e-15  Os06g0646100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43810.1 2e-16 expressed protein		GCAACTGCACCATGTACTTACATACATACTCCCTTCGTTCCTAAATATAAGATCTTTTAA		14712		0

		34182		CUST_6798_PI390587928		1.8065962		1.5228004		1.96949		1.5091114		1.5261599		1.9677004		4.53733		3.4698536		1.7947497		4.6324277		5.6414437		4.282351		-1.2046298		-6.341074		-2.1496675		-1.756249		-0.26858985		-2.6647272		-1.1041136		-0.8124974		NA		0.0045071775		NA		NA		U35_44k_v1_34182		LOC_Os12g36770.1		gb|EAZ20830.1| 2e-14  hypothetical protein OsJ_035039 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g36770.1 4e-16 triacylglycerol lipase putative expressed		ACTACCTGGTGACATATATTGATGATTGCAATGTGCACATGCATGTTTTTTGAGCGGCCG		50818		0

		11709		CUST_20327_PI390587928		6.2172947		6.5056205		5.992208		5.6110573		5.6890006		6.6303024		7.660252		7.5606484		6.0207705		6.6265264		7.395872		5.6142387		-1.2585565		1.0026208		1.2011198		3.854142		-0.33176994		0.0037760735		0.26437998		1.9464097		NA		NA		NA		0.0063930564		U35_44k_v1_11709		-		No hits found		No hits found		TATGACATTGTTTCGAGGGTGAGACGTAAGATGTAATGTGTGTTCATGTCCTTGAAAAAA		24217		0

		905		CUST_27713_PI390587928		5.8558064		3.968633		4.1017423		6.5846252		6.4880123		8.0400095		6.2346177		10.727188		4.5714192		7.3135567		6.4685874		4.0760093		3.7753046		1.6545659		-1.1760665		100.50886		1.9165931		0.7264528		-0.23396969		6.651179		NA		NA		NA		0.0024460908		U35_44k_v1_905		LOC_Os12g36240.1		gb|AAM22829.1|AF427791_20 1e-20  CI2D [Hordeum vulgare]		LOC_Os12g36210.1 3e-18 subtilisin-chymotrypsin inhibitor CI-1B putative expressed		CCCAGCATGCTACCTGTGGATCAATGTACTTGACCAGTTATTTATAATTTGTGCTTCATA		452		0

		12650		CUST_7983_PI390587928		3.913563		2.9409714		2.9755821		3.6299706		4.8176465		3.4406633		5.4564095		4.6348786		4.4107504		4.0821977		5.3640003		2.5585086		1.3258303		-1.5599873		1.066149		4.2174473		0.4068961		-0.6415343		0.092409134		2.07637		NA		NA		NA		0.011702467		U35_44k_v1_12650		LOC_Os07g35350.3		ref|NP_001059878.1| 2e-50  Os07g0538000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35350.3 5e-52 hydrolase hydrolyzing O-glycosyl compounds putative expressed		AGAGGCTCCTCAGCTTAACTCTCAGCTAGTCCCGGCCATGAAGAAAGTGCATGCGGCGTT		26500		AT5G55180.2

		7153		CUST_37044_PI390587928		9.021144		8.563516		8.737045		8.647002		8.709481		8.863632		10.381701		9.898595		9.259311		9.086011		10.036758		8.331547		-1.4639126		-1.1666555		1.2701008		2.9629784		-0.5498295		-0.22237873		0.34494305		1.5670481		NA		NA		NA		0.011834304		U35_44k_v1_7153		LOC_Os09g21710.1		ref|NP_001063070.1| 1e-57  Os09g0385700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g21710.1 3e-59 AN1-type zinc finger protein 2B putative expressed		CGTTGTGGCTGGGATTTAAGTTGAAATTGTGCACATTTGTTGTTAAATGAAGAATCAAGT		17795		AT3G28210.1

		46540		CUST_38009_PI390587928		11.465115		11.915778		11.060528		11.825916		11.660122		13.055359		14.4254465		13.609639		12.462422		13.414849		13.512158		11.445863		-1.7438797		-1.2829726		1.883333		4.480862		-0.80230045		-0.3594904		0.9132881		2.1637764		NA		NA		NA		0.009761535		U35_44k_v1_46540		LOC_Os01g72080.1		gb|EAY77223.1| 1e-19  hypothetical protein OsI_005070 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72080.1 4e-21 calmodulin-like protein 1 putative expressed		TAGTTAAATCACGACATGTAAAATTTGTTGGTGAGCTGGATCGACCGAGGGTGTGTGCGT		46774		0

		24552		CUST_25944_PI390587928		7.4182887		6.878614		3.6106777		6.238889		7.527167		7.260321		7.7314277		9.392621		6.99912		7.018627		7.5322113		7.658788		1.4419755		1.1823802		1.1480746		3.326103		0.5280466		0.24169397		0.19921637		1.7338328		NA		NA		NA		5.00E-04		U35_44k_v1_24552		-		ref|NP_001054956.1| 2e-27  Os05g0224700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g13770.1 4e-29 RNA polymerase Rpb7 N-terminal domain containing protein expressed		GAGGATGCCATTTATGAGACTCAATATCACCACTCATCATAATGTATTTCTACAATAAGG		21059		AT4G02420.1

		17121		CUST_41412_PI390587928		3.9080784		3.6743937		4.398892		4.0543976		4.000562		3.9921653		6.3971367		6.2719765		4.448464		5.0143733		5.5576515		4.5987086		-1.3640549		-2.031025		1.7894114		3.189362		-0.44790173		-1.022208		0.83948517		1.6732678		NA		NA		NA		0.0024460908		U35_44k_v1_17121		LOC_Os01g45140.1		ref|NP_001043671.1| 0.0  Os01g0638000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		GTGTGGTTTTCTAAAATTTGAGAAAATTGTACTACTTTTGATCATGTGGAGCCTAGCTGA		14077		AT2G15480.1

		20708		CUST_16925_PI390587928		3.8901489		3.3857622		3.9197805		5.3164787		2.9315414		4.143814		7.9795837		8.50121		3.1202366		3.5866566		7.307841		6.2595177		-1.1397325		1.4713674		1.5929964		4.729516		-0.18869519		0.5571575		0.6717429		2.2416925		NA		NA		NA		0.0036452175		U35_44k_v1_20708		LOC_Os01g02570.1		gb|EAY72272.1| 5e-56  hypothetical protein OsI_000119 [Oryza sativa (indica cultivar-group)]		LOC_Os01g02570.1 2e-56 receptor-like kinase putative expressed		TGAAGTAAAAACTGTGAAGGATTGGGTTTTGTCCCTTGCTACTGTCGACCTCTTTTTCGG		13787		0

		49425		CUST_33912_PI390587928		8.917357		9.316282		8.006926		8.257117		10.144984		10.469985		11.617595		10.420751		10.719861		9.639735		10.401311		7.909863		-1.4895502		1.7779932		2.3234744		5.6997066		-0.5748768		0.8302498		1.2162838		2.5108876		NA		NA		6.81E-04		0.016707165		U35_44k_v1_49425		LOC_Os11g13970.1		gb|EAZ17962.1| 9e-29  hypothetical protein OsJ_032171 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g13970.1 1e-30 transferase putative		CGGCGGTGCGGAGCGGGAGGGCGAACAAGAATGACGGGAGGACGGTGCTGTACCCCGGGT		51134		AT2G39980.1

		20744		CUST_2044_PI390587928		9.482262		8.841099		8.923369		9.325467		9.355868		8.886784		7.672039		8.098973		8.894457		8.351769		8.101401		9.249742		1.3768883		1.4489564		-1.3466382		-2.220321		0.46141148		0.53501415		-0.4293623		-1.1507683		NA		NA		NA		0.0039166096		U35_44k_v1_20744		-		emb|CAE53909.1| 7e-25  putative SWIM protein; putative Zn-finger protein [Triticum aestivum]		LOC_Os09g10380.1 2e-17 transposon protein putative unclassified		CAGATCAGAACAGAGCTATGGAGGTGGCTATAAGTAAAATCTATCGTTAGACTGTGTACA		13737		AT4G38180.1

		47294		CUST_1797_PI390587928		5.2949557		4.5433097		6.8244476		7.116711		4.569156		3.53247		5.5655894		5.48416		4.5218086		4.4288445		5.9029937		7.0674305		1.0333633		-1.8613824		-1.2634813		-2.9964838		0.047347546		-0.89637446		-0.33740425		-1.5832705		NA		NA		NA		0.0062195477		U35_44k_v1_47294		LOC_Os08g34550.1		ref|NP_001061924.1| 2e-53  Os08g0445000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34550.1 5e-55 RING-H2 finger protein ATL2C putative expressed		CTCTCGAAGCCCACGATGGACAAGAAAGAGAGCTTTTCCATCTCCAAGATATGGATGCGG		48196		AT4G30400.1

		1801		CUST_21609_PI390587928		7.600554		8.559589		8.086876		5.981115		7.3356285		7.9164624		4.8626285		4.0534973		7.4953704		7.1413307		5.8206573		5.3431		-1.1170872		1.7113463		-1.9426538		-2.4446073		-0.15974188		0.7751317		-0.9580288		-1.2896028		NA		NA		NA		0.0063346676		U35_44k_v1_1801		LOC_Os04g54810.1		gb|AAK38481.1| 0.0  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		TTTCATCAGCTCCATTCGATTCGAGTCATGTTATAAGGAAAATGTCAACTTGATTCACAG		7032		AT5G64570.1

		12938		CUST_39813_PI390587928		5.9541435		5.971645		5.0982833		5.0381703		7.1243057		8.391599		10.784873		8.927873		8.018586		10.692253		10.527814		7.9951224		-1.8586826		-4.926812		1.1950401		1.9089115		-0.89428043		-2.3006544		0.2570591		0.9327502		NA		0.0036707902		NA		NA		U35_44k_v1_12938		-		ref|NP_001057538.1| 7e-51  Os06g0329900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22440.1 2e-52 benzoate carboxyl methyltransferase putative expressed		TTTGTGAATATGACGAGAGCCGTATTCGAGCCGGTAATAGTCCTGCATTTTGGAGAAGTC		24056		AT3G11480.1

		41558		CUST_10439_PI390587928		12.153798		11.906208		10.991063		11.7682085		11.985219		13.238933		12.832531		13.452386		12.055527		13.119511		12.854531		11.69604		-1.0499406		1.0862995		-1.0153663		3.3784132		-0.07030773		0.11942196		-0.022000313		1.7563457		NA		NA		NA		0.006072917		U35_44k_v1_41558		LOC_Os01g09100.1		gb|AAZ86537.1| 2e-59  WRKY1 [Lolium perenne]		LOC_Os01g09100.1 3e-41 OsWRKY10 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		GCCGCTGGCCTACTGCAATTCTGAACCAAACCAGCTAATTCCGTTCTGCTTTTCATACAG		18462		AT5G26170.1

		23366		CUST_16899_PI390587928		4.408568		4.3569245		5.0065293		4.4223127		4.3566947		4.04807		3.3532321		2.3141088		4.060871		3.3721046		4.332236		4.734901		1.2275856		1.5976654		-1.9711037		-5.3546495		0.29582357		0.6759653		-0.97900367		-2.420792		NA		NA		NA		0.020641457		U35_44k_v1_23366		-		No hits found		No hits found		CAAGTACGCCTTCGGTTTTAGCCACCAGGGGCTTGTCTATGAATAAACTTTTGCAAAAAA		19283		0

		76		CUST_37703_PI390587928		8.717704		9.0886		8.950466		9.516887		7.7204		8.9656105		7.410244		7.384252		7.246959		8.175458		7.6171393		9.182465		1.3884168		1.7292573		-1.1542017		-3.4778905		0.47344065		0.79015255		-0.20689535		-1.7982125		NA		0.02345103		NA		4.53E-04		U35_44k_v1_76		LOC_Os04g40950.2		sp|P08477|G3PC_HORVU 2e-86  Glyceraldehyde-3-phosphate dehydrogenase, cytosolic		LOC_Os04g40950.1 1e-85 glyceraldehyde-3-phosphate dehydrogenase cytosolic 3 putative expressed		GTCTTGTGCATGTGTAGTCTTAATTGCTGTAATATGTTATGAAAACCTTCCCTATGATCA		235		AT3G04120.1

		21939		CUST_39895_PI390587928		5.3064613		5.4329033		6.0596085		5.8524227		4.579949		4.7876697		3.3293655		4.0371537		3.8595264		3.9946177		3.652156		5.435161		1.6476645		1.7327361		-1.2507476		-2.6353734		0.7204225		0.79305196		-0.32279062		-1.3980074		NA		NA		NA		0.01117692		U35_44k_v1_21939		LOC_Os08g03420.4		ref|NP_001060908.1| 3e-63  Os08g0128000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03420.4 7e-65 kelch motif family protein expressed		TAATTGCTATGGCGTTCCCAGCAGTTCTTGTGAACTGTCTGCTGTTTAGTGTTTAAAAAA		36924		AT1G51540.1

		6850		CUST_18587_PI390587928		7.7649074		6.8952584		4.5307026		3.9833062		7.40657		7.5130982		7.3058662		7.2443337		7.9655976		7.346725		6.6678967		4.8941975		-1.4732759		1.1222337		1.5561374		5.098724		-0.5590277		0.16637325		0.6379695		2.3501363		NA		NA		NA		0.0070231655		U35_44k_v1_6850		LOC_Os04g32320.1		gb|EAZ23212.1| 2e-41  hypothetical protein OsJ_006695 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g31030.1 4e-43 glycerophosphodiester phosphodiesterase putative expressed		TTGTAAATTCGGACCCTTAAATATCTACGAACACGCCCGATCAGTGACCAGACGTGTTTC		14377		AT3G02040.1

		18541		CUST_10638_PI390587928		5.5786433		3.649254		2.9064987		2.1537323		4.4395905		4.3122687		7.9559007		7.718366		4.7212763		5.59942		8.040523		3.381298		-1.2156146		-2.440457		-1.0604098		20.210989		-0.28168583		-1.2871513		-0.08462191		4.337068		NA		NA		NA		7.63E-04		U35_44k_v1_18541		LOC_Os01g71060.1		gb|EAY77143.1| 4e-47  hypothetical protein OsI_004990 [Oryza sativa (indica cultivar-group)]		LOC_Os01g71060.1 2e-36 xylanase inhibitor putative expressed		CGACACGTCCTATGTGTTGTGTAACGAAAACAGCCAACACGTCTATTTGTGGATAAAAAA		12382		AT1G03220.1

		17916		CUST_29242_PI390587928		1.7730535		2.272556		1.9042786		1.7995763		3.045334		4.925346		5.9504056		6.6492486		4.4037757		5.884146		4.872438		2.0148623		-2.5640805		-1.9436929		2.1110601		24.836433		-1.3584416		-0.9588003		1.0779676		4.634386		NA		NA		NA		0.002143789		U35_44k_v1_17916		LOC_Os01g62260.1		ref|NP_001044756.1| e-104  Os01g0839900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62260.1 1e-106 osmotin-like protein precursor putative expressed		ATGTTTAGATGGGCACTGATCTGGTGGTCACTTGGTCGACCAATGTCTTCAGTCAAAAAA		9094		AT2G28790.1

		25908		CUST_39497_PI390587928		4.0053406		5.0942574		3.506307		4.3966427		2.7450292		5.1942716		8.7659645		7.3920918		2.283548		3.411815		8.24677		6.251816		1.3769547		3.4401147		1.433155		2.2042317		0.4614811		1.7824566		0.5191946		1.140276		NA		NA		NA		0.003022602		U35_44k_v1_25908		LOC_Os11g38780.1		gb|EAY81495.1| 3e-35  hypothetical protein OsI_035454 [Oryza sativa (indica cultivar-group)]		LOC_Os11g38780.1 1e-36 calcium ion binding protein putative		GATCTGATGGAGTTCACTAAGGTTTTGGAGGATAGCTTTTGCTAAACATACTTATTTCTG		24557		AT5G39670.1

		15950		CUST_6465_PI390587928		6.570316		6.567056		6.6453624		6.5147424		5.0351057		5.1046414		5.0925336		4.87961		5.2036376		5.4552536		5.0997505		6.166828		-1.1239142		-1.2751015		-1.0050149		-2.4405699		-0.1685319		-0.35061216		-0.0072169304		-1.2872181		NA		NA		NA		0.019654976		U35_44k_v1_15950		LOC_Os07g37850.1		gb|EAZ40326.1| 1e-29  hypothetical protein OsJ_023809 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37850.1 2e-31 expressed protein		GCATGTCTCGCTTGGTTTGTTGTTACCAGTGTAATGTGTTTCAGTTCAGTACGCTTTTTT		7651		0

		6565		CUST_3128_PI390587928		7.557016		8.045531		5.775108		7.950348		8.590371		10.1741495		9.569754		9.335727		9.3307905		10.004699		8.757614		6.1079254		-1.6706614		1.1246302		1.7558134		9.368391		-0.7404194		0.16945076		0.8121395		3.2278013		NA		NA		NA		0.020641457		U35_44k_v1_6565		LOC_Os01g72360.1		ref|NP_001045423.1| 6e-47  Os01g0952900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72360.1 1e-48 expressed protein		AGAGAAAATTTGGAAGTGAGAGCACATATGTGATTGCTAGTGCTGATGCCTGTTAAAAAA		14777		0

		27271		CUST_31271_PI390587928		5.4668984		6.412386		6.4676013		6.674988		6.743504		8.450996		10.396748		11.355095		7.331988		7.9180617		9.397171		8.256238		-1.5036657		1.4468694		1.9994131		8.567397		-0.5884838		0.53293467		0.99957657		3.098857		NA		NA		NA		0.0019188863		U35_44k_v1_27271		LOC_Os04g58090.1		ref|NP_001054263.1| 3e-26  Os04g0677300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58090.1 8e-28 NHL25 putative expressed		GTATTCATTTGCTACGAATTCCTCCGGAGAAGGTAATAAAGAGGACATGTTATGTTAAAA		24867		0

		14708		CUST_37287_PI390587928		9.348424		9.222987		9.383578		9.031753		9.098802		9.204173		8.130099		8.077071		8.869348		8.947442		8.561768		9.127305		1.1723912		1.1947684		-1.3487923		-2.0708654		0.22945404		0.25673103		-0.43166828		-1.0502338		NA		NA		NA		0.00975641		U35_44k_v1_14708		LOC_Os12g42980.2		gb|EAY84085.1| 5e-45  hypothetical protein OsI_005318 [Oryza sativa (indica cultivar-group)]		LOC_Os02g01250.1 3e-46 small nuclear ribonucleoprotein Sm D3 putative expressed		CCCTGTTCAATTCGCGCATCTATTTAGTTGTGCAACTAAATGATGATTTTATACATTCCA		1302		AT1G20580.1

		39943		CUST_18048_PI390587928		7.8055186		8.176878		8.476699		8.3758745		7.3608327		7.713103		7.699421		6.9967484		6.8033195		7.1746		7.881436		8.202973		1.4717302		1.4524643		-1.1344672		-2.3073308		0.55751324		0.5385027		-0.18201494		-1.2062249		NA		NA		NA		0.009787298		U35_44k_v1_39943		LOC_Os05g04830.1		gb|EAY73556.1| 1e-05  hypothetical protein OsI_001403 [Oryza sativa (indica cultivar-group)]		LOC_Os01g18220.1 2e-07 expressed protein		TGCAAATGTGCATGCGCGATAGTACTCAAATTAACGTGTGTTGCGAACTTGTGATTGCCA		36201		0

		46527		CUST_38057_PI390587928		2.6999664		1.7633921		1.9007282		1.8903848		1.4820358		2.3471167		1.6573373		1.5589185		4.247877		5.172213		4.3292556		3.8675563		-6.801446		-7.0866137		-6.3727603		-4.954151		-2.7658415		-2.8250964		-2.6719184		-2.3086379		0.015178008		0.033682555		1.35E-04		0.0069850106		U35_44k_v1_46527		LOC_Os01g04300.1		gb|EAZ10439.1| 6e-43  hypothetical protein OsJ_000264 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04300.1 9e-45 endo-14-beta-xylanase putative expressed		ACTACTTCACCAAGCACTTCGACTGGGCGGTGTTCGAGAGCGAGCTCAAGTGGTACCACA		46751		AT4G08160.2

		31584		CUST_25573_PI390587928		2.8140297		1.62149		2.097037		1.7373538		5.286178		4.357018		5.8318043		4.9413567		4.537996		5.567041		6.366745		2.5458581		1.6796752		-2.3134131		-1.4488826		5.261589		0.7481823		-1.2100229		-0.5349407		2.3954985		NA		0.0012017193		NA		0.022716172		U35_44k_v1_31584		-		gb|AAV48782.1| 1e-12  glucanase [Linum usitatissimum]		LOC_Os02g53200.2 3e-13 glucan endo-13-beta-glucosidase 7 precursor putative expressed		TTACAACGCTAACCTCGTTAAGCACGTGCAATCTGGCGGAGCCAGCACCACGTACAGCTC		19626		AT5G42100.2

		21322		CUST_4262_PI390587928		13.536807		13.791663		12.107959		12.067386		12.875838		12.888946		9.220883		8.986332		12.77068		12.294007		10.0447855		10.360978		1.0756121		1.5104079		-1.7701875		-2.593043		0.10515785		0.5949383		-0.82390213		-1.3746462		NA		0.008101508		NA		9.04E-04		U35_44k_v1_21322		LOC_Os10g33250.2		gb|ABF51011.1| 5e-75  putative aldehyde decarbonylase enzyme CER1;1 [Hordeum vulgare]		LOC_Os10g33250.2 6e-56 CER1 putative expressed		CTTTACTGCACTATTTATCTTCTTTGCGAATAGACCAGCAATGAATTTATTCGGTATCAC		14570		AT1G02205.2

		12319		CUST_12036_PI390587928		5.072713		3.630373		5.4799056		5.831444		6.108555		4.652001		7.646169		8.395488		5.3564763		4.750833		7.1407866		6.1212096		1.6842176		-1.0709062		1.4194996		4.8375554		0.75207853		-0.09883213		0.50538254		2.2742782		NA		NA		NA		0.0061746733		U35_44k_v1_12319		LOC_Os03g59090.1		gb|AAS07229.1| 3e-81  putative iron-sulfur cluster-binding protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59090.1 4e-74 pheophorbide a oxygenase chloroplast precursor putative expressed		CATAGAAGAGCGCAATTTCGCCAAGGCAGGCATCGAGAACTGGCAGAAGAGCGTGTACGT		48936		AT4G25650.1

		6760		CUST_27428_PI390587928		8.392738		8.634652		7.819697		8.87363		8.633794		7.776441		9.088159		12.202843		8.546664		8.522539		8.3649645		10.436315		1.0622545		-1.6772504		1.6508329		3.4023418		0.08712959		-0.74609804		0.7231941		1.7665281		NA		NA		NA		0.001743508		U35_44k_v1_6760		LOC_Os08g02230.1		gb|EAZ41305.1| e-176  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 1e-177 FAD binding domain containing protein putative expressed		TGTTGTACTATGTTATGGGCTATCGTTACTACTCCCTCGGAGTATTGCTATCTATGCATC		14510		AT2G46750.1

		6269		CUST_3030_PI390587928		8.679675		10.452172		10.004733		9.116447		7.889042		9.618324		7.2828827		6.4126487		6.7653975		8.527394		8.255912		8.693013		2.178967		2.1301131		-1.9629577		-4.858007		1.1236444		1.09093		-0.97302914		-2.2803645		NA		NA		NA		9.59E-04		U35_44k_v1_6269		LOC_Os07g44090.2		No hits found		No hits found		CACAGAAGGATATCGATGGAGGGATACACATCATATATTACTCCTACTATAGACTATATA		41630		0

		46073		CUST_7567_PI390587928		1.6718206		2.1518407		2.2263358		2.2895858		7.05689		6.2214255		7.4956517		9.998298		3.6928189		3.4009607		1.8926786		2.3815672		10.296422		7.0638995		48.602985		196.27473		3.3640711		2.8204648		5.602973		7.6167307		0.03761622		0.0014555714		5.22E-05		3.39E-04		U35_44k_v1_46073		-		ref|XP_001542556.1| 4e-05  predicted protein [Ajellomyces capsulatus NAm1]		No hits found		AATAAAATTTCAACAGATGGCCACTAGCGTAGCCACCACAACTCTACATGAACGAAAAAA		45653		0

		37730		CUST_15772_PI390587928		6.179348		5.5006065		6.1216817		6.533966		5.706549		5.3196244		3.7312374		4.8452153		4.9040837		4.36979		4.0907		6.09123		1.7440791		1.9316509		-1.282948		-2.3718529		0.80246544		0.94983435		-0.35946274		-1.2460146		NA		0.03619094		NA		0.011024899		U35_44k_v1_37730		-		No hits found		No hits found		TCCCTTCTAGATGGTAGTGATGTGGAGACACAAGAGATTGTCTAGCATATGCATATAAAT		33408		0

		22055		CUST_39363_PI390587928		7.3513007		7.225076		6.256201		5.7204947		7.4525847		9.504591		12.260722		12.400707		8.489273		12.155786		12.246465		11.529103		-2.051513		-6.2818723		1.0099314		1.8296959		-1.0366883		-2.6511946		0.014257431		0.87160397		NA		0.00485411		NA		NA		U35_44k_v1_22055		LOC_Os04g10160.1		gb|EAZ29928.1| 1e-70  hypothetical protein OsJ_013411 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g10160.1 2e-72 cytochrome P450 CYP99A1 putative expressed		ATCATGGGAGGTTGTATTTATGTCGGTTTTGTTGAAACTTGTACATGGATCAATCACATC		25605		AT3G26210.1

		7794		CUST_5782_PI390587928		8.094942		7.956016		7.6205754		7.9179015		8.956443		9.613979		9.494092		9.013513		9.220451		9.865756		9.114755		7.7338443		-1.2008106		-1.1906725		1.3007442		2.4278316		-0.26400852		-0.2517767		0.3793373		1.2796683		NA		NA		NA		0.010947012		U35_44k_v1_7794		LOC_Os01g60700.2		ref|NP_001044652.1| e-124  Os01g0822200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60700.2 1e-125 serine/threonine-protein kinase NAK putative expressed		AACCTCGATGTACGTTCCACCAAAGAAGAACGTAATATTGTCAAGTGGGGTAGGCCTTTC		15660		AT3G08760.1

		35461		CUST_20901_PI390587928		14.21407		14.545253		14.00204		14.164435		14.077922		14.686755		15.528359		16.375925		14.356853		14.76267		15.397294		15.249805		-1.2132952		-1.0540289		1.0951021		2.1827087		-0.27893066		-0.07591438		0.13106537		1.1261196		NA		NA		NA		0.0015783262		U35_44k_v1_35461		-		No hits found		No hits found		GGAGCGTGTAATTGTAATCATATATACGTCCATGCAAATGTCTTTCCTTTTGTTTTCTTG		2208		0

		10872		CUST_2771_PI390587928		8.962478		7.1742854		9.839311		9.801915		8.728441		7.4414344		8.593528		8.704038		8.769851		8.006542		8.962089		9.71638		-1.0291188		-1.479498		-1.2910643		-2.0171838		-0.041409492		-0.5651078		-0.3685608		-1.0123425		NA		NA		NA		0.017433772		U35_44k_v1_10872		LOC_Os05g13360.1		No hits found		LOC_Os05g13360.1 3e-05 expressed protein		CCGGTGGATGTGTATTTTTCTGGAGAAGTAATTGATCATTTCTAGTATTATTAGCCTACA		None		0

		30755		CUST_27522_PI390587928		3.1949604		2.3021545		3.0649529		5.3145204		4.174078		2.3804817		5.702217		5.6744494		3.7686036		2.7304103		4.0113435		4.884997		1.3245244		-1.2744975		3.2285216		1.7284185		0.40547442		-0.34992862		1.6908736		0.78945255		NA		NA		0.006226876		NA		U35_44k_v1_30755		LOC_Os04g37880.1		gb|EAZ30920.1| 1e-09  hypothetical protein OsJ_014403 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37880.1 4e-11 expressed protein		CATTCCGGATGTAAATGTTTTTGGAAAGGATGGAGGATTACTTAAACTACTATGTTTTCC		30798		0

		38891		CUST_37502_PI390587928		5.776169		6.374161		6.3552513		6.6910872		5.1735663		5.353091		5.4901633		4.637219		4.888842		5.310969		5.8693695		6.83725		1.2181774		1.0296271		-1.300626		-4.594893		0.28472424		0.042121887		-0.37920618		-2.2000313		NA		NA		NA		0.005560049		U35_44k_v1_38891		LOC_Os10g40584.1		gb|ABG66242.1| 3e-10  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40584.1 6e-12 nucleic acid binding protein putative expressed		GCCGGAGGCCGAGGTGGAGGCGCTCTTCCGGGTGCACGGCACGGCGCGCGCGCTGGCGCG		34863		0

		44698		CUST_21753_PI390587928		2.3143733		2.8740337		1.805016		1.8535901		4.215254		5.123996		5.7010827		6.245479		4.8845935		7.5457273		6.1451173		6.079563		-1.5903449		-5.358137		-1.3604034		1.1218781		-0.66933966		-2.4217315		-0.44403458		0.16591597		NA		0.01407089		NA		NA		U35_44k_v1_44698		LOC_Os01g18400.1		ref|NP_001054590.1| 4e-26  Os05g0138200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g04690.1 1e-27 basic endochitinase C precursor putative expressed		CGGGAAAGGATGTGTCTACCGTTTATCGAGACTTAATCAAGTCACATCTAACTCAAAAAA		42728		AT1G02360.1

		25022		CUST_28050_PI390587928		4.8056893		4.094442		2.5235546		4.407183		6.0145097		6.4428763		6.8913417		7.176018		5.910887		6.916153		6.6034007		5.9939237		1.0744683		-1.3882588		1.2208966		2.2690597		0.10362291		-0.47327662		0.28794098		1.1820946		NA		NA		NA		0.0028897377		U35_44k_v1_25022		LOC_Os04g15660.1		ref|NP_001052285.1| 9e-59  Os04g0227200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15660.1 2e-60 receptor-like protein kinase 5 precursor putative		TCTGCTCAACCGTAGATTTCGACGGCGGTGAATTCAAGGCCATAGTATATGAAGTTCATG		25609		AT3G47580.1

		15346		CUST_28727_PI390587928		7.4317317		5.2174726		5.6124935		6.099685		7.8921475		5.8916245		6.8468056		7.248093		8.70781		6.5690436		4.6091385		3.2922432		-1.7601067		-1.5992763		4.7163377		15.517776		-0.81566286		-0.6774192		2.237667		3.95585		NA		NA		0.010320073		0.0062145717		U35_44k_v1_15346		LOC_Os07g47790.1		gb|AAP56251.1| 6e-28  AP2 domain transcription factor EREBP [Oryza sativa (japonica cultivar-group)]		LOC_Os07g47790.1 1e-29 ERF-like protein putative expressed		CAGCTGGATTTGTAGCGTGTTCTCTGCAAAACATGGCATGGATTAACTCGTATCAAAAAA		37066		AT3G16770.1

		23763		CUST_30140_PI390587928		3.529379		2.339908		1.5614929		2.3515337		4.261193		3.6398876		4.6407743		3.021063		4.75632		6.318641		5.185848		4.6299496		-1.409445		-6.4030247		-1.4590951		-3.0501633		-0.4951272		-2.6787536		-0.545074		-1.6088865		NA		0.009050582		NA		0.019118201		U35_44k_v1_23763		LOC_Os08g34650.2		ref|NP_001061926.1| 2e-69  Os08g0446200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34640.1 5e-71 receptor-like protein kinase precursor putative expressed		AGGAATTTTGGGTGAGAGGCGACTCTGGGTTCATACTGTATGACTTTATGGAGCATGGTA		20541		AT1G73080.1

		8521		CUST_24752_PI390587928		12.200782		11.273313		12.698949		12.952395		11.694386		11.812186		12.017507		11.315033		11.357567		11.546977		12.497097		12.387464		1.2629685		1.2018104		-1.3943478		-2.1029735		0.3368187		0.2652092		-0.47959042		-1.0724306		0.040894803		NA		0.013081993		9.59E-04		U35_44k_v1_8521		LOC_Os10g27330.1		ref|NP_001064591.1| 8e-67  Os10g0413400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g27330.1 2e-68 glycerol-3-phosphate acyltransferase 8 putative expressed		CCTTGCCCGGACAATGATTTGTTGATCCGTATATTTGTACATAACAAATCATTGATAAAC		19601		AT3G11430.1

		10209		CUST_16431_PI390587928		11.707966		11.438067		10.005828		10.707908		11.96083		13.21938		12.318096		12.449506		12.206609		13.000225		12.245431		10.231845		-1.1857328		1.1640519		1.0516577		4.6513867		-0.24577904		0.21915531		0.072665215		2.217661		NA		NA		NA		0.027022246		U35_44k_v1_10209		LOC_Os07g35140.1		gb|EAZ04181.1| 5e-44  hypothetical protein OsI_025413 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35140.1 1e-45 receptor-like serine-threonine protein kinase putative expressed		ACACGTACGGACTATACACATAGTGCATAGGACAAGAGGAGCCCTGAAATTGTTAAAAAA		None		AT4G23280.1

		19513		CUST_12817_PI390587928		14.564523		14.424657		14.239239		14.55383		13.861915		14.20726		13.195751		13.368924		13.446487		13.924896		13.775283		14.496442		1.3336935		1.216186		-1.494364		-2.184825		0.4154272		0.2823639		-0.57953167		-1.1275177		NA		NA		NA		0.0053637787		U35_44k_v1_19513		-		No hits found		No hits found		CATGTAACTGTGTCTGTAAGATGCTTGTACCTTTTCTGAAATATATTGCCCCTTTGTAAA		None		0

		19084		CUST_11811_PI390587928		11.467		12.465939		10.926797		12.054631		10.846542		12.770131		12.288503		12.592637		11.245968		12.664204		11.478871		10.490094		-1.3189826		1.0761861		1.7527635		4.2946568		-0.3994255		0.10592747		0.80963135		2.1025429		NA		NA		0.0026562659		0.0055774692		U35_44k_v1_19084		LOC_Os03g08330.1		ref|NP_001049168.1| 2e-28  Os03g0181100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08330.1 4e-30 ZIM motif family protein expressed		CATAGCAGTAAGCCTTTTTTGTTTGCTTGGTTGACGATTCTTTTCGATTAATAACTTGCA		11225		0

		16538		CUST_19821_PI390587928		9.084404		8.464598		8.590894		8.364384		9.697438		9.41913		10.776324		9.474305		9.82191		11.149732		10.892007		9.062346		-1.0901084		-3.3186612		-1.0834875		1.330491		-0.124471664		-1.7306013		-0.1156826		0.4119587		NA		0.0033967602		NA		NA		U35_44k_v1_16538		LOC_Os10g22520.1		ref|NP_001055011.1| 0.0  Os05g0244500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g15510.2 0.0 cellulase containing protein expressed		TTTGGCCATTTTCTATACATGTCTCATTCCTTGAAATGTATGGCTAACTTTTTCCCGAAA		6414		0

		26665		CUST_25135_PI390587928		1.5130587		1.6005183		2.014436		3.3836334		2.3166115		3.3379123		5.4726834		6.819744		3.2721894		3.3263366		2.3640196		2.0475051		-1.9393562		1.0080559		8.6258335		27.326689		-0.95557785		0.011575699		3.1086638		4.7722387		NA		NA		0.027481029		NA		U35_44k_v1_26665		-		emb|CAG11814.1| 6e-19  unnamed protein product [Tetraodon nigroviridis]		LOC_Os05g37330.1 1e-11 60S acidic ribosomal protein P2B putative expressed		CGAAGATATGGGCTTTGGACTCTTTGATTAATCTGTCTTTTCTGTACTCAAAAAGCAATA		22703		0

		6811		CUST_18626_PI390587928		8.821679		8.710503		7.757996		8.616146		12.420199		12.439313		12.498094		11.852157		12.947304		13.007057		12.341762		8.822108		-1.441034		-1.4822042		1.1144501		8.168371		-0.5271044		-0.56774426		0.15633202		3.0300484		NA		NA		NA		0.02693339		U35_44k_v1_6811		LOC_Os09g32952.1		ref|NP_001063614.1| 5e-88  Os09g0507300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32952.1 9e-90 L-ascorbate oxidase precursor putative expressed		TCGATGCATAATATGTCCTATCCTGTTATTTTTGGTGGTCACTTTAACTTGGTTAGATCT		16976		AT4G39830.1

		10171		CUST_19482_PI390587928		6.57326		6.182199		7.1863227		6.8791604		6.3040357		5.846784		5.1462035		6.4960227		5.6708293		6.8576007		6.055061		9.112958		1.5510082		-2.0150514		-1.8775579		-6.134455		0.63320637		-1.0108166		-0.90885735		-2.6169353		NA		NA		NA		0.0065927845		U35_44k_v1_10171		LOC_Os04g28990.1		gb|EAZ30362.1| 3e-57  hypothetical protein OsJ_013845 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g28990.1 6e-59 chloroplastic quinone-oxidoreductase putative expressed		TTCAGCCGTTATACTTGGAACTGTTAATATCCCGAATCCCTTATTGTGAAATTGTACATG		20441		AT4G13010.1

		15829		CUST_29127_PI390587928		10.505927		10.220059		9.507381		10.243478		10.581748		11.75287		15.793315		14.539235		11.37027		13.491142		15.526093		13.587447		-1.7273037		-3.3363547		1.2034886		1.9342684		-0.78852177		-1.7382727		0.2672224		0.95178795		NA		0.0059285215		NA		NA		U35_44k_v1_15829		LOC_Os12g36850.2		gb|AAP04429.1| 6e-74  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 1e-37 pathogenesis-related protein 10 putative expressed		CGTGTGTAAGTTGCTTCAAGCATTGATGGAGATAAATATTTGAGCAGTTTGGTTTTGTGA		4405		0

		13713		CUST_14000_PI390587928		9.827973		10.507735		9.100558		8.518052		9.551324		9.699446		9.359428		10.05956		9.77114		9.505179		9.2219925		8.273816		-1.1645852		1.1441422		1.0999484		3.4479616		-0.21981621		0.19426632		0.13743591		1.7857437		NA		NA		NA		0.0073241107		U35_44k_v1_13713		LOC_Os05g04380.1		gb|EAY96453.1| e-151  hypothetical protein OsI_017686 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04380.1 1e-152 peroxidase 1 precursor putative expressed		GCATCCAATGCTCATGTAATAATAAGGGTAAAAGAAGATAATGTAGTACTACACGTCTGT		1862		AT4G33420.1

		9592		CUST_10974_PI390587928		1.8629465		2.3474932		1.7492341		2.3856678		1.9610583		4.204693		6.1240525		3.4140089		2.2696388		2.578963		4.939904		3.1762125		-1.2384886		3.0859823		2.2722921		1.17919		-0.30858052		1.6257298		1.1841483		0.2377963		NA		NA		2.84E-04		NA		U35_44k_v1_9592		LOC_Os10g13970.1		gb|EAZ00468.1| 1e-52  hypothetical protein OsI_021700 [Oryza sativa (indica cultivar-group)]		LOC_Os06g16070.1 3e-54 receptor-like protein kinase precursor putative		TTTTATGAGAAAGGCTGGCTTGTGACGTAGGAGTAAAATTGGACGCAACAAATTTCTAAA		31703		AT3G47570.1

		48109		CUST_26119_PI390587928		7.553164		7.0714173		6.5025725		4.2565274		7.2910995		6.6716423		4.9002724		4.91863		7.422294		6.7897143		5.1570163		2.4924364		-1.0952002		-1.0852835		-1.1947792		5.3747354		-0.13119459		-0.11807203		-0.2567439		2.4261937		NA		NA		NA		0.045034762		U35_44k_v1_48109		LOC_Os10g41150.1		ref|NP_001065381.1| 1e-24  Os10g0560900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41150.1 3e-26 8-amino-7-oxononanoate synthase putative expressed		GGGATAACTCCCCCGATTTCATTAAAGAAACCAAATCTGCTTGTGATACAATAAAGATAA		None		AT5G04620.1

		50708		CUST_12759_PI390587928		8.95217		8.135167		8.96444		9.089554		8.424687		7.3128476		7.340643		7.432135		7.862698		7.3117814		7.6682525		8.988503		1.4763035		1.0007393		-1.2549323		-2.9411254		0.5619893		0.0010662079		-0.32760954		-1.5563684		NA		NA		NA		0.0064769783		U35_44k_v1_50708		LOC_Os03g22010.2		gb|AAW52720.1| 2e-30  peroxidase 6 [Triticum monococcum]		LOC_Os02g14430.1 2e-18 peroxidase 68 precursor putative expressed		CACGACTGCTTTGTCCAAGTCCCTAAATTAGATGAAATCTTAAGCAAAGATACTTTTTGT		3243		AT5G19890.1

		13509		CUST_36856_PI390587928		7.900875		7.1741757		6.273838		7.481381		7.277286		8.668379		8.2320795		8.764599		7.2638297		7.987236		7.697939		7.221618		1.0093708		1.6034094		1.4480792		2.9139593		0.013456345		0.6811428		0.5341406		1.5429807		NA		NA		NA		0.0031167439		U35_44k_v1_13509		LOC_Os06g33970.1		No hits found		No hits found		CGTCTAATACTGGGTTGATTGATTCTCCACTACTACCACTGTAAACTAATATAAAATCGT		None		0

		47924		CUST_33333_PI390587928		6.052311		5.7043214		6.547699		6.973212		5.745657		5.4905505		5.7268662		5.7437286		5.4712777		5.311399		6.129879		6.982945		1.2094736		1.1322178		-1.3222663		-2.3607028		0.27437925		0.17915154		-0.40301275		-1.2392163		NA		NA		NA		0.0015783262		U35_44k_v1_47924		LOC_Os07g39510.1		ref|NP_001060117.1| 4e-26  Os07g0584000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39510.1 9e-28 protein yippee-like OJ1003C07.11 putative expressed		ATTATTGTTGACATGTTAATCTGGGGTGAATGTGACATCCAGGGTGAATGTGAGCCTTGG		49497		AT4G27745.1

		20792		CUST_34034_PI390587928		5.8276877		4.78035		5.120787		6.9476943		6.779087		6.444265		10.847263		9.756162		6.993572		7.6219788		10.445771		8.955609		-1.1602898		-2.2621803		1.3208734		1.7417679		-0.21448517		-1.1777139		0.40149212		0.80055237		NA		0.008148187		NA		NA		U35_44k_v1_20792		LOC_Os01g72610.1		emb|CAI30069.1| 0.0  glycosyltransferase [Triticum aestivum]		LOC_Os01g72610.1 1e-141 glycosyltransferase putative expressed		GGACTCTTGTTCGACAGCACAGACACCACAATGGTTTTTGTTTTGTTTTATTAATTTGTT		13583		AT2G41640.1

		13004		CUST_23720_PI390587928		8.264512		8.180501		9.644287		8.845493		8.063567		7.771502		7.8660607		7.0736046		7.982512		8.0687685		8.160268		8.265981		1.0577914		-1.2288139		-1.2262108		-2.2852883		0.081055164		-0.29726648		-0.2942071		-1.1923761		NA		NA		NA		9.89E-04		U35_44k_v1_13004		LOC_Os02g27070.2		ref|NP_001046830.1| 5e-28  Os02g0470000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g27070.2 1e-29 rf1 protein mitochondrial precursor putative expressed		CCCGCCGGCCGTCGTCGCCTGCAACATCCTCATCAAGAAGCTCTGCGCCCAGCGCCGCCT		24786		0

		16483		CUST_27448_PI390587928		7.8723617		7.2286453		6.1585355		6.751129		7.740024		7.087686		7.3157883		8.075191		8.183166		7.8737106		7.196989		6.6686764		-1.3595616		-1.7243165		1.0858307		2.6509585		-0.44314146		-0.7860246		0.11879921		1.4065142		NA		NA		NA		0.0062768813		U35_44k_v1_16483		LOC_Os10g42610.1		ref|NP_001065486.1| 4e-37  Os10g0576600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42610.1 8e-39 TPR domain protein putative expressed		TAATTACATGCCGATCGGGATAACCTTTGCTTCGATCAGGCTGTTTCCATCCAATAATCA		5277		AT4G17940.1

		1377		CUST_7663_PI390587928		7.9006596		9.020879		7.681413		7.3258777		7.1471086		8.235639		6.27237		5.829736		6.4208665		7.5422206		7.3044925		6.8966007		1.6543243		1.6171103		-2.0450308		-2.0948756		0.72624207		0.693418		-1.0321226		-1.0668645		NA		NA		NA		0.012910836		U35_44k_v1_1377		LOC_Os01g73790.1		ref|NP_001045523.1| 0.0  Os01g0969100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73790.1 0.0 bifunctional polymyxin resistance arnA protein putative expressed		CCCTTTGGTTAGTGAGCTTCATTCAGTCACAGTAGTAATATGAACAATAATGGTATGAAA		4481		AT1G08200.1

		2224		CUST_37183_PI390587928		8.120182		6.7551537		5.6597733		8.120778		8.11382		6.3704133		9.352458		10.007133		8.545349		7.543346		8.223723		8.297794		-1.3486623		-2.2546954		2.1866686		3.2701077		-0.43152905		-1.1729326		1.1287346		1.7093382		NA		NA		4.74E-04		NA		U35_44k_v1_2224		LOC_Os01g27210.1		emb|CAD29477.1| e-105  glutathione transferase F4 [Triticum aestivum]		LOC_Os01g27210.1 3e-94 glutathione S-transferase IV putative expressed		TTGAAGGTCTATGTCCACTATTTTTGTCAGTATTACCATGGTTTTCGCGCCAAAAACAAA		6237		AT3G62760.1

		16872		CUST_41237_PI390587928		9.628772		9.519544		10.781555		10.727252		9.61555		9.424381		9.77293		9.744573		9.145898		9.194073		9.923164		10.765538		1.3847755		1.1730858		-1.1097497		-2.0292766		0.46965218		0.23030853		-0.15023422		-1.0209656		NA		NA		NA		0.003842678		U35_44k_v1_16872		-		ref|NP_001047510.1| 2e-20  Os02g0633400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g42230.1 4e-22 replication factor A putative expressed		CGTGGTAACGGAGCAAATAATGATTGGTAGATATACACTACTATTGATAATTGCCATTTC		7271		AT2G24490.2

		4841		CUST_32496_PI390587928		4.4140887		4.6155386		4.60006		4.9505997		3.2850316		4.331922		4.280495		4.827353		3.694196		3.4125392		3.5838022		3.6767893		-1.3279165		1.891306		1.6207852		2.2200062		-0.40916443		0.9193828		0.69669294		1.1505637		NA		NA		NA		0.011768367		U35_44k_v1_4841		LOC_Os03g56220.1		gb|EAZ28736.1| 0.0  hypothetical protein OsJ_012219 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56220.1 0.0 expressed protein		TACTCCATTTCGATTTTGACCCTTTGTAGTAGAACACGAGTCCTTTTGCAAGATAAAAAA		13740		AT1G10020.1

		19292		CUST_17941_PI390587928		8.134667		9.343204		9.562722		10.316105		7.1174126		8.326655		7.883348		8.676772		6.9609084		7.52117		8.247814		9.822057		1.1145831		1.7477336		-1.2874051		-2.2118976		0.15650415		0.80548525		-0.3644662		-1.1452847		NA		0.005370422		NA		0.0043071494		U35_44k_v1_19292		LOC_Os03g46260.3		ref|NP_001050841.1| 2e-99  Os03g0665200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g46260.1 1e-101 expressed protein		GATGCTCCAAGTTAAATTTTCGCTAGATAAGCCATTTTGGCCAGAATTTACTCTGAAGAT		10815		AT3G22550.1

		47874		CUST_29750_PI390587928		4.08837		4.377725		4.17791		3.842451		3.8463795		4.637055		4.7714634		5.6819625		3.9589405		4.041139		4.2285647		1.6758617		-1.0811458		1.5114317		1.4568968		16.067802		-0.11256099		0.5959158		0.54289865		4.0061007		NA		NA		NA		2.39E-04		U35_44k_v1_47874		LOC_Os05g09580.1		gb|EAZ35361.1| 3e-32  hypothetical protein OsJ_018844 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49840.1 8e-34 triacylglycerol lipase putative expressed		CTAAATAACGGCTTACGGTTTGCCGACCGCTCCTAGTATATTTCCCATTTTATGCAAAAT		49383		AT2G31100.1

		19387		CUST_15843_PI390587928		3.7511222		3.1858914		2.5723727		4.750117		4.224153		4.6337023		6.789335		6.2785497		4.5634294		4.819018		5.725483		5.023748		-1.2651218		-1.1370656		2.0905056		2.3863435		-0.3392763		-0.18531561		1.0638518		1.2548018		NA		NA		NA		0.0013293729		U35_44k_v1_19387		LOC_Os12g17490.1		gb|AAM94294.1| 7e-08  putative stripe rust resistance protein Yr10 [Sorghum bicolor]		LOC_Os10g03570.1 7e-09 RGH1A putative		CAAGAACATTGCATTTGTCTTTGTTTTGATTTTTCTTCCTTACGCAATGACATGCAGCTC		18459		0

		41188		CUST_34762_PI390587928		1.5017858		1.5741752		1.6710143		1.5489593		4.2745404		3.6164463		4.474524		5.9214706		1.537126		1.4810381		1.5579246		2.4688175		6.6687407		4.3936143		7.550642		10.948438		2.7374144		2.1354082		2.9165993		3.4526532		0.0037407936		0.017660448		7.98E-05		0.009590783		U35_44k_v1_41188		-		ref|XP_001586574.1| 5e-36  hypothetical protein SS1G_12561 [Sclerotinia sclerotiorum 1980]		No hits found		TTAGTTTATTTCAACTGTCAGCGGAGTAAATCGTCCGCACCACTTGACATTCCTGTCGAC		None		0

		30801		CUST_19601_PI390587928		8.443791		8.082507		7.791685		8.834805		8.481973		9.60276		9.065061		9.725013		8.869873		9.562662		8.95345		8.617194		-1.3084877		1.0281838		1.0804336		2.1551952		-0.38790035		0.04009819		0.11161041		1.1078186		NA		NA		NA		0.025867745		U35_44k_v1_30801		LOC_Os06g11150.1		gb|EAZ36265.1| 3e-10  hypothetical protein OsJ_019748 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11150.1 6e-12 expressed protein		TCCATGCATGGCCTTAGCCGCCATTTTTACTCGCTCTGTTCATAGAAGAAGAGATGGCGT		30862		0

		26639		CUST_7326_PI390587928		6.249678		6.56198		5.7178993		6.4015794		5.384199		6.058321		4.5082645		4.523784		4.895779		5.62635		5.0166073		6.2025127		1.4029076		1.3490754		-1.4224153		-3.2014568		0.48842		0.43197107		-0.50834274		-1.6787286		NA		NA		NA		0.009522313		U35_44k_v1_26639		LOC_Os08g39740.1		gb|EAZ43281.1| 8e-93  hypothetical protein OsJ_026764 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39740.1 2e-94 expressed protein		AAGCTCTCATGAACCAAGCGATGTATCAAGACTTCGAGAACTGCACGTTCCATAAGAACG		25630		AT5G12900.1

		21492		CUST_20385_PI390587928		6.9876695		6.8626313		7.598898		8.867698		7.504331		9.660983		12.462689		11.662946		8.063323		11.378808		12.781258		12.049958		-1.4732394		-3.289401		-1.2470922		-1.3076826		-0.5589919		-1.7178249		-0.31856823		-0.38701248		NA		0.00485411		NA		NA		U35_44k_v1_21492		-		No hits found		No hits found		CTTCATGATCGTGTAATCATACCGTGATTACTATACTCACGTATACTCTCCATGTATTAA		36598		0

		8215		CUST_27918_PI390587928		4.8353996		5.6679535		4.755689		5.123568		3.8615005		3.791107		4.081165		3.540654		4.2989078		3.7490737		2.622421		4.628215		-1.3541685		1.0295638		2.7486892		-2.1251445		-0.43740726		0.042033195		1.4587438		-1.0875609		NA		NA		0.005850232		NA		U35_44k_v1_8215		LOC_Os04g37550.1		gb|EAY89779.1| 1e-20  hypothetical protein OsI_011012 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20290.1 3e-22 aspartic proteinase nepenthesin-1 precursor putative expressed		TGCAATGCCCATTCGGAACACGGCTGCTTCCTCCACGGGTGCACCTACGTCTCCGGTTAC		17316		AT2G03200.1

		15269		CUST_10520_PI390587928		8.927171		8.409667		6.7777276		7.2590194		10.45564		10.161547		13.373033		11.700849		11.2701645		11.799924		12.815869		8.854222		-1.7587186		-3.1131544		1.4713732		7.193163		-0.81452465		-1.6383772		0.55716324		2.8466263		NA		0.013059213		NA		0.0024726163		U35_44k_v1_15269		LOC_Os06g08041.1		gb|EAY99893.1| 3e-36  hypothetical protein OsI_021126 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08032.1 6e-38 flavonol synthase/flavanone 3-hydroxylase putative expressed		TATGGTAATGACATGGTCGTAAAAGAGAATCAGGTCCTTGACTGGAACGACCGGCTCAAT		4272		AT1G49390.1

		6837		CUST_18600_PI390587928		5.215197		5.031879		5.731171		5.2462897		6.8618965		6.156391		7.7788415		5.300916		7.3639226		7.3076463		7.8240285		6.222261		-1.416201		-2.2210705		-1.031817		-1.8938798		-0.5020261		-1.1512551		-0.045186996		-0.92134476		NA		0.0044783317		NA		NA		U35_44k_v1_6837		LOC_Os04g03980.1		emb|CAH65864.1| 3e-32  OSIGBa0126J24.9 [Oryza sativa (indica cultivar-group)]		LOC_Os04g03980.1 6e-34 disulfide oxidoreductase/ monooxygenase/ oxidoreductase putative expressed		TAGTGGGAGTACTACTATGTAATGTATCTACCGTGTCAAGCTGTTTTGAGTCTTAAAAAA		18108		AT4G28720.1

		16558		CUST_19743_PI390587928		12.091666		11.491063		13.844135		14.025429		11.263036		11.009273		11.442121		12.287829		10.373025		10.640392		12.475549		13.713997		1.8531901		1.2913501		-2.0468824		-2.6873188		0.89001083		0.36888027		-1.0334282		-1.4261675		NA		NA		NA		0.011220878		U35_44k_v1_16558		LOC_Os03g04260.1		ref|NP_001048886.1| e-108  Os03g0135300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04260.1 1e-110 glutathione S-transferase putative expressed		AATAGTGCTCGTATAGCTGGTAATTTCTACGGATGAGAGGAGTGCTCTCAGTTCAGGCAT		6332		AT3G03190.1

		490		CUST_2888_PI390587928		6.3960633		6.6824403		7.1763167		5.753945		6.5538616		5.866089		3.698756		2.6641228		6.062979		5.2709184		5.590182		5.455707		1.4053042		1.5106511		-3.7100172		-6.923897		0.4908824		0.5951705		-1.8914258		-2.7915843		NA		NA		NA		0.024564648		U35_44k_v1_490		LOC_Os04g41340.1		gb|AAA33396.1| 3e-43  light-harvesting chlorophyll a/b protein precursor		LOC_Os01g52240.1 1e-44 chlorophyll a-b binding protein 2 chloroplast precursor putative expressed		GGATGTATGCTAAATCGGATCGTTATGTTGACACCATCAAAGATGTTACAATTAGGGCCC		951		AT2G34420.1

		9074		CUST_30802_PI390587928		4.919027		4.1607833		4.413569		4.988623		5.577619		5.225561		7.2885337		6.657617		6.063234		6.154451		6.5853105		5.6445827		-1.4001824		-1.9038104		1.6281383		2.0181513		-0.48561478		-0.92888975		0.7032232		1.0130343		NA		NA		NA		0.00825142		U35_44k_v1_9074		LOC_Os01g04280.1		ref|NP_001041945.1| 1e-66  Os01g0134700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04280.1 3e-68 calmodulin binding protein putative expressed		GTGAAGCCGGACGTGCTCCGCGCCATAATGGGCGACGGCATGACCGACCGCATGTGGGAG		19043		AT2G18750.2

		1720		CUST_10226_PI390587928		13.766986		13.602329		12.748481		12.173589		14.642114		14.418668		17.012053		15.188403		15.31734		15.24912		16.625364		13.052535		-1.5968472		-1.7782423		1.3073888		4.395015		-0.6752262		-0.83045197		0.38668823		2.135868		NA		NA		NA		0.0016127253		U35_44k_v1_1720		LOC_Os04g38540.1		gb|EAY94387.1| e-170  hypothetical protein OsI_015620 [Oryza sativa (indica cultivar-group)]		LOC_Os04g38540.1 1e-170 aldose 1-epimerase putative expressed		ATGTGTTCGCTCTGGATTTGGAGGTGGCGCGATTCGTGGGACTCGATGCTGTTATGCCGT		5649		AT5G15140.1

		13032		CUST_28074_PI390587928		7.0462775		7.48599		8.185496		7.6175904		6.2548804		6.848835		5.820263		5.827999		5.5271726		6.1882515		6.31899		7.1392937		1.656006		1.5807219		-1.4129666		-2.4816413		0.72770786		0.6605835		-0.49872732		-1.3112946		NA		NA		NA		0.012661795		U35_44k_v1_13032		LOC_Os04g46940.1		gb|AAT42168.1| 3e-97  putative copper-exporting ATPase [Sorghum bicolor]		LOC_Os04g46940.1 3e-95 copper-transporting ATPase 3 putative expressed		AGTGTCATTGTGGGCAACAAGAGCTTTATGTTGTCATTGGACATTGATGTCCCCGTGGAA		25690		AT1G63440.1

		46641		CUST_25735_PI390587928		9.759794		11.0783		10.295463		9.66885		9.917916		10.384515		7.758921		7.401895		9.577595		9.675254		8.085061		9.743981		1.2660388		1.6349664		-1.2536546		-5.0703535		0.34032154		0.70926094		-0.32613993		-2.3420863		NA		NA		NA		0.031170078		U35_44k_v1_46641		LOC_Os03g20270.1		gb|EAY89778.1| 1e-15  hypothetical protein OsI_011011 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20260.1 4e-17 aspartic proteinase nepenthesin-1 precursor putative		TCGTTTCAGGTGAAAACGAACTACCGACAACATCCATCGGACCAGTGACTATGTAAAAAA		47012		0

		21326		CUST_4258_PI390587928		8.841575		9.300819		6.910669		7.511953		8.382547		10.0775385		10.649643		10.071494		8.764961		10.3131895		10.566505		9.019898		-1.303521		-1.1774379		1.0593193		2.0728211		-0.38241386		-0.23565102		0.08313751		1.0515957		NA		NA		NA		0.0043845987		U35_44k_v1_21326		LOC_Os01g11520.1		gb|EAY73008.1| 7e-31  hypothetical protein OsI_000855 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11520.1 3e-32 RING-H2 finger protein ATL5I putative expressed		GGCTCGGGATGTATTTAAGACTGTGATTATCCTTACCCGTAAAATAAATAAATAAGAGAC		16456		AT2G27940.1

		30956		CUST_1263_PI390587928		3.477431		2.9193308		2.317277		3.247214		4.108049		7.0679097		8.285562		7.471489		4.3724656		5.9875107		7.8497186		4.9043255		-1.2011503		2.114621		1.352701		5.9264307		-0.2644167		1.080399		0.435843		2.5671635		NA		NA		NA		5.43E-04		U35_44k_v1_30956		LOC_Os08g04540.1		dbj|BAD11769.1| 5e-98  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 1e-88 aromatic-L-amino-acid decarboxylase putative expressed		ATGGATTAATTGGATGGACCTATCATCACAAAAAGTTCCAGAGCTGCACAAATCCCTATA		31089		AT2G20340.1

		33081		CUST_33261_PI390587928		6.9865766		6.6562424		8.280765		8.34584		8.272901		7.4322777		11.497594		9.7187805		8.954722		8.3473425		10.438889		8.188588		-1.6041642		-1.8856537		2.0830615		2.8882434		-0.6818218		-0.9150648		1.0587053		1.5301924		NA		NA		NA		0.012031322		U35_44k_v1_33081		-		emb|CAA58110.1| 2e-08  jasmonate induced protein [Hordeum vulgare subsp. vulgare]		No hits found		TATTTCGTGATGCCATGATCTTATACACTTGATGAATGAATGTACTTGAGCTTTCTTGTG		2899		0

		20490		CUST_3542_PI390587928		8.65396		8.296388		7.8366446		8.1965475		9.2246275		9.719357		11.379994		10.239293		9.244522		8.571813		10.700273		8.913879		-1.0138854		2.2153642		1.6018308		2.5060475		-0.0198946		1.1475439		0.67972183		1.3254137		NA		NA		NA		0.019171482		U35_44k_v1_20490		-		No hits found		No hits found		TATGTGGCTGATCGTTCATGCTCTGGCCCTGGCCGAGACAGTGCTACCATTTTCAGTGGC		17662		0

		23506		CUST_6232_PI390587928		7.948912		7.675348		6.726961		7.8144927		8.049509		9.264287		9.490576		9.917499		8.177032		8.889136		9.357924		7.481474		-1.0924168		1.296975		1.0963066		5.4114857		-0.12752342		0.37515068		0.13265133		2.4360247		NA		NA		NA		0.009337984		U35_44k_v1_23506		LOC_Os05g09020.2		tpg|DAA05091.1| 2e-21  TPA: TPA_inf: WRKY transcription factor 26 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51690.1 6e-23 OsWRKY26 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		TACGGCAAGAAGTCTGTCAAGAACAGCCCTAATCCAAAGAACTACTATCGGTGTTCAACG		19230		0

		2028		CUST_2439_PI390587928		10.954385		10.958411		10.8201685		10.568315		11.704365		11.756142		15.159996		12.005711		12.232799		12.248855		14.2236595		10.443745		-1.4423625		-1.4070884		1.9136627		2.952559		-0.5284338		-0.49271297		0.9363365		1.561966		NA		NA		NA		0.0040127924		U35_44k_v1_2028		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-37  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 6e-39 PGPS/D12 putative expressed		GCTAGCCAGCCAGCCAGCCTCTGGTTTTGAATAAAAAATCGTGTTTGCTATTTCCTTAAA		5468		AT1G14870.1

		18455		CUST_24189_PI390587928		11.991775		11.281761		11.91937		11.597207		12.7405405		12.406845		13.462041		12.508182		13.071046		13.66472		12.990157		12.189987		-1.2574538		-2.3914316		1.3869193		1.2467692		-0.33050537		-1.2578745		0.47188377		0.3181944		NA		0.005709591		NA		0.0024726163		U35_44k_v1_18455		LOC_Os10g36703.1		ref|NP_001065037.1| 2e-40  Os10g0510500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36703.1 3e-42 OsSAUR56 - Auxin-responsive SAUR gene family member expressed		GGACGAATTCGATGTTGATGACGACGACAAATTATGATCCAAGTGTAAAGAGATAATATA		8857		AT4G00880.1

		7883		CUST_39868_PI390587928		9.953404		10.393609		10.51171		10.436351		9.155263		9.597684		8.377528		8.76357		8.6289015		8.806672		8.985463		9.928623		1.4402921		1.7302876		-1.5240761		-2.2424152		0.52636147		0.7910118		-0.60793495		-1.1650534		NA		NA		NA		0.0015891744		U35_44k_v1_7883		LOC_Os03g43684.1		gb|EAY91136.1| 1e-84  hypothetical protein OsI_012369 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43684.1 5e-85 expressed protein		CCCGGAGAGCATTTTTGTGTGGTATTTTGTACATTCATCAATATCTGATCATTTGTCAAA		15671		AT1G03080.1

		42565		CUST_29310_PI390587928		4.958977		5.417872		4.9839177		5.020414		4.1357126		5.4506984		5.6456833		6.3513265		4.1863317		5.175724		4.8705187		4.731322		-1.0357093		1.2099726		1.7113853		3.0737603		-0.050619125		0.27497435		0.7751646		1.6200047		NA		NA		NA		0.0041340124		U35_44k_v1_42565		LOC_Os06g30970.1		gb|AAM63450.1| 2e-20  E2, ubiquitin-conjugating enzyme 10 (UBC10) [Arabidopsis thaliana]		LOC_Os01g46926.2 3e-21 ubiquitin-conjugating enzyme E2-17 kDa 9 putative expressed		GCAATAGCACCATGAGAACTATATTAAGGCTCCAATGTATGACTAAAATACCTGGTTTTC		38298		AT5G53300.3

		14906		CUST_35670_PI390587928		10.236129		10.337474		9.600051		5.504772		9.766411		10.371321		7.6764016		5.607656		9.99646		10.71103		9.627532		4.7104545		-1.1728749		-1.2655015		-3.8667738		1.8624498		-0.23004913		-0.33970928		-1.9511304		0.89720154		NA		NA		7.80E-04		NA		U35_44k_v1_14906		LOC_Os04g23440.1		No hits found		No hits found		GGTGTGTTGCTTTATCAAGATTTTGTAACTTCGGTGTGTTTTCTCGTACAAGAGATATTT		704		0

		16255		CUST_28411_PI390587928		15.149009		14.51942		14.080532		11.165303		14.159392		13.827481		11.712514		11.214237		14.245069		14.291358		13.3808365		9.385592		-1.061185		-1.379243		-3.1784482		3.5520325		-0.08567619		-0.46387672		-1.6683226		1.8286448		NA		NA		0.0059019593		NA		U35_44k_v1_16255		LOC_Os09g36680.1		gb|AAM80567.1| e-134  RNase S-like protein [Hordeum vulgare]		LOC_Os09g36680.1 1e-114 ribonuclease 3 precursor putative expressed		CTGTGGCCAGAACTCTAGACCATTATATTGTGCTATGTCTTTCCTATATGCATGTGTATC		5059		AT1G14220.1

		40018		CUST_17813_PI390587928		7.914894		8.201961		7.1963897		7.0543556		7.1428437		7.1561913		5.4721293		4.599443		5.908462		6.697796		5.3328032		6.90573		2.352805		1.3740128		1.1013905		-4.946084		1.2343817		0.45839548		0.1393261		-2.3062868		NA		NA		NA		0.037759915		U35_44k_v1_40018		LOC_Os01g50080.1		ref|NP_001043962.1| 4e-85  Os01g0695700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g50080.1 1e-86 multidrug resistance protein 4 putative expressed		AGGGATACAACACTAATGTTGGTGAGAGAGGAACACAACTCTCTGGTGGGCAAAAACAAC		36300		AT4G18050.1

		4845		CUST_32492_PI390587928		7.7265983		7.3866334		8.528377		8.033639		6.9502463		6.5780907		6.629808		6.5698814		6.812226		6.373935		6.976152		7.8165817		1.1003942		1.1520118		-1.2713348		-2.3729806		0.13802052		0.20415545		-0.346344		-1.2467003		NA		NA		NA		0.011697147		U35_44k_v1_4845		LOC_Os06g04910.1		gb|EAZ35782.1| e-126  hypothetical protein OsJ_019265 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04910.1 1e-127 hydrolase NUDIX family protein expressed		GTTGTTGGTGATTTGATTTCAAGTGTATGATATATAAGAAGTTGCCCGGATGTACTTGCA		10832		AT5G20070.1

		48879		CUST_90_PI390587928		5.9861465		6.9716625		6.07362		4.175834		4.595648		6.0349693		2.865487		2.0279706		3.6924732		5.576359		4.5671206		3.7303877		1.8701768		1.3742176		-3.2526903		-3.2544577		0.90317464		0.45861053		-1.7016335		-1.7024171		NA		NA		0.0030125752		0.015784562		U35_44k_v1_48879		LOC_Os02g52190.1		gb|EAZ24688.1| 5e-31  hypothetical protein OsJ_008171 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52190.1 1e-32 DNA binding protein putative expressed		GCAAACATGTAGCGTGCTATGTTTTCTGCCTTTCCGGCGCCAATTATTTGTGTCAAAAAA		None		AT1G72210.1

		41559		CUST_10437_PI390587928		9.490829		9.26556		11.806206		11.600652		8.883775		8.575229		9.406167		9.580867		7.9593024		7.78268		10.083028		11.157893		1.8979899		1.7321317		-1.5986574		-2.9835427		0.92447233		0.79254866		-0.6768608		-1.5770264		NA		NA		NA		2.70E-04		U35_44k_v1_41559		LOC_Os10g02240.1		ref|NP_001105925.1| 7e-36  low affinity nitrate transporter [Zea mays]		LOC_Os10g22560.3 3e-37 peptide transporter PTR2 putative expressed		CGAGGGGGTCAATGAACCACACAAATACATCATTGAATTATTGAGAGTCACAATAAAAAA		26311		AT5G01180.1

		3110		CUST_5344_PI390587928		8.979492		8.773872		7.705974		8.672387		7.194617		7.327314		10.26797		10.147597		7.67151		7.9063644		8.563506		7.927057		-1.3917435		-1.4938658		3.2590783		4.6606803		-0.47689342		-0.57905054		1.704464		2.2205405		NA		NA		0.0043670377		NA		U35_44k_v1_3110		LOC_Os08g31090.1		gb|EAZ06923.1| 1e-30  hypothetical protein OsI_028155 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31090.1 3e-32 expressed protein		TTGATTGATGGATCATTCCCACAGAGAATGCAACAGCAGTACAGCACACAGTTTTGGATT		8295		0

		7207		CUST_24511_PI390587928		4.8215833		4.23835		3.4703948		4.159958		5.2909155		4.3829665		5.6641746		5.9252048		5.7261353		4.992367		5.1285357		4.3912306		-1.3521168		-1.5256249		1.4495839		2.8958244		-0.43521976		-0.6094003		0.5356388		1.5339742		NA		NA		NA		0.0038254792		U35_44k_v1_7207		LOC_Os07g44780.1		gb|EAZ04881.1| 4e-63  hypothetical protein OsI_026113 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44780.1 8e-65 esterase precursor putative expressed		ATGTCCACATGCAACCGCAACTTCTAGACTTGCGTGACTACAAGAGATGCTAGCTAAGAA		15214		AT1G28570.1

		43382		CUST_5430_PI390587928		9.923604		10.396867		11.139084		10.396266		8.889562		9.669994		8.630333		8.4598055		8.471127		9.015824		9.329888		9.983821		1.336477		1.5737103		-1.6240042		-2.8759038		0.4184351		0.65417004		-0.6995554		-1.5240154		NA		NA		NA		0.0013457717		U35_44k_v1_43382		LOC_Os02g10290.1		gb|EAZ31593.1| 4e-31  hypothetical protein OsJ_015076 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10290.1 1e-25 copper-transporting ATPase 3 putative expressed		CGTGTGGTAGAATGACGAATTAAGCAGCAGTCCTTTGATGAAAATGTATATAATAACTCT		39976		AT1G63440.1

		30787		CUST_10319_PI390587928		4.2358875		4.8753915		2.6488988		3.209748		4.4475703		5.2010417		5.4418564		5.4084167		5.0621257		5.6324058		5.3070817		2.587968		-1.5310861		-1.348508		1.0979214		7.0638204		-0.61455536		-0.43136406		0.13477468		2.8204486		NA		NA		NA		0.00596433		U35_44k_v1_30787		-		gb|AAK15447.1|AC037426_9 2e-46  putative flavin-containing monooxygenase [Oryza sativa (japonica cultivar-group)]		LOC_Os10g40570.1 5e-48 disulfide oxidoreductase/ monooxygenase putative expressed		GAATTCACCAAGTATTTTTGATTGGTTTATTACCAAGAACTATCGTCCTCCATCTATCTC		30837		AT1G12200.1

		29142		CUST_19923_PI390587928		3.7722292		3.9283516		3.1079757		4.8449936		3.2371264		2.836764		2.0116768		3.1784563		2.0284243		2.912752		2.7646275		4.5788193		2.311296		-1.0540825		-1.685236		-2.63968		1.2087021		-0.075987816		-0.75295067		-1.400363		NA		NA		NA		0.005574435		U35_44k_v1_29142		-		gb|EAZ07855.1| 1e-42  hypothetical protein OsI_029087 [Oryza sativa (indica cultivar-group)]		LOC_Os08g43050.1 3e-44 disease resistance protein RGA2 putative expressed		CCCAACAGCTTGATCAGAAGCTCTGGATTGTCCGGATCACAACTTATGGTTTGGAAATGT		28337		0

		20557		CUST_22209_PI390587928		9.77799		9.656562		10.269786		11.013919		10.531467		11.197337		12.714813		11.923718		10.98719		12.384755		12.618057		12.126381		-1.3714697		-2.2774477		1.0693662		-1.1508203		-0.4557228		-1.187418		0.09675598		-0.20266247		NA		0.007420111		NA		NA		U35_44k_v1_20557		LOC_Os01g41770.1		dbj|BAB89968.1| 3e-79  HcrVf1 protein-like [Oryza sativa Japonica Group]		LOC_Os01g41770.1 6e-81 expressed protein		TTGGTATGCTGTTTTTTGTGTTGTACTAGAACCAGCATTGCTTGTTGGCTTGCTCTAGAC		13516		AT1G74170.1

		48993		CUST_10198_PI390587928		5.5886483		5.843025		4.601916		4.761115		6.0282063		7.52325		9.036826		8.203183		6.670259		7.3491254		8.757747		5.738953		-1.560548		1.1282797		1.2134204		5.5183234		-0.64205265		0.17412472		0.27907944		2.46423		NA		NA		NA		7.61E-04		U35_44k_v1_48993		LOC_Os04g55440.1		gb|EAY95802.1| 2e-56  hypothetical protein OsI_017035 [Oryza sativa (indica cultivar-group)]		LOC_Os04g55420.1 4e-58 protein binding protein putative expressed		GAATACTTGTGAGCGGTGATGACGTGTAAACAACATACAGGCAGATGACTTGAAATTCTG		50890		AT1G74180.1

		11169		CUST_9816_PI390587928		6.881525		6.3412986		5.957256		7.146625		7.769993		7.5528126		9.895526		9.001426		8.101547		7.613537		8.853817		7.1824284		-1.2583685		-1.0429893		2.0586648		3.5283592		-0.3315544		-0.06072426		1.041709		1.8189974		NA		NA		3.87E-04		0.00412076		U35_44k_v1_11169		LOC_Os01g07870.1		gb|AAQ10074.1| e-176  multidrug resistance associated protein MRP2 [Triticum aestivum]		LOC_Os01g07870.1 1e-156 multidrug resistance-associated protein 3 putative expressed		TTTTCCGTATCATGGATCCCACTGTCGGACAGATAATAGTAGACGGCATCGACATTTGCA		23057		AT3G13080.1

		27674		CUST_23597_PI390587928		10.788686		11.952019		11.979751		11.843396		10.569959		11.251507		10.120633		9.396966		9.808898		10.1199		10.527528		11.1046915		1.6947362		2.1910267		-1.325829		-3.2664545		0.7610607		1.131607		-0.40689468		-1.7077255		NA		0.02600837		NA		0.0011336536		U35_44k_v1_27674		LOC_Os03g02660.1		gb|EAY88502.1| 9e-19  hypothetical protein OsI_009735 [Oryza sativa (indica cultivar-group)]		LOC_Os03g02660.1 3e-20 expressed protein		CCAGCAGATTAGGCTGGTTGTAATGGTTAGTATCATATAATAGTATATGATACGAGTGTA		42839		0

		722		CUST_41498_PI390587928		15.86625		15.01516		15.257774		15.32017		16.246168		15.375506		14.430387		13.810594		16.526215		15.769835		14.688466		14.926473		-1.214234		-1.3143314		-1.1958858		-2.1672702		-0.28004646		-0.39432907		-0.25807953		-1.115879		NA		NA		NA		0.004548385		U35_44k_v1_722		LOC_Os01g11240.1		gb|EAY72987.1| 3e-65  hypothetical protein OsI_000834 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11240.1 2e-66 expressed protein		CCAAGTAAAGTGACGACTACCAACAAGCTACAAGAGTTTGGATGAAGATTTTTTAAAGAA		228		AT5G46230.1

		15993		CUST_18039_PI390587928		12.94509		13.22211		12.402049		12.999568		12.156329		13.791756		13.746953		13.8451395		12.756608		13.547523		12.843067		12.076413		-1.5160096		1.184463		1.8710989		3.40753		-0.60027885		0.24423313		0.90388584		1.7687263		NA		NA		0.0047040805		0.024101986		U35_44k_v1_15993		LOC_Os01g40070.1		ref|NP_001043414.1| 0.0  Os01g0582600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g40070.1 0.0 expressed protein		GGCAGTAGCTGCTGTCGGTTCCTCGGTTTAACATTTAAAGATTTACATACAATTTAATTT		4976		AT5G12010.1

		15645		CUST_31902_PI390587928		13.849584		13.741749		16.41233		15.639844		13.082023		13.482682		14.880673		13.343173		13.024619		14.003583		15.049546		15.052944		1.0405914		-1.4348508		-1.1241798		-3.2710893		0.057403564		-0.5209007		-0.16887283		-1.7097712		NA		NA		NA		0.002072407		U35_44k_v1_15645		LOC_Os11g32650.1		sp|P53415|CHS2_SECCE e-124  Chalcone synthase 2 (Naringenin-chalcone synthase 2)		LOC_Os11g32650.1 1e-117 chalcone synthase putative expressed		GCTAAGCATACCATGTTTGTTGTTGAGATCGTGGTCGTTTGAACTATTTATTTACGTAAA		11343		AT5G13930.1

		9926		CUST_12317_PI390587928		7.037319		6.8074417		6.2966213		6.6903152		7.079283		7.574924		9.187461		9.583343		6.875349		7.9115396		8.804078		8.11841		1.1518351		-1.2627907		1.3043967		2.7605054		0.2039342		-0.33661556		0.3833828		1.4649324		NA		NA		NA		8.76E-04		U35_44k_v1_9926		LOC_Os09g26144.1		No hits found		LOC_Os09g26144.1 1e-05 glutamate receptor 2.8 precursor putative expressed		CTACTATCATTGTATACATACCCCCTCGGTTTCAAATTAACTGAAACTGTTTGATGTTGT		52403		0

		2026		CUST_2441_PI390587928		4.016689		2.9398406		1.606954		3.175212		4.6734004		6.6042037		9.211955		8.658868		4.245823		7.4630904		8.220397		7.0799737		1.3449732		-1.8136382		1.9883312		2.9874077		0.4275775		-0.8588867		0.9915581		1.5788941		NA		NA		6.51E-05		0.001721463		U35_44k_v1_2026		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-39  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 7e-41 PGPS/D12 putative expressed		CCGTAGTATTAGTACGTTCTAGCTTTGTTAAGTTCTGAAAGTGAGTATTGTATATGTTGG		5470		AT1G14870.1

		1429		CUST_7717_PI390587928		14.497537		14.495678		12.650462		13.481435		14.177897		13.150935		15.521683		16.992887		14.280448		14.1613245		14.580939		14.692952		-1.0736699		-2.0144546		1.9195172		4.924357		-0.10255051		-1.0103893		0.94074345		2.2999353		NA		NA		NA		0.0049955347		U35_44k_v1_1429		-		emb|CAA69915.1| 4e-18  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 2e-18 subtilisin-chymotrypsin inhibitor 2 putative expressed		ATAAAGACCCATGCAAGTCTCTGACATCGTCCAGTTATAATCGGTCTAATAAATAAGCGT		3385		0

		17702		CUST_25843_PI390587928		7.6703744		7.2650876		5.9392867		5.7805386		6.9500976		7.3095016		3.6487586		2.757035		6.693915		6.5078216		4.463377		4.7865734		1.1943144		1.7431298		-1.7588328		-4.0827417		0.25618267		0.8016801		-0.81461835		-2.0295384		NA		NA		NA		0.0073614353		U35_44k_v1_17702		LOC_Os03g14150.1		ref|NP_001049539.1| e-119  Os03g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14150.1 1e-121 expressed protein		GAGCCCCTCTTAGACTCTTAATGAATATTCGAGACATAATAATGTACTACCCTCTGTAAC		14816		0

		24054		CUST_28524_PI390587928		6.890658		6.337084		5.7157054		6.649894		6.0340085		6.9813385		8.501241		8.663241		6.180861		6.6021194		8.096158		7.1270256		-1.1071514		1.3006376		1.3241649		2.9003274		-0.1468525		0.37921906		0.4050827		1.5362158		NA		NA		NA		0.004031418		U35_44k_v1_24054		LOC_Os09g39190.2		gb|ABK24359.1| 9e-72  unknown [Picea sitchensis]		LOC_Os12g19030.1 2e-73 copine family protein expressed		CGATTTCTTCCAGCGAAACACCTCCTGTTTATTTGTACTCTTTGATAATAGATTCTAGAT		19790		AT1G67800.4

		50211		CUST_31426_PI390587928		4.072145		3.8744862		5.0968046		4.349094		3.5891097		3.8284264		3.746547		2.6155784		3.7170696		3.4592838		4.0537505		4.1426826		-1.0927474		1.291585		-1.2373071		-2.8820674		-0.12795997		0.36914253		-0.30720353		-1.5271041		NA		NA		NA		0.020061515		U35_44k_v1_50211		LOC_Os08g08840.2		gb|AAP80864.1| 3e-34  glucose-6-phosphate/phosphate translocator [Triticum aestivum]		LOC_Os08g08840.2 1e-32 glucose-6-phosphate/phosphate translocator 2 chloroplast precursor putative expressed		TGCATGCTCAAAATACACTCAAGGTAGTTTGGCAATGACTGCAAGTATTTACTTGCCTGC		52264		AT5G54800.1

		7045		CUST_41375_PI390587928		7.0449753		6.8804793		5.7003098		6.502172		6.779279		6.7094293		7.114153		8.506907		6.6907387		6.4400687		6.9745827		6.516954		1.063294		1.2052735		1.1015769		3.972242		0.088540554		0.26936054		0.13957024		1.9899535		NA		NA		NA		0.008405577		U35_44k_v1_7045		LOC_Os02g36490.2		ref|NP_001047206.1| 1e-75  Os02g0574500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36490.2 3e-77 expressed protein		TCACACTGTCTATATATGTAACTAGAAGCATACGCGCGCTTCGCTGTGCTGATCTTCGAT		16258		AT1G34580.1

		37087		CUST_14869_PI390587928		4.7710495		4.671353		5.6651006		5.5623956		5.169145		4.4436135		5.422828		3.90741		5.107978		4.3154583		5.541305		5.1519814		1.0433096		1.0928953		-1.0855881		-2.3694816		0.06116724		0.12815523		-0.11847687		-1.2445714		NA		NA		NA		0.006495497		U35_44k_v1_37087		-		No hits found		No hits found		ATAATTGATCTTCTGAGCACTAATCGCACTTACTTCACTGTTTATAGAGCCATTTCTCTG		32711		0

		11938		CUST_11355_PI390587928		9.173099		8.553533		8.490417		9.168011		9.573846		10.113995		10.154408		10.131888		9.583699		10.46499		10.153306		9.0567045		-1.0068532		-1.27544		1.0007645		2.1069906		-0.009853363		-0.35099506		0.0011024475		1.0751839		NA		NA		NA		0.03677762		U35_44k_v1_11938		LOC_Os03g30890.2		ref|NP_001105424.1| 2e-64  protein kinase1 [Zea mays]		LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		AGATCACTGACTTTGGGTTGACAAAGTTACTAAACAGAGGCGGAGCCACACAGAACATGT		24211		AT1G34300.1

		15822		CUST_29134_PI390587928		6.085186		6.623014		6.780239		6.8029037		5.6460137		5.6670394		4.676123		4.7634873		5.1248918		5.095633		5.003618		6.514164		1.4350709		1.4859715		-1.2548324		-3.3651636		0.521122		0.57140636		-0.32749462		-1.7506766		NA		NA		NA		7.64E-04		U35_44k_v1_15822		LOC_Os03g22490.1		gb|ABF95900.1| 2e-64  heavy metal-associated domain containing protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22490.1 4e-66 heavy metal-associated domain containing protein expressed		GGGTTCGCCGACAACCTCAATATAAGAAAATGATATGGGCAATCCGGTTGAATGAAAAAA		4478		AT3G06130.1

		6529		CUST_40910_PI390587928		2.869798		2.302729		1.6068417		2.0974162		4.8374424		6.4501953		6.408195		4.5300007		5.201604		5.875727		6.3256164		1.6143818		-1.2871333		1.4891284		1.058909		7.5455127		-0.3641615		0.57446814		0.08257866		2.915619		NA		NA		NA		0.0024872965		U35_44k_v1_6529		LOC_Os03g13180.1		gb|EAY77477.1| 1e-98  hypothetical protein OsI_031436 [Oryza sativa (indica cultivar-group)]		LOC_Os03g13180.1 1e-85 peroxidase 54 precursor putative expressed		GATTGTCATGAACCTATTCTTTTCATACCAGATGACTTATTGTCGAGTAGACTTATATGC		24566		AT5G06730.1

		31622		CUST_40587_PI390587928		4.7462535		3.8249924		3.8165112		4.483031		7.742827		6.761045		8.962036		6.767393		8.515086		8.423785		8.163528		4.439999		-1.7079422		-3.1661732		1.7393011		5.0189795		-0.77225924		-1.6627402		0.7985077		2.327394		NA		0.0068485904		NA		0.0032200578		U35_44k_v1_31622		LOC_Os07g44460.1		gb|EAZ04858.1| 8e-21  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 2e-22 peroxidase 56 precursor putative expressed		TGTGCTACTGCGAAAGGAAGATGGCGACTAAGCTAAAGCTCGCGGCGCTCGTTGTCTTGG		9413		AT4G33420.1

		45381		CUST_11766_PI390587928		4.988262		5.162583		5.714846		5.0401444		5.524298		5.622603		6.735031		7.2162433		5.6556325		5.421004		6.331791		5.2367477		-1.0953063		1.1499723		1.3224747		3.9435515		-0.1313343		0.20159912		0.4032402		1.9794955		NA		NA		NA		0.007053652		U35_44k_v1_45381		-		pdb|1TX6|I 1e-13  Chain I, Trypsin:bbi Complex		LOC_Os01g03380.1 7e-10 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		ACCGTGTGCACCAAGTCTTTCCCGCCGACGTGCCGATGCCTGAACTAGGTGGAGGAGTGT		44200		0

		24651		CUST_10100_PI390587928		10.324237		9.965184		10.8274		10.851977		9.245036		8.794403		9.091252		9.0909605		8.943452		8.262419		9.504434		10.539263		1.2324971		1.4459165		-1.3316189		-2.7288673		0.30158424		0.5319843		-0.4131813		-1.4483023		NA		NA		NA		0.00828762		U35_44k_v1_24651		LOC_Os01g61010.1		ref|NP_001044670.1| 8e-49  Os01g0825500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61010.1 2e-50 nodulin-like protein putative expressed		GCAGGTTGATCACCTTTTCGCTGCAAATATATATGCATATAAAGAGTGATTGAAGCAAAA		24002		AT2G30300.1

		48203		CUST_26595_PI390587928		5.336195		4.913576		3.5279224		3.1823044		4.629868		5.4339085		1.7918552		4.7817388		3.408397		3.6543171		2.199233		2.3493922		2.3318436		3.433289		-1.3262731		5.3977065		1.2214711		1.7795913		-0.40737784		2.4323466		NA		NA		NA		0.014715599		U35_44k_v1_48203		-		No hits found		No hits found		CCCGCGCTCTTGGATATGTATGTTTGCATACGTGTGCTGTGTTTTGTGTTTAGTAAAAAA		None		0

		7859		CUST_12_PI390587928		11.06721		12.34153		12.845215		12.438258		10.90846		11.586997		12.051135		11.221294		10.65116		11.419304		12.041705		12.532006		1.1952392		1.123261		1.0065577		-2.4806392		0.25729942		0.16769314		0.009429932		-1.3107119		NA		NA		NA		0.0026053505		U35_44k_v1_7859		LOC_Os11g39640.1		gb|EAY88507.1| 2e-06  hypothetical protein OsI_009740 [Oryza sativa (indica cultivar-group)]		LOC_Os11g39640.1 4e-08 zinc finger C3HC4 type family protein expressed		GGTTCATACTTACATGGGCTTACGAAAAATATGGGCTGTTACAAAATAAATATGATGCTC		22359		0

		7382		CUST_21323_PI390587928		7.145846		7.289448		9.305468		8.099595		6.1121426		6.2895722		7.8926816		6.793799		6.8558383		7.6400013		8.096171		9.011603		-1.6744598		-2.5498796		-1.1514803		-4.6518497		-0.74369574		-1.350429		-0.20348978		-2.2178044		NA		NA		NA		0.046433706		U35_44k_v1_7382		LOC_Os06g11130.1		gb|EAZ36263.1| 2e-47  hypothetical protein OsJ_019746 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11130.1 3e-49 gibberellin receptor GID1L2 putative expressed		CCATCTTTCCTGGTAGAGGCCGAAAGCAATGAATAAAGCTCTTTCATTTCTTTTAGTGCT		20423		AT3G48690.1

		14338		CUST_8682_PI390587928		8.544421		9.378577		7.46056		7.61332		7.760691		8.426385		5.209879		4.923502		6.7517066		7.424022		5.8494678		6.733271		2.012494		2.003278		-1.557885		-3.5058618		1.0089846		1.0023627		-0.63958883		-1.8097692		NA		0.011144443		NA		0.0037179247		U35_44k_v1_14338		LOC_Os01g59150.2		sp|P93176|TBB_HORVU 0.0  Tubulin beta chain (Beta-tubulin)		LOC_Os01g59150.2 0.0 tubulin beta-4 chain putative expressed		ATGATGCCTGGCGCTCATCGATTCTGCCTGAGATTAAAATTTTCACTTGCTGAACTGAGC		1507		AT5G12250.1

		3248		CUST_14704_PI390587928		9.018876		9.437824		9.261775		8.641229		9.002276		8.898829		7.817171		7.3342605		8.884827		8.071484		8.457464		8.686013		1.0848155		1.7744179		-1.5586458		-2.55222		0.11744976		0.82734585		-0.6402931		-1.3517528		NA		NA		NA		0.0061224853		U35_44k_v1_3248		LOC_Os11g30360.1		ref|NP_001067936.1| 1e-22  Os11g0496500 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g30360.1 2e-24 expressed protein		AGGATATGTGAGGATTCCACACATGAACTTCAATCATTGATCAATGCTCGCCCCAAAAAA		8173		AT5G63500.1

		18189		CUST_3515_PI390587928		10.083011		10.280932		9.512088		9.963384		11.0638685		11.287116		13.74187		12.035392		11.814014		11.6336775		12.546643		9.82805		-1.681963		-1.2715265		2.289808		4.618237		-0.7501459		-0.34656143		1.1952267		2.2073421		NA		NA		5.01E-04		0.005166164		U35_44k_v1_18189		LOC_Os02g48690.1		No hits found		No hits found		GAGGGGTCGATGGACATTGTATTATTGTTTGCCATTTGTTTGGCCTAATTAAATTTAAAG		8178		0

		19618		CUST_39906_PI390587928		8.731784		9.783616		7.7501545		8.5045595		8.474183		11.455989		9.409051		11.192958		8.404868		10.781624		8.766992		7.263078		1.0492184		1.5958942		1.5605551		15.240936		0.06931496		0.67436504		0.6420593		3.9298797		NA		NA		NA		0.009831497		U35_44k_v1_19618		LOC_Os09g27410.1		dbj|BAD38225.1| 7e-10  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g27410.1 5e-12 conserved hypothetical protein		ACTGCACGCTGTCTTGGGTTGTAAAAAATGACCATCTAAGATTGTGTTTCGGTTAAAAAA		12481		0

		30774		CUST_27452_PI390587928		8.532421		9.107051		8.12272		8.283393		8.012135		8.047211		7.4373994		7.166546		7.699494		8.02551		7.732891		8.203648		1.2419789		1.0151556		-1.2273031		-2.052101		0.31264067		0.02170086		-0.2954917		-1.0371017		NA		NA		NA		0.0021168715		U35_44k_v1_30774		LOC_Os06g45220.1		No hits found		No hits found		GGATGATGGAGGGCGCAGTGCTCTGCCCCGCCAACCACGCGCCGCTCACGCCGCTCTCCT		30819		0

		14625		CUST_10942_PI390587928		6.8107924		6.785769		5.5888596		7.140307		7.8166995		9.027588		10.411857		9.694809		8.791901		10.686305		10.414813		9.528664		-1.9659152		-3.1573565		-1.0020514		1.1220565		-0.97520113		-1.6587172		-0.0029563904		0.16614532		NA		0.0043530706		NA		NA		U35_44k_v1_14625		LOC_Os01g42870.1		gb|EAZ12688.1| 3e-47  hypothetical protein OsJ_002513 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42870.1 6e-49 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		GCCACATGTTCTGCGTAGTGTGTAAGAAAAATATCTCATACGTTTATCTATGGGTAAAAA		1893		AT3G62160.1

		27087		CUST_2634_PI390587928		11.788981		11.897751		11.804709		11.79491		12.5623255		13.427508		13.521144		12.927895		12.967674		13.619102		13.267961		11.815209		-1.324409		-1.1420242		1.1918341		2.1624777		-0.40534878		-0.19159317		0.25318336		1.1126852		NA		NA		NA		0.018083774		U35_44k_v1_27087		LOC_Os01g60700.2		ref|NP_001044652.1| 9e-24  Os01g0822200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60700.2 2e-25 serine/threonine-protein kinase NAK putative expressed		GTTAGAGTGGGGCTTGTAACCCCATTATTATGCAATAAACGTGGGTTGGTCGGTCGTAAA		24256		0

		1475		CUST_13675_PI390587928		8.2766485		7.4620996		6.436558		7.5607014		8.199991		7.639927		9.956051		10.878015		8.444173		7.7930837		8.79961		7.642803		-1.1844207		-1.112		2.2290683		9.416634		-0.24418163		-0.15315676		1.1564407		3.2352114		NA		NA		NA		0.004396604		U35_44k_v1_1475		LOC_Os07g39740.1		ref|NP_001060128.1| e-150  Os07g0586100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g39740.1 1e-152 esterase precursor putative expressed		TGACGTCCGTACTCCAAATAAAATATGCAATGAGTATCTATTTATAACTCTTGTAAAAAA		1403		AT3G26430.1

		38101		CUST_38261_PI390587928		4.9233475		5.771221		4.6720104		4.102798		6.9196935		8.417672		9.054109		7.162131		7.2204986		8.519679		8.751636		5.48645		-1.2318317		-1.0732654		1.2332567		3.1947005		-0.3008051		-0.10200691		0.30247307		1.6756806		NA		NA		NA		0.0051299804		U35_44k_v1_38101		LOC_Os02g12820.1		dbj|BAD17619.1| 4e-10  basic helix-loop-helix (bHLH) family protein-like [Oryza sativa Japonica Group]		LOC_Os02g12820.1 9e-12 helix-loop-helix DNA-binding domain containing protein expressed		GAGGATGTTTTGTTACTGTATTCTGCAATTTTTCTGGATTGGAGACAGAGTGACTCGATT		33931		0

		45259		CUST_27168_PI390587928		8.37345		7.787815		7.728113		6.9433455		8.3441305		7.8986626		9.172335		8.35324		8.779232		8.493589		8.805218		6.7509227		-1.352006		-1.510396		1.2897727		3.0363064		-0.4351015		-0.59492683		0.36711693		1.6023173		NA		NA		NA		0.016043207		U35_44k_v1_45259		LOC_Os09g28730.1		gb|EAZ45012.1| 9e-26  hypothetical protein OsJ_028495 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g28730.1 1e-27 gibberellin receptor GID1L2 putative expressed		CGATTCAGTAACAGAAGCTGAGGAGCAAATAATTTTGTCCTTTATTTCCATGGTTTTGAA		43911		0

		21851		CUST_27631_PI390587928		5.8330216		4.478285		1.9443032		2.554087		4.95394		3.6306188		3.824961		2.4912055		5.18364		4.3296337		2.5365145		2.1397707		-1.1725912		-1.6233959		2.4426486		1.2758287		-0.22970009		-0.6990149		1.2884464		0.3514347		NA		NA		0.007202284		NA		U35_44k_v1_21851		LOC_Os05g48040.1		gb|EAZ35210.1| 7e-34  hypothetical protein OsJ_018693 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48040.1 1e-35 transparent testa 12 protein putative expressed		CTTCTGCAAAGATGTTGCTAACGGATCCTAAAGCAGATTACTTACCAACTTTCTTAAAAA		38177		AT1G71140.1

		41549		CUST_10472_PI390587928		8.331639		8.331246		8.193067		9.0855255		10.025357		11.0934		11.963727		10.432361		10.505464		12.2294		11.710251		9.654991		-1.3948464		-2.197708		1.192076		1.7140028		-0.48010635		-1.1359997		0.25347614		0.7773695		NA		0.0036914544		NA		0.012310963		U35_44k_v1_41549		-		No hits found		No hits found		TTGATCTAGTGGTTGTGTACTGCCCTTCCCGGTGTTTCAGTGCTTGGCTTGATCAAAAAA		None		0

		9915		CUST_12344_PI390587928		6.198473		6.7839622		5.615744		5.694793		9.036738		9.567101		9.684482		7.8758416		9.749574		10.164264		9.487979		4.116335		-1.6390221		-1.5127391		1.145917		13.543293		-0.7128353		-0.5971632		0.19650269		3.7595067		NA		NA		NA		0.018177453		U35_44k_v1_9915		LOC_Os03g36650.1		gb|EAZ27506.1| 1e-12  hypothetical protein OsJ_010989 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g36650.1 3e-14 serine/threonine kinase-like protein putative expressed		TCGCACTCTTATACCGATTGTTCATACAGATTTCATGAATATCCAGATACGAGAAACTTC		None		0

		44695		CUST_21756_PI390587928		4.3480606		3.8275998		4.9839044		1.9711965		3.5267515		3.2732651		2.7717934		1.7192138		3.991247		4.6634088		4.30463		1.6052928		-1.3798347		-2.6210477		-2.8935418		1.0821654		-0.46449542		-1.3901436		-1.5328364		0.113921046		NA		NA		0.0078032785		NA		U35_44k_v1_44695		-		No hits found		No hits found		AAGTCTTACGGTTGTACATACATGATGCATGAGGATAGAAGTGGCTTCTTTCTTCTCAAA		42718		0

		44562		CUST_17341_PI390587928		3.935008		3.645467		3.1777465		4.778786		3.531325		4.0252137		2.4268725		2.2540576		3.278448		4.09646		3.0462615		3.906783		1.191581		-1.0506238		-1.5362245		-3.1442707		0.252877		-0.07124615		-0.61938906		-1.6527255		NA		NA		NA		0.01525684		U35_44k_v1_44562		-		No hits found		No hits found		CAAGGTGGTTTAATTACCTTGTGAAGCATTTTGAACAAGCACGTTAACCTGTGATAAAAA		42454		0

		43791		CUST_22411_PI390587928		5.465547		5.7303643		5.0999603		4.721066		5.834329		6.0660324		7.620367		8.73257		6.248644		6.2326827		7.0170207		5.422197		-1.3326656		-1.1224493		1.5192363		9.920225		-0.41431475		-0.1666503		0.60334635		3.3103728		NA		NA		NA		0.00626823		U35_44k_v1_43791		-		gb|AAG00426.1|AF250934_1 1e-10  germin B [Hordeum vulgare]		LOC_Os08g09060.1 1e-08 germin-like protein subfamily 1 member 11 precursor putative expressed		CGTGACATGATATGTTTCTTGTCAGATTCATGTCAAAATGTGTTGGTGATGATTGTTTTC		40864		0

		23725		CUST_20272_PI390587928		4.0296664		3.8376606		2.5089622		3.2187674		4.028192		6.2184234		4.638602		5.4328713		4.4191294		6.230297		4.8024755		2.7918303		-1.3112451		-1.0082642		-1.1202911		6.2378163		-0.39093733		-0.011873722		-0.16387367		2.641041		NA		NA		NA		0.03487968		U35_44k_v1_23725		LOC_Os01g44120.1		ref|NP_001043649.1| 2e-14  Os01g0631800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g44120.1 5e-16 expressed protein		CATGACCATATGATGTTAGGCATTTTTAATCATTCATCATATTAGGATGCCTTTGGATGC		None		0

		8212		CUST_27921_PI390587928		3.3399231		4.3873076		2.5068853		2.501712		3.054409		4.8296285		7.558703		6.473453		3.8886433		4.601028		6.2545915		2.434396		-1.7829105		1.1716977		2.469316		16.43907		-0.83423424		0.2286005		1.3041115		4.039057		NA		NA		NA		0.002843008		U35_44k_v1_8212		LOC_Os01g50100.1		dbj|BAB85651.1| 5e-91  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 4e-90 multidrug resistance protein 4 putative expressed		CAATACAATGATTTGTGATTTGAGAAGTGAATGCAAGAGGTAAGCGGTTTGTTGCAAAAA		21298		AT4G18050.1

		13218		CUST_17093_PI390587928		7.570806		7.6010575		6.8785186		7.2496		7.886696		9.411493		9.928041		9.123214		8.194709		9.177413		9.454444		7.99775		-1.2380015		1.1761568		1.3885677		2.181717		-0.30801296		0.23408031		0.47359753		1.125464		NA		NA		NA		0.0046961727		U35_44k_v1_13218		LOC_Os08g40590.1		ref|NP_001062245.1| 2e-49  Os08g0517700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40590.1 6e-51 oxysterol-binding protein OBPa putative expressed		GCTCCTATCGTTGTACCTTCTTCTTCATGACACTGCATTACATGTAACAATGTTAAATTA		21905		AT4G25850.1

		24077		CUST_28453_PI390587928		5.347086		5.6006904		7.0810647		5.1229744		4.5234694		4.812556		3.6171505		3.7684233		4.4924865		3.7521648		4.0498486		4.071058		1.021708		2.0854967		-1.3497554		-1.2333946		0.030982971		1.060391		-0.432698		-0.30263448		NA		0.007444829		NA		NA		U35_44k_v1_24077		LOC_Os07g12900.1		gb|ABF55693.1| e-127  putative ATPase-like zinc transporter [Triticum aestivum]		LOC_Os07g12900.1 2e-94 cadmium/zinc-transporting ATPase 2 putative		TACTCAGGATGTGAAGATCAATACAGTAATAGCTGTCAAGGCAGGGGAAATCGTCCCGAT		22757		AT4G30110.1

		11598		CUST_16690_PI390587928		3.933355		2.4408643		1.6335888		2.597421		2.9850447		1.7926106		2.1904209		1.7277495		3.0615025		2.3021376		3.2049065		2.5077195		-1.054426		-1.4235834		-2.0201824		-1.7170953		-0.07645774		-0.50952697		-1.0144856		-0.77997005		NA		NA		0.011522238		NA		U35_44k_v1_11598		-		No hits found		No hits found		GTCTGCAGTCCAGTCTTATCTTTCTTACCCTGAGTATTATTAACTATCTAACATGTTCAC		35259		0

		27825		CUST_23033_PI390587928		4.194283		4.93963		4.201179		4.596107		5.9387107		8.765319		10.224738		8.6485815		7.3044677		9.08979		9.08895		5.327144		-2.577115		-1.2522056		2.1973855		9.996599		-1.365757		-0.32447147		1.135788		3.3214374		NA		NA		4.36E-05		0.0034185292		U35_44k_v1_27825		-		No hits found		No hits found		TCGTATATGTGTTCATCTAGCTGAGAAACAATAAGGTCTCATTCACCTCACGTCATCAAA		24733		0

		24820		CUST_27794_PI390587928		4.618954		4.8316054		5.2812457		5.1151733		4.3776593		3.7087955		4.152687		3.0137665		4.3936405		4.003484		4.5913525		4.8139253		-1.0111389		-1.2266198		-1.3553499		-3.4825854		-0.015981197		-0.29468822		-0.4386654		-1.8001587		NA		NA		NA		0.014438628		U35_44k_v1_24820		-		gb|EAZ24373.1| 1e-30  hypothetical protein OsJ_007856 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48300.1 3e-32 F-box domain containing protein		CTGAATGATTGAATTCTTATAAAGTTATAAGAGGGGACATTGTGACCAGCGGCCGCTCGA		25703		0

		8408		CUST_31154_PI390587928		11.675191		11.587329		11.371736		11.0920105		12.108803		12.204099		12.656125		12.36552		12.654267		12.559476		12.360744		10.687463		-1.4594902		-1.27932		1.2272087		3.1999664		-0.5454645		-0.3553772		0.2953806		1.6780567		NA		NA		NA		0.021684635		U35_44k_v1_8408		LOC_Os03g57450.1		gb|EAZ28845.1| 3e-32  hypothetical protein OsJ_012328 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57450.1 6e-34 calcium-dependent protein kinase isoform AK1 putative expressed		GTATTGTACTACAAAAGGCATCCCCCGCCTCCTTGTAACCACACCGTTACAAGTTGTATA		16998		AT5G04870.1

		1324		CUST_36903_PI390587928		8.152652		8.424278		7.355676		7.348764		8.419604		8.344157		8.198529		9.500205		8.217719		8.369058		8.212621		8.426869		1.1502004		-1.0174094		-1.0098153		2.104293		0.20188522		-0.024900436		-0.014091492		1.0733356		NA		NA		NA		4.00E-04		U35_44k_v1_1324		LOC_Os06g05120.2		gb|ABL85054.1| 2e-09  hypothetical protein 57h21.29 [Brachypodium sylvaticum]		LOC_Os06g05120.2 2e-10 expressed protein		ATGTGGCCGTATGCATCTTTCTGATGCAGAGGCTGGAGATGAGTTTCCTTTTCTAAAAAA		4033		0

		2839		CUST_37428_PI390587928		14.564933		14.452327		15.910737		15.235087		14.16833		14.019508		14.446064		13.653915		13.989441		14.406265		14.910107		14.898354		1.132012		-1.307451		-1.3794017		-2.3692627		0.17888927		-0.3867569		-0.46404266		-1.2444382		NA		NA		NA		0.010085732		U35_44k_v1_2839		LOC_Os03g60509.2		sp|Q8S3X0|CFI_HORVU e-101  Chalcone--flavonone isomerase (Chalcone isomerase)		LOC_Os03g60509.2 1e-85 expressed protein		CATGCGCATGCAACCATGGATAACTATGATTCTGATGATGATTTACTTGGATTTGAATTA		9047		AT3G55120.1

		20965		CUST_31717_PI390587928		10.377231		10.544396		10.444112		10.437877		13.32912		13.002019		14.820243		12.387876		13.9857		14.386893		14.101181		10.421269		-1.5763414		-2.6114922		1.6461112		3.9084759		-0.65658		-1.3848743		0.71906185		1.9666061		NA		0.00425538		NA		0.009886091		U35_44k_v1_20965		LOC_Os02g39330.1		ref|NP_001047373.1| e-125  Os02g0605900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g39330.1 1e-127 endochitinase PR4 precursor putative expressed		GCATCTGATTCGGACAAACATATTCAGGAAATGACTGCTTTCGGATTTGATATTATAGAT		14498		AT3G54420.1

		15970		CUST_6415_PI390587928		5.498998		6.812565		6.7346396		7.133077		4.82956		5.4424763		5.0778666		5.675686		4.717378		5.332051		5.0631166		7.527242		1.0808614		1.0795466		1.0102763		-3.608893		0.11218166		0.11042547		0.014750004		-1.8515563		NA		NA		NA		0.0030777608		U35_44k_v1_15970		LOC_Os11g07670.1		ref|NP_001065888.1| 4e-62  Os11g0178800 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g07670.1 7e-64 disease resistance response protein 206 putative expressed		GTGTGATTTGTGGTTTTGTTAACTGATGGGTCAACTTTTGGAAGGATAATAGGAAATGTT		4335		AT1G65870.1

		15780		CUST_10358_PI390587928		8.70404		7.83049		7.9497223		8.730256		8.7549095		7.529436		9.605178		9.877632		8.689307		7.797854		8.80173		8.432157		1.0465218		-1.2044861		1.7452669		2.723526		0.0656023		-0.26841784		0.8034477		1.4454756		NA		NA		NA		0.005407067		U35_44k_v1_15780		LOC_Os04g32920.5		gb|AAC39315.1| 0.0  putative high-affinity potassium transporter [Hordeum vulgare]		LOC_Os04g32920.5 0.0 potassium transporter 1 putative expressed		CTCAAGTTTGAATGTATCCTCCCAGGCATAAGCAAGGCTCATATCTTTTTTCCCAAAAAA		6920		AT4G13420.1

		15508		CUST_21119_PI390587928		10.299793		9.903336		9.046973		9.643906		10.65828		11.546681		14.469905		13.118928		11.251717		12.985677		14.259183		11.851878		-1.5088363		-2.71132		1.1572672		2.4066892		-0.59343624		-1.4389954		0.21072197		1.2670498		NA		NA		NA		9.04E-04		U35_44k_v1_15508		LOC_Os11g31530.1		gb|EAY81075.1| 2e-67  hypothetical protein OsI_035034 [Oryza sativa (indica cultivar-group)]		LOC_Os11g31540.1 1e-68 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		TTCATGTGCATCTTTACTGCATATCCGGTGTTATCCATTTTGTATACTCATATCTCGGGA		3636		AT1G71830.1

		6929		CUST_474_PI390587928		9.84525		10.21601		9.46849		10.239226		10.593723		12.987241		11.894559		12.509152		11.316941		13.464625		12.034039		10.298214		-1.6508602		-1.3922174		-1.1015078		4.629763		-0.72321796		-0.47738457		-0.13947964		2.2109385		NA		NA		NA		0.016526572		U35_44k_v1_6929		LOC_Os02g53410.1		gb|EAY87712.1| 2e-08  hypothetical protein OsI_008945 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53410.1 5e-10 expressed protein		GGATTATTTCATTCTTAACAATATGTCTGCTCTCAGTTGTGAACTTGTGATCATGGTTCT		25691		0

		24473		CUST_8645_PI390587928		1.7396288		2.0365562		2.6450503		2.6506789		9.923624		8.605628		13.266453		13.952275		4.51669		3.857741		4.8624363		4.4366584		42.427692		26.869297		338.73575		731.9581		5.4069343		4.7478867		8.4040165		9.515617		0.011376287		0.008419306		8.54E-05		0.0013273237		U35_44k_v1_24473		-		No hits found		No hits found		GTGGGATCGGGCGATATTTAGCTAACTATCTCGAAAAAATATGAATTCGTTTCCAAAAAA		20747		0

		18944		CUST_9607_PI390587928		11.600743		11.506211		10.580167		12.201683		13.784584		14.437065		16.643942		15.612208		14.128388		15.388703		16.179821		14.159566		-1.2690988		-1.9340676		1.3794764		2.7370892		-0.34380436		-0.9516382		0.46412086		1.4526424		NA		NA		NA		0.003762431		U35_44k_v1_18944		LOC_Os03g58980.1		ref|NP_001051620.1| 1e-79  Os03g0804500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58980.1 2e-81 germin-like protein subfamily T member 2 precursor putative expressed		GACACCCCTAGAGTTGTTCACTGTTTCATGTAGTTTTGATTGGATATTTAATGAGTCAAT		10861		AT1G18970.1

		15931		CUST_25178_PI390587928		4.1472206		4.7605195		4.5919614		4.5812626		4.662407		6.186196		5.6932487		6.219414		5.206281		6.123832		5.3140826		4.3472257		-1.4578823		1.044175		1.3005899		3.660875		-0.54387426		0.062363625		0.37916613		1.8721886		NA		NA		NA		0.0063930564		U35_44k_v1_15931		LOC_Os06g44010.1		emb|CAH68818.1| 5e-88  putative WRKY2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g44010.1 2e-63 OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ATTCTTAAGCTACAGCGAATTCTGTAAGAAAGACATGGACGAGCAGTGGATGATGGGGCA		4385		AT4G31800.2

		49014		CUST_14981_PI390587928		15.153918		15.509822		14.742566		14.115996		14.594029		14.956409		13.329613		12.546529		14.446521		14.872388		13.812824		13.741275		1.107655		1.0599686		-1.397852		-2.2890453		0.14750862		0.08402157		-0.48321152		-1.194746		NA		NA		NA		0.0040127924		U35_44k_v1_49014		LOC_Os03g51600.3		gb|ABR25574.1| 8e-94  tubulin alpha-3 chain [Oryza sativa (indica cultivar-group)]		LOC_Os11g14220.3 2e-95 tubulin alpha-3 chain putative expressed		TTGCTTTGCTTTGTGGTGGTTGGTTTACAACCGTGTTGTAAGAGCCTGTGGTAATGTTTG		50944		AT4G14960.2

		22907		CUST_39163_PI390587928		4.386507		4.13003		1.6554302		3.318105		4.10938		5.7658596		5.140905		6.5183277		4.597121		5.052666		4.7646685		2.381829		-1.4022474		1.639429		1.2979515		17.587744		-0.487741		0.7131934		0.37623644		4.1364985		NA		NA		NA		0.007811958		U35_44k_v1_22907		LOC_Os03g43880.1		gb|EAY91156.1| 2e-47  hypothetical protein OsI_012389 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43880.1 3e-49 patatin-like protein putative expressed		CGAAGGTGGGTGATCATGTGCCAATGGCATTGTTAAAATAATACTTTCTTCGTTATAAAA		48734		AT2G39220.1

		48940		CUST_23566_PI390587928		3.7264678		3.8836727		4.5590453		3.4259121		3.3807592		2.6295302		7.6203523		7.008991		2.8136597		3.651912		7.469614		5.156622		1.481542		-2.0312696		1.1101373		3.610926		0.5670996		-1.0223818		0.15073824		1.8523688		NA		NA		NA		0.0039166096		U35_44k_v1_48940		LOC_Os01g08440.1		gb|EAY75408.1| 2e-07  hypothetical protein OsI_003255 [Oryza sativa (indica cultivar-group)]		LOC_Os01g49240.1 2e-08 limonoid UDP-glucosyltransferase putative expressed		TGCTAAAACTGTAATTTGACATCATTCACCAGGTCAGCCGCTATAATTTGCGTCAAAAAA		None		0

		25198		CUST_41616_PI390587928		8.463989		9.267921		7.5424476		9.184082		8.440617		10.757852		13.275783		12.543841		8.535037		9.593883		12.216893		9.471204		-1.0676364		2.2407303		2.083327		8.4131		-0.09442043		1.163969		1.0588894		3.0726376		NA		NA		NA		0.0050353934		U35_44k_v1_25198		LOC_Os09g16510.1		gb|ABN43180.1| 5e-23  WRKY transcription factor [Triticum aestivum]		LOC_Os09g16510.1 4e-10 OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		CGGTCTGAGTTGGACGAGGTGGTGTCCGCGCTCGTGGCCGCGGGGGCGCCCGCCATGGAG		22155		0

		19754		CUST_9430_PI390587928		10.45976		10.009972		10.458789		9.877677		11.276111		10.852234		13.186337		11.472858		11.822217		12.04279		12.430183		10.33335		-1.4601396		-2.2824078		1.6889821		2.2030592		-0.54610634		-1.1905565		0.75615406		1.1395082		NA		NA		NA		0.005999816		U35_44k_v1_19754		LOC_Os03g19720.1		gb|EAY89735.1| 1e-44  hypothetical protein OsI_010968 [Oryza sativa (indica cultivar-group)]		LOC_Os03g19720.1 2e-46 caltractin putative expressed		GGTTCTCGTTAACCGTGAGTTTTGAATGTATTCTAGCTGTTACCCATAAAAAATCGAAAT		11776		AT5G49480.1

		30351		CUST_18936_PI390587928		5.5873356		4.173795		4.7129		4.2749643		6.676312		5.922297		7.2225356		4.9911256		6.99868		6.3143153		6.1695194		4.073335		-1.2503814		-1.312228		2.0748632		1.8892196		-0.32236814		-0.39201832		1.0530162		0.9177904		NA		NA		0.0013635108		NA		U35_44k_v1_30351		-		No hits found		No hits found		TCTGATTTACAGCTTCGGAGCCGGAGCCAGCTACCCCTTGGAGCCGGAGAGCAGAGGTGA		30245		0

		18411		CUST_2085_PI390587928		10.713322		9.867181		8.974784		9.097844		11.820544		11.682471		12.395848		11.831165		12.367221		12.319509		12.130351		9.98714		-1.460717		-1.5551323		1.2020502		3.5901039		-0.54667664		-0.6370373		0.2654972		1.8440256		NA		NA		NA		0.007817108		U35_44k_v1_18411		-		gb|AAS93431.1| e-113  Mlo3 [Hordeum vulgare subsp. vulgare]		LOC_Os01g66510.1 2e-72 MLO-like protein 1 putative expressed		GGTGCCATACGTATCTTTTGGTAATGCTAGTTATTCATGTGTTCAAGGCATTATTAATTC		13968		AT4G02600.2

		14156		CUST_38249_PI390587928		10.243169		9.778046		9.907488		8.595814		13.828181		13.406241		13.950901		11.935571		14.66555		14.888951		13.995304		9.747955		-1.7867886		-2.7947319		-1.0312564		4.555519		-0.83736897		-1.4827099		-0.044403076		2.1876154		NA		0.0043530706		NA		0.0024081948		U35_44k_v1_14156		LOC_Os07g44499.1		ref|NP_001060413.1| 1e-74  Os07g0639000 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g44550.1 2e-76 peroxidase 1 precursor putative expressed		AGATGTAACTCCGTCTAGCTACTGCCATTGTTGGTTTTCTCATACTACTAAAACTCTGTG		7081		AT5G51890.1

		16946		CUST_30049_PI390587928		8.079815		7.8823204		8.112218		6.3684134		7.381907		7.3886113		5.8699327		4.9314847		7.399676		7.128345		6.3909817		6.5517697		-1.0123926		1.1976998		-1.4349983		-3.0743577		-0.01776886		0.2602663		-0.521049		-1.620285		NA		NA		NA		0.014902448		U35_44k_v1_16946		LOC_Os04g53800.1		gb|EAZ32087.1| 5e-15  hypothetical protein OsJ_015570 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53800.1 1e-16 leucoanthocyanidin reductase putative expressed		GCAAAATAGGGTTAACCTCCTTGTTTTGTTGGTTAATAAGCTTATAACCTCCTAAAGTAC		15809		0

		49394		CUST_20652_PI390587928		14.312744		15.106631		13.54245		13.1707945		13.83328		14.733724		11.724721		11.060542		13.534394		13.827503		12.097316		12.776141		1.2301936		1.8741292		-1.2946794		-3.28433		0.29888535		0.90622044		-0.37259483		-1.7155991		NA		NA		NA		9.04E-04		U35_44k_v1_49394		LOC_Os01g44069.1		gb|EAY75063.1| 2e-39  hypothetical protein OsI_002910 [Oryza sativa (indica cultivar-group)]		LOC_Os01g44069.1 5e-41 glycerol-3-phosphate acyltransferase 1 putative expressed		TAGTCTGTTCGGGGGTAGTGTGTGTGTCTATTGAGTTTTCTCTTGCTGGTGTGTTGAGAA		51075		AT1G06520.1

		50876		CUST_15463_PI390587928		8.7610445		8.983824		9.957377		9.971563		8.592482		8.1728945		8.681952		8.477824		8.606537		8.285296		8.9698105		9.487842		-1.00979		-1.0810266		-1.2208264		-2.0139353		-0.014055252		-0.11240196		-0.287858		-1.0100174		NA		NA		NA		0.011965804		U35_44k_v1_50876		-		No hits found		No hits found		ATTAAGCATTTTAAGGGCATGTTTCCCGCGTTTAGCCGCGTGGAGGACCTTATAAGGTAT		39658		0

		701		CUST_41539_PI390587928		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		-1.3490839		-1.3481122		1.3632139		7.4270477		-0.43198013		-0.43094063		0.44701195		2.892789		NA		NA		NA		3.81E-04		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		TGTGTAGAGCGTGTAAATGTAATCCTATATATATGCGTCCATGCAAATGTCTTTCCTTTT		2213		AT4G33720.1

		45430		CUST_20424_PI390587928		6.13104		5.513267		4.914894		5.0552015		7.0917716		6.2454104		7.6721253		6.716608		7.842135		9.110345		8.210054		7.5483		-1.6822164		-7.2850275		-1.4518869		-1.7797711		-0.75036335		-2.8649344		-0.53792906		-0.83169174		NA		0.008139704		NA		NA		U35_44k_v1_45430		LOC_Os02g12560.1		No hits found		No hits found		TGATGATTGTTGTGGTGATTTCTAACTGGATGCCCCGTGTGAAACTGAAAAGGGAAAAAA		44303		0

		7784		CUST_5791_PI390587928		4.048817		4.8042235		1.8931872		4.517056		4.352842		4.9990625		6.4827056		5.2644124		4.3392525		4.6369996		5.355755		3.977929		1.0094639		1.2852623		2.1839666		2.4393272		0.013589382		0.36206293		1.1269507		1.2864833		NA		NA		2.37E-04		NA		U35_44k_v1_7784		LOC_Os05g43970.1		gb|AAT01307.1| 3e-39  hypothetical protein [Oryza sativa (japonica cultivar-group)]		LOC_Os05g43970.1 6e-41 heat- and acid-stable phosphoprotein putative expressed		ATCCCGTTAGATGTCAATTCTGAACTTGAGTTGTGGAAACGTGTTAACGCTAAATTTAAG		17326		AT5G46020.1

		7364		CUST_21339_PI390587928		7.722117		7.3315682		6.75754		7.282727		6.8949146		8.382893		8.7818		9.206832		6.907318		8.321524		8.50873		6.9635563		-1.0086344		1.0434554		1.2083768		4.734709		-0.012403488		0.061368942		0.27307034		2.2432756		NA		NA		NA		0.00844736		U35_44k_v1_7364		LOC_Os03g60570.1		gb|ABX39195.1| 2e-24  C2H2 zinc finger protein [Triticum aestivum]		LOC_Os03g60570.1 6e-23 zinc finger DNA-binding protein putative expressed		GGTGACTTGATTCATTCATTCATTCATTGGTTCGGAGATTATGTATACACGTTAACTGAA		20981		AT3G46070.1

		16371		CUST_33023_PI390587928		8.920428		9.1646385		8.583543		7.796038		8.804024		8.8506155		10.328003		9.344432		8.6727915		8.894225		10.457035		7.937078		1.0952288		-1.0306894		-1.0935599		2.652502		0.13123226		-0.04360962		-0.12903214		1.4073539		NA		NA		NA		0.008826807		U35_44k_v1_16371		LOC_Os03g03450.1		ref|NP_001048822.1| e-149  Os03g0126000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03450.1 1e-150 anthranilate phosphoribosyltransferase chloroplast precursor putative expressed		GATTTCATTGTTTTGACCTTTTTAACATATAGTTTGGCCCGATCTGGCCCGTTTATATAA		5882		AT5G17990.1

		8399		CUST_38800_PI390587928		7.558218		6.5715594		7.1106644		7.2045035		7.1496544		6.3636017		5.875124		6.1585846		6.597954		6.005382		6.5066147		7.184969		1.4658126		1.2818431		-1.5491649		-2.036913		0.5517006		0.35821962		-0.6314907		-1.0263844		NA		NA		NA		0.008324517		U35_44k_v1_8399		LOC_Os06g51500.1		ref|NP_001058665.1| e-107  Os06g0731700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g51500.1 1e-108 expressed protein		GATCTTTATGATTAGGCGTCCAGTGTTTGGTTACTTTCTAGACCGATCATACTTTATTTT		21043		0

		43219		CUST_32747_PI390587928		9.805405		9.133449		8.181188		9.134192		10.24624		10.164626		11.611661		10.621642		10.562838		11.350322		11.206887		9.889733		-1.2453903		-2.2747304		1.3238813		1.660835		-0.31659794		-1.1856956		0.4047737		0.7319088		NA		0.0044783317		NA		NA		U35_44k_v1_43219		LOC_Os03g47810.1		gb|EAY91415.1| 7e-39  hypothetical protein OsI_012648 [Oryza sativa (indica cultivar-group)]		LOC_Os03g47810.1 1e-40 nitrate and chloride transporter putative expressed		TCACCATCATCTCCGAGGTGTTCGGGCTCAAGTACTACTCCACGCTCTACAACTTCGGCG		39651		AT2G39210.1

		23881		CUST_29813_PI390587928		11.689697		11.733421		10.886163		11.843703		12.493449		13.584386		13.239581		13.050891		13.259808		13.441169		12.734151		10.988519		-1.7009708		1.104365		1.4195466		4.176725		-0.7663584		0.14321709		0.5054302		2.0623722		NA		NA		NA		0.010028296		U35_44k_v1_23881		LOC_Os06g13870.1		gb|EAZ36482.1| 3e-28  hypothetical protein OsJ_019965 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13870.1 8e-30 immediate-early fungal elicitor protein CMPG1 putative expressed		ATTGCATACTCGGTACACAAAATGATCATCACGGGAGAGAACTGAACATTGTTTAAAAAA		19921		0

		30817		CUST_19564_PI390587928		1.8263518		1.9890689		2.3763132		2.0635612		2.5698802		1.7664403		7.0590343		5.91943		3.3384926		3.0856256		6.6244316		2.7607205		-1.7036304		-2.4952517		1.3515387		8.930304		-0.7686124		-1.3191854		0.43460274		3.1587093		NA		0.01786122		NA		0.0037675034		U35_44k_v1_30817		LOC_Os04g59150.2		gb|AAW52724.1| 1e-84  peroxidase 10 [Triticum monococcum]		LOC_Os04g59150.2 1e-59 peroxidase 12 precursor putative expressed		TAAAAAGCTCAGCTACATCTGCAGGGAGGCAGCCATGACGTCTAGAGCAGCAGCCACCGT		1859		AT1G71695.1

		2573		CUST_25310_PI390587928		7.493321		8.323981		7.939738		7.900524		8.379734		9.437401		10.500482		8.921461		9.074177		9.781873		9.602058		7.4058747		-1.6182592		-1.2696861		1.8640276		2.8591502		-0.69444275		-0.34447193		0.8984232		1.5155864		NA		NA		0.0011829187		0.0066484045		U35_44k_v1_2573		LOC_Os08g04630.1		gb|EAZ05553.1| 0.0  hypothetical protein OsI_026785 [Oryza sativa (indica cultivar-group)]		LOC_Os05g26660.1 0.0 expressed protein		GATTTTGTCATGAGAAATATACTGTTGATGTGGAGGACCAGATTTTGTGCTGTGAAAAAA		7354		AT4G05020.1

		30738		CUST_21968_PI390587928		8.277232		9.062893		8.089486		8.754991		8.925587		10.457305		10.072996		10.171788		9.379574		11.266301		9.920276		8.778784		-1.3698207		-1.751992		1.1116637		2.6262503		-0.45398712		-0.8089962		0.15272045		1.3930044		NA		NA		NA		0.01665381		U35_44k_v1_30738		LOC_Os02g33590.1		gb|EAZ23349.1| 1e-54  hypothetical protein OsJ_006832 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g33590.1 3e-56 ubiquitin-protein ligase putative expressed		TGATGACGGTGAGAACCGAGCTGGTGCAGGAGGTGGTACGCGTGGTGTCTGACAGGGTGT		30777		AT2G35930.1

		11106		CUST_37325_PI390587928		5.428892		5.6551776		5.371796		5.695808		5.4921575		6.2503514		7.2298827		7.2544894		5.523334		6.3078284		6.286676		4.8351755		-1.0218451		-1.0406443		1.9227974		5.349166		-0.031176567		-0.057476997		0.9432068		2.419314		NA		NA		0.0021263969		0.007817108		U35_44k_v1_11106		LOC_Os01g31370.1		ref|NP_001043125.1| e-109  Os01g0498300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g31370.1 1e-111 glycosyltransferase putative expressed		AGTACCATGATTGGTGGATCACCAAGTACGGCCACATCGTCGACCAGCTCTCCGACTTCC		24267		AT2G41640.1

		6099		CUST_37330_PI390587928		2.2216685		2.3131254		1.7556673		2.265318		3.4661827		3.4231796		4.798398		4.4004855		2.9692452		3.1799352		4.449826		2.605809		1.4112147		1.1836516		1.2732999		3.4693768		0.4969375		0.24324441		0.34857225		1.7946765		NA		NA		NA		0.023554923		U35_44k_v1_6099		LOC_Os07g35680.1		gb|EAZ04214.1| e-107  hypothetical protein OsI_025446 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35680.1 1e-107 receptor-like serine-threonine protein kinase putative expressed		AGCCGTCAGTACCACTACCATATTCAGCTGCTAATCCAGATGACATCCAAAGCATCGATT		13643		AT4G23180.1

		24381		CUST_40738_PI390587928		1.9293057		2.1818492		2.6614206		2.379282		1.6201185		2.444609		5.8093925		4.758412		1.857998		4.98823		4.347491		3.4486074		-1.1792581		-5.830507		2.7547123		2.4790792		-0.23787951		-2.5436213		1.4619017		1.3098044		NA		0.012539429		0.0026366112		0.0054491716		U35_44k_v1_24381		LOC_Os11g37700.1		gb|EAZ18963.1| e-101  hypothetical protein OsJ_033172 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 1e-102 ATPase coupled to transmembrane movement of substances putative expressed		CAGCTCTAGCACATTTGAGATTGTGAAATACATAAGACAGTTGGTCCATGTGCTGAATGA		19170		AT1G66950.1

		26640		CUST_7304_PI390587928		3.9301512		4.4480495		3.5548751		3.5204637		3.6799018		3.3613126		2.1891084		1.9160391		3.1021404		3.1093292		2.8868225		3.388912		1.4925315		1.1908431		-1.6219329		-2.7757409		0.5777614		0.2519834		-0.6977141		-1.4728729		NA		NA		NA		0.030366972		U35_44k_v1_26640		LOC_Os05g48270.1		ref|NP_001056280.1| 9e-23  Os05g0556400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48270.1 1e-24 dopamine beta-monooxygenase putative expressed		ACTGTCACTCTTGCCACCGACGGAGAAGAGAGCTAGTGAGATCAGTATGGTGCGTGCGGT		25308		0

		906		CUST_27712_PI390587928		5.9480553		4.3991857		3.8207932		6.591418		6.517854		8.097534		6.1265335		10.788223		4.5844064		7.3693695		5.7230144		4.0072613		3.8196695		1.6565304		1.3227305		109.96968		1.9334478		0.7281647		0.40351915		6.780962		NA		NA		NA		0.0024726163		U35_44k_v1_906		LOC_Os12g36210.1		emb|CAB71340.2| 3e-26  putative proteinase inhibitor [Hordeum vulgare subsp. vulgare]		LOC_Os12g36210.1 4e-23 subtilisin-chymotrypsin inhibitor CI-1B putative expressed		ACCAGCATGCTACCTGTGGATCAATGTACTTGACCAGTTATTTATAATTTGTGCTTCATA		452		0

		18349		CUST_9345_PI390587928		11.363019		10.879741		9.984948		11.116315		11.236632		12.518254		12.195885		12.492508		11.726155		12.031899		11.649518		10.567951		-1.4039805		1.4009008		1.4604032		3.796202		-0.48952293		0.48635483		0.5463667		1.9245567		NA		NA		NA		0.013317989		U35_44k_v1_18349		LOC_Os05g04060.1		ref|NP_001065216.1| 9e-05  Os10g0546400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g39920.1 2e-06 expressed protein		TCAGGTGTAGTATTAATCAGTAGCGGTAGCCACGACCAGATACTTCGCTTTACAAACCCA		9873		0

		3083		CUST_39057_PI390587928		10.980033		11.2221575		11.60654		12.056697		10.605809		10.4969015		10.650148		10.966835		10.0827265		9.810258		10.859284		12.191995		1.4370226		1.6095346		-1.1559957		-2.3378131		0.52308273		0.6866436		-0.20913601		-1.2251596		NA		NA		NA		6.02E-04		U35_44k_v1_3083		LOC_Os01g09640.1		gb|EAY72864.1| 9e-78  hypothetical protein OsI_000711 [Oryza sativa (indica cultivar-group)]		LOC_Os01g09640.1 1e-78 MCB2 protein putative expressed		AATTTAGCCATGCAAATAAACAAGGAACGGGCTATCGATCGGCCACCTTATCATAAAAAA		6946		AT5G56840.1

		7598		CUST_36658_PI390587928		7.4906445		8.318812		6.8094573		7.7249513		9.005487		11.38506		10.995781		11.285373		9.530477		10.648327		10.479973		7.4999833		-1.4389228		1.6663985		1.4297948		13.78846		-0.5249891		0.73673344		0.5158081		3.7853894		NA		NA		NA		0.010363693		U35_44k_v1_7598		LOC_Os04g51150.1		gb|AAU11470.1| 4e-24  mitochondrial alternative oxidase 1d [Saccharum officinarum]		LOC_Os04g51150.1 4e-25 transposon protein putative unclassified expressed		TACCCAAAGATATGTTTTTGTAAGCCCGTAATTCTTGTAAGGACAACGCTACCCAGCGGC		15936		AT3G22370.1

		4999		CUST_8921_PI390587928		8.778108		8.492368		7.88282		7.179872		9.196842		9.276717		9.929958		9.830317		9.518735		9.47658		9.082856		6.305837		-1.2499694		-1.1485889		1.798884		11.507316		-0.32189274		-0.19986248		0.84710217		3.5244794		NA		NA		0.0024782366		0.006521958		U35_44k_v1_4999		LOC_Os01g11340.1		ref|NP_001042374.1| 4e-88  Os01g0211600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g11340.1 8e-90 CYP710A1 putative expressed		TTGCTCAGCATGCATGTTGTAACGCACTATGTAATTATGTATTATGGGAAAATACCACAT		16761		AT2G34500.1

		19447		CUST_766_PI390587928		10.829883		11.411231		10.492234		11.866757		10.760659		12.219508		11.842693		11.835594		10.841615		11.866353		11.163789		10.707231		-1.0577184		1.2773511		1.6009237		2.1861064		-0.080955505		0.35315514		0.67890453		1.1283636		NA		NA		0.0040709707		0.013279389		U35_44k_v1_19447		LOC_Os03g53020.1		ref|NP_001051221.1| 1e-86  Os03g0741100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53020.1 2e-88 helix-loop-helix DNA-binding domain containing protein expressed		CTGGGAATGTAAATTTGTAACTGCCCAATGTTCGAAATCCAATATAGATTTTTCTCGGAA		12364		AT5G43650.1

		14903		CUST_35673_PI390587928		7.8900437		7.854964		7.353124		3.2045696		8.05352		7.753143		4.7646947		2.2393897		7.4741197		7.7223473		6.617874		2.162376		1.4942282		1.0215753		-3.6129553		1.0548323		0.57940054		0.030795574		-1.8531795		0.07701373		NA		NA		0.0032617138		NA		U35_44k_v1_14903		LOC_Os10g05910.1		gb|EAY77717.1| 9e-43  hypothetical protein OsI_031676 [Oryza sativa (indica cultivar-group)]		LOC_Os10g05970.1 2e-44 proline-rich protein putative expressed		GCAAGAAATTACTATGTATGAATCATGCTACAATCAAGTGCAAAGTATTCCCACCCAAAA		133		0

		21749		CUST_14449_PI390587928		8.117839		9.290886		8.478314		8.019162		7.7824836		8.199931		5.693152		5.69325		7.290016		7.4736924		6.6569405		7.071588		1.4068489		1.6543205		-1.950425		-2.5996869		0.4924674		0.7262387		-0.9637885		-1.3783379		NA		NA		NA		0.002429526		U35_44k_v1_21749		LOC_Os01g17470.1		ref|NP_001042760.1| 8e-42  Os01g0281600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17470.1 2e-43 blue copper protein precursor putative expressed		TACAACTTCAGCCTCGGAGATTTCCTCATATTCAACACGGACAAAAATCACTCGGTGGTG		20061		AT1G08500.1

		49503		CUST_35930_PI390587928		3.4643738		3.4912927		3.1548367		3.5791645		3.3874185		3.1174088		6.220431		5.3760915		4.3678308		4.4871798		5.190148		3.8504221		-1.9730291		-2.5842955		2.042425		2.8792026		-0.98041224		-1.369771		1.030283		1.5256693		NA		0.038971778		NA		0.02811092		U35_44k_v1_49503		LOC_Os02g43430.1		gb|EAY86908.1| 1e-21  hypothetical protein OsI_008141 [Oryza sativa (indica cultivar-group)]		LOC_Os02g43430.1 4e-23 protein kinase APK1B chloroplast precursor putative expressed		ATGAGTAAAGTTTTAAGGCCTGGTGGTGGTAAAAATAGGTTGAAAAGCATGAGTGCAATT		51253		0

		4661		CUST_22188_PI390587928		4.1621537		4.9801025		5.12485		4.0346518		3.0064828		3.7600358		2.472267		2.00974		2.9820817		3.5691538		3.4629848		3.6728785		1.0170574		1.1414614		-1.9871736		-3.1670473		0.024401188		0.19088197		-0.9907179		-1.6631384		NA		NA		NA		0.017083729		U35_44k_v1_4661		LOC_Os06g05350.1		gb|ABL85062.1| 2e-93  expressed protein [Brachypodium sylvaticum]		LOC_Os06g05350.1 6e-89 DNA-binding protein p24 putative expressed		CTGAAACCTGAGTAAGCTCTGCGATTTGCCTATTAAAAAGGTAACTACTCTCTGAAAAAA		10234		AT2G02740.2

		12995		CUST_34859_PI390587928		5.045943		5.517821		3.752207		2.8197796		5.8738766		7.244597		8.764514		4.8088603		6.1473937		7.5352154		7.971457		2.458004		-1.2087511		-1.2231644		1.7327421		5.1012692		-0.27351713		-0.29061842		0.79305696		2.3508563		NA		NA		NA		0.038871486		U35_44k_v1_12995		LOC_Os09g37180.1		gb|EAZ45540.1| 2e-53  hypothetical protein OsJ_029023 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37180.1 5e-55 anthranilate N-benzoyltransferase protein 1 putative expressed		CTTTTCTCTTTGAGAACTGAATAATGCTACTGTGTGTACACAGATGTTATCTTGCACAAA		20247		AT5G48930.1

		9610		CUST_35284_PI390587928		4.6166024		4.522163		5.5653725		5.135502		4.077236		3.8225229		4.7997403		3.4385293		4.318189		3.8057616		4.628637		4.922482		-1.1817731		1.0116858		1.1259193		-2.7971406		-0.24095297		0.016761303		0.17110348		-1.4839528		NA		NA		NA		0.0015539506		U35_44k_v1_9610		LOC_Os01g72190.1		gb|EAZ14841.1| 5e-34  hypothetical protein OsJ_004666 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72190.1 1e-35 expressed protein		ATATCCAGTGCATTTGCTGGGATGAATTTCCAAGATGTGGGTGCTGATCCTACTGCTGAT		20591		AT2G38800.1

		2740		CUST_27293_PI390587928		11.136334		11.564148		10.945546		11.894852		11.937449		12.012492		13.078724		13.131076		12.127446		12.413924		12.623754		12.057331		-1.1407611		-1.3208183		1.3707546		2.1048899		-0.18999672		-0.40143204		0.45497036		1.0737448		NA		NA		NA		0.01787606		U35_44k_v1_2740		-		ref|NP_001053698.1| 3e-13  Os04g0589500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g49954.1 7e-15 expressed protein		AATAATCGCCATGTTCCTGGGTTTTCGGTGATGAAATGATATGCAGCATTACGTAAAAAA		6666		0

		6287		CUST_3012_PI390587928		5.315507		5.3691063		5.2667336		6.1397343		3.9107692		3.927764		3.0595953		3.3443573		3.1002617		3.3213966		2.609906		5.394043		1.7538283		1.522421		1.3657461		-4.1401577		0.81050754		0.60636735		0.4496894		-2.0496857		NA		NA		NA		0.017095814		U35_44k_v1_6287		-		No hits found		No hits found		TCGCTGAATGTAAGATGGAGATAAATAAAGAAGCAAGTGACACTCCTCTCTTGTGCATTT		12954		0

		461		CUST_7873_PI390587928		8.490711		8.396749		7.430496		7.5154076		9.909528		9.799111		11.770978		9.109993		10.50325		11.740748		11.809682		8.348242		-1.5091355		-3.8414128		-1.0271906		1.6955475		-0.59372234		-1.941637		-0.03870392		0.7617512		NA		0.006853029		NA		NA		U35_44k_v1_461		LOC_Os05g02200.1		gb|EAY96282.1| 1e-81  hypothetical protein OsI_017515 [Oryza sativa (indica cultivar-group)]		LOC_Os05g02200.1 2e-83 protein kinase putative expressed		CCACCATCGTGTAATTTTCATATTTGCAAAGCCACTACCTACCTAGAGTAATTACTTATT		8557		AT5G48540.1

		48909		CUST_34916_PI390587928		5.187012		4.784906		5.053644		4.76609		5.4522347		5.581934		7.4511986		6.9272156		6.5490327		8.661351		7.893494		7.964357		-2.1387947		-8.452729		-1.3587646		-2.0521574		-1.096798		-3.0794172		-0.44229555		-1.0371413		NA		0.00620116		NA		NA		U35_44k_v1_48909		LOC_Os12g04320.1		gb|EAY79896.1| 4e-29  hypothetical protein OsI_033855 [Oryza sativa (indica cultivar-group)]		LOC_Os12g04320.1 5e-31 flavonol 4-sulfotransferase putative expressed		GTTTGATGTTTGCAATCGTTCACCTTAATTTTCTTGCTCTTGTTGTAAACTCCAGCCTGG		None		AT2G03750.1

		6174		CUST_24455_PI390587928		10.9006195		11.803783		12.3211355		11.597243		10.123958		10.872295		10.221641		10.052304		9.938966		10.604929		10.428973		11.35521		1.1368105		1.2036086		-1.1545516		-2.4672537		0.18499184		0.2673664		-0.20733261		-1.302906		NA		NA		NA		0.014267048		U35_44k_v1_6174		LOC_Os09g25100.1		gb|EAZ07132.1| 3e-79  hypothetical protein OsI_028364 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 15 putative expressed		ACAGTAGGAGTACTATGTTGCTTCGTAAATTCATTAAACAACGCTTTCGCTTGCAAAAAA		15819		AT4G30960.1

		43355		CUST_5498_PI390587928		8.05689		7.894114		8.253034		9.0169115		9.395579		10.040776		11.294499		10.457759		10.127541		10.132916		10.750027		8.36131		-1.6608955		-1.0659503		1.4584872		4.2765546		-0.73196125		-0.0921402		0.5444727		2.096449		NA		NA		NA		0.016532077		U35_44k_v1_43355		-		No hits found		No hits found		TTCATCAATGTCTCTTGCCGGAGCTTGCGTAGACAAAGCTCATTCATAAGGAAACCCACT		39920		0

		9612		CUST_35282_PI390587928		7.626941		7.557118		6.9714713		6.797653		7.377323		7.221706		9.271657		6.3624473		7.3324146		6.7845826		7.9538083		6.1241417		1.0316178		1.353902		2.492941		1.1796064		0.044908524		0.4371233		1.3178487		0.23830557		NA		NA		0.0013127456		NA		U35_44k_v1_9612		LOC_Os05g30500.1		ref|NP_001055341.1| 6e-15  Os05g0368000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g30500.1 1e-16 expressed protein		ATAAATGGTTAAGCACACGGGTGGTACATGGACGCATGTGCGTTTCTTCCCGGAATAAAA		26355		0

		20987		CUST_26282_PI390587928		6.885857		8.372979		6.730866		7.2863674		6.568643		7.92767		5.9751472		6.0097756		5.305301		6.6747184		5.6933956		7.055532		2.4005115		2.3832853		1.21567		-2.0644484		1.2633419		1.2529516		0.28175163		-1.0457563		NA		0.042817228		NA		NA		U35_44k_v1_20987		LOC_Os09g10340.1		gb|EAZ08397.1| e-141  hypothetical protein OsI_029629 [Oryza sativa (indica cultivar-group)]		LOC_Os09g10340.1 1e-142 cytochrome P450 71D7 putative expressed		AGTGGGGGATGTCGGAGCTGATGCGCAACCCGAGGGTGATGAAGAAGCTGCAAGCCAGAT		21219		AT3G48270.1

		3499		CUST_15194_PI390587928		11.452308		11.345529		10.647122		11.593127		11.799377		13.073438		12.737639		13.463481		12.019471		12.719086		12.732165		11.395339		-1.1648092		1.2784113		1.0038016		4.1934624		-0.22009373		0.354352		0.0054740906		2.068142		NA		NA		NA		0.008419156		U35_44k_v1_3499		LOC_Os05g46020.1		gb|EAY98838.1| 8e-51  hypothetical protein OsI_020071 [Oryza sativa (indica cultivar-group)]		LOC_Os05g46020.1 1e-52 OsWRKY7 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		ACTAGTGCTGCCTACTTAACCGTGTAATAAAAATACCCATGTGCCGTTTCCCTCAAAAAA		10167		AT5G64810.1

		9597		CUST_10969_PI390587928		2.0710213		1.9600865		2.31838		2.1639137		2.8318112		5.0156083		9.047543		4.737628		3.396864		7.102574		8.424424		5.8729		-1.4794416		-4.248535		1.5402007		-2.1965997		-0.56505275		-2.0869656		0.6231184		-1.135272		NA		0.0041417573		NA		NA		U35_44k_v1_9597		LOC_Os07g03680.1		gb|AAZ94265.1| 6e-46  pathogenesis-related 1a [Triticum monococcum]		LOC_Os07g03710.1 5e-44 pathogenesis-related protein PRB1-3 precursor putative expressed		CCGGGCTTTGATTGTTTTGGTATTTGTCTTGTAACTTGTGATTCATCTTTGATTTGTTGT		19600		AT3G19690.1

		24674		CUST_10023_PI390587928		6.370954		6.49296		6.169558		6.0830607		6.4803424		7.3243136		7.7079024		9.411151		6.4865556		7.5910544		7.545525		7.4594026		-1.004316		-1.2030869		1.1191298		3.8684306		-0.006213188		-0.2667408		0.16237736		1.9517484		NA		NA		NA		0.002346946		U35_44k_v1_24674		LOC_Os02g38230.1		gb|AAP31851.1| 4e-94  NAR2.2 [Hordeum vulgare subsp. vulgare]		LOC_Os02g38230.1 7e-63 component of high affinity nitrate transporter putative expressed		GACCCACGACGACCTCAAGAAGGACAAGACCTGCCAGTTCAAGGTCACCCAGCAGCCCTA		25352		AT5G50200.1

		16697		CUST_28282_PI390587928		13.500476		13.263188		12.654968		13.134219		13.991127		13.670236		16.425402		16.539232		14.448638		14.262299		15.507998		14.515083		-1.3731706		-1.5074006		1.8887126		4.0675187		-0.45751095		-0.59206295		0.9174032		2.024149		NA		NA		NA		0.0040678303		U35_44k_v1_16697		-		emb|CAA69915.1| 9e-27  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 1e-15 subtilisin-chymotrypsin inhibitor 2 putative expressed		GGGGAAGTATGGATGTGTTATGTAATGTTGTTTTGTTCAAGTTGTAATAAGCATCGGTAA		3384		0

		37660		CUST_4434_PI390587928		2.5653753		2.8359573		4.018806		3.1530943		2.4975262		1.6534761		5.585726		4.6582847		2.0795982		2.403805		3.7122478		4.0681458		1.3360074		-1.6821762		3.6641483		1.5053917		0.41792798		-0.7503289		1.8734779		0.5901389		NA		NA		0.012812046		NA		U35_44k_v1_37660		LOC_Os07g37620.1		gb|EAZ40303.1| 3e-11  hypothetical protein OsJ_023786 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37620.1 4e-13 fiber expressed protein putative expressed		ATTTCAAGATCTGCATGGACGCCGCAGCGGAGGGTTACGAAGGCCGAGGTTGAGGTGGCG		None		0

		47675		CUST_21807_PI390587928		5.343741		4.6348205		3.1980715		3.13993		5.462024		4.4318676		5.433695		3.852147		4.926893		4.434938		4.5039825		2.2527423		1.4490737		-1.0021305		1.9048961		3.0301828		0.535131		-0.0030703545		0.9297123		1.5994048		NA		NA		0.002007467		0.03582331		U35_44k_v1_47675		-		gb|EAZ45740.1| 1e-06  hypothetical protein OsJ_029223 [Oryza sativa (japonica cultivar-group)]		No hits found		CATGCCGCCTTTTGGGGTTAAATAAGATAAGAGGATATGTTGAGAGCTGTGGTGACTTCT		48943		0

		15884		CUST_22942_PI390587928		10.299066		11.101841		10.428435		9.734375		9.928859		10.215623		7.633533		7.186951		9.462026		9.516231		8.807233		9.019395		1.3820723		1.6238207		-2.255895		-3.561398		0.4668331		0.6993923		-1.1736999		-1.8324437		NA		NA		NA		0.0033108103		U35_44k_v1_15884		LOC_Os08g23180.1		gb|ABI95393.1| e-155  fasciclin-like protein FLA3 [Triticum aestivum]		LOC_Os08g23180.1 1e-130 fasciclin-like arabinogalactan protein 8 precursor putative expressed		GTGCGTGTTTCGTTGTGTTTATAATACTACATATGGAAGACATCCTGGAGTTTTAGAGTG		None		AT4G12730.1

		50000		CUST_14156_PI390587928		2.9797447		3.391079		1.8826126		2.9026642		3.90421		5.6411767		5.809237		5.6957135		4.236836		5.497379		5.6267753		3.7154903		-1.2593033		1.1048096		1.1348187		3.9455411		-0.33262587		0.14379787		0.18246174		1.9802232		NA		NA		NA		0.0056536035		U35_44k_v1_50000		LOC_Os11g47870.1		gb|EAY81909.1| 1e-21  hypothetical protein OsI_035868 [Oryza sativa (indica cultivar-group)]		LOC_Os11g47870.1 8e-23 chitin-inducible gibberellin-responsive protein 2 putative expressed		AATGTTGGAGGAGTACGAGATGTGCATGCAGGGGATACAGGAGCTGCGCATCGCCATGGA		51990		0

		15287		CUST_10453_PI390587928		10.54501		10.386895		9.602576		9.207528		13.651138		13.436634		14.241151		12.694466		14.2094755		14.920119		13.667766		9.487901		-1.472571		-2.7962341		1.488011		9.231499		-0.5583372		-1.4834852		0.57338524		3.206565		NA		0.0051243105		4.55E-05		0.0037675034		U35_44k_v1_15287		LOC_Os09g39940.1		gb|ABU56004.1| 3e-39  blue copper-binding protein [Dasypyrum villosum]		LOC_Os09g39940.1 5e-35 blue copper protein precursor putative expressed		GATGTAAGAACTACTCCTTTGTATCTCTCATGTTTGTATGTAATCTACTAGTCTTTAGGC		3208		AT2G32300.1

		20198		CUST_5397_PI390587928		8.714007		9.704693		8.035573		8.487463		7.872853		8.546161		6.2785115		6.9935627		6.988916		7.6332803		7.0074105		8.266925		1.8454043		1.8828008		-1.6573738		-2.4172425		0.8839369		0.9128804		-0.728899		-1.2733622		NA		NA		NA		0.001370766		U35_44k_v1_20198		LOC_Os03g11320.2		gb|EAZ26032.1| 0.0  hypothetical protein OsJ_009515 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11320.2 0.0 heparanase-like protein 2 precursor putative expressed		ACAGTTCTAGAAACACCAACCATCATTCAAAGAGCTGCCCAAAGCTTTTAAATTATACTA		13120		AT5G61250.1

		6939		CUST_460_PI390587928		2.1413662		2.4956157		2.747878		2.294441		2.3224485		3.144785		4.632777		4.282003		2.4198055		2.5763543		3.3112888		1.7738209		-1.0698118		1.4829096		2.4992383		5.6890273		-0.097357035		0.56843066		1.3214884		2.508182		NA		NA		NA		0.00614095		U35_44k_v1_6939		LOC_Os01g72160.1		ref|NP_001104988.1| 7e-93  glutathione S-transferase GST 24 [Zea mays]		LOC_Os01g72150.1 4e-70 glutathione S-transferase putative expressed		CCAATTGCTAGCTATAAGTCATTCTCATGTCATCTATAGTCTATCTTATAGCCAACATGT		15264		AT3G09270.1

		11543		CUST_6209_PI390587928		7.2425303		7.638117		6.8243346		6.937546		7.953711		9.321198		10.4925995		9.2751255		8.315291		9.301976		9.602978		7.200584		-1.2848326		1.0134131		1.8526903		4.2121053		-0.36158037		0.01922226		0.88962173		2.0745416		NA		NA		NA		0.0013423937		U35_44k_v1_11543		LOC_Os07g40630.1		gb|EAZ04585.1| 4e-11  hypothetical protein OsI_025817 [Oryza sativa (indica cultivar-group)]		LOC_Os07g40630.1 8e-13 BRASSINOSTEROID INSENSITIVE 1 precursor putative expressed		TTCATTCCTTCGTGTACAAAAATGCGGTTGCTTAGTTGAGCCTGACGTCCATTGGAACCA		None		0

		27423		CUST_9908_PI390587928		6.387905		6.644562		6.3797183		6.997648		7.630507		8.710907		9.19034		8.672452		7.9727187		8.823743		8.835065		7.562017		-1.2676985		-1.0813518		1.2792295		2.1591074		-0.34221172		-0.112835884		0.35527515		1.110435		NA		NA		NA		0.01771109		U35_44k_v1_27423		LOC_Os07g02620.1		ref|NP_001056140.1| 1e-38  Os05g0533400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g45690.1 2e-40 expressed protein		GTAAGGAGTTGAAACAGGTTGTACTATGCCTAGAAACCATGGTTGTTGACATGAAGGAGT		25718		0

		25931		CUST_35195_PI390587928		4.703853		4.025446		4.4725966		4.117811		3.7817757		3.4849918		2.560298		3.0160239		3.9174986		3.2920444		3.5932589		3.546503		-1.0986432		1.1430967		-2.0462196		-1.4444089		-0.13572288		0.19294739		-1.0329609		-0.5304792		NA		NA		0.0050576394		NA		U35_44k_v1_25931		LOC_Os03g02720.1		gb|EAY88298.1| 6e-18  hypothetical protein OsI_009531 [Oryza sativa (indica cultivar-group)]		LOC_Os03g02720.1 1e-19 expressed protein		CAGTAAAACGACACACGAACTATGTCTTTAATTTGTGTGTGCATTGACATTCACTTTTAC		38321		AT4G00231.1

		17861		CUST_40306_PI390587928		6.029593		5.422726		7.2700095		4.6700873		5.878712		5.4440904		4.618331		2.2330196		5.7462783		5.2233195		5.670893		4.0363464		1.0961413		1.165356		-2.0742104		-3.4902415		0.13243389		0.22077084		-1.0525622		-1.8033268		NA		NA		NA		0.009787298		U35_44k_v1_17861		LOC_Os01g19020.1		gb|EAY73614.1| e-142  hypothetical protein OsI_001461 [Oryza sativa (indica cultivar-group)]		LOC_Os01g19020.1 1e-144 peroxidase 1 precursor putative expressed		CCCCCTGGCAGTGTGTCTTCAATAATCTTGTGTTTTTTCTGGTTCTATCCATTCTTTTGA		7666		AT4G33420.1

		30446		CUST_28205_PI390587928		6.5795445		7.840448		3.9340565		5.4615097		6.0535455		9.350892		6.75976		8.301747		6.091257		8.742569		6.1757474		3.9599774		-1.0264844		1.5244862		1.4990126		20.27697		-0.03771162		0.6083231		0.5840125		4.34177		NA		NA		NA		0.018083774		U35_44k_v1_30446		LOC_Os09g27410.1		dbj|BAD38225.1| 3e-14  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g27410.1 2e-16 conserved hypothetical protein		AGAGCTCGGGGATCAATTAGTTTAGTCGGCATGGAGTTCGAGACGATGGCGAGCCAGCAC		30366		AT1G05575.1

		3138		CUST_5316_PI390587928		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		-1.1943254		-1.0477192		1.7298586		2.8801112		-0.25619602		-0.06725216		0.7906542		1.5261245		NA		NA		NA		0.01447969		U35_44k_v1_3138		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		CTGACACCAAAGAGGATGTCAAGTTGTTTGTAAGAAATCACAAGTATGGTCTTGTTATTT		7171		AT1G10370.1

		50802		CUST_6898_PI390587928		9.274558		9.43825		9.267967		9.270596		8.8378935		8.912424		8.129199		8.065824		8.866406		8.355708		8.5412445		9.137719		-1.0199603		1.4709171		-1.3305709		-2.1021936		-0.028512955		0.55671597		-0.41204548		-1.0718956		NA		NA		NA		0.024517817		U35_44k_v1_50802		LOC_Os04g59540.1		gb|EAZ32523.1| 9e-15  hypothetical protein OsJ_016006 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g59540.1 2e-16 phosphatidylinositol-4-phosphate 5-Kinase family protein expressed		GCATGTTTTAGGCAAACTTTTGGGGGAAGCTTGGTCCGAAAAAGGACAGGTATCTTCTCA		33190		AT4G33240.2

		3680		CUST_16953_PI390587928		2.2120712		2.2739468		3.2963226		2.5967295		1.629295		1.9134151		4.540848		8.287918		1.757234		1.8471502		1.9336104		1.7332121		-1.0927315		1.0470024		6.093357		94.00764		-0.12793899		0.06626487		2.6072373		6.554706		NA		NA		0.00624825		5.00E-04		U35_44k_v1_3680		LOC_Os03g32170.1		gb|EAY90583.1| 0.0  hypothetical protein OsI_011816 [Oryza sativa (indica cultivar-group)]		LOC_Os03g32170.1 0.0 progesterone 5-beta-reductase putative expressed		GCAAGTCGTGAATAAACTATTTGTAGTCATCATGTGTTCACTGCGAATTGTCAGTGTTAA		8202		AT4G24220.2

		48304		CUST_38900_PI390587928		7.4529996		7.1477127		8.689468		8.046769		7.060322		6.902668		7.492271		6.6215854		6.5332856		6.5010757		7.772366		8.102119		1.4409659		1.320965		-1.2142749		-2.7905202		0.5270362		0.40159225		-0.2800951		-1.4805341		NA		NA		NA		0.004083494		U35_44k_v1_48304		-		No hits found		No hits found		GTTTCGGCTTTGGAGAGAGGGACTAAACACTAAAGCACATGTTAGGTAGTGTTGTTGCAT		49925		0

		6757		CUST_27431_PI390587928		7.7027664		9.243104		9.282267		8.530766		7.4200845		8.781975		8.719657		8.424352		7.5739303		8.154823		8.136798		6.89187		-1.1125312		1.5445124		1.4978145		2.8928304		-0.15384579		0.6271515		0.58285904		1.5324817		NA		NA		NA		0.021054989		U35_44k_v1_6757		LOC_Os02g06430.1		gb|EAZ21816.1| 7e-81  hypothetical protein OsJ_005299 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06430.1 2e-82 expressed protein		AAGGAGGAGAAGTTGCAAGTGATTGAAGACGTTGCTGATGAATTCGCAATCCCGTTTAAT		15120		AT1G79910.1

		15343		CUST_28730_PI390587928		7.9074326		8.743997		6.5941014		9.013553		6.172226		7.3587527		6.769176		8.995926		5.9622664		7.4294953		6.0565624		6.404564		1.1566557		-1.0502572		1.6387702		6.026674		0.2099595		-0.07074261		0.7126136		2.591362		NA		NA		NA		0.024528084		U35_44k_v1_15343		LOC_Os08g36920.1		gb|EAZ43061.1| 2e-52  hypothetical protein OsJ_026544 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g36920.1 3e-54 AP2 domain containing protein expressed		CATCCATATGTGTACCATTACATTTCGATGTCTATTGGAAGGACGAAATGAGTTGAAAAA		None		AT4G34410.1

		14430		CUST_9018_PI390587928		6.3083405		6.686077		5.882437		5.4942765		5.6665993		5.801958		6.0250564		6.898482		5.905763		5.615477		5.4065185		5.023739		-1.1803085		1.1379845		1.5353184		3.6673627		-0.23916388		0.186481		0.6185379		1.874743		NA		NA		NA		0.010145104		U35_44k_v1_14430		LOC_Os06g29180.1		sp|Q9ZRI8|FDH_HORVU 0.0  Formate dehydrogenase, mitochondrial precursor (NAD-dependent formate dehydrogenase) (FDH)		LOC_Os06g29180.1 0.0 formate dehydrogenase 1 mitochondrial precursor putative expressed		CAGGGGCACAAGACATGAACAAGATATTCATATGAATTGGGATGAATGATTAAAGTAATC		1459		AT5G14780.1

		38785		CUST_19690_PI390587928		9.2469		8.896856		8.423611		9.1300535		9.205234		10.050548		9.507812		9.808932		9.496227		9.984553		9.350208		8.658593		-1.2234827		1.0468061		1.1154325		2.2196608		-0.2909937		0.06599426		0.15760326		1.1503391		NA		NA		NA		0.0017643189		U35_44k_v1_38785		LOC_Os05g04520.2		ref|XP_001765646.1| 0.0  predicted protein [Physcomitrella patens subsp. patens]		LOC_Os05g04520.2 2e-36 pto kinase interactor 1 putative expressed		GGCATTCTTCGGTGAGGCCACTTGTAACACCATTTCTTCTTCTGTATGTTGTTTGAAACA		34707		AT3G62220.1

		17010		CUST_20191_PI390587928		2.8218822		2.739831		2.5951712		2.478796		2.8232582		3.8218415		6.8630805		5.872709		3.7187955		6.732739		6.3937755		5.0649886		-1.8603027		-7.5208592		1.3844424		1.7504431		-0.8955374		-2.9108975		0.46930504		0.8077202		NA		0.008044673		NA		NA		U35_44k_v1_17010		LOC_Os06g12330.1		gb|EAZ36355.1| 2e-62  hypothetical protein OsJ_019838 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g12330.1 4e-64 AAP8 putative expressed		AATCGGGTACACCATCACAGCATCCATCAGTGCCGCGGCTTTGTACAAGGCCCACTGCTT		31595		AT1G10010.1

		39016		CUST_20552_PI390587928		4.0502687		2.9614446		3.0122879		3.855037		3.2124512		2.7800004		1.6930546		1.9538273		3.0144298		3.085087		3.2152824		3.8909569		1.147124		-1.2354928		-2.8723426		-3.8294299		0.19802141		-0.3050866		-1.5222279		-1.9371296		NA		NA		NA		0.01421231		U35_44k_v1_39016		-		No hits found		No hits found		TATATGGGCATGACTTCATTTTGTAGGTTGTCGTACAAATGTTCTTTGGACTACGATATT		35052		0

		9428		CUST_11140_PI390587928		10.387768		11.050126		9.998536		10.673669		10.879659		11.607146		12.459477		12.057469		11.30489		11.756665		11.855397		10.614835		-1.3427875		-1.1091995		1.5200094		2.718168		-0.42523098		-0.14951897		0.6040802		1.4426346		NA		NA		NA		0.012329099		U35_44k_v1_9428		LOC_Os02g50490.1		gb|EAY87457.1| e-172  hypothetical protein OsI_008690 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50490.1 1e-173 endoglucanase 1 precursor putative expressed		GACAACCGGGACAACTACATGCAGACGGAGGCGTGCACGTACAACACCGTGCCCATGGTC		19889		AT2G32990.1

		6068		CUST_37358_PI390587928		9.11396		9.449101		7.7664027		8.592515		9.480865		9.761134		11.9505005		11.198901		9.37985		9.777023		11.579063		10.038022		1.0725272		-1.0110744		1.2936407		2.2359364		0.10101414		-0.015889168		0.37143707		1.1608791		NA		NA		NA		7.46E-04		U35_44k_v1_6068		LOC_Os10g33920.3		ref|NP_001064870.1| e-147  Os10g0479700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		TATTGTAAGGTGGTTCTTTTTTCGAAAATGAGCCAAAGCCCCGGCCTGGAAAGATGTATG		20673		AT2G28315.1

		39643		CUST_23625_PI390587928		4.7892475		4.378569		2.83999		4.53122		4.930464		5.856226		4.8240857		5.2247567		5.265675		6.4259477		4.5446053		4.115719		-1.2615621		-1.4842372		1.2137578		2.1570175		-0.33521128		-0.5697217		0.27948046		1.1090379		NA		NA		NA		0.04122269		U35_44k_v1_39643		LOC_Os01g42410.1		gb|EAZ12650.1| 7e-34  hypothetical protein OsJ_002475 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42410.1 2e-35 PDR5-like ABC transporter putative expressed		TATGCATTTGGACAGGTAATTTCTTAGACTGCTATTTCAGGGCATATGTACGAATGACCT		35830		AT1G15520.1

		8949		CUST_7527_PI390587928		5.0852876		5.8652644		2.9287279		3.2652442		9.622607		10.001117		12.580106		9.297777		10.30325		10.4256935		11.502383		4.120114		-1.602854		-1.3421787		2.1107016		36.193615		-0.6806431		-0.42457676		1.0777225		5.1776633		NA		NA		NA		0.0028458121		U35_44k_v1_8949		LOC_Os08g04350.1		ref|NP_001060957.1| 3e-32  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 6e-34 blue copper protein precursor putative expressed		CTTGAGTGCATCTCTATATAGTCGCAGGCACATGTGTATTTTATGTACATATTCAAGTAA		17277		AT5G26330.1

		0		CUST_5_PI390715121		13.330166		14.821406		14.4584		13.051259		12.4502325		13.9813385		11.663532		10.974246		11.806239		12.935405		12.745216		12.275191		1.5626485		2.0647023		-2.1165054		-2.4639027		0.6439934		1.0459337		-1.0816841		-1.3009453		NA		NA		NA		0.003842872		CslF6		0		0		0		CCGTGGGGTGGACGGCGGTATTCTTTTAGTATTATATATGGAAACAATAAATTTAATTTC		0		0

		48097		CUST_33615_PI390587928		7.629476		7.8413196		5.8218026		6.1774006		8.515165		10.515123		9.887764		10.527127		9.526296		10.686362		9.742968		6.8749537		-2.0154896		-1.1260251		1.1055746		12.572272		-1.0111303		-0.1712389		0.14479637		3.6521735		NA		NA		NA		0.0039166096		U35_44k_v1_48097		-		No hits found		No hits found		CTTTAGGTTAAGATTCCCTTTGTTTTAACATGATTATGATCCCTCAGTTGTGGGTCAAAA		None		0

		19974		CUST_26553_PI390587928		13.8314085		14.557895		15.505279		15.786522		13.560275		14.229378		13.219234		14.0501795		13.016194		13.114858		13.896672		15.562308		1.458091		2.1652298		-1.5992969		-2.8523061		0.54408073		1.1145201		-0.6774378		-1.5121288		NA		0.030931469		NA		0.009351316		U35_44k_v1_19974		LOC_Os06g43620.1		ref|NP_001058180.1| e-136  Os06g0643700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43620.1 1e-138 haemolysin-III related family protein expressed		CTGTACATAGTGATGCTCATGGCTGTTTGTTTCATTGTATGAGATGTAAAAGAAGAAGAA		12088		AT5G20270.1

		14351		CUST_3805_PI390587928		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		1.9420542		-1.9951196		-1.8141215		8.357427		0.9575834		-0.9964752		-0.85927105		3.0630589		NA		NA		NA		0.0020782168		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		CAAGCCTACTTACACTTGTACATGGAATGAAGAGGTGCTCTTCTCTCTGTGAAATTTGGC		2112		AT5G05340.1

		26484		CUST_26357_PI390587928		4.438521		3.84772		6.065153		5.630649		4.147278		3.5488183		5.3553557		4.2274175		3.4606388		3.799258		5.618955		5.781032		1.6095296		-1.1895696		-1.2004701		-2.935517		0.6866391		-0.25043964		-0.2635994		-1.5536146		NA		NA		NA		0.0038478188		U35_44k_v1_26484		-		No hits found		No hits found		GTGTAAATTTGTATGCACTGGTTGACTAATGAAGTTTCCAGTGCCTTTTCCATTAGAAAA		25517		0

		26826		CUST_21221_PI390587928		7.505211		7.5838456		6.199454		7.1518273		8.04357		8.464528		8.145646		8.281089		8.17957		8.39408		7.9343314		6.666866		-1.0988547		1.0500426		1.1577427		3.0614667		-0.13600063		0.07044792		0.21131468		1.614223		NA		NA		NA		0.019961823		U35_44k_v1_26826		LOC_Os02g10880.1		ref|NP_001065729.1| 3e-45  Os11g0145200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04860.1 7e-47 indole-3-acetate beta-glucosyltransferase putative expressed		TTCATGGACGAGCAGACGCGGGATGTCAAGGTCCTCGTCAACACTTTGGACCAACTGGAG		25586		AT4G15550.1

		7650		CUST_11094_PI390587928		12.211364		12.7228365		12.432919		11.407496		11.670581		12.077258		10.555624		9.303474		10.814685		11.199062		11.45523		11.208951		1.8098824		1.8380752		-1.8655561		-3.7463262		0.855896		0.87819576		-0.89960575		-1.9054766		NA		NA		0.0023150975		0.0088260975		U35_44k_v1_7650		LOC_Os07g38470.1		gb|EAZ40372.1| 5e-10  hypothetical protein OsJ_023855 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38470.1 1e-11 expressed protein		TGAATATACACAAGAGAGGATACAGGAGAGGAGGCTGTATGCACCAGTGATGATGATGGT		15770		0

		12457		CUST_12776_PI390587928		4.4346538		4.891637		2.679162		4.847388		4.5081363		6.1323953		5.8059945		6.7528157		4.9175687		5.7770743		4.681476		3.6401386		-1.3281631		1.2792702		2.1802876		8.649862		-0.4094324		0.35532093		1.1245184		3.112677		NA		NA		NA		0.003988489		U35_44k_v1_12457		LOC_Os12g23700.1		ref|NP_001066663.1| 7e-38  Os12g0424700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g23700.1 2e-39 PITSLRE serine/threonine-protein kinase CDC2L1 putative expressed		GGCAGCTGCTGGACGGCGCCAGGGCGATGCACGACCTCGGGGTCCTGCACCGCGACCTCA		30844		AT5G63370.3

		18504		CUST_5259_PI390587928		7.3253884		8.291388		5.9886303		6.42176		7.450353		8.665919		8.896774		8.12683		8.13536		8.442468		8.166183		4.705074		-1.6077094		1.1675235		1.6593184		10.716458		-0.6850066		0.22345161		0.7305908		3.4217563		NA		NA		NA		0.015994867		U35_44k_v1_18504		LOC_Os09g08130.2		ref|NP_001062693.1| e-163  Os09g0255400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g08130.2 1e-165 indole-3-glycerol phosphate synthase chloroplast precursor putative expressed		GCACCAGATGTAGATATGAATAAGAGCAATTTGCGCTCCATAATAATGTAATTCGTTCTT		10115		AT5G48220.2

		4943		CUST_38500_PI390587928		8.25623		8.693341		8.496647		6.9991364		7.8578153		7.993509		6.7161694		6.698115		8.227784		8.152179		7.7593055		6.975746		-1.292325		-1.1162575		-2.0607023		-1.212203		-0.3699689		-0.15866995		-1.0431361		-0.27763128		NA		NA		0.00400085		NA		U35_44k_v1_4943		LOC_Os10g42700.1		ref|NP_001065493.1| e-163  Os10g0577700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42700.1 1e-165 ATP binding protein putative expressed		TTCATTTCATTGCTTACGGATGTACACAAGCCCACCCGTGCAAAACATTCAACATCCAAA		13271		AT2G35500.1

		4289		CUST_4304_PI390587928		11.1866045		10.885769		9.950543		11.354026		12.345677		12.943787		13.737679		12.909373		12.683156		13.390239		13.338462		11.78152		-1.2635463		-1.3626851		1.3187916		2.1853335		-0.33747864		-0.44645214		0.39921665		1.1278534		NA		NA		NA		0.004548385		U35_44k_v1_4289		LOC_Os03g10950.1		gb|EAZ26000.1| 3e-74  hypothetical protein OsJ_009483 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10950.1 6e-76 catalytic/ protein phosphatase type 2C putative expressed		CTCTGTGCTTAAGCTTCTTCTGTGATCAATTCAGAGGTTGCTTTGCCCCCCTCCAAAAAA		51795		AT4G33920.1

		37772		CUST_15372_PI390587928		11.648007		10.333504		9.601435		10.62091		10.994293		10.3071785		14.093338		15.527789		10.949138		10.529332		13.284125		9.900336		1.0317944		-1.1664736		1.752255		49.434723		0.045155525		-0.22215366		0.8092127		5.627453		NA		NA		NA		0.001867104		U35_44k_v1_37772		-		No hits found		No hits found		CCCCCGTGAATATTGTGCGTGTCTACTCAATAACATGAATATTACTTGTATTTATCCAAA		33466		0

		14501		CUST_34140_PI390587928		7.553367		6.76592		9.45287		8.085795		6.4281178		5.8437867		6.9511		8.086808		6.8508306		6.3278236		7.723753		10.224253		-1.3404458		-1.3986518		-1.7084086		-4.39982		-0.4227128		-0.48403692		-0.7726531		-2.1374445		NA		NA		NA		0.012438225		U35_44k_v1_14501		LOC_Os03g42070.1		emb|CAA57995.1| 2e-06  low molecular weight oleosin [Hordeum vulgare subsp. vulgare]		No hits found		TTGTTGCCAAGTAGTTGTTGTCCTACTACAGTAGTACCCTAGCAGTATGTTTCCGTGGTC		1073		0

		22645		CUST_37839_PI390587928		6.7629924		7.3064804		5.0990586		5.127729		9.439038		10.79871		11.801673		9.725628		10.307448		11.220103		11.239924		7.308947		-1.8256499		-1.3392204		1.476057		5.3394117		-0.8684101		-0.4213934		0.5617485		2.4166808		NA		NA		NA		0.0024081948		U35_44k_v1_22645		LOC_Os03g08880.1		gb|EAZ25868.1| 1e-42  hypothetical protein OsJ_009351 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08880.1 3e-44 ATPUP3 putative expressed		CGTAAGACATTGTTTCATTTTAGGTAACACAGAGAAATCAAGTGCTACCCATTGAGTTAA		16892		AT1G28220.1

		34502		CUST_29630_PI390587928		5.6101913		5.9707627		5.2596416		5.921293		5.2311482		5.1112514		9.255887		7.6866093		5.7397537		7.4253697		8.572173		4.9202385		-1.4226744		-4.9730067		1.6062695		6.8039417		-0.5086055		-2.3141184		0.6837139		2.7663708		NA		NA		NA		0.0040474664		U35_44k_v1_34502		-		No hits found		No hits found		GTGTCTTTTCCCGTATATGCTTTTCTAATTCTAATCAAGATTAAACTTGATTTTCCGGCC		None		0

		11399		CUST_16876_PI390587928		4.569033		4.0945163		4.803936		4.0193896		5.106981		4.910563		5.5514507		6.9062104		5.756265		5.1503925		5.098743		4.4750514		-1.56839		-1.1808531		1.3686066		5.3932652		-0.64928436		-0.23982954		0.45270777		2.431159		NA		NA		NA		0.009120584		U35_44k_v1_11399		LOC_Os01g17010.1		gb|EAY73504.1| 1e-20  hypothetical protein OsI_001351 [Oryza sativa (indica cultivar-group)]		LOC_Os01g17010.1 4e-22 phospholipid-transporting ATPase 1 putative expressed		TCGAGCAGTTCCGACGGCTGTCGTATGTCTACTTCTCGCCTCACCGTGCTCACCAGCTCC		None		0

		3742		CUST_40630_PI390587928		5.567473		5.280649		4.3937826		5.1266274		5.505842		6.668369		6.6388183		7.1202607		5.9261165		6.46492		6.7054935		4.7013993		-1.338182		1.1514477		-1.0473003		5.3474884		-0.42027426		0.20344877		-0.066675186		2.4188614		NA		NA		NA		0.024585819		U35_44k_v1_3742		LOC_Os04g43440.1		gb|EAY94839.1| 0.0  hypothetical protein OsI_016072 [Oryza sativa (indica cultivar-group)]		LOC_Os04g43440.1 0.0 NB-ARC domain containing protein expressed		CATAAACAAGTTTCAGGGTCATTATTAACCCAGTTACATAGGATCACTACCCTTTTCAAA		19197		AT4G26090.1

		46286		CUST_17428_PI390587928		2.0937564		2.4447732		2.8186696		2.2687058		3.6094115		5.39611		6.4391932		5.604937		3.7474797		5.7464585		5.114763		1.7908025		-1.1004306		-1.2748685		2.50434		14.065946		-0.1380682		-0.35034847		1.3244305		3.8141346		NA		NA		6.59E-04		0.0010723587		U35_44k_v1_46286		LOC_Os02g47090.1		gb|EAZ24286.1| 1e-36  hypothetical protein OsJ_007769 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47090.1 3e-38 peptide transporter PTR2 putative expressed		TAGGATTATCTCAAACTTCGTTCGCATTACTTCATCTTCCGCTAGACACAGAGCTCGTCG		46174		AT2G02040.1

		20700		CUST_16933_PI390587928		11.727811		11.267807		10.904086		12.116937		12.381961		13.635731		13.529633		13.784059		12.731484		13.123233		13.28803		12.244899		-1.2741398		1.426518		1.1823056		2.906252		-0.34952354		0.5124979		0.2416029		1.5391598		NA		NA		NA		0.0063930564		U35_44k_v1_20700		LOC_Os06g33970.1		ref|NP_001057780.1| 2e-13  Os06g0530600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g33970.1 4e-15 VQ motif family protein expressed		GCTCATGATGTTTTCAGCCTTTTGCAGAACTGTGTACCAGGATTAGGATTAGAATCTTTT		15374		0

		185		CUST_38597_PI390587928		10.283004		9.903184		10.42395		10.233689		10.582574		9.804267		12.93742		12.588963		10.782707		9.968642		11.978477		10.041993		-1.1488045		-1.1206807		1.9438857		5.8440537		-0.20013332		-0.1643753		0.95894337		2.5469694		NA		NA		0.0014031016		0.0028738002		U35_44k_v1_185		LOC_Os01g71080.1		gb|EAY77146.1| 5e-09  hypothetical protein OsI_004993 [Oryza sativa (indica cultivar-group)]		LOC_Os01g71080.1 7e-10 xylanase inhibitor TAXI-IV putative expressed		TCCATCACGACGCTCCTCTCCGACGGCGTCCCGCTCCGGCAGCCCTTCGCCGGGAACCCC		4634		0

		40179		CUST_1032_PI390587928		5.44642		5.3141265		5.458994		6.190197		4.8579097		5.0190024		3.6144636		4.6317687		3.7604313		3.7459357		3.999295		6.0799446		2.1398036		2.4167476		-1.3057072		-2.7286284		1.0974784		1.2730668		-0.38483143		-1.4481759		NA		0.045939628		NA		0.014995477		U35_44k_v1_40179		LOC_Os09g37710.2		gb|EAZ45577.1| 9e-42  hypothetical protein OsJ_029060 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37710.2 2e-43 NIN-like protein 1 putative expressed		AAGTTTTTTGATTGTAAAGCACCTGGATGATGATTTAGAGTGGGTCTTGATGACATGCGA		36507		AT2G17150.1

		7116		CUST_19204_PI390587928		10.227048		10.052552		9.326757		9.694489		10.473103		10.70868		10.1884165		9.731912		10.608284		11.976399		10.496494		10.20239		-1.098231		-2.4078062		-1.238057		-1.3855685		-0.13518143		-1.2677193		-0.3080778		-0.47047806		NA		0.0043532075		NA		0.032404717		U35_44k_v1_7116		LOC_Os07g09000.1		ref|NP_001059077.1| 6e-93  Os07g0187700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g09000.1 1e-94 sec12-like protein 1 putative expressed		GTAAATGGTAATAGTTCGAGAATGCCATCGAGTATTTAGTGGGGCATTCAAGGTAGCCAA		18327		AT3G52190.1

		13447		CUST_38741_PI390587928		9.260105		9.308949		8.451403		8.15972		9.309223		8.690892		6.3107066		6.378779		9.231147		8.654549		6.813419		7.559548		1.0556096		1.0255114		-1.4168748		-2.2669759		0.07807636		0.036343575		-0.50271225		-1.180769		NA		NA		NA		0.0153494235		U35_44k_v1_13447		LOC_Os08g41890.2		gb|EAZ07761.1| 2e-70  hypothetical protein OsI_028993 [Oryza sativa (indica cultivar-group)]		LOC_Os08g41890.1 7e-43 microtubule-associated protein MAP65-1a putative expressed		AAGGTGGGGAATAACAGAAGCTGTACAGTCCATGATGAAGATAAAACATCAGGGATCTCC		26052		AT5G55230.1

		4747		CUST_15968_PI390587928		12.632281		12.923099		13.31087		13.586129		12.650655		12.366047		12.472455		12.429631		12.320199		12.33295		12.611293		13.647235		1.2574105		1.0232065		-1.1010178		-2.325601		0.33045578		0.033097267		-0.13883781		-1.2176037		NA		NA		NA		0.0024660572		U35_44k_v1_4747		LOC_Os03g53520.1		ref|NP_001051252.1| 7e-45  Os03g0746700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53520.1 1e-46 expressed protein		GCTTGTACCAGAGTAAGATAAGATCACAACCGAACATGTAAAATTAGTACTAGCTTCTGA		10905		0

		13856		CUST_34669_PI390587928		6.6908937		6.5089583		6.3664093		6.0593185		9.0302		8.353204		13.940418		12.93217		10.042822		9.970105		13.782199		10.342072		-2.0175743		-3.0671556		1.115909		6.0213976		-1.0126219		-1.6169014		0.15821934		2.5900984		NA		0.008883661		NA		5.00E-04		U35_44k_v1_13856		LOC_Os04g59150.2		gb|AAW52724.1| e-166  peroxidase 10 [Triticum monococcum]		LOC_Os04g59150.1 1e-112 peroxidase 12 precursor putative expressed		GGTGTATGATAAATGCAAGTTAAACCTTGTACTCTCTCCATTCTTCAACTTAGAATCCAT		1859		AT1G71695.1

		40512		CUST_10869_PI390587928		5.4451394		4.306887		6.0829034		4.968703		9.198548		7.8244305		11.97076		12.278904		8.352008		9.069848		12.968984		8.999654		1.7981838		-2.3708718		-1.9975384		9.708511		0.84654045		-1.2454176		-0.9982233		3.2792501		NA		NA		NA		0.004775703		U35_44k_v1_40512		LOC_Os07g48050.1		sp|P27337|PER1_HORVU 1e-46  Peroxidase 1 precursor		LOC_Os07g48040.1 9e-35 peroxidase 2 precursor putative expressed		CACCAGCACTTGAAAACGTCTATTTTAAGTACGAGCGGGCAGCAATCATGCATGCATCTA		33543		AT5G05340.1

		36510		CUST_6896_PI390587928		9.167619		8.973999		8.77853		9.4015665		9.554584		9.479104		10.981929		10.884662		9.892211		10.416091		10.535026		9.741826		-1.2636766		-1.9145255		1.3631111		2.208146		-0.3376274		-0.9369869		0.44690323		1.1428356		NA		0.02104112		NA		0.0050307107		U35_44k_v1_36510		-		No hits found		No hits found		CCTTTACTAAGGGTTTTTTGTTGTGATTGCAATTCTTATCTGAATAAGCAGATCCTCCAA		101		0

		672		CUST_19582_PI390587928		3.599889		3.9353826		3.0809708		3.206528		3.210395		3.9271336		3.8716648		6.4416203		4.244969		3.9644248		4.425314		5.06288		-2.0485084		-1.0261853		-1.4677937		2.6004121		-1.0345738		-0.03729129		-0.5536492		1.3787403		NA		NA		NA		0.0038225006		U35_44k_v1_672		LOC_Os01g17440.1		No hits found		No hits found		ACTTTGTCTTGTTATCGCTCGTGGTTCGTATTAAAACTGGGCCATCTCTGTTTTCCCCCT		6309		0

		5079		CUST_6129_PI390587928		13.061104		14.029643		13.740069		13.460339		12.218956		13.307389		11.253072		11.435613		11.578681		12.629273		12.374566		13.111377		1.5586262		1.6000488		-2.1757221		-3.1948853		0.640275		0.67811584		-1.1214943		-1.6757641		NA		NA		0.0028335887		0.0031433816		U35_44k_v1_5079		LOC_Os10g16910.1		No hits found		No hits found		GAGTTGAGTTGAGTTCAGATCACTGGGAAATAAGTCAGAGCTTGGAGTTGTGTCAAAAAA		15910		0

		1473		CUST_13677_PI390587928		10.120004		10.513248		10.489844		9.664801		9.514096		9.654671		7.7932124		7.7160687		8.901698		8.846684		8.637744		8.78412		1.5287983		1.750766		-1.7956816		-2.0965989		0.61239815		0.80798626		-0.84453154		-1.0680509		NA		NA		NA		0.0020247314		U35_44k_v1_1473		LOC_Os03g52630.1		dbj|BAA94257.1| 0.0  endo-1,4-beta-glucanase Cel1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52630.1 0.0 endo-14-beta-glucanase Cel1 putative expressed		TCATGGGCATGTTCACCAAATTCTCAAACATTATATAGCAATGGAGAATGAAGTGACTTC		4147		AT5G49720.1

		8304		CUST_20643_PI390587928		1.7727224		2.3381233		2.6080635		2.3019278		2.3019488		2.8870919		3.9797876		5.4468484		3.3421648		3.150172		3.1696892		2.969443		-2.0565355		-1.2000381		1.7533311		5.5689497		-1.040216		-0.26308012		0.8100984		2.4774053		NA		NA		NA		0.011544609		U35_44k_v1_8304		LOC_Os04g39610.1		emb|CAH67272.1| 5e-34  B0806H07.1 [Oryza sativa (indica cultivar-group)]		LOC_Os04g39610.1 1e-35 glycerophosphoryl diester phosphodiesterase family protein putative expressed		GATACAGTCCTGTACTGTGATGTCCGGCTCACAAAGGATGGCCTTGGCGTCTGCCTACCA		23785		AT1G66980.1

		2953		CUST_2267_PI390587928		6.3820915		5.5900483		4.8358526		5.7128825		7.0668035		7.219238		7.61336		6.737036		7.622482		8.961282		8.099898		7.511189		-1.4698596		-3.3450875		-1.401079		-1.7101854		-0.55567837		-1.742044		-0.4865384		-0.77415276		NA		0.0074447016		NA		NA		U35_44k_v1_2953		LOC_Os12g44020.1		ref|NP_001067369.1| 0.0  Os12g0637100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g44020.1 0.0 purple acid phosphatase precursor putative expressed		ACTGTCCATGATCGTAGTATCCCATCTAAGATATACTAGTATTCCAACGTGCTCAAAAAA		7098		AT2G16430.2

		19603		CUST_39932_PI390587928		6.1499214		6.087726		5.5596523		5.751161		5.323344		5.2910743		3.9221356		4.614776		5.318701		4.911963		4.636701		6.1513124		1.0032238		1.3005404		-1.640989		-2.9009717		0.0046434402		0.3791113		-0.7145655		-1.5365362		NA		NA		NA		0.011834304		U35_44k_v1_19603		LOC_Os04g44210.1		emb|CAH67876.1| 2e-52  OSIGBa0153E02-OSIGBa0093I20.5 [Oryza sativa (indica cultivar-group)]		LOC_Os04g44210.1 6e-53 expressed protein		TCTCCTCCAGAGAGTAGAGTAAATAGAAGATGTAGCACAAGAAACTAATAAGAACTAGCT		11447		AT3G07565.1

		41753		CUST_20936_PI390587928		5.5968213		5.4607987		5.021841		4.8911242		5.238506		5.619573		6.2321763		6.450765		5.3908195		6.0589404		5.3557763		4.125645		-1.1113504		-1.3560095		1.8357887		5.0110745		-0.15231371		-0.4393673		0.8764		2.32512		NA		NA		0.014621553		0.007581568		U35_44k_v1_41753		LOC_Os03g05750.1		gb|EAZ25614.1| 2e-28  hypothetical protein OsJ_009097 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g05750.1 5e-30 metal ion binding protein putative expressed		CGGATCCGCCTCCACTGCGACGGCTGTGCCGACCGCATCAGACGCCGAATCTACAAAATC		36923		0

		41189		CUST_34761_PI390587928		1.5879923		1.6970211		2.9653912		1.7301068		6.037187		5.998678		6.429985		8.130834		1.6883183		2.9604847		1.7807031		1.7543392		20.376987		8.214618		25.094198		83.08375		4.348869		3.0381935		4.649282		6.3764944		8.09E-04		NA		0.0023301977		2.04E-04		U35_44k_v1_41189		-		No hits found		No hits found		GAGAGGTTATAAATTGGGCTTTGTGATAACTTTAAGAGCTGTGTAGATTAGCGAGAGTTA		None		0

		16634		CUST_38157_PI390587928		14.070419		13.025319		13.267301		13.145496		14.303593		13.540994		14.743614		14.0856905		14.793851		14.740662		14.456616		13.473636		-1.4046962		-2.296868		1.2200986		1.5284346		-0.49025822		-1.1996679		0.2869978		0.6120548		NA		0.025216982		NA		NA		U35_44k_v1_16634		LOC_Os09g39770.1		No hits found		No hits found		GTTTTCGTTGCTGCATGCATGATCATTCCGAGAGTTGAAAAGAAAGATATTTTAAAGTTG		112		0

		16545		CUST_19782_PI390587928		4.7318287		4.4866123		4.308074		4.11252		4.8741775		4.6890864		7.1223373		5.6949754		4.8790803		4.0485864		6.747748		4.588049		-1.0034041		1.5588694		1.2964705		2.153863		-0.0049028397		0.64050007		0.37458944		1.1069264		NA		NA		NA		0.012184918		U35_44k_v1_16545		LOC_Os08g44370.1		ref|NP_001062489.1| e-167  Os08g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44370.1 1e-169 pyrimidine-specific ribonucleoside hydrolase rihA putative expressed		GTTTCTGGGTGGAAATGGACCGATTGCCACACATTTTTTGTGATATTCCTCTGTTTCAAA		5650		AT2G36310.1

		21795		CUST_29468_PI390587928		7.095379		6.77919		5.787126		6.71353		9.356206		8.806202		10.068574		8.987433		9.706306		9.286616		9.464075		6.883841		-1.2746494		-1.3951443		1.5204505		4.2977824		-0.35010052		-0.4804144		0.60449886		2.1035924		NA		NA		NA		0.005407067		U35_44k_v1_21795		LOC_Os02g16940.1		ref|NP_001046522.1| e-122  Os02g0271000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17090.1 1e-123 cucumisin precursor putative expressed		TCATACTTGACGATCACAGAAAGTCCAATTGTGAAGGTGTCACATGCCATGACCGTTGTC		19529		AT4G10520.1

		1296		CUST_3865_PI390587928		12.128421		12.669071		12.188699		12.555181		12.399628		13.471173		15.602627		14.732338		13.310764		13.885765		14.847267		13.243054		-1.8805265		-1.3329215		1.6880523		2.807495		-0.9111366		-0.4145918		0.75535965		1.4892836		NA		NA		NA		0.003708346		U35_44k_v1_1296		LOC_Os01g64120.1		ref|NP_001051821.1| 8e-38  Os03g0835900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61960.1 2e-39 ferredoxin-3 chloroplast precursor putative expressed		TGGAGATGGAGATGGAGAAGGCGAATAAAAATGAGGTGACTCTGATGGCATTATAAAAGC		3887		AT2G27510.1

		25863		CUST_9573_PI390587928		7.4090886		8.463862		6.652797		8.045232		6.4480414		7.9942894		8.340111		7.9079547		6.3043504		7.7494354		6.9097786		6.0437675		1.1047279		1.1849729		2.6950877		3.6406279		0.14369106		0.24485397		1.4303322		1.8641872		NA		NA		8.83E-04		0.01478778		U35_44k_v1_25863		-		No hits found		No hits found		CAGACTAGGCGTGAGGCCGAATAATGTAAACATGAATGAATGATTCAGGAACATGTAAAA		None		0

		23154		CUST_9777_PI390587928		9.180181		9.496493		8.213517		8.544912		9.758145		10.984899		10.171469		10.918645		10.093736		10.948547		10.049272		8.76094		-1.2618936		1.0255169		1.0883912		4.4620457		-0.33559036		0.036351204		0.12219715		2.1577053		NA		NA		NA		0.0041340124		U35_44k_v1_23154		LOC_Os05g41820.1		No hits found		No hits found		GAAATACGGAATTTGTAATTTTGTATATAGCAAATCTAGATCGTGGTTGGCTTCATGTCG		16910		0

		19336		CUST_10574_PI390587928		7.184595		8.665776		8.488701		7.957208		6.5495205		7.507852		3.828303		5.495155		5.881143		6.3139787		4.522364		7.4131756		1.5892845		2.2876613		-1.6178311		-3.7790425		0.6683774		1.1938734		-0.69406104		-1.9180207		NA		NA		NA		0.004548385		U35_44k_v1_19336		LOC_Os03g51970.1		gb|EAZ28461.1| e-123  hypothetical protein OsJ_011944 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51970.1 1e-124 growth-regulating factor 1 putative expressed		GGTGGTACTACTACGTTGTTGCATATCATCTGATAATGTCCAATTAATGTTGCAATGCCA		12060		AT2G22840.1

		14238		CUST_2679_PI390587928		7.76783		8.831788		6.306478		6.4102426		9.643321		12.038376		12.147403		12.00221		10.472245		11.422656		11.113967		6.039072		-1.7763603		1.5323223		2.0468931		62.38545		-0.8289242		0.6157198		1.0334358		5.9631376		NA		NA		NA		0.0045327386		U35_44k_v1_14238		LOC_Os04g43800.1		ref|NP_001053326.1| 7e-70  Os04g0518400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g43800.1 2e-71 phenylalanine ammonia-lyase putative expressed		TTCCGGAGCTAGAGCTTCTGCTTATGTAAGTGAAAGGGTATAAATTTTCATGACAAAAAA		1802		AT3G53260.1

		21018		CUST_23517_PI390587928		11.242023		10.763974		11.637272		11.098029		11.832757		11.580302		13.275108		12.639408		11.8628845		11.46463		12.998006		11.038964		-1.0211024		1.0834796		1.2117587		3.0323658		-0.030127525		0.11567211		0.27710247		1.6004438		NA		NA		NA		0.02603302		U35_44k_v1_21018		LOC_Os10g38470.1		ref|NP_001065121.1| 7e-81  Os10g0528100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38470.1 1e-82 glutathione S-transferase GSTU6 putative expressed		TCGTGATGATGCACGCTCAAATTGCAACCGAGGCCGCCACAACAAACTAATTAGAAAAAA		14304		AT1G10360.1

		2152		CUST_37618_PI390587928		11.492374		12.028801		12.213365		12.065797		11.19152		11.196565		11.478892		10.88181		11.083809		11.136796		11.586701		12.155028		1.0775172		1.0422987		-1.0775905		-2.4170012		0.10771084		0.059768677		-0.10780907		-1.2732182		NA		NA		NA		9.71E-04		U35_44k_v1_2152		LOC_Os02g07820.1		gb|EAY84681.1| 2e-66  hypothetical protein OsI_005914 [Oryza sativa (indica cultivar-group)]		LOC_Os02g07820.1 4e-68 expressed protein		TGTTCTGAAGTTTCAGGAAGAGAAGCAGCTAATTTGCTGCATGTTGAATGGGTTAAAAAA		5394		AT1G19200.1

		48928		CUST_34851_PI390587928		6.469149		6.437676		6.4395065		6.559395		6.174167		5.5895314		5.355898		5.1372304		6.261934		6.3798065		6.109879		6.431558		-1.0627238		-1.7294042		-1.6864401		-2.4526267		-0.08776665		-0.7902751		-0.7539811		-1.2943277		NA		NA		NA		0.0024726163		U35_44k_v1_48928		-		No hits found		No hits found		GTTTTTTGGTTTATCCCGTTTCCCCCCTTGATTTGATATCCCCCAGTTAACCCAATGTTT		None		0

		16147		CUST_3577_PI390587928		5.3675027		5.2322545		5.664007		6.4618993		5.885156		5.082817		3.413617		5.646563		3.8614638		4.035421		5.0371203		3.6538448		4.0662317		2.0667963		-3.0812237		3.9798615		2.0236924		1.0473962		-1.6235034		1.9927182		NA		NA		NA		0.008560717		U35_44k_v1_16147		LOC_Os08g44270.1		ref|NP_001062479.1| e-143  Os08g0556900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44270.1 1e-145 vignain precursor putative expressed		TCGACCCATTGTATGTAAACAGCTTACGTTATCCTGGTTTCCTCATTGTTGTGCAAAAAA		5626		AT5G50260.1

		1160		CUST_7046_PI390587928		11.930018		11.856766		10.6839		11.673447		11.879325		13.055322		11.906841		12.58842		12.218535		12.953673		11.989021		11.0576105		-1.2650641		1.0729986		-1.0586165		2.889479		-0.3392105		0.10164833		-0.08218002		1.5308094		NA		NA		NA		0.015516474		U35_44k_v1_1160		LOC_Os01g28790.1		gb|AAL70106.1|AF467539_1 2e-52  putative aldehyde dehydrogenase BIS1 [Hordeum vulgare]		No hits found		AAGGTTTACGTGTTCGAATCATTATGCTTTGAATCAGTCACATCGAGGATAAATGTTGAT		2524		AT5G62530.1

		42868		CUST_21664_PI390587928		1.571602		1.658391		1.6512276		1.8770918		2.1190302		3.6257994		4.5304503		6.093821		4.0673294		3.239084		3.3678067		2.8090675		-3.8591928		1.3074135		2.2386727		9.745617		-1.9482992		0.3867154		1.1626437		3.2847536		NA		NA		NA		0.0030777608		U35_44k_v1_42868		-		ref|XP_001261785.1| 4e-47  acc synthase [Neosartorya fischeri NRRL 181]		LOC_Os06g03990.1 6e-22 aminotransferase ACS12 putative expressed		AAGCTGGAATTCGCTATAACAAGCAAGCTAACGCTGGGTTTTTCCTCTGGATCGATCTCT		38827		AT4G08040.1

		1901		CUST_36258_PI390587928		12.153354		11.349341		10.5412035		10.884427		12.803691		11.984752		13.356911		12.991483		13.31414		13.079784		12.978345		12.299846		-1.4244939		-2.1361792		1.3000488		1.6151152		-0.5104494		-1.0950327		0.3785658		0.69163704		NA		0.009552831		NA		0.0018301301		U35_44k_v1_1901		LOC_Os01g27210.1		emb|CAD29475.1| e-112  glutathione transferase F2 [Triticum aestivum]		LOC_Os01g27210.1 4e-74 glutathione S-transferase IV putative expressed		GTTTTGCGTTGTTTGTGTTCCACGCATGAATAAAACAAAATGCTTTCGGTTTCTCTAAAA		13240		AT3G62760.1

		15347		CUST_28726_PI390587928		8.424777		8.509905		7.5800996		8.731191		7.021257		7.44496		6.456555		9.646541		6.935377		7.5915895		6.661709		7.4130516		1.0613347		-1.1069801		-1.1528094		4.702699		0.0858798		-0.14662933		-0.20515394		2.233489		NA		NA		NA		6.02E-04		U35_44k_v1_15347		LOC_Os09g35030.1		gb|AAX23701.1| 1e-96  HvCBF6 [Hordeum vulgare subsp. vulgare]		LOC_Os09g35030.1 1e-56 sbCBF6 putative expressed		CTTTGCGCATCAGCTCAGCTACATGAAAGAAAAAATTACTGTTTCTGATTTTTGTCCAAA		2479		AT4G25480.1

		20244		CUST_8348_PI390587928		5.735336		6.5004478		5.447996		5.2403855		5.5688415		6.419556		6.466789		6.7108245		5.860672		6.6638923		6.006804		5.4896145		-1.2241926		-1.1845475		1.3755273		2.3314219		-0.29183054		-0.24433613		0.45998478		1.22121		NA		NA		NA		0.0050663813		U35_44k_v1_20244		-		ref|NP_001058805.1| 7e-41  Os07g0124600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03240.1 1e-42 ribonucleoprotein like protein putative expressed		CAAAACTTGTTTCGGAATCGGTCTGGGTTACACATGTTATCTGTGCGTGGTGATAAGTTA		14106		AT5G55550.2

		31910		CUST_31664_PI390587928		5.7285666		5.778282		4.7031484		5.884939		7.2108893		7.370186		7.892713		7.4502277		7.168754		7.8297696		7.479084		6.0833335		1.0296366		-1.375145		1.3320323		2.5791473		0.04213524		-0.45958376		0.41362906		1.3668942		NA		NA		NA		0.039345697		U35_44k_v1_31910		LOC_Os03g11590.1		gb|ABF94634.1| 2e-23  integral membrane family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11590.1 6e-25 expressed protein		ATTGCCTGTCAGCATCTTTGCTCTCCATTATCAACAAATGGGCAATCATGAAATTCCCGT		8660		AT1G76340.1

		34414		CUST_7125_PI390587928		4.870381		4.217462		4.61386		4.451548		3.607934		3.0351417		2.9374294		2.2663357		3.2011547		3.6229713		3.7711124		4.29518		1.3257229		-1.5029839		-1.7822293		-4.0807776		0.4067793		-0.5878296		-0.833683		-2.028844		NA		NA		NA		0.025746342		U35_44k_v1_34414		-		No hits found		No hits found		ACACAGTATTCCCCTGTGTACCTGTGTCTGTGTCCAACTTTCCTCTTTTTACAAAGATAC		None		0

		33838		CUST_27617_PI390587928		10.972087		11.013345		11.400345		8.866533		10.633301		10.851031		9.181735		7.476622		10.05963		10.514712		10.063163		8.775253		1.4883052		1.2625312		-1.8421975		-2.4599538		0.5736704		0.33631897		-0.88142776		-1.2986312		NA		NA		NA		0.048134565		U35_44k_v1_33838		LOC_Os02g55870.1		gb|EAY87898.1| 8e-06  hypothetical protein OsI_009131 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55870.1 1e-07 heparanase-like protein 3 precursor putative expressed		CATGCTCACCTGCAAATGAAGTAAGCTGTAAGGCTGAAATATTTGTGATTTATCATTGTT		10851		0

		7291		CUST_12063_PI390587928		9.9288025		10.863593		10.3341055		11.103989		10.060986		11.520474		12.090497		12.157845		10.754181		11.665833		11.375991		10.037605		-1.6168606		-1.1060059		1.6409215		4.3476605		-0.69319534		-0.14535904		0.71450615		2.1202393		NA		NA		NA		0.0019378323		U35_44k_v1_7291		LOC_Os02g53750.1		gb|EAY87739.1| 7e-67  hypothetical protein OsI_008972 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53750.2 2e-68 protein kinase APK1A chloroplast precursor putative expressed		TTCTTCTTTCTTGGTGACGGTATTTTGTATCCCAAGAGCAAAAGCTGTTAGTACAAAAAA		18196		AT2G05940.1

		5662		CUST_10750_PI390587928		5.630262		5.2299533		5.1069336		6.4386697		5.7299385		5.3136134		9.828769		8.741756		5.997677		5.758465		8.265392		6.877304		-1.203919		-1.3611739		2.9554472		3.6412969		-0.26773834		-0.4448514		1.5633764		1.8644524		NA		NA		0.0011522194		0.0020948658		U35_44k_v1_5662		LOC_Os04g52504.1		No hits found		No hits found		TCTCTTCAGTTCGTTGGCTGTTCAAATGATTTCGTTCATGCCCCAAAAAGTGTATTTTTT		12336		0

		13570		CUST_36740_PI390587928		7.230267		6.096283		6.402266		7.011274		7.715603		7.386783		10.377117		11.067238		7.773187		6.850771		9.904691		8.571296		-1.0407217		1.449959		1.387441		5.6409655		-0.057584286		0.5360122		0.4724264		2.495942		NA		NA		NA		0.001743508		U35_44k_v1_13570		-		emb|CAA09372.1| 1e-16  GRAB2 protein [Triticum sp.]		No hits found		GGAGTGCTGATTAATCTTAGGCTAGGGTGTGATAACTGATAACTGTTTGAATTAATTAAG		24230		0

		42710		CUST_21963_PI390587928		2.8359601		2.3926566		1.7877566		2.6226492		2.646046		2.9957836		6.388443		2.433874		2.7427437		4.9521317		5.9856033		2.243806		-1.0693231		-3.880784		1.3221077		1.1408175		-0.09669781		-1.9563482		0.40283966		0.190068		NA		0.011144443		NA		NA		U35_44k_v1_42710		LOC_Os04g32340.1		gb|EAY78878.1| 1e-09  hypothetical protein OsI_032837 [Oryza sativa (indica cultivar-group)]		LOC_Os02g06620.1 1e-08 brassinosteroid LRR receptor kinase precursor putative		CTTTTGTCACAATCCGATGCTGGGGCTGTAAACTCTCTGTGCGTCTTCATGATTAGCAAA		38550		0

		14101		CUST_30777_PI390587928		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		-1.3012955		-2.1033974		1.2068193		1.2858433		-0.37994862		-1.0727215		0.27120972		0.36271477		NA		0.01474537		NA		NA		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		ACTTATGTACTGTACTCTTAAACTAAATATGGTGTTGCAATGACGAGGTCGCGTAAAAAA		406		AT4G34050.1

		36348		CUST_40783_PI390587928		9.614785		9.997154		9.14621		8.968621		9.434965		9.519597		10.262518		10.65628		9.73795		9.535378		9.744868		9.105096		-1.2336946		-1.0109988		1.4316211		2.930575		-0.3029852		-0.015781403		0.51764965		1.5511837		NA		NA		NA		0.0033721016		U35_44k_v1_36348		-		ref|XP_383860.1| 8e-89  hypothetical protein FG03684.1 [Gibberella zeae PH-1]		No hits found		GAAATCAGATGCTCAATAAAGACTAGTATTTCCTAATGGCATTGCGCTCTCCTATCTGGA		7437		0

		35478		CUST_20867_PI390587928		8.999722		9.882417		8.217308		10.018694		9.836635		12.337283		12.262105		12.603742		10.316165		11.895458		11.603512		9.363209		-1.3942897		1.3583214		1.5785426		9.451431		-0.47953033		0.4418249		0.6585932		3.2405329		NA		NA		NA		0.007480465		U35_44k_v1_35478		-		No hits found		No hits found		GGAGCTTAGGATATACTGTATAATATACTCCCTCTCTATCACAATACTTATAGTTGTGGG		36240		0

		27764		CUST_10345_PI390587928		7.226933		7.2009735		7.691652		7.5989685		6.550766		6.7581496		5.9084487		5.67203		6.2496066		6.462471		6.702812		7.289205		1.2321342		1.2274622		-1.734312		-3.0677376		0.30115938		0.29567862		-0.7943635		-1.6171751		NA		NA		NA		0.003842872		U35_44k_v1_27764		-		No hits found		LOC_Os02g20720.1 5e-04 speckle-type POZ protein putative		GTGTAATTGTACTTCCTCCGTTCGAAAATACTTGTCTTAGGAATGAATGAATCTAGACTT		25027		0

		8102		CUST_41543_PI390587928		7.7207055		7.09775		6.483663		6.603946		8.280286		8.005668		7.4285245		6.7085633		8.624176		9.234563		8.091279		7.657293		-1.2691743		-2.3438742		-1.5831023		-1.9301721		-0.3438902		-1.2288952		-0.66275454		-0.9487295		NA		0.00485411		0.0015810354		NA		U35_44k_v1_8102		LOC_Os04g35410.1		gb|EAY94188.1| 1e-38  hypothetical protein OsI_015421 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35410.1 7e-40 expressed protein		GTATGCGGTGTTGGCATTGTTTAACACCTCAAAAGATCTTGGCAAAATAATAACAAACTT		20598		AT1G34320.1
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		40469		CUST_35443_PI390587928		1.746569		1.8866307		2.5342662		2.0405204		3.1055498		5.0779815		5.0585175		6.003268		1.7281109		1.6022757		1.985273		1.7188586		2.565039		9.13466		5.752748		15.592143		-1.0128764		-1.2178656		-1.4630643		-1.2497693		-0.018458128		3.191351		2.5242512		3.9627473		1.3589808		-0.28435493		-0.54899323		-0.32166183		Yes		Yes		Yes		U35_44k_v1_40469		-		No hits found		No hits found		TTGCGTGGTATTCACGTGAATTCCTTCGTAAGGTTTACAAGAATCATTCAAAATTTTGCG		None		0

		31001		CUST_34494_PI390587928		1.7326549		1.8392706		2.2480574		1.8993984		2.3682644		2.3825223		2.8699923		6.2243237		2.663648		2.4197178		1.9316745		1.725417		1.553594		1.4572533		1.5389378		20.041595		1.9065878		1.4953127		-1.2452047		-1.1281676		0.93099296		0.54325175		0.6219349		4.3249254		0.6356095		0.5804472		-0.31638288		-0.17398143		Yes		Yes		Yes		U35_44k_v1_31001		LOC_Os04g55040.2		ref|NP_001040286.1| 8e-24  vacuolar ATP synthase subunit D [Bombyx mori]		LOC_Os04g55040.2 1e-22 vacuolar ATP synthase subunit D 1 putative expressed		TATATTATCTCGGAACTGGACGAGCTGGAGCGTGAGGAGTTCTACAGACTGAAGAAGATT		31142		AT3G58730.1

		46243		CUST_17474_PI390587928		4.8914413		5.8350616		6.3741517		5.1332183		7.620177		7.9766045		8.328256		9.858753		5.833449		5.834931		5.7436795		4.931904		6.6287436		4.412337		3.8747518		26.456217		1.9211998		-1.0000906		-1.5480716		-1.1497455		0.94200754		2.141543		1.954104		4.725535		2.7287354		-0.0001306534		-0.6304722		-0.20131445		Yes		Yes		Yes		U35_44k_v1_46243		-		ref|XP_001554467.1| 2e-07  hypothetical protein BC1G_07055 [Botryotinia fuckeliana B05.10]		No hits found		TATACAAGCGTGATGTGTTCAAATCTCCGGATCCATGTGCTGTGGCGACTCTCGGCGGCG		46050		0

		40953		CUST_25140_PI390587928		5.616793		6.3045516		7.002552		6.7079773		7.4286942		7.482906		7.835195		8.480256		7.5738034		7.1467795		6.9696045		6.9068756		3.5110464		2.2631845		1.7809451		3.415931		3.8825655		1.7928166		-1.0231003		1.1478215		1.9570103		1.1783543		0.83264303		1.7722788		1.8119011		0.84222794		-0.03294754		0.19889832		Yes		No		No		U35_44k_v1_40953		-		ref|XP_387228.1| 8e-41  hypothetical protein FG07052.1 [Gibberella zeae PH-1]		LOC_Os05g03020.1 5e-10 transcription factor IIIA putative expressed		TATCAGACGAGAGAGAGAGAGAGAGCAGCATTAATACGCAAGGAGCGAATATTTAGGTCG		None		0

		46009		CUST_19067_PI390587928		1.6018697		1.7325474		1.9435595		1.7154016		2.4942777		1.4968444		2.4423494		6.169214		1.578317		1.5135918		1.6151185		1.5757049		1.8562719		-1.1774803		1.4130279		21.914474		-1.0164595		-1.1638907		-1.2556558		-1.1016735		-0.023552656		-0.23570299		0.4987899		4.453812		0.892408		-0.21895564		-0.32844102		-0.13969672		No		Yes		Yes		U35_44k_v1_46009		-		No hits found		No hits found		CGTTACACCACTTAGACTATGCAATATTTGCATTGAGCCAAGTAAAATTTGCCTTCTAAA		45520		0

		13697		CUST_40076_PI390587928		4.7724023		5.4224358		4.223779		4.3117547		5.102155		5.713196		6.036926		6.126592		4.8113427		4.833303		4.3986087		3.9995928		1.2567981		1.2232846		3.5140789		3.5182		1.027359		-1.5043422		1.128831		-1.2415668		0.03894043		0.29076004		1.8131466		1.8148375		0.32975292		-0.5891328		0.17482948		-0.31216192		Yes		No		No		U35_44k_v1_13697		LOC_Os07g44140.1		gb|AAT68297.1| 0.0  cytochrome P450 CYP709C1 [Triticum aestivum]		LOC_Os07g23570.1 1e-167 cytochrome P450 72A1 putative expressed		TATTCTAAGCATGGACGAGATCATAGATGAGTGCAAGACCTTCTTCTTCGCAGGGCATGA		3047		AT2G46950.1

		12793		CUST_42283_PI390587928		1.6895231		1.553978		1.6220127		1.6003281		2.4301736		3.1324558		4.328651		6.1643825		1.6049881		1.6232537		1.6768732		1.6124347		1.6709291		2.9865458		6.5279875		23.654692		-1.0603459		1.0491898		1.0387586		1.008427		-0.084535		1.5784779		2.7066383		4.5640545		0.74065053		0.06927574		0.054860473		0.012106657		Yes		Yes		Yes		U35_44k_v1_12793		-		No hits found		No hits found		TGAGAGTGCGTGCGTCACTGTCAATAAGGTCGAGGTTAAAATATTTAGTGGCATATCAAA		23848		0

		45962		CUST_30341_PI390587928		1.5430194		1.6059424		1.6797689		1.5906898		8.393056		8.067157		8.281232		10.8614		1.5098457		1.5980161		1.693915		1.8951758		115.36299		88.10882		97.10427		617.6775		-1.0232606		-1.0055091		1.0098536		1.2349786		-0.03317368		6.4612145		6.601463		9.27071		6.8500366		-0.007926226		0.01414609		0.30448604		Yes		Yes		Yes		U35_44k_v1_45962		-		No hits found		No hits found		CCTCCCAATTAGTTAGATTAAACCAATACTGACTGCCGCGAAATTATTCCTGAAATTTAA		45410		0

		13554		CUST_36785_PI390587928		1.5094099		1.5501776		1.8787898		1.5487576		4.046641		5.0318213		4.635802		4.4402223		1.5503665		1.5172008		1.5692452		1.5749115		5.804738		11.170669		6.759947		7.420234		1.0287957		-1.023121		-1.2393165		1.0182939		0.040956616		3.4816437		2.757012		2.8914647		2.537231		-0.032976747		-0.30954456		0.026153922		Yes		Yes		Yes		U35_44k_v1_13554		-		No hits found		No hits found		CAGCTCATATTCATGTATTCTTAGTAGACCAAATCCCAATCAGGTACCATCTACCAGAAA		36291		0

		43433		CUST_19926_PI390587928		2.4159677		3.3513834		2.7920449		2.638387		8.644113		10.165557		9.725716		11.2872925		3.1718776		2.5353637		3.186406		2.9332888		74.964966		112.53061		122.24834		401.4025		1.6886964		-1.7605422		1.3143605		1.2268015		0.7559099		6.8141737		6.933671		8.648906		6.2281446		-0.8160198		0.39436102		0.29490185		Yes		Yes		Yes		U35_44k_v1_43433		-		ref|XP_001550502.1| 9e-35  hypothetical protein BC1G_10461 [Botryotinia fuckeliana B05.10]		No hits found		AGGCGTTTGGGGGACGGGAGTTTATAGGTTCATATCGTAGTTATTAGAAAACAAAAACGA		40066		0

		45993		CUST_1429_PI390587928		3.971475		4.033591		5.0872936		3.8774807		7.9701295		7.253282		8.028575		10.281956		4.9049006		4.815165		4.7991967		4.187348		15.985086		9.315875		7.6809316		84.71087		1.9098054		1.7190056		-1.2210286		1.2395935		0.93342566		3.2196913		2.9412813		6.404475		3.9986546		0.78157425		-0.2880969		0.30986714		Yes		Yes		Yes		U35_44k_v1_45993		-		ref|XP_001587428.1| 2e-18  hypothetical protein SS1G_11420 [Sclerotinia sclerotiorum 1980]		LOC_Os08g40610.1 2e-07 30S ribosomal protein S16 putative expressed		TATGGCAGTGATGTGCGCTTCAAAGACGTCAAACTTGACTCGGCCCGCGCCCAATACTGG		45477		0

		39659		CUST_23582_PI390587928		1.4840012		2.218875		1.5970874		1.5275913		7.957889		8.348023		8.86245		7.8529115		1.4666482		1.4503042		1.81038		1.6304549		88.88622		69.99347		153.84804		80.188324		-1.0121008		-1.7035813		1.1593311		1.0739028		-0.017352939		6.1291485		7.2653623		6.3253202		6.473888		-0.7685708		0.2132926		0.10286355		Yes		Yes		Yes		U35_44k_v1_39659		-		No hits found		No hits found		GGAACAGTCTATTGCTAGAGTCAAGTTACTACTTAGTAAGTGATTAGATACCTGGATAAT		None		0

		46014		CUST_39346_PI390587928		1.3887857		1.4111041		1.4056159		1.4048972		8.8631115		8.957763		9.424754		12.194022		1.3826586		1.4713345		1.4022352		2.6310031		177.8264		186.96942		259.41864		1769.4993		-1.004256		1.0426322		-1.0023462		2.3393471		-0.006127119		7.5466585		8.019138		10.789125		7.4743257		0.060230374		-0.0033807755		1.2261059		Yes		Yes		Yes		U35_44k_v1_46014		-		No hits found		No hits found		TGCTAGTATAGCCAGGTGCGTGAGTTTAGCCTCCAATAAATGAAGAGTATGAGTAAAAAA		45526		0

		11062		CUST_30248_PI390587928		1.4588566		1.4341959		1.4892248		1.7772461		1.6058502		1.8082485		3.546965		5.755283		1.5049006		1.5332127		2.208472		1.4720855		1.1072598		1.2959882		4.1633368		15.7582655		1.03243		1.0710433		1.6463227		-1.2355562		0.046043992		0.37405264		2.0577402		3.9780369		0.14699364		0.099016786		0.7192472		-0.30516064		Yes		Yes		Yes		U35_44k_v1_11062		LOC_Os08g02230.1		gb|EAZ41305.1| 1e-46  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 3e-48 FAD binding domain containing protein putative expressed		CCTTGTCTTTGTATCTGCAAGGCTTTTGATTTCTGTCTTGGTCATCTAAATAAACTTTCA		22536		AT2G46740.1

		12762		CUST_35038_PI390587928		1.3526236		1.4639379		1.3917894		1.3677677		3.4247262		4.874514		4.8206544		6.1602063		1.3308424		1.3223448		1.3545245		1.3364058		4.2049904		10.633734		10.769392		27.711992		-1.0152122		-1.1031226		-1.0261666		-1.0219765		-0.021781206		3.4105763		3.428865		4.7924385		2.0721025		-0.1415931		-0.037264943		-0.031361938		Yes		Yes		Yes		U35_44k_v1_12762		-		ref|XP_001550502.1| 2e-28  hypothetical protein BC1G_10461 [Botryotinia fuckeliana B05.10]		No hits found		ATTTTACTAGTGACGAATCTGATACTGAGTCCATCAAAGAAACAATCGATGCCATGGTTT		25219		0

		46517		CUST_38093_PI390587928		1.7099257		1.4207133		1.4318737		1.3891968		3.7268512		1.9763218		4.140902		6.205992		1.3540643		1.3405129		1.374195		1.3584571		4.047204		1.4697884		6.5388107		28.183823		-1.2797494		-1.0571649		-1.0407897		-1.0215358		-0.3558613		0.5556085		2.7090282		4.8167953		2.0169256		-0.080200434		-0.0576787		-0.030739665		Yes		Yes		Yes		U35_44k_v1_46517		LOC_Os04g47250.1		gb|AAG17470.1|AF123610_9 1e-15  cytochrome P450 [Triticum aestivum]		LOC_Os04g47250.1 2e-16 cytochrome P450 86A2 putative expressed		TAGCCACCAGTGGAGTGCATACACGCACGTACACTTGCAGAGCCTGAGCTTGCTTGGGAA		46733		0

		14318		CUST_8711_PI390587928		2.2700558		1.42876		1.8229059		2.1700306		2.9421158		2.5708458		2.7977016		5.357392		1.3501636		2.059705		2.1139796		1.3478112		1.5933465		2.2069988		1.9653629		9.109433		-1.8919739		1.548579		1.2235506		-1.7681239		-0.9198922		1.1420858		0.9747957		3.1873612		0.67206		0.63094497		0.29107368		-0.8222194		Yes		No		No		U35_44k_v1_14318		-		sp|P32024|JI23_HORVU 6e-92  23 kDa jasmonate-induced protein		LOC_Os04g24478.1 1e-29 jasmonate-induced protein putative		GGCTATTTGTTTCCTTAATAAGTATCAGATATAAGGCACTCTTCTGAGAGTCTTTTCTCA		1680		0

		10680		CUST_37791_PI390587928		7.20659		7.711222		7.161396		7.21159		7.698628		7.651638		8.0312605		9.085342		7.562292		7.5972595		6.939773		6.973272		1.40643		-1.0421653		1.8274912		3.664846		1.279608		-1.0821966		-1.1660446		-1.1796166		0.35570192		-0.05958414		0.86986446		1.8737526		0.49203777		-0.11396265		-0.22162294		-0.23831797		No		Yes		Yes		U35_44k_v1_10680		LOC_Os02g39490.1		gb|AAV64232.1| 2e-19  unknown [Zea mays]		LOC_Os02g39490.1 2e-16 carbonyl reductase 3 putative expressed		ACGCGGGCGTGGTGGTCGAGGGACACGGTGGCCGTGGTGACGGGCGCGAACCGGGGCATC		33159		0

		41140		CUST_34799_PI390587928		1.2687696		1.2930217		2.2019331		1.274912		6.3742414		7.12367		7.3442783		7.9969697		1.2804829		1.2701684		1.2788402		1.2778617		34.427074		56.911507		35.318336		105.57012		1.008152		-1.0159668		-1.8961761		1.0020467		0.011713266		5.8306484		5.1423454		6.722058		5.1054716		-0.022853255		-0.92309296		0.0029497147		Yes		Yes		Yes		U35_44k_v1_41140		-		No hits found		No hits found		CCCATGGATCTTGGAATAAGGGTGCCCAATAAGAGATTTTTACAGTAGCTCATAAGTTGC		None		0

		46140		CUST_6832_PI390587928		4.300072		5.0695243		5.77359		4.6691437		5.4503193		7.3545003		7.22844		11.517436		4.828666		3.7339957		4.9189143		4.431174		2.2195191		4.87356		2.74128		115.223595		1.4425226		-2.5236793		-1.8083524		-1.179332		0.528594		2.284976		1.4548497		6.8482924		1.1502471		-1.3355286		-0.85467577		-0.23796988		Yes		Yes		Yes		U35_44k_v1_46140		-		No hits found		No hits found		ATGGATTTGGTGGGGGGAATATATGTAGTTGGGAAATAAATCTGATACTCCCCCAAAAAA		45787		0

		11733		CUST_20299_PI390587928		4.6054134		5.18518		5.378328		4.5476985		4.98196		5.1480265		5.6521316		6.9543247		5.2909203		5.0383625		5.16848		4.702291		1.2982303		-1.0260875		1.2089912		5.302329		1.6082668		-1.1071247		-1.1565663		1.1131072		0.6855068		-0.03715372		0.2738037		2.4066262		0.37654638		-0.14681768		-0.20984793		0.15459251		No		Yes		Yes		U35_44k_v1_11733		LOC_Os09g26920.1		ref|NP_001063283.1| 5e-38  Os09g0441000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26920.1 7e-40 subtilisin-like protease precursor putative expressed		CGTCGCCGAGGGACCACGACGGGCACGGCACCCACACGGGGTCCACGGCGGCGGGGGCCG		24629		AT3G14067.1

		15431		CUST_9948_PI390587928		1.8396257		1.604061		1.3711596		1.361117		1.3008562		1.9658281		1.9430324		4.2061057		1.7074085		1.7169844		1.344161		1.33989		-1.4527329		1.2849989		1.486452		7.1850033		-1.0959767		1.0814173		-1.0188901		-1.0148222		-0.13221717		0.36176705		0.57187283		2.8449888		-0.5387695		0.11292338		-0.02699852		-0.021227002		No		Yes		Yes		U35_44k_v1_15431		LOC_Os02g36830.1		ref|NP_001047223.1| e-157  Os02g0578100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36830.1 1e-159 cytokinin-O-glucosyltransferase 2 putative		CACCCTACGAATGCAATGCCCAACCTAAAGATCAACAGGTGATTCAGTGTTCAGACTAAA		11709		AT1G22360.2

		23678		CUST_21891_PI390587928		6.1714153		6.5320582		6.6304946		6.3799872		6.8097916		6.8598456		7.5551605		8.536333		6.1333137		5.6754785		6.3425446		5.9848385		1.5565763		1.255087		1.8982446		4.4578433		-1.0267619		-1.8107405		-1.2209042		-1.3150784		-0.038101673		0.3277874		0.9246659		2.1563458		0.63837624		-0.8565798		-0.28795004		-0.39514875		Yes		No		No		U35_44k_v1_23678		LOC_Os01g66490.1		ref|NP_001045038.1| e-101  Os01g0888300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66490.1 1e-103 NAC transcription factor putative expressed		AGCAGGTAGCAGAGACCGTCAAGCCCTCCGGTGGCTCATTAGGATTCCTACAGTCGGCCG		21044		AT2G02450.2

		23585		CUST_16654_PI390587928		1.5021057		1.7832948		1.2768923		1.749884		7.068191		11.929202		11.496506		12.136418		1.2603173		1.6247654		2.1889255		2.158918		47.376026		1132.9806		1192.3673		1338.6237		-1.1824576		-1.1161488		1.8816955		1.3277963		-0.24178839		10.145907		10.219613		10.386535		5.5660853		-0.1585294		0.9120332		0.4090339		Yes		Yes		Yes		U35_44k_v1_23585		-		No hits found		No hits found		ATGCGTCAATGAGTGGTTGGTTGGAAAATTCTCTAAGAGCCATACAAACTAGTTTATTAA		21204		0

		46155		CUST_6804_PI390587928		1.4459864		1.4561305		1.5098772		1.7872828		6.364674		6.5094743		7.3596554		10.14866		1.4713726		1.5870265		1.4595761		1.9711962		30.246323		33.20535		57.67116		328.87073		1.0177522		1.0949736		-1.035481		1.135961		0.025386214		5.053344		5.849778		8.361377		4.918688		0.13089597		-0.050301075		0.18391335		Yes		Yes		Yes		U35_44k_v1_46155		-		No hits found		No hits found		TAGTCAAATGGAACCAACAGTGCAGGGTATAAGATATCCATTGCCTTACCCTTGAAAAAA		45822		0

		25792		CUST_15379_PI390587928		1.6028905		1.8114853		1.5977436		1.5542812		4.6208625		4.7554045		5.374653		8.293978		1.6564263		1.4203974		2.4955144		1.4808892		8.100281		7.6949887		13.70765		106.86877		1.0378053		-1.3113819		1.8631848		-1.0521877		0.05353582		2.9439192		3.7769094		6.7396965		3.017972		-0.3910879		0.89777076		-0.07339203		Yes		Yes		Yes		U35_44k_v1_25792		-		ref|XP_001588772.1| 2e-08  predicted protein [Sclerotinia sclerotiorum 1980]		No hits found		ACTTGATCCTCGATGAAAGTTTCAGTCCAAAACATATGAGGCGAATGGATGAAGTTATTT		25820		0

		50901		CUST_7962_PI390587928		1.5214043		1.4755421		1.5187055		1.4710392		1.8093954		2.546065		2.9714725		5.0024924		1.5370241		1.4649583		1.6953889		1.4828829		1.220939		2.1001947		2.7373254		11.563074		1.0108857		-1.0073631		1.1302825		1.0082432		0.015619874		1.070523		1.452767		3.5314531		0.28799117		-0.010583758		0.17668343		0.011843681		Yes		Yes		Yes		U35_44k_v1_50901		-		No hits found		No hits found		ACCCCTTGTATGTTGGCCGAGTAGCCTAAGAGTCAATTCAAAGTCTTTTCCCCGAAAAAA		None		0

		46247		CUST_17470_PI390587928		1.8185073		1.5405974		1.7549286		1.5528971		5.434097		4.989898		6.517126		9.763574		4.5338435		3.3128974		2.8759754		1.8735696		12.257472		10.923027		27.137154		296.251		6.567464		3.415981		2.1750474		1.2489126		2.7153363		3.4493008		4.7621975		8.210676		3.6155896		1.7723		1.1210468		0.3206725		Yes		Yes		Yes		U35_44k_v1_46247		-		ref|XP_381571.1| 1e-11  hypothetical protein FG01395.1 [Gibberella zeae PH-1]		No hits found		GATGTAGAAGTATATGAATTAAGGGACGATCTTCGCGACTCTTCAGTTATCCCATTAAAT		46066		0

		37521		CUST_36744_PI390587928		1.3364235		1.3894572		1.3826755		1.364016		2.4996614		3.2222004		3.7957737		5.6562715		1.3829031		1.5600629		1.3804475		1.8265873		2.2395952		3.5621374		5.3261695		19.59285		1.0327418		1.1255308		-1.0015455		1.3779956		0.046479583		1.8327432		2.4130983		4.2922554		1.1632379		0.17060566		-0.0022280216		0.46257126		Yes		Yes		Yes		U35_44k_v1_37521		LOC_Os03g08060.3		gb|ABB90961.1| e-105  elongation factor 1-alpha [Rhizophlyctis rosea]		LOC_Os03g08060.2 5e-83 elongation factor 1-alpha putative expressed		CTCTGCTATCGTTAAGATGGTTCCCACTAAGCCTATGTGTGTGGAGTCTTACACTGACTA		33231		AT5G60390.3

		45719		CUST_756_PI390587928		1.4866303		1.5979406		1.5660969		1.5179882		7.6540704		8.314294		9.60201		12.045457		2.3982494		2.7580738		1.547239		2.3718247		71.87608		105.15353		262.45248		1475.9915		1.8811555		2.2347806		-1.0131571		1.8073007		0.91161907		6.7163534		8.0359125		10.527469		6.16744		1.1601332		-0.018857956		0.85383654		Yes		Yes		Yes		U35_44k_v1_45719		-		ref|XP_001913063.1| 5e-18  unnamed protein product [Podospora anserina]		LOC_Os02g14059.1 1e-18 60S ribosomal protein L11-1 putative expressed		CCGTTTACAGCAAGGCTCGTTACACCGTCCGAACTTTCGGTGTCCGACGTAACGAAAAGA		44911		AT5G45775.2

		12355		CUST_38970_PI390587928		1.4397074		1.4857868		1.5204468		1.4756197		2.7532387		2.6171906		3.6736991		5.252704		1.4799223		1.5147014		1.5031494		1.4938593		2.4854918		2.190718		4.4482946		13.709312		1.028267		1.0202442		-1.0120618		1.012723		0.040214896		1.1314038		2.1532524		3.7770844		1.3135313		0.02891457		-0.017297387		0.018239617		Yes		Yes		Yes		U35_44k_v1_12355		LOC_Os05g31020.1		ref|XP_001273901.1| 3e-96  peptide chain release factor eRF/aRF, subunit 1 [Aspergillus clavatus NRRL 1]		LOC_Os07g39870.3 4e-86 eukaryotic peptide chain release factor subunit 1-1 putative expressed		GATTAACATCGATTTCGAGCCTTTCAAGCCTATCAACACCTCACTGTACCTCTGTGACAA		24073		AT3G26618.1

		46235		CUST_17493_PI390587928		1.480146		1.5344375		1.5836892		1.5372648		3.6828802		5.063747		5.554409		7.486153		1.4642458		1.5661482		1.4912624		1.4875451		4.603509		11.545904		15.678545		61.77231		-1.0110822		1.0222235		-1.0661621		-1.0350637		-0.015900254		3.5293093		3.9707198		5.9488883		2.202734		0.031710625		-0.09242678		-0.04971969		Yes		Yes		Yes		U35_44k_v1_46235		-		No hits found		No hits found		GTGGGACACACAGCAACCTAATCACATAGTTTGCTAGTTAAATATATACGCAAAACATAA		46029		0

		50204		CUST_31431_PI390587928		4.8825636		4.2154384		4.915232		4.4552994		4.9898267		4.8999906		5.2516627		6.0826836		4.237023		4.1893163		4.165466		4.1330695		1.0771828		1.607203		1.2626288		3.089523		-1.5643255		-1.0182713		-1.6815205		-1.2502615		-0.6455407		0.6845522		0.33643055		1.6273842		0.10726309		-0.026122093		-0.74976635		-0.32222986		No		Yes		Yes		U35_44k_v1_50204		LOC_Os03g38930.1		gb|EAY90799.1| 2e-40  hypothetical protein OsI_012032 [Oryza sativa (indica cultivar-group)]		LOC_Os03g38930.1 4e-42 expressed protein		ATGGACTTTATCCTCACCTGGGTGCACCACCTCACTGGCCTCGGGGTAGACAATCTCCTT		52254		AT2G35610.1

		34658		CUST_37735_PI390587928		3.1846817		3.7712886		4.1583724		4.678551		4.476213		4.5932846		5.2244287		6.7457643		4.6941686		4.619039		4.6799026		3.6521766		2.4478774		1.7678502		2.093702		4.1907635		2.8470876		1.7996925		1.4354769		-2.036899		1.5094869		0.821996		1.0660563		2.067213		1.2915313		0.8477504		0.52153015		-1.0263746		Yes		No		No		U35_44k_v1_34658		LOC_Os01g08760.1		gb|EAY72803.1| 3e-18  hypothetical protein OsI_000650 [Oryza sativa (indica cultivar-group)]		LOC_Os01g08760.1 7e-20 choline/ethanolamine kinase putative expressed		ACAGAAATGTTAGTCGGACGAGATTTTACAGGCTCTTGCGGGGTCTTGCCATCTAAGTAA		11743		AT1G74320.1

		28493		CUST_10261_PI390587928		6.255047		6.3280144		4.334858		5.858907		6.246635		6.723316		6.782564		7.0877934		6.0706906		5.834619		5.590349		5.028253		-1.0058477		1.3152179		5.45548		2.3438597		-1.1363097		-1.4077541		2.3874843		-1.7784916		-0.18435621		0.39530182		2.4477062		1.2288861		-0.008411884		-0.49339533		1.2554913		-0.83065414		Yes		Yes		Yes		U35_44k_v1_28493		LOC_Os07g44140.1		gb|AAT68297.1| 1e-92  cytochrome P450 CYP709C1 [Triticum aestivum]		LOC_Os07g23570.1 8e-78 cytochrome P450 72A1 putative expressed		TTTGAGTATGGACGAGATCATAGATGAGTGCAAGACATTCTTCTTTGCCGGGCATGACAC		27392		AT2G46950.1

		46073		CUST_7567_PI390587928		1.6718206		2.1518407		2.2263358		2.2895858		7.05689		6.2214255		7.4956517		9.998298		3.6928189		3.4009607		1.8926786		2.3815672		41.789524		16.790634		38.567554		209.19603		4.0586452		2.3769639		-1.2602038		1.065833		2.0209982		4.069585		5.2693157		7.7087116		5.3850694		1.24912		-0.33365715		0.09198141		Yes		Yes		Yes		U35_44k_v1_46073		-		ref|XP_001542556.1| 4e-05  predicted protein [Ajellomyces capsulatus NAm1]		No hits found		AATAAAATTTCAACAGATGGCCACTAGCGTAGCCACCACAACTCTACATGAACGAAAAAA		45653		0

		26665		CUST_25135_PI390587928		1.5130587		1.6005183		2.014436		3.3836334		2.3166115		3.3379123		5.4726834		6.819744		3.2721894		3.3263366		2.3640196		2.0475051		1.7453941		3.3343232		10.990974		10.823617		3.384941		3.3076768		1.2741928		-2.5247285		1.7591307		1.737394		3.4582474		3.4361107		0.80355287		1.7258183		0.34958363		-1.3361282		Yes		No		No		U35_44k_v1_26665		-		emb|CAG11814.1| 6e-19  unnamed protein product [Tetraodon nigroviridis]		LOC_Os05g37330.1 1e-11 60S acidic ribosomal protein P2B putative expressed		CGAAGATATGGGCTTTGGACTCTTTGATTAATCTGTCTTTTCTGTACTCAAAAAGCAATA		22703		0

		41188		CUST_34762_PI390587928		1.5017858		1.5741752		1.6710143		1.5489593		4.2745404		3.6164463		4.474524		5.9214706		1.537126		1.4810381		1.5579246		2.4688175		6.8341155		4.118934		6.9813676		20.71367		1.0247984		-1.0666872		-1.081542		1.8919294		0.03534019		2.0422711		2.8035097		4.3725114		2.7727547		-0.093137145		-0.11308968		0.9198582		Yes		Yes		Yes		U35_44k_v1_41188		-		ref|XP_001586574.1| 5e-36  hypothetical protein SS1G_12561 [Sclerotinia sclerotiorum 1980]		No hits found		TTAGTTTATTTCAACTGTCAGCGGAGTAAATCGTCCGCACCACTTGACATTCCTGTCGAC		None		0

		24473		CUST_8645_PI390587928		1.7396288		2.0365562		2.6450503		2.6506789		9.923624		8.605628		13.266453		13.952275		4.51669		3.857741		4.8624363		4.4366584		290.82254		94.9484		1575.2911		2524.1758		6.8545456		3.533713		4.650501		3.4485252		2.777061		6.569072		10.621403		11.301597		8.183995		1.8211849		2.217386		1.7859795		Yes		Yes		Yes		U35_44k_v1_24473		-		No hits found		No hits found		GTGGGATCGGGCGATATTTAGCTAACTATCTCGAAAAAATATGAATTCGTTTCCAAAAAA		20747		0

		3680		CUST_16953_PI390587928		2.2120712		2.2739468		3.2963226		2.5967295		1.629295		1.9134151		4.540848		8.287918		1.757234		1.8471502		1.9336104		1.7332121		-1.4977286		-1.283899		2.3694055		51.66763		-1.3706281		-1.3442454		-2.5716817		-1.8194689		-0.4548372		-0.3605317		1.2445252		5.691189		-0.5827762		-0.42679656		-1.3627121		-0.8635174		No		Yes		Yes		U35_44k_v1_3680		LOC_Os03g32170.1		gb|EAY90583.1| 0.0  hypothetical protein OsI_011816 [Oryza sativa (indica cultivar-group)]		LOC_Os03g32170.1 0.0 progesterone 5-beta-reductase putative expressed		GCAAGTCGTGAATAAACTATTTGTAGTCATCATGTGTTCACTGCGAATTGTCAGTGTTAA		8202		AT4G24220.2

		41189		CUST_34761_PI390587928		1.5879923		1.6970211		2.9653912		1.7301068		6.037187		5.998678		6.429985		8.130834		1.6883183		2.9604847		1.7807031		1.7543392		21.84445		19.720951		11.039431		84.49106		1.0720156		2.4007142		-2.2731423		1.0169384		0.10032594		4.301657		3.464594		6.400727		4.449195		1.2634636		-1.1846881		0.024232388		Yes		Yes		Yes		U35_44k_v1_41189		-		No hits found		No hits found		GAGAGGTTATAAATTGGGCTTTGTGATAACTTTAAGAGCTGTGTAGATTAGCGAGAGTTA		None		0
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		13185		CUST_41716_PI390587928		1.8748432		3.2972958		2.7932768		1.8459994		1.7431837		1.870464		1.8653616		1.7457944		8.246022		9.541248		9.433473		8.090087		-1.0955532		-2.6885567		-1.9025247		-1.0719258		82.778206		75.7909		99.746605		75.79799		6.371179		-1.4268318		-0.9279152		-0.100204945		-0.13165951		6.2439528		6.640196		6.2440877		Yes		Yes		Yes		U35_44k_v1_13185		-		No hits found		No hits found		CGTCTTCTTGCTCGAATGAGAGAACGTGAAGGAAGCCTACCTGTATGATAATATCAGACG		35913		0

		8216		CUST_27917_PI390587928		5.524567		5.466517		5.4618263		5.6378155		4.9201665		4.446682		4.256027		3.9585555		5.92438		6.0404677		5.4200783		5.291621		-1.520347		-2.027687		-2.30665		-3.2026365		1.3193367		1.4885944		-1.0293603		-1.2712028		0.3998127		-1.019835		-1.2057991		-1.67926		-0.60440063		0.57395077		-0.041748047		-0.34619427		Yes		Yes		Yes		U35_44k_v1_8216		LOC_Os02g58470.1		gb|EAZ25197.1| 7e-66  hypothetical protein OsJ_008680 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g58470.1 1e-67 expressed protein		AGCTGCTGCCTGTGTCTGTCTGTCATGATCCTTTCATGAGAAACATTAGGAGTATTATCT		47918		AT4G09060.1

		21321		CUST_4263_PI390587928		4.853742		4.996172		5.0992527		4.0820045		4.5874023		3.8475745		3.5146053		3.6173992		5.6365623		5.196807		4.9249635		3.565813		-1.2027525		-2.2169826		-2.9993448		-1.3799398		1.7204908		1.149204		-1.1284083		-1.4301748		0.7828202		-1.1485975		-1.5846474		-0.46460533		-0.26633978		0.20063496		-0.17428923		-0.5161915		No		Yes		Yes		U35_44k_v1_21321		LOC_Os03g60260.1		gb|EAZ29058.1| 4e-85  hypothetical protein OsJ_012541 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60260.1 9e-87 ANT1 putative expressed		TGATCTTGAGCTGCAGCACGGGGATTGGCTCGCTGTTAGTCTGTCTGTCGGACCATCCAT		25237		AT3G11900.1

		43359		CUST_5495_PI390587928		5.7985215		5.900284		5.859894		6.186813		5.506695		4.7174673		4.4750886		4.4163203		5.5077796		7.157496		5.964466		5.5386314		-1.2241894		-2.2701955		-2.611367		-3.411704		-1.2232692		2.390334		1.0751756		-1.5671915		-0.29074192		-1.1828165		-1.3848052		-1.7704926		-0.29182673		1.2572122		0.104572296		-0.64818144		Yes		Yes		Yes		U35_44k_v1_43359		LOC_Os06g05520.1		gb|ABI93776.1| 2e-43  MAP kinase kinase [Oryza minuta]		LOC_Os06g05520.1 4e-45 OsMKK1 - putative MAPKK based on amino acid sequence homology expressed		GCCTCTGTCTCTGTGGTATTTTGCCTACATGTATCTGCAGGTTATACAACTCAATATTCA		18227		AT4G29810.1

		3454		CUST_31033_PI390587928		4.502891		4.587342		4.7449555		3.9676383		3.2874777		3.148859		3.6601028		2.7623193		6.2809677		6.1753006		6.235947		5.1870117		-2.322073		-2.7103567		-2.1211588		-2.3058825		3.4296863		3.006237		2.810821		2.3284557		1.7780766		-1.4384828		-1.0848527		-1.2053189		-1.2154133		1.5879588		1.4909916		1.2193735		Yes		Yes		Yes		U35_44k_v1_3454		LOC_Os06g04000.1		ref|NP_001056690.1| 2e-73  Os06g0130500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04000.1 4e-75 peptidyl-prolyl cis-trans isomerase-like 3 putative expressed		TTGTAAAAACACTCAAAGAACAGAAGGTGGGATACGCCGGGTGCTCTGCGACATATTTTC		9130		AT1G01940.1

		41361		CUST_2668_PI390587928		2.0602715		1.5021378		2.3434181		1.7928432		2.0748684		1.5964969		1.7168021		1.8386344		4.190136		5.531149		5.7392387		4.5589356		1.0101691		1.0675911		-1.5439392		1.0322491		4.3767633		16.325003		10.525527		6.8026285		2.1298645		0.09435916		-0.626616		0.04579115		0.014596939		4.0290112		3.3958206		2.7660923		Yes		Yes		Yes		U35_44k_v1_41361		-		No hits found		No hits found		TCACTGTTCCGAATGAAGGAATTGTTATAAAGGCACGCCCCCTAAATCCCGTACCAATAC		None		0

		33390		CUST_11781_PI390587928		3.5475178		3.733535		3.848834		4.3780084		3.3571837		2.319888		2.6005185		2.666265		4.486312		4.430296		3.8701212		4.0030723		-1.1410279		-2.6640975		-2.375639		-3.275564		1.9169253		1.6208615		1.0148646		-1.2967821		0.93879414		-1.4136469		-1.2483156		-1.7117434		-0.19033408		0.6967609		0.021287203		-0.3749361		Yes		No		No		U35_44k_v1_33390		LOC_Os01g01689.3		emb|CAO64334.1| 3e-36  unnamed protein product [Vitis vinifera]		LOC_Os01g01689.1 1e-37 phosphatidylinositol 3- and 4-kinase family protein expressed		GAAAATAAAGAGGCATTGCTCACCATTATTGAAGTATGTCTGTCTGTTGCCAAAAGTTTT		None		AT3G48190.1

		12458		CUST_12775_PI390587928		2.0127516		2.3959553		1.2952534		1.2984484		1.5192298		1.3234711		2.3426974		1.7143917		8.681763		8.6359415		8.572487		8.600735		-1.4078774		-2.1030517		2.0668647		1.3341707		101.758896		75.58282		155.11922		157.8364		6.669011		-1.0724843		1.047444		0.41594326		-0.4935218		6.2399864		7.2772336		7.302286		Yes		Yes		Yes		U35_44k_v1_12458		-		No hits found		No hits found		CCCGCTTATACAAATTATCAAAGTTGGGATGAATCCATGATCTATGTTGCTAAAAACAAG		None		0

		7252		CUST_12098_PI390587928		1.6562148		3.3188727		2.4127429		2.774202		2.6225245		3.4604895		2.8082619		2.923807		11.583458		11.575622		11.251325		10.439107		1.9538364		1.1031407		1.3154159		1.1092656		973.63904		305.86456		457.80267		202.93932		9.927243		0.14161682		0.39551902		0.1496048		0.96630967		8.256749		8.838582		7.6649046		Yes		Yes		Yes		U35_44k_v1_7252		-		No hits found		No hits found		GTGAGATTCAATTAAGAATCCGCGAACCTAGGTGTTCGACTTCTAGTAGGAAGATTTTTT		36571		0

		37577		CUST_35792_PI390587928		1.6195856		2.2851632		1.7185758		1.2580295		1.6090416		1.2995558		1.2736558		1.2901703		5.2258334		5.5705476		4.7582464		3.4544039		-1.0073353		-1.9801468		-1.3612387		1.0225284		12.178359		9.74988		8.223032		4.583261		3.606248		-0.9856074		-0.44492006		0.03214085		-0.010544062		3.2853844		3.0396705		2.1963744		Yes		Yes		Yes		U35_44k_v1_37577		LOC_Os01g24690.3		ref|XP_569415.1| 2e-45  ribosomal protein [Cryptococcus neoformans var. neoformans JEC21]		LOC_Os04g42270.3 5e-41 60S ribosomal protein L23a putative expressed		TTGCTGTCTGTCTGTCACACCAATAAAAGCAAAGTGGAGAGGTCTCTTCGAGAGATACTC		33280		AT3G55280.2

		40885		CUST_33150_PI390587928		1.3289887		2.5998876		1.9682344		1.3550581		1.2960998		1.382463		1.3098359		1.6026081		7.849959		7.9647965		7.3506207		6.2752137		-1.0230587		-2.3253126		-1.5783296		1.1871893		91.834885		41.209618		41.711872		30.27711		6.5209703		-1.2174246		-0.6583985		0.24755001		-0.03288889		5.364909		5.382386		4.9201555		Yes		Yes		Yes		U35_44k_v1_40885		-		No hits found		No hits found		TCTCGTGCGTGATTGCATGATAGAGTTCTACGTCGACTAAGTAGTCCTAAATGTGAGAAA		None		0

		9844		CUST_37450_PI390587928		5.44815		5.7594895		5.60471		5.63606		4.7712307		4.3794136		3.7818015		4.0601935		5.9155545		5.797207		5.506659		5.4187737		-1.5987225		-2.6028206		-3.5379376		-2.9811454		1.3826197		1.0264884		-1.0703266		-1.162545		0.46740437		-1.3800759		-1.8229086		-1.5758667		-0.67691946		0.037717342		-0.09805107		-0.21728659		Yes		Yes		Yes		U35_44k_v1_9844		-		ref|NP_001038953.1| 3e-17  zgc:161979 [Danio rerio]		No hits found		CCTGACTGCTCTGGTGTCTGTCTGTCCAGTTTTTAATTTATCTAAAGGTGTGTAAATAAA		20193		0

		26867		CUST_37572_PI390587928		4.0663896		4.464454		4.7657394		3.8261058		3.6869848		3.919114		3.8372257		4.5498834		5.7533436		5.234094		5.7036195		4.8106446		-1.3008051		-1.4593643		-1.9033142		1.6515007		3.2197618		1.7048442		1.9157112		1.9786806		1.686954		-0.54534006		-0.92851377		0.72377753		-0.37940478		0.76963997		0.93788004		0.9845388		Yes		No		No		U35_44k_v1_26867		-		No hits found		No hits found		ATTGATTGACTGACTGACTGATTGGAGGGGTGTCGAGGCCGCGGAGCGGGTCTGGGAGTG		22407		0

		46527		CUST_38057_PI390587928		2.6999664		1.7633921		1.9007282		1.8903848		1.4820358		2.3471167		1.6573373		1.5589185		4.247877		5.172213		4.3292556		3.8675563		-2.3261282		1.4987135		-1.1837717		-1.2582916		2.923934		10.620804		5.383436		3.9372041		1.5479107		0.5837246		-0.24339092		-0.33146632		-1.2179307		3.408821		2.4285274		1.9771715		Yes		Yes		Yes		U35_44k_v1_46527		LOC_Os01g04300.1		gb|EAZ10439.1| 6e-43  hypothetical protein OsJ_000264 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04300.1 9e-45 endo-14-beta-xylanase putative expressed		ACTACTTCACCAAGCACTTCGACTGGGCGGTGTTCGAGAGCGAGCTCAAGTGGTACCACA		46751		AT4G08160.2
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		ProbeName		[ctrl, 06h](normalized)		[ctrl, 12h](normalized)		[ctrl, 24h](normalized)		[ctrl, 74h](normalized)		[host, 06h](normalized)		[host, 12h](normalized)		[host, 24h](normalized)		[host, 74h](normalized)		[nonhost, 06h](normalized)		[nonhost, 12h](normalized)		[nonhost, 24h](normalized)		[nonhost, 74h](normalized)		Fold change([host-06h] vs [ctrl-06h])		Fold change([host-12h] vs [ctrl-12h])		Fold change([host-24h] vs [ctrl-24h])		Fold change([host-74h] vs [ctrl-74h])		Fold change([nonhost-06h] vs [ctrl-06h])		Fold change([nonhost-12h] vs [ctrl-12h])		Fold change([nonhost-24h] vs [ctrl-24h])		Fold change([nonhost-74h] vs [ctrl-74h])		Log Fold change([host-06h] vs [ctrl-06h])		Log Fold change([host-12h] vs [ctrl-12h])		Log Fold change([host-24h] vs [ctrl-24h])		Log Fold change([host-74h] vs [ctrl-74h])		Log Fold change([nonhost-06h] vs [ctrl-06h])		Log Fold change([nonhost-12h] vs [ctrl-12h])		Log Fold change([nonhost-24h] vs [ctrl-24h])		Log Fold change([nonhost-74h] vs [ctrl-74h])		significant in static paired t-test analysis		significant in ANOVA single timepoint analysis		significant in unpaired t-test single timepoint analysis		PrimaryAccession		TIGRID		Description

		A_99_P457997		5.3571944		5.3383327		5.5520473		5.548921		5.4523735		4.6469254		4.6989937		5.170266		5.434162		4.688046		4.5213146		4.863851		1.068198		-1.6148579		-1.8063201		-1.3001292		1.0547987		-1.5694801		-2.0430615		-1.60778		0.09517908		-0.6914072		-0.85305357		-0.37865496		0.076967716		-0.6502867		-1.0307326		-0.68507004		No		Yes		Yes		CA499368		TC409190		0

		A_99_P238761		12.776486		13.457995		15.036878		13.831951		14.369325		16.042154		15.564361		14.36668		15.121628		14.394263		16.25263		13.922597		3.016422		5.996659		1.4414122		1.44867		5.081102		1.9135716		2.3226192		1.0648468		1.5928383		2.584159		0.527483		0.534729		2.3451414		0.93626785		1.2157526		0.09064579		Yes		No		No		TA64099_4565		TC394212		Rep: Heat shock protein 80 - Triticum aestivum (Wheat), partial (35%) [TC394212]

		A_99_P467732		4.9446483		4.833071		4.3248525		4.8139725		5.847738		6.843495		5.9995403		5.418447		6.4961047		5.4997425		6.4092402		4.931277		1.8700664		4.029005		3.1925027		1.5204248		2.931129		1.5874062		4.240951		1.0847062		0.9030895		2.0104237		1.6746879		0.60447454		1.5514565		0.6666713		2.0843878		0.117304325		Yes		No		No		TC415234		TC415234		Rep: Chromosome undetermined scaffold_875, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC415234]

		A_99_P304826		6.5012493		6.757054		6.885079		7.044806		6.3193336		6.164852		5.8985553		6.8124924		6.0045624		6.267645		5.8585305		6.67527		-1.1343893		-1.5075457		-1.9814048		-1.1747173		-1.4109696		-1.4038696		-2.0371447		-1.2919372		-0.18191576		-0.5922017		-0.9865236		-0.23231363		-0.49668694		-0.48940897		-1.0265484		-0.36953592		No		Yes		Yes		TA83118_4565		TC408680		Rep: Nuclear matrix protein 1 - Zea mays (Maize), complete [TC408680]

		A_99_P403142		7.0545444		7.896256		7.4861813		7.606571		7.5325217		8.819818		8.70161		8.28659		7.8691673		8.577584		8.859122		8.097314		1.3927895		1.8967922		2.3220973		1.6021602		1.7588383		1.6036155		2.5899801		1.405168		0.47797728		0.9235616		1.2154284		0.6800184		0.8146229		0.6813283		1.372941		0.49074268		No		Yes		Yes		TA111197_4565		TC406137		Rep: Mevalonate disphosphate decarboxylase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (41%) [TC406137]

		A_99_P529562		11.752059		11.585614		12.209062		11.372094		12.025688		11.592805		14.155968		13.338546		12.479408		11.695912		14.236412		12.589569		1.2088449		1.0049967		3.8554683		3.9080575		1.6555945		1.0794513		4.076555		2.3253937		0.2736292		0.0071907043		1.9469061		1.9664516		0.7273493		0.11029816		2.0273504		1.2174749		Yes		Yes		Yes		TA52674_4565		TC444302		0

		A_99_P564437		4.820192		4.2815104		4.85839		4.8025045		4.6210303		5.428049		6.45221		6.1902585		5.412775		5.359394		7.0594754		5.843989		-1.148031		2.2138212		3.0184755		2.61671		1.5079443		2.1109374		4.5982523		2.0583444		-0.19916153		1.1465387		1.5938201		1.387754		0.5925832		1.0778837		2.2010856		1.0414844		Yes		Yes		Yes		AJ603430		TC457752		Rep: ATP-dependent RNA helicase, DEAD/DEAH box family protein - unidentified eubacterium SCB49, partial (3%) [TC457752]

		A_99_P341911		5.5047317		5.8828125		6.9234734		6.0270658		6.8229127		7.992502		9.429015		8.8097925		8.538667		6.939899		9.954476		7.4657807		2.4935153		4.3159847		5.6786256		6.8815174		8.190407		2.0807252		8.173778		2.710793		1.318181		2.1096897		2.5055418		2.7827268		3.033935		1.0570865		3.031003		1.438715		Yes		Yes		Yes		AK333776		TC442161		Triticum aestivum cDNA, clone: WT008_E04, cultivar: Chinese Spring [AK333776]

		A_99_P268926		5.413717		5.738333		6.259292		6.3090196		5.3336983		4.90418		5.548836		5.8123536		4.7079134		5.2912316		4.8433623		6.1320853		-1.0570316		-1.7828102		-1.6363211		-1.4109491		-1.6310527		-1.3632987		-2.6683166		-1.1304791		-0.08001852		-0.8341532		-0.7104559		-0.49666595		-0.7058034		-0.4471016		-1.4159298		-0.17693424		No		Yes		Yes		FJ602077		TC421525		Triticum aestivum ubiquitin fusion degradation 1 protein (UFD1b) mRNA, complete cds [FJ602077]

		ETG02_36680		1.5537845		1.5195755		1.5967422		1.5401154		2.997413		3.236968		2.9701233		4.218696		1.5452127		1.5314821		1.6049255		1.5263737		2.720041		3.2884154		2.5907702		6.402258		-1.0059592		1.0082872		1.0056884		-1.0095705		1.4436284		1.7173926		1.3733811		2.6785808		-0.008571744		0.011906624		0.00818336		-0.013741612		Yes		Yes		Yes		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P276101		11.860333		11.646729		11.14471		11.119887		11.23733		10.574752		10.100456		10.931165		11.163399		10.943944		10.131356		10.787753		-1.5400776		-2.1023133		-2.0622988		-1.139754		-1.6210569		-1.6276443		-2.0185976		-1.2588743		-0.623003		-1.0719776		-1.0442533		-0.18872261		-0.6969347		-0.7027855		-1.0133533		-0.33213425		No		Yes		Yes		TA74756_4565		TC374349		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC374349]

		A_99_P232251		10.237575		10.206901		9.008358		8.638661		8.8189535		8.761392		8.445904		7.293415		8.595752		9.567325		8.203611		8.597655		-2.6732988		-2.723589		-1.4767793		-2.5407357		-3.1205986		-1.5578712		-1.7468389		-1.028831		-1.4186211		-1.445509		-0.5624542		-1.3452463		-1.6418228		-0.63957596		-0.8047466		-0.04100609		Yes		No		No		AK330698		TC427451		Triticum aestivum cDNA, clone: SET5_B10, cultivar: Chinese Spring [AK330698]

		A_99_P473317		6.9949527		6.624611		6.186397		5.8248763		7.6034675		7.916145		6.7611046		6.3372536		8.261413		7.1230636		7.2903233		6.122068		1.5246887		2.447882		1.4893755		1.4263986		2.4057052		1.4126976		2.1493883		1.2287502		0.6085148		1.291534		0.5747075		0.51237726		1.26646		0.49845266		1.1039262		0.29719162		No		Yes		Yes		BJ270798		TC418483		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (57%) [TC418483]

		A_99_P309386		8.958383		7.7030683		8.74875		8.552519		8.071464		6.639955		7.5168633		8.260373		8.755059		6.9505444		7.711153		8.195209		-1.8492228		-2.0894356		-2.348739		-1.2244601		-1.1513475		-1.6847376		-2.0528052		-1.2810353		-0.886919		-1.0631132		-1.2318864		-0.29214573		-0.20332336		-0.7525239		-1.0375967		-0.3573103		No		Yes		Yes		TA84466_4565		TC418658		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (5%) [TC418658]

		A_99_P174934		12.190223		11.907371		9.218253		7.801811		12.18908		12.312861		12.744021		10.202789		12.562779		13.056636		12.382176		8.173506		-1.0007923		1.3245395		11.5176		5.281611		1.2946451		2.218009		8.962637		1.2938716		-0.0011425018		0.40549088		3.5257683		2.400978		0.3725567		1.1492653		3.1639233		0.37169456		Yes		Yes		Yes		TA53899_4565		TC457574		Rep: Chitinase 1 - Triticum aestivum (Wheat), partial (34%) [TC457574]

		A_99_P278776		6.7659907		6.565466		5.3253884		4.832367		4.5947247		4.2436223		3.2942317		3.2967908		4.4450197		5.7204475		4.077777		5.397571		-4.504185		-4.999707		-4.0873246		-2.8990417		-4.996684		-1.7962877		-2.3744798		1.4795969		-2.171266		-2.3218436		-2.0311568		-1.5355761		-2.320971		-0.8450184		-1.2476115		0.56520414		Yes		No		No		TA75535_4565		0		0

		A_99_P555552		8.886478		7.3334274		6.928676		6.3377976		10.190848		11.020831		9.992446		8.254057		11.506943		9.898481		10.522658		7.597391		2.4697585		12.883062		8.3615465		3.7744312		6.1494794		5.9177713		12.075259		2.3942826		1.3043699		3.6874037		3.0637698		1.9162593		2.6204643		2.565054		3.5939822		1.2595935		Yes		Yes		Yes		TC454392		TC454392		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC454392]

		A_99_P315751		13.160416		13.692275		13.632698		13.599875		12.429142		12.617631		12.003005		13.157012		12.710658		12.699389		12.347499		13.2533045		-1.660104		-2.1062024		-3.0944715		-1.3592995		-1.3658108		-1.9901617		-2.437157		-1.2715348		-0.73127365		-1.0746441		-1.629693		-0.44286346		-0.44975758		-0.9928856		-1.2851992		-0.34657097		No		Yes		Yes		TA86306_4565		0		0

		A_99_P555272		4.9393578		4.4308753		3.9912817		4.176804		4.4051204		3.3145876		4.0367374		4.2242603		3.024706		3.650286		2.8529186		3.708255		-1.4481764		-2.167884		1.0320091		1.0334412		-3.7702281		-1.7178324		-2.201311		-1.3837171		-0.5342374		-1.1162877		0.045455694		0.047456264		-1.9146519		-0.78058934		-1.1383631		-0.468549		Yes		No		No		CA728072		TC454328		wdi1c.pk002.k5 wdi1c Triticum aestivum cDNA clone wdi1c.pk002.k5 5' end, mRNA sequence [CA728072]

		A_99_P226086		4.979292		2.690956		3.7566006		3.8195362		6.6051736		7.327558		7.1203003		4.449128		7.3408265		5.976603		7.1480975		4.4450502		3.0863073		24.874609		10.293771		1.5471274		5.1391673		9.751654		10.49403		1.5427604		1.6258817		4.636602		3.3636997		0.62959194		2.3615346		3.285647		3.391497		0.62551403		Yes		Yes		Yes		DR737456		0		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		A_99_P256976		10.953518		10.986145		10.3866205		10.2727585		11.114114		11.4890585		11.553514		10.781476		11.598255		11.409068		11.79005		10.807397		1.1177487		1.4170724		2.2452762		1.4227849		1.5634545		1.3406411		2.6452959		1.4485791		0.1605959		0.5029135		1.166893		0.50871754		0.64473724		0.4229231		1.403429		0.5346384		No		Yes		Yes		TA69112_4565		TC392409		0

		A_99_P224356		11.090221		10.827881		10.19431		10.10296		9.943997		9.657136		9.252671		9.148565		9.758012		10.153958		9.122153		10.30292		-2.2133384		-2.251279		-1.920709		-1.937766		-2.5178802		-1.5954049		-2.1025746		1.1486671		-1.146224		-1.1707449		-0.94163895		-0.95439434		-1.3322096		-0.67392254		-1.0721569		0.19996071		Yes		No		No		DR739863		TC376044		FGAS000130 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739863]

		A_99_P269156		11.890414		11.968922		11.634201		12.890927		11.351466		11.080978		10.426497		11.889168		11.1408205		10.950572		10.599801		12.027038		-1.4529127		-1.8505361		-2.309697		-2.0024407		-1.6813194		-2.0256004		-2.0482616		-1.8199385		-0.53894806		-0.88794327		-1.2077036		-1.0017595		-0.74959373		-1.0183496		-1.0344		-0.8638897		No		Yes		Yes		TA72658_4565		TC404379		Rep: Leucine Rich Repeat family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (16%) [TC404379]

		A_99_P397833		5.7327156		4.3435926		3.546011		5.425247		6.719379		7.135332		6.671248		6.6053357		7.406052		6.244606		7.2270927		5.980417		1.9815967		6.924642		8.725495		2.2659068		3.1895137		3.7347543		12.826733		1.4693413		0.98666334		2.7917395		3.125237		1.1800885		1.6733365		1.9010134		3.6810818		0.5551696		Yes		Yes		Yes		TA109902_4565		TC442927		Rep: PREDICTED: zinc finger and BTB domain containing 4 - Pan troglodytes, partial (3%) [TC442927]

		A_99_P516892		8.747437		8.804215		7.4653296		7.753607		7.90937		7.2411227		5.1615376		6.6026063		7.8361373		8.089742		5.630113		6.373342		-1.7876529		-2.954866		-4.9375386		-2.2206783		-1.8807385		-1.6408845		-3.5682495		-2.6031613		-0.8380666		-1.5630927		-2.303792		-1.1510005		-0.9112992		-0.7144737		-1.8352165		-1.3802648		Yes		Yes		Yes		CO348584		TC439203		Rep: Os01g0885300 protein - Oryza sativa subsp. japonica (Rice), partial (10%) [TC439203]

		A_99_P337146		6.729629		6.4430804		7.2177606		7.1912956		5.6933937		5.3423347		6.041624		6.6262393		5.865183		5.997313		6.244478		6.7556596		-2.050869		-2.1446552		-2.2597082		-1.4794452		-1.8206406		-1.3620384		-1.9633023		-1.352507		-1.0362353		-1.1007457		-1.1761365		-0.5650563		-0.86444616		-0.4457674		-0.97328234		-0.43563604		No		Yes		Yes		TA92738_4565		TC408113		0

		A_99_P373722		3.4375408		4.052631		2.613548		3.2085562		3.4213822		5.2551537		5.4162464		4.051327		3.894349		5.1262193		5.4130235		4.0545135		-1.0112633		2.3014176		6.9774427		1.7934917		1.3725021		2.1046617		6.9618726		1.797457		-0.01615858		1.2025228		2.8026984		0.84277105		0.45680833		1.0735884		2.7994754		0.8459573		Yes		No		No		TA103984_4565		TC414643		0

		A_99_P006141		7.916189		8.71663		6.435058		6.684986		8.299922		9.872649		9.051763		8.099424		8.663644		9.769744		8.926301		8.659135		1.3047132		2.228417		6.133474		2.6655593		1.6788282		2.0750036		5.6226215		3.9289634		0.3837328		1.1560192		2.6167045		1.4144382		0.74745464		1.0531139		2.491243		1.9741488		Yes		Yes		Yes		BJ225210		TC447070		BJ225210 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl21a21 5', mRNA sequence [BJ225210]

		A_99_P234736		10.259152		10.408975		10.1538		11.041654		11.480243		13.197585		12.576983		10.631653		12.213845		12.026535		12.799642		10.765063		2.3312283		6.9096394		5.3635325		-1.3286866		3.876334		3.068557		6.258607		-1.2113286		1.2210903		2.7886105		2.4231834		-0.4100008		1.9546928		1.6175604		2.6458416		-0.27659035		Yes		Yes		Yes		TA62979_4565		TC387914		0

		A_99_P457377		10.615311		10.323959		11.148972		10.852033		11.368851		12.48742		11.755416		11.201241		11.623845		11.413178		12.093861		11.30188		1.6859246		4.479882		1.5225023		1.273861		2.0118663		2.1275885		1.9250408		1.3658956		0.75354004		2.1634607		0.60644436		0.34920788		1.0085344		1.0892191		0.94488907		0.44984722		No		Yes		Yes		TC408756		TC408756		Rep: Os03g0841600 protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC408756]

		A_99_P558527		10.866856		10.959412		10.629277		10.72752		10.877748		9.971327		9.623906		10.483931		10.113965		10.471753		8.904654		10.831608		1.0075783		-1.9835501		-2.0074599		-1.1839346		-1.6851659		-1.4021673		-3.304939		1.0748146		0.010891914		-0.9880848		-1.0053711		-0.2435894		-0.7528906		-0.4876585		-1.7246237		0.10408783		No		Yes		Yes		TA69787_4565		TC455455		Rep: Os09g0248900 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC455455]

		A_99_P410077		11.6412735		9.981843		9.593873		9.991979		10.02329		8.611865		8.074655		7.6150055		10.120086		9.528302		8.286288		9.815651		-3.0694578		-2.5846663		-2.8663573		-5.1944575		-2.8702726		-1.369397		-2.4752681		-1.1300038		-1.6179838		-1.369978		-1.5192184		-2.3769732		-1.5211878		-0.4535408		-1.3075848		-0.1763277		Yes		No		No		TC372144		TC372144		Rep: Chlorophyll a/b binding protein precursor - Hordeum vulgare (Barley), complete [TC372144]

		A_99_P286896		7.5939107		8.355014		8.195694		8.187579		7.2111306		6.9225597		7.376059		7.2479796		6.24933		7.5503235		7.08914		7.6068873		-1.303852		-2.6990545		-1.7649593		-1.9179957		-2.5395637		-1.7467709		-2.153307		-1.4955662		-0.38278008		-1.4324541		-0.8196349		-0.9395995		-1.3445807		-0.80469036		-1.106554		-0.5806918		No		Yes		Yes		CK206333		TC378422		FGAS017922 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206333]

		A_99_P082600		9.742251		9.125225		8.015675		9.012515		8.84759		7.661636		6.9374676		7.6855445		8.502363		8.6098585		7.330803		8.281862		-1.8591729		-2.7579365		-2.1114104		-2.5087533		-2.3618023		-1.4293573		-1.607559		-1.6593897		-0.89466095		-1.4635892		-1.078207		-1.3269706		-1.2398882		-0.51536655		-0.6848717		-0.7306528		Yes		No		No		CV773563		TC397249		FGAS067960 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773563]

		A_99_P125570		10.352822		10.718757		11.549579		10.731297		9.993317		10.0036125		10.134103		10.628487		9.685469		10.608033		10.419902		10.639714		-1.2829862		-1.6416472		-2.6674771		-1.0738629		-1.588157		-1.0797696		-2.1880972		-1.0655382		-0.35950565		-0.71514416		-1.4154758		-0.102809906		-0.66735363		-0.110723495		-1.1296768		-0.0915823		No		Yes		Yes		CD904416		TC421421		G356.113J01F010919 G356 Triticum aestivum cDNA clone G356113J01, mRNA sequence [CD904416]

		A_99_P270016		9.432761		10.333465		9.120819		9.495984		9.489396		10.175835		10.128395		10.090886		9.462861		10.304424		10.134326		10.163133		1.040037		-1.1154532		2.0105302		1.51037		1.0210828		-1.0203332		2.0188124		1.5879314		0.056634903		-0.15762997		1.007576		0.59490204		0.030099869		-0.029040337		1.0135069		0.6671486		No		Yes		Yes		TA72951_4565		TC443400		0

		A_99_P284871		5.577399		6.2264576		6.6375065		6.0214944		7.455353		10.706162		12.311063		10.473903		10.141543		8.881876		12.683995		9.1936455		3.6755342		22.311335		51.039997		21.89316		23.65617		6.3002906		66.095894		9.013898		1.877954		4.479705		5.6735563		4.4524083		4.5641446		2.6554184		6.046489		3.172151		Yes		Yes		Yes		TA77317_4565		0		0

		A_99_P434647		6.459479		6.7522926		7.262114		6.877253		6.198868		5.7677665		6.218797		5.516504		5.6093407		5.2298837		5.5247483		5.501877		-1.197986		-1.9786633		-2.0609605		-2.568185		-1.8026736		-2.8727033		-3.3342578		-2.5943556		-0.26061106		-0.98452616		-1.0433168		-1.3607492		-0.8501382		-1.522409		-1.7373657		-1.3753762		Yes		No		No		TA82698_4565		TC392269		0

		A_99_P380292		6.9514213		6.226976		6.3876615		6.401295		7.5819		7.917164		7.583473		7.2099895		8.134543		7.468678		8.230496		7.1003795		1.5480788		3.2269874		2.290737		1.7516255		2.2706764		2.3647735		3.5871422		1.623474		0.63047886		1.6901879		1.1958117		0.80869436		1.1831222		1.2417021		1.842835		0.6990843		Yes		Yes		Yes		TA105607_4565		TC453589		0

		A_99_P080230		3.8788605		4.933438		5.084497		5.328728		3.3192003		2.7166774		2.9076643		3.7886808		3.0850127		2.6085308		2.3760445		4.091933		-1.473922		-4.648484		-4.521598		-2.9080405		-1.7336922		-5.010335		-6.5362015		-2.3567445		-0.5596602		-2.2167604		-2.1768327		-1.5400474		-0.7938478		-2.324907		-2.7084525		-1.2367954		Yes		Yes		Yes		AJ606023		NP958413		Triticum aestivum partial mRNA for putative centromeric protein [AJ606023]

		A_99_P470762		5.041216		4.0295777		4.447376		4.241257		3.7073267		2.5180712		1.8957458		1.9911504		4.7236376		2.8195658		1.7532482		2.414885		-2.5208132		-2.8510761		-5.862963		-4.7571807		-1.2462369		-2.3133955		-6.471623		-3.5464416		-1.3338892		-1.5115066		-2.55163		-2.2501068		-0.31757832		-1.210012		-2.6941276		-1.8263721		Yes		Yes		Yes		0		0		0

		A_99_P144178		8.499519		9.54787		10.056604		9.085053		7.9920616		8.115068		8.068027		8.69797		7.5058837		8.889505		8.322227		8.464698		-1.421543		-2.699704		-3.968456		-1.3077466		-1.9911966		-1.5782921		-3.3273597		-1.5372541		-0.50745773		-1.4328012		-1.9885778		-0.38708305		-0.99363565		-0.6583643		-1.7343779		-0.6203556		Yes		Yes		Yes		CJ808446		0		CJ808446 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct5o05 5', mRNA sequence [CJ808446]

		A_99_P157077		3.561526		2.5762079		3.4099243		1.7563294		5.3942127		6.0088944		6.401506		3.3788407		6.4977546		5.426762		6.2280736		2.1000197		3.561998		10.797957		7.953455		3.0791054		7.6540775		7.2127743		7.0525713		1.2689984		1.8326867		3.4326866		2.9915817		1.6225113		2.9362285		2.8505542		2.8181493		0.34369028		Yes		Yes		Yes		CK212311		0		FGAS024182 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212311]

		A_99_P308546		6.616329		6.8235874		7.1117797		6.6970906		8.160745		10.082306		9.5477495		7.5440297		9.554379		7.8267026		9.596555		7.29241		2.9168587		9.571324		5.4112797		1.7986807		7.6637487		2.0043232		5.5974708		1.5108069		1.5444155		3.2587185		2.4359698		0.8469391		2.9380503		1.0031152		2.484775		0.5953193		Yes		Yes		Yes		TA84227_4565		TC410136		Rep: NADPH-dependent HC-toxin reductase - Hordeum vulgare (Barley), partial (70%) [TC410136]

		A_99_P125005		5.351734		5.998934		7.1574807		6.7520947		4.7542152		4.989584		5.983748		6.158876		4.1912494		5.4531536		6.2748294		6.3132954		-1.5131122		-2.0130036		-2.2559464		-1.5086088		-2.2353253		-1.4598095		-1.8437606		-1.3554758		-0.5975189		-1.0093498		-1.1737328		-0.5932188		-1.1604848		-0.5457802		-0.8826513		-0.43879938		No		Yes		Yes		CJ716903		TC393107		CJ716903 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd14b09 5', mRNA sequence [CJ716903]

		A_99_P553082		7.3073344		7.046373		7.9046493		7.668527		7.0071716		6.720711		6.8603654		7.2954497		6.924444		6.874497		6.971605		7.273168		-1.2312833		-1.253239		-2.0623424		-1.2951125		-1.3039515		-1.1265224		-1.9093008		-1.3152701		-0.3001628		-0.32566166		-1.0442839		-0.3730774		-0.38289022		-0.17187595		-0.93304443		-0.39535904		No		Yes		Yes		TC453468		TC453468		Rep: Probable tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase - Shewanella sp. (strain W3-18-1), partial (7%) [TC453468]

		A_99_P153457		2.7065809		3.1440544		2.0981967		3.3886898		2.9956892		4.89183		6.203424		5.3599415		4.500918		4.5999665		6.6501527		4.3608513		1.2218848		3.3584034		17.210623		3.9210818		3.4685605		2.7432995		23.457155		1.9617777		0.28910828		1.7477756		4.1052275		1.9712517		1.794337		1.4559121		4.551956		0.97216153		Yes		Yes		Yes		CJ900721		TC447085		CJ900721 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles23c23 5', mRNA sequence [CJ900721]

		A_99_P376822		7.878424		7.8428073		6.7195354		6.146296		6.1859035		6.756911		5.9436493		4.7199435		6.144934		7.233854		5.534693		6.2069416		-3.2322092		-2.122694		-1.7122413		-2.6876636		-3.3253126		-1.5251524		-2.2733858		1.0429324		-1.6925206		-1.0858965		-0.77588606		-1.4263525		-1.73349		-0.6089535		-1.1848426		0.06064558		Yes		No		No		TA104753_4565		TC450452		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC450452]

		A_99_P439967		8.641759		8.351547		8.1335		8.001064		8.126138		7.2055507		6.838742		7.7293377		7.5634613		8.14158		6.888121		7.80621		-1.4296095		-2.2129893		-2.453359		-1.2072518		-2.111543		-1.1566622		-2.3708081		-1.1446085		-0.5156212		-1.1459966		-1.2947583		-0.2717266		-1.0782976		-0.20996761		-1.245379		-0.19485426		No		Yes		Yes		TC396355		TC396355		Rep: CMO protein - Zea mays (Maize), partial (16%) [TC396355]

		A_99_P273081		11.376572		11.106385		11.489301		11.5478945		11.247146		10.415025		10.475934		11.232074		11.054576		10.724587		10.552517		11.131238		-1.0938584		-1.6148056		-2.0186162		-1.2447195		-1.2500587		-1.3029646		-1.914256		-1.3348304		-0.129426		-0.6913605		-1.0133667		-0.3158207		-0.32199574		-0.3817978		-0.9367838		-0.4166565		No		Yes		Yes		TA73852_4565		TC417240		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC417240]

		A_99_P338686		8.923626		9.255299		8.777081		9.034942		7.73395		8.12458		8.13503		7.9138083		7.718222		8.702008		7.5194917		9.041675		-2.281015		-2.1896772		-1.5605458		-2.1751778		-2.306018		-1.4674287		-2.390958		1.0046778		-1.1896758		-1.1307182		-0.64205074		-1.1211333		-1.2054038		-0.55329037		-1.2575889		0.0067329407		Yes		No		No		TA93215_4565		TC415464		Rep: Os05g0399100 protein - Oryza sativa subsp. japonica (Rice), partial (71%) [TC415464]

		A_99_P385317		3.665095		2.8918998		3.5657675		4.217911		3.0608852		6.1196456		8.533317		8.060638		4.856286		5.655932		7.8667006		8.541206		-1.520146		9.368031		31.288256		14.347502		2.2834117		6.792921		19.711052		20.018967		-0.6042099		3.2277458		4.9675493		3.8427277		1.191191		2.7640321		4.300933		4.3232956		Yes		No		No		TA106837_4565		0		0

		A_99_P268711		3.824661		3.1041174		7.176973		3.5011737		4.9296317		4.8427153		9.235377		7.9871774		6.5151706		4.9494076		8.956132		7.009496		2.1509452		3.337107		4.165254		22.408962		6.455414		3.5932522		3.4322605		11.379163		1.1049707		1.7385979		2.0584044		4.486004		2.6905096		1.8452902		1.7791591		3.5083225		Yes		No		No		AK332666		TC412311		Triticum aestivum cDNA, clone: WT004_I24, cultivar: Chinese Spring [AK332666]

		A_99_P329743		6.617481		3.9574776		3.8555965		2.986063		6.734571		4.5950623		6.5658555		4.8468337		6.3621154		4.9545474		6.8312173		3.4200113		1.0845449		1.5557225		6.544391		3.6320164		-1.1936384		1.995942		7.8659487		1.3509257		0.11708975		0.6375847		2.710259		1.8607707		-0.25536585		0.99706984		2.9756207		0.43394828		No		Yes		Yes		TA90457_4565		TC397090		Rep: Branched-chain amino acid aminotransferase - Hordeum vulgare (Barley), partial (24%) [TC397090]

		A_99_P545342		2.2281055		2.7299855		3.0683193		3.5639126		4.852114		5.7837863		5.493355		5.091339		5.148564		5.527407		6.298553		4.4287395		6.1646056		8.303967		5.370422		2.8827116		7.570866		6.951969		9.384199		1.8211212		2.6240087		3.0538008		2.4250355		1.5274265		2.9204583		2.7974217		3.2302337		0.8648269		Yes		No		No		TC450509		TC450509		Rep: SNF2 family N-terminal domain protein - Triticum aestivum (Wheat), partial (94%) [TC450509]

		A_99_P536462		4.8949313		4.5095286		5.1763744		4.4602904		4.124043		2.9355066		3.6445847		4.513467		3.6180172		4.506888		4.153894		4.564875		-1.7063202		-2.977336		-2.8914433		1.0375468		-2.423201		-1.0018321		-2.0314085		1.0751848		-0.7708883		-1.574022		-1.5317898		0.053176403		-1.2769141		-0.0026407242		-1.0224805		0.104584694		No		Yes		Yes		TC447140		TC447140		0

		A_99_P263591		10.6410265		9.7242985		11.083416		11.236215		9.942097		9.452029		10.3236685		10.204179		9.637708		9.388635		9.999665		10.904546		-1.6233002		-1.207706		-1.6931943		-2.0449078		-2.004606		-1.2619579		-2.1195393		-1.2584683		-0.6989298		-0.27226925		-0.7597475		-1.0320358		-1.0033188		-0.3356638		-1.0837507		-0.33166885		No		Yes		Yes		TA71009_4565		0		0

		A_99_P371417		10.905792		8.9771185		8.215312		9.054758		10.87227		11.221123		9.950843		10.318135		12.813815		9.274058		10.584018		9.774876		-1.0235082		4.7371006		3.33002		2.4005704		3.7529442		1.2285358		5.164776		1.6473162		-0.033522606		2.2440042		1.7355309		1.2633772		1.9080229		0.29693985		2.3687057		0.72011757		Yes		No		No		FJ236328		TC402889		Triticum aestivum cultivar Wangshuibai UDP-glycosyltransferase (UGT) mRNA, complete cds [FJ236328]

		A_99_P043496		4.4890933		4.204745		5.0005107		4.2203393		2.7437303		2.7998874		3.7870445		2.6933806		2.295884		2.8655117		2.3932188		2.459851		-3.352792		-2.647916		-2.318941		-2.881777		-4.573217		-2.530168		-6.093588		-3.3881278		-1.745363		-1.4048574		-1.2134662		-1.5269587		-2.1932094		-1.3392332		-2.607292		-1.7604883		Yes		Yes		Yes		CD490980		0		WHE3069_C01_F01ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3069_C01_F01, mRNA sequence [CD490980]

		A_99_P267456		10.451013		10.0049715		9.80539		9.756324		11.19986		11.457677		11.739644		10.142208		11.831243		11.120781		11.884608		9.937381		1.6804492		2.7372086		3.8218038		1.3066604		2.6030986		2.1671658		4.225781		1.1337142		0.748847		1.4527054		1.9342537		0.38588428		1.38023		1.1158094		2.079218		0.18105698		Yes		Yes		Yes		TA72137_4565		TC379257		0

		A_99_P379782		3.5853508		3.1624165		4.117374		5.307834		4.4811425		3.304362		6.2696404		5.4284425		2.8469265		2.717042		5.550102		5.9783187		1.8606308		1.1033921		4.4452558		1.0871933		-1.6683527		-1.3616675		2.6995676		1.5916075		0.89579177		0.1419456		2.1522665		0.12060833		-0.7384243		-0.4453745		1.4327283		0.67048454		No		Yes		Yes		TA105482_4565		TC414145		Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC414145]

		(+)eQC-40		8.12315		6.4467373		6.3508782		6.869619		6.7040915		5.4065876		5.015883		4.3904324		6.934101		6.6684813		5.333342		6.570086		-2.674109		-2.056441		-2.5227466		-5.57583		-2.2800236		1.1661425		-2.0244586		-1.2307459		-1.4190583		-1.0401497		-1.3349953		-2.4791865		-1.1890488		0.22174406		-1.0175362		-0.2995329		Yes		No		No		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P249646		9.462712		9.435725		9.402747		9.283112		9.828322		10.141203		10.23503		9.6186285		9.947969		9.960757		10.41275		9.378319		1.2884264		1.6306845		1.7805008		1.2618295		1.3998353		1.4389656		2.0139153		1.0682188		0.36561012		0.7054777		0.832283		0.33551693		0.48525715		0.52503204		1.0100031		0.095207214		No		Yes		Yes		TA67035_4565		TC404921		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC404921]

		A_99_P374927		1.8384876		3.2787845		2.6584072		2.7145052		1.9135967		6.1704593		6.462771		4.8300667		3.4061477		4.9036818		7.582333		4.701608		1.0534407		7.4213147		13.971004		4.333586		2.9642355		3.084202		30.356339		3.9644012		0.075109124		2.8916748		3.8043637		2.1155615		1.5676601		1.6248972		4.923926		1.987103		Yes		No		No		TA104298_4565		TC436190		Rep: Os06g0271000 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC436190]

		A_99_P420382		8.389985		8.827281		8.230338		8.337986		7.3399754		7.7772		6.810206		7.7013135		8.636016		7.6819673		7.197323		8.285693		-2.0705438		-2.0706458		-2.6761003		-1.5547391		1.1859398		-2.2119422		-2.0462966		-1.0369115		-1.0500097		-1.0500808		-1.4201322		-0.6366725		0.24603081		-1.1453137		-1.0330153		-0.052292824		Yes		No		No		TC380959		TC380959		Rep: Calcium sensing protein - Brassica juncea (Leaf mustard) (Indian mustard), partial (74%) [TC380959]

		A_99_P411982		13.411057		13.221572		12.744525		12.25459		13.318271		12.724774		14.3787775		13.281242		12.645737		13.064433		14.420363		12.846153		-1.0664282		-1.4110779		3.104267		2.0372913		-1.6997479		-1.1150736		3.19505		1.5068786		-0.09278679		-0.49679756		1.6342525		1.0266523		-0.7653208		-0.15713882		1.6758385		0.5915632		No		Yes		Yes		BE516674		TC374011		WHE618_F06_K12ZA Wheat ABA-treated embryo cDNA library Triticum aestivum cDNA clone WHE618_F06_K12, mRNA sequence [BE516674]

		A_99_P216921		2.9817207		1.8321954		1.8408502		1.8802091		2.703089		2.947766		6.417503		3.0201724		4.554812		3.8856869		7.084105		2.0838068		-1.2130438		2.166807		23.862156		2.2037542		2.9754157		4.151094		37.877117		1.1515665		-0.2786317		1.1155707		4.5766525		1.1399633		1.5730913		2.0534916		5.2432547		0.20359766		Yes		Yes		Yes		TA57006_4565		TC425478		Rep: Wali6 protein - Triticum aestivum (Wheat), partial (80%) [TC425478]

		A_99_P530772		12.515529		11.62315		11.492742		12.044076		12.7072525		12.4087515		11.974345		12.17205		12.951607		12.070511		12.604182		12.100709		1.1421276		1.723811		1.3962948		1.0927584		1.3529215		1.3635437		2.160613		1.0400356		0.19172382		0.7856016		0.48160362		0.12797451		0.43607807		0.447361		1.1114407		0.056632996		No		Yes		Yes		TC444883		TC444883		0

		A_99_P117705		8.204458		7.930481		7.3131595		7.481838		7.007441		6.990109		6.457596		6.2492366		7.0157847		7.3424096		6.203711		7.3346343		-2.2926517		-1.919023		-1.8094655		-2.3499038		-2.2794306		-1.5032358		-2.1576314		-1.1074212		-1.1970172		-0.940372		-0.85556364		-1.2326016		-1.1886735		-0.58807135		-1.1094484		-0.14720392		Yes		No		No		CJ719760		TC414840		CJ719760 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd5e22 5', mRNA sequence [CJ719760]

		A_99_P367987		8.122349		6.2760487		3.312733		6.5138984		7.5355334		6.238828		5.016819		6.894818		7.5280805		6.188909		4.9956164		6.847351		-1.5019277		-1.026135		3.2582247		1.3021715		-1.5097067		-1.0622619		3.2106903		1.2600253		-0.58681536		-0.037220478		1.7040861		0.38091946		-0.5942683		-0.08713961		1.6828835		0.3334527		No		Yes		Yes		TA102599_4565		TC416851		Rep: Fen protein - Solanum pimpinellifolium (Currant tomato) (Lycopersiconpimpinellifolium), partial (9%) [TC416851]

		A_99_P250841		12.179062		13.053578		12.842441		11.8260565		11.6991		11.112282		10.099213		10.938553		10.891315		12.29506		10.018998		11.168382		-1.3947073		-3.8405066		-6.6956677		-1.8499722		-2.441464		-1.6917522		-7.078494		-1.577538		-0.47996235		-1.9412966		-2.743228		-0.8875036		-1.2877464		-0.7585182		-2.8234425		-0.6576748		Yes		Yes		Yes		DR738075		TC369464		FGAS083292 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738075]

		A_99_P231106		2.3607173		3.2422693		3.1157084		3.0900524		3.3562648		4.387385		4.4472733		3.923934		4.1176167		4.0463405		4.5080953		3.4440596		1.9938371		2.2116385		2.516755		1.7824748		3.3797097		1.7460214		2.6251264		1.2781057		0.99554753		1.1451156		1.3315649		0.8338816		1.7568994		0.8040712		1.3923869		0.35400724		Yes		Yes		Yes		TA61849_4565		0		0

		A_99_P181510		11.02934		10.403163		9.704865		9.8007		9.712112		9.506214		9.210014		8.302192		9.436742		10.0003395		8.829377		9.729848		-2.4918675		-1.8621236		-1.4091753		-2.8255045		-3.0159197		-1.3220928		-1.8346289		-1.050337		-1.3172274		-0.8969488		-0.4948511		-1.4985085		-1.592598		-0.40282345		-0.8754883		-0.07085228		Yes		No		No		CA657716		0		wlm0.pk038.i4 wlm0 Triticum aestivum cDNA clone wlm0.pk038.i4 5' end, mRNA sequence [CA657716]

		A_99_P193313		10.456191		9.9958315		11.004771		11.851438		11.379415		11.985011		11.945491		12.405082		11.724711		11.477271		12.690032		12.464688		1.8963476		3.9701118		1.9194854		1.4677886		2.4091434		2.792272		3.2159853		1.5297021		0.9232235		1.9891796		0.9407196		0.5536442		1.2685204		1.4814396		1.6852608		0.61325073		Yes		No		No		CJ663212		TC427337		CJ663212 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp15k12 5', mRNA sequence [CJ663212]

		A_99_P057916		9.162221		9.131667		9.168786		9.188899		8.789231		8.276471		8.162879		9.004779		8.704923		8.770358		8.114221		8.993497		-1.2950337		-1.8090045		-2.0082057		-1.1361239		-1.3729683		-1.284591		-2.0770924		-1.1450433		-0.37298965		-0.855196		-1.005907		-0.18412018		-0.45729828		-0.36130905		-1.0545654		-0.19540215		No		Yes		Yes		BJ280202		TC439107		BJ280202 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr7a04 5', mRNA sequence [BJ280202]

		A_99_P036734		9.534678		9.329378		8.792935		9.071713		9.810212		10.400983		9.840835		9.280474		10.122658		9.838012		10.163508		9.342031		1.2104418		2.10177		2.067517		1.1556946		1.50314		1.4227021		2.5857325		1.2060729		0.27553368		1.0716047		1.0478992		0.20876026		0.5879793		0.5086336		1.370573		0.27031708		No		Yes		Yes		TA87281_4565		0		0

		A_99_P465632		5.077475		4.661284		5.7518992		5.0667195		4.943193		4.4044194		4.132467		4.9721937		5.04341		4.704748		4.437756		5.1547017		-1.0975466		-1.194879		-3.0725415		-1.0677145		-1.0238932		1.0305855		-2.486546		1.0628825		-0.13428211		-0.25686455		-1.6194324		-0.094525814		-0.034065247		0.043464184		-1.3141432		0.08798218		No		Yes		Yes		TC414004		TC414004		0

		A_99_P532212		1.8023585		1.666907		1.7725445		1.7613004		2.1327434		1.9533323		3.4684675		2.9017546		1.7603198		1.8665466		4.349323		2.4581802		1.2573488		1.2196146		3.239841		2.204504		-1.0295677		1.1484115		5.9660597		1.6209952		0.33038485		0.28642535		1.695923		1.1404542		-0.04203868		0.19963968		2.5767784		0.69687974		No		Yes		Yes		BE470774		TC445421		Rep: neuro-oncological ventral antigen 2 - Mus musculus, partial (4%) [TC445421]

		A_99_P561853		7.677732		9.07877		8.790794		9.74808		7.495992		7.5910277		7.97336		8.211318		7.0564446		7.9013863		7.528873		8.618293		-1.1342509		-2.8044968		-1.7622691		-2.9014263		-1.5382472		-2.2616622		-2.3981493		-2.188265		-0.1817398		-1.487742		-0.8174343		-1.5367622		-0.62128735		-1.1773834		-1.2619214		-1.1297874		Yes		No		No		AK332079		TC456754		Triticum aestivum cDNA, clone: WT003_B13, cultivar: Chinese Spring [AK332079]

		A_99_P256361		3.6296608		3.2552636		2.8317356		3.7910302		4.743377		5.5741954		5.270931		4.1365275		5.0176516		4.822639		5.2496295		4.1077094		2.1640239		4.9896264		5.423391		1.270589		2.6171393		2.9636507		5.343903		1.2454605		1.1137164		2.3189318		2.4391952		0.34549737		1.3879907		1.5673754		2.417894		0.31667924		Yes		No		No		TA68935_4565		0		0

		A_99_P475692		6.3100667		5.6706986		4.4668956		5.961983		4.808853		2.6821747		3.6698675		3.6746712		3.4175828		4.314684		2.5440705		4.3398366		-2.8308072		-7.936616		-1.7375182		-4.881458		-7.4254785		-2.559771		-3.7916481		-3.0783272		-1.5012136		-2.988524		-0.79702806		-2.287312		-2.892484		-1.3560147		-1.9228251		-1.6221466		Yes		No		No		TC419770		TC419770		Rep: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I - Hordeum vulgare (Barley), partial (9%) [TC419770]

		A_99_P229836		12.121765		11.77303		13.177907		12.744461		12.90729		13.42665		13.491088		13.275193		14.390111		12.769069		13.688843		13.241286		1.7237198		3.1462204		1.242444		1.4446622		4.817704		1.9945157		1.4249742		1.4111049		0.7855253		1.6536198		0.31318092		0.53073215		2.2683458		0.99603844		0.5109358		0.49682522		Yes		Yes		Yes		TA61494_4565		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		A_99_P537957		5.2325892		4.826164		4.2269053		4.940849		5.568087		6.3869634		6.1206155		5.19745		6.231527		5.6312714		6.5662746		5.4601502		1.2618128		2.9501731		3.7158961		1.194661		1.9985278		1.7472761		5.0608134		1.433261		0.33549786		1.5607996		1.8937101		0.25660133		0.9989376		0.8051076		2.3393693		0.5193014		Yes		Yes		Yes		TC428600		TC428600		Rep: Vrga1 - Aegilops ventricosa (Goatgrass), partial (14%) [TC428600]

		A_99_P344296		10.849762		10.121651		12.4203005		12.642849		10.538658		8.161384		11.3966875		11.959892		10.141374		8.964226		11.159265		11.884709		-1.2406566		-3.89134		-2.0330038		-1.6054265		-1.6339778		-2.2305894		-2.3966777		-1.6913083		-0.31110382		-1.9602671		-1.023613		-0.6829567		-0.7083883		-1.1574249		-1.2610359		-0.7581396		No		Yes		Yes		AK331408		TC406435		Triticum aestivum cDNA, clone: WT007_G19, cultivar: Chinese Spring [AK331408]

		A_99_P241521		4.1129704		4.779248		3.6851807		4.571827		3.2017481		2.8194046		2.6804903		3.3239765		2.4941757		3.2875268		2.6750355		3.5441406		-1.880638		-3.8901982		-2.0065129		-2.3748732		-3.0711834		-2.8122432		-2.0141137		-2.038752		-0.9112222		-1.9598436		-1.0046904		-1.2478504		-1.6187947		-1.4917214		-1.0101452		-1.0276864		Yes		Yes		Yes		TA64877_4565		TC408267		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (32%) [TC408267]

		A_99_P515947		8.131192		7.742471		7.2568		7.8997664		9.584671		8.819848		8.150553		10.289608		7.955051		7.3858438		7.2593837		7.495868		2.7386763		2.1101959		1.8580027		5.240998		-1.1298579		-1.2804291		1.0017923		-1.3230782		1.4534788		1.0773768		0.8937526		2.3898416		-0.17614126		-0.35662746		0.0025835037		-0.40389824		Yes		No		No		TC438735		TC438735		Rep: Os01g0863300 protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC438735]

		A_99_P314191		11.215431		10.585971		9.758796		9.997518		11.783333		12.336613		10.912999		10.0980625		12.675214		11.868808		11.417027		10.131377		1.482366		3.3650823		2.225614		1.0721784		2.750669		2.4331696		3.1562943		1.0972252		0.5679016		1.7506418		1.1542034		0.10054493		1.4597826		1.2828369		1.6582317		0.13385963		Yes		Yes		Yes		TA85872_4565		TC380970		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC380970]

		A_99_P202501		9.873066		9.926426		9.836295		9.59193		10.358682		10.8871565		10.881485		10.117431		10.595615		10.012374		11.014865		9.831223		1.4001833		1.9462953		2.063638		1.4394326		1.6500953		1.0613849		2.2635226		1.1804134		0.48561573		0.96073055		1.0451899		0.5255003		0.72254944		0.08594799		1.1785698		0.23929214		No		Yes		Yes		AK336052		TC374525		Triticum aestivum cDNA, clone: SET3_B21, cultivar: Chinese Spring [AK336052]

		A_99_P370867		6.1939626		6.7982216		6.550043		5.708299		5.530292		5.4177628		5.0230327		4.3854747		5.3218517		6.425113		5.304273		4.7609916		-1.5841079		-2.6035116		-2.8818803		-2.5015538		-1.830339		-1.2951403		-2.371451		-1.9282707		-0.66367054		-1.3804588		-1.5270104		-1.3228245		-0.87211084		-0.3731084		-1.24577		-0.9473076		Yes		No		No		TA103301_4565		TC450684		0

		A_99_P367012		5.408377		5.2877107		5.307944		5.284088		5.261187		5.178285		6.1726604		5.4117846		5.2641964		5.31265		6.817554		5.7500153		-1.1074106		-1.0787987		1.8209819		1.0925479		-1.1051029		1.0174371		2.8473308		1.3812047		-0.1471901		-0.109425545		0.86471653		0.12769651		-0.14418077		0.024939537		1.5096102		0.46592712		No		Yes		Yes		TA102357_4565		TC434878		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC434878]

		A_99_P145391		6.5611496		5.620037		5.1101046		5.606794		7.8207946		8.2814665		7.850679		6.6062837		9.210186		7.568853		8.27881		6.4608874		2.3943682		6.326596		6.6833634		1.9992929		6.272482		3.8605752		8.992393		1.8076227		1.259645		2.6614294		2.7405744		0.9994898		2.6490364		1.9488158		3.168705		0.85409355		Yes		Yes		Yes		CJ855858		TC419096		CJ855858 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal34n02 5', mRNA sequence [CJ855858]

		A_99_P566747		7.1424866		4.488383		5.084804		5.8826885		7.8605666		5.9031177		5.818653		8.265023		6.7697644		5.4542375		5.5911903		6.118759		1.6449914		2.6661072		1.6630702		5.213798		-1.2947936		1.9532202		1.4204876		1.1777805		0.71808004		1.4147348		0.73384905		2.3823347		-0.37272215		0.96585464		0.5063863		0.23607063		Yes		No		No		TC458634		TC458634		0

		A_99_P448972		9.933349		9.9824095		10.42271		9.447551		9.572398		9.33447		8.608837		9.035976		9.377146		9.685981		8.936528		9.122826		-1.2842717		-1.5669289		-3.5158494		-1.3301365		-1.4703941		-1.2281005		-2.8014665		-1.2524258		-0.36095047		-0.6479397		-1.8138733		-0.41157436		-0.5562029		-0.29642868		-1.4861822		-0.32472515		No		Yes		Yes		EU562183		TC402957		Triticum aestivum cultivar Norstar ICE41 mRNA, complete cds [EU562183]

		A_99_P317916		9.450095		9.155612		9.07294		9.196294		10.013248		10.459913		9.717472		9.112105		10.456502		9.484053		9.985947		9.119651		1.4774951		2.469641		1.5632323		-1.0600913		2.0089014		1.2556555		1.8829658		-1.0545614		0.56315327		1.3043013		0.6445322		-0.08418846		1.0064068		0.32844067		0.9130068		-0.07664299		No		Yes		Yes		TA86919_4565		TC413628		Rep: Os03g0773300 protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC413628]

		A_99_P514937		2.0825527		2.5411797		2.0498645		1.9143853		4.224168		5.431511		5.32696		2.944893		6.007961		3.6727908		5.488025		2.43063		4.4125576		7.414407		9.694023		2.0427427		15.193771		2.191033		10.839006		1.4302275		2.1416152		2.8903313		3.2770956		1.0305076		3.9254081		1.1316111		3.4381607		0.51624465		Yes		Yes		Yes		CA726128		TC438302		Rep: Reversibly glycosylated polypeptide - Triticum aestivum (Wheat), partial (63%) [TC438302]

		A_99_P285391		10.843037		10.3301735		10.010213		9.924235		11.457072		12.1045685		11.110279		10.440425		12.448582		11.212677		11.626729		10.261022		1.5305345		3.4209452		2.1436453		1.4301729		3.043107		1.8435717		3.0663366		1.2629402		0.6140356		1.774395		1.1000662		0.5161896		1.605545		0.8825035		1.6165161		0.33678627		Yes		Yes		Yes		TA77449_4565		TC424970		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), complete [TC424970]

		A_99_P000331		7.1035647		8.309607		11.001134		8.212476		9.656306		11.508683		11.039319		9.217719		10.446137		9.202042		11.766814		8.867238		5.867482		9.183707		1.0268213		2.007282		10.144126		1.8563067		1.7001716		1.5743566		2.5527415		3.1990767		0.03818512		1.0052433		3.3425727		0.8924351		0.7656803		0.65476227		Yes		No		No		AF104107		TC400048		Triticum aestivum small heat shock protein Hsp23.5 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104107]

		A_99_P133700		6.009602		6.3200607		6.353332		6.7236457		4.7263966		5.622261		4.187697		6.015754		6.0088654		5.6525865		4.884278		6.0419993		-2.4337914		-1.6220291		-4.486639		-1.6334151		-1.0005108		-1.5882899		-2.7684035		-1.6039691		-1.2832055		-0.6977997		-2.165635		-0.70789146		-7.37E-04		-0.66747427		-1.4690542		-0.68164635		Yes		No		No		CV777801		TC398768		FGAS072208 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777801]

		A_99_P289826		6.3427854		5.9736037		5.116553		5.5313344		6.252498		6.4163976		6.338804		5.5691185		6.3160453		6.4581733		6.3010864		5.8952217		-1.0645821		1.359234		2.3331046		1.0265359		-1.0187076		1.3991684		2.272899		1.2868887		-0.09028721		0.44279385		1.2222509		0.0377841		-0.026740074		0.48456955		1.1845336		0.3638873		No		Yes		Yes		AK335015		TC411726		Triticum aestivum cDNA, clone: WT011_N03, cultivar: Chinese Spring [AK335015]

		A_99_P311861		7.8450055		7.8272758		6.657599		6.7843566		6.090843		6.433295		5.748482		5.6190515		6.1428113		6.9699917		5.6766815		6.8970375		-3.373304		-2.6280286		-1.8778955		-2.2428064		-3.253955		-1.8116246		-1.9737202		1.0812356		-1.7541623		-1.393981		-0.90911674		-1.1653051		-1.7021942		-0.85728407		-0.98091745		0.11268091		Yes		No		No		TA85179_4565		TC397740		Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC397740]

		A_99_P003761		7.413296		7.3675117		7.9241548		7.64825		7.249386		6.6903787		7.31324		6.480526		6.372849		6.2184353		6.6265297		6.394489		-1.1203196		-1.5989592		-1.5272272		-2.24657		-2.0568652		-2.2177188		-2.4582388		-2.384623		-0.16391039		-0.6771331		-0.6109147		-1.1677241		-1.0404472		-1.1490765		-1.2976251		-1.2537613		Yes		No		No		BT009572		TC408965		Triticum aestivum clone wre1n.pk0022.a4:fis, full insert mRNA sequence [BT009572]

		A_99_P278096		11.088784		10.235524		8.722512		8.954205		8.92608		8.485715		8.197522		8.363986		9.227586		9.5625725		8.474318		9.259647		-4.4775343		-3.363141		-1.4389237		-1.5054748		-3.6330934		-1.5943316		-1.18772		1.2357979		-2.1627045		-1.7498093		-0.5249901		-0.59021854		-1.8611984		-0.6729517		-0.2481947		0.3054428		Yes		No		No		TA75327_4565		TC458078		0

		A_99_P285186		11.116931		10.713862		10.037285		9.818394		9.9880905		9.777297		8.980145		8.413812		9.840469		10.263776		8.807144		9.682789		-2.186829		-1.9139663		-2.0808015		-2.6474106		-2.422441		-1.3661222		-2.3458986		-1.0985533		-1.1288404		-0.9365654		-1.0571394		-1.404582		-1.2764616		-0.4500866		-1.2301407		-0.13560486		Yes		No		No		TA77398_4565		TC454529		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC454529]

		A_99_P316871		6.269298		6.4173636		5.6964326		6.347073		6.3038745		7.5747375		7.9566803		6.7790093		6.3557115		7.521253		8.10958		6.9717507		1.0242561		2.2305105		4.790737		1.3490429		1.0617274		2.1493337		5.3263507		1.5418663		0.034576416		1.1573739		2.2602477		0.43193626		0.08641338		1.1038895		2.4131474		0.62467766		Yes		Yes		Yes		TA86623_4565		TC392617		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC392617]

		A_99_P452327		14.86428		14.943652		14.147748		13.65171		13.864923		13.833972		12.866822		12.338353		13.740804		14.312411		12.855614		13.815972		-1.9991091		-2.157978		-2.4299486		-2.4851904		-2.1787128		-1.5488966		-2.4489007		1.1205933		-0.9993572		-1.1096802		-1.2809258		-1.3133564		-1.123476		-0.63124084		-1.2921343		0.16426277		Yes		No		No		CV760906		TC381197		FGAS055292 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV760906]

		A_99_P438132		13.246617		12.775861		10.883298		11.500977		12.903108		12.028453		9.348041		12.429474		12.8940935		12.015576		9.2901		11.630498		-1.2688396		-1.6787739		-2.8984013		1.9032925		-1.2767923		-1.6938245		-3.0171738		1.0939307		-0.34350967		-0.7474079		-1.5352573		0.9284973		-0.3525238		-0.7602844		-1.5931978		0.12952137		No		Yes		Yes		DR740398		TC426322		FGAS000345 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740398]

		A_99_P523947		2.9641922		3.9388664		3.71867		2.8306236		4.0597763		5.0020266		5.259173		4.753699		4.3705335		4.479751		5.5325885		4.6478195		2.136996		2.0895035		2.9089592		3.7923055		2.650641		1.4548644		3.5159597		3.523956		1.0955842		1.0631602		1.540503		1.9230752		1.4063413		0.54088473		1.8139186		1.8171959		Yes		No		No		TC400932		TC400932		Rep: Os02g0556400 protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC400932]

		A_99_P165322		12.187467		12.163918		12.876526		12.913266		11.6124115		10.826541		12.083995		12.438794		11.647771		11.369147		12.066142		12.60101		-1.4897344		-2.5269141		-1.7321105		-1.3894097		-1.4536659		-1.734801		-1.753678		-1.2416477		-0.5750551		-1.3373766		-0.792531		-0.47447205		-0.53969574		-0.79477024		-0.8103838		-0.31225586		No		Yes		Yes		AK331026		TC381261		Triticum aestivum cDNA, clone: SET5_O06, cultivar: Chinese Spring [AK331026]

		A_99_P193568		7.380197		7.222384		6.875055		6.836283		7.5707016		7.763662		7.883915		7.094768		7.6494		7.5682063		8.126675		7.6251655		1.1411628		1.455261		2.0123205		1.1962217		1.205142		1.2708752		2.381086		1.7277354		0.19050455		0.5412779		1.0088601		0.25848484		0.2692032		0.34582233		1.2516198		0.78888226		No		Yes		Yes		AB289691		0		AB289691 cDNA-AFLP screen, Chinese Spring Triticum aestivum cDNA clone TaDEF1, mRNA sequence [AB289691]

		A_99_P372882		3.631405		2.3693717		2.3256247		3.283438		2.2198074		4.0227575		4.1490808		3.9135067		4.158915		3.5532176		4.4218616		4.1511126		-2.6603162		3.1457105		3.5392804		1.5476388		1.4414392		2.271816		4.275926		1.8247193		-1.4115977		1.6533859		1.823456		0.6300688		0.5275099		1.183846		2.096237		0.8676746		Yes		No		No		TA103788_4565		TC447741		0

		A_99_P323796		5.468715		5.9638543		7.0523834		6.2401447		5.7936597		7.0972486		7.0948815		6.2439494		7.1890235		5.722694		7.2303367		6.463344		1.2526163		2.1937425		1.0298957		1.0026407		3.2950683		-1.1819429		1.1312778		1.1673194		0.3249445		1.1333942		0.04249811		0.0038046837		1.7203083		-0.2411604		0.17795324		0.22319937		No		Yes		Yes		TA88670_4565		TC400712		0

		A_99_P225201		10.123025		10.525046		10.1923685		10.4270735		10.461346		11.120324		11.354843		10.76648		10.240504		11.095445		11.1469		10.636249		1.2642841		1.5107634		2.2384105		1.2652364		1.0848378		1.4849335		1.9379504		1.156027		0.33832073		0.5952778		1.1624746		0.33940697		0.117479324		0.57039833		0.95453167		0.20917511		No		Yes		Yes		TA60047_4565		TC378741		0

		A_99_P211331		5.3537307		5.373913		3.4823697		5.103941		8.258125		9.730619		12.745521		10.055699		9.413963		10.004804		12.301791		8.084857		7.4870358		20.487991		614.4497		30.947659		16.682142		24.776335		451.76282		7.8948727		2.9043946		4.3567066		9.263151		4.9517584		4.0602326		4.630891		8.819422		2.980916		Yes		Yes		Yes		TA54555_4565		TC447464		Rep: Class I chitinase - Triticum aestivum (Wheat), partial (45%) [TC447464]

		A_99_P412867		9.56541		9.815845		9.156046		10.272339		8.599381		8.776414		8.040626		9.61876		9.05404		8.984977		8.068646		10.022546		-1.9534552		-2.0554163		-2.1665812		-1.5730655		-1.4254029		-1.778755		-2.1249068		-1.1890365		-0.9660282		-1.0394306		-1.1154203		-0.65357876		-0.5113697		-0.83086777		-1.0873995		-0.24979305		No		Yes		Yes		TC374788		TC374788		Rep: Glycoprotein D - Cervid herpesvirus 1, partial (5%) [TC374788]

		A_99_P571427		10.669296		10.752041		9.546814		10.013409		10.63161		11.418381		10.330764		9.885002		11.621945		11.220424		10.853783		10.144872		-1.0264664		1.5870415		1.7218385		-1.0930858		1.9354233		1.3835577		2.4742112		1.095404		-0.037686348		0.6663399		0.78394985		-0.12840652		0.9526491		0.46838284		1.3069687		0.13146305		No		Yes		Yes		TA70870_4565		TC460285		0

		A_99_P551347		5.388353		5.108461		6.150062		6.0320582		5.4129624		6.062578		6.899901		6.0219784		6.3634458		5.822323		7.2485733		5.796898		1.0172044		1.9373939		1.681605		-1.0070113		1.9657677		1.6401888		2.141336		-1.1770376		0.024609566		0.9541173		0.7498388		-0.010079861		0.9750929		0.71386194		1.0985112		-0.23516035		No		Yes		Yes		AK332358		TC452772		Triticum aestivum cDNA, clone: SET1_B06, cultivar: Chinese Spring [AK332358]

		A_99_P570532		6.2223973		4.8186526		2.0460687		3.4459121		6.5381646		6.890654		5.0228343		4.265524		7.263001		5.5754		5.764607		4.118815		1.2446735		4.2046957		7.8721933		1.764931		2.0570881		1.6896768		13.164112		1.5942776		0.3157673		2.0720015		2.9767656		0.8196118		1.0406036		0.75674725		3.7185383		0.6729028		Yes		Yes		Yes		TA108581_4565		TC459935		Rep: Leucine-rich repeat family protein /protein kinase family protein- like - Oryza sativa subsp. japonica (Rice), partial (41%) [TC459935]

		A_99_P434607		7.403208		7.9856477		7.840864		7.4489627		8.3986435		9.66875		9.03572		8.64564		9.264409		9.0059805		9.513616		8.288745		1.9936825		3.2111769		2.2892194		2.292112		3.6331005		2.0283868		3.1882205		1.78978		0.9954357		1.6831021		1.1948557		1.1966777		1.8612013		1.0203328		1.6727514		0.83978224		Yes		Yes		Yes		BJ265615		0		0

		A_99_P498477		4.1329975		4.008347		3.075524		2.6679451		3.9449823		5.1632476		4.6158233		4.6530585		6.429151		3.0435011		3.658448		4.1705966		-1.1391954		2.2266898		2.908548		3.9589376		4.9114656		-1.9518551		1.4978819		2.83363		-0.18801522		1.1549006		1.5402992		1.9851134		2.2961535		-0.9648459		0.5829239		1.5026515		Yes		No		No		AY064480		TC431059		Triticum aestivum glutathione-S-transferase Cla47 mRNA, complete cds [AY064480]

		A_99_P259286		1.9402262		1.8586649		2.4803264		1.8634726		2.9473584		7.6676736		9.662778		6.6032023		5.14834		5.569593		9.734172		6.7764893		2.0099118		56.064228		145.25572		26.71781		9.241418		13.094853		152.62476		30.12766		1.0071322		5.8090086		7.1824512		4.73973		3.2081141		3.710928		7.253845		4.913017		Yes		Yes		Yes		TA69806_4565		TC440633		0

		A_99_P273106		10.321279		11.171898		9.804913		9.346619		9.168903		9.699313		8.829665		8.499759		8.576322		10.620093		8.66495		9.076687		-2.2227955		-2.7751865		-1.9659783		-1.798582		-3.3518486		-1.4659182		-2.2037525		-1.2057508		-1.1523752		-1.4725847		-0.9752474		-0.84685993		-1.744957		-0.55180454		-1.1399622		-0.2699318		Yes		No		No		TA73861_4565		TC387486		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC387486]

		A_99_P245741		5.1180058		5.944219		4.068734		6.43745		7.9218783		11.266999		14.390555		10.448421		9.772832		11.402143		13.992902		10.235641		6.983124		40.023632		1279.9052		16.122131		25.190819		43.954025		971.5656		13.91135		2.8038726		5.32278		10.321821		4.0109706		4.654826		5.4579234		9.924168		3.7981906		Yes		Yes		Yes		TA65932_4565		TC373424		Rep: Pathogenisis-related protein 1.1 precursor - Triticum aestivum (Wheat), complete [TC373424]

		A_99_P509832		7.295746		6.046251		6.660654		6.922386		10.774639		10.70769		15.128936		10.908921		11.969414		11.844704		14.73174		10.173588		11.149393		25.306559		354.16595		15.851364		25.521973		55.655518		268.9298		9.5215845		3.4788933		4.6614394		8.468282		3.986535		4.673668		5.798453		8.071086		3.2512016		Yes		Yes		Yes		X85228		TC425707		T.aestivum pox2 gene [X85228]

		A_99_P417962		3.3365967		3.3742983		2.3240824		1.7046021		5.261675		4.8765674		3.6029875		5.820003		3.5458405		3.988427		2.342102		2.062454		3.7975743		2.832879		2.4265475		17.332415		1.156082		1.5306332		1.0125686		1.2815163		1.9250782		1.502269		1.2789052		4.115401		0.20924377		0.6141286		0.018019676		0.35785186		Yes		Yes		Yes		TC378967		TC378967		0

		A_99_P316371		6.643904		6.8199134		7.026612		6.7432346		6.4362316		5.7554436		6.1712036		5.386314		5.7101283		5.456144		5.7373185		5.521545		-1.1548237		-2.091401		-1.8092706		-2.561379		-1.9102691		-2.5735674		-2.444083		-2.332197		-0.2076726		-1.0644698		-0.8554082		-1.3569207		-0.9337759		-1.3637695		-1.2892933		-1.2216897		Yes		No		No		TA86489_4565		0		0

		A_99_P555112		7.201271		6.5013404		7.8098893		7.328504		7.0279202		5.807857		7.0233912		5.341612		5.455114		5.955581		5.925571		6.0221334		-1.1276746		-1.6171834		-1.7248825		-3.9638221		-3.354638		-1.4597883		-3.6917846		-2.473186		-0.17335081		-0.69348335		-0.78649807		-1.9868922		-1.7461572		-0.5457592		-1.8843184		-1.3063707		Yes		No		No		CA692679		TC454225		0

		A_99_P508212		8.120044		8.058412		8.516659		7.5983505		7.487486		6.7886524		6.748779		7.125177		7.500728		7.7272315		7.194937		7.364418		-1.5503112		-2.4112132		-3.4055314		-1.3881598		-1.5361463		-1.258042		-2.4996421		-1.1760362		-0.63255787		-1.2697592		-1.76788		-0.47317362		-0.6193156		-0.3311801		-1.3217216		-0.2339325		Yes		No		No		TC435284		TC435284		0

		A_99_P438137		7.4339905		7.507192		5.272902		4.5575867		6.402757		6.465462		3.625988		4.0077467		6.5888557		6.99165		3.7009315		4.554874		-2.0437706		-2.0586948		-3.1316304		-1.4639233		-1.7964325		-1.4295311		-2.9731052		-1.0018821		-1.0312333		-1.0417299		-1.646914		-0.54984		-0.84513474		-0.51554203		-1.5719705		-0.0027127266		Yes		No		No		AK333773		TC394939		Triticum aestivum cDNA, clone: WT008_C22, cultivar: Chinese Spring [AK333773]

		A_99_P490907		6.2735667		7.544821		10.952606		9.100245		8.4663		9.199685		8.8610525		9.176532		10.28461		8.632665		9.427955		8.789412		4.571708		3.1489358		-4.2620683		1.0543007		16.122942		2.1255612		-2.8771722		-1.2404245		2.1927333		1.6548643		-2.0915537		0.076286316		4.011043		1.0878439		-1.5246515		-0.31083393		No		Yes		Yes		TA63214_4565		TC427665		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (49%) [TC427665]

		A_99_P244231		7.868013		7.40579		7.6326165		7.122669		6.8867054		6.0848866		6.4473433		4.9477754		6.650654		6.6174035		6.6238265		5.998486		-1.9742539		-2.4982247		-2.2740645		-4.5155253		-2.3252068		-1.7271416		-2.0122228		-2.179781		-0.9813075		-1.3209033		-1.1852732		-2.1748939		-1.2173591		-0.78838634		-1.00879		-1.1241832		Yes		No		No		TA65547_4565		0		0

		A_99_P475827		5.233357		5.576317		5.34331		5.4504585		5.250563		5.8986373		6.2427964		5.8080335		5.953871		5.6927485		6.7163506		5.6504693		1.0119978		1.25034		1.865402		1.2812704		1.6477687		1.0840503		2.590159		1.1487069		0.017206192		0.32232046		0.89948654		0.35757494		0.7205138		0.11643171		1.3730407		0.20001078		No		Yes		Yes		CK159307		TC419847		Rep: TPR Domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (24%) [TC419847]

		A_99_P454472		5.5183225		5.4846826		6.096539		5.06716		5.0143867		4.105561		5.760868		4.9634285		3.7048914		4.793338		3.9740868		4.8196063		-1.418077		-2.6010997		-1.2619642		-1.0745493		-3.5147717		-1.6147879		-4.3543344		-1.1871924		-0.5039358		-1.3791218		-0.33567095		-0.10373163		-1.813431		-0.69134474		-2.1224523		-0.24755383		Yes		No		No		CK213987		TC406735		Rep: CXE carboxylesterase - Actinidia deliciosa (Kiwi), partial (20%) [TC406735]

		A_99_P014744		6.953945		6.5787845		7.38179		7.25032		6.8375344		6.222569		7.0261936		6.3428135		5.5209174		6.3069377		5.8179016		6.143841		-1.0840346		-1.2800636		-1.2795146		-1.8758006		-2.7001278		-1.2073524		-2.9564965		-2.1531954		-0.11641073		-0.35621548		-0.35559654		-0.90750647		-1.4330277		-0.27184677		-1.5638885		-1.1064792		Yes		No		No		CJ628545		TC370810		CJ628545 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs15o12 5', mRNA sequence [CJ628545]

		A_99_P400857		7.35717		6.402846		4.7968955		6.2625985		4.917727		4.4153476		4.7274075		5.5658593		5.5466027		4.8289595		5.162903		6.4476686		-5.424323		-3.9654877		-1.0493443		-1.6208372		-3.5078022		-2.977056		1.2887812		1.1368722		-2.439443		-1.9874983		-0.06948805		-0.6967392		-1.8105674		-1.5738864		0.36600733		0.18507004		Yes		No		No		TA110659_4565		TC417671		0

		A_99_P074205		15.2499695		15.82703		15.957513		15.987851		14.866628		14.3828		15.134109		15.690392		14.247738		15.232033		14.446167		16.051508		-1.3043597		-2.7211757		-1.7695767		-1.2289784		-2.003096		-1.5104699		-2.8507586		1.0451114		-0.3833418		-1.4442301		-0.8234043		-0.2974596		-1.0022316		-0.5949974		-1.5113459		0.06365681		No		Yes		Yes		AK332332		TC446541		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P505422		4.811667		4.256069		7.9802394		5.093937		6.262979		7.9677353		7.8128624		6.951678		6.5031533		5.3161864		8.715409		5.8922515		2.7345665		13.101555		-1.1230148		3.6243968		3.229893		2.085101		1.6645935		1.7390683		1.4513121		3.711666		-0.167377		1.8577409		1.6914864		1.0601172		0.7351699		0.7983146		Yes		No		No		TA65657_4565		TC434092		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, partial (98%) [TC434092]

		A_99_P410032		3.2882216		3.7744255		2.6884797		5.376061		2.3217165		2.0936282		6.992724		6.8721414		2.5145197		3.4483974		7.253365		5.664388		-1.954101		-3.2060509		19.756344		2.820753		-1.7096511		-1.2535574		23.668316		1.2212235		-0.96650505		-1.6807973		4.304244		1.4960804		-0.7737019		-0.3260281		4.564885		0.28832722		No		Yes		Yes		TA69355_4565		TC372100		Rep: Os05g0456300 protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC372100]

		A_99_P486677		2.681983		2.6834047		2.2070796		1.9982295		4.7322106		4.496247		4.1948395		4.0112495		6.7800827		3.8622887		4.596754		2.5875683		4.141713		3.5133374		3.9662066		4.0362625		17.125803		2.264016		5.240391		1.504557		2.0502276		1.8128421		1.9877598		2.01302		4.0980997		1.178884		2.3896744		0.5893388		Yes		Yes		Yes		TC425541		TC425541		Rep: Glutathione transferase F3 - Triticum aestivum (Wheat), partial (40%) [TC425541]

		A_99_P448632		9.618673		9.382694		9.408673		10.929439		12.471981		14.695431		15.709259		13.994498		13.638629		14.799827		16.015314		13.934003		7.2265534		39.745964		78.82524		8.369025		16.222853		42.728664		97.453415		8.02535		2.8533077		5.3127365		6.3005857		3.0650597		4.0199556		5.4171324		6.606641		3.0045643		Yes		Yes		Yes		CV776926		TC402717		FGAS071330 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776926]

		A_99_P544362		10.572812		10.499614		11.032009		10.374311		10.60162		10.118412		9.629754		10.253142		10.5205		10.200291		9.909618		9.963084		1.0201687		-1.3024263		-2.6431441		-1.0876158		-1.0369252		-1.2305669		-2.1770744		-1.3298166		0.02880764		-0.38120174		-1.402255		-0.12116909		-0.052311897		-0.29932308		-1.1223907		-0.41122723		No		Yes		Yes		TC449855		TC449855		0

		A_99_P497172		5.661392		6.323499		5.5651207		6.066588		6.053137		7.028225		6.72885		6.63709		6.398538		6.631462		7.0280604		6.4872146		1.3119789		1.6298348		2.2403579		1.4850405		1.666875		1.2379584		2.7566953		1.3385088		0.3917446		0.70472574		1.1637292		0.5705023		0.7371459		0.3079629		1.4629397		0.42062664		No		Yes		Yes		CJ540852		TC430467		Rep: Protein arginine N-methyltransferase 5 - Oryza sativa subsp. indica (Rice), partial (24%) [TC430467]

		A_99_P017564		4.459726		4.219318		4.560179		4.330589		3.7725735		3.494466		4.121958		3.0877602		3.1425283		3.6094038		3.2656822		3.3044512		-1.6101023		-1.652731		-1.3549329		-2.3666208		-2.491816		-1.5261683		-2.4529147		-2.0365646		-0.6871524		-0.72485185		-0.43822145		-1.2428286		-1.3171976		-0.60991406		-1.294497		-1.0261376		Yes		No		No		CJ550328		0		CJ550328 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone rwhhg13f12 3', mRNA sequence [CJ550328]

		A_99_P146197		3.026924		1.6775861		3.1893685		2.1783047		3.1090972		3.9976532		7.418246		4.690691		4.685703		4.7015786		8.02386		4.468239		1.0586116		4.9935546		18.75076		5.7056303		3.1574917		8.134155		28.531658		4.890338		0.08217335		2.3200672		4.228877		2.5123863		1.6587789		3.0239925		4.8344917		2.2899342		Yes		No		No		CD933183		TC418737		GR45.120C01F010719 GR45 Triticum aestivum cDNA clone GR45120C01, mRNA sequence [CD933183]

		A_99_P207426		7.553017		7.6261		7.159138		7.6406155		7.9872165		8.497834		8.240481		7.9669547		8.061813		8.295104		8.363933		7.707168		1.3511608		1.829861		2.1160052		1.2538278		1.4228624		1.5899749		2.3050442		1.0472114		0.43419933		0.87173414		1.0813432		0.32633924		0.5087962		0.66900396		1.2047944		0.06655264		No		Yes		Yes		TA53277_4565		TC385873		Rep: Ribophorin I - Hordeum vulgare (Barley), partial (62%) [TC385873]

		A_99_P504067		4.5796194		4.696172		4.3725557		4.91941		5.1600285		4.949302		5.5533614		5.145914		5.6368337		4.934843		5.7269473		5.09489		1.4952731		1.19179		2.2670336		1.1699963		2.0809095		1.179905		2.5568926		1.12934		0.58040905		0.25312996		1.1808057		0.22650385		1.0572143		0.23867083		1.3543916		0.17547989		No		Yes		Yes		BQ578629		TC433421		0

		A_99_P377732		9.856631		9.357281		9.348762		9.086043		11.191211		11.928678		10.8380165		10.035206		11.962451		11.017044		11.149681		9.755249		2.5220196		5.943846		2.8074396		1.9307514		4.3044224		3.159647		3.4844224		1.5901972		1.3345795		2.5713968		1.489255		0.9491625		2.1058197		1.6597633		1.8009195		0.66920567		Yes		Yes		Yes		TA104977_4565		TC439992		0

		A_99_P257746		15.198739		14.450904		15.926848		15.46802		14.577479		11.830509		11.950437		13.938076		15.642709		12.180211		12.539075		13.497935		-1.5382177		-6.149183		-15.740525		-2.887747		1.3603423		-4.825548		-10.466981		-3.9179125		-0.6212597		-2.6203947		-3.9764118		-1.5299444		0.44396973		-2.2706928		-3.3877735		-1.9700851		Yes		Yes		Yes		AK333375		TC399756		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P302161		5.003826		6.9495406		6.856755		6.4117866		3.8066738		5.15409		5.6868744		5.30324		4.9775662		5.714651		5.428781		6.254419		-2.2928665		-3.4712389		-2.2499304		-2.1562834		-1.0183686		-2.3536332		-2.6906855		-1.1152505		-1.1971524		-1.7954507		-1.1698804		-1.1085467		-0.0262599		-1.2348895		-1.4279737		-0.1573677		Yes		Yes		Yes		TA82315_4565		TC407457		0

		A_99_P422122		2.0973256		1.80806		2.2774866		1.8105488		4.8469467		5.7179294		5.8500996		4.25231		7.3937354		4.8779836		6.070785		3.4098637		6.725405		15.031001		11.897718		5.433045		39.2987		8.397287		13.864258		3.029994		2.7496212		3.9098692		3.572613		2.441761		5.2964096		3.0699234		3.7932985		1.5993149		Yes		Yes		Yes		TC447572		TC447572		0

		A_99_P239771		9.73005		9.315582		8.562177		9.126438		8.637424		8.550098		7.5265336		7.4374995		8.562597		8.76262		7.168406		8.933087		-2.1326182		-1.6999401		-2.0500274		-3.224194		-2.2461476		-1.467095		-2.6276455		-1.1434163		-1.0926256		-0.76548386		-1.0356431		-1.6889386		-1.1674528		-0.5529623		-1.3937707		-0.19335079		Yes		No		No		TA64372_4565		TC444180		Rep: Photosystem I reaction center subunit psaK, chloroplast precursor - Hordeum vulgare (Barley), complete [TC444180]

		A_99_P343851		10.327742		10.745109		10.14227		10.4507675		9.356535		8.825725		6.7749267		9.275483		9.265222		9.566384		7.3232827		9.115016		-1.9604796		-3.7826152		-10.319802		-2.258374		-2.0885766		-2.263765		-7.056669		-2.5240693		-0.97120667		-1.919384		-3.3673434		-1.1752844		-1.06252		-1.1787243		-2.8189874		-1.3357515		Yes		Yes		Yes		TA94821_4565		TC393747		Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC393747]

		A_99_P536437		4.7087817		4.94229		5.8850055		5.042968		4.2534733		4.673809		4.2402425		4.996232		4.19016		5.036801		4.9384995		4.725638		-1.3710759		-1.2045387		-3.1269648		-1.0329251		-1.4325862		1.0677035		-1.9271996		-1.2460223		-0.45530844		-0.26848078		-1.644763		-0.046735764		-0.5186219		0.09451103		-0.946506		-0.31732988		No		Yes		Yes		BQ487370		TC447129		Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC447129]

		A_99_P047100		7.6847057		8.262657		6.896113		7.0767503		6.5443635		6.89393		6.1652565		6.016196		6.2900634		7.469046		5.673796		6.929297		-2.204333		-2.5824263		-1.659624		-2.085733		-2.6292336		-1.7334077		-2.333211		-1.1076126		-1.1403422		-1.3687272		-0.7308564		-1.0605545		-1.3946424		-0.79361105		-1.2223167		-0.14745331		Yes		No		No		BQ744202		TC396698		WHE4112_H01_P02ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4112_H01_P02, mRNA sequence [BQ744202]

		A_99_P236686		14.212891		14.232628		13.429065		12.964726		13.136055		13.098908		12.224921		11.637207		13.008292		13.574782		12.158589		13.103934		-2.1094043		-2.1942372		-2.3040044		-2.509708		-2.3047311		-1.5777247		-2.4124105		1.1013002		-1.0768356		-1.1337194		-1.2041435		-1.3275194		-1.2045984		-0.6578455		-1.2704754		0.13920784		Yes		No		No		TA63517_4565		0		0

		A_99_P465982		10.891494		10.90086		11.366176		11.500832		11.115895		10.24519		10.381859		11.2603		10.200795		10.588654		9.939914		11.423168		1.1682924		-1.5753475		-1.9783763		-1.1814282		-1.6140649		-1.241605		-2.6874948		-1.0553075		0.22440147		-0.65567017		-0.9843168		-0.24053192		-0.6906986		-0.31220627		-1.4262619		-0.07766342		No		Yes		Yes		AK331438		TC414234		Triticum aestivum cDNA, clone: WT007_H23, cultivar: Chinese Spring [AK331438]

		A_99_P363766		4.7217793		4.054135		4.9000115		5.0031743		5.9161286		6.9266777		7.633592		6.306587		6.858202		6.1869903		7.97708		6.367794		2.288416		7.3235483		6.651043		2.4681206		4.3967047		4.3858466		8.438978		2.5750844		1.1943493		2.8725429		2.7335806		1.3034129		2.1364226		2.1328554		3.0770683		1.3646197		Yes		Yes		Yes		TA101289_4565		TC379210		Rep: Phenylalanine ammonia lyase - Rhodotorula glutinis (Yeast), partial (3%) [TC379210]

		A_99_P413427		11.187012		11.224753		12.012759		11.909665		10.656279		9.985878		10.839843		11.027102		10.792703		10.815647		11.2142515		11.577628		-1.4446632		-2.3601449		-2.2546701		-1.8436472		-1.3143132		-1.327863		-1.7393011		-1.2587894		-0.5307331		-1.2388754		-1.1729164		-0.88256264		-0.39430904		-0.40910625		-0.7985077		-0.33203697		No		Yes		Yes		TC375235		TC375235		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC375235]

		A_99_P270536		9.128638		9.515645		12.36992		11.516067		7.507282		8.072608		11.789905		10.095875		7.4484267		8.693526		11.160342		11.188207		-3.0766418		-2.7189262		-1.494865		-2.6762109		-3.2047493		-1.7680006		-2.312699		-1.2551501		-1.6213565		-1.443037		-0.5800152		-1.4201918		-1.6802115		-0.82211876		-1.2095776		-0.32785988		Yes		No		No		TA73108_4565		TC381387		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC381387]

		A_99_P154242		12.5301285		11.878329		11.035085		11.009239		13.685139		14.175354		12.716407		11.664802		14.5583725		14.02863		13.76149		12.145191		2.226859		4.914432		3.2072172		1.5752299		4.0790806		4.4392037		6.6180453		2.1976354		1.1550102		2.2970247		1.6813221		0.6555624		2.028244		2.150301		2.7264051		1.135952		Yes		Yes		Yes		TC385645		TC385645		Rep: Lipase (Class 3) family-like protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC385645]

		A_99_P521867		8.359985		7.9561763		7.54187		7.4839053		8.785157		9.490209		8.595565		8.223502		9.958492		8.496664		9.015025		8.272931		1.3427324		2.8959413		2.0758393		1.6697092		3.0282974		1.4544642		2.7762837		1.7279073		0.42517185		1.5340323		1.0536947		0.73959684		1.5985069		0.54048777		1.473155		0.7890258		Yes		Yes		Yes		TC429898		TC429898		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC429898]

		A_99_P026654		5.9557033		5.803856		6.010645		6.6746006		5.8101788		5.4288864		4.939594		5.8027725		6.2525387		4.9792113		4.9426684		6.2676005		-1.1061327		-1.2968122		-2.1009636		-1.8299803		1.2284468		-1.7710986		-2.0964909		-1.3259258		-0.1455245		-0.37496948		-1.0710511		-0.8718281		0.29683542		-0.82464457		-1.0679765		-0.40700006		No		Yes		Yes		TA89379_4565		TC406371		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), complete [TC406371]

		A_99_P305036		7.5363564		7.860458		7.737512		7.75619		6.704405		6.8566704		5.8012843		7.263265		7.154097		7.310225		6.334795		7.136116		-1.7800918		-2.0052576		-3.8270369		-1.4072949		-1.3033814		-1.4643221		-2.6439908		-1.5369538		-0.8319516		-1.0037875		-1.9362278		-0.4929247		-0.38225937		-0.5502329		-1.4027171		-0.6200738		Yes		No		No		BQ246190		TC414911		TaE15015A06R TaE15 Triticum aestivum cDNA clone TaE15015A06R, mRNA sequence [BQ246190]

		A_99_P274741		11.294327		10.836551		10.946235		11.161555		12.271153		13.216682		12.179417		11.579213		13.088857		12.006244		12.750201		11.518337		1.9681315		5.2058425		2.3508492		1.3357573		3.4690242		2.249638		3.4917893		1.2805663		0.97682667		2.3801317		1.233182		0.41765785		1.7945299		1.169693		1.8039665		0.35678196		Yes		Yes		Yes		AK333001		TC405843		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P274731		7.918577		7.4788156		7.417917		7.794828		8.774646		9.517147		8.524943		7.9211216		9.253387		8.710361		8.787846		7.6701255		1.810099		4.107702		2.1540124		1.091486		2.522423		2.3481832		2.5845783		-1.0902828		0.8560686		2.0383315		1.1070266		0.12629366		1.3348103		1.231545		1.3699288		-0.12470245		Yes		Yes		Yes		AK333001		TC460228		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P255031		10.382176		11.040835		10.475692		11.450474		9.767503		9.953151		9.577663		10.641956		9.949422		10.210366		9.450929		10.770289		-1.5312115		-2.1253266		-1.8635175		-1.7514107		-1.3498083		-1.7782636		-2.0346253		-1.6023445		-0.6146736		-1.0876846		-0.8980284		-0.80851746		-0.43275452		-0.83046913		-1.0247631		-0.68018436		No		Yes		Yes		TA68562_4565		TC437984		Rep: Glycoside hydrolase, family 19 - Medicago truncatula (Barrel medic), partial (57%) [TC437984]

		A_99_P532852		9.091794		8.690616		8.325398		9.115609		7.8578515		7.870014		7.396275		7.4711785		8.222751		8.082806		7.127092		8.532142		-2.3520887		-1.7661421		-1.9041187		-3.1262445		-1.8264514		-1.5239441		-2.2947016		-1.4984463		-1.2339425		-0.82060146		-0.9291234		-1.6444306		-0.86904335		-0.60781		-1.1983066		-0.5834675		Yes		No		No		CD861509		TC445655		Rep: Glycine-rich protein - Citrus unshiu (Satsuma orange), partial (27%) [TC445655]

		A_99_P483272		1.9293337		1.7572473		2.2271633		1.7578092		2.0536945		1.6501862		7.739022		4.676821		2.9229953		1.7903186		7.4386163		2.9455597		1.0900247		-1.077032		45.628345		7.56328		1.9912324		1.023188		37.05132		2.277973		0.1243608		-0.10706115		5.5118585		2.919012		0.99366164		0.03307128		5.211453		1.1877506		Yes		Yes		Yes		BT009357		TC423778		Triticum aestivum clone wlm96.pk0023.a11:fis, full insert mRNA sequence [BT009357]

		A_99_P121189		3.9360924		4.448264		4.9169064		4.837288		3.4713886		3.1430721		4.1044526		2.4803452		2.5822861		2.989029		3.1192913		2.8358097		-1.380034		-2.4711661		-1.7561959		-5.1228356		-2.5558555		-2.7496257		-3.4764504		-4.0041003		-0.4647038		-1.305192		-0.81245375		-2.3569427		-1.3538063		-1.4592352		-1.797615		-2.0014782		Yes		No		No		0		0		0

		A_99_P224186		6.7063975		7.724157		6.498455		9.31586		10.36349		13.00652		15.553012		11.841297		11.456143		12.996009		15.03078		11.774995		12.615212		38.91794		531.7325		5.7574797		26.903946		38.635414		370.242		5.4988694		3.6570926		5.2823634		9.054557		2.5254374		4.749746		5.271852		8.532325		2.459135		Yes		Yes		Yes		CK162151		TC441162		FGAS014736 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162151]

		A_99_P565517		9.446727		9.5838175		8.538063		8.648255		9.298383		10.835063		10.000826		8.86809		9.968715		10.059218		10.2016325		8.858039		-1.1082966		2.3804684		2.7563572		1.1645999		1.4359325		1.3903046		3.1679938		1.1565146		-0.14834404		1.2512455		1.4627628		0.21983433		0.5219879		0.47540092		1.6635695		0.20978355		No		Yes		Yes		TA83418_4565		TC458266		Rep: Isochorismate synthetase - Acinetobacter baumannii (strain ATCC 17978 / NCDC KC 755), partial (6%) [TC458266]

		A_99_P257226		6.863745		6.517879		6.6021767		5.954557		6.0622277		4.951603		5.260939		4.9368043		5.5802865		5.7599244		5.017306		5.480804		-1.7429335		-2.961393		-2.5336857		-2.0247624		-2.4342186		-1.6910913		-2.9998093		-1.3887173		-0.8015175		-1.5662761		-1.3412375		-1.0177526		-1.2834587		-0.7579546		-1.5848708		-0.47375298		Yes		Yes		Yes		TA69182_4565		TC414346		Rep: Fibrillin 5 - Coffea canephora (Robusta coffee), partial (71%) [TC414346]

		A_99_P231296		10.45993		9.745037		9.404166		9.051766		8.871876		8.393937		8.872746		6.8281875		8.967803		9.065987		9.173921		8.254043		-3.0064368		-2.5510654		-1.4453509		-4.670506		-2.8130348		-1.6010857		-1.1730347		-1.7383562		-1.5880547		-1.3511		-0.53141975		-2.223579		-1.4921274		-0.67905045		-0.23024559		-0.79772377		Yes		No		No		TA61897_4565		0		0

		A_99_P404042		6.341099		6.705681		5.1682963		5.4469247		6.821537		7.2739377		6.366058		5.412163		7.8980765		6.9167004		7.2507434		4.793443		1.3951674		1.482731		2.293835		-1.0243877		2.942368		1.1575059		4.23525		-1.5729594		0.48043823		0.56825686		1.1977615		-0.034761906		1.5569777		0.21101952		2.082447		-0.6534815		No		Yes		Yes		TA111418_4565		TC433652		Rep: LOC539158 protein - Bos taurus (Bovine), partial (5%) [TC433652]

		A_99_P436592		10.879378		11.494664		11.285956		11.338078		10.036033		10.487507		9.999776		11.099682		10.560657		10.574606		10.378074		11.079571		-1.7942061		-2.0099468		-2.4388154		-1.1796801		-1.247225		-1.8921916		-1.8762898		-1.19624		-0.84334564		-1.0071573		-1.2861805		-0.23839569		-0.31872177		-0.92005825		-0.9078827		-0.25850677		No		Yes		Yes		CJ714981		TC393802		0

		A_99_P522097		6.4198823		5.7660065		7.299749		6.751201		5.735002		5.522995		6.272945		5.8564396		6.125425		5.204677		6.2935166		6.349603		-1.6075685		-1.1834605		-2.0375056		-1.8593025		-1.2264236		-1.4756283		-2.0086584		-1.3209703		-0.68488026		-0.24301147		-1.026804		-0.89476156		-0.29445744		-0.56132936		-1.0062323		-0.40159798		No		Yes		Yes		TA83397_4565		TC441337		0

		A_99_P232466		7.981268		8.128567		8.642081		8.194276		7.707126		6.9148273		7.584535		6.861973		7.200546		7.083571		7.0726304		7.0524077		-1.2092745		-2.3193803		-2.0813882		-2.5180433		-1.7179906		-2.0633602		-2.9679172		-2.2066658		-0.2741418		-1.2137394		-1.0575461		-1.332303		-0.78072214		-1.0449958		-1.5694509		-1.1418681		Yes		No		No		TA62286_4565		TC370464		Rep: Eukaryotic translation initiation factor 2 alpha subunit family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (54%) [TC370464]

		A_99_P048264		5.6316605		5.157778		5.571198		5.4585934		4.3454623		4.166231		4.7657337		3.4514866		4.364645		4.2141376		3.9747314		4.096891		-2.4388452		-1.9883155		-1.7477081		-4.019753		-2.406632		-1.9233752		-3.0240176		-2.5698826		-1.2861981		-0.99154663		-0.80546427		-2.0071068		-1.2670155		-0.94364023		-1.5964665		-1.3617024		Yes		No		No		CA620972		0		wl1n.pk0070.b8 wl1n Triticum aestivum cDNA clone wl1n.pk0070.b8 5' end, mRNA sequence [CA620972]

		A_99_P484782		2.6462543		3.1122425		3.0417664		3.147218		6.007607		10.972695		11.147935		7.655823		10.055152		8.000077		11.600189		6.7496667		10.277039		232.39781		275.5497		22.762783		169.94185		29.606346		377.0006		12.146331		3.3613527		7.8604527		8.106169		4.508605		7.4088974		4.8878345		8.558423		3.6024487		Yes		Yes		Yes		CN009752		TC424593		0

		A_99_P205196		6.184547		6.366854		5.7546363		5.3171453		6.1091857		7.2795157		8.099505		6.145067		6.300127		6.6933465		7.54761		6.3336124		-1.0536249		1.8825152		5.080143		1.7751266		1.0834106		1.2539608		3.4652839		2.022959		-0.07536125		0.91266155		2.3448691		0.82792187		0.11558008		0.3264923		1.7929735		1.0164671		Yes		Yes		Yes		AB244642		NP9351208		Triticum aestivum TaGlb2f mRNA for endo-beta-1,3-glucanase, complete cds [AB244642]

		A_99_P532162		5.863064		2.6113605		3.9828746		5.0830116		6.4031405		5.4001575		7.294131		6.4122167		7.949658		6.3686714		7.6108193		6.1392074		1.4540498		6.9105325		9.926301		2.512642		4.247442		13.522696		12.362895		2.079441		0.54007673		2.788797		3.3112562		1.329205		2.086594		3.7573109		3.6279447		1.0561957		Yes		Yes		Yes		TC445387		TC445387		Rep: Os08g0331900 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC445387]

		A_99_P216251		7.5827928		7.5614524		7.4591756		7.187388		8.118488		9.361642		8.14283		7.264698		8.9363165		8.283502		8.676444		7.388396		1.4496409		3.4826596		1.6062031		1.0550491		2.555355		1.6495234		2.3250608		1.1495011		0.53569555		1.8001895		0.6836543		0.077310085		1.3535237		0.72204924		1.2172685		0.20100784		No		Yes		Yes		TA56665_4565		TC415628		0

		A_99_P491592		5.2449913		6.104404		4.378586		7.819144		8.668536		11.396825		13.762843		10.494559		9.80365		11.4045105		13.197932		10.700606		10.729753		39.190197		668.2561		6.3882265		23.566385		39.39953		451.73923		7.368968		3.423545		5.292421		9.384257		2.6754155		4.5586586		5.3001065		8.819346		2.8814626		Yes		Yes		Yes		TC428016		TC428016		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (83%) [TC428016]

		A_99_P121429		3.9663067		3.9504654		6.5622063		6.057463		3.0321872		2.9604928		4.634003		5.8464828		3.3833773		3.0046914		5.519237		5.809494		-1.910724		-1.9861473		-3.8058088		-1.1574745		-1.4978876		-1.9262221		-2.060464		-1.1875342		-0.93411946		-0.9899726		-1.9282031		-0.21098042		-0.5829294		-0.9457741		-1.0429692		-0.24796915		Yes		No		No		TC441305		TC441305		0

		A_99_P275691		9.300582		9.711228		9.397288		9.914386		11.331166		13.415775		12.073039		9.570248		12.2811365		11.568803		12.270963		9.559394		4.085703		13.037063		6.3897114		-1.2693925		7.892895		3.6239786		7.3292947		-1.2789785		2.0305843		3.704547		2.6757507		-0.34413815		2.9805546		1.8575745		2.8736744		-0.3549919		Yes		Yes		Yes		TA74636_4565		0		0

		A_99_P332951		5.643053		6.360765		5.397062		6.098322		6.247952		7.5939426		7.2260895		6.482123		6.205752		7.3348026		7.129833		6.398824		1.5208722		2.3508422		3.5529752		1.304775		1.4770297		1.9643304		3.3236568		1.2315731		0.6048989		1.2331777		1.8290277		0.38380098		0.56269884		0.97403765		1.7327714		0.3005023		Yes		Yes		Yes		TA91448_4565		TC393978		Rep: OJ000126_13.4 protein - Oryza sativa subsp. japonica (Rice), partial (51%) [TC393978]

		A_99_P112570		8.026912		7.5078635		6.9912524		6.371425		7.001097		6.1908		6.597008		4.6839204		6.7953315		6.8550687		6.2265286		5.393888		-2.0361087		-2.4915843		-1.314254		-3.2209914		-2.3482406		-1.572211		-1.6990447		-1.9691011		-1.0258145		-1.3170633		-0.3942442		-1.6875048		-1.2315803		-0.65279484		-0.7647238		-0.97753716		Yes		No		No		TA93126_4565		TC455094		Rep: Ankyrin repeat-rich protein - Solanum tuberosum (Potato), partial (66%) [TC455094]

		A_99_P240726		10.44629		10.607515		10.866283		10.649132		9.994946		9.478692		8.633957		10.640102		10.602074		9.022054		8.929979		10.210336		-1.3673139		-2.186803		-4.698911		-1.0062783		1.1140265		-3.001038		-3.8272393		-1.3554727		-0.4513445		-1.1288233		-2.2323265		-0.009029388		0.15578365		-1.5854616		-1.9363041		-0.43879604		No		Yes		Yes		TA64669_4565		TC427523		Rep: Dehydrin - Triticum turgidum subsp. durum (durum wheat), partial (68%) [TC427523]

		A_99_P333846		7.975916		7.8690515		8.070634		8.288183		8.020393		7.443952		7.29353		8.049456		7.7627473		7.6822953		6.996157		8.199085		1.0313096		-1.342665		-1.7136873		-1.1799515		-1.1592314		-1.1382016		-2.105958		-1.063705		0.044477463		-0.42509937		-0.7771039		-0.23872757		-0.21316862		-0.18675613		-1.0744767		-0.08909798		No		Yes		Yes		AK331098		TC382248		Triticum aestivum cDNA, clone: SET6_C03, cultivar: Chinese Spring [AK331098]

		A_99_P259336		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105		1.7197614		6.119051		8.243891		3.5062199		4.666582		2.629902		10.405953		2.8522477		0.78220844		2.613308		3.0433254		1.8099165		2.2223663		1.395009		3.3793373		1.5120993		Yes		Yes		Yes		AK335992		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		A_99_P511377		8.315838		7.3222623		5.6692085		5.8359222		7.670921		6.4112854		4.2166224		5.8368073		7.67993		7.0955443		4.581853		5.658076		-1.5636493		-1.8803183		-2.7369823		1.0006137		-1.553915		-1.1701698		-2.1248422		-1.131194		-0.644917		-0.9109769		-1.4525862		8.85E-04		-0.63590765		-0.22671795		-1.0873556		-0.17784643		No		Yes		Yes		CD924185		TC436697		Rep: Protein translocase subunit secA 1 - Mycobacterium ulcerans (strain Agy99), partial (4%) [TC436697]

		A_99_P124905		6.1930084		5.9715557		6.505436		5.8382964		5.88244		5.7054095		5.3698726		5.7490997		6.038048		5.7829137		5.5335045		5.822155		-1.2401961		-1.2025911		-2.1970434		-1.0637777		-1.1133913		-1.1396904		-1.9614648		-1.0112512		-0.31056833		-0.26614618		-1.1355634		-0.08919668		-0.15496063		-0.18864202		-0.97193146		-0.016141415		No		Yes		Yes		TA98803_4565		TC372674		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC372674]

		A_99_P475617		4.8640385		5.047453		4.5625787		4.6735835		3.4997244		4.2403684		3.620778		3.769991		4.134653		4.466083		3.9786348		4.3812623		-2.574539		-1.749672		-1.9209242		-1.8707186		-1.6579326		-1.4962693		-1.4989413		-1.224609		-1.3643141		-0.80708456		-0.9418006		-0.9035926		-0.7293854		-0.5813699		-0.58394384		-0.2923212		Yes		No		No		TC419758		TC419758		0

		A_99_P505187		11.219911		11.338708		10.998871		11.113996		10.884071		10.611705		9.842316		10.93736		10.959115		10.92667		10.039607		10.950958		-1.2621114		-1.6551971		-2.229245		-1.1302452		-1.1981393		-1.3305639		-1.9443175		-1.1196418		-0.33583927		-0.7270031		-1.1565552		-0.17663574		-0.2607956		-0.41203785		-0.9592638		-0.1630373		No		Yes		Yes		TA77821_4565		TC434017		Rep: Os12g0290600 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC434017]

		A_99_P236421		9.164119		8.439723		8.961071		8.682151		10.264468		10.778996		13.622804		11.608197		11.778915		10.832112		13.90081		10.094831		2.144066		5.0604773		25.311703		7.6002474		6.1253686		5.250262		30.690905		2.6623137		1.1003494		2.3392735		4.6617327		2.9260464		2.6147966		2.3923893		4.939739		1.4126806		Yes		Yes		Yes		TA63445_4565		TC398551		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC398551]

		A_99_P238606		14.820958		14.77245		14.323181		14.038255		13.872913		13.6156435		13.470141		12.841549		13.723887		14.04515		13.143936		14.300499		-1.9292562		-2.229634		-1.8063028		-2.292157		-2.139199		-1.6555386		-2.2645824		1.199343		-0.9480448		-1.156807		-0.85303974		-1.1967058		-1.0970707		-0.72730064		-1.179245		0.26224422		Yes		No		No		TA64037_4565		0		0

		A_99_P359511		2.6859639		1.908336		2.4958398		2.0487773		2.6626055		2.481486		3.2495382		3.7511292		5.056112		1.9345204		2.9617221		3.7495174		-1.0163225		1.4877685		1.6861097		3.2543104		5.1699414		1.0183153		1.3811618		3.2506766		-0.023358345		0.57315004		0.75369835		1.7023518		2.370148		0.02618432		0.4658823		1.7007401		Yes		No		No		TA99843_4565		TC412420		Rep: Chromosome undetermined scaffold_55, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC412420]

		A_99_P581012		13.132007		13.361942		12.314509		11.412366		13.176842		13.802795		13.718989		12.632621		13.692307		14.241455		14.423512		12.206613		1.0315653		1.3574067		2.6472235		2.3298788		1.4745767		1.8397539		4.313931		1.7341716		0.04483509		0.44085312		1.40448		1.2202549		0.5603008		0.8795128		2.109003		0.7942467		Yes		Yes		Yes		AB029935		TC375114		Triticum aestivum mRNA for chitinase 2, complete cds [AB029935]

		A_99_P446867		9.42761		8.737061		9.654031		9.29333		11.396278		13.014045		11.192199		9.972074		12.884972		10.851031		11.233964		9.378536		3.9140658		19.38655		2.9042547		1.6007448		10.984225		4.3288107		2.98956		1.0608392		1.968668		4.276984		1.538168		0.67874336		3.4573612		2.1139708		1.5799332		0.08520603		Yes		Yes		Yes		DN829398		TC401461		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (23%) [TC401461]

		A_99_P235841		10.598247		11.125267		9.676852		11.577109		9.218661		8.736792		8.834769		10.061551		8.687717		10.051273		7.7742925		11.511349		-2.6019356		-5.2360373		-1.7926365		-2.8590944		-3.7594695		-2.105253		-3.7387598		-1.0466366		-1.3795853		-2.3884754		-0.842083		-1.5155582		-1.9105291		-1.0739937		-1.9025598		-0.06576061		Yes		No		No		TA63295_4565		TC375948		0

		A_99_P495707		8.886547		9.957156		9.147011		9.812967		8.203336		8.243827		7.6007266		8.277953		8.270309		8.558948		7.854206		8.398957		-1.6057099		-3.279167		-2.9206393		-2.8979127		-1.5328724		-2.635741		-2.450039		-2.6647682		-0.6832113		-1.7133293		-1.5462842		-1.5350142		-0.61623764		-1.3982086		-1.2928047		-1.41401		Yes		Yes		Yes		TA54541_4565		TC429805		0

		A_99_P358906		1.7775745		1.7457522		1.7569071		1.7251877		1.7957393		1.7716211		5.213042		3.636675		2.3773406		1.7653621		6.043369		4.1302		1.0126704		1.0180926		10.974892		3.7619672		1.5154707		1.0136853		19.514328		5.2964		0.018164754		0.025868893		3.4561348		1.9114872		0.599766		0.019609928		4.286462		2.4050121		Yes		Yes		Yes		TA99638_4565		TC420907		Rep: Coatomer complex subunit - Brachypodium sylvaticum (False brome), partial (5%) [TC420907]

		A_99_P495577		12.247365		12.591689		12.590606		13.438848		12.593261		13.212068		14.026947		13.419772		12.671631		13.142486		13.951874		13.456288		1.2709398		1.5372784		2.7063365		-1.0133098		1.3418895		1.4648943		2.569109		1.0121624		0.34589577		0.6203785		1.4363413		-0.019075394		0.42426586		0.5507965		1.361268		0.017440796		No		Yes		Yes		TA63357_4565		TC429750		0

		A_99_P192567		2.305686		5.7059913		5.6261563		5.376681		1.7061366		2.0251696		4.6092		4.7438293		1.7597259		3.9154117		4.610502		5.111307		-1.5152433		-12.82442		-2.0236452		-1.5506269		-1.4599916		-3.4595385		-2.02182		-1.2019473		-0.5995494		-3.6808217		-1.0169563		-0.6328516		-0.54596007		-1.7905796		-1.0156546		-0.2653737		Yes		Yes		Yes		CJ693714		TC451037		CJ693714 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc14g02 5', mRNA sequence [CJ693714]

		A_99_P441262		9.181108		9.530142		9.717443		9.772026		10.690388		12.27653		11.415931		9.618016		11.119624		11.36663		11.563298		9.639821		2.8466778		6.710352		3.2456048		-1.1126577		3.8331108		3.5713952		3.5946586		-1.0959675		1.5092793		2.7463884		1.6984873		-0.15400982		1.9385157		1.8364878		1.8458548		-0.13220501		Yes		Yes		Yes		AK335765		TC397344		Triticum aestivum cDNA, clone: WT013_L14, cultivar: Chinese Spring [AK335765]

		A_99_P456377		7.1983275		6.5728545		7.7424674		7.317896		6.9998126		5.808752		6.842075		5.087128		5.681576		6.03017		5.741958		5.9118176		-1.1475165		-1.6983131		-1.8665738		-4.693837		-2.8614607		-1.4566805		-4.0014124		-2.650158		-0.19851494		-0.76410246		-0.90039253		-2.2307677		-1.5167518		-0.54268456		-2.0005093		-1.4060783		Yes		No		No		CV780913		TC408035		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC408035]

		A_99_P425017		5.5121665		5.8392158		6.532781		5.8648114		4.8891015		4.5220413		4.648426		4.279507		4.192434		4.595263		4.0100856		3.954312		-1.5401437		-2.491776		-3.6918786		-3.0007107		-2.4961984		-2.3684657		-5.7465477		-3.759392		-0.623065		-1.3171744		-1.8843551		-1.5853043		-1.3197327		-1.2439528		-2.5226955		-1.9104993		Yes		No		No		TC384755		TC384755		Rep: Os04g0690300 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC384755]

		A_99_P302431		10.155545		9.848131		10.410697		10.255127		10.68908		10.676248		11.389081		10.348485		10.956632		10.365479		11.6180725		10.272015		1.4474716		1.775366		1.9702573		1.0668505		1.7424128		1.431322		2.309172		1.0117744		0.533535		0.8281164		0.978384		0.09335804		0.8010864		0.5173483		1.2073755		0.016887665		No		Yes		Yes		TA82389_4565		TC396335		Rep: Os01g0873900 protein - Oryza sativa subsp. japonica (Rice), partial (58%) [TC396335]

		A_99_P063857		7.0568237		6.636582		6.953896		7.1981087		5.777577		5.3010025		5.6799026		6.8386855		6.353638		5.774737		6.078222		7.35243		-2.4271224		-2.5237682		-2.4183004		-1.2829129		-1.6280957		-1.817361		-1.8348655		1.1128979		-1.2792468		-1.3355794		-1.2739935		-0.35942316		-0.70318556		-0.861845		-0.87567425		0.1543212		Yes		No		No		CK170473		0		FGAS045385 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170473]

		A_99_P348646		7.685997		7.776047		9.584323		7.907561		6.9264483		5.46529		6.8173423		7.034849		6.0828195		6.876236		6.8763156		7.2680736		-1.6929609		-4.961434		-6.8068185		-1.8311014		-3.0381172		-1.8658218		-6.534185		-1.5577754		-0.75954866		-2.3107572		-2.7669806		-0.87271166		-1.6031775		-0.89981127		-2.7080073		-0.63948727		Yes		No		No		TA96307_4565		TC452945		Rep: Polygalacturonase 3 - Oncidium Gower Ramsey, partial (88%) [TC452945]

		A_99_P090400		5.371899		7.3520494		8.411466		8.629418		2.9106328		4.1462445		4.1393094		6.3344803		3.575669		4.6218963		4.3282504		6.5708237		-5.5069985		-9.226637		-19.321781		-4.907329		-3.4731147		-6.6352606		-16.950022		-4.1658034		-2.4612663		-3.2058048		-4.2721562		-2.294938		-1.7962301		-2.730153		-4.083215		-2.0585947		Yes		Yes		Yes		DQ872375		TC411128		Triticum aestivum fasciclin-like protein FLA2 mRNA, complete cds [DQ872375]

		A_99_P260321		8.963304		8.749232		4.645617		3.4696455		7.880697		6.8362293		3.7141104		2.5582712		8.05697		7.5899487		4.211677		2.5882804		-2.1178594		-3.7659216		-1.9072667		-1.8808364		-1.8742766		-2.233465		-1.3509178		-1.8421174		-1.0826068		-1.913003		-0.93150663		-0.91137433		-0.9063339		-1.1592836		-0.43393993		-0.88136506		Yes		No		No		TA70084_4565		TC392166		0

		A_99_P223216		12.319505		12.418572		11.479408		11.02388		10.76732		10.955132		10.499905		9.803397		10.6811285		11.52864		10.199178		11.024308		-2.9326096		-2.757653		-1.9717869		-2.330247		-3.1131525		-1.8530896		-2.428778		1.0002968		-1.552185		-1.4634409		-0.97950363		-1.2204828		-1.6383762		-0.88993263		-1.2802305		4.28E-04		Yes		No		No		TA59417_4565		0		0

		A_99_P483942		8.597367		7.776896		7.7078805		7.7021556		9.174178		8.315979		10.081073		8.580543		10.131015		8.292709		10.492963		8.001008		1.4915484		1.4530487		5.1808624		1.8383188		2.895169		1.4298		6.8927627		1.2301655		0.57681084		0.539083		2.3731923		0.878387		1.5336475		0.51581335		2.7850823		0.29885244		Yes		Yes		Yes		AK336179		TC401862		Triticum aestivum cDNA, clone: SET3_G19, cultivar: Chinese Spring [AK336179]

		A_99_P222241		11.517937		12.711381		12.373763		11.814118		11.186315		11.4546585		11.7976		11.861279		10.517899		12.025817		11.720062		11.780789		-1.2584275		-2.3895226		-1.4908792		1.0332291		-2.000053		-1.6083306		-1.5731987		-1.0233709		-0.33162212		-1.2567225		-0.5761633		0.04716015		-1.0000381		-0.68556404		-0.6537008		-0.03332901		No		Yes		Yes		CK213823		TC400922		FGAS025735 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK213823]

		A_99_P000521		10.848002		9.589656		8.009494		9.644965		11.116038		11.502529		9.38178		10.157222		11.803468		10.815662		9.897872		10.057172		1.2041674		3.765583		2.5888042		1.4262794		1.9392049		2.339186		3.702188		1.3307196		0.2680359		1.9128733		1.3722858		0.5122566		0.9554653		1.2260065		1.8883781		0.41220665		Yes		No		No		AF361932		TC412695		Triticum aestivum seven transmembrane-spanning protein (Mlo2) mRNA, complete cds [AF361932]

		A_99_P155567		11.7078285		11.457036		10.692061		10.471123		10.3198		10.205074		9.180002		8.446109		10.214157		10.769386		8.952544		10.300503		-2.6172073		-2.3816504		-2.8521686		-4.069958		-2.816047		-1.6106575		-3.339234		-1.125542		-1.3880281		-1.2519617		-1.5120592		-2.025014		-1.4936714		-0.6876497		-1.7395172		-0.17061996		Yes		No		No		CV759210		TC385511		FGAS053592 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV759210]

		A_99_P232186		7.558361		7.8141556		7.65496		7.490927		7.9180512		9.394283		8.809675		7.6401544		8.550469		8.472902		9.010452		7.620804		1.2831503		2.9899633		2.2264035		1.1089752		1.9890897		1.5787106		2.5588439		1.0942001		0.3596902		1.5801277		1.1547151		0.14922714		0.99210835		0.6587467		1.3554921		0.12987661		No		Yes		Yes		TA62145_4565		TC395489		0

		A_99_P268046		1.7308431		1.6594137		1.7234384		1.6938366		2.0911455		1.8852447		4.96294		3.9965267		1.7133726		1.7750674		5.0986834		2.6249065		1.283695		1.1694506		9.44468		4.9337687		-1.0121832		1.0834659		10.376479		1.9066895		0.36030245		0.22583103		3.239502		2.30269		-0.017470479		0.11565375		3.375245		0.93106997		Yes		Yes		Yes		AK331699		0		Triticum aestivum cDNA, clone: WT002_C08, cultivar: Chinese Spring [AK331699]

		A_99_P373292		7.2293797		7.03725		6.204302		6.9393706		6.7978034		6.160792		4.5004907		6.0166774		7.5407124		6.318887		4.967432		6.3805504		-1.3487064		-1.8358628		-3.257604		-1.8956509		1.2408534		-1.6453139		-2.3568661		-1.4730642		-0.43157625		-0.87645817		-1.7038112		-0.92269325		0.3113327		-0.7183628		-1.2368698		-0.55882025		No		Yes		Yes		AK333756		0		Triticum aestivum cDNA, clone: WT008_A14, cultivar: Chinese Spring [AK333756]

		A_99_P570617		4.686932		4.203565		4.9807057		4.480942		4.0068293		3.6601098		4.0785046		4.967418		4.008879		3.716273		3.9788036		4.7812047		-1.6022539		-1.4574591		-1.8689153		1.4010189		-1.5999789		-1.4018112		-2.0026386		1.2313688		-0.6801028		-0.54345536		-0.9022012		0.48647642		-0.6780529		-0.48729205		-1.0019021		0.30026293		No		Yes		Yes		TC459996		TC459996		Rep: Gll3099 protein - Gloeobacter violaceus, partial (5%) [TC459996]

		A_99_P229736		10.389686		10.749062		11.507426		12.434966		11.830571		10.811394		13.260014		13.310138		10.178672		10.611375		11.725212		13.258008		2.7148745		1.0441523		3.3696232		1.8342264		-1.1575013		-1.1001397		1.1629474		1.7691323		1.4408855		0.062332153		1.7525873		0.87517166		-0.2110138		-0.13768673		0.21778584		0.8230419		Yes		No		No		TA61471_4565		TC369858		Rep: Flagellar associated protein - Chlamydomonas reinhardtii, partial (3%) [TC369858]

		A_99_P054007		8.722938		8.649646		8.518597		8.547889		7.8755956		7.2722287		6.88009		8.342182		8.336266		8.027668		7.3303514		8.28646		-1.7991831		-2.5980282		-3.1134334		-1.153251		-1.3073741		-1.5389836		-2.2787542		-1.1986653		-0.847342		-1.3774171		-1.6385064		-0.2057066		-0.38667202		-0.6219778		-1.1882453		-0.26142883		Yes		Yes		Yes		BQ483785		0		WHE3512_F01_L02ZS Wheat unstressed root cDNA library Triticum aestivum cDNA clone WHE3512_F01_L02, mRNA sequence [BQ483785]

		A_99_P456597		2.195844		1.9033774		1.9832722		1.9913648		1.653629		2.1053514		5.3641925		1.7995267		1.9988075		2.3019273		4.7167716		1.7972304		-1.4562066		1.1502712		10.417378		-1.1422181		-1.1463411		1.3181823		6.650669		-1.1440376		-0.542215		0.20197403		3.3809204		-0.19183815		-0.19703639		0.3985499		2.7334995		-0.19413447		No		Yes		Yes		TC408191		TC408191		0

		A_99_P166524		9.088775		9.015006		8.779802		10.53093		10.30918		11.804612		12.806548		10.298733		11.714043		10.476368		12.919773		11.494792		2.3301222		6.9144096		16.299387		-1.1746222		6.169989		2.753682		17.630125		1.9505249		1.2204056		2.789606		4.026746		-0.23219681		2.625268		1.4613619		4.139971		0.9638624		Yes		Yes		Yes		AY196004		TC388575		Triticum aestivum allene oxide synthase (TaAOS) mRNA, complete cds [AY196004]

		A_99_P247331		12.39041		12.584454		12.711326		12.547669		12.278367		12.364102		11.315768		12.449214		12.585055		12.133014		11.612178		12.247676		-1.0807579		-1.1650171		-2.6309018		-1.0706266		1.1444424		-1.3674043		-2.142281		-1.2311388		-0.11204338		-0.22035122		-1.3955574		-0.09845543		0.19464493		-0.45143986		-1.0991478		-0.29999352		No		Yes		Yes		TA66372_4565		TC382183		0

		A_99_P576587		7.8021297		7.393156		8.094039		7.6496606		9.0566		9.923896		14.14006		11.346286		10.455749		10.634199		14.143071		10.358248		2.3857946		5.7786794		66.074486		12.965673		6.2924366		9.454775		66.212524		6.536812		1.2544699		2.5307398		6.0460215		3.6966252		2.6536188		3.241043		6.049032		2.7085872		Yes		Yes		Yes		DR738342		TC461998		FGAS083559 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738342]

		A_99_P265526		10.590495		10.221357		10.956181		10.174923		11.145177		11.477692		11.80812		11.1213		11.558765		11.113983		11.961056		10.636037		1.4688447		2.3888798		1.8049254		1.927027		1.9564935		1.8565521		2.00677		1.3766043		0.5546818		1.2563343		0.8519392		0.9463768		0.9682703		0.8926258		1.0048752		0.46111393		No		Yes		Yes		TA71562_4565		TC370955		0

		A_99_P575817		1.7576226		1.7293428		2.1566627		1.8544778		2.4787278		5.0323386		4.1720624		4.4870934		3.403155		4.562941		4.8944683		3.8578205		1.6484444		9.869628		4.042926		6.201493		3.128633		7.128498		6.6705494		4.0092783		0.7211052		3.3029957		2.0153997		2.6326156		1.6455325		2.8335981		2.7378056		2.0033426		Yes		Yes		Yes		TC461758		TC461758		Rep: Os02g0236500 protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC461758]

		A_99_P085895		4.020927		4.125242		4.6788177		3.4601948		4.548533		3.903449		3.9928057		3.4108179		3.3923404		3.9608123		2.9000568		3.4251423		1.4415351		-1.1661822		-1.6088302		-1.0348179		-1.5460495		-1.1207231		-3.4313135		-1.0245942		0.527606		-0.22179317		-0.686012		-0.049376965		-0.62858653		-0.1644299		-1.7787609		-0.035052538		No		Yes		Yes		CK207456		TC419855		FGAS019080 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207456]

		A_99_P509602		4.8486543		5.014768		4.853043		4.79286		2.8826916		2.388065		3.4605105		3.8602955		3.3651154		3.5937464		3.3266964		3.712016		-3.906733		-6.17613		-2.6253915		-1.9086658		-2.7963383		-2.6777508		-2.8805547		-2.115273		-1.9659626		-2.626703		-1.3925326		-0.9325645		-1.4835389		-1.4210217		-1.5263467		-1.0808439		Yes		No		No		TC435913		TC435913		Rep: Expansin-A23 precursor - Oryza sativa subsp. japonica (Rice), partial (76%) [TC435913]

		A_99_P262961		7.363537		7.1492615		8.767774		7.801178		7.348367		6.8390274		6.382238		7.4303756		7.2512913		6.9363275		6.7858143		7.2601852		-1.0105703		-1.2399088		-5.225379		-1.2930719		-1.0809094		-1.159043		-3.950292		-1.4549733		-0.0151696205		-0.31023407		-2.3855357		-0.3708024		-0.11224556		-0.21293402		-1.9819593		-0.54099274		No		Yes		Yes		TA70825_4565		TC400208		Rep: Profilin-2/4 - Phleum pratense (Common timothy), complete [TC400208]

		A_99_P238191		6.1660132		7.8575625		7.7332816		6.6449656		5.8809943		4.083812		2.7792637		2.9945257		5.7510414		5.610933		4.463337		4.8315167		-1.2184262		-13.677668		-30.99616		-12.557175		-1.3332727		-4.745729		-9.646092		-3.5148153		-0.28501892		-3.7737503		-4.9540176		-3.65044		-0.41497183		-2.2466297		-3.2699447		-1.8134489		Yes		Yes		Yes		TA63946_4565		TC402003		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (52%) [TC402003]

		A_99_P455397		3.332216		2.9644613		1.9603094		2.1885304		6.985905		8.97656		6.43189		5.273796		8.39314		7.5923104		7.2395387		5.344164		12.585487		64.538956		22.186043		8.487064		33.38027		24.724152		38.83348		8.911284		3.6536891		6.0120983		4.4715805		3.0852656		5.0609236		4.627849		5.279229		3.1556334		Yes		Yes		Yes		TA51161_4565		TC407355		Rep: Monosaccharide transport protein 1 - Zea mays (Maize), partial (24%) [TC407355]

		A_99_P469892		7.1443543		6.6713905		5.764801		5.0511274		8.528501		8.852851		8.903024		6.918718		9.170174		8.226264		9.35039		6.1322575		2.6101744		4.536125		8.804388		3.6492257		4.072231		2.9380796		12.005216		2.1156926		1.3841462		2.1814604		3.1382227		1.8675904		2.0258193		1.5548735		3.5855894		1.08113		Yes		Yes		Yes		TC416490		TC416490		0

		A_99_P510442		1.7944063		2.9897451		2.4805079		2.379324		3.2003086		5.0601635		3.6648436		2.7857392		3.8422215		3.6993148		2.8422563		2.520408		2.6498346		4.2000847		2.2725873		1.3253884		4.1347938		1.6353163		1.2849823		1.1027334		1.4059023		2.0704184		1.1843357		0.40641522		2.0478153		0.7095697		0.36174846		0.14108396		Yes		No		No		AL809992		TC436093		0

		A_99_P089680		10.447971		11.313789		11.178727		11.250015		9.799327		9.481506		8.980263		10.968903		9.507854		10.741509		9.450038		10.734042		-1.5676945		-3.5610015		-4.5899053		-1.2151316		-1.9186836		-1.4868715		-3.3142655		-1.4299583		-0.64864445		-1.832283		-2.1984644		-0.28111267		-0.9401169		-0.57227993		-1.7286892		-0.5159731		Yes		Yes		Yes		DR741056		TC389515		FGAS000987 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741056]

		A_99_P514087		10.1090975		9.100052		9.927204		10.326062		11.619397		13.044098		13.740588		11.8381195		12.220653		12.24126		13.978153		11.813361		2.8486922		15.39133		14.058629		2.8521647		4.3215685		8.822623		16.57514		2.8036358		1.5102997		3.944046		3.813384		1.5120573		2.111555		3.1412077		4.050949		1.487299		Yes		No		No		CA605599		TC437900		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (5%) [TC437900]

		A_99_P037434		2.5641842		2.281798		1.8950998		1.980595		2.4759605		5.7123513		4.6132812		3.4299624		5.712307		3.5990098		4.1629944		2.6722822		-1.0630605		10.782004		6.580429		2.730883		8.865013		2.4918408		4.8161983		1.6151713		-0.088223696		3.4305534		2.7181816		1.4493674		3.1481228		1.3172119		2.2678947		0.6916872		Yes		Yes		Yes		BQ743320		0		WHE4102_F06_K12ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4102_F06_K12, mRNA sequence [BQ743320]

		A_99_P347181		10.620166		9.471875		8.664958		9.584443		11.214973		12.12967		11.362401		10.48143		11.909919		11.232117		11.883132		10.659618		1.5102712		6.3106775		6.4865127		1.8621728		2.444862		3.3875482		9.306083		2.106978		0.5948076		2.657795		2.697443		0.89698696		1.289753		1.7602415		3.218174		1.0751753		Yes		Yes		Yes		TA95862_4565		TC441467		Rep: Harpin-induced protein 1 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (67%) [TC441467]

		A_99_P648346		7.124274		6.5039535		6.3336143		6.4378357		7.376284		7.7891717		7.1069756		7.2717843		8.683797		7.386086		7.38076		7.376392		1.1908654		2.437189		1.7092474		1.7825575		2.947564		1.8430977		2.0664377		1.9166092		0.25201035		1.2852182		0.7733612		0.8339486		1.5595231		0.88213253		1.0471458		0.9385562		Yes		No		No		AK330191		TC382782		Triticum aestivum cDNA, clone: SET3_N17, cultivar: Chinese Spring [AK330191]

		A_99_P284631		9.511011		8.848142		7.0092845		8.645139		9.83041		9.491394		9.118541		9.366925		10.5128355		9.722039		9.690465		9.447798		1.2478105		1.5618461		4.314688		1.649223		2.0025308		1.8326072		6.413805		1.7443131		0.31939888		0.6432524		2.1092563		0.7217865		1.0018244		0.87389755		2.6811805		0.80265903		Yes		Yes		Yes		TA77257_4565		TC437075		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC437075]

		A_99_P538537		10.257961		9.951608		10.460323		10.379102		10.11902		9.334179		9.896374		8.563134		9.009599		9.265904		8.97369		9.110485		-1.1010964		-1.5341386		-1.4783108		-3.520957		-2.3757162		-1.6084859		-2.8023424		-2.4093044		-0.13894081		-0.6174288		-0.5639496		-1.8159676		-1.2483625		-0.6857033		-1.4866333		-1.2686167		Yes		No		No		DR740379		TC447797		Rep: Ca(2+)-dependent DNase - Populus tomentosa (Chinese white poplar), partial (37%) [TC447797]

		A_99_P312611		4.65265		3.049328		4.3405113		2.960759		5.022664		5.3273964		4.123844		4.7670817		5.4606357		4.918437		4.425159		4.5087504		1.2923656		4.850281		-1.162046		3.497497		1.7507654		3.6530688		1.0604287		2.9240978		0.3700142		2.2780683		-0.21666718		1.8063228		0.8079858		1.8691089		0.084647655		1.5479915		Yes		Yes		Yes		TA85401_4565		TC437798		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC437798]

		A_99_P303421		8.149955		8.447179		8.342361		8.497186		7.3740234		7.260287		7.4128585		7.592051		7.7760987		7.0818973		7.093614		7.435629		-1.712295		-2.2766178		-1.9046197		-1.8727193		-1.2958117		-2.576266		-2.37635		-2.0871825		-0.77593136		-1.186892		-0.92950296		-0.9051347		-0.37385607		-1.3652816		-1.2487473		-1.0615568		Yes		Yes		Yes		TA82694_4565		TC392045		Rep: Os06g0177800 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC392045]

		A_99_P089035		6.3287196		5.929171		6.2195587		6.3650513		5.767549		4.9125986		5.481896		4.041199		4.6360955		5.0847516		4.669371		4.8408732		-1.4754659		-2.0231068		-1.6674722		-5.0066724		-3.2324412		-1.7955421		-2.9285522		-2.8762279		-0.5611706		-1.0165725		-0.7376628		-2.323852		-1.6926241		-0.8444195		-1.5501876		-1.524178		Yes		No		No		0		0		0

		A_99_P105560		4.615941		3.9034088		4.7787957		4.5049953		4.1693254		3.199803		4.052041		2.7291498		2.910902		2.660361		2.351384		2.6371822		-1.3628396		-1.62857		-1.6549122		-3.4243865		-3.2603774		-2.3669803		-5.3792753		-3.649789		-0.4466157		-0.70360565		-0.72675467		-1.7758455		-1.705039		-1.2430477		-2.4274118		-1.8678131		Yes		No		No		TA90684_4565		TC380867		0

		A_99_P454112		9.256985		9.450065		9.461564		10.326482		8.406182		7.9106007		7.6732497		8.37116		8.05651		8.456529		7.0110106		8.833624		-1.8035038		-2.906865		-3.4541109		-3.8780255		-2.298153		-1.9910591		-5.4662576		-2.8144596		-0.8508024		-1.539464		-1.7883143		-1.9553223		-1.2004747		-0.993536		-2.4505534		-1.4928579		Yes		Yes		Yes		TA58615_4565		TC406502		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC406502]

		A_99_P523097		7.081636		6.8724194		9.533151		8.280259		6.564136		5.6295853		8.533626		7.843061		6.4081683		5.917824		8.414512		8.121128		-1.4314724		-2.3666298		-1.9993417		-1.3539722		-1.5949018		-1.9380363		-2.1714203		-1.1166143		-0.5174999		-1.2428341		-0.99952507		-0.43719816		-0.67346764		-0.95459557		-1.118639		-0.15913105		No		Yes		Yes		TC441837		TC441837		Rep: F56F4.7 - Caenorhabditis elegans, partial (6%) [TC441837]

		A_99_P216076		8.615245		7.929678		4.4886417		7.0908623		7.614573		6.8780036		3.3926136		5.983257		7.9988866		7.866642		4.0272727		6.231853		-2.0009315		-2.0729342		-2.1376536		-2.154877		-1.5330006		-1.0446618		-1.3768477		-1.8137923		-1.0006719		-1.0516744		-1.0960281		-1.1076055		-0.6163583		-0.063035965		-0.46136904		-0.85900927		Yes		No		No		TA56546_4565		0		0

		A_99_P559942		12.2811575		10.859353		10.186611		10.168868		12.98893		13.268397		12.391945		10.77098		13.791745		13.0398445		12.646839		10.929642		1.6332802		5.3112235		4.611812		1.517937		2.8492608		4.5330796		5.503037		1.694399		0.70777225		2.4090443		2.2053337		0.6021118		1.5105877		2.1804914		2.460228		0.76077366		Yes		Yes		Yes		CA652933		TC455985		wre1n.pk156.a11 wre1n Triticum aestivum cDNA clone wre1n.pk156.a11 5' end, mRNA sequence [CA652933]

		A_99_P621902		15.153946		15.1563225		16.780914		16.21046		15.1874695		14.879456		15.423709		15.803245		16.034876		15.138331		15.935718		15.6375475		1.0235088		-1.2115608		-2.5618844		-1.3261243		1.8415619		-1.0125486		-1.7965097		-1.4875243		0.03352356		-0.2768669		-1.3572054		-0.40721607		0.88092995		-0.017991066		-0.8451967		-0.57291317		No		Yes		Yes		TA51009_4565		TC456147		0

		A_99_P185877		14.190452		14.592847		13.330986		14.022194		14.987102		16.363155		14.633022		14.7513		16.148981		15.912271		15.390923		14.934375		1.7370628		3.411269		2.4657667		1.6576115		3.886656		2.495664		4.1696796		1.8818882		0.79664993		1.7703085		1.3020363		0.72910595		1.9585295		1.3194237		2.0599365		0.9121809		Yes		Yes		Yes		AF528524		TC418783		Triticum aestivum putative glutamate decarboxylase 1 mRNA, partial cds [AF528524]

		A_99_P409382		5.963035		5.0850596		6.2651234		8.043952		10.2851095		10.369523		14.953948		11.495711		11.655609		10.998389		15.347325		11.147859		20.00203		38.97463		412.66425		10.941657		51.717262		60.26839		542.0199		8.597437		4.3220744		5.2844634		8.688825		3.4517593		5.692574		5.9133296		9.082202		3.1039066		Yes		Yes		Yes		TC371420		TC371420		Rep: IDS3 - Hordeum vulgare (Barley), partial (81%) [TC371420]

		A_99_P238611		13.0901785		13.101024		12.245555		11.91545		11.91261		11.700604		11.349967		10.632603		11.714104		12.148605		10.954148		11.979037		-2.2619522		-2.639783		-1.8603679		-2.4331872		-2.595612		-1.9351137		-2.447666		1.045061		-1.1775684		-1.4004192		-0.8955879		-1.2828474		-1.3760748		-0.9524183		-1.2914066		0.06358719		Yes		No		No		TA64038_4565		TC381175		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (37%) [TC381175]

		A_99_P606587		8.495486		6.904066		6.153448		6.9179244		7.100929		6.3378034		4.6993446		4.0894904		6.973641		6.850021		4.4326186		5.6139073		-2.6290789		-1.480683		-2.7398624		-7.103027		-2.871581		-1.0381718		-3.2962587		-2.4691544		-1.3945575		-0.5662627		-1.4541035		-2.828434		-1.5218453		-0.0540452		-1.7208295		-1.3040171		Yes		No		No		AB100035		TC429830		Triticum aestivum TaGlu1a mRNA for beta-glucosidase, complete cds [AB100035]

		A_99_P408422		7.6757736		7.83622		8.240934		8.004536		7.359715		7.4769454		7.2385592		7.7476087		7.4491944		7.6953807		7.611227		7.663761		-1.2449248		-1.2827805		-2.0032954		-1.1949308		-1.1700573		-1.1025462		-1.5472511		-1.2664363		-0.31605864		-0.3592744		-1.0023751		-0.256927		-0.22657919		-0.1408391		-0.62970734		-0.34077454		No		Yes		Yes		TC370511		TC370511		Rep: Chromosome 15 SCAF14367, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (3%) [TC370511]

		A_99_P379117		5.0649548		4.781383		3.6354659		4.320558		6.316605		4.3776894		6.9181304		7.161421		5.2122912		4.740254		6.5656075		6.3915095		2.3811364		-1.3228905		9.731516		7.1644835		1.1075228		-1.0289187		7.6218524		4.201637		1.2516503		-0.40369368		3.2826645		2.8408628		0.14733648		-0.041129112		2.9301417		2.0709515		Yes		Yes		Yes		TA105313_4565		TC429036		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC429036]

		A_99_P261111		4.160419		4.2052884		5.132257		5.6403255		3.914298		4.2128077		2.5904071		4.5538507		3.9132671		4.035353		2.9983165		4.7722764		-1.1860139		1.0052255		-5.8233523		-2.1235454		-1.1868618		-1.125008		-4.389147		-1.8251932		-0.24612093		0.007519245		-2.5418499		-1.0864749		-0.24715185		-0.16993523		-2.1339405		-0.86804914		No		Yes		Yes		TA70306_4565		TC409073		0

		A_99_P112645		8.81749		8.40709		7.3239975		8.485274		8.291838		7.2007484		5.905804		8.072835		7.8358197		7.7614408		5.8995895		8.355704		-1.439584		-2.3075178		-2.6725063		-1.3309343		-1.9747498		-1.5644433		-2.6840434		-1.0939676		-0.52565193		-1.2063417		-1.4181933		-0.41243935		-0.9816699		-0.64564943		-1.424408		-0.12957		No		Yes		Yes		EU665430		TC449770		Triticum aestivum WRKY19 transcription factor mRNA, complete cds [EU665430]

		A_99_P456752		4.706288		4.9461646		3.1923206		2.1757326		3.0556204		2.704526		2.4066875		2.23335		2.3522599		3.776326		1.7731737		2.6969788		-3.1397886		-4.729339		-1.7238486		1.0407456		-5.112497		-2.2498653		-2.6742733		1.4351944		-1.6506674		-2.2416387		-0.7856331		0.057617426		-2.354028		-1.1698387		-1.4191469		0.5212462		Yes		No		No		TC410205		TC410205		Rep: Tetraacyldisaccharide 4'-kinase - Shewanella frigidimarina (strain NCIMB 400), partial (7%) [TC410205]

		A_99_P490227		5.0415664		4.52542		4.348694		4.115571		3.6426528		2.9101744		3.4904022		3.5358722		3.449353		4.485543		3.8942678		4.2766304		-2.6370294		-3.063638		-1.8128903		-1.4945372		-3.0151157		-1.0280265		-1.3702376		1.1181079		-1.3989136		-1.6152458		-0.8582916		-0.5796988		-1.5922134		-0.039877415		-0.45442605		0.16105938		Yes		No		No		TA97632_4565		TC427308		Rep: Proline-rich 14 kDa protein - Phaseolus vulgaris (Kidney bean) (French bean), partial (58%) [TC427308]

		A_99_P063967		13.595088		13.538113		13.277358		12.781062		12.876114		12.447473		12.4809		11.014756		12.307045		12.821289		12.179091		12.123357		-1.6460111		-2.129685		-1.736832		-3.401818		-2.4419658		-1.6435593		-2.140973		-1.5775714		-0.7189741		-1.0906401		-0.79645824		-1.7663059		-1.288043		-0.7168236		-1.0982666		-0.6577053		Yes		No		No		BJ247487		TC368642		BJ247487 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf2g20 5', mRNA sequence [BJ247487]

		A_99_P024904		4.639293		4.7026043		5.425825		6.044563		4.748469		6.037126		7.303489		5.878427		5.4415755		5.7271514		7.2550607		5.4579163		1.0786117		2.5219188		3.6747959		-1.1220491		1.7438577		2.0343206		3.5534873		-1.501752		0.10917568		1.3345218		1.8776641		-0.16613579		0.80228233		1.0245471		1.8292356		-0.58664656		No		Yes		Yes		BJ226436		TC439659		BJ226436 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl26h22 5', mRNA sequence [BJ226436]

		A_99_P221066		10.013982		10.15496		10.085839		11.194316		9.009826		8.3875885		8.478826		9.143641		8.738132		8.931502		7.753819		9.535045		-2.00577		-3.4043307		-3.0462065		-4.142996		-2.4214132		-2.3350563		-5.0350995		-3.1585693		-1.0041561		-1.7673712		-1.6070137		-2.0506744		-1.2758493		-1.2234573		-2.3320203		-1.6592712		Yes		Yes		Yes		TA58660_4565		TC415666		0

		A_99_P059726		1.8460307		1.6837193		2.3272352		2.2152727		2.980131		4.04451		3.8820286		2.8259678		2.7107105		3.6416378		5.3119807		3.3995323		2.1948164		5.136518		2.9379165		1.5269948		1.8209355		3.8850105		7.915857		2.2724674		1.1341002		2.3607907		1.5547934		0.6106951		0.8646798		1.9579185		2.9847455		1.1842597		Yes		Yes		Yes		CA721382		0		wdk9n.pk001.p5 wdk9n Triticum aestivum cDNA clone wdk9n.pk001.p5 5' end, mRNA sequence [CA721382]

		A_99_P150992		2.263026		4.3278427		4.746694		6.210809		1.801107		2.6476185		3.6066391		3.093584		1.7065033		3.5774662		3.5409644		4.0588226		-1.3773726		-3.2047775		-2.2038941		-8.677174		-1.4707202		-1.6822318		-2.306539		-4.4443936		-0.46191895		-1.6802242		-1.140055		-3.1172252		-0.5565227		-0.75037646		-1.2057297		-2.1519866		Yes		No		No		CJ800469		TC431989		CJ800469 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct1a04 5', mRNA sequence [CJ800469]

		A_99_P339701		7.490064		5.395706		4.5868096		5.9413033		9.142684		10.618133		9.13673		9.361137		10.140964		8.909413		9.189289		8.858093		3.1440406		37.334213		23.424082		10.70219		6.280587		11.421713		24.29318		7.55164		1.6526198		5.2224264		4.5499206		3.4198341		2.6508994		3.5137072		4.6024795		2.91679		Yes		Yes		Yes		TA93509_4565		TC398747		Rep: Chromosome undetermined scaffold_237, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC398747]

		A_99_P314441		9.2327795		9.653178		11.294759		11.109366		9.016326		8.204792		9.911828		10.280016		8.584737		8.930979		9.542905		10.718814		-1.1618739		-2.729026		-2.6079762		-1.7768852		-1.5670407		-1.6496952		-3.3679109		-1.3108953		-0.21645355		-1.4483862		-1.3829308		-0.8293505		-0.6480427		-0.72219944		-1.751854		-0.39055252		No		Yes		Yes		GW667553		TC431290		M1126562 SSH cDNA library of T. aestivum cv. Chinese Spring Three pistils mutation Triticum aestivum cDNA, mRNA sequence [GW667553]

		A_99_P358846		4.580599		3.9822586		4.440205		3.7655308		5.973511		7.439072		5.8314996		4.8678617		6.906622		5.9003086		6.3000693		4.945379		2.6260827		10.980057		2.6231394		2.147013		5.0142126		3.7791193		3.629735		2.265529		1.3929124		3.4568136		1.3912945		1.1023309		2.326023		1.91805		1.8598642		1.179848		Yes		Yes		Yes		TA99611_4565		TC388371		Rep: Os10g0131000 protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC388371]

		A_99_P038289		5.961061		5.1952553		5.972612		5.6801705		5.3222146		4.2489753		5.1583037		4.0256176		4.2578034		4.84922		3.7506015		4.183676		-1.5570836		-1.9268978		-1.7584547		-3.148256		-3.256354		-1.271063		-4.665431		-2.8215635		-0.6388464		-0.94628		-0.81430817		-1.6545529		-1.7032576		-0.34603548		-2.2220104		-1.4964948		Yes		No		No		CK167085		TC389563		FGAS051365 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167085]

		A_99_P194318		2.0379517		1.8679241		4.589105		3.657916		3.7672799		5.6867003		10.296609		6.1911883		6.2892814		4.1829534		11.07037		6.2465596		3.3157337		14.111272		52.25524		5.7888317		19.044855		4.976147		89.34187		6.0153284		1.7293282		3.8187761		5.707504		2.5332723		4.2513294		2.3150291		6.4812646		2.5886436		Yes		Yes		Yes		CJ872995		TC414248		CJ872995 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls10i20 5', mRNA sequence [CJ872995]

		A_99_P345051		6.2647433		5.7091217		5.9691358		6.431606		9.557027		10.414391		9.4241905		7.972259		11.658641		8.584907		10.148055		7.9617195		9.796617		26.087175		10.966679		2.909262		42.046024		7.3400245		18.11257		2.888086		3.2922835		4.705269		3.4550548		1.5406532		5.3938975		2.8757849		4.1789193		1.5301137		Yes		Yes		Yes		TA95185_4565		0		0

		A_99_P267376		14.530697		15.168506		14.736771		14.441837		13.884186		14.346608		13.043811		14.840121		14.575616		14.837006		13.767083		14.672512		-1.565378		-1.7677295		-3.2331934		1.3179393		1.0316253		-1.258321		-1.9584163		1.1733836		-0.6465111		-0.8218975		-1.6929598		0.39828396		0.044919014		-0.33150005		-0.96968746		0.23067474		No		Yes		Yes		TA72112_4565		TC401977		Rep: Ca2+/H+-exchanging protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (43%) [TC401977]

		A_99_P358616		8.74438		8.569497		8.708581		8.644352		8.436048		7.9171753		7.581276		8.435752		8.224373		8.225926		7.6703243		8.42386		-1.2382756		-1.5716956		-2.1845028		-1.1555663		-1.4339623		-1.2688932		-2.0537443		-1.1651312		-0.30833244		-0.6523218		-1.127305		-0.20860004		-0.52000713		-0.3435707		-1.0382566		-0.22049236		No		Yes		Yes		TA99537_4565		TC428426		0

		A_99_P240201		11.487946		11.795463		11.568405		10.633193		11.072282		11.454403		12.065792		12.077037		11.338905		12.169425		12.795803		12.137151		-1.3339123		-1.2666867		1.4116544		2.7204473		-1.1088315		1.2959071		2.341443		2.836197		-0.41566372		-0.34105968		0.49738693		1.4438438		-0.14904022		0.3739624		1.2273979		1.5039577		No		Yes		Yes		TA64533_4565		TC393294		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), partial (95%) [TC393294]

		A_99_P134875		5.1087694		5.405192		5.3317065		5.298221		5.236238		4.565174		5.4084187		4.275949		3.9161146		4.4740376		4.210407		3.8784847		1.0923753		-1.7900722		1.0546119		-2.0311153		-2.2857296		-1.906801		-2.1754286		-2.6753662		0.12746859		-0.8400178		0.07671213		-1.0222721		-1.1926548		-0.93115425		-1.1212997		-1.4197364		Yes		No		No		CJ623929		0		CJ623929 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone rwhvs18k14 3', mRNA sequence [CJ623929]

		A_99_P225456		5.0910196		4.426754		3.2483568		4.028826		6.1256447		5.50844		8.65932		8.378703		5.08966		5.70748		7.5528417		4.729947		2.0485811		2.116508		42.546337		20.39123		-1.0009427		2.429612		19.759642		1.6257674		1.034625		1.081686		5.410963		4.349877		-0.0013594627		1.280726		4.304485		0.70112085		Yes		Yes		Yes		TA60107_4565		TC372166		Rep: PSBGer1 protein - Triticum aestivum (Wheat), complete [TC372166]

		A_99_P358186		3.2859879		2.3754094		4.4650617		4.4014096		5.3737845		6.2877784		6.2829385		5.636709		6.481043		5.0512624		7.0030646		5.681025		4.2509837		15.057069		3.5256195		2.3543024		9.158142		6.3901644		5.807845		2.4277425		2.0877967		3.912369		1.8178768		1.2352996		3.195055		2.675853		2.538003		1.2796154		Yes		Yes		Yes		TA99386_4565		TC452632		0

		A_99_P286096		8.671326		8.512826		8.423446		8.131673		8.3018055		7.8761744		7.090815		7.6340146		8.32607		8.194394		7.1581273		7.757941		-1.291923		-1.5547165		-2.518615		-1.41192		-1.2703762		-1.2469743		-2.4038026		-1.2957003		-0.3695202		-0.6366515		-1.3326306		-0.49765825		-0.34525585		-0.31843185		-1.2653184		-0.3737321		No		Yes		Yes		TA77665_4565		TC410122		Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC410122]

		A_99_P333381		10.05474		9.124957		8.484417		9.06467		10.757794		11.054181		9.75072		9.289975		11.473781		10.61218		9.984448		9.408277		1.6279478		3.808503		2.4054437		1.1690248		2.6740763		2.8034875		2.8284888		1.2689251		0.7030544		1.929224		1.2663031		0.22530556		1.4190407		1.4872227		1.5000315		0.34360695		Yes		Yes		Yes		TA91570_4565		TC426655		Rep: C2 domain/GRAM domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC426655]

		A_99_P200571		7.8767104		7.5008626		7.1153007		8.396953		6.0526567		4.823272		7.201164		6.317839		6.709063		6.5103264		7.735479		7.0934772		-3.540747		-6.3978643		1.0613225		-4.225475		-2.2464507		-1.9869233		1.537065		-2.4682276		-1.8240538		-2.6775904		0.08586311		-2.0791135		-1.1676474		-0.9905362		0.6201782		-1.3034754		Yes		No		No		CJ896772		TC427640		CJ896772 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles10j04 5', mRNA sequence [CJ896772]

		A_99_P147837		9.3712225		8.417327		8.078343		8.416743		9.198264		9.506957		9.566014		10.616097		9.800487		8.770835		9.178315		8.692278		-1.1273679		2.1281946		2.8043587		4.592737		1.3465465		1.2776636		2.143505		1.2104425		-0.17295837		1.0896301		1.4876709		2.1993542		0.42926407		0.353508		1.0999718		0.27553463		Yes		Yes		Yes		CJ954238		0		CJ954238 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40k22 5', mRNA sequence [CJ954238]

		A_99_P200381		4.9328256		4.2197165		3.8637352		4.4662924		7.9747863		9.408822		8.577958		6.336745		9.432672		8.235445		8.892364		5.9928613		8.236096		36.48181		26.249588		3.6564722		22.625002		16.175388		32.64134		2.8809984		3.0419607		5.1891055		4.714223		1.8704524		4.499846		4.0157285		5.0286283		1.5265689		Yes		Yes		Yes		TA51056_4565		0		0

		A_99_P358831		6.5305886		6.4183755		6.4032903		6.412813		5.067634		5.19602		4.8833194		5.2938805		5.4828796		5.4970107		5.5099454		6.147947		-2.7567234		-2.3332734		-2.8678527		-2.1718624		-2.0672445		-1.8939061		-1.8574777		-1.2015247		-1.4629545		-1.2223554		-1.5199709		-1.1189327		-1.047709		-0.9213648		-0.8933449		-0.26486635		Yes		Yes		Yes		TA99606_4565		TC417743		0

		A_99_P098505		3.5064962		5.6629014		3.5850239		4.2482524		3.2048073		3.286955		2.7023222		2.9283867		2.0980306		4.24105		1.862617		3.1292818		-1.2325865		-5.1907616		-1.8438249		-2.4964287		-2.654547		-2.6792917		-3.2998648		-2.1719196		-0.3016889		-2.3759463		-0.88270164		-1.3198657		-1.4084656		-1.4218516		-1.7224069		-1.1189706		Yes		No		No		DQ872383		TC383558		Triticum aestivum fasciclin-like protein FLA10 mRNA, complete cds [DQ872383]

		A_99_P319811		2.5135357		2.893977		2.350025		2.9382343		1.7182516		4.1514926		5.49806		4.5437818		2.7867272		4.0943184		5.50013		4.1211295		-1.7354192		2.3908367		8.864475		3.043112		1.2084782		2.2979405		8.877203		2.2703192		-0.79528415		1.2575157		3.1480353		1.6055474		0.27319145		1.2003415		3.1501052		1.1828952		Yes		Yes		Yes		TA87494_4565		TC376337		Rep: Os07g0265600 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC376337]

		A_99_P352901		5.892695		6.0525002		6.4392037		5.839995		5.4379344		5.128042		4.6889687		5.720487		5.59928		5.410931		4.925882		5.5699954		-1.3705553		-1.8979712		-3.3641338		-1.0863642		-1.2255379		-1.560025		-2.8546658		-1.2058074		-0.45476055		-0.924458		-1.7502351		-0.11950779		-0.29341507		-0.64156914		-1.5133219		-0.2699995		No		Yes		Yes		CJ672144		TC415846		CJ672144 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv8j04 5', mRNA sequence [CJ672144]

		A_99_P501587		8.963908		9.81025		10.507178		10.407731		8.163989		7.8204956		7.6566615		9.695411		8.215232		8.512063		8.121093		9.571578		-1.7410035		-3.9716945		-7.212587		-1.6384372		-1.6802504		-2.4591968		-5.2273707		-1.7852833		-0.7999191		-1.9897547		-2.8505168		-0.7123203		-0.7486763		-1.2981873		-2.3860855		-0.83615303		Yes		Yes		Yes		TC432422		TC432422		Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC432422]

		A_99_P134885		13.47281		12.226907		11.403689		12.339463		13.976048		14.357919		12.686192		12.588074		15.135001		13.580872		12.947955		12.715146		1.4173919		4.380246		2.4326053		1.1880623		3.164969		2.5561364		2.916556		1.2974535		0.5032387		2.131012		1.2825022		0.2486105		1.6621914		1.3539648		1.5442657		0.37568283		Yes		Yes		Yes		BT009500		TC393218		Triticum aestivum clone wr1.pk0083.d6:fis, full insert mRNA sequence [BT009500]

		A_99_P479607		5.5379004		5.1164565		4.6609216		5.0506444		3.7752964		3.9454873		3.6391199		2.6108751		4.8749604		4.546087		4.5988193		4.4027114		-3.3931		-2.251629		-2.0304532		-5.4255495		-1.583306		-1.484904		-1.043986		-1.5669216		-1.762604		-1.1709692		-1.0218017		-2.4397693		-0.66294		-0.5703697		-0.062102318		-0.647933		Yes		No		No		TC421797		TC421797		Rep: Cytochrome b6-f complex subunit 6 - Hordeum vulgare (Barley), complete [TC421797]

		A_99_P438362		5.7906337		5.757748		6.1482043		6.1655784		5.7969394		5.076704		4.994842		5.8180175		5.5735703		5.5527997		5.397911		5.5696836		1.0043803		-1.6032996		-2.2243168		-1.2724075		-1.1623652		-1.1526451		-1.6821347		-1.5114098		0.0063056946		-0.6810441		-1.1533623		-0.34756088		-0.21706343		-0.20494843		-0.75029325		-0.5958948		No		Yes		Yes		TC395091		TC395091		0

		A_99_P237431		10.7731085		9.572424		9.262078		9.877349		9.664114		7.4366326		9.322956		8.305996		9.293831		8.713014		8.845841		9.811666		-2.1569526		-4.394781		1.0431002		-2.9718328		-2.788091		-1.8142966		-1.3344423		-1.0465806		-1.1089945		-2.1357913		0.0608778		-1.571353		-1.4792776		-0.8594103		-0.41623688		-0.065683365		Yes		No		No		TA63699_4565		TC413836		Rep: Chlorophyll a-b binding protein of LHCII type III, chloroplast precursor - Hordeum vulgare (Barley), complete [TC413836]

		A_99_P045662		2.2247221		2.5804827		1.8016272		2.2710054		3.7290466		4.594404		4.0557466		2.0628548		2.9360638		4.028834		3.3978398		2.4784274		2.8369179		4.0387855		4.77043		-1.1552064		1.637326		2.7289598		3.0234854		1.1546232		1.5043244		2.0139215		2.2541194		-0.20815063		0.7113416		1.4483511		1.5962126		0.20742202		Yes		Yes		Yes		CD864659		TC461211		AZO2.001H06F000626 AZO2 Triticum aestivum cDNA clone AZO2001H06, mRNA sequence [CD864659]

		A_99_P073370		4.7847514		4.742291		4.8590293		4.6399884		3.885464		4.206878		4.176127		3.5393155		3.7265737		3.4637926		3.717477		3.1376612		-1.8651446		-1.4493568		-1.6053661		-2.144547		-2.0822997		-2.4258635		-2.2061827		-2.8329933		-0.89928746		-0.5354128		-0.68290234		-1.100673		-1.0581777		-1.2784984		-1.1415522		-1.5023272		Yes		Yes		Yes		CD901240		0		G356.103D06R011024 G356 Triticum aestivum cDNA clone G356103D06, mRNA sequence [CD901240]

		A_99_P210271		14.537651		14.417882		12.091213		12.690009		14.062732		13.344994		9.950065		13.660439		14.249989		13.491258		10.172551		12.548805		-1.3898405		-2.1036408		-4.411131		1.9594238		-1.2206609		-1.9008231		-3.7807229		-1.102825		-0.47491932		-1.0728884		-2.1411486		0.9704294		-0.2876625		-0.9266243		-1.9186621		-0.14120388		No		Yes		Yes		TA54221_4565		TC407422		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC407422]

		A_99_P290021		5.150801		4.447224		5.926665		6.158796		6.5302315		9.968869		11.572515		7.7043076		6.9258637		8.294952		10.935676		7.523575		2.6016562		45.938923		50.069138		2.919076		3.4225285		14.397319		32.200493		2.5753686		1.3794303		5.521645		5.6458497		1.5455117		1.7750626		3.8477283		5.009011		1.364779		Yes		Yes		Yes		AF112967		TC376161		Triticum aestivum beta-1,3-glucanase precursor (Glb3) mRNA, complete cds [AF112967]

		A_99_P061018		10.968625		9.787953		9.240209		10.382023		11.130628		11.728215		10.656093		10.986236		12.832604		10.22852		11.120402		10.718521		1.1188391		3.837753		2.6682317		1.520149		3.640103		1.3571376		3.6812449		1.262688		0.16200256		1.9402618		1.415884		0.60421276		1.8639793		0.44056702		1.8801937		0.33649826		Yes		Yes		Yes		BT009372		TC447969		Triticum aestivum clone wlm96.pk028.k4:fis, full insert mRNA sequence [BT009372]

		A_99_P246531		5.416639		4.6600494		3.8585403		4.5499096		6.1619964		6.931253		6.1197624		4.0074153		7.1319046		5.782393		6.185865		4.4285126		1.6763897		4.8272567		4.793974		-1.4564885		3.2835712		2.1770031		5.018738		-1.0877877		0.7453575		2.2712035		2.2612221		-0.5424943		1.7152658		1.1223435		2.3273246		-0.12139702		Yes		Yes		Yes		AK332376		TC393344		Triticum aestivum cDNA, clone: WT003_N08, cultivar: Chinese Spring [AK332376]

		A_99_P414352		5.3796616		5.563999		5.60792		5.721363		5.2039876		4.9272933		4.305386		5.3549676		4.744801		5.141087		4.2097116		5.10218		-1.1294919		-1.5547751		-2.4666176		-1.289128		-1.5527877		-1.3406309		-2.635741		-1.5360051		-0.17567396		-0.6367059		-1.3025341		-0.36639547		-0.6348605		-0.42291212		-1.3982086		-0.61918306		No		Yes		Yes		TA60775_4565		TC375963		Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC375963]

		A_99_P485132		8.427548		9.178272		8.366731		8.133733		7.025816		7.5364265		7.4384065		7.0155544		6.75634		8.696633		7.195246		8.094285		-2.6421866		-3.1206481		-1.9030641		-2.170727		-3.1848123		-1.396329		-2.2524335		-1.0277203		-1.4017324		-1.6418457		-0.9283242		-1.1181784		-1.6712084		-0.4816389		-1.1714845		-0.039447784		Yes		No		No		BQ171053		TC424790		Rep: Cell division inhibitor-like - Oryza sativa subsp. japonica (Rice), partial (54%) [TC424790]

		A_99_P374882		1.703065		2.1120508		1.6921841		2.197483		1.9115633		2.3604712		3.5986328		2.0344331		2.3084323		1.9659696		4.708678		1.6743107		1.1554848		1.1879058		3.7488515		-1.1196517		1.521366		-1.1065596		8.091986		-1.4371119		0.20849824		0.24842048		1.9064487		-0.16304994		0.6053673		-0.14608121		3.0164938		-0.5231724		No		Yes		Yes		TA104285_4565		TC450855		0

		A_99_P083870		12.099088		10.823262		8.930402		11.075252		11.082268		9.888331		7.247656		10.469208		10.782027		10.389327		7.767904		10.570076		-2.023454		-1.911799		-3.2103841		-1.5220796		-2.4915793		-1.3509134		-2.2384467		-1.4192961		-1.01682		-0.9349308		-1.6827459		-0.6060438		-1.3170605		-0.43393517		-1.162498		-0.5051756		Yes		No		No		DY761330		TC369029		EST226 Stress treated wheat cDNA libraries from the FGAS project Triticum aestivum cDNA clone 917, mRNA sequence [DY761330]

		A_99_P306536		9.342975		9.04725		9.781422		9.628715		9.149546		8.336065		8.665105		9.3906355		9.169978		8.380448		8.854005		9.348273		-1.1434783		-1.6371477		-2.167928		-1.1794212		-1.1273977		-1.5875493		-1.9018676		-1.2145663		-0.193429		-0.7111845		-1.1163168		-0.23807907		-0.17299652		-0.66680145		-0.9274168		-0.28044128		No		Yes		Yes		TA83628_4565		TC415497		Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC436484]

		A_99_P244211		10.8824415		10.929767		10.820661		10.6025305		10.274575		9.828941		9.9314375		8.782067		9.93045		10.0708685		9.694249		9.66534		-1.5240036		-2.1447735		-1.8521785		-3.5319457		-1.9345407		-1.8136526		-2.1831503		-1.9147952		-0.6078663		-1.1008253		-0.8892231		-1.8204632		-0.9519911		-0.85889816		-1.1264114		-0.93719006		Yes		No		No		TA65543_4565		TC393340		0

		A_99_P069765		2.2667477		1.8678957		1.9538178		2.0105832		7.0276847		7.4372597		7.147063		8.343398		6.835982		6.62139		6.1785293		4.8377957		27.11345		47.483818		36.58664		80.60599		23.739767		26.973938		18.696695		7.097016		4.7609367		5.569364		5.193245		6.332815		4.569234		4.7534943		4.2247114		2.8272126		Yes		Yes		Yes		CD491409		0		WHE3087_A06_A11ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3087_A06_A11, mRNA sequence [CD491409]

		A_99_P149737		6.671032		5.963124		5.9533525		5.659411		8.068531		9.494617		9.463061		7.88738		9.468773		8.609656		9.927792		7.8336368		2.634445		11.563399		11.390103		4.6847405		6.953508		6.2616053		15.719018		4.513435		1.3974991		3.5314937		3.509709		2.2279692		2.797741		2.6465325		3.9744391		2.1742258		Yes		Yes		Yes		CJ851012		TC453595		CJ851012 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal17n11 5', mRNA sequence [CJ851012]

		A_99_P347511		9.057971		7.7850685		8.669138		8.811851		10.493797		11.581643		10.31176		10.133082		11.442233		10.411938		10.550607		9.78629		2.7053707		13.895777		3.1223278		2.4987938		5.220768		6.1768413		3.6844997		1.9648778		1.4358263		3.7965746		1.642622		1.3212318		2.384262		2.6268692		1.8814688		0.9744396		Yes		Yes		Yes		TA95951_4565		TC438540		Rep: Serine/threonine protein kinase - Frankia sp. EAN1pec, partial (6%) [TC438540]

		A_99_P502037		5.796501		5.7663617		2.3611007		3.6221027		6.010884		6.214503		3.4917662		4.1886306		6.910549		6.1237817		4.2019367		4.33089		1.1602074		1.3642813		2.1895974		1.480955		2.1645212		1.2811327		3.5821755		1.6344298		0.21438265		0.4481411		1.1306655		0.56652784		1.114048		0.35741997		1.840836		0.70878744		Yes		No		No		CV771303		TC429758		Rep: RNA-binding protein - Triticum aestivum (Wheat), partial (54%) [TC429758]

		A_99_P356666		5.2479625		6.025429		5.599955		5.9512906		4.9641843		6.1372085		6.7504745		7.0276756		5.38446		6.107071		6.878834		6.5284057		-1.2173789		1.0805603		2.219938		2.1087456		1.0992333		1.0582219		2.4265032		1.491863		-0.2837782		0.11177969		1.1505194		1.076385		0.1364975		0.08164215		1.2788787		0.57711506		No		Yes		Yes		TA98854_4565		TC435723		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC435723]

		A_99_P547682		1.7981076		1.7916938		3.2144082		4.0395217		3.2217906		2.5154982		6.1369386		5.881434		3.2323296		2.2048314		6.461926		5.720762		2.6826947		1.6515313		7.5817475		3.5848489		2.702364		1.3315786		9.497303		3.207035		1.4236829		0.72380435		2.9225304		1.8419123		1.434222		0.41313756		3.2475178		1.6812401		Yes		Yes		Yes		CA602288		TC451421		0

		A_99_P407562		8.268074		8.392248		8.823915		8.580071		8.363876		7.9692235		8.129454		8.555615		7.8880715		7.952366		7.6542335		8.571847		1.0686595		-1.3407356		-1.6182796		-1.0170962		-1.3013442		-1.3564936		-2.2496197		-1.005717		0.09580231		-0.42302465		-0.69446087		-0.024456024		-0.3800025		-0.43988228		-1.1696811		-0.008224487		No		Yes		Yes		TC397255		TC397255		Rep: Malate dehydrogenase - Solanum tuberosum (Potato), partial (75%) [TC397255]

		A_99_P468627		8.571743		8.217196		9.1638565		8.750289		8.420879		7.7151546		8.381446		7.2997513		7.3622375		7.7394295		7.5023003		7.5085244		-1.1102339		-1.4162165		-1.7200024		-2.733099		-2.3125837		-1.3925866		-3.163576		-2.364876		-0.15086365		-0.5020418		-0.7824106		-1.4505377		-1.2095056		-0.477767		-1.6615562		-1.2417645		Yes		No		No		TC415761		TC415761		0

		A_99_P325991		2.2012966		1.8840619		1.9529558		1.863514		4.124346		3.8621695		1.7140174		1.887225		5.3671017		4.057417		3.147583		1.7712736		3.7922373		3.9397595		-1.180124		1.016571		8.974336		4.5107117		2.2888567		-1.0660243		1.9230492		1.9781076		-0.23893845		0.023711085		3.165805		2.173355		1.1946272		-0.09224033		Yes		Yes		Yes		TA89350_4565		TC428668		Rep: Osmotin-like protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (19%) [TC428668]

		A_99_P353871		7.36401		7.2570863		6.6303353		7.317743		7.053711		6.814894		5.3398147		6.910951		6.682033		7.363399		5.479975		6.904693		-1.2399646		-1.3586671		-2.4461632		-1.3257344		-1.6043365		1.0764735		-2.219693		-1.3314974		-0.31029892		-0.44219208		-1.2905207		-0.4067917		-0.6819768		0.10631275		-1.1503601		-0.4130497		No		Yes		Yes		TA97949_4565		TC407554		Rep: Remorin-like protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC407554]

		A_99_P276571		10.910001		10.928075		10.569853		10.397974		10.546366		10.675683		12.198564		10.726174		11.079266		10.693146		11.522185		10.625459		-1.2866638		-1.1911803		3.0923653		1.2554463		1.1244853		-1.1768489		1.9349985		1.170792		-0.36363506		-0.25239182		1.6287107		0.32820034		0.1692648		-0.23492908		0.9523325		0.2274847		No		Yes		Yes		TA74895_4565		TC390323		Rep: Os01g0532200 protein - Oryza sativa subsp. japonica (Rice), partial (79%) [TC390323]

		A_99_P249766		7.854772		7.4133124		6.265966		6.0768247		6.0751176		6.135958		5.502767		4.3088965		6.2069116		6.979988		5.5026336		5.807293		-3.4334395		-2.4239404		-1.6972498		-3.4056451		-3.1336858		-1.3503416		-1.6974068		-1.2054166		-1.7796545		-1.2773542		-0.76319885		-1.7679281		-1.6478605		-0.43332434		-0.76333237		-0.26953173		Yes		No		No		AK332602		TC444772		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P481192		12.558556		11.992135		12.111951		12.651311		13.449318		13.648399		13.768294		13.323157		14.204895		13.066371		14.09862		13.162491		1.8541557		3.151993		3.152166		1.5931106		3.1303835		2.1056066		3.9632103		1.4252154		0.8907623		1.6562643		1.6563435		0.6718464		1.6463394		1.0742359		1.9866695		0.5111799		Yes		Yes		Yes		TC422766		TC422766		Rep: Os04g0667600 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC422766]

		A_99_P537107		5.003364		4.7771287		6.474402		8.866904		5.961636		7.004782		12.217692		12.851762		6.3901973		6.143238		11.562763		13.584819		1.9429812		4.683716		53.56766		15.832943		2.6150403		2.5777447		34.02118		26.316845		0.958272		2.2276535		5.7432904		3.9848576		1.3868332		1.3661094		5.0883613		4.7179146		Yes		No		No		TC447366		TC447366		Rep: Predicted protein - Ostreococcus lucimarinus (strain CCE9901), partial (10%) [TC447366]

		A_99_P436112		10.471797		10.120545		10.818753		10.684384		9.836341		9.158065		9.4537945		10.108872		9.596223		9.556718		9.856399		10.286159		-1.5534288		-1.9486575		-2.5756896		-1.4902061		-1.834738		-1.4781857		-1.9484875		-1.3178862		-0.6354561		-0.96248055		-1.3649588		-0.57551193		-0.8755741		-0.5638275		-0.96235466		-0.39822578		No		Yes		Yes		AK334631		TC416484		Triticum aestivum cDNA, clone: WT010_I13, cultivar: Chinese Spring [AK334631]

		A_99_P548687		2.6756208		2.575268		1.7230592		2.635011		3.098842		3.9020908		2.828704		2.9039059		4.3208127		4.2588553		3.2744246		3.04868		1.3409181		2.5084963		2.1519506		1.2048845		3.1278946		3.212257		2.930944		1.3320693		0.4232211		1.3268228		1.105645		0.2688949		1.6451919		1.6835873		1.5513654		0.4136691		Yes		No		No		CD870460		TC451806		0

		A_99_P345691		5.717776		6.1151524		6.3963523		4.4604278		6.6204267		8.101459		7.934672		6.986467		8.295765		5.5233865		8.236004		6.4047127		1.8694979		3.9622123		2.9045599		5.7598815		5.9710684		-1.5070903		3.5792358		3.8484697		0.90265083		1.9863062		1.5383196		2.5260391		2.577989		-0.5917659		1.8396516		1.9442849		Yes		No		No		DN828887		TC441742		KUCD01_03_B07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN828887]

		A_99_P261221		8.560588		7.991174		7.080816		9.357051		7.1926484		6.284515		4.4455633		7.143252		6.3175673		6.6316166		4.0869727		8.127128		-2.5810168		-3.2640414		-6.212838		-4.6389523		-4.7338715		-2.5660648		-7.9659314		-2.345545		-1.3679395		-1.7066593		-2.6352525		-2.213799		-2.2430205		-1.3595576		-2.993843		-1.2299232		Yes		Yes		Yes		TA70333_4565		TC403274		Rep: Os04g0301500 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC403274]

		A_99_P144138		9.179401		11.371068		11.008992		11.863828		7.696096		8.923771		8.93576		10.00933		7.4818053		9.673042		9.34436		10.305207		-2.7958858		-5.4539332		-4.208286		-3.6162589		-3.2436004		-3.2445664		-3.1703274		-2.9457202		-1.4833055		-2.447297		-2.0732327		-1.8544979		-1.6975961		-1.6980257		-1.6646318		-1.5586205		Yes		Yes		Yes		CA630263		0		wle1n.pk0031.g6 wle1n Triticum aestivum cDNA clone wle1n.pk0031.g6 5' end, mRNA sequence [CA630263]

		A_99_P236351		12.291469		13.005226		12.802323		13.579887		12.94877		14.207832		14.235299		13.726581		13.196685		13.893407		14.522026		13.535507		1.5771294		2.3015506		2.7000306		1.1070292		1.8728251		1.8508407		3.2936852		-1.03124		0.65730095		1.2026062		1.4329758		0.14669323		0.9052162		0.88818073		1.7197027		-0.044380188		No		Yes		Yes		Y18626		TC368995		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		A_99_P126595		7.508404		6.894645		7.2093577		7.258242		8.96283		9.834257		8.89714		7.6762624		9.984187		9.3193655		9.239931		8.0212755		2.7404747		7.672049		3.2216098		1.3360928		5.5626926		5.369249		4.085672		1.6970551		1.4544258		2.939612		1.6877818		0.41802025		2.4757833		2.4247203		2.0305734		0.7630334		Yes		Yes		Yes		DR741869		TC377635		FGAS030911 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741869]

		A_99_P145812		10.69646		11.109489		10.501939		11.115033		9.794217		9.574454		8.79461		9.874446		9.916356		10.162618		9.055974		9.501078		-1.8689691		-2.897955		-3.2655563		-2.362947		-1.7172543		-1.9276882		-2.7244496		-3.060899		-0.90224266		-1.5350351		-1.7073288		-1.2405872		-0.7801037		-0.94687176		-1.4459648		-1.6139555		Yes		Yes		Yes		TA99123_4565		TC408626		0

		A_99_P230141		4.4589124		4.407567		4.3470397		4.5496693		2.9350882		3.3136759		3.896487		3.5608494		3.062939		3.4063213		3.2677176		3.98419		-2.8755226		-2.1344895		-1.3665637		-1.9845608		-2.6316607		-2.0017278		-2.113043		-1.479879		-1.5238242		-1.0938911		-0.4505527		-0.98881984		-1.3959734		-1.0012457		-1.0793221		-0.5654793		Yes		No		No		TA61563_4565		TC417592		0

		A_99_P429307		8.199607		8.183789		7.484903		7.3547363		8.838056		9.2124605		8.043537		7.7494392		8.620282		8.927515		8.1041		7.8083386		1.5566545		2.0401444		1.4728743		1.314672		1.3385539		1.6744946		1.5360204		1.3694555		0.6384487		1.0286713		0.5586343		0.3947029		0.42067528		0.7437258		0.61919737		0.4536023		No		Yes		Yes		TC387911		TC387911		Rep: Protein kinase; U box - Medicago truncatula (Barrel medic), partial (8%) [TC387911]

		A_99_P412887		8.3018055		8.409276		7.232605		5.6287665		8.011277		8.887096		8.672027		7.2423973		8.78851		9.740805		9.794446		7.3413887		-1.223088		1.3926381		2.7121212		3.0602102		1.4012407		2.516692		5.904607		3.27756		-0.2905283		0.4778204		1.4394217		1.6136308		0.48670483		1.3315287		2.561841		1.7126222		Yes		Yes		Yes		TC374806		TC374806		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC374806]

		A_99_P149922		7.5501657		7.6991982		7.498146		7.9178295		6.976107		6.3093514		6.582495		7.261084		6.53472		7.161634		6.760978		7.475945		-1.4887056		-2.6205084		-1.8864199		-1.5765221		-2.0215273		-1.4515198		-1.6669003		-1.3583776		-0.57405853		-1.3898468		-0.91565084		-0.65674543		-1.0154457		-0.5375643		-0.73716784		-0.44188452		No		Yes		Yes		CJ907427		0		CJ907427 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles7c19 5', mRNA sequence [CJ907427]

		A_99_P594807		10.343966		8.149632		5.505505		7.6809287		10.184587		8.663494		11.5753145		8.696105		10.836918		9.304297		11.067638		8.289113		-1.1168063		1.427867		67.173		2.0211499		1.4073219		2.2263262		47.246426		1.5243396		-0.159379		0.51386166		6.0698094		1.0151763		0.49295235		1.154665		5.5621333		0.60818434		Yes		Yes		Yes		X85230		TC403090		T.aestivum pox4 gene [X85230]

		A_99_P097330		6.747786		7.140039		6.734202		7.226994		6.789776		7.7740226		7.4616103		7.318537		7.2827554		7.6181564		7.741682		7.346292		1.0295328		1.5518441		1.6556623		1.0655093		1.4489113		1.3929249		2.0103967		1.0862062		0.041989803		0.6339836		0.7274084		0.0915432		0.53496933		0.47811747		1.0074801		0.11929798		No		Yes		Yes		TA85468_4565		TC376149		Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC376149]

		A_99_P199421		10.423917		10.16993		9.157953		8.987911		9.022736		9.242593		8.629596		7.634113		8.90705		9.5422945		8.424497		8.9951935		-2.6411774		-1.9017632		-1.4422863		-2.5558414		-2.8616886		-1.5450312		-1.6626178		1.0050604		-1.4011812		-0.92733765		-0.5283575		-1.3537984		-1.5168667		-0.62763596		-0.7334566		0.007282257		Yes		No		No		TA50748_4565		TC399048		Rep: H(+)-transporting ATP synthase - Zea mays (Maize), partial (84%) [TC399048]

		A_99_P506372		5.727524		5.623127		6.6022663		7.309012		5.6024747		5.6248784		4.3120384		5.89782		5.702673		5.79905		4.0652056		6.5364594		-1.0905448		1.0012147		-4.8913336		-2.659568		-1.0173745		1.1296868		-5.8040533		-1.7082895		-0.12504911		0.0017514229		-2.290228		-1.4111919		-0.024850845		0.17592287		-2.5370607		-0.7725525		No		Yes		Yes		TA70308_4565		TC434513		Rep: Acyltransferase homolog - Petunia hybrida (Petunia), partial (18%) [TC434513]

		A_99_P311381		6.299063		6.1427407		6.795898		7.2520947		6.3373017		5.299427		5.855648		7.2962556		6.194851		5.8626256		5.5253525		7.098873		1.0268593		-1.7941664		-1.9188607		1.0310832		-1.0749073		-1.2142918		-2.4125276		-1.1120499		0.038238525		-0.8433137		-0.9402499		0.044160843		-0.104212284		-0.28011513		-1.2705455		-0.1532216		No		Yes		Yes		TA85051_4565		TC390664		Rep: DNAJ heat shock N-terminal domain-containing protein - Arabidopsis thaliana, partial (55%) [TC390664]

		A_99_P239371		14.624677		15.063919		14.678149		14.754458		13.431737		14.094676		13.924016		13.549602		13.431156		14.63115		13.478557		14.743633		-2.2861812		-1.9578131		-1.686618		-2.305144		-2.2871017		-1.3498217		-2.296748		-1.0075316		-1.1929398		-0.96924305		-0.7541332		-1.2048569		-1.1935205		-0.43276882		-1.1995926		-0.010825157		Yes		No		No		TA64267_4565		TC400413		0

		A_99_P434847		3.6869705		2.5172336		5.5499673		5.3001614		5.2367387		7.3907437		7.852816		6.1201744		6.14372		5.345598		7.633724		6.8135624		2.927701		29.313847		4.9343114		1.765422		5.489785		7.1026855		4.2390966		2.8548224		1.5497682		4.8735104		2.3028488		0.82001305		2.4567497		2.8283646		2.083757		1.513401		Yes		Yes		Yes		CV762203		TC392393		Rep: Chromosome chr2 scaffold_113, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC392393]

		A_99_P238181		6.9111323		8.000033		8.852814		7.6917343		6.301008		7.2802997		6.313335		7.305651		6.184717		7.1586013		6.905436		7.306646		-1.5263906		-1.646878		-5.8137894		-1.3068405		-1.6545228		-1.7918279		-3.8567288		-1.3059398		-0.6101241		-0.7197337		-2.5394788		-0.38608313		-0.72641516		-0.8414321		-1.9473777		-0.38508844		Yes		Yes		Yes		TA63942_4565		TC425647		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (19%) [TC425647]

		A_99_P327086		9.387203		9.469541		10.009468		9.619709		9.942403		10.633796		10.329534		10.223197		9.838362		9.981158		10.4668		10.178739		1.4693719		2.2411747		1.2483872		1.5193855		1.3671377		1.4256479		1.373		1.4732779		0.5551996		1.1642551		0.3200655		0.60348797		0.45115852		0.51161766		0.45733166		0.5590296		No		Yes		Yes		TA89664_4565		TC426891		Rep: Chromosome undetermined scaffold_109, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC426891]

		ETG10_236652		5.7066383		5.795391		6.446594		5.9736686		5.412725		4.7545395		5.2561727		4.62672		4.642336		4.448322		4.6016088		4.342484		-1.2259612		-2.0574417		-2.2821941		-2.5437355		-2.0911586		-2.5439482		-3.5924933		-3.0976725		-0.29391336		-1.0408516		-1.1904216		-1.3469486		-1.0643024		-1.3470693		-1.8449855		-1.6311846		Yes		No		No		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P441562		3.6811192		3.2599344		3.3273504		3.3942559		3.9287014		4.6723857		4.7419586		4.240408		4.4748836		4.383781		5.0337443		4.001477		1.1872158		2.6618905		2.6658733		1.7976997		1.7335919		2.1792724		3.263441		1.523322		0.2475822		1.4124513		1.4146082		0.84615207		0.79376435		1.1238465		1.706394		0.6072209		Yes		No		No		TC397598		TC397598		Rep: Integral membrane protein-like precursor - Rhodoferax ferrireducens (strain DSM 15236 / ATCC BAA-621 / T118), partial (10%) [TC397598]

		A_99_P408517		1.7996206		1.7362205		2.3064282		1.7349834		2.1511395		1.8836813		5.4997253		3.0607293		2.9496562		2.7439663		5.420517		2.4170523		1.2759032		1.1076183		9.146991		2.5066245		2.2191937		2.010767		8.65833		1.6044389		0.35151887		0.14746082		3.1932971		1.3257458		1.1500356		1.0077459		3.1140888		0.6820688		Yes		Yes		Yes		TC370583		TC370583		Rep: Transferase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (98%) [TC370583]

		A_99_P244326		7.4234834		7.222136		5.7292266		6.023167		6.236347		5.076231		4.225173		4.461743		6.1245847		6.7281737		4.470054		3.6165292		-2.277003		-4.425698		-2.8363855		-2.9514508		-2.4604099		-1.4083074		-2.393584		-5.302372		-1.1871362		-2.145905		-1.5040536		-1.5614243		-1.2988987		-0.4939623		-1.2591724		-2.406638		Yes		Yes		Yes		TA65567_4565		TC408961		Rep: Beta-galactosidase 4 precursor - Oryza sativa subsp. indica (Rice), partial (9%) [TC408961]

		A_99_P323006		10.641695		10.777852		10.591535		9.6230955		9.54314		9.737338		9.233337		8.317436		9.502138		10.178572		9.107563		9.610101		-2.1414003		-2.0569603		-2.5636463		-2.4719667		-2.2031333		-1.5149606		-2.797177		-1.009048		-1.0985546		-1.040514		-1.3581972		-1.3056593		-1.1395569		-0.59928036		-1.4839716		-0.012994766		Yes		No		No		TA88451_4565		TC391679		0

		A_99_P469622		6.225017		6.807076		5.6268578		6.4274006		5.903769		6.063433		7.1616955		6.826969		5.6708703		6.3553963		6.6577477		6.701547		-1.249411		-1.6743984		2.8975585		1.3191134		-1.4683		-1.3676317		2.0432844		1.2092785		-0.32124805		-0.7436428		1.5348377		0.39956856		-0.55414677		-0.4516797		1.03089		0.27414656		No		Yes		Yes		CK157705		TC416344		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC416344]

		A_99_P432572		3.8018324		4.2330594		5.869474		4.9497104		5.0722957		6.138224		6.507814		6.1828904		5.546682		4.4835715		5.957193		5.323217		2.4123902		3.7455165		1.5565372		2.350846		3.3515987		1.1896293		1.0626886		1.2954978		1.2704632		1.9051647		0.63834		1.23318		1.7448494		0.25051212		0.08771896		0.37350655		Yes		Yes		Yes		CD882957		TC390482		Rep: Probable methionyl-tRNA synthetase - Oryza sativa subsp. japonica (Rice), partial (16%) [TC390482]

		A_99_P553992		9.215423		9.803702		9.477181		9.684241		8.590512		8.6845875		8.85674		9.535594		8.736196		9.238933		8.791676		9.54942		-1.542115		-2.1721365		-1.5373455		-1.1085296		-1.3939966		-1.4791514		-1.6082658		-1.0979565		-0.62491035		-1.1191149		-0.62044144		-0.14864731		-0.47922707		-0.56476974		-0.68550587		-0.13482094		No		Yes		Yes		CK195707		TC453800		Rep: Os09g0461800 protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC453800]

		A_99_P258966		7.064223		6.8183722		7.6061535		7.6998315		8.2094755		8.675399		8.861518		8.640015		8.253856		8.283362		8.941546		8.627847		2.2118487		3.6226027		2.3872745		1.9187719		2.280947		2.7606158		2.523442		1.9026567		1.1452527		1.8570266		1.2553644		0.94018316		1.1896329		1.4649901		1.335393		0.92801523		Yes		Yes		Yes		TA69715_4565		TC414559		0

		A_99_P205256		13.836609		13.735378		12.784805		13.448138		13.286473		12.646534		12.044395		13.095059		13.050774		13.453415		11.651704		12.779201		-1.4642234		-2.1270359		-1.6706504		-1.2772835		-1.7240902		-1.2158484		-2.1932974		-1.5899018		-0.5501356		-1.0888443		-0.74040985		-0.35307884		-0.78583527		-0.28196335		-1.1331015		-0.6689377		No		Yes		Yes		CV771692		TC385128		FGAS066085 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771692]

		A_99_P261801		6.169027		6.8651757		5.6892734		5.7874503		7.3057823		8.761308		8.123407		6.83106		8.682591		7.8756623		8.707578		6.1053796		2.1988595		3.7221391		5.4043984		2.0613787		5.7102923		2.0145905		8.102147		1.2465401		1.1367555		1.896132		2.434134		1.0436096		2.5135646		1.0104866		3.0183043		0.31792927		Yes		Yes		Yes		TA70490_4565		TC377102		Rep: Phosphate translocator-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC377102]

		A_99_P332866		9.470407		8.950417		8.793286		8.746654		10.909923		11.176658		12.55763		11.056869		11.320127		11.22823		12.52359		10.56948		2.7122986		4.6791325		13.588773		4.95957		3.6043022		4.849426		13.271907		3.537736		1.4395161		2.226241		3.7643433		2.310215		1.84972		2.277814		3.7303038		1.8228264		Yes		Yes		Yes		TA91417_4565		TC453561		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (9%) [TC453561]

		A_99_P281521		9.898076		9.930103		9.926234		10.787422		8.708334		7.73749		8.747068		9.198837		8.350234		8.412685		8.234615		9.426806		-2.2811196		-4.571327		-2.2644582		-3.0075421		-2.9237947		-2.8627822		-3.2301898		-2.5679476		-1.1897421		-2.1926131		-1.1791658		-1.5885849		-1.547842		-1.5174179		-1.6916189		-1.3606157		Yes		Yes		Yes		TA76319_4565		NP9351277		GB

		A_99_P537337		9.979938		9.5347805		11.334793		10.181296		11.406194		11.631302		13.135079		13.444301		12.635181		10.206998		13.186048		12.037488		2.687484		4.276769		3.4828932		9.5998		6.2995286		1.5935203		3.6081378		3.6205068		1.4262562		2.0965214		1.8002863		3.2630043		2.6552439		0.67221737		1.8512545		1.8561916		Yes		No		No		BE405360		TC447414		Rep: Xylanase inhibitor 801OS - Triticum aestivum (Wheat), partial (26%) [TC447414]

		A_99_P439787		4.9425626		4.8423085		4.9057717		4.6343617		3.8464305		3.361003		4.1450276		3.4494371		3.8029888		3.6720545		3.5281258		3.7146206		-2.1378076		-2.792013		-1.6943643		-2.2735152		-2.2031593		-2.250513		-2.5984404		-1.8917758		-1.096132		-1.4813056		-0.7607441		-1.1849246		-1.1395738		-1.170254		-1.377646		-0.91974115		Yes		No		No		DR739748		0		0

		A_99_P055400		6.3353367		5.8472037		6.7010703		7.254696		7.762357		7.4536858		14.60592		9.477601		8.811254		8.660974		14.216304		9.570799		2.6889083		3.045084		239.66069		4.6683254		5.563207		7.0311947		182.94086		4.979852		1.4270205		1.606482		7.9048495		2.2229052		2.4759169		2.8137698		7.5152335		2.316103		Yes		Yes		Yes		CV772025		TC435925		FGAS066418 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772025]

		A_99_P522472		9.449281		9.765693		8.375508		8.905131		8.363864		8.164322		7.254802		7.868572		7.5507646		8.726567		7.288384		8.423312		-2.1219885		-3.0343149		-2.1745336		-2.0513294		-3.7282953		-2.0549815		-2.1245015		-1.3965034		-1.0854168		-1.6013708		-1.1207061		-1.0365591		-1.8985162		-1.0391254		-1.0871243		-0.48181915		Yes		Yes		Yes		TA79536_4565		TC441476		0

		A_99_P370967		5.068572		4.96117		3.786704		3.8457735		6.224802		7.143846		5.5360885		3.6365511		6.8747916		6.414198		6.234583		3.9773052		2.2287426		4.539948		3.3621507		-1.1560649		3.4972467		2.7378201		5.456133		1.0954561		1.15623		2.1826758		1.7493844		-0.20922232		1.8062196		1.4530277		2.4478788		0.13153172		Yes		No		No		TA103326_4565		TC414624		0

		A_99_P193823		7.750665		7.84219		7.781409		7.8404555		7.3217244		6.961132		6.870398		7.7077136		7.278622		7.2601337		6.751947		7.767889		-1.3462448		-1.8417251		-1.8803624		-1.0963755		-1.3870723		-1.4969811		-2.0412626		-1.0515858		-0.42894077		-0.88105774		-0.91101074		-0.13274193		-0.47204304		-0.58205605		-1.0294619		-0.07256651		No		Yes		Yes		TC448749		TC448749		0

		A_99_P080585		2.3168433		1.716798		2.1868804		1.6954931		2.6444619		4.471171		2.7167442		2.8821914		5.7815385		3.5238888		2.4428976		1.682541		1.2549402		6.7475934		1.4437929		2.276312		11.040206		3.4993594		1.1941774		-1.0090182		0.3276186		2.754373		0.52986383		1.1866983		3.4646952		1.8070909		0.2560172		-0.012952089		Yes		No		No		BE419586		TC432157		WWS014.H7R000101 ITEC WWS Wheat Scutellum Library Triticum aestivum cDNA clone WWS014.H7, mRNA sequence [BE419586]

		A_99_P432082		10.543424		10.947429		11.017552		11.106712		10.007864		9.907726		9.36132		9.464244		11.357717		9.7949095		10.107187		9.563296		-1.4495044		-2.0558035		-3.1519241		-3.1219954		1.7584361		-2.2230175		-1.8795211		-2.9148386		-0.53555965		-1.0397024		-1.6562328		-1.6424685		0.8142929		-1.1525192		-0.9103651		-1.543416		Yes		Yes		Yes		CA661409		TC390172		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC390172]

		A_99_P263521		11.445892		10.572417		11.361092		10.51396		12.260459		13.1538925		12.683694		11.992821		13.428767		11.746387		13.1777		11.680408		1.7587698		5.9855146		2.5011685		2.7872856		3.9527998		2.2563162		3.5225213		2.2445834		0.8145666		2.5814753		1.3226023		1.4788609		1.9828749		1.1739693		1.8166084		1.1664476		Yes		Yes		Yes		TA70992_4565		TC372539		0

		A_99_P254226		9.705864		9.807621		10.170325		9.763364		9.478223		8.819046		7.7246633		8.770149		9.482753		8.775266		7.9582787		8.712692		-1.1709188		-1.9842241		-5.447756		-1.9906155		-1.167248		-2.0453608		-4.633321		-2.0714939		-0.2276411		-0.988575		-2.445662		-0.9932146		-0.22311115		-1.0323553		-2.2120466		-1.0506716		Yes		Yes		Yes		AK331660		TC448851		Triticum aestivum cDNA, clone: WT002_A21, cultivar: Chinese Spring [AK331660]

		A_99_P416587		4.8686585		5.937641		5.9475174		5.3476377		5.4718957		6.9502754		7.0290265		6.5191855		6.2953973		6.2775884		7.7812085		6.1824226		1.5191214		2.0175917		2.1162486		2.2525325		2.688383		1.2657102		3.5644786		1.7835912		0.60323715		1.0126343		1.0815091		1.1715479		1.4267387		0.33994722		1.8336911		0.834785		Yes		No		No		TA70137_4565		TC377769		0

		A_99_P063497		1.7117687		1.6961899		1.7086121		1.6772548		1.95397		1.7233399		4.7790475		2.0064104		1.740975		1.8552227		4.7204967		1.6698118		1.182796		1.0189972		8.400269		1.2562778		1.0204506		1.1165384		8.0661745		-1.0051724		0.24220121		0.027150035		3.0704355		0.32915556		0.029206276		0.15903282		3.0118847		-0.007442951		No		Yes		Yes		CA502349		0		WHE4046_C10_E20ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4046_C10_E20, mRNA sequence [CA502349]

		A_99_P543752		5.572168		5.656275		5.670321		4.835628		5.3320794		5.3604693		4.0863314		6.476335		6.6736393		4.366608		4.7941337		5.018286		-1.1810651		-1.2275702		-2.9979777		3.118186		2.1457343		-2.4447155		-1.8355181		1.1349732		-0.24008846		-0.29580545		-1.5839896		1.640707		1.1014714		-1.2896667		-0.8761873		0.1826582		No		Yes		Yes		TC449923		TC449923		0

		A_99_P266371		10.083124		9.9534445		9.39785		8.851115		9.4713745		9.089886		8.3993635		8.807609		9.359379		9.497178		8.249363		8.788812		-1.5281113		-1.8195211		-1.997903		-1.0306158		-1.6514637		-1.3719866		-2.216813		-1.0441316		-0.61174965		-0.86355877		-0.9984865		-0.043506622		-0.72374535		-0.4562664		-1.1484871		-0.062303543		No		Yes		Yes		TA71810_4565		TC453020		0

		A_99_P150492		5.8733087		6.5168386		6.100451		5.7554603		6.705954		7.774862		7.237224		6.9294205		6.969479		7.294874		7.6304936		6.403768		1.780948		2.391678		2.1988864		2.256302		2.1378646		1.7147944		2.8879437		1.5673287		0.8326454		1.2580233		1.1367731		1.1739602		1.0961704		0.77803564		1.5300426		0.6483078		Yes		No		No		CJ773635		TC438921		CJ773635 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl11e11 5', mRNA sequence [CJ773635]

		A_99_P165837		4.61006		4.803253		5.2999635		4.423857		4.5687237		4.34529		4.35858		4.1322513		4.153277		4.7475033		3.9282367		4.153473		-1.0290667		-1.373601		-1.9203688		-1.224002		-1.3724782		-1.0393993		-2.5878012		-1.2061291		-0.041336536		-0.457963		-0.94138336		-0.29160595		-0.4567833		-0.055749893		-1.3717268		-0.2703843		No		Yes		Yes		CV772176		TC379107		FGAS066569 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772176]

		A_99_P310081		6.0343766		5.8929687		5.0940223		5.8651576		5.873076		6.0428047		6.143808		6.1363926		5.386162		6.082527		6.065769		6.058719		-1.1182948		1.1094434		2.0702221		1.2068405		-1.5672277		1.1404147		1.961214		1.1435834		-0.16130066		0.14983606		1.0497856		0.271235		-0.6482148		0.1895585		0.9717469		0.19356155		No		Yes		Yes		TA84679_4565		TC413082		0

		A_99_P096390		3.1484067		3.9659111		5.8982453		6.0148315		7.768842		10.912139		9.660862		7.378042		8.12559		9.713662		9.764291		8.76431		24.597431		123.31701		13.572519		2.5725706		31.49789		53.73355		14.58128		6.724739		4.6204357		6.946228		3.7626166		1.3632107		4.9771833		5.747751		3.8660455		2.7494783		Yes		Yes		Yes		CD862825		0		AZO1.104L21F010129 AZO1 Triticum aestivum cDNA clone AZO1104L21, mRNA sequence [CD862825]

		A_99_P553207		11.006944		10.849571		9.861091		9.298698		9.5964155		9.531453		9.215291		7.767219		9.500477		10.110203		9.054759		9.140884		-2.6583447		-2.4934065		-1.5646063		-2.8908212		-2.841134		-1.6694448		-1.7487592		-1.1155955		-1.4105282		-1.3181181		-0.64579964		-1.5314794		-1.5064669		-0.73936844		-0.80633163		-0.15781403		Yes		No		No		TA53337_4565		TC453476		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC453476]

		A_99_P407792		2.2518075		2.4761074		3.4205062		4.3672476		3.107978		4.2075386		5.83166		4.700148		2.9589262		3.9154482		5.820602		4.9358673		1.810227		3.3205707		5.3189945		1.2595432		1.6325405		2.7119694		5.278382		1.483104		0.85617065		1.7314312		2.4111536		0.33290052		0.70711875		1.4393408		2.4000957		0.5686197		Yes		No		No		TA63249_4565		TC369877		Rep: Os10g0397400 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC369877]

		A_99_P082355		8.355587		7.5256886		7.385381		7.8523197		7.774263		6.7549996		6.254294		7.295958		7.2746053		6.6712265		5.79438		7.3227444		-1.4962219		-1.7060844		-2.1902375		-1.4705559		-2.1154752		-1.8080846		-3.012583		-1.4435042		-0.5813241		-0.770689		-1.1310873		-0.5563617		-1.0809817		-0.85446215		-1.591001		-0.52957535		Yes		Yes		Yes		DR737985		TC422297		FGAS083202 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737985]

		A_99_P339996		7.1041884		6.0309577		6.439358		5.33079		8.457867		9.730813		8.265907		7.726093		9.667407		8.458522		8.730748		7.268583		2.5556288		12.994735		3.5468764		5.260875		5.910248		5.379843		4.895275		3.8311906		1.3536782		3.6998553		1.826549		2.3953028		2.5632186		2.4275641		2.29139		1.9377928		Yes		Yes		Yes		CA667948		TC426799		wlsu1.pk015.b7 wlsu1 Triticum aestivum cDNA clone wlsu1.pk015.b7 5' end, mRNA sequence [CA667948]

		A_99_P016209		2.727668		3.8495436		2.4235868		3.002555		3.2872496		5.5897546		8.064949		3.8281925		3.4014416		5.721046		7.7542496		3.4721346		1.4738417		3.3408403		49.91364		1.7723181		1.59524		3.6591344		40.24291		1.384706		0.5595815		1.740211		5.641362		0.8256376		0.6737735		1.8715024		5.3306627		0.4695797		Yes		Yes		Yes		TA80899_4565		TC431733		Rep: Anthranilate phosphoribosyltransferase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC431733]

		A_99_P005901		8.614762		8.542354		9.68744		8.960307		8.53085		8.045643		8.460847		8.739009		8.314319		8.27539		8.557022		8.809409		-1.059888		-1.410993		-2.340137		-1.1657821		-1.231523		-1.2032729		-2.1892214		-1.1102604		-0.083911896		-0.49671078		-1.226593		-0.22129822		-0.30044365		-0.26696396		-1.1304178		-0.15089798		No		Yes		Yes		CJ635132		TC461420		CJ635132 Y.Ogihara unpublished cDNA library Wh_DPA20 Triticum aestivum cDNA clone whdp20c17 5', mRNA sequence [CJ635132]

		A_99_P196338		11.552403		11.46368		11.337453		11.240565		12.076308		13.189614		12.184588		11.865307		12.782303		12.184789		12.625554		11.800029		1.4378417		3.3079422		1.7989256		1.5419346		2.3455064		1.6484481		2.4420643		1.473721		0.5239048		1.725934		0.84713554		0.62474155		1.2298994		0.72110844		1.2881012		0.5594635		No		Yes		Yes		EU181185		TC435620		Triticum aestivum calcium-dependent protein kinase (CPK12) mRNA, complete cds [EU181185]

		A_99_P519912		10.069518		10.256657		10.306781		9.826875		9.552836		8.970626		9.152665		9.260297		9.1756315		9.768273		8.921067		9.394215		-1.4306608		-2.4385622		-2.2254786		-1.4810064		-1.8581753		-1.402872		-2.6130116		-1.34972		-0.5166817		-1.2860308		-1.1541157		-0.5665779		-0.89388657		-0.4883833		-1.3857136		-0.4326601		No		Yes		Yes		TA66621_4565		TC440487		Rep: beta-galactosidase - Entamoeba histolytica HM-1:IMSS, partial (43%) [TC442092]

		A_99_P485377		6.156357		5.6575856		6.4158654		6.2741294		5.608187		4.9310226		5.603658		4.124287		4.1893353		4.5783944		4.0183015		4.467131		-1.4622294		-1.6546923		-1.7558957		-4.437793		-3.9096012		-2.1128511		-5.269127		-3.4991348		-0.5481696		-0.726563		-0.8122072		-2.1498423		-1.9670215		-1.0791912		-2.397564		-1.8069983		Yes		Yes		Yes		CV777572		TC424915		Rep: Os04g0449900 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC424915]

		A_99_P504652		4.8777304		5.0704484		5.1469884		4.9002395		4.879604		4.4228344		4.4150815		4.2169266		3.8515427		4.0371075		3.8650198		3.4538624		1.0012995		-1.5665752		-1.6608329		-1.605823		-2.0366354		-2.0467587		-2.4317057		-2.7252283		0.0018734932		-0.647614		-0.7319069		-0.6833129		-1.0261877		-1.0333409		-1.2819686		-1.446377		Yes		No		No		CD867230		TC433767		Rep: Protein kinase domain containing protein - Tetrahymena thermophila SB210, partial (37%) [TC433767]

		A_99_P379947		6.5853767		6.85018		6.889105		7.2533603		6.43861		6.199553		5.5547004		7.067909		6.3501		6.329264		5.654081		7.0029483		-1.1070855		-1.5698504		-2.5217137		-1.1371728		-1.1771325		-1.434866		-2.3538525		-1.1895467		-0.14676666		-0.65062714		-1.3344045		-0.18545151		-0.2352767		-0.520916		-1.235024		-0.250412		No		Yes		Yes		TA105517_4565		TC441525		Rep: Haploid germ cell-specific nuclear protein kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC441525]

		A_99_P327331		9.747942		9.888036		9.391491		8.851866		8.863645		8.586933		8.299958		7.9019113		8.263951		9.112159		7.722145		8.982854		-1.8458654		-2.4641714		-2.1310031		-1.9318117		-2.797214		-1.7122306		-3.1807034		1.0950434		-0.8842974		-1.3011026		-1.0915327		-0.9499545		-1.4839907		-0.775877		-1.6693459		0.13098812		Yes		No		No		TA89745_4565		TC434272		Rep: Indole-3-glycerol phosphate lyase - Hordeum lechleri (Wild barley), partial (22%) [TC434272]

		A_99_P266721		12.264119		12.326237		11.827418		11.818192		11.898479		11.361511		10.946826		11.886559		11.296848		11.996854		10.7764845		11.876134		-1.2884527		-1.9516921		-1.8411311		1.0485291		-1.9551386		-1.2564758		-2.0718706		1.04098		-0.3656397		-0.9647255		-0.88059235		0.068367004		-0.96727085		-0.3293829		-1.0509338		0.05794239		No		Yes		Yes		TA71923_4565		TC426867		0

		A_99_P439132		5.0905523		4.7170978		3.7375278		4.949474		5.439665		5.8204503		5.2583003		4.5152435		6.24168		5.0050697		5.8185544		4.7479515		1.2737768		2.1485338		2.8694465		-1.3511897		2.2208743		1.2209228		4.231082		-1.1499112		0.3491125		1.1033525		1.5207725		-0.43423033		1.1511278		0.28797197		2.0810266		-0.20152235		No		Yes		Yes		TA84924_4565		TC399520		0

		A_99_P544917		6.9989686		7.037815		7.5793214		7.029257		6.861238		6.651087		6.7442565		6.6834283		6.4292445		6.5794997		6.5757203		6.4712424		-1.1001731		-1.3074251		-1.7839372		-1.2708806		-1.4842397		-1.3739365		-2.0049984		-1.4722415		-0.1377306		-0.3867283		-0.8350649		-0.34582853		-0.5697241		-0.45831537		-1.0036011		-0.5580144		No		Yes		Yes		TC450346		TC450346		Rep: Transitional endoplasmic reticulum ATPase-like - Oryza sativa subsp. japonica (Rice), partial (19%) [TC450346]

		A_99_P040948		4.3942223		2.0647728		5.070516		5.0661926		5.8476806		10.236388		9.632028		8.857901		7.8409553		8.216449		9.552304		8.649819		2.7386374		288.33768		23.613033		13.848982		10.903603		71.095		22.343575		11.988894		1.4534583		8.171616		4.5615115		3.791708		3.446733		6.151676		4.481788		3.5836267		Yes		Yes		Yes		CV763668		TC384791		FGAS058051 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763668]

		A_99_P281151		6.021604		5.256964		4.5945015		2.9352462		4.67379		3.7185786		3.217972		2.8536494		4.5801826		4.9333243		3.6563966		3.1080596		-2.5452619		-2.904693		-2.5964303		-1.0581887		-2.7158833		-1.251484		-1.9160097		1.1272546		-1.3478141		-1.5383856		-1.3765295		-0.08159685		-1.4414215		-0.32363987		-0.93810487		0.17281342		Yes		No		No		AK334762		TC442247		Triticum aestivum cDNA, clone: WT010_P09, cultivar: Chinese Spring [AK334762]

		A_99_P392877		2.1796803		3.296178		4.356968		5.640084		2.0029554		1.8663006		2.235636		2.1719065		1.7017976		2.8367357		2.544573		4.3732142		-1.1303151		-2.6942384		-4.3509545		-11.066885		-1.3926983		-1.3750103		-3.5122483		-2.4063885		-0.17672491		-1.4298775		-2.121332		-3.4681773		-0.47788274		-0.45944238		-1.8123949		-1.2668695		Yes		No		No		TA108697_4565		TC387053		0

		A_99_P284276		8.543014		8.288157		7.964121		7.829843		8.08205		7.1253657		7.0256443		7.4349937		7.9796157		7.677677		7.13215		7.418101		-1.3764606		-2.2389026		-1.9165034		-1.3148054		-1.4777455		-1.5267674		-1.7801152		-1.3302913		-0.46096325		-1.1627917		-0.93847656		-0.3948493		-0.5633979		-0.6104803		-0.8319707		-0.4117422		No		Yes		Yes		TA77147_4565		TC379004		Rep: Pollen signalling protein with adenylyl cyclase activity - Zea mays (Maize), partial (45%) [TC379004]

		A_99_P399152		6.201101		5.8981533		6.471579		6.2887807		5.975392		5.278601		5.767222		4.717344		4.835224		4.8723855		4.831974		4.9268475		-1.1693517		-1.5363982		-1.6294185		-2.9720056		-2.577329		-2.0360427		-3.1158051		-2.5702937		-0.22570896		-0.61955214		-0.70435715		-1.5714369		-1.3658767		-1.0257678		-1.639605		-1.3619332		Yes		Yes		Yes		TA110228_4565		TC456956		Rep: 26S protease regulatory subunit 6A - Botryotinia fuckeliana (strain B05.10) (Noble rot fungus) (Botrytiscinerea), partial (69%) [TC456956]

		A_99_P482427		3.3942654		4.9081473		5.322986		3.9966412		5.5331445		6.5061707		6.2281647		5.6390843		5.712567		5.6277127		6.50524		5.611586		4.404197		3.0272827		1.8727763		3.1219409		4.987447		1.646686		2.2693102		3.062999		2.138879		1.5980234		0.90517855		1.6424432		2.3183014		0.7195654		1.1822538		1.6149449		Yes		Yes		Yes		TC423362		TC423362		0

		A_99_P177889		4.587327		4.404862		4.6125894		4.5193167		6.957926		9.455417		8.808149		6.978049		8.238641		8.093463		9.146005		6.803183		5.1715574		33.14122		18.322697		5.497334		12.564782		12.893759		23.157623		4.869813		2.3705988		5.0505548		4.19556		2.4587321		3.6513138		3.688601		4.5334153		2.2838664		Yes		Yes		Yes		CJ723907		TC440245		CJ723907 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh3a07 5', mRNA sequence [CJ723907]

		A_99_P051816		10.435697		10.541982		10.104975		10.191486		9.944833		10.122142		12.078052		11.2124815		10.438508		9.877804		10.869283		10.3242035		-1.4052861		-1.337779		3.9260454		2.0293183		1.0019506		-1.5846651		1.698555		1.0963566		-0.4908638		-0.41983986		1.9730768		1.0209951		0.002811432		-0.6641779		0.764308		0.13271713		No		Yes		Yes		CA602786		0		wr1.pk0008.e5 wr1 Triticum aestivum cDNA clone wr1.pk0008.e5 5' end, mRNA sequence [CA602786]

		A_99_P253026		4.710195		4.449432		2.7254937		7.2526093		4.2518997		3.1053808		2.185076		7.2265058		3.6802661		3.0849495		1.7105179		5.8544335		-1.3739175		-2.5386317		-1.4543935		-1.0182582		-2.0419238		-2.5748394		-2.020869		-2.635681		-0.45829535		-1.3440511		-0.5404177		-0.026103497		-1.0299289		-1.3644824		-1.0149758		-1.3981757		Yes		No		No		AK332056		TC369231		Triticum aestivum cDNA, clone: WT003_A14, cultivar: Chinese Spring [AK332056]

		A_99_P526887		4.732517		5.1118417		4.764034		3.7058423		5.560412		6.462831		6.9056587		4.7192893		6.488107		6.1821384		7.132288		4.124605		1.7750937		2.55087		4.4125876		2.0187287		3.3766448		2.0998652		5.1631594		1.3367808		0.82789516		1.3509893		2.141625		1.013447		1.7555904		1.0702968		2.3682542		0.41876292		Yes		Yes		Yes		BU100312		TC434001		Rep: Argininosuccinate synthase - Oryza sativa subsp. indica (Rice), partial (18%) [TC434001]

		A_99_P320966		8.578901		8.62035		7.745772		8.858317		7.5354443		7.0535884		7.1037164		7.731872		7.4712615		7.8491836		7.078987		8.267942		-2.0611608		-2.9623897		-1.560551		-2.1832016		-2.1549282		-1.706649		-1.587531		-1.505638		-1.043457		-1.5667615		-0.6420555		-1.1264453		-1.1076398		-0.7711663		-0.66678476		-0.59037495		Yes		No		No		AK335188		TC387227		Triticum aestivum cDNA, clone: WT012_E14, cultivar: Chinese Spring [AK335188]

		A_99_P560902		2.467663		2.758276		3.4976835		3.1363852		4.2916126		5.2523875		4.672358		3.5358944		5.3321986		4.495716		4.9758925		3.657137		3.5404913		5.6338124		2.2574193		1.3190591		7.283014		3.33443		2.7860265		1.4347026		1.8239496		2.4941115		1.1746745		0.3995092		2.8645356		1.7374401		1.478209		0.5207517		Yes		No		No		TC456399		TC456399		Rep: CG13731-PA - Drosophila melanogaster (Fruit fly), partial (3%) [TC456399]

		A_99_P366942		5.484375		5.737366		5.6869264		5.4037347		5.263739		4.697408		4.768185		4.776541		4.8797383		5.1191306		4.869155		4.943479		-1.1652471		-2.0561678		-1.8904651		-1.5445573		-1.5205958		-1.5349967		-1.762681		-1.3757856		-0.22063589		-1.039958		-0.9187412		-0.62719345		-0.60463667		-0.6182356		-0.81777143		-0.46025562		No		Yes		Yes		TA102340_4565		TC418031		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC418031]

		A_99_P355996		2.387181		2.5457084		2.0357301		2.024875		2.8497808		3.5300586		4.4511504		3.8867683		3.2824428		3.524004		3.664059		2.6516683		1.3780228		1.978422		5.3347487		3.6348438		1.8599473		1.9701365		3.0915468		1.5441291		0.46259975		0.9843502		2.4154203		1.8618934		0.89526176		0.97829556		1.6283288		0.6267934		Yes		Yes		Yes		TA98646_4565		TC380052		Rep: Os01g0901300 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC380052]

		A_99_P234456		10.050339		10.17807		9.733456		9.7968855		9.3729925		8.669686		7.576874		9.049278		10.036887		8.868802		7.7036915		9.202304		-1.5991954		-2.8449113		-4.4585724		-1.6790059		-1.0093675		-2.4781578		-4.083381		-1.5100346		-0.6773462		-1.5083838		-2.1565819		-0.74760723		-0.013451576		-1.309268		-2.0297642		-0.5945816		Yes		Yes		Yes		TA62887_4565		TC418338		Rep: GAD1 - Hordeum vulgare (Barley), partial (20%) [TC418338]

		A_99_P413817		11.132886		11.421344		10.951924		11.407983		12.375178		14.496652		13.1119		11.603372		12.871755		13.823661		13.469148		11.668477		2.3657415		8.428687		4.4690742		1.1450326		3.3377333		5.286515		5.7247925		1.197889		1.2422924		3.0753078		2.159976		0.1953888		1.7388687		2.402317		2.5172234		0.26049423		Yes		Yes		Yes		TA59324_4565		TC375521		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (33%) [TC375521]

		A_99_P153012		5.517431		4.986213		5.6687093		6.140972		6.5399094		7.891707		5.9537263		6.0649147		7.994782		6.850477		6.6698227		5.773899		2.031406		7.4927416		1.2184247		-1.0541334		5.568741		3.6408215		2.001544		-1.2897335		1.0224786		2.9054937		0.285017		-0.076057434		2.4773512		1.864264		1.0011134		-0.36707306		Yes		No		No		CJ899632		TC419901		CJ899632 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles1l13 5', mRNA sequence [CJ899632]

		A_99_P259839		6.2267575		6.693741		5.630516		6.218153		5.7620406		5.77601		4.2115784		5.3199444		5.181411		6.166327		4.3178444		5.0533824		-1.3800465		-1.8891416		-2.6738856		-1.8637503		-2.0638623		-1.4413432		-2.4840112		-2.2419755		-0.4647169		-0.9177308		-1.4189377		-0.8982086		-1.0453467		-0.52741385		-1.3126717		-1.1647706		Yes		Yes		Yes		AK331590		TC385886		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		A_99_P321056		4.4926524		4.436126		5.0803056		3.8769524		3.6998472		2.2419918		2.3053029		3.6898944		3.9105473		2.84114		2.2205837		3.9629924		-1.7324398		-4.5761504		-6.8447733		-1.1384398		-1.497032		-3.0209162		-7.258754		1.0614526		-0.7928052		-2.1941345		-2.7750027		-0.18705797		-0.58210516		-1.5949862		-2.859722		0.08604002		Yes		Yes		Yes		AK333602		TC406727		Triticum aestivum cDNA, clone: WT006_O04, cultivar: Chinese Spring [AK333602]

		A_99_P344371		10.245515		8.719455		6.8226833		7.855114		10.435383		10.744859		9.074714		8.165351		11.053065		9.584128		9.6563225		7.7831492		1.1406593		4.0710588		4.763528		1.2399113		1.7502372		1.8209276		7.1287007		-1.0511472		0.18986797		2.025404		2.2520304		0.31023693		0.80755043		0.8646736		2.8336391		-0.07196474		Yes		Yes		Yes		TA94989_4565		0		0

		A_99_P217276		11.828106		12.188286		13.040222		12.541783		11.511567		11.09214		11.94783		12.045421		11.444283		11.523773		11.925766		12.197459		-1.2453393		-2.1378279		-2.1322727		-1.4106525		-1.3047953		-1.5850327		-2.1651337		-1.269556		-0.3165388		-1.0961456		-1.092392		-0.4963627		-0.3838234		-0.66451263		-1.1144562		-0.3443241		No		Yes		Yes		TA57180_4565		TC372298		Rep: Actin - Oryza sativa subsp. japonica (Rice), partial (46%) [TC372298]

		A_99_P380612		11.770709		9.913094		11.581899		11.540077		10.486589		7.360739		9.32334		9.888768		10.276679		8.524644		9.424209		10.789589		-2.435334		-5.8659077		-4.7851305		-3.1411853		-2.816747		-2.617972		-4.4619985		-1.6823621		-1.2841196		-2.5523543		-2.2585583		-1.651309		-1.49403		-1.3884497		-2.15769		-0.7504883		Yes		Yes		Yes		AK335315		0		Triticum aestivum cDNA, clone: WT012_J13, cultivar: Chinese Spring [AK335315]

		A_99_P282141		12.605765		11.874745		12.808716		12.888778		13.159928		12.228031		14.292611		13.305934		13.095714		12.502307		14.431862		13.16149		1.4683166		1.2774668		2.7970293		1.3352929		1.4043945		1.5449516		3.0804605		1.2080772		0.554163		0.3532858		1.4838953		0.41715622		0.48994827		0.62756157		1.623146		0.2727127		No		Yes		Yes		TA76509_4565		TC381550		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC381550]

		A_99_P282536		4.6483655		3.1186466		5.087849		6.9640384		7.1956367		3.924669		10.554833		10.39045		3.9877355		4.2877765		8.082164		8.589036		5.8452764		1.7483844		44.23095		10.751091		-1.5807728		2.2487602		7.968536		3.0844166		2.5472713		0.8060224		5.4669843		3.4264112		-0.66063		1.1691298		2.9943147		1.6249976		Yes		No		No		AK333111		TC403178		Triticum aestivum cDNA, clone: WT005_K20, cultivar: Chinese Spring [AK333111]

		A_99_P276581		6.516478		6.8422318		6.1441407		6.044819		6.5385203		7.0671597		7.745171		6.358894		7.147657		7.099827		7.7613773		6.28707		1.0153959		1.1687188		3.033599		1.2432142		1.54883		1.1954842		3.0678685		1.1828367		0.022042274		0.2249279		1.6010303		0.314075		0.63117886		0.25759506		1.6172366		0.24225092		No		Yes		Yes		TA74898_4565		TC436938		Rep: 6,7-dimethyl-8-ribityllumazine synthase - Vitis vinifera (Grape), partial (19%) [TC436938]

		A_99_P175824		4.8697515		4.8221107		4.7779803		4.490049		5.012248		5.63069		5.8718963		5.4191184		5.6865745		4.9859295		6.0057006		5.668406		1.1038136		1.751486		2.1345263		1.9040476		1.7615227		1.1202486		2.3419662		2.263189		0.14249659		0.80857944		1.0939159		0.9290695		0.816823		0.16381884		1.2277203		1.1783571		No		Yes		Yes		BQ805035		TC392334		WHE3562_A10_B20ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3562_A10_B20, mRNA sequence [BQ805035]

		A_99_P647886		3.922787		3.5549915		4.0481772		4.612221		2.526942		2.5118573		3.354148		2.357297		2.7618978		3.1613312		2.9645011		3.2736423		-2.631426		-2.0606997		-1.6177956		-4.773091		-2.235952		-1.3137223		-2.1194296		-2.52902		-1.3958449		-1.0431342		-0.69402933		-2.2549238		-1.1608891		-0.3936603		-1.0836761		-1.3385785		Yes		No		No		CK161662		0		FGAS014233 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161662]

		A_99_P203606		9.455295		8.85707		8.290019		8.818996		9.519412		9.584999		9.038704		8.568238		10.018998		9.455616		9.367942		8.8378725		1.0454452		1.6562599		1.6802604		-1.1898322		1.4780587		1.5141897		2.1109946		1.0131699		0.06411743		0.7279291		0.7486849		-0.25075817		0.56370354		0.598546		1.0779228		0.018876076		No		Yes		Yes		DR739649		TC388462		FGAS084866 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739649]

		A_99_P472617		8.360168		7.082318		6.6366487		7.2319927		9.171758		9.649314		7.1892		7.49136		9.759082		9.519725		7.4873214		7.3659024		1.7551438		5.925743		1.4666771		1.1969538		2.637029		5.416673		1.8033416		1.0972632		0.81158924		2.566996		0.55255127		0.25936747		1.3989134		2.437407		0.8506727		0.1339097		Yes		Yes		Yes		TC405853		TC405853		0

		A_99_P112325		4.335772		4.781746		5.064443		4.7510514		3.972089		3.8133361		3.2855713		3.2538288		3.600688		3.8887217		3.4308398		3.290248		-1.2867064		-1.9566827		-3.4315772		-2.8229873		-1.6644944		-1.8570648		-3.1028702		-2.7526162		-0.363683		-0.9684098		-1.7788718		-1.4972227		-0.73508406		-0.8930242		-1.6336033		-1.4608035		Yes		No		No		DR741811		0		FGAS030853 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741811]

		A_99_P515382		6.299604		5.943526		3.0114906		3.9826572		5.088554		4.7447267		1.8303055		2.6343918		4.765377		5.5671945		1.6661373		3.9499838		-2.3150606		-2.2954853		-2.2676299		-2.5460582		-2.8963318		-1.2980368		-2.540924		-1.0229058		-1.21105		-1.1987991		-1.1811851		-1.3482654		-1.5342269		-0.37633133		-1.3453532		-0.03267336		Yes		No		No		TC438490		TC438490		Rep: Light-induced protein 1-like - Lolium perenne (Perennial ryegrass), partial (54%) [TC438490]

		A_99_P235436		7.0012984		5.478256		5.564112		5.600683		9.529418		9.453105		8.676705		6.431708		11.573898		9.414491		8.755586		6.8186164		5.7681937		15.723481		8.649359		1.7789484		23.79522		15.308218		9.135435		2.3261323		2.5281196		3.9748487		3.1125932		0.83102465		4.5726		3.9362345		3.1914735		1.2179332		Yes		Yes		Yes		TA63194_4565		TC384763		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (35%) [TC384763]

		A_99_P274251		10.825474		10.21124		10.055158		10.920825		11.515915		12.042481		11.128911		11.170293		11.804303		11.18706		11.639272		11.215633		1.6137769		3.5584319		2.1049025		1.1887685		1.9708656		1.9667594		2.9982362		1.226722		0.69044113		1.8312416		1.0737534		0.24946785		0.9788294		0.97582054		1.5841141		0.2948084		No		Yes		Yes		TA74203_4565		TC456633		Rep: Receptor-like protein kinase - Nicotiana tabacum (Common tobacco), partial (7%) [TC456633]

		A_99_P345651		10.503045		10.721432		10.604726		10.833763		10.790074		11.617459		11.674672		10.850291		10.858129		11.3128		11.744876		10.731861		1.2201253		1.8609349		2.0993552		1.0115223		1.2790595		1.5066755		2.2040396		-1.0731874		0.28702927		0.89602757		1.0699463		0.01652813		0.35508347		0.5913687		1.1401501		-0.10190201		No		Yes		Yes		TA95376_4565		TC388226		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC388226]

		A_99_P144603		1.7121955		1.7084852		1.9105982		1.6873102		3.138336		4.826308		3.9349802		1.7474922		3.3206856		1.805323		3.8642938		2.780183		2.6872685		8.680768		4.0681763		1.0425973		3.0493255		1.0694268		3.8736556		2.1329837		1.4261404		3.1178226		2.024382		0.060181975		1.6084901		0.09683776		1.9536957		1.0928729		Yes		Yes		Yes		CJ788753		0		CJ788753 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl20p12 3', mRNA sequence [CJ788753]

		A_99_P060431		5.2809925		4.8305264		5.3848686		5.3949585		4.6080985		3.7959201		4.750322		3.8161614		3.8516912		3.7910202		3.6615446		4.075247		-1.5942678		-2.0485544		-1.55245		-2.9872067		-2.6931624		-2.0555239		-3.3019633		-2.4961622		-0.672894		-1.0346062		-0.63454676		-1.5787971		-1.4293013		-1.0395062		-1.7233241		-1.3197117		Yes		No		No		CA740989		0		wem1c.pk001.m19 wem1c Triticum aestivum cDNA clone wem1c.pk001.m19 5' end, mRNA sequence [CA740989]

		A_99_P493877		7.3198085		7.128653		7.311526		7.206287		7.0381217		6.4595294		6.0366783		6.7270494		7.0698333		6.6336837		6.0980287		6.838288		-1.2156154		-1.5901067		-2.4197323		-1.3940067		-1.1891867		-1.4092908		-2.318991		-1.2905617		-0.28168678		-0.66912365		-1.2748475		-0.47923756		-0.2499752		-0.49496937		-1.2134972		-0.36799908		No		Yes		Yes		AK331535		TC429002		Triticum aestivum cDNA, clone: WT007_L24, cultivar: Chinese Spring [AK331535]

		A_99_P475312		4.066149		3.4256518		4.6102505		5.3494606		3.3931446		3.8688667		5.995417		5.634043		4.5589542		3.992178		6.208717		5.9193673		-1.59439		1.3596307		2.6120212		1.2180579		1.4071782		1.4809533		3.0282123		1.4844276		-0.6730046		0.4432149		1.3851666		0.2845826		0.492805		0.5665262		1.5984664		0.5699067		No		Yes		Yes		TC419587		TC419587		0

		A_99_P244706		4.9245906		4.8701696		8.789664		3.1677897		7.2787933		8.159875		8.662755		7.706282		6.8394012		5.512508		9.204524		6.266208		5.113116		9.779124		-1.0919518		23.23926		3.7706432		1.5608569		1.3331691		8.564794		2.3542027		3.2897053		-0.12690926		4.538492		1.9148107		0.6423383		0.41485977		3.0984185		Yes		No		No		TA65671_4565		0		0

		A_99_P421267		5.57795		4.7284226		4.449164		5.2249217		8.946944		9.072511		13.331964		8.919568		10.4217615		10.099912		12.782773		8.260825		10.331617		20.309574		472.0511		12.947901		28.71657		41.397995		322.60135		8.201589		3.3689942		4.344088		8.882799		3.6946464		4.8438115		5.371489		8.333609		3.0359035		Yes		Yes		Yes		AY506496		TC381581		Triticum aestivum root peroxidase (pra2) mRNA, complete cds [AY506496]

		A_99_P293536		8.044444		8.28434		8.633628		8.101701		7.895452		7.6849923		7.7268662		7.7708244		7.9873366		7.902132		7.63215		7.8596587		-1.1087946		-1.5150313		-1.8748324		-1.2577772		-1.0403777		-1.303335		-2.0020497		-1.1826655		-0.14899206		-0.5993476		-0.90676165		-0.33087635		-0.05710745		-0.38220787		-1.0014777		-0.24204206		No		Yes		Yes		TA79805_4565		TC442518		Rep: Transposase IS630 - Listonella anguillarum serovar O2, partial (12%) [TC442518]

		A_99_P296646		7.7274265		8.214183		7.3323402		7.316672		8.436872		9.140832		8.3801775		7.7107835		9.99577		8.757759		8.7377825		7.7785378		1.635175		1.9008558		2.0674284		1.3141333		4.817698		1.4575812		2.6489897		1.3773221		0.709445		0.9266491		1.0478373		0.39411163		2.268344		0.54357624		1.4054422		0.4618659		Yes		No		No		TA80689_4565		TC394096		0

		A_99_P249681		10.498165		10.4475565		9.31042		9.113237		9.270245		9.215919		8.539802		7.741314		9.044631		9.870697		8.272498		9.316669		-2.3422914		-2.3483346		-1.7060009		-2.588154		-2.7387815		-1.4915987		-2.053268		1.1514343		-1.2279205		-1.231638		-0.77061844		-1.3719234		-1.4535341		-0.5768595		-1.0379219		0.20343208		Yes		No		No		TA67042_4565		TC404870		Rep: Thylakoid lumenal 17.4 kDa protein, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (69%) [TC404870]

		A_99_P327056		5.479897		5.2552743		4.818744		4.3188033		6.102379		7.428519		9.671983		7.3514686		7.5137134		7.5559597		10.324813		6.48593		1.5395213		4.510366		28.904827		8.183201		4.0948663		4.926918		45.4456		4.49128		0.6224818		2.1732445		4.8532386		3.0326653		2.0338163		2.3006854		5.5060687		2.1671267		Yes		Yes		Yes		TA89653_4565		0		0

		A_99_P516437		3.2758522		3.5029972		3.5124876		3.640791		3.6438248		4.9750643		4.7827945		4.566768		4.4675546		4.629687		4.9504333		4.511828		1.290538		2.774191		2.4121287		1.8999708		2.2842212		2.1835713		2.7093477		1.8289771		0.3679726		1.4720671		1.2703068		0.92597723		1.1917024		1.1266897		1.4379456		0.871037		Yes		No		No		CK212555		TC438978		FGAS024433 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212555]

		A_99_P329716		6.740097		6.873422		6.936964		6.974159		6.642072		5.853063		6.0451646		6.3733277		6.3469753		6.6933475		6.3710675		6.3654943		-1.0703071		-2.0284238		-1.855489		-1.5165899		-1.313232		-1.1329426		-1.4803071		-1.524847		-0.098024845		-1.020359		-0.89179945		-0.60083103		-0.39312172		-0.18007469		-0.5658965		-0.6086645		No		Yes		Yes		TA90450_4565		TC368546		Rep: Phytochrome C - Triticum aestivum (Wheat), complete [TC368546]

		A_99_P313976		5.3043284		6.144591		5.722265		5.936119		5.359362		6.9431205		7.026207		6.9804473		5.730268		6.938765		7.1968026		6.807297		1.0388833		1.7393275		2.4690263		2.0624058		1.3434471		1.7340845		2.7789462		1.829156		0.055033684		0.7985296		1.3039422		1.0443282		0.42593956		0.7941742		1.4745378		0.87117815		No		Yes		Yes		TA85818_4565		TC427583		Rep: Chromosome undetermined scaffold_87, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC427583]

		A_99_P346516		5.4063478		6.017243		6.384899		6.4976544		5.3352036		5.457272		5.3432317		5.6430917		5.373773		5.502111		5.373591		5.948751		-1.0505495		-1.4742395		-2.0586057		-1.8082106		-1.0228359		-1.4291248		-2.015738		-1.4629734		-0.071144104		-0.55997086		-1.0416675		-0.85456276		-0.032574654		-0.51513195		-1.0113082		-0.54890347		No		Yes		Yes		TA95655_4565		TC389823		Rep: Response regulator 9 - Zea mays (Maize), partial (28%) [TC389823]

		A_99_P090390		5.881197		6.3808227		6.730999		6.9359264		5.501089		4.1837716		5.3339915		5.8226256		5.138403		4.8078604		4.639391		6.029223		-1.3014392		-4.585411		-2.6335475		-2.1634007		-1.6734135		-2.9751496		-4.262229		-1.8747568		-0.38010788		-2.197051		-1.3970075		-1.1133008		-0.74279404		-1.5729623		-2.091608		-0.9067035		Yes		Yes		Yes		AK334748		TC413169		Triticum aestivum cDNA, clone: WT010_O15, cultivar: Chinese Spring [AK334748]

		A_99_P277431		1.8143969		1.8696777		2.6990767		1.7124001		1.8034425		3.1685522		4.394076		3.7549827		2.4346464		3.6469104		4.827324		3.7859461		-1.0076219		2.4603686		3.2377672		4.1198235		1.537141		3.4276807		4.37186		4.2091994		-0.01095438		1.2988745		1.6949992		2.0425825		0.6202495		1.7772328		2.1282473		2.073546		Yes		Yes		Yes		EU200974		TC442456		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		A_99_P268596		9.839869		10.119202		9.060953		9.624432		10.107664		11.00954		10.280453		10.074931		10.51002		10.648288		10.642616		10.076876		1.2039667		1.8536103		2.3286593		1.3665134		1.5912403		1.4430149		2.993147		1.3683565		0.26779556		0.89033794		1.2194996		0.45049953		0.6701517		0.5290861		1.5816631		0.45244408		No		Yes		Yes		TA72471_4565		TC425685		0

		A_99_P167734		13.988791		13.116361		11.984668		12.290608		12.959077		12.21925		10.833557		14.35945		13.678131		11.812036		11.156344		12.076425		-2.0416203		-1.8623328		-2.220848		4.1954975		-1.2402753		-2.4696817		-1.7756206		-1.1600474		-1.0297146		-0.89711094		-1.1511106		2.068842		-0.31066036		-1.3043251		-0.82832336		-0.2141838		No		Yes		Yes		L27516		TC368768		Triticum aestivum Wcs66 (Wcs66) mRNA, complete cds [L27516]

		A_99_P022879		4.181757		3.2947702		3.6329384		2.58314		5.600081		5.272159		8.454732		5.263375		6.332344		5.402695		8.425848		3.952568		2.6727483		3.9377973		28.281633		6.4096026		4.4400845		4.3107085		27.721043		2.5836813		1.418324		1.9773889		4.8217936		2.680235		2.150587		2.107925		4.7929096		1.3694282		Yes		Yes		Yes		CD871652		TC407288		AZO2.118L21F010207 AZO2 Triticum aestivum cDNA clone AZO2118L21, mRNA sequence [CD871652]

		A_99_P285606		6.8777027		7.3381705		7.222715		7.7341876		7.2077203		8.111808		8.312173		7.7915077		7.4509754		7.7844825		8.479857		7.660975		1.2570287		1.7095745		2.1279407		1.0405312		1.487895		1.3625526		2.3902185		-1.0520568		0.33001757		0.7736373		1.089458		0.057320118		0.5732727		0.44631195		1.2571425		-0.07321262		No		Yes		Yes		TA77506_4565		TC386532		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC386532]

		A_99_P302311		4.343846		5.1232624		4.7932363		3.3291647		3.4565754		3.7801354		3.3519886		2.1387868		3.3148928		4.6135283		3.6314056		2.581565		-1.8496733		-2.5370061		-2.7155561		-2.2821252		-2.0405428		-1.4237878		-2.2374115		-1.6789972		-0.88727045		-1.343127		-1.4412477		-1.190378		-1.0289531		-0.50973415		-1.1618307		-0.74759984		Yes		No		No		TA82359_4565		TC418368		Rep: Metallothionein-like protein - Hordeum vulgare (Barley), complete [TC418368]

		A_99_P291121		6.2077813		6.76362		6.320889		6.5568633		6.36974		7.366644		7.5985546		7.1637173		6.9334435		7.31692		7.7467628		6.9731975		1.118805		1.5188969		2.4244637		1.5229346		1.6536596		1.4674383		2.6867716		1.3345323		0.1619587		0.603024		1.2776656		0.60685396		0.72566223		0.5532999		1.4258738		0.41633415		No		Yes		Yes		TA79121_4565		TC374489		0

		A_99_P452192		9.982665		9.974441		10.019184		10.070746		10.6730385		11.513306		10.867931		10.404597		11.291049		10.903853		11.279155		10.376735		1.6137011		2.9056585		1.8009365		1.2603731		2.4766395		1.9045007		2.3949087		1.2362653		0.6903734		1.5388651		0.84874725		0.33385086		1.308384		0.92941284		1.2599707		0.3059883		No		Yes		Yes		BT008959		TC405214		Triticum aestivum clone wdk1c.pk012.i11:fis, full insert mRNA sequence [BT008959]

		A_99_P118890		3.046397		2.9871538		5.082823		4.0939007		2.3298218		2.969966		2.4157588		3.7660944		2.352236		3.1991053		3.2211568		3.6817849		-1.6432763		-1.011985		-6.351353		-1.2551035		-1.6179432		1.1582539		-3.634271		-1.3306359		-0.71657515		-0.017187834		-2.667064		-0.32780623		-0.69416094		0.2119515		-1.861666		-0.4121158		No		Yes		Yes		CJ650006		TC437824		CJ650006 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone whem19c01 5', mRNA sequence [CJ650006]

		A_99_P241541		8.838283		9.254046		8.581065		9.228345		8.06826		7.5266633		7.237869		7.8572235		7.820309		8.079953		7.061132		8.247622		-1.7052963		-3.3112664		-2.5371282		-2.5867155		-2.0250723		-2.25651		-2.8677778		-1.9734547		-0.7700224		-1.7273831		-1.3431964		-1.3711214		-1.0179734		-1.1740932		-1.5199332		-0.9807234		Yes		Yes		Yes		TA64881_4565		TC374086		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (31%) [TC374086]

		A_99_P412897		3.6140087		2.405329		2.3201194		2.3934536		4.177735		4.9124465		3.7849846		2.8409154		5.6562347		4.2748847		5.0066743		3.6060207		1.4780818		5.684831		2.7603767		1.3636391		4.118806		3.6542003		6.4377427		2.3174963		0.5637262		2.5071175		1.4648652		0.44746184		2.042226		1.8695557		2.686555		1.2125671		Yes		Yes		Yes		TC374809		TC374809		Rep: Serine/threonine-specific protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (37%) [TC374809]

		A_99_P472287		5.3602376		5.6097426		5.4472256		5.355928		6.3430285		6.7745185		6.096107		6.0431		5.871664		6.291651		5.899912		5.9704194		1.9762849		2.241984		1.567952		1.6101241		1.4254589		1.6042602		1.3685862		1.5310183		0.98279095		1.1647758		0.64888144		0.68717194		0.51142645		0.68190813		0.4526863		0.61449146		No		Yes		Yes		DR739571		TC417945		0

		A_99_P127930		8.440122		9.024029		9.111388		8.646165		8.171083		8.31319		8.097735		8.507318		8.476971		8.746858		8.639203		8.527622		-1.2050042		-1.6367549		-2.0190167		-1.1010251		1.0258708		-1.2118164		-1.3872089		-1.0856377		-0.2690382		-0.7108383		-1.0136528		-0.13884735		0.036849022		-0.27717113		-0.47218513		-0.11854267		No		Yes		Yes		CA498266		0		WHE3241_B11_C21ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3241_B11_C21, mRNA sequence [CA498266]

		A_99_P476967		2.3719933		2.6261597		3.0497477		5.6105294		1.9507681		1.8534393		1.8557582		2.4411888		1.7008051		2.6158035		1.6892939		4.1846213		-1.3390642		-1.7084882		-2.2878454		-8.996355		-1.592384		-1.0072042		-2.5676594		-2.6868358		-0.4212252		-0.77272034		-1.1939895		-3.1693406		-0.67118824		-0.010356188		-1.3604538		-1.4259081		Yes		No		No		CK211182		TC420518		Rep: WRKY transcription factor 50 - Oryza sativa subsp. indica (Rice), partial (32%) [TC420518]

		A_99_P374207		8.414319		9.085389		10.203117		9.2946825		8.016733		7.4797206		8.126041		8.76599		7.969568		8.379731		8.529858		8.736041		-1.3173018		-3.0433674		-4.2195115		-1.4426209		-1.3610795		-1.6308882		-3.189344		-1.4728816		-0.39758587		-1.6056685		-2.077076		-0.52869225		-0.44475126		-0.70565796		-1.6732597		-0.55864143		Yes		Yes		Yes		TA104108_4565		TC424465		Rep: Ring domain containing protein-like - Oryza sativa subsp. japonica (Rice), partial (37%) [TC424465]

		A_99_P324741		10.919507		12.157951		12.5317		12.539417		9.841637		10.586388		9.81883		12.272887		10.1432495		11.13074		10.415964		12.029136		-2.1109178		-2.972267		-6.5562487		-1.2029111		-1.7126822		-2.0380807		-4.3341107		-1.4243281		-1.0778704		-1.5715637		-2.7128706		-0.26653004		-0.7762575		-1.0272112		-2.115736		-0.51028156		Yes		Yes		Yes		TA88964_4565		TC425474		Rep: Os04g0691900 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC425474]

		A_99_P146112		4.72131		4.5936856		5.007671		4.5068927		5.0727983		5.8868527		5.322958		4.6785655		5.5808563		5.1731		5.6208167		4.9097376		1.275876		2.4506545		1.2442592		1.1263638		1.8144674		1.4942425		1.5295908		1.3221124		0.3514881		1.2931671		0.3152871		0.17167282		0.8595462		0.57941437		0.6131458		0.4028449		No		Yes		Yes		CJ789427		0		CJ789427 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl23d14 3', mRNA sequence [CJ789427]

		A_99_P439952		4.4108377		3.826229		5.1235843		5.0647717		3.719322		3.2806206		4.3642945		3.06716		2.730999		3.2138317		3.0700023		3.3254745		-1.6149793		-1.4596359		-1.6926571		-3.993384		-3.203921		-1.5287976		-4.151354		-3.3387246		-0.6915157		-0.5456085		-0.75928974		-1.9976118		-1.6798387		-0.61239743		-2.053582		-1.7392972		Yes		Yes		Yes		BE213322		TC396343		0

		A_99_P208426		9.215927		8.962494		9.438501		9.014051		10.628105		11.383588		15.476944		12.469951		11.988463		12.13029		15.600068		11.519318		2.6613865		5.3557696		65.728294		10.9731		6.8330812		8.98673		71.584076		5.677541		1.412178		2.421094		6.0384426		3.4558992		2.7725363		3.1677961		6.1615667		2.5052662		Yes		Yes		Yes		CK210136		TC372669		FGAS021929 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210136]

		A_99_P430727		6.818012		6.746788		6.709952		6.5421143		8.321439		9.981167		9.335911		7.0654664		9.857797		9.014787		9.93272		7.195236		2.8351529		9.411201		6.172945		1.4372909		8.223681		4.816545		9.335766		1.5725675		1.5034266		3.2343788		2.625959		0.52335215		3.0397844		2.2679987		3.2227683		0.65312195		Yes		Yes		Yes		CJ596723		TC389044		Rep: Peroxidase 8 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (97%) [TC389044]

		A_99_P304581		4.385113		5.1772504		4.930459		4.581043		3.8231115		3.6889656		2.2121627		3.4232883		3.4097774		4.0168824		2.0631278		3.827103		-1.4763156		-2.8055522		-6.580952		-2.231099		-1.9660982		-2.2351444		-7.2971406		-1.686392		-0.5620012		-1.4882848		-2.7182963		-1.1577544		-0.97533536		-1.160368		-2.8673313		-0.75393987		Yes		Yes		Yes		TA83033_4565		0		0

		A_99_P304611		11.664395		11.905369		11.86425		11.986772		11.187642		10.73383		11.083489		10.483104		10.709984		10.949048		10.575832		11.002229		-1.3916084		-2.2525175		-1.7180367		-2.835627		-1.9377891		-1.9403552		-2.4426003		-1.9786862		-0.47675323		-1.1715384		-0.78076077		-1.5036678		-0.9544115		-0.95632076		-1.2884178		-0.98454285		Yes		No		No		TA83043_4565		TC379138		Rep: Insoluble protein - Pinctada fucata (Pearl oyster), partial (4%) [TC379138]

		A_99_P412077		12.376605		12.238528		12.021641		11.666158		11.051967		11.157435		11.535027		10.453212		11.03967		11.638947		11.316707		11.416921		-2.504701		-2.115638		-1.4011527		-2.318105		-2.5261407		-1.5152771		-1.6300702		-1.1885784		-1.3246384		-1.0810928		-0.48661423		-1.2129459		-1.336935		-0.5995817		-0.7049341		-0.24923706		Yes		No		No		CK214227		TC374075		Rep: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MQC3 - Arabidopsis thaliana (Mouse-ear cress), partial (28%) [TC374075]

		A_99_P244141		14.610199		14.863753		14.833473		14.620556		14.533034		14.386273		13.818325		14.8200865		14.60022		14.759732		14.208291		14.7799425		-1.0549427		-1.3923095		-2.0211105		1.1483247		-1.0069411		-1.0747648		-1.5424056		1.1168122		-0.07716465		-0.47747993		-1.0151482		0.1995306		-0.009979248		-0.10402107		-0.62518215		0.15938663		No		Yes		Yes		AK330180		TC373341		Triticum aestivum cDNA, clone: SET3_N07, cultivar: Chinese Spring [AK330180]

		A_99_P320326		6.805719		6.484937		7.689566		7.042106		6.0359483		5.0521736		6.2017617		6.56494		5.866514		5.7818522		5.862493		7.1505885		-1.7049987		-2.6996336		-2.8046184		-1.3920068		-1.9174709		-1.6279823		-3.548165		1.0780935		-0.7697706		-1.4327636		-1.4878044		-0.47716618		-0.9392047		-0.70308495		-1.8270731		0.10848236		Yes		Yes		Yes		TA87641_4565		TC412383		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (7%) [TC412383]

		A_99_P319217		7.5092998		7.7631288		7.2230353		7.262674		8.011894		8.711846		8.334651		8.246705		8.703017		8.7302265		9.032028		8.147531		1.4167591		1.9301562		2.160875		1.9779847		2.287414		1.954904		3.5039759		1.8465812		0.5025945		0.9487176		1.1116157		0.9840312		1.1937175		0.96709776		1.8089929		0.8848567		Yes		Yes		Yes		TA87294_4565		TC442280		Rep: Sugar transporter protein - Ananas comosus (Pineapple), partial (49%) [TC442280]

		A_99_P306556		6.353185		7.312018		7.0638824		7.370168		5.5625153		5.4350047		4.830074		6.795257		5.38192		6.502321		5.281857		6.6484337		-1.7298776		-3.6731384		-4.7037406		-1.4895856		-1.9605594		-1.7528435		-3.4390864		-1.6491636		-0.7906699		-1.8770132		-2.2338085		-0.5749111		-0.9712653		-0.80969715		-1.7820253		-0.7217345		Yes		Yes		Yes		TA83634_4565		TC407797		0

		A_99_P073995		5.434534		3.8265283		5.483324		6.824676		5.4506125		5.496698		7.8684716		8.264994		5.426515		5.7256503		7.3692527		8.950212		1.0112071		3.18252		5.2239733		2.7138062		-1.0055737		3.7298613		3.6959074		4.3636503		0.016078472		1.6701696		2.3851476		1.4403176		-0.0080189705		1.899122		1.8859286		2.1255355		Yes		No		No		BT009333		TC408416		Triticum aestivum clone wlm4.pk0002.c12:fis, full insert mRNA sequence [BT009333]

		A_99_P473942		7.746057		8.429002		8.575513		8.61644		7.467266		6.692229		7.5837364		7.8119025		6.452339		7.3613133		6.640885		8.393587		-1.2131778		-3.3328884		-1.9886322		-1.7465855		-2.4515903		-2.0960722		-3.8227954		-1.1670389		-0.27879095		-1.736773		-0.99177647		-0.8045373		-1.2937179		-1.0676885		-1.934628		-0.2228527		Yes		Yes		Yes		DR740688		TC391784		FGAS000626 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740688]

		A_99_P040966		7.9961762		7.4624505		7.3111634		7.547152		8.269745		8.5722275		8.185176		8.048831		8.860179		8.005334		8.460449		7.906748		1.2087942		2.1581228		1.8327532		1.4158603		1.8200811		1.4568814		2.2180407		1.2830664		0.27356863		1.109777		0.8740125		0.50167894		0.8640027		0.5428834		1.1492858		0.35959578		No		Yes		Yes		CA746696		TC451594		wri2s.pk004.f15 wri2s Triticum aestivum cDNA clone wri2s.pk004.f15 5' end, mRNA sequence [CA746696]

		A_99_P211141		6.748135		6.9523673		4.925707		6.44628		9.997804		11.385789		14.4986725		11.4922285		10.900994		11.591339		13.90627		9.584535		9.511472		21.606922		761.6401		33.035576		17.78833		24.915503		505.1483		8.804583		3.2496686		4.4334216		9.572966		5.0459485		4.152859		4.638972		8.980563		3.1382546		Yes		Yes		Yes		TA54484_4565		TC378916		0

		A_99_P043751		8.977361		9.788123		10.40249		10.470456		8.838106		8.590312		9.661311		10.023274		8.797351		9.110262		9.825141		10.344579		-1.1013359		-2.2939136		-1.6715407		-1.3633744		-1.1328917		-1.5997664		-1.4921046		-1.0911711		-0.13925457		-1.1978111		-0.7411785		-0.4471817		-0.18000984		-0.6778612		-0.5773487		-0.12587738		No		Yes		Yes		GH732677		TC400889		OV.110M19F010309 OV Triticum aestivum cDNA clone OV110M19, mRNA sequence [GH732677]

		A_99_P383112		6.8874717		7.0711217		7.029354		7.118033		6.3636146		6.062246		6.429193		5.734284		6.17123		5.7281814		5.932814		5.4935775		-1.4377941		-2.0123425		-1.5158858		-2.6094558		-1.6428968		-2.5366778		-2.1384122		-3.0832577		-0.5238571		-1.0088758		-0.6001611		-1.383749		-0.71624184		-1.3429403		-1.09654		-1.6244555		Yes		No		No		TA106299_4565		TC429094		Rep: Os05g0521300 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC429094]

		A_99_P360196		6.0768547		6.584413		6.5629134		6.304746		7.476889		8.132113		7.199493		6.1918216		8.493214		7.408014		7.3489842		6.3740463		2.6390789		2.9235077		1.5546389		-1.0814183		5.3382206		1.7698177		1.7243718		1.0492076		1.4000344		1.5477004		0.6365795		-0.112924576		2.416359		0.82360077		0.7860708		0.069300175		Yes		No		No		TA100063_4565		TC377635		0

		A_99_P544222		1.6564857		1.6215869		1.6616062		1.632484		2.0570765		3.721282		3.06452		1.8316816		4.790057		1.9209838		4.125151		1.6406544		1.3200483		4.286188		2.644351		1.1480597		8.77605		1.2306298		5.515703		1.0056794		0.40059078		2.0996952		1.4029137		0.19919765		3.1335716		0.29939687		2.4635448		0.0081704855		Yes		Yes		Yes		TC450091		TC450091		Rep: Uncharacterized protein ZK512.1 precursor - Caenorhabditis elegans, partial (5%) [TC450091]

		A_99_P357506		8.529704		8.00513		7.948094		7.7296715		9.412824		10.040315		9.658403		8.693854		11.085388		9.354035		9.942242		8.803241		1.8443592		4.0987525		3.2723103		1.9509581		5.879462		2.5471883		3.983807		2.1046338		0.8831196		2.0351849		1.7103095		0.96418285		2.555684		1.3489056		1.9941478		1.0735693		Yes		Yes		Yes		TA99149_4565		TC446638		Rep: Chromosome undetermined scaffold_144, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC446638]

		A_99_P390877		4.5860434		3.367933		4.479666		4.418514		5.846434		8.023018		6.495041		5.2570014		6.4872766		6.152743		7.0899415		5.803974		2.3956063		25.195333		4.0428557		1.7881746		3.7353234		6.891461		6.1062016		2.6125531		1.2603908		4.6550846		2.0153747		0.8384876		1.9012332		2.7848098		2.6102753		1.3854604		Yes		Yes		Yes		TA108200_4565		TC460589		0

		A_99_P437152		9.728744		9.120956		8.646245		8.338598		10.594921		11.69877		10.327666		9.526368		11.783589		10.550655		10.870422		9.224667		1.8228269		5.9703403		3.2074378		2.2780035		4.154992		2.6939049		4.672444		1.8481327		0.86617756		2.5778131		1.6814213		1.1877699		2.0548458		1.429699		2.2241774		0.88606834		Yes		Yes		Yes		TC394181		TC394181		0

		A_99_P477742		5.4033623		7.5093293		5.868337		5.164887		7.117878		10.984113		11.636237		10.073369		9.246497		8.901799		11.937229		8.890273		3.2818646		11.117677		54.48926		30.033112		14.351552		2.6252775		67.130295		13.226745		1.7145157		3.4747834		5.7679		4.908482		3.8431349		1.3924699		6.068892		3.7253861		Yes		Yes		Yes		TC420877		TC420877		Rep: Probable serine/threonine-protein kinase - Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579), partial (5%) [TC420877]

		A_99_P151332		3.6252215		2.6691215		2.010537		2.0353448		5.860809		7.0831413		6.161036		3.7192605		6.421211		5.8299384		6.664757		3.913501		4.7095437		21.318287		17.759256		3.2129881		6.9450703		8.943359		25.180231		3.6760495		2.2355874		4.4140196		4.1504993		1.6839156		2.7959893		3.160817		4.6542196		1.8781562		Yes		Yes		Yes		CJ808498		TC431193		CJ808498 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct5j13 5', mRNA sequence [CJ808498]

		A_99_P096530		5.252277		5.558104		6.5745277		5.7916894		4.9669595		4.471989		4.8399954		5.003354		3.938304		4.814903		4.604202		5.0209947		-1.2186784		-2.1230154		-3.327716		-1.7270805		-2.4862528		-1.673886		-3.9185665		-1.7060912		-0.28531742		-1.0861149		-1.7345324		-0.7883353		-1.313973		-0.74320126		-1.970326		-0.77069473		Yes		Yes		Yes		CJ691706		TC444267		CJ691706 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd6h08 5', mRNA sequence [CJ691706]

		A_99_P255846		8.334176		7.7455554		8.287326		8.61639		7.636603		6.7798657		7.108352		7.2996144		7.4019585		7.1079555		6.6973033		8.415155		-1.6217744		-1.9529969		-2.2641566		-2.4910877		-1.9082069		-1.5557389		-3.0105405		-1.1496819		-0.6975732		-0.96568966		-1.1789737		-1.3167758		-0.9322176		-0.63759995		-1.5900226		-0.20123482		Yes		No		No		AF521191		TC439001		Triticum aestivum from leaf nonphosphorylating glyceraldehyde-3-phosphate dehydrogenase mRNA, complete cds [AF521191]

		A_99_P262186		10.269989		10.3874235		10.034065		10.292722		10.760383		11.705594		11.6499605		10.250672		10.863936		11.534646		11.696036		10.007022		1.4048281		2.4934971		3.0650175		-1.0295753		1.5093709		2.2148707		3.1644857		-1.2190014		0.49039364		1.3181705		1.6158953		-0.042049408		0.5939474		1.1472225		1.6619711		-0.28569984		No		Yes		Yes		TA70596_4565		TC410013		Rep: Signal peptidase 22 kDa subunit - Medicago truncatula (Barrel medic), complete [TC410013]

		A_99_P154602		5.6061645		5.1469545		5.6085095		5.6650167		4.7811184		4.1859527		4.8532143		3.6021621		3.9631817		3.835189		3.7631538		4.118209		-1.7715915		-1.9466612		-1.6879771		-4.1781216		-3.1231086		-2.4824514		-3.5934155		-2.9216995		-0.82504606		-0.9610019		-0.7552953		-2.0628545		-1.6429827		-1.3117654		-1.8453557		-1.5468078		Yes		No		No		CK208094		TC386964		FGAS019775 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208094]

		A_99_P154507		5.10053		3.1888783		2.1240096		4.2505527		4.9695177		6.2876015		6.578633		6.272266		7.4416575		6.8864665		6.061399		6.711474		-1.0950619		8.566603		21.926798		4.060657		5.0669847		12.974331		15.3204775		5.505682		-0.13101244		3.0987232		4.454623		2.0217133		2.3411274		3.6975882		3.9373894		2.4609213		Yes		Yes		Yes		CJ954747		TC418071		CJ954747 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5f13 5', mRNA sequence [CJ954747]

		A_99_P014639		6.3430676		5.848161		6.4996467		6.2740784		6.235666		6.9460278		7.662002		6.695577		6.554544		6.1581116		7.8178577		6.5641875		-1.0772864		2.1403794		2.2382255		1.3393182		1.1578724		1.239665		2.4935672		1.2227328		-0.10740185		1.0978665		1.1623554		0.42149878		0.21147633		0.30995035		1.3182111		0.29010916		No		Yes		Yes		CJ858438		TC401163		CJ858438 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4p10 5', mRNA sequence [CJ858438]

		A_99_P038159		8.571486		8.053726		6.463403		6.155023		10.671341		10.682816		8.96131		10.278441		10.31363		10.657567		9.248677		8.491028		4.2866616		6.1863537		5.648654		17.429005		3.3453186		6.0790286		6.8936787		5.0490246		2.0998545		2.6290894		2.4979072		4.1234183		1.7421436		2.6038408		2.785274		2.3360047		Yes		No		No		AJ459251		TC368622		Triticum aestivum mRNA for fatty acyl coA reductase (TAA1b gene) [AJ459251]

		A_99_P258611		9.287442		9.655304		9.253309		9.521531		9.368715		10.619874		10.099966		9.553055		9.946353		10.012306		10.351707		9.540473		1.0579512		1.9514818		1.7983288		1.022091		1.5788901		1.2807618		2.1411684		1.0132161		0.08127308		0.96457005		0.8466568		0.031523705		0.65891075		0.35700226		1.0983982		0.01894188		No		Yes		Yes		TA69601_4565		0		0

		A_99_P161922		5.5309615		6.120296		8.305502		7.224293		5.636582		4.9762697		7.0303655		6.424427		5.557312		5.465481		7.237374		6.7948937		1.075957		-2.2099693		-2.420217		-1.7409396		1.0184326		-1.5744143		-2.0967112		-1.3466729		0.105620384		-1.1440263		-1.2751365		-0.7998662		0.026350498		-0.6548152		-1.0681281		-0.4293995		No		Yes		Yes		AK333179		TC398955		Triticum aestivum cDNA, clone: WT005_N13, cultivar: Chinese Spring [AK333179]

		A_99_P239381		10.774547		11.638172		10.871914		11.02657		9.321803		10.570907		10.046863		9.583903		9.130858		10.839519		9.344841		10.801689		-2.737281		-2.0954578		-1.7715981		-2.718229		-3.1246362		-1.739477		-2.8820052		-1.168681		-1.4527435		-1.0672655		-0.8250513		-1.442667		-1.6436882		-0.7986536		-1.5270729		-0.22488117		Yes		No		No		TA64269_4565		TC374498		0

		A_99_P503332		7.081907		9.069242		9.9010935		10.512782		7.0830226		7.091021		7.7138066		10.187693		6.2035637		8.29154		7.63002		10.063413		1.0007737		-3.9400678		-4.5544815		-1.2527422		-1.8382629		-1.7143972		-4.826821		-1.3654433		0.001115799		-1.9782205		-2.1872869		-0.32508945		-0.8783431		-0.7777014		-2.2710733		-0.44936943		Yes		Yes		Yes		TC433125		TC433125		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC433125]

		A_99_P085070		6.698794		6.951399		7.6444526		7.13255		6.0828195		5.9033356		5.963078		6.3464704		5.8029785		6.36211		6.282928		6.6031837		-1.5325928		-2.0677521		-3.2073338		-1.724382		-1.8606611		-1.5045048		-2.5695658		-1.4432948		-0.6159744		-1.0480633		-1.6813745		-0.7860794		-0.8958154		-0.5892887		-1.3615246		-0.529366		Yes		Yes		Yes		CD875195		TC393518		AZO3.104I08F010930 AZO3 Triticum aestivum cDNA clone AZO3104I08, mRNA sequence [CD875195]

		A_99_P359431		5.742126		5.686258		6.2128043		5.6706624		5.533607		4.9208126		5.157635		4.7708263		4.6518693		4.2822514		4.5506682		4.4832344		-1.1555014		-1.6998945		-2.0779617		-1.8658539		-2.1291192		-2.6463547		-3.1648476		-2.2774637		-0.20851898		-0.76544523		-1.0551691		-0.89983606		-1.0902567		-1.4040065		-1.6621361		-1.187428		Yes		No		No		TA99815_4565		TC429000		Rep: Cupin family protein - Myxococcus xanthus (strain DK 1622), partial (6%) [TC429000]

		A_99_P468352		12.224731		10.913173		8.488439		10.913887		12.036832		12.138699		10.730184		11.137456		12.467511		11.479725		11.202019		11.201144		-1.1391041		2.3384066		4.7296877		1.1676184		1.1832703		1.48098		6.559474		1.2203181		-0.18789959		1.2255259		2.241745		0.22356892		0.24277973		0.56655216		2.7135801		0.2872572		No		Yes		Yes		DY761225		TC415594		EST121 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone C102F1L6-16, mRNA sequence [DY761225]

		A_99_P178249		2.509857		2.7021523		2.4484127		2.7827518		4.2179585		6.037552		4.261778		2.716604		5.2384677		4.32045		4.8671184		2.7826498		3.2673059		10.093815		3.5146115		-1.0469176		6.6281705		3.0701253		5.346911		-1.0000707		1.7081015		3.3353996		1.8133652		-0.066147804		2.7286108		1.6182976		2.4187057		-1.02E-04		Yes		Yes		Yes		CJ876561		0		CJ876561 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls21m22 5', mRNA sequence [CJ876561]

		A_99_P368332		4.524185		5.613703		5.5109315		5.41942		4.1649156		4.3637147		4.0086284		5.2757173		4.40655		4.668869		4.4345818		4.793393		-1.2827764		-2.3783946		-2.832946		-1.1047367		-1.084955		-1.924967		-2.108694		-1.5433086		-0.35926962		-1.2499881		-1.5023031		-0.1437025		-0.11763525		-0.94483376		-1.0763497		-0.62602663		No		Yes		Yes		TA102683_4565		TC447356		Rep: Chromosome undetermined scaffold_259, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC447356]

		A_99_P200146		10.920207		11.234428		10.906148		11.467339		12.549375		14.490146		13.406125		11.135249		13.386634		13.23027		13.774289		11.001073		3.0933447		9.551434		5.6567645		-1.2588352		5.526733		3.9884882		7.3012385		-1.3815289		1.6291676		3.2557173		2.499977		-0.33208942		2.4664268		1.995842		2.8681412		-0.46626568		Yes		Yes		Yes		TA50980_4565		TC420875		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (16%) [TC420875]

		A_99_P474482		9.550032		10.097103		10.225972		10.2921715		11.21431		12.903251		11.864514		9.957639		11.47207		11.975155		12.075007		9.933725		3.16955		6.9941444		3.1135106		-1.2609689		3.7895803		3.6757834		3.602592		-1.2820443		1.664278		2.8061476		1.6385422		-0.33453274		1.9220381		1.8780518		1.8490353		-0.35844612		Yes		Yes		Yes		AK335765		TC419119		Triticum aestivum cDNA, clone: WT013_L14, cultivar: Chinese Spring [AK335765]

		A_99_P144248		4.362821		2.379526		2.116209		2.778448		5.402706		4.6941648		2.281594		2.0300505		5.6297226		4.654675		3.7043884		2.9631987		2.056064		4.974801		1.1214653		-1.6799259		2.4064417		4.8404765		3.0066967		1.1366204		1.039885		2.3146389		0.16538501		-0.7483976		1.2669015		2.275149		1.5881793		0.18475056		Yes		Yes		Yes		CJ907456		TC453335		CJ907456 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles7k03 5', mRNA sequence [CJ907456]

		A_99_P420007		8.201299		7.4882264		10.369776		9.6033325		7.5729766		4.8060956		6.601846		8.530787		8.368011		4.8718963		6.738746		8.35751		-1.5457662		-6.418031		-13.622594		-2.1031404		1.1224979		-6.1318827		-12.3893585		-2.371538		-0.6283221		-2.6821308		-3.7679296		-1.072545		0.16671276		-2.6163301		-3.6310296		-1.2458229		Yes		Yes		Yes		AY286097		TC380710		Triticum aestivum chalcone synthase (CHS) mRNA, complete cds [AY286097]

		A_99_P055215		7.98295		7.45044		7.331444		7.0881267		9.050674		9.763154		8.611217		7.934357		9.913811		9.0340605		9.021308		7.79334		2.0961242		4.9681683		2.4280074		1.7977974		3.8128254		2.9972107		3.2262633		1.630386		1.0677242		2.312714		1.2797728		0.8462305		1.9308605		1.5836205		1.6898642		0.70521355		Yes		Yes		Yes		CA602826		0		wr1.pk0006.d12 wr1 Triticum aestivum cDNA clone wr1.pk0006.d12 5' end, mRNA sequence [CA602826]

		A_99_P357251		8.668289		7.918281		8.126824		7.81745		9.465772		9.694467		9.14569		8.957979		10.022294		8.920101		9.396915		8.559927		1.7380656		3.4251935		2.026325		2.2046187		2.5562074		2.0025249		2.411768		1.6730458		0.7974825		1.7761855		1.0188656		1.1405292		1.3540049		1.0018201		1.270091		0.74247694		Yes		Yes		Yes		TA99067_4565		TC430232		0

		A_99_P180595		12.371731		12.962509		12.705513		12.122642		12.3329		12.368894		11.509297		12.088726		12.073739		12.308543		11.208791		12.12915		-1.0272809		-1.5090238		-2.2913783		-1.0237869		-1.2294319		-1.5734878		-2.8220084		1.0045217		-0.038830757		-0.59361553		-1.1962156		-0.03391552		-0.29799175		-0.65396595		-1.4967222		0.006508827		No		Yes		Yes		0		0		0

		A_99_P302836		3.7520704		2.461334		3.4550288		2.306924		4.227719		4.7605033		4.298804		3.1675997		5.7683806		4.5570354		5.122191		4.1869674		1.390543		4.921743		1.7947402		1.8158884		4.0454783		4.274339		3.1758928		3.680861		0.4756484		2.2991693		0.84377503		0.8606756		2.0163102		2.0957015		1.6671622		1.8800433		Yes		Yes		Yes		TA82518_4565		TC407293		Rep: Os03g0803600 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC407293]

		A_99_P259187		12.472202		12.181573		11.75258		11.986981		11.326916		10.911529		10.640145		10.393101		11.165368		11.216286		10.410968		11.759374		-2.2119007		-2.4116898		-2.1621017		-3.0186021		-2.4739807		-1.9524522		-2.534343		-1.1708918		-1.1452866		-1.2700443		-1.1124344		-1.5938807		-1.3068342		-0.9652872		-1.3416119		-0.22760773		Yes		No		No		TA69776_4565		TC371752		Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC371752]

		A_99_P412927		10.416183		10.745269		10.724221		11.597542		10.558818		11.121803		11.77625		11.344224		10.745277		11.097802		11.787408		11.433921		1.103919		1.2982196		2.0734434		-1.1919452		1.2562242		1.2768008		2.089542		-1.1200949		0.14263439		0.37653446		1.0520287		-0.25331783		0.32909393		0.35253334		1.0631866		-0.16362095		No		Yes		Yes		CK209233		TC428318		Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley), partial (62%) [TC428318]

		A_99_P271311		9.179751		9.28816		8.987072		9.554999		8.44821		7.8087296		6.913278		8.560897		8.386845		8.071653		6.6566277		8.710862		-1.6604124		-2.7883868		-4.2099233		-1.991841		-1.7325617		-2.323834		-5.0296025		-1.7951908		-0.73154163		-1.4794307		-2.073794		-0.9941025		-0.79290676		-1.216507		-2.3304443		-0.8441372		Yes		Yes		Yes		TA73336_4565		0		0

		A_99_P401752		8.642559		7.105423		6.026297		7.4734077		7.5009594		5.80819		4.824724		6.5444508		7.09564		6.0918384		3.5899658		6.864054		-2.2062552		-2.457571		-2.299903		-1.9038991		-2.9219244		-2.0189211		-5.412636		-1.5255755		-1.1415997		-1.2972331		-1.2015729		-0.928957		-1.5469189		-1.0135846		-2.4363313		-0.60935354		Yes		Yes		Yes		TA110873_4565		TC381563		0

		A_99_P295746		7.963526		8.014004		8.410669		8.595414		8.333817		8.769746		9.305906		8.712317		8.640221		8.506749		9.437794		8.7014675		1.2926133		1.6884999		1.8599154		1.0844047		1.5984735		1.40712		2.0379581		1.0762799		0.37029076		0.7557421		0.89523697		0.116903305		0.67669487		0.4927454		1.0271244		0.10605335		No		Yes		Yes		TA80433_4565		0		0

		A_99_P505547		7.0256934		6.6188445		6.930349		7.4996285		7.6057286		8.095838		7.8888087		7.5641446		8.009349		7.3289933		7.9583535		7.5700974		1.4948857		2.7836795		1.9432343		1.045734		1.9774696		1.6359729		2.039202		1.0500579		0.5800352		1.4769931		0.95845985		0.06451607		0.98365545		0.7101488		1.0280046		0.0704689		No		Yes		Yes		TA69421_4565		TC434140		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC434140]

		A_99_P345041		7.0201116		6.9276752		6.405398		6.5808587		7.453769		5.694059		5.8522344		6.0911584		5.6905518		5.48037		4.7829366		6.2109246		1.3506535		-2.351557		-1.4672997		-1.4041532		-2.51326		-2.726982		-3.0789988		-1.2922938		0.43365765		-1.2336164		-0.5531635		-0.48970032		-1.3295598		-1.4473052		-1.6224613		-0.36993408		Yes		No		No		AK331389		TC401749		Triticum aestivum cDNA, clone: WT007_G01, cultivar: Chinese Spring [AK331389]

		A_99_P335041		7.680899		7.1660995		6.1816087		7.2878213		8.870509		9.541763		9.531076		8.677142		10.729256		8.473072		9.935997		8.366183		2.2809107		5.1897454		10.192724		2.6195533		8.27269		2.474218		13.49533		2.111637		1.18961		2.3756638		3.3494678		1.3893209		3.0483565		1.3069725		3.7543883		1.078362		Yes		Yes		Yes		TA92062_4565		TC414743		0

		A_99_P335576		9.783954		9.375493		9.94962		9.975129		10.28184		10.497756		10.338536		10.194405		10.581161		9.9790945		10.626931		10.114622		1.4121435		2.1768816		1.3094091		1.1641488		1.7377335		1.519505		1.5991563		1.1015179		0.49788666		1.122263		0.38891602		0.21927547		0.7972069		0.60360146		0.67731094		0.13949299		No		Yes		Yes		TA92228_4565		TC389461		0

		A_99_P497672		9.917913		11.534522		11.453575		11.389384		9.384507		10.110961		10.547308		10.557655		8.954385		10.603831		10.29177		10.780606		-1.4473424		-2.6824682		-1.87419		-1.779817		-1.9500737		-1.9061885		-2.237372		-1.524967		-0.53340626		-1.4235611		-0.90626717		-0.83172894		-0.96352863		-0.93069077		-1.1618052		-0.608778		No		Yes		Yes		CJ799974		TC430678		CJ799974 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct18n22 5', mRNA sequence [CJ799974]

		A_99_P277221		8.404321		8.0693865		9.105499		9.357933		9.083299		9.132503		10.686601		10.372554		8.8846245		8.9790945		11.0055		10.748328		1.6010052		2.0894396		2.9919817		2.0203717		1.3950374		1.8786652		3.7321334		2.6215048		0.67897797		1.0631161		1.5811014		1.0146208		0.48030376		0.909708		1.9000006		1.3903952		Yes		Yes		Yes		TA75087_4565		0		0

		A_99_P423162		7.0713696		6.2496476		5.9495063		6.54192		7.58647		7.2863975		7.713835		6.2246404		8.706919		6.9733586		7.590725		6.6008124		1.4290937		2.0516005		3.3971584		-1.2459791		3.1070578		1.6514245		3.119292		1.0416657		0.5151005		1.0367498		1.7643285		-0.31727982		1.6355491		0.723711		1.6412187		0.05889225		Yes		Yes		Yes		TC383309		TC383309		Rep: Glutamyl-tRNA reductase 3, chloroplast precursor - Hordeum vulgare (Barley), partial (59%) [TC383309]

		A_99_P437002		6.898262		7.4036174		7.717808		8.880874		6.0488486		6.162039		6.683996		7.321504		5.654198		6.729734		6.512907		8.657913		-1.8017682		-2.364571		-2.0474265		-2.9472504		-2.368648		-1.5953616		-2.3052142		-1.1671262		-0.8494134		-1.2415786		-1.0338116		-1.5593696		-1.2440639		-0.67388344		-1.2049007		-0.22296047		Yes		No		No		TC394061		TC394061		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC394061]

		A_99_P151702		3.093337		3.0779502		2.8857853		2.6684115		3.052427		3.1548598		4.660951		3.474406		3.6016407		3.6700447		5.6866746		3.5642178		-1.0287626		1.0547562		3.4227734		1.7483506		1.4223768		1.5074335		6.9686985		1.8606495		-0.040910006		0.07690954		1.7751658		0.8059945		0.50830364		0.5920944		2.8008893		0.8958063		Yes		No		No		CJ826814		TC408931		CJ826814 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal21b13 5', mRNA sequence [CJ826814]

		A_99_P051746		7.5157433		7.623712		7.1823487		7.353021		6.993719		6.155556		6.622888		6.4937882		6.363207		6.920685		5.80059		6.8929095		-1.4359685		-2.7666802		-1.4737182		-1.8140734		-2.223044		-1.6279172		-2.6058583		-1.3756483		-0.52202415		-1.4681559		-0.55946064		-0.8592329		-1.1525364		-0.70302725		-1.3817587		-0.46011162		No		Yes		Yes		DN829541		TC392772		KUCD01_05_E12_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829541]

		A_99_P312341		5.4850135		5.811853		5.230784		5.798168		5.951676		6.5125175		6.3157563		5.938137		5.893022		6.244915		6.268595		5.9064198		1.3819088		1.6252532		2.1213348		1.1018814		1.326853		1.3500961		2.0531106		1.077921		0.4666624		0.7006645		1.0849724		0.13996887		0.40800858		0.43306208		1.0378113		0.10825157		No		Yes		Yes		TA85325_4565		0		0

		A_99_P201836		11.83788		11.521076		10.933927		12.498473		11.948124		10.594399		10.236358		12.226792		10.409528		11.033999		9.135879		12.559396		1.0794107		-1.9008923		-1.6217697		-1.2072135		-2.6913917		-1.401602		-3.477494		1.0431327		0.1102438		-0.92667675		-0.6975689		-0.27168083		-1.4283524		-0.48707676		-1.798048		0.060922623		No		Yes		Yes		TA51511_4565		TC396896		0

		A_99_P315631		5.177764		5.520305		4.9774		5.590877		4.776571		3.8633378		4.0697656		4.3911037		3.1304007		4.2875905		2.7129784		4.7214494		-1.3205997		-3.1535294		-1.8759668		-2.2970357		-4.133498		-2.350088		-4.804617		-1.826938		-0.40119314		-1.6569674		-0.90763426		-1.1997733		-2.0473633		-1.2327147		-2.2644215		-0.8694277		Yes		Yes		Yes		TA86269_4565		TC386744		0

		A_99_P647131		5.4120193		5.454284		5.5029945		5.7265625		4.8511147		4.420256		4.9772797		3.3617077		4.3473926		4.6021914		4.084069		4.1523614		-1.4751939		-2.0477335		-1.4396467		-5.151008		-2.0916286		-1.8051175		-2.6738634		-2.9777055		-0.5609045		-1.034028		-0.5257149		-2.3648548		-1.0646267		-0.85209274		-1.4189258		-1.5742011		Yes		No		No		DR739099		TC372180		FGAS084316 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739099]

		A_99_P301726		11.476497		12.337047		12.603355		12.074313		10.1006		11.152005		11.92712		10.983982		9.579961		11.84687		11.496486		12.093772		-2.5952911		-2.2736993		-1.5979643		-2.1292288		-3.7231812		-1.4046164		-2.1537783		1.0135791		-1.3758965		-1.1850414		-0.6762352		-1.0903311		-1.8965359		-0.4901762		-1.1068697		0.01945877		Yes		No		No		TA82182_4565		0		0

		A_99_P164558		5.810417		4.8364234		4.5497103		4.6189513		4.4744086		3.9746733		4.2169147		3.0855777		4.7628055		4.979233		4.8096256		4.380478		-2.524519		-1.8172414		-1.2594515		-2.8946192		-2.067105		1.104053		1.1974084		-1.1797436		-1.3360085		-0.8617501		-0.33279562		-1.5333736		-1.0476117		0.14280939		0.25991535		-0.23847342		Yes		No		No		0		0		0

		A_99_P443097		6.8912606		6.6004143		8.2194395		8.379032		7.750309		8.642365		10.429138		8.812631		8.449668		7.431127		10.214887		9.018594		1.8138415		4.118021		4.6257863		1.3505982		2.945285		1.7785639		3.9873967		1.5578557		0.85904837		2.0419512		2.2096987		0.43359852		1.5584073		0.8307128		1.9954472		0.63956165		Yes		Yes		Yes		TA52402_4565		TC401739		0

		A_99_P457332		10.291229		10.728723		10.312401		11.330318		11.639308		14.435983		13.763836		11.177199		12.355014		13.374264		13.89013		11.202237		2.5457287		13.061604		10.9391985		-1.1119709		4.180816		6.257304		11.939986		-1.0928394		1.3480787		3.7072601		3.451435		-0.15311909		2.0637846		2.6455412		3.5777292		-0.12808132		Yes		Yes		Yes		AF262980		TC368606		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P011879		5.812929		6.332808		5.902105		6.922548		4.8533835		4.208876		5.143389		6.9846635		5.2680087		5.176126		4.154532		6.7676806		-1.9446973		-4.358803		-1.6919837		1.0439956		-1.4589399		-2.229441		-3.3579316		-1.1133192		-0.9595456		-2.123932		-0.7587156		0.06211567		-0.54492044		-1.156682		-1.7475729		-0.15486717		No		Yes		Yes		CJ639064		TC414761		CJ639064 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec15j16 5', mRNA sequence [CJ639064]

		A_99_P390962		4.0623574		4.1375737		5.6306343		5.536098		3.1835625		2.0582147		1.8795346		4.250429		3.9815		2.6452272		2.6299314		3.8749962		-1.8388387		-4.2261944		-13.4646015		-2.4379506		-1.0576465		-2.813462		-8.003899		-3.1625798		-0.8787949		-2.079359		-3.7510996		-1.2856688		-0.080857515		-1.4923465		-3.0007029		-1.6611018		Yes		Yes		Yes		TA108224_4565		TC390877		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC390877]

		A_99_P239956		9.7507925		10.266187		8.732837		8.552585		8.240448		8.309737		7.5474205		8.516511		8.625255		9.255825		8.261013		9.212193		-2.8487806		-3.8810568		-2.27429		-1.0253196		-2.1818287		-2.014416		-1.3868614		1.5796533		-1.5103445		-1.9564495		-1.1854162		-0.036073685		-1.1255379		-1.0103617		-0.4718237		0.6596079		Yes		No		No		X07851		TC370974		Wheat mRNA for Rubisco subunit binding-protein alpha subunit [X07851]

		A_99_P148777		5.147921		5.2241664		5.803938		5.5005074		5.6361675		6.430675		6.381752		5.6577907		6.113856		6.007795		6.052982		6.114101		1.4027388		2.3077848		1.492586		1.1151851		1.9533287		1.721455		1.1884193		1.5300657		0.48824644		1.2065086		0.5778141		0.1572833		0.96593475		0.78362846		0.24904394		0.6135936		No		Yes		Yes		CJ902417		TC387684		CJ902417 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles28n20 5', mRNA sequence [CJ902417]

		A_99_P339861		12.646831		11.408479		10.918986		11.67427		12.210911		9.722336		8.829295		10.395345		12.052417		11.0580015		9.688547		10.369073		-1.352773		-3.2179523		-4.2565694		-2.426581		-1.509859		-1.2749823		-2.346384		-2.4711742		-0.43591976		-1.6861429		-2.0896912		-1.278925		-0.59441376		-0.35047722		-1.2304392		-1.3051968		Yes		No		No		TA93556_4565		TC374021		0

		A_99_P161877		2.7132657		2.785887		2.7992058		2.8004172		3.3326461		4.111895		3.6498587		2.7796447		3.6674824		3.917		2.8955142		3.0434344		1.5362153		2.50708		1.8033168		-1.0145025		1.9375274		2.1902766		1.0690346		1.1834651		0.6193805		1.3260081		0.85065293		-0.020772457		0.9542167		1.131113		0.09630847		0.2430172		No		Yes		Yes		CJ960373		0		CJ960373 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul22o13 3', mRNA sequence [CJ960373]

		A_99_P405017		5.7018013		6.2529645		7.3630443		6.415877		4.568485		4.654363		5.5029206		6.5335007		4.7121663		5.391129		5.4620323		6.440216		-2.1936245		-3.0284956		-3.6303878		1.0849464		-1.9856825		-1.817349		-3.7347507		1.0170138		-1.1333165		-1.5986013		-1.8601236		0.117623806		-0.989635		-0.8618355		-1.901012		0.024339199		Yes		Yes		Yes		TA111656_4565		TC433766		0

		A_99_P422412		3.7282612		4.1114573		4.42099		3.8338063		4.3615227		3.6513898		4.885472		7.846518		3.0327437		3.369979		4.9324565		4.1608863		1.5510675		-1.3756062		1.3798217		16.141598		-1.6194652		-1.6718882		1.4254985		1.2544718		0.63326144		-0.4600675		0.46448183		4.0127115		-0.69551754		-0.74147844		0.5114665		0.32708		No		Yes		Yes		TC382604		TC382604		0

		A_99_P334316		9.094238		7.15654		7.4535966		7.740928		11.236183		12.383536		10.104359		8.863848		12.184445		10.840419		10.724139		9.04884		4.413566		37.452663		6.2799892		2.1778727		8.516184		12.851625		9.650091		2.4758284		2.141945		5.2269964		2.650762		1.1229196		3.090207		3.683879		3.2705426		1.3079114		Yes		Yes		Yes		TA91859_4565		TC383000		0

		A_99_P538247		8.118976		7.715669		6.716383		7.0215087		8.795687		9.444443		8.44482		8.208164		9.853954		8.600592		8.88066		7.527302		1.5984915		3.3144593		3.313687		2.2762444		3.3287458		1.8466654		4.4824176		1.4199038		0.6767111		1.7287736		1.7284374		1.1866555		1.7349787		0.8849225		2.164277		0.5057931		Yes		Yes		Yes		TC449244		TC449244		0

		A_99_P234766		8.360637		8.634261		8.304547		9.225819		9.682042		11.48331		10.78973		8.804943		10.545269		10.312923		11.023412		8.966851		2.4990945		7.2052507		5.599053		-1.3387398		4.546109		3.20131		6.5835443		-1.1966219		1.3214054		2.8490486		2.4851828		-0.42087555		2.1846323		1.6786623		2.7188644		-0.2589674		Yes		Yes		Yes		TA62987_4565		TC372537		0

		A_99_P326846		5.2712383		5.3887825		6.8687		6.772941		4.596892		3.764344		6.0786233		5.319961		4.5476184		5.1385174		6.2164235		6.043532		-1.5958737		-3.0832214		-1.7291664		-2.7377298		-1.6513202		-1.1894257		-1.5716462		-1.65796		-0.67434645		-1.6244385		-0.79007673		-1.45298		-0.72361994		-0.25026512		-0.6522765		-0.7294092		Yes		No		No		TA89596_4565		TC416729		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (22%) [TC416729]

		A_99_P001081		12.964372		13.166303		13.171733		12.665162		12.946987		12.323471		11.315715		11.908729		12.27469		12.593818		11.337597		11.686946		-1.012123		-1.793567		-3.6200712		-1.6893092		-1.6129279		-1.4870828		-3.5655782		-1.970028		-0.01738453		-0.8428316		-1.8560181		-0.7564335		-0.689682		-0.57248497		-1.834136		-0.9782162		Yes		No		No		BE604203		0		WHE1413-1416_C07_C07ZS Wheat drought stressed leaf cDNA library Triticum aestivum cDNA clone WHE1413-1416_C07_C07, mRNA sequence [BE604203]

		A_99_P252001		12.11793		11.837926		10.715473		11.37703		10.877383		10.513519		10.158572		10.165648		10.716014		10.979602		9.911284		11.229653		-2.3628814		-2.5042987		-1.4711058		-2.3155932		-2.6425238		-1.8129311		-1.7461636		-1.107554		-1.2405472		-1.3244066		-0.556901		-1.2113819		-1.4019165		-0.85832405		-0.8041887		-0.14737701		Yes		No		No		TA67713_4565		TC413804		0

		A_99_P140913		10.326497		9.353669		7.9657364		9.2140045		10.3913355		10.0699		8.56745		9.498417		10.806427		9.895234		9.161387		9.231892		1.0459678		1.6428838		1.5175176		1.2179141		1.394676		1.4555506		2.2904818		1.0124756		0.06483841		0.7162304		0.6017132		0.28441238		0.47992992		0.54156494		1.195651		0.017887115		No		Yes		Yes		TC386672		TC386672		Rep: Os08g0201700 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC386672]

		A_99_P312046		7.4191833		7.6774373		7.8433666		8.2522545		8.021634		8.954999		9.014106		8.749912		8.369224		8.419933		9.077682		8.809346		1.5182936		2.424289		2.25127		1.4119195		1.9319267		1.6730679		2.352696		1.4713002		0.60245085		1.2775617		1.1707392		0.49765778		0.95004034		0.742496		1.2343149		0.5570917		No		Yes		Yes		TA85233_4565		TC386600		Rep: Os05g0456300 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC386600]

		A_99_P115130		5.9498563		6.262357		1.8642107		4.4785156		5.666168		5.4328117		8.6555395		13.018092		4.8035083		4.913279		1.9381342		4.182713		-1.2173028		-1.7771254		110.76275		372.10773		-2.2135286		-2.547493		1.0525753		-1.2275677		-0.28368807		-0.8295455		6.791329		8.539577		-1.146348		-1.3490782		0.07392347		-0.2958026		Yes		Yes		Yes		CJ659786		TC422278		CJ659786 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg20e20 5', mRNA sequence [CJ659786]

		A_99_P477462		8.991023		8.045594		8.359984		8.796969		11.205673		13.187358		12.20089		11.012483		12.653755		11.892074		12.675296		10.962819		4.64169		35.304096		14.329389		4.644468		12.664622		14.384861		19.908484		4.4873066		2.2146502		5.1417637		3.8409052		2.2155132		3.6627321		3.8464794		4.3153114		2.1658497		Yes		Yes		Yes		TC420739		TC420739		0

		A_99_P387187		2.7794094		1.7778474		1.8398871		1.8027097		2.0808399		4.2753906		2.7207832		1.9791199		3.9396095		3.964096		4.3224244		2.811806		-1.6228949		5.6472297		1.8415188		1.1300684		2.2348843		4.5512056		5.588795		2.01265		-0.69856954		2.4975433		0.8808961		0.1764102		1.1602001		2.1862488		2.4825373		1.0090963		Yes		Yes		Yes		TA107290_4565		TC383374		Rep: EF hand family protein - Oryza sativa subsp. japonica (Rice), partial (69%) [TC383374]

		A_99_P184527		6.4405875		5.907467		7.6014023		7.4146514		7.7859817		8.325733		8.942429		8.234706		9.389937		7.242359		9.122097		7.9178214		2.540996		5.345283		2.5333147		1.7654728		7.724009		2.5225666		2.8692918		1.4173244		1.3453941		2.4182663		1.3410263		0.82005453		2.9493499		1.3348923		1.5206947		0.50317		Yes		Yes		Yes		CA702630		0		wdk1c.pk006.l15 wdk1c Triticum aestivum cDNA clone wdk1c.pk006.l15 5' end, mRNA sequence [CA702630]

		A_99_P020684		2.304392		2.530369		2.065045		3.8038657		3.1169631		5.2521796		3.648492		3.930133		4.3152804		4.2983108		4.953893		3.8972988		1.7563386		6.597002		2.9968503		1.0914662		4.030303		3.4056773		7.4067883		1.0669061		0.81257105		2.7218106		1.583447		0.12626743		2.0108883		1.7679417		2.888848		0.09343314		Yes		Yes		Yes		CJ852513		TC395405		CJ852513 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal25f13 5', mRNA sequence [CJ852513]

		A_99_P225506		8.16855		5.92947		3.0957139		5.6088176		8.594937		7.786176		11.591357		7.660215		9.387303		8.578181		10.856256		7.1251054		1.3438646		3.621798		360.9471		4.1450725		2.3274558		6.271068		216.84824		2.8605406		0.4263878		1.8567061		8.495644		2.0513973		1.2187538		2.6487112		7.760542		1.5162878		Yes		Yes		Yes		AY506496		TC438180		Triticum aestivum root peroxidase (pra2) mRNA, complete cds [AY506496]

		A_99_P297606		5.842953		5.0060353		9.658501		8.29851		4.3974347		3.8280647		8.22454		7.855067		4.483189		5.2193985		8.564485		7.987058		-2.7236068		-2.2625828		-2.701875		-1.3598455		-2.566432		1.1593878		-2.1346745		-1.2409556		-1.4455185		-1.1779706		-1.4339609		-0.44344282		-1.3597641		0.21336317		-1.0940161		-0.31145144		Yes		No		No		TA80982_4565		TC451122		Rep: Predicted protein - Monosiga brevicollis MX1, partial (7%) [TC451122]

		A_99_P210391		8.691203		8.77562		7.1194077		7.13594		10.843868		13.18543		11.900899		10.237416		12.234677		10.826859		12.409953		10.3722105		4.4464846		21.25616		27.502508		8.582966		11.659824		4.1446176		39.139282		9.423549		2.1526651		4.409809		4.7814913		3.1014762		3.5434742		2.051239		5.2905455		3.2362704		Yes		Yes		Yes		AK333707		TC428053		Triticum aestivum cDNA, clone: WT008_I09, cultivar: Chinese Spring [AK333707]

		A_99_P139610		6.938825		6.598774		4.7168517		4.4661655		5.116365		4.701707		3.4932816		2.4615877		5.0387373		5.5668006		3.6390374		4.1908135		-3.536838		-3.7245524		-2.335239		-4.012713		-3.7323592		-2.0448194		-2.1108358		-1.2102894		-1.8224602		-1.8970671		-1.2235701		-2.0045779		-1.9000878		-1.0319734		-1.0778143		-0.275352		Yes		No		No		CK205837		0		FGAS017383 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK205837]

		A_99_P615722		13.704358		13.426177		11.773736		11.33316		12.923267		12.606391		9.404115		12.34232		13.80428		12.002408		9.229747		10.782787		-1.7184296		-1.7651442		-5.1680546		2.012739		1.0717156		-2.682855		-5.8319936		-1.4644643		-0.78109074		-0.8197861		-2.3696213		1.00916		0.09992218		-1.423769		-2.5439892		-0.5503731		No		Yes		Yes		DR741323		TC418494		FGAS001251 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741323]

		A_99_P253006		7.9787292		8.127561		8.120368		8.19284		8.821842		10.253209		9.839447		7.9010696		9.746161		9.444786		10.018966		8.004762		1.7939167		4.363992		3.2922616		-1.2241412		3.4044747		2.4918642		3.728506		-1.1392449		0.84311295		2.1256485		1.719079		-0.29176998		1.7674322		1.3172255		1.8985977		-0.18807793		Yes		Yes		Yes		TA67973_4565		TC409343		Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), complete [TC409343]

		A_99_P135605		5.974399		8.855678		11.753911		9.837683		4.5528665		6.8592944		9.788906		9.451012		6.1191096		6.74421		10.532821		9.377723		-2.6786993		-3.9899848		-3.9041405		-1.3073733		1.1055088		-4.321307		-2.3312283		-1.3755037		-1.4215326		-1.9963832		-1.9650049		-0.38667107		0.14471054		-2.1114678		-1.2210903		-0.45995998		Yes		No		No		AJ583532		TC390867		Triticum aestivum mRNA for cytochrome P450 (CYP98A12 gene) [AJ583532]

		A_99_P573052		8.360474		8.01012		8.818822		8.619359		7.8827515		7.389191		7.377182		7.911138		7.9609227		7.5180135		7.6071486		7.8863206		-1.3925433		-1.5378654		-2.7162945		-1.6337882		-1.3190973		-1.4064975		-2.316061		-1.662136		-0.47772217		-0.62092924		-1.4416399		-0.70822096		-0.3995509		-0.4921069		-1.2116733		-0.7330384		No		Yes		Yes		CJ733623		TC460860		0

		A_99_P036439		8.259994		8.624539		9.975535		9.787676		8.02296		7.7775674		8.787869		9.358926		7.845614		8.151109		8.855284		9.401826		-1.178567		-1.7987217		-2.2778392		-1.3460668		-1.3327254		-1.3884071		-2.1738489		-1.3066293		-0.23703384		-0.846972		-1.1876659		-0.42875004		-0.4143796		-0.47343063		-1.1202517		-0.38584995		No		Yes		Yes		BJ314759		TC414865		BJ314759 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf14d09 5', mRNA sequence [BJ314759]

		A_99_P217236		12.057538		12.363179		13.224528		12.78994		11.766166		11.29097		12.168232		12.2455435		11.632179		11.703509		12.085667		12.410304		-1.2238038		-2.102651		-2.079586		-1.45841		-1.3429065		-1.5797211		-2.202072		-1.3010134		-0.2913723		-1.0722094		-1.0562963		-0.5443964		-0.42535877		-0.6596699		-1.1388617		-0.3796358		No		Yes		Yes		TA57171_4565		TC372298		Rep: Actin - Oryza sativa subsp. japonica (Rice), partial (46%) [TC372298]

		A_99_P186482		9.842353		7.85086		9.224866		9.431187		11.312734		12.284503		11.964371		10.581409		12.699836		10.471961		12.45954		10.3190775		2.7709503		21.610235		6.6784105		2.2194817		7.2474976		6.1521935		9.41313		1.8504688		1.4703808		4.433643		2.7395048		1.1502228		2.857483		2.621101		3.2346745		0.8878908		Yes		Yes		Yes		CD891900		TC434455		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		A_99_P375197		1.948246		1.6536517		2.0648901		1.6400217		8.196168		8.141579		9.853737		3.6108978		9.188114		7.453251		10.6808		3.004175		75.99971		89.75541		221.14471		3.9200609		151.15324		55.69976		392.3264		2.574252		6.247922		6.487927		7.788847		1.9708761		7.239868		5.799599		8.615911		1.3641533		Yes		Yes		Yes		TA104363_4565		TC393187		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC393187]

		A_99_P193733		6.4514213		5.747865		4.526851		3.403362		6.7319007		8.484991		7.078158		5.8827596		9.059144		6.16239		7.969374		5.701838		1.2145984		6.6674075		5.8616495		5.5766454		6.095408		1.3328598		10.871831		4.9193783		0.28047943		2.7371259		2.5513067		2.4793975		2.6077228		0.41452503		3.442523		2.298476		Yes		No		No		TA95550_4565		TC377261		Rep: Os04g0523700 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC377261]

		A_99_P409867		9.0733		9.290204		10.457312		10.460879		9.510661		9.8348875		11.56837		9.973973		10.557678		9.501092		11.424436		9.69275		1.3541249		1.4587003		2.1600404		-1.4014362		2.7979648		1.1574003		1.9549395		-1.7030602		0.43736076		0.54468346		1.1110582		-0.48690605		1.4843779		0.21088791		0.967124		-0.76812935		No		Yes		Yes		TA61258_4565		TC371935		Rep: 3-phosphoshikimate 1-carboxyvinyltransferase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (55%) [TC371935]

		A_99_P276791		7.547846		7.4351735		6.991916		6.599758		7.829924		7.8981185		8.121785		6.756841		8.356034		8.018645		8.512302		6.649372		1.2159452		1.3783526		2.1883886		1.1150304		1.7510114		1.4984509		2.8686783		1.0349879		0.28207827		0.46294498		1.129869		0.15708303		0.80818844		0.5834718		1.5203862		0.049613953		No		Yes		Yes		TA74956_4565		TC430399		Rep: Pantothenate kinase 1-like - Oryza sativa subsp. japonica (Rice), partial (27%) [TC430399]

		A_99_P216096		8.564234		7.674249		8.600967		8.654091		9.352355		8.043098		10.944766		8.623253		8.5580015		8.079225		9.742986		8.498029		1.7268242		1.2913225		5.076375		-1.0216054		-1.0043292		1.3240664		2.2068956		-1.1142416		0.7881212		0.36884928		2.3437986		-0.030838013		-0.0062322617		0.4049754		1.1420183		-0.15606213		No		Yes		Yes		AK332340		TC405020		Triticum aestivum cDNA, clone: WT003_L24, cultivar: Chinese Spring [AK332340]

		A_99_P448912		6.0481973		6.3222427		6.5899825		6.216004		5.711925		4.973474		5.1168513		4.969275		5.015629		5.523374		4.506071		5.191687		-1.2624903		-2.5469465		-2.776238		-2.3730276		-2.0456629		-1.7397363		-4.2395506		-2.0339959		-0.33627224		-1.3487687		-1.4731312		-1.2467289		-1.0325685		-0.79886866		-2.0839114		-1.0243168		Yes		Yes		Yes		AK330904		TC402907		Triticum aestivum cDNA, clone: SET5_J16, cultivar: Chinese Spring [AK330904]

		A_99_P114360		7.167274		6.391323		7.1167884		6.8732667		5.150656		4.7261577		6.4499474		5.847086		5.9159465		5.2698956		6.0180073		6.3658485		-4.0463405		-3.1715002		-1.587593		-2.0366256		-2.3806038		-2.1756215		-2.1417367		-1.421504		-2.0166178		-1.6651654		-0.66684103		-1.0261807		-1.2513275		-1.1214275		-1.0987811		-0.50741816		Yes		Yes		Yes		CJ723696		TC443951		CJ723696 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh2c17 5', mRNA sequence [CJ723696]

		A_99_P409142		10.804196		6.8955703		14.100545		13.656457		10.93583		6.5091777		12.93053		13.178619		11.177209		6.145533		13.154399		13.424136		1.0955336		-1.3071209		-2.250141		-1.3926547		1.2950543		-1.6818362		-1.9267188		-1.1747231		0.13163376		-0.3863926		-1.1700153		-0.47783756		0.37301254		-0.7500372		-0.946146		-0.23232079		No		Yes		Yes		AK332422		TC371160		Triticum aestivum cDNA, clone: WT003_P02, cultivar: Chinese Spring [AK332422]

		A_99_P332946		10.023957		9.877151		7.590632		8.009057		8.718285		8.517262		6.609319		7.462635		8.459374		9.103124		6.6020226		8.211348		-2.4719896		-2.5666528		-1.974261		-1.4604591		-2.9579196		-1.7100362		-1.9842713		1.1505235		-1.3056726		-1.3598881		-0.98131275		-0.546422		-1.5645828		-0.7740269		-0.9886093		0.20229053		Yes		No		No		TA91446_4565		0		0

		A_99_P183462		1.8566184		1.7830514		2.706995		2.782303		2.0199614		4.8408265		12.042404		8.161616		5.015751		4.8722196		12.661685		6.3709044		1.1198791		8.326874		646.0084		41.623127		8.932924		8.510053		992.3395		12.030305		0.16334295		3.057775		9.335409		5.3793135		3.1591325		3.089168		9.95469		3.5886014		Yes		Yes		Yes		CK162825		TC378621		FGAS015425 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162825]

		A_99_P285636		7.5000577		6.454736		6.1893954		6.678469		7.6051307		9.012225		9.26075		7.032433		8.384332		8.2179		9.648197		6.7977843		1.0755488		5.8868217		8.405621		1.2780674		1.8458356		3.3944175		10.995198		1.0862191		0.105072975		2.557489		3.0713544		0.35396385		0.884274		1.763164		3.4588017		0.11931515		Yes		Yes		Yes		TA77514_4565		TC403021		Rep: Nucellin-like aspartic protease - Oryza sativa subsp. japonica (Rice), partial (95%) [TC403021]

		A_99_P296026		13.510858		13.028567		12.069977		12.754982		13.054142		11.693535		10.650229		12.378745		12.712239		12.568516		10.743085		12.5014925		-1.3724139		-2.5228117		-2.6753867		-1.2979519		-1.7394345		-1.3755909		-2.5086164		-1.1920869		-0.45671558		-1.3350325		-1.4197474		-0.37623692		-0.7986183		-0.46005154		-1.3268919		-0.2534895		No		Yes		Yes		TA80517_4565		TC413940		0

		A_99_P290231		10.697467		10.143334		9.658507		10.083503		11.233638		11.609603		10.515876		10.034844		11.822437		11.187451		10.987652		9.852677		1.4501187		2.7630632		1.8117306		-1.0343026		2.1809707		2.0621037		2.5125363		-1.1735061		0.53617096		1.4662685		0.85736847		-0.04865837		1.1249704		1.044117		1.3291445		-0.23082542		No		Yes		Yes		TA78858_4565		TC391032		0

		A_99_P329516		5.721092		6.4813957		7.138087		6.6014123		5.7324824		5.828258		6.135201		6.3436837		5.781197		6.0778565		6.177242		6.2300973		1.0079263		-1.5725846		-2.0040047		-1.1955948		1.0425415		-1.3227489		-1.9464496		-1.2935313		0.011390209		-0.6531377		-1.0028858		-0.25772858		0.060104847		-0.40353918		-0.960845		-0.371315		No		Yes		Yes		TA90397_4565		TC424481		Rep: Transcription factor protein - Ciona intestinalis (Transparent sea squirt), partial (4%) [TC424481]

		A_99_P323321		7.888785		7.8102584		7.784474		8.503377		9.638553		10.907944		11.712949		10.98291		10.280887		11.0198555		12.500622		11.68029		3.3630443		8.560442		15.226104		5.57717		5.249215		9.250921		26.284637		9.043701		1.7497678		3.0976853		3.928475		2.4795332		2.3921018		3.209597		4.716148		3.1769133		Yes		Yes		Yes		TA88539_4565		TC421389		Rep: Os11g0274100 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC421389]

		A_99_P001586		6.17888		6.653299		6.676903		7.0121694		6.3023095		7.6384315		7.9128838		7.012942		7.068968		7.032871		8.158176		7.154007		1.0893211		1.9794954		2.3554146		1.0005356		1.8532887		1.3009558		2.791951		1.1033095		0.1234293		0.9851327		1.235981		7.72E-04		0.8900876		0.3795719		1.4812737		0.1418376		No		Yes		Yes		CK211032		TC407059		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC407059]

		A_99_P350401		4.2268963		4.54085		3.0188186		4.4899		4.938004		6.430521		6.3943744		6.1932225		6.7097564		5.884746		4.9220834		3.5850213		1.6370606		3.7055068		10.378714		3.2565005		5.590046		2.5383587		3.7405872		-1.8723873		0.71110773		1.8896708		3.3755558		1.7033224		2.48286		1.3438959		1.9032648		-0.90487885		Yes		No		No		BJ259927		TC416146		BJ259927 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh22n01 5', mRNA sequence [BJ259927]

		A_99_P328296		5.5716643		5.968809		5.5510697		6.2539444		6.1052785		7.0769544		7.083584		6.633984		6.29606		6.5558906		7.310324		6.384194		1.447551		2.1556833		2.8928952		1.3013777		1.6522084		1.5022047		3.3852315		1.094483		0.53361416		1.1081452		1.5325141		0.3800397		0.72439575		0.58708143		1.7592545		0.1302495		No		Yes		Yes		TA90024_4565		TC414134		Rep: Os08g0323700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC414134]

		A_99_P056986		4.960754		5.0748982		5.524895		4.68305		2.6227791		2.1087797		2.167278		4.4706845		2.0893974		2.4316773		2.4932444		4.4961643		-5.055924		-7.8143106		-10.250463		-1.1585864		-7.3175287		-6.2472486		-8.177448		-1.138304		-2.3379748		-2.9661186		-3.3576171		-0.21236563		-2.8713565		-2.643221		-3.0316508		-0.18688583		Yes		Yes		Yes		CJ803796		TC401408		CJ803796 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct29d16 5', mRNA sequence [CJ803796]

		A_99_P239191		5.427488		6.735214		5.4184875		6.244354		5.7131233		8.004142		7.326729		7.3999667		6.2490373		7.5817375		7.634346		7.3078094		1.218947		2.4098237		3.7535124		2.2277896		1.767303		1.7981623		4.6455793		2.0899315		0.28563547		1.2689276		1.9082413		1.155613		0.8215494		0.8465233		2.2158585		1.0634556		Yes		No		No		TA64213_4565		TC405593		0

		A_99_P456107		8.632006		7.379542		7.2436004		8.415993		9.1948805		10.04115		9.171467		8.038542		10.534593		10.618641		9.238043		8.353863		1.4772098		6.3273797		3.804921		-1.2990446		3.73883		9.442042		3.9846208		-1.044006		0.5628748		2.6616082		1.9278665		-0.37745094		1.9025869		3.239099		1.9944425		-0.062129974		Yes		No		No		TC407830		TC407830		0

		A_99_P103420		7.064043		6.6778584		6.1719403		6.314547		7.2752557		7.4043713		7.7365336		6.2781167		7.7936897		7.333421		7.730802		6.4588523		1.1576608		1.6546348		2.957941		-1.0255731		1.6582329		1.5752305		2.946213		1.1051983		0.21121264		0.7265129		1.5645933		-0.03643036		0.7296467		0.6555629		1.5588617		0.14430523		No		Yes		Yes		CK195442		0		FGAS003881 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK195442]

		A_99_P242776		12.579755		11.7630415		13.261482		12.486618		13.756566		15.114762		14.380834		13.571279		14.311844		14.249237		14.736709		13.345795		2.2607653		10.208654		2.1724927		2.1208763		3.3220851		5.602985		2.7802727		1.8140028		1.1768112		3.3517208		1.1193514		1.0846605		1.732089		2.4861956		1.4752264		0.85917664		Yes		Yes		Yes		U32431		TC376481		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P014709		8.214692		8.006423		7.932093		7.744017		8.424664		7.4506874		7.317038		6.8451233		7.377174		7.537018		6.1963887		6.52721		1.1566653		-1.4699179		-1.5316164		-1.8646357		-1.7869735		-1.3845385		-3.3304207		-2.324317		0.20997143		-0.5557356		-0.6150551		-0.89889383		-0.8375182		-0.46940517		-1.7357044		-1.2168069		Yes		No		No		BQ842375		TC383696		WHE2992_B11_C22ZS Wheat dormant embryo cDNA library Triticum aestivum cDNA clone WHE2992_B11_C22, mRNA sequence [BQ842375]

		A_99_P378887		5.311064		4.3012586		5.456651		5.4709053		7.600546		9.325055		8.249566		8.057673		8.62397		7.7222276		8.775268		8.232185		4.888806		32.5322		6.930286		6.007514		9.93766		10.710612		9.977072		6.7799754		2.289482		5.0237966		2.7929149		2.5867682		3.3129063		3.420969		3.3186164		2.76128		Yes		Yes		Yes		TA105258_4565		TC434929		Rep: Chromosome undetermined scaffold_498, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC434929]

		A_99_P338496		3.0842688		2.0383546		3.6672623		4.4104676		4.847933		4.560677		6.3549724		6.9670486		4.281381		5.138326		6.723843		6.435429		3.3955941		5.745062		6.442899		5.883118		2.2928028		8.5740185		8.319984		4.06981		1.763664		2.5223224		2.68771		2.556581		1.1971123		3.0999715		3.0565808		2.0249615		Yes		Yes		Yes		TA93157_4565		TC400868		0

		A_99_P366001		3.9559898		4.8271313		5.8209534		5.320526		3.5378144		2.9428904		2.9269288		4.35252		3.536419		4.2250023		4.223536		4.9716945		-1.3362366		-3.6915863		-7.433412		-1.9561353		-1.3375297		-1.517955		-3.0260112		-1.2735288		-0.41817546		-1.8842409		-2.8940246		-0.96800613		-0.41957092		-0.602129		-1.5974174		-0.34883165		Yes		Yes		Yes		TA102056_4565		TC440455		Rep: Chromosome 9 SCAF14729, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (5%) [TC440455]

		A_99_P407337		5.144386		4.6656094		6.2333984		5.5559673		3.739578		3.960704		3.8738995		4.886166		4.1738105		4.165599		4.496416		4.5618877		-2.647825		-1.6300377		-5.1319213		-1.5908538		-1.9596219		-1.4142238		-3.333372		-1.9918094		-1.4048078		-0.7049053		-2.359499		-0.66980124		-0.97057533		-0.5000105		-1.7369823		-0.9940796		Yes		Yes		Yes		CD919067		TC369408		Rep: FAR1; Zinc finger, SWIM-type - Medicago truncatula (Barrel medic), partial (6%) [TC369408]

		A_99_P009416		9.194875		9.611964		10.731391		10.562672		8.784317		8.701995		9.605412		9.923656		9.306812		8.974388		9.951671		10.024396		-1.3291996		-1.8790056		-2.1824965		-1.5572658		1.0806786		-1.5557132		-1.716798		-1.4522358		-0.41055775		-0.90996933		-1.1259794		-0.6390152		0.11193752		-0.6375761		-0.7797203		-0.5382757		No		Yes		Yes		EU181177		TC375616		Triticum aestivum calcium-dependent protein kinase (CPK1) mRNA, complete cds [EU181177]

		A_99_P278701		9.228892		8.571664		10.292672		10.333112		12.490356		13.811024		13.526619		12.382453		14.431011		12.407845		14.190301		12.535876		9.589557		37.775		9.408383		4.139169		36.812374		14.28254		14.904012		4.6036067		3.261464		5.23936		3.2339468		2.0493412		5.202119		3.8361807		3.8976288		2.2027645		Yes		Yes		Yes		TA75511_4565		TC378153		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC378153]

		A_99_P004751		11.8301325		11.420909		10.499978		10.108573		10.491393		9.944844		9.6739235		9.200878		10.2180605		10.747219		9.582569		10.28292		-2.5293021		-2.7818887		-1.7728305		-1.8760455		-3.0569055		-1.5951475		-1.8887202		1.1284535		-1.3387394		-1.4760647		-0.8260546		-0.9076948		-1.612072		-0.67368984		-0.91740894		0.17434692		Yes		No		No		CK157985		TC421034		FGAS039191 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK157985]

		A_99_P343591		7.61261		7.018444		8.293882		7.9228883		8.002551		8.420011		8.958397		7.9669685		8.862937		7.6241517		9.414191		7.9895234		1.31034		2.641883		1.5850348		1.0310256		2.3789535		1.5217249		2.1739352		1.0472713		0.38994122		1.4015665		0.66451454		0.044080257		1.2503271		0.60570765		1.1203089		0.06663513		No		Yes		Yes		TA94725_4565		TC382814		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC382814]

		A_99_P080470		8.692355		8.03954		7.862065		8.386106		11.316162		12.949948		10.865089		9.05622		12.451084		12.351714		11.283143		9.493215		6.163744		30.073233		8.016789		1.5911993		13.535995		19.865234		10.711423		2.1541357		2.623807		4.910408		3.0030246		0.6701145		3.758729		4.312174		3.4210782		1.1071091		Yes		Yes		Yes		CN010035		TC411893		WHE3865_G01_N01ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3865_G01_N01, mRNA sequence [CN010035]

		A_99_P152592		8.213258		8.814		9.139855		8.519354		9.358184		9.999487		10.291545		9.315204		9.410168		9.255138		10.472524		8.988538		2.211348		2.2744012		2.2217393		1.7360997		2.2924812		1.3576751		2.5186808		1.3843262		1.1449261		1.1854868		1.1516895		0.7958498		1.1969099		0.44113827		1.3326683		0.46918392		Yes		No		No		CJ858318		TC441315		CJ858318 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4g18 5', mRNA sequence [CJ858318]

		A_99_P223586		13.684407		14.132634		14.166177		14.378161		13.16235		12.495097		13.263375		13.832353		12.539449		13.372899		12.460361		14.27494		-1.4360018		-3.111342		-1.8696932		-1.4598385		-2.2113976		-1.6931797		-3.2621346		-1.0741696		-0.52205753		-1.637537		-0.9028015		-0.5458088		-1.1449585		-0.7597351		-1.7058163		-0.10322189		No		Yes		Yes		TA59571_4565		TC446541		0

		A_99_P163837		5.1212983		5.468239		6.6417823		8.112549		6.8513656		11.058169		12.092689		10.251461		7.0300655		8.483617		11.3866415		10.444688		3.3174329		48.165577		43.740757		4.4042983		3.7548811		8.08573		26.812971		5.035514		1.7300673		5.5899305		5.4509063		2.1389122		1.9087672		3.015378		4.744859		2.332139		Yes		Yes		Yes		AB244638		TC382946		Triticum aestivum TaGlb2b mRNA for endo-beta-1,3-glucanase, complete cds [AB244638]

		A_99_P376577		7.4616914		8.073201		8.575126		8.114375		7.225101		7.5386696		7.5216484		7.7256775		7.466774		7.645533		7.692591		7.8254185		-1.1782049		-1.4484718		-2.0755265		-1.309211		1.0035292		-1.3450577		-1.8436112		-1.2217563		-0.23659039		-0.5345316		-1.0534773		-0.38869762		0.0050826073		-0.4276681		-0.8825345		-0.28895664		No		Yes		Yes		TA104699_4565		TC379838		0

		A_99_P562292		6.4824147		8.157138		7.9620094		7.822729		5.5594788		6.717589		6.3787117		7.277572		5.9927597		7.499395		6.8323493		7.7176437		-1.8959697		-2.7123606		-2.9965403		-1.459179		-1.4041091		-1.5776126		-2.188072		-1.0755581		-0.92293596		-1.439549		-1.5832977		-0.54515696		-0.48965502		-0.657743		-1.1296601		-0.10508537		Yes		Yes		Yes		TA72444_4565		TC456942		Rep: Harpin-induced protein 1 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (52%) [TC428877]

		A_99_P071450		5.465982		5.1318946		4.8079047		4.245896		4.2699413		4.5316763		2.8647022		3.8779402		5.445068		4.4287453		4.226902		2.8700504		-2.2911003		-1.5159459		-3.8455834		-1.2905228		-1.0146021		-1.6280549		-1.4958886		-2.5951996		-1.1960406		-0.6002183		-1.9432025		-0.36795568		-0.020914078		-0.7031493		-0.5810027		-1.3758454		Yes		No		No		BT008918		TC402247		Triticum aestivum clone wpa1c.pk011.o13:fis, full insert mRNA sequence [BT008918]

		A_99_P333946		6.9873047		8.06292		6.2864356		8.969938		5.675509		6.3897796		4.7310333		7.238989		5.99107		6.5966096		5.149462		7.3387036		-2.4825034		-3.1890795		-2.9391568		-3.3194618		-1.9947872		-2.7631426		-2.1991918		-3.09778		-1.3117957		-1.67314		-1.5554023		-1.7309494		-0.9962349		-1.46631		-1.1369734		-1.6312346		Yes		No		No		TA91744_4565		TC425773		0

		A_99_P248236		5.4395604		6.009011		5.718214		5.4482293		4.885143		4.3807893		4.7251697		4.817143		4.5483303		5.1876454		4.360615		5.0603843		-1.4685757		-3.0913167		-1.9903806		-1.5487307		-1.854757		-1.7670776		-2.562584		-1.3084375		-0.5544176		-1.6282215		-0.9930444		-0.63108635		-0.8912301		-0.82136536		-1.3575993		-0.38784504		No		Yes		Yes		AK330904		TC395219		Triticum aestivum cDNA, clone: SET5_J16, cultivar: Chinese Spring [AK330904]

		A_99_P260306		9.627061		9.384922		5.689635		4.5005116		8.824063		7.7693086		4.5558414		3.7310112		8.690022		8.474214		5.220503		3.9076414		-1.7447225		-3.0644188		-2.1943495		-1.7046795		-1.9145939		-1.8799684		-1.3842763		-1.5082444		-0.8029976		-1.6156135		-1.1337934		-0.7695005		-0.9370384		-0.9107084		-0.46913195		-0.59287024		Yes		No		No		TA70081_4565		0		0

		A_99_P152987		5.3839087		3.3212833		2.649255		2.9075387		6.263452		6.154047		4.1338325		3.8950453		7.4027734		6.47177		3.8922713		3.3590176		1.8397928		7.1243763		2.798352		1.9827553		4.052647		8.879549		2.3669286		1.3674413		0.8795433		2.8327637		1.4845774		0.9875066		2.0188646		3.1504865		1.2430162		0.45147896		Yes		No		No		CJ876828		TC442596		CJ876828 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls22g10 5', mRNA sequence [CJ876828]

		A_99_P200496		5.735205		5.432718		3.7155507		4.8575206		5.016856		4.89587		2.2495356		3.8469155		3.56684		4.9814067		1.7189159		4.4433084		-1.6452981		-1.450799		-2.7625778		-2.014756		-4.4951377		-1.3672823		-3.9906805		-1.3325708		-0.718349		-0.5368476		-1.4660151		-1.0106051		-2.1683652		-0.4513111		-1.9966347		-0.41421223		Yes		No		No		TA51095_4565		TC412855		Rep: Patatin-like protein - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (43%) [TC412855]

		A_99_P221276		10.20036		10.598268		10.415414		10.717712		10.518017		11.43327		11.505452		10.868344		10.789805		11.119605		11.580319		10.862262		1.2463044		1.7838606		2.1287968		1.1100556		1.5046679		1.4352853		2.2421854		1.1053853		0.31765652		0.8350029		1.0900383		0.1506319		0.5894451		0.5213375		1.1649055		0.14454937		No		Yes		Yes		BJ256928		TC455285		BJ256928 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh19b07 5', mRNA sequence [BJ256928]

		A_99_P139015		7.5744705		7.32275		7.0096297		6.621306		6.5917163		6.151335		6.306479		4.9388485		6.0695057		6.3123837		5.8181763		5.3595157		-1.9762346		-2.2523255		-1.6280565		-3.2097423		-2.8381774		-2.0144227		-2.283827		-2.397931		-0.98275423		-1.1714153		-0.70315075		-1.6824574		-1.5049648		-1.0103664		-1.1914535		-1.2617903		Yes		No		No		CK155309		0		FGAS036097 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK155309]

		A_99_P157952		4.3595133		4.586121		4.954878		4.4453664		3.9462383		3.3283017		3.565114		3.8949072		3.462739		3.4326408		3.2134564		3.2539608		-1.3317055		-2.3913403		-2.6203578		-1.4645517		-1.8618983		-2.2244987		-3.3436444		-2.2837512		-0.413275		-1.2578194		-1.3897638		-0.55045915		-0.8967743		-1.1534803		-1.7414215		-1.1914055		Yes		No		No		0		0		0

		A_99_P332341		8.243908		8.302662		9.271045		8.654194		7.779774		7.3471656		8.242661		8.454528		8.050953		7.3586516		8.092444		8.453179		-1.3794888		-1.9392467		-2.0397372		-1.1484325		-1.1431026		-1.9238685		-2.2635705		-1.1495064		-0.46413374		-0.9554963		-1.0283833		-0.19966602		-0.19295502		-0.94401026		-1.1786003		-0.20101452		No		Yes		Yes		TA91245_4565		0		0

		A_99_P345886		5.4911876		5.556063		7.083994		6.8538604		7.0654902		7.1529527		7.842509		7.397306		6.449719		7.405088		8.266281		8.39527		2.9779153		3.0249043		1.6917483		1.4574492		1.9433306		3.6025658		2.2693627		2.9107883		1.5743027		1.5968895		0.7585149		0.5434456		0.9585314		1.8490248		1.1822872		1.54141		Yes		No		No		TA95445_4565		TC385924		Rep: F-box domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (27%) [TC385924]

		A_99_P251671		4.5143266		3.7671697		5.1961346		4.8690076		5.611837		7.0887375		6.579804		5.5716777		6.8061433		5.958345		7.3253694		5.8969727		2.139851		9.997502		2.6093118		1.6275141		4.8967233		4.5667734		4.3748536		2.039146		1.0975103		3.3215678		1.3836694		0.7026701		2.2918167		2.1911752		2.1292348		1.0279651		Yes		Yes		Yes		TA67619_4565		0		0

		A_99_P081835		9.928291		10.1487465		10.53325		9.5608015		9.637843		9.388516		8.741412		9.098734		9.447248		9.755852		9.016782		9.146361		-1.2230202		-1.6937608		-3.4625566		-1.3775146		-1.3957522		-1.3130254		-2.860898		-1.3327814		-0.2904482		-0.76023006		-1.7918377		-0.4620676		-0.48104286		-0.39289474		-1.516468		-0.41444016		No		Yes		Yes		EU562183		TC402957		Triticum aestivum cultivar Norstar ICE41 mRNA, complete cds [EU562183]

		A_99_P368382		6.3121276		5.9613795		5.7317467		5.4516773		5.120487		4.8975883		4.6770625		3.649789		5.3695283		5.3030453		4.654452		4.6746106		-2.284123		-2.0904179		-2.0772634		-3.4867628		-1.921988		-1.5782593		-2.1100757		-1.7136432		-1.1916404		-1.0637913		-1.0546842		-1.8018882		-0.9425993		-0.65833426		-1.0772948		-0.7770667		Yes		No		No		TA102694_4565		0		0

		A_99_P436097		6.885082		7.5617557		8.261828		7.595118		6.722775		7.3559933		7.2426105		7.448952		7.173517		6.992613		7.3790035		7.361563		-1.1190751		-1.1532956		-2.02682		-1.1066246		1.2213151		-1.4836417		-1.8439825		-1.1757284		-0.16230679		-0.20576239		-1.019218		-0.14616585		0.28843546		-0.5691428		-0.8828249		-0.23355484		No		Yes		Yes		TC393391		TC393391		Rep: Undecaprenyl-diphosphatase - Maricaulis maris (strain MCS10), partial (5%) [TC393391]

		A_99_P499957		12.389989		12.864242		11.302091		10.39577		11.238088		10.862637		7.8036017		8.837956		11.185861		11.623638		8.931765		8.571456		-2.2220654		-4.0044527		-11.301865		-2.9440734		-2.30398		-2.3629735		-5.17058		-3.5413861		-1.1519012		-2.001605		-3.498489		-1.5578136		-1.2041283		-1.2406034		-2.370326		-1.8243141		Yes		Yes		Yes		CA633621		TC431700		0

		A_99_P009051		7.463335		7.2049484		5.7566485		7.1861215		6.0844326		4.857776		5.496286		4.9375496		5.841398		5.7770977		4.5823884		5.196038		-2.6007044		-5.0882597		-1.1977798		-4.752122		-3.0778806		-2.690456		-2.256771		-3.9726005		-1.3789024		-2.3471723		-0.26036263		-2.2485719		-1.6219373		-1.4278507		-1.1742601		-1.9900837		Yes		Yes		Yes		BJ260122		TC387467		BJ260122 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh23j15 5', mRNA sequence [BJ260122]

		A_99_P327111		8.398086		8.022767		7.3166466		6.877313		7.357034		6.994635		6.517118		5.624342		6.9224815		7.526385		6.3085027		6.724939		-2.0577266		-2.039382		-1.7405323		-2.3833175		-2.7810006		-1.4106717		-2.0113218		-1.111397		-1.0410514		-1.028132		-0.7995286		-1.2529712		-1.475604		-0.49638224		-1.0081439		-0.15237427		Yes		No		No		TA89673_4565		TC382904		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (65%) [TC382904]

		A_99_P008931		3.9974124		4.213919		3.301204		3.1942005		4.3199887		4.089021		5.329402		4.355601		3.8986082		5.412293		5.101211		4.3638687		1.2505617		-1.0904306		4.0789504		2.2367442		-1.0708855		2.2948086		3.4822195		2.2495995		0.32257628		-0.12489796		2.028198		1.1614003		-0.098804235		1.1983738		1.8000071		1.1696682		Yes		No		No		BJ259641		TC445305		BJ259641 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh21k03 5', mRNA sequence [BJ259641]

		A_99_P417672		9.719817		8.534955		6.375052		8.924029		9.703294		9.173635		8.180151		9.74767		9.923718		8.786939		8.215394		9.47244		-1.011519		1.5569035		3.4945314		1.7698668		1.1518089		1.1908433		3.580949		1.4624734		-0.016523361		0.6386795		1.805099		0.8236408		0.20390129		0.25198364		1.840342		0.5484104		No		Yes		Yes		TC378654		TC378654		0

		A_99_P455252		8.742746		8.388949		9.215001		8.849566		8.482875		7.8599696		8.137549		8.363094		8.459508		8.168002		8.28605		8.442262		-1.1973721		-1.4429084		-2.1103053		-1.4010147		-1.2169235		-1.1654986		-1.9038914		-1.3262058		-0.25987148		-0.5289798		-1.0774517		-0.48647213		-0.2832384		-0.22094727		-0.92895126		-0.40730476		No		Yes		Yes		TC407242		TC407242		0

		A_99_P507472		11.424293		11.4381895		11.462367		11.316738		10.900441		10.403329		10.603851		10.709492		10.529705		10.982887		10.443633		10.950153		-1.4377884		-2.0489156		-1.813172		-1.5233489		-1.8590783		-1.37107		-2.0261402		-1.2892971		-0.5238514		-1.0348606		-0.85851574		-0.6072464		-0.8945875		-0.45530224		-1.018734		-0.36658478		No		Yes		Yes		BJ317013		TC434970		Rep: Myb protein - Oryza sativa subsp. indica (Rice), partial (7%) [TC434970]

		A_99_P393122		8.160917		8.292977		7.53126		5.9695144		9.021562		10.206086		9.675271		9.606845		11.522079		8.176103		8.803547		8.853042		1.8158492		3.766198		4.419892		12.443587		10.2756815		-1.0843832		2.4154415		7.3795214		0.86064434		1.9131088		2.144011		3.6373305		3.3611622		-0.116874695		1.2722869		2.8835273		Yes		No		No		TA108759_4565		TC412532		Rep: Glutathione-S-transferase Cla47 - Triticum aestivum (Wheat), partial (96%) [TC412532]

		A_99_P328666		3.8970125		3.814185		3.2832558		2.3374708		4.4642253		6.270088		4.8892274		4.337133		5.507912		4.714686		5.612528		4.3205147		1.4816583		5.4865656		3.0440068		3.9990635		3.0544226		1.8667141		5.025517		3.9532628		0.5672128		2.4559033		1.6059716		1.9996622		1.6108997		0.900501		2.329272		1.9830439		Yes		Yes		Yes		TA90139_4565		0		0

		A_99_P332526		8.884205		9.352191		8.307656		8.145894		9.559489		11.392192		9.527944		9.100506		10.704883		10.715981		10.10403		8.936966		1.5969115		4.1124578		2.3299313		1.938058		3.5324712		2.5736032		3.4734597		1.7303596		0.6752844		2.040001		1.2202873		0.9546118		1.8206778		1.3637896		1.7963734		0.7910719		Yes		Yes		Yes		TA91293_4565		0		0

		A_99_P077070		5.9100666		5.225468		5.266021		4.7138		7.423958		8.6968355		7.841057		6.6370873		8.828893		7.2814307		8.253086		6.4495296		2.8557925		11.091383		5.958859		3.7928634		7.5623055		4.15821		7.9285955		3.330479		1.5138912		3.4713674		2.575036		1.9232874		2.918826		2.0559626		2.9870653		1.7357297		Yes		Yes		Yes		CJ803105		TC407075		CJ803105 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27k02 5', mRNA sequence [CJ803105]

		A_99_P461347		6.1695914		5.7067657		6.9791284		6.1257515		5.7463326		4.264857		5.4369507		5.3414817		5.652721		4.7391987		4.878981		4.8167934		-1.3409531		-2.716801		-2.9123378		-1.7222204		-1.4308481		-1.95554		-4.2875314		-2.4776254		-0.42325878		-1.4419088		-1.5421777		-0.7842698		-0.5168705		-0.96756697		-2.1001472		-1.308958		Yes		Yes		Yes		TC411369		TC411369		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC411369]

		A_99_P192497		6.704609		7.764524		8.657601		9.002921		5.499157		5.810257		8.457307		7.2282867		5.73457		7.214863		7.743974		8.774805		-2.3060951		-3.87519		-1.1489328		-3.4215128		-1.9588934		-1.4637419		-1.8837756		-1.1713043		-1.205452		-1.954267		-0.2002945		-1.7746344		-0.9700389		-0.54966116		-0.91362715		-0.22811604		Yes		No		No		CJ692628		TC438646		CJ692628 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc10b01 5', mRNA sequence [CJ692628]

		A_99_P073450		3.363086		3.627959		7.38983		3.317602		6.1071754		8.1349		7.4063334		6.1805673		7.8060546		4.7609787		8.462884		4.49509		6.699667		22.73654		1.0115049		7.275091		21.750376		2.1931732		2.103882		2.2618263		2.7440894		4.506941		0.016503334		2.8629653		4.4429684		1.1330197		1.0730538		1.1774881		Yes		Yes		Yes		CK197817		TC384790		FGAS006297 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK197817]

		A_99_P469082		7.883911		7.79713		7.1387534		7.1166496		6.616343		6.696775		5.3536973		5.4661355		6.996353		7.1897964		5.8811545		6.882271		-2.407554		-2.1440747		-3.4463186		-3.139455		-1.850042		-1.5234411		-2.3909748		-1.1764001		-1.2675681		-1.1003551		-1.7850561		-1.6505141		-0.887558		-0.60733366		-1.2575989		-0.23437881		Yes		No		No		TC416039		TC416039		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC416039]

		A_99_P167489		8.707446		8.876183		10.520856		9.86454		8.619251		8.382635		9.284575		9.920703		8.387891		8.841187		9.315098		10.014755		-1.0630392		-1.4079025		-2.3559034		1.0396968		-1.2479458		-1.024554		-2.3065844		1.109735		-0.08819485		-0.49354744		-1.2362804		0.056162834		-0.31955528		-0.034996033		-1.2057581		0.15021515		No		Yes		Yes		BE446620		0		WHE1458_C05_F10ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1458_C05_F10, mRNA sequence [BE446620]

		A_99_P356691		9.029401		9.188428		9.261645		9.346207		8.370534		8.214461		7.943531		8.784579		8.645749		8.056022		7.7307115		8.794325		-1.578842		-1.9642338		-2.4933999		-1.4759332		-1.3046399		-2.1922407		-2.8897283		-1.4659966		-0.6588669		-0.9739666		-1.3181143		-0.5616274		-0.38365173		-1.1324062		-1.5309339		-0.5518818		No		Yes		Yes		TA98863_4565		TC397748		0

		A_99_P097870		9.396012		8.617988		9.944626		9.570526		9.448322		8.209424		9.220254		7.6323776		7.8093123		7.968226		7.737924		7.9724984		1.0369239		-1.3273636		-1.6521811		-3.8321352		-3.0036151		-1.568909		-4.616187		-3.0272918		0.05230999		-0.4085636		-0.7243719		-1.9381485		-1.5867		-0.6497617		-2.2067018		-1.5980277		Yes		No		No		0		0		0

		A_99_P011824		5.962583		5.224783		3.99492		2.9968166		6.7038364		6.9330196		5.4271436		3.8795092		6.747301		6.242153		5.52885		3.6654084		1.6716275		3.267612		2.6986232		1.8438133		1.7227556		2.0242257		2.895736		1.5895206		0.7412534		1.7082367		1.4322236		0.8826926		0.78471804		1.0173702		1.5339301		0.66859174		Yes		No		No		CJ853478		TC430572		CJ853478 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal28n13 5', mRNA sequence [CJ853478]

		A_99_P378767		1.9796671		2.5891356		3.2091987		5.368971		4.13732		8.667289		8.450939		7.5681586		4.291321		6.2531776		7.429665		7.423242		4.4618835		67.56261		37.83738		4.5922074		4.964518		12.676126		18.641766		4.153338		2.1576529		6.078153		5.24174		2.1991878		2.3116536		3.664042		4.2204666		2.0542712		Yes		Yes		Yes		TA105226_4565		TC437510		Rep: Acidic 27 kDa endochitinase precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (68%) [TC437510]

		A_99_P264561		13.865033		13.228904		14.617978		14.218819		14.05597		12.73069		13.9245405		12.285348		12.423791		12.878281		12.624146		12.912173		1.1415049		-1.4124637		-1.6171322		-3.8197303		-2.715546		-1.2751112		-3.9829342		-2.473657		0.19093704		-0.49821377		-0.6934376		-1.9334707		-1.4412422		-0.35062313		-1.9938316		-1.3066454		Yes		No		No		AK331813		TC406756		Triticum aestivum cDNA, clone: WT002_G19, cultivar: Chinese Spring [AK331813]

		A_99_P239971		8.852736		8.590697		8.54073		8.891971		7.42464		6.766443		7.140766		8.365497		8.004189		7.393991		7.53051		8.958848		-2.690914		-3.5412397		-2.6389506		-1.4404045		-1.8006877		-2.2921576		-2.014219		1.0474471		-1.4280963		-1.8242545		-1.3999643		-0.526474		-0.84854794		-1.1967063		-1.0102205		0.066877365		Yes		No		No		TA64468_4565		0		0

		A_99_P335036		5.0043087		4.5637517		4.4027467		5.0535703		6.489184		7.2161317		8.966214		6.910708		7.938496		5.9470744		9.283936		6.1053147		2.7989297		6.287036		23.64507		3.6228817		7.643256		2.608685		29.47028		2.073035		1.4848752		2.65238		4.5634675		1.8571377		2.9341874		1.3833227		4.881189		1.0517445		Yes		No		No		TA92061_4565		TC400164		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC400164]

		A_99_P401667		1.9630104		1.6357588		1.6782395		1.6496209		1.8435793		3.3877432		3.529251		2.16559		4.996794		2.057656		4.8916607		1.6633862		-1.0863065		3.3682156		3.6075306		1.4299544		8.1895485		1.3396882		9.275476		1.009587		-0.11943114		1.7519845		1.8510116		0.51596916		3.033784		0.4218973		3.2134213		0.013765335		Yes		Yes		Yes		TA110852_4565		TC422174		Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC422174]

		A_99_P325681		9.050746		9.059993		8.893569		8.896737		9.480182		10.339916		9.527899		8.96025		10.112861		9.760148		9.880322		8.828201		1.3467067		2.4282608		1.5522165		1.0450071		2.0879898		1.6246797		1.9817204		-1.0486518		0.42943573		1.2799234		0.6343298		0.0635128		1.0621147		0.70015526		0.98675346		-0.068535805		No		Yes		Yes		TA89255_4565		TC374606		Rep: Acyl-CoA binding protein-like - Oryza sativa subsp. japonica (Rice), partial (85%) [TC374606]

		A_99_P347806		8.660441		8.235799		8.734273		8.691943		7.716507		6.551308		7.1684127		7.5215855		7.682302		7.421566		7.0912666		8.436204		-1.9237674		-3.214269		-2.9605398		-2.250675		-1.9699233		-1.7583629		-3.1231596		-1.1939473		-0.94393444		-1.6844907		-1.5658603		-1.1703577		-0.9781394		-0.8142328		-1.6430063		-0.2557392		Yes		Yes		Yes		TA96045_4565		TC380229		Rep: Beta-galactosidase 8 precursor - Oryza sativa subsp. japonica (Rice), partial (23%) [TC380229]

		A_99_P384982		5.4705257		6.328066		7.0765533		6.9173036		5.7400403		4.996432		6.0693474		6.411459		4.6028237		5.716829		5.76831		6.3491096		1.2054021		-2.5168757		-2.0100145		-1.4199544		-1.824754		-1.5275685		-2.4763982		-1.4826663		0.26951456		-1.331634		-1.007206		-0.5058446		-0.867702		-0.61123705		-1.3082433		-0.5681939		No		Yes		Yes		TA106752_4565		TC419764		0

		A_99_P068905		4.7071095		3.4737198		3.9878483		3.802499		3.4659061		2.5922391		2.3517032		2.3541		3.463662		2.8467646		2.5997956		3.34017		-2.3639562		-1.8422651		-3.1083417		-2.7290504		-2.3676364		-1.5443023		-2.6172516		-1.3777643		-1.2412033		-0.8814807		-1.6361451		-1.4483991		-1.2434475		-0.6269553		-1.3880527		-0.46232915		Yes		No		No		CD490890		0		WHE3007_G12_N23ZT Wheat etiolated seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE3007_G12_N23, mRNA sequence [CD490890]

		A_99_P118545		5.27841		5.8111305		8.025269		7.0739675		5.132241		4.4476285		5.845858		7.0572643		5.0179114		4.4730706		5.7849507		6.718395		-1.1066271		-2.57309		-4.529684		-1.011645		-1.1978925		-2.5281112		-4.7250113		-1.279493		-0.14616919		-1.363502		-2.1794105		-0.016703129		-0.26049852		-1.3380599		-2.2403178		-0.35557222		Yes		Yes		Yes		CJ713605		TC448415		CJ713605 Y.Ogihara unpublished cDNA library Wh_VABA Triticum aestivum cDNA clone whva19f23 5', mRNA sequence [CJ713605]

		A_99_P551557		11.529523		12.185369		11.8132515		12.103329		12.12807		13.32054		12.977811		12.480233		12.026927		12.747147		13.135651		12.173022		1.5141908		2.1964474		2.2416475		1.2985526		1.4116712		1.4760873		2.5008163		1.0494938		0.598547		1.1351719		1.1645594		0.3769045		0.4974041		0.56177807		1.3223991		0.069693565		No		Yes		Yes		AK333638		TC440121		Triticum aestivum cDNA, clone: WT006_P13, cultivar: Chinese Spring [AK333638]

		A_99_P196448		4.782598		4.21295		5.463508		5.558413		8.7280855		10.555862		9.020747		7.0825653		9.762673		8.975921		9.548387		7.2369385		15.406716		81.17211		11.771605		2.8761766		31.561094		27.151697		16.969574		3.2010062		3.9454875		6.342912		3.557239		1.5241523		4.9800754		4.7629704		4.0848784		1.6785254		Yes		Yes		Yes		DR741240		TC434869		FGAS001171 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741240]

		A_99_P402952		3.6238062		4.9712615		4.3839455		4.205973		4.2833867		5.865608		6.181189		5.2595677		4.1596313		5.7169533		6.036432		5.560348		1.5796232		1.858768		3.4755554		2.0756953		1.4497709		1.6767781		3.1437497		2.556863		0.65958047		0.8943467		1.7972436		1.0535946		0.535825		0.7456918		1.6524863		1.3543749		Yes		No		No		AK331415		0		Triticum aestivum cDNA, clone: WT007_H02, cultivar: Chinese Spring [AK331415]

		A_99_P211701		6.540648		7.670654		6.4425163		7.402926		5.3390393		6.0124946		4.9255943		5.6682305		5.99095		6.2320824		5.1425204		5.826458		-2.29996		-3.1561358		-2.8617983		-3.3280923		-1.4637791		-2.7105234		-2.462282		-2.982388		-1.2016087		-1.6581593		-1.516922		-1.7346954		-0.5496979		-1.4385715		-1.2999959		-1.576468		Yes		Yes		Yes		TA54675_4565		TC438868		0

		A_99_P044304		5.052324		5.907458		5.8482056		6.172497		4.831303		4.751724		4.618173		4.868012		4.9017653		4.8520927		4.446541		4.959041		-1.1655579		-2.2279766		-2.3457227		-2.4699552		-1.1099991		-2.078244		-2.6420627		-2.3189242		-0.2210207		-1.1557341		-1.2300324		-1.3044848		-0.15055847		-1.0553651		-1.4016647		-1.2134557		No		Yes		Yes		X64618		TC421437		T.aestivum mRNA for heat shock protein 16.9B [X64618]

		A_99_P469487		7.4770207		6.883465		6.7728934		6.64988		6.5913234		5.793073		5.566784		5.9841633		7.014068		6.174835		6.0606103		6.005155		-1.8476576		-2.1293182		-2.3071463		-1.586356		-1.3783599		-1.634251		-1.638395		-1.563441		-0.88569736		-1.0903916		-1.2061095		-0.66571665		-0.4629526		-0.7086296		-0.71228313		-0.64472485		No		Yes		Yes		TA80851_4565		TC416267		Rep: Os04g0608100 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC416267]

		A_99_P202766		9.166077		8.9293995		8.026007		7.814068		7.9141045		8.056495		7.5034103		6.4500537		7.954647		8.39367		7.2670803		7.7360034		-2.3816679		-1.8313465		-1.4365382		-2.5740037		-2.3156698		-1.449675		-1.6922308		-1.0556009		-1.2519722		-0.8729048		-0.52259636		-1.3640141		-1.2114296		-0.5357294		-0.7589264		-0.07806444		Yes		No		No		TA51846_4565		TC409061		Rep: ATP synthase delta chain, chloroplast precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (55%) [TC409061]

		A_99_P194873		7.8762703		9.464134		9.119968		10.026895		6.0927587		6.5815887		6.2760816		7.546997		6.020676		7.2892		6.2043037		8.208084		-3.4426312		-7.374501		-7.1795173		-5.5785785		-3.6190076		-4.515652		-7.545752		-3.527902		-1.7835116		-2.8825455		-2.8438869		-2.4798975		-1.8555942		-2.1749344		-2.9156647		-1.8188105		Yes		Yes		Yes		AM743080		TC383979		Triticum aestivum mRNA for putative mixed beta glucan synthase (cslf6 gene), cultivar Cadenza [AM743080]

		A_99_P286301		8.785708		8.566991		7.625557		9.275164		7.929072		6.726177		6.738804		7.5293946		7.467293		7.54968		6.341019		7.8944097		-1.8108116		-3.58212		-1.8490101		-3.3537357		-2.4939208		-2.0241423		-2.43604		-2.6040442		-0.8566365		-1.8408136		-0.8867531		-1.745769		-1.3184156		-1.0173106		-1.2845378		-1.380754		Yes		No		No		TA77722_4565		TC382479		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC382479]

		A_99_P400372		1.6090621		1.594634		1.6148044		1.5904573		3.148616		6.4178452		6.9515076		3.7908576		7.1024547		4.6890073		7.7151017		3.282006		2.9070463		28.309439		40.411762		4.596069		45.048042		8.540812		68.60764		3.2300324		1.539554		4.823211		5.3367033		2.2004004		5.4933925		3.0943732		6.1002975		1.6915487		Yes		Yes		Yes		TA110535_4565		TC380302		Rep: Os04g0517700 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC380302]

		A_99_P432472		8.786292		8.8216505		8.652019		8.709152		8.431651		7.8676553		7.586473		8.336268		8.232812		8.253089		7.578729		8.555514		-1.2786673		-1.93723		-2.092961		-1.2949387		-1.4676217		-1.4830441		-2.1042256		-1.1123708		-0.35464096		-0.9539952		-1.0655456		-0.3728838		-0.55348015		-0.56856155		-1.0732894		-0.15363789		No		Yes		Yes		TA76865_4565		TC390430		Rep: OTU-like cysteine protease family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (33%) [TC390430]

		A_99_P547922		11.289205		10.525822		9.501921		10.07435		11.385617		11.618058		10.519315		10.052171		11.992214		11.331195		11.023021		10.209392		1.0691117		2.132043		2.0242593		-1.0154926		1.6278973		1.7475978		2.870098		1.0981241		0.09641266		1.0922365		1.0173941		-0.022179604		0.7030096		0.8053732		1.5211		0.13504124		No		Yes		Yes		TA92861_4565		TC451496		Rep: Os06g0283300 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC451496]

		A_99_P359201		4.9555817		4.4013886		4.008171		4.531065		5.122824		5.882217		4.276419		3.9778645		6.0588145		5.3359323		5.118379		3.8543036		1.1229101		2.7910893		1.2043445		-1.4673373		2.1483557		1.9112859		2.1587677		-1.5985472		0.16724253		1.4808283		0.26824808		-0.5532005		1.1032329		0.9345436		1.110208		-0.6767614		No		Yes		Yes		TA99743_4565		TC410061		Rep: Serine/threonine kinase-like protein ABC1036 - Hordeum vulgare var. distichum (Two-rowed barley), partial (22%) [TC410061]

		A_99_P381572		6.7315145		7.7826767		6.370257		6.7284856		7.3528924		8.915971		8.004783		7.817633		7.840904		8.46256		8.257659		7.542991		1.5383438		2.1935904		3.1048548		2.127483		2.1575437		1.6020099		3.699684		1.7586954		0.62137794		1.1332941		1.6345258		1.0891476		1.1093898		0.679883		1.887402		0.8145056		Yes		Yes		Yes		TA105914_4565		TC433454		Rep: Chloroplast lumen common protein family-like protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC433454]

		A_99_P447142		9.236838		9.124508		10.230855		9.461734		9.903253		9.888745		11.308679		9.86309		10.580689		9.447907		11.741886		9.597583		1.5871234		1.6984719		2.1108494		1.3207484		2.5382798		1.2512755		2.8501368		1.0987393		0.66641426		0.7642374		1.0778236		0.40135574		1.3438511		0.32339954		1.5110312		0.135849		No		Yes		Yes		TC401643		TC401643		Rep: Pleiotropic drug resistance protein 12 - Oryza sativa subsp. japonica (Rice), partial (4%) [TC401643]

		A_99_P379732		2.2513072		1.6918836		1.7180834		2.5516534		3.7359836		5.629583		4.32893		3.3439229		5.2554564		3.2480192		4.554569		2.1145563		2.798544		15.32377		6.10862		1.7317966		8.023041		2.9406512		7.1427784		-1.3538774		1.4846764		3.9376993		2.6108465		0.79226947		3.0041492		1.5561357		2.8364854		-0.43709707		Yes		Yes		Yes		TA105469_4565		TC374355		0

		A_99_P417077		3.9373448		3.4786575		2.9041536		3.785693		4.5158496		2.9700034		8.642221		4.5034647		2.5476124		3.2850363		8.154808		3.7061968		1.4933008		-1.4227223		53.37409		1.64464		-2.6203008		-1.1436306		38.071888		-1.056649		0.5785048		-0.5086541		5.7380676		0.71777177		-1.3897324		-0.19362116		5.250654		-0.079496145		No		Yes		Yes		TC378177		TC378177		Rep: Quinone-oxidoreductase QR2 - Triphysaria versicolor (Yellow owl's clover), partial (97%) [TC378177]

		A_99_P078085		5.46612		5.192407		6.0846734		5.9233317		5.3689055		4.61754		4.982446		4.605271		4.7800937		4.9347706		4.717125		4.7860146		-1.069706		-1.4895403		-2.1468587		-2.4933076		-1.6088458		-1.1955186		-2.5803173		-2.1997159		-0.09721422		-0.57486725		-1.1022272		-1.3180609		-0.6860261		-0.25763655		-1.3675485		-1.1373172		No		Yes		Yes		CK200327		0		FGAS008839 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK200327]

		A_99_P398217		9.834015		10.202825		12.361033		11.585838		9.997883		9.353838		9.715176		11.1999855		10.435468		9.311373		10.069844		11.207454		1.1202867		-1.8012353		-6.2586775		-1.3066319		1.5172437		-1.855042		-4.894594		-1.2998855		0.16386795		-0.8489866		-2.6458578		-0.3858528		0.6014528		-0.89145184		-2.2911892		-0.3783846		No		Yes		Yes		AK334617		TC422450		Triticum aestivum cDNA, clone: WT010_H21, cultivar: Chinese Spring [AK334617]

		A_99_P237191		12.275901		12.690221		12.347196		13.421974		13.852941		16.794062		16.145388		13.544026		14.542163		15.594513		16.187717		13.373535		2.98357		17.19409		13.911365		1.0882819		4.810751		7.4865036		14.325582		-1.0341454		1.5770397		4.103841		3.798192		0.12205219		2.266262		2.904292		3.8405218		-0.048439026		Yes		Yes		Yes		AF262980		TC417072		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P365266		4.1701636		4.224458		3.4939365		4.0910535		4.953631		6.191339		5.188339		4.689858		5.8878675		5.2233543		5.6787567		4.6181374		1.7212627		3.90922		3.2364287		1.514461		3.289125		1.9984703		4.546701		1.4410136		0.7834673		1.9668808		1.6944027		0.5988045		1.7177038		0.9988961		2.1848202		0.5270839		Yes		Yes		Yes		TA101790_4565		TC444130		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (11%) [TC444130]

		A_99_P088085		5.5750527		6.445745		5.4894843		5.628208		5.7968698		7.058651		7.123923		6.0717854		5.670734		6.915319		6.9103146		6.0774446		1.1662015		1.5293366		3.104667		1.3599724		1.0685698		1.3847005		2.6773956		1.3653175		0.22181702		0.612906		1.6344385		0.4435773		0.09568119		0.46957397		1.4208302		0.4492364		No		Yes		Yes		DR739834		TC411591		FGAS000101 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739834]

		A_99_P290046		10.493003		12.206612		12.633095		11.880021		9.411038		10.480472		10.429294		11.521694		9.835438		10.720979		10.757155		11.658982		-2.1169167		-3.3084145		-4.6069155		-1.2819384		-1.5774181		-2.8004		-3.6704054		-1.1655725		-1.0819645		-1.72614		-2.2038012		-0.3583269		-0.6575651		-1.4856329		-1.8759394		-0.22103882		Yes		Yes		Yes		TA78808_4565		TC420649		0

		A_99_P212391		6.8638344		4.7143316		4.2561593		4.293866		5.590669		3.1189687		2.9585497		2.528414		5.446148		4.524915		2.9003391		3.9238632		-2.4169126		-3.0217052		-2.4582124		-3.3998053		-2.6715674		-1.1403023		-2.5594258		-1.2923555		-1.2731652		-1.5953629		-1.2976096		-1.7654521		-1.4176865		-0.18941641		-1.3558202		-0.37000299		Yes		No		No		TA54984_4565		TC401983		Rep: Senescence-associated protein - Triticum aestivum (Wheat), partial (51%) [TC401983]

		A_99_P425222		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663		2.4359474		9.692587		40.55091		19.828873		13.759492		2.8161001		48.092785		7.7793136		1.284483		3.2768817		5.3416624		4.3095307		3.7823553		1.4936986		5.5877485		2.959643		Yes		Yes		Yes		TA77317_4565		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		A_99_P544962		7.0608783		7.396031		7.50118		7.593834		7.1344566		7.5320706		8.679299		7.2888875		7.19737		7.429338		9.26896		7.771499		1.0523236		1.0988845		2.262816		-1.2353728		1.0992289		1.0233552		3.4052951		1.131052		0.07357836		0.13603973		1.1781192		-0.30494642		0.13649178		0.033307076		1.7677798		0.17766523		No		Yes		Yes		TA93373_4565		TC450370		0

		A_99_P227976		10.925071		10.816384		10.657992		11.454303		11.8818865		13.202727		12.297817		12.124947		12.574912		12.130397		12.698413		12.147178		1.941021		5.228304		3.11628		1.5917832		3.1379912		2.486321		4.113654		1.6165016		0.9568157		2.386343		1.6398249		0.6706438		1.6498413		1.3140125		2.0404205		0.6928749		Yes		Yes		Yes		TA61039_4565		TC455016		0

		A_99_P319036		6.33515		6.686147		7.720206		7.840149		5.93149		5.9164042		6.6232543		7.4795938		5.8348517		5.651072		5.9832306		7.5564933		-1.3228595		-1.704966		-2.1390224		-1.2839199		-1.4145057		-2.0492203		-3.3333554		-1.2172754		-0.40365982		-0.76974297		-1.0969515		-0.36055517		-0.500298		-1.0350752		-1.7369752		-0.28365564		No		Yes		Yes		TA87238_4565		TC375607		Rep: Os01g0656600 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC375607]

		A_99_P535522		5.7247205		5.240953		6.1169076		5.544483		5.8025813		4.4916677		4.624133		5.3303113		5.1724734		4.866305		4.621985		5.064443		1.0554519		-1.6809598		-2.8142967		-1.1600379		-1.4663678		-1.2965232		-2.8184903		-1.3947824		0.07786083		-0.7492852		-1.4927745		-0.21417189		-0.55224705		-0.3746481		-1.4949226		-0.48004007		No		Yes		Yes		CD373863		TC446748		0

		A_99_P393247		6.443109		5.9535084		6.3567905		6.233917		5.7646203		5.1635547		5.658989		4.9013934		5.335222		5.1397495		4.948196		4.950254		-1.6004623		-1.7290189		-1.6220312		-2.5184286		-2.1552978		-1.7577853		-2.6547842		-2.4345636		-0.67848873		-0.7899537		-0.6978016		-1.3325238		-1.1078873		-0.81375885		-1.4085946		-1.2836633		Yes		No		No		TA108790_4565		TC387533		Rep: Os08g0162100 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC387533]

		A_99_P212726		12.021672		10.406306		11.31161		11.095237		11.039882		9.505261		10.558231		9.671166		10.782195		10.132533		10.357888		10.837317		-1.974915		-1.8674179		-1.6857363		-2.6834154		-2.3611295		-1.2089655		-1.9368631		-1.1957529		-0.98179054		-0.90104485		-0.75337887		-1.4240704		-1.2394772		-0.2737732		-0.953722		-0.2579193		Yes		No		No		TA55150_4565		TC371475		Rep: Isoform 2 of Q8S7E1  - Oryza sativa subsp. japonica (Rice), partial (63%) [TC371475]

		A_99_P158887		6.3946247		3.8002427		5.8505287		6.9641433		5.8892784		3.9371593		5.176009		5.2770195		5.5286446		3.8886719		4.4093533		6.2539883		-1.419464		1.0995526		-1.5960652		-3.2201407		-1.8225775		1.0632119		-2.7154202		-1.6359799		-0.5053463		0.13691664		-0.67451954		-1.6871238		-0.86598015		0.08842921		-1.4411755		-0.710155		No		Yes		Yes		EU276388		TC369587		Triticum aestivum cultivar Han You 118 TCER1 mRNA, complete cds [EU276388]

		A_99_P271131		6.135916		7.6046486		6.471254		6.556999		5.099599		6.233701		5.3011684		5.381189		5.135878		6.5721455		5.3279243		6.394606		-2.0509856		-2.5864036		-2.25025		-2.2591975		-2.000053		-2.0455704		-2.2089024		-1.1191419		-1.0363173		-1.3709474		-1.1700854		-1.1758103		-1.0000381		-1.0325031		-1.1433296		-0.1623931		Yes		No		No		AK335104		TC420607		Triticum aestivum cDNA, clone: WT012_B07, cultivar: Chinese Spring [AK335104]

		A_99_P548952		1.6182966		1.6017395		1.6172552		1.5988365		2.3313062		6.8032756		7.1454506		2.8607361		5.9923725		5.1922297		6.9640465		2.5046847		1.6392201		36.79751		46.147972		2.398113		20.736147		12.046067		40.695328		1.8736457		0.7130096		5.201536		5.5281954		1.2618996		4.374076		3.5904903		5.3467913		0.90584815		Yes		Yes		Yes		TC452133		TC452133		Rep: F28K19.1 - Arabidopsis thaliana (Mouse-ear cress), partial (3%) [TC452133]

		A_99_P207501		4.887852		5.201115		3.4924805		3.421255		3.9870281		4.4848003		2.4607525		1.8051621		4.1417294		4.727625		3.1931286		2.3551242		-1.8671322		-1.6429799		-2.0444715		-3.0654376		-1.6772791		-1.3884645		-1.2305915		-2.0938106		-0.90082407		-0.7163148		-1.031728		-1.616093		-0.74612284		-0.47349024		-0.29935193		-1.0661309		Yes		No		No		TA53301_4565		TC376980		0

		A_99_P138615		16.55114		17.154577		15.188789		16.440977		16.334795		16.549248		13.682189		16.395216		16.261995		16.606682		13.463786		16.07926		-1.1617864		-1.5213262		-2.8413968		-1.0322276		-1.2219155		-1.4619515		-3.3058088		-1.2849544		-0.21634483		-0.6053295		-1.5066004		-0.04576111		-0.28914452		-0.54789543		-1.7250032		-0.36171722		No		Yes		Yes		BT009307		TC428574		Triticum aestivum clone wlm1.pk0018.b5:fis, full insert mRNA sequence [BT009307]

		A_99_P229391		10.933932		10.824493		9.803817		9.875904		9.527196		9.681872		8.974486		8.781636		9.484333		10.107638		8.927394		9.865969		-2.651367		-2.2078178		-1.7768605		-2.135047		-2.7313218		-1.6435952		-1.8358178		-1.0069104		-1.4067364		-1.142621		-0.82933044		-1.0942678		-1.4495993		-0.71685505		-0.8764229		-0.009935379		Yes		No		No		TA61386_4565		TC411279		0

		A_99_P422272		5.379648		5.70599		5.452183		6.074757		5.129418		5.3888893		3.6977804		4.875931		5.9233875		4.96969		4.4204373		5.4772286		-1.189397		-1.2458242		-3.3738654		-2.2955284		1.4577459		-1.665898		-2.0444963		-1.5131222		-0.2502303		-0.31710052		-1.7544024		-1.1988263		0.5437393		-0.7363		-1.0317454		-0.59752846		No		Yes		Yes		TC382485		TC382485		Rep: Os01g0878800 protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC382485]

		A_99_P433217		9.0011835		9.249008		9.005794		9.126132		8.441141		8.288846		7.949839		8.778405		8.578706		8.796233		8.201157		8.987053		-1.4743125		-1.9455285		-2.0790932		-1.2725539		-1.3402274		-1.3686703		-1.7467062		-1.101202		-0.5600424		-0.96016216		-1.0559545		-0.34772682		-0.42247772		-0.452775		-0.80463696		-0.1390791		No		Yes		Yes		TC391055		TC391055		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC391055]

		A_99_P435677		12.767642		13.432242		13.430644		13.376517		12.021735		12.238716		12.23241		12.978897		12.105018		12.746686		12.44691		13.231201		-1.6770281		-2.2871108		-2.2945855		-1.3173331		-1.5829595		-1.6083221		-1.9775773		-1.105973		-0.74590683		-1.1935263		-1.1982336		-0.3976202		-0.66262436		-0.6855564		-0.98373413		-0.14531612		No		Yes		Yes		TC393079		TC393079		0

		A_99_P247881		8.308806		8.399329		8.243817		9.962377		9.288371		10.850266		12.395245		9.93794		10.824966		9.651489		12.468976		10.969913		1.9718703		5.467712		17.770683		-1.0170827		5.7205744		2.381978		18.702494		2.0104744		0.97956467		2.4509373		4.1514273		-0.02443695		2.51616		1.2521601		4.2251587		1.0075359		Yes		Yes		Yes		TA66531_4565		TC396071		Rep: Allene oxide synthase - Hordeum vulgare (Barley), partial (48%) [TC396071]

		A_99_P215601		14.229424		14.289769		13.201037		13.544805		13.930669		13.398396		11.180688		13.468236		13.75454		13.503499		11.131241		13.526105		-1.230083		-1.8549415		-4.0568204		-1.0545069		-1.3898065		-1.72461		-4.1982746		-1.013046		-0.29875565		-0.89137363		-2.0203495		-0.0765686		-0.47488403		-0.78627014		-2.0697966		-0.018699646		No		Yes		Yes		BE444567		TC437554		WHE1126_B04_C08ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1126_B04_C08, mRNA sequence [BE444567]

		A_99_P468347		12.072236		12.078406		11.783534		11.822883		11.713161		11.736256		12.955181		11.926974		12.12357		11.802951		12.286754		11.917721		-1.2826029		-1.2676449		2.2526872		1.0748174		1.0362229		-1.2103761		1.4173732		1.0679456		-0.3590746		-0.3421507		1.1716471		0.104091644		0.05133438		-0.27545547		0.5032196		0.09483814		No		Yes		Yes		TC413355		TC413355		0

		A_99_P240711		12.772185		12.9326935		12.863912		12.71877		12.36234		12.051812		11.730603		13.000801		12.864403		11.807251		11.91875		12.588458		-1.3285434		-1.8414999		-2.193612		1.2159054		1.0660074		-2.1816845		-1.9254048		-1.0945303		-0.40984535		-0.8808813		-1.1333084		0.28203106		0.092217445		-1.1254425		-0.9451618		-0.13031197		No		Yes		Yes		TA64663_4565		0		0

		A_99_P387627		7.836921		6.7488627		6.12464		7.195974		7.98674		7.4603467		7.064532		7.5038605		7.993857		7.519323		7.2249494		7.2221045		1.1094302		1.6374875		1.9183844		1.237893		1.1149166		1.7058138		2.1440067		1.0182774		0.1498189		0.71148396		0.9398918		0.3078866		0.15693569		0.7704601		1.1003094		0.026130676		No		Yes		Yes		TA107401_4565		TC448905		Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC448905]

		A_99_P173774		4.901493		5.072344		4.948397		5.6534524		4.9223533		3.5032208		4.4991646		4.4693217		4.207688		4.287253		3.8992054		4.7221637		1.0145643		-2.967243		-1.3653138		-2.2722642		-1.6175443		-1.7232009		-2.06937		-1.9069787		0.020860195		-1.569123		-0.44923258		-1.1841307		-0.6938052		-0.7850909		-1.0491917		-0.9312887		No		Yes		Yes		DR740065		TC368958		FGAS084993 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740065]

		A_99_P206721		10.832619		9.760312		8.940855		10.441437		11.083145		10.989455		10.895458		10.235488		11.872391		10.300267		10.807209		10.2504015		1.1896411		2.3442771		3.876093		-1.1534446		2.0559027		1.4539273		3.6460996		-1.1415826		0.25052643		1.2291431		1.9546032		-0.20594883		1.039772		0.53995514		1.866354		-0.19103527		No		Yes		Yes		TA53082_4565		TC443312		0

		A_99_P366517		5.932369		6.2035346		6.8324127		6.7364554		6.8845687		8.23704		8.307504		7.436826		8.076413		7.4398704		8.799396		7.452854		1.9348202		4.0939827		2.7800117		1.6249224		4.4199924		2.3559937		3.9094965		1.6430755		0.95219946		2.033505		1.475091		0.7003708		2.144044		1.2363358		1.9669828		0.7163987		Yes		Yes		Yes		TA102215_4565		0		0

		A_99_P340456		6.5118403		5.6065383		2.4052534		7.054256		4.7618446		3.3745642		1.748484		6.775657		5.310223		4.259964		1.6080861		6.253418		-3.3635757		-4.6977634		-1.5765483		-1.2130162		-2.2999735		-2.5430756		-1.7376859		-1.7421128		-1.7499957		-2.2319741		-0.6567694		-0.2785988		-1.2016172		-1.3465743		-0.7971673		-0.800838		Yes		No		No		EF028775		TC374270		Triticum aestivum CBFIVb-21.1 mRNA, complete cds [EF028775]

		A_99_P082640		5.1795335		4.639925		4.4548693		5.150188		3.792907		3.2257245		2.3591995		3.8231566		3.460664		4.3930826		2.9048016		4.634537		-2.6146657		-2.6651201		-4.2742453		-2.508859		-3.2917836		-1.1866071		-2.9283087		-1.4296389		-1.3866265		-1.4142005		-2.0956697		-1.3270314		-1.7188694		-0.24684238		-1.5500677		-0.51565075		Yes		No		No		TA102796_4565		TC374797		0

		A_99_P201276		8.02588		8.077187		8.216833		8.016084		7.7761		6.9728026		6.1199684		7.467873		7.4791236		7.1569953		6.483111		7.7929015		-1.1890255		-2.1500704		-4.277787		-1.4622709		-1.4607975		-1.8923662		-3.3258479		-1.1673055		-0.2497797		-1.104384		-2.0968647		-0.5482106		-0.54675627		-0.9201913		-1.7337222		-0.2231822		No		Yes		Yes		TA51341_4565		TC412582		0

		A_99_P105225		5.611923		5.6996055		5.4118047		5.5853677		4.930413		4.2021465		4.1943984		4.403826		4.5238137		4.5783167		4.4223013		5.090948		-1.603818		-2.8234496		-2.325283		-2.26819		-2.1259527		-2.1754122		-1.9855014		-1.4087539		-0.68151045		-1.4974589		-1.2174063		-1.1815414		-1.0881095		-1.1212888		-0.9895034		-0.49441957		Yes		Yes		Yes		TA107041_4565		TC407120		Rep: PPR-protein-like - Oryza sativa subsp. japonica (Rice), partial (17%) [TC407120]

		A_99_P528602		7.8350816		7.6254554		7.7801404		7.5238824		7.5955753		7.2454147		6.8793244		7.2847457		7.36037		7.4522223		6.7622147		7.3648114		-1.1805885		-1.3013785		-1.8671217		-1.1802862		-1.3896402		-1.1275826		-2.0250053		-1.1165679		-0.23950624		-0.38004065		-0.90081596		-0.2391367		-0.47471142		-0.17323303		-1.0179257		-0.15907097		No		Yes		Yes		CJ827882		TC443972		CJ827882 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal24k04 5', mRNA sequence [CJ827882]

		A_99_P063897		10.4291525		11.898857		13.285965		11.1562395		9.596136		8.609227		9.030077		9.249691		9.590663		9.765597		9.594951		9.095981		-1.781406		-9.778614		-19.105127		-3.749111		-1.788177		-4.3870764		-12.915345		-4.1706114		-0.8330164		-3.28963		-4.255888		-1.9065485		-0.83848953		-2.1332598		-3.6910143		-2.0602589		Yes		Yes		Yes		AY910580		TC394735		Triticum aestivum expansin EXPA10 mRNA, complete cds [AY910580]

		A_99_P225476		8.119952		7.381538		6.3914638		6.8703175		9.006902		8.601311		10.966756		10.185016		8.267171		8.218818		9.725732		7.3317		1.8492619		2.3291004		23.839666		9.950011		1.1074325		1.7866782		10.085901		1.3768605		0.88694954		1.2197728		4.575292		3.3146982		0.1472187		0.8372798		3.334268		0.4613824		Yes		Yes		Yes		CJ778677		TC372166		CJ778677 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26j10 5', mRNA sequence [CJ778677]

		A_99_P543207		5.151358		5.3796387		4.1632047		4.5209613		6.4250298		7.6264434		6.772904		5.6723595		6.9309196		6.686008		7.118953		5.8131905		2.417761		4.7463045		6.103764		2.2212906		3.4332182		2.4731836		7.758343		2.4490619		1.2736716		2.2468047		2.6096992		1.1513982		1.7795615		1.3063693		2.9557486		1.2922292		Yes		Yes		Yes		TC449712		TC449712		0

		A_99_P288186		9.058387		9.054601		9.326571		9.573894		8.364087		8.004298		7.188761		9.163334		8.71267		8.081937		7.2771716		9.118361		-1.6180989		-2.070964		-4.4009356		-1.3292013		-1.2707819		-1.9624609		-4.1393375		-1.3712884		-0.6942997		-1.0503025		-2.1378102		-0.41055965		-0.34571648		-0.9726639		-2.0493999		-0.45553207		Yes		Yes		Yes		TA78283_4565		TC373625		Rep: Potassium transporter - Phragmites australis (Common reed), partial (16%) [TC373625]

		A_99_P122190		4.4524884		3.9370463		2.779021		2.947633		4.381446		5.10183		3.717542		3.676432		5.599378		4.802179		4.5161285		3.4912179		-1.0504755		2.241996		1.9165623		1.6572587		2.2143598		1.8215071		3.3336613		1.4575899		-0.07104254		1.1647837		0.9385209		0.72879887		1.1468897		0.8651326		1.7371075		0.5435848		Yes		No		No		CJ645417		TC439759		CJ645417 Y.Ogihara unpublished cDNA library Wh_EMI Triticum aestivum cDNA clone whei1o24 5', mRNA sequence [CJ645417]

		A_99_P080785		6.611078		4.917454		5.579185		5.580911		7.3585663		7.906317		7.6324143		5.478658		9.101627		8.520738		7.762011		5.8166337		1.6788677		7.9384837		4.1503396		-1.0734485		5.61992		12.153365		4.540421		1.1774963		0.7474885		2.9888635		2.0532293		-0.10225296		2.4905496		3.603284		2.182826		0.23572254		Yes		No		No		CN011234		0		WHE3881_F10_L19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3881_F10_L19, mRNA sequence [CN011234]

		A_99_P467447		10.622306		10.182964		9.193522		9.987052		10.194655		9.427973		8.129476		9.197312		9.78503		9.926586		7.9934444		9.657475		-1.3450413		-1.6876217		-2.0907881		-1.7287624		-1.7866728		-1.1944762		-2.2975209		-1.2566445		-0.42765045		-0.75499153		-1.0640469		-0.7897396		-0.8372755		-0.25637817		-1.200078		-0.3295765		No		Yes		Yes		CJ600050		TC416769		Rep: Chromosome chr2 scaffold_97, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC416769]

		A_99_P138019		5.4077897		4.060163		3.3435526		4.5789886		6.6100235		6.393463		5.1441455		4.383453		7.123825		5.4173255		4.999803		4.2154384		2.3009567		5.039568		3.4836335		-1.1451492		3.2853234		2.561808		3.1519628		-1.2865881		1.2022338		2.3333		1.8005929		-0.19553566		1.7160354		1.3571625		1.6562505		-0.3635502		Yes		Yes		Yes		CV776220		0		FGAS070624 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776220]

		A_99_P494877		12.856598		13.055038		13.347362		13.451794		13.43497		13.776292		14.282296		13.539673		13.870643		13.402732		14.504542		13.494016		1.4931633		1.6486137		1.911804		1.0628066		2.0195653		1.2725245		2.230212		1.0296985		0.578372		0.7212534		0.9349346		0.08787918		1.0140448		0.34769344		1.1571808		0.042222023		No		Yes		Yes		TA62085_4565		TC429462		0

		A_99_P337296		7.3574924		7.204058		7.6282043		7.9748197		8.944443		11.004037		9.564654		8.763917		9.831506		8.577157		9.904141		8.48361		3.0041363		13.928604		3.8276265		1.7279929		5.555872		2.5902634		4.843121		1.4228568		1.5869503		3.7999787		1.93645		0.7890973		2.4740133		1.3730989		2.275937		0.5087905		Yes		Yes		Yes		CV765798		TC384258		FGAS060185 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765798]

		A_99_P253456		9.616296		10.034228		9.500518		9.74457		9.980723		10.708051		10.481548		10.198155		10.330745		10.364299		10.681428		10.056271		1.2873707		1.5952941		1.9738748		1.3694396		1.6408564		1.2570748		2.2671976		1.24117		0.36442757		0.6738224		0.98103046		0.45358562		0.7144489		0.3300705		1.1809101		0.31170082		No		Yes		Yes		AK332098		TC373920		Triticum aestivum cDNA, clone: WT003_C07, cultivar: Chinese Spring [AK332098]

		A_99_P243486		12.327632		12.304713		11.129002		11.051917		10.91801		11.036603		10.406742		9.893871		10.910155		11.647965		10.308267		11.210663		-2.6566758		-2.408459		-1.6497638		-2.2315495		-2.671179		-1.5765247		-1.7663056		1.1163162		-1.4096222		-1.2681103		-0.7222595		-1.1580458		-1.4174767		-0.6567478		-0.820735		0.15874577		Yes		No		No		D38485		TC372186		Triticum aestivum mRNA for Ps16 protein, complete cds [D38485]

		A_99_P227421		10.741721		10.40433		9.525734		9.968085		9.799548		9.194271		9.1548395		8.382599		9.602763		9.647584		8.854575		9.779582		-1.9214201		-2.3134713		-1.2931544		-3.0010896		-2.202219		-1.6896756		-1.5923514		-1.1395808		-0.942173		-1.2100592		-0.37089443		-1.5854864		-1.138958		-0.7567463		-0.6711588		-0.18850327		Yes		No		No		TA60811_4565		TC389789		Rep: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II - Hordeum vulgare (Barley), partial (65%) [TC389789]

		A_99_P507352		2.0391722		3.0938847		2.2698507		3.4887676		3.1850288		4.5951715		4.2983923		3.7853782		4.697461		4.599074		4.82324		4.170795		2.2127748		2.830951		4.079922		1.2282554		6.312839		2.838619		5.870116		1.6043928		1.1458566		1.5012867		2.0285416		0.2966106		2.658289		1.5051892		2.553389		0.68202734		Yes		Yes		Yes		AK333330		TC434915		Triticum aestivum cDNA, clone: WT006_D10, cultivar: Chinese Spring [AK333330]

		A_99_P255856		9.161449		8.07925		6.468839		6.148477		8.808675		8.287627		10.528745		8.394908		9.326947		8.372598		10.926692		8.212498		-1.2770143		1.1553875		16.67836		4.7450747		1.121553		1.2254803		21.975939		4.1815004		-0.35277462		0.20837688		4.0599055		2.2464309		0.16549778		0.29334736		4.457853		2.0640206		Yes		Yes		Yes		TA68789_4565		TC432470		Rep: Peroxidase 10 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (76%) [TC432470]

		A_99_P346351		5.140802		5.023004		5.395603		5.15692		4.1153464		3.8890126		4.3099504		3.9075234		3.5302494		3.6010115		3.555803		3.9208367		-2.0356019		-2.194651		-2.1223357		-2.3774197		-3.0536878		-2.6795533		-3.5796044		-2.3555815		-1.0254555		-1.1339915		-1.0856528		-1.2493966		-1.6105525		-1.4219925		-1.8398001		-1.2360833		Yes		No		No		TA95603_4565		TC437914		Rep: Laccase - Liriodendron tulipifera (Tuliptree) (Tulip poplar), partial (14%) [TC437914]

		A_99_P505304		3.1142464		1.7714944		1.6534287		1.6276913		3.6178663		2.83004		4.839918		3.782789		3.0244782		2.7053998		3.4065964		1.947765		1.4177665		2.0828307		9.10393		4.453988		-1.0641992		1.9104406		3.3709793		1.2483944		0.5036199		1.0585456		3.1864896		2.1550977		-0.08976817		0.93390536		1.7531677		0.32007372		Yes		Yes		Yes		Y09917		TC434054		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P106045		7.2372117		8.191243		7.5100694		8.152791		7.5678864		8.906747		9.902599		8.515162		7.2540708		8.869442		9.397862		8.019673		1.2576014		1.6420565		5.2507734		1.2855372		1.0117544		1.6001408		3.700687		-1.0966611		0.33067465		0.7155037		2.39253		0.36237144		0.016859055		0.6781988		1.8877931		-0.13311768		No		Yes		Yes		CK170455		TC374817		FGAS045356 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170455]

		A_99_P012999		13.327957		13.604421		12.570865		13.412263		12.659974		12.04966		10.933723		11.848269		12.561131		12.673335		10.563811		12.160157		-1.5888501		-2.9378505		-3.1104887		-2.9567115		-1.701523		-1.9067101		-4.019604		-2.3818882		-0.66798306		-1.5547609		-1.6371412		-1.5639935		-0.7668266		-0.9310856		-2.0070534		-1.2521057		Yes		Yes		Yes		DQ435672		TC428533		Triticum aestivum alpha tubulin-1B (TUBA-1B) mRNA, complete cds [DQ435672]

		A_99_P468282		4.065519		4.666648		4.4284472		4.074873		3.3259041		3.1588125		3.315711		2.2943165		2.8170726		2.836339		2.8088703		3.0556736		-1.6697298		-2.8438303		-2.162554		-3.4355867		-2.375854		-3.556132		-3.072849		-2.026794		-0.7396147		-1.5078354		-1.1127362		-1.7805564		-1.2484462		-1.8303089		-1.6195769		-1.0191994		Yes		No		No		BE213639		TC415568		0

		A_99_P511722		10.396337		11.644929		12.45593		12.247402		9.5261135		9.625226		9.901057		11.492322		9.4921465		10.370517		10.476512		11.5062		-1.8279455		-4.0550027		-5.8761554		-1.6877254		-1.8714936		-2.4190023		-3.943339		-1.6715684		-0.87022305		-2.019703		-2.5548725		-0.7550802		-0.90419006		-1.2744122		-1.9794178		-0.74120235		Yes		Yes		Yes		TC436852		TC436852		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (19%) [TC436852]

		A_99_P259710		7.68359		7.634295		8.128597		7.984032		7.168251		6.851401		7.0910983		7.472824		7.1801953		7.1077914		7.0225053		7.3588486		-1.4293299		-1.720579		-2.0526662		-1.4252431		-1.4175451		-1.440434		-2.1526175		-1.542407		-0.5153389		-0.78289413		-1.037499		-0.51120806		-0.5033946		-0.52650356		-1.106092		-0.6251836		No		Yes		Yes		AF069309		TC423365		Triticum aestivum vacuolar invertase (WIVRV) mRNA, partial cds [AF069309]

		A_99_P158477		9.534575		10.185857		9.358491		10.190379		8.672913		8.768413		8.504102		8.992661		8.867251		9.236819		8.584474		9.265707		-1.8171315		-2.671119		-1.8079932		-2.293765		-1.5881245		-1.9305843		-1.710025		-1.8982528		-0.86166286		-1.4174442		-0.8543892		-1.1977177		-0.66732407		-0.94903755		-0.77401733		-0.9246721		Yes		Yes		Yes		CK210842		TC433523		FGAS022669 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210842]

		A_99_P490182		4.2057395		4.8710914		4.8173203		4.130625		3.6015403		4.7907014		6.10009		5.303756		4.5394783		5.161635		6.7311063		5.204901		-1.5201347		-1.0573038		2.4330564		2.2550063		1.2602752		1.223101		3.767966		2.1056657		-0.6041992		-0.08038998		1.2827697		1.1731315		0.3337388		0.29054356		1.9137859		1.0742764		No		Yes		Yes		BJ257870		TC427271		0

		A_99_P207791		7.0914783		6.868637		6.600446		7.274929		7.4543586		7.941677		7.611983		7.497293		7.618551		7.7664027		7.678201		7.4084644		1.2859907		2.1038618		2.0160573		1.1666436		1.4410021		1.8631781		2.110749		1.0969785		0.36288023		1.07304		1.0115366		0.22236395		0.5270724		0.89776564		1.077755		0.13353539		No		Yes		Yes		AK334383		TC383133		Triticum aestivum cDNA, clone: WT009_D22, cultivar: Chinese Spring [AK334383]

		A_99_P509137		8.63605		8.99593		9.026012		9.395998		7.7031956		7.7123313		8.016055		8.536867		7.7533364		8.463612		8.57219		9.126599		-1.9090496		-2.4344542		-2.0138514		-1.8139452		-1.8438404		-1.4462512		-1.3696641		-1.2053053		-0.93285465		-1.2835984		-1.0099573		-0.85913086		-0.8827138		-0.5323181		-0.45382214		-0.2693987		Yes		Yes		Yes		0		0		0

		A_99_P542852		11.683616		11.054283		10.732997		11.233157		10.9997835		10.532083		8.967304		10.776782		10.983887		10.609538		9.462783		10.691607		-1.6064011		-1.4361441		-3.4003723		-1.37209		-1.6241996		-1.3610736		-2.4119735		-1.4555352		-0.68383217		-0.5222006		-1.7656927		-0.45637512		-0.69972897		-0.44474506		-1.2702141		-0.5415497		No		Yes		Yes		TC449518		TC449518		Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 1 - Oryza sativa subsp. indica (Rice), partial (24%) [TC449518]

		A_99_P407642		13.583923		13.655002		13.55313		13.704947		12.898469		12.356647		11.892036		13.05252		13.250159		13.149367		12.638168		13.111951		-1.6082084		-2.4594831		-3.162562		-1.571811		-1.2602973		-1.4197475		-1.8855191		-1.5083765		-0.68545437		-1.2983551		-1.6610937		-0.6524277		-0.33376408		-0.5056343		-0.9149618		-0.5929966		Yes		Yes		Yes		TC369712		TC369712		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (92%) [TC369712]

		A_99_P222176		9.595333		9.303928		10.749656		11.13852		9.880087		8.94085		10.360014		11.200742		9.300906		8.489944		9.527855		11.483589		1.2182024		-1.2861671		-1.310068		1.0440723		-1.2263978		-1.7580595		-2.3323767		1.2702117		0.2847538		-0.36307812		-0.38964176		0.062221527		-0.29442692		-0.8139839		-1.2218008		0.34506893		No		Yes		Yes		TA59085_4565		TC395199		Rep: Os03g0751600 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC395199]

		A_99_P496902		4.98907		4.8447604		5.3262		4.5890346		3.7766778		3.863289		3.9432204		3.9443524		3.5748708		3.5301905		3.5013382		3.6395352		-2.3172152		-1.974478		-2.6080647		-1.5633948		-2.6651175		-2.4872818		-3.5427306		-1.9312024		-1.2123921		-0.9814713		-1.3829796		-0.64468217		-1.4141991		-1.31457		-1.8248618		-0.94949937		Yes		No		No		CK166816		TC430354		Rep: Os03g0713100 protein - Oryza sativa subsp. japonica (Rice), partial (48%) [TC430354]

		A_99_P185849		11.098741		10.875789		10.272977		10.782414		10.367097		9.362636		9.046586		9.566344		9.592711		10.377763		8.380519		10.502084		-1.6605299		-2.854332		-2.3398092		-2.3231304		-2.840272		-1.4122797		-3.7126722		-1.2144732		-0.7316437		-1.5131531		-1.2263908		-1.2160702		-1.5060291		-0.4980259		-1.892458		-0.28033066		Yes		No		No		CA746392		TC371208		wri2s.pk007.m7 wri2s Triticum aestivum cDNA clone wri2s.pk007.m7 5' end, mRNA sequence [CA746392]

		A_99_P445647		2.1384587		1.9086529		4.801651		1.5891272		4.3798637		6.7852273		5.451861		4.2829366		5.8558		3.128313		6.7893047		3.4985049		4.7285733		29.376173		1.5693965		6.4701962		13.153195		2.3289185		3.965915		3.7564702		2.241405		4.8765745		0.6502099		2.6938095		3.7173414		1.2196602		1.9876537		1.9093777		Yes		No		No		CD916675		TC400635		Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat), complete [TC400635]

		A_99_P207531		2.569962		3.821801		4.0861316		3.329152		3.7609832		4.8957424		5.662209		5.7452416		4.5235133		4.462448		5.7704887		5.0216756		2.283143		2.105177		2.981581		5.337224		3.873268		1.5590284		3.2139716		3.2322156		1.1910212		1.0739415		1.5760775		2.4160895		1.9535513		0.6406472		1.6843572		1.6925235		Yes		No		No		TA53310_4565		TC404795		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC404795]

		A_99_P364791		9.111355		9.813901		10.541209		10.354713		8.341741		8.15184		8.581046		9.558187		8.1285925		9.222485		8.827774		9.936067		-1.7048138		-3.1646824		-3.8910596		-1.7369148		-1.9762458		-1.5067252		-3.2794075		-1.3366733		-0.7696142		-1.6620607		-1.9601631		-0.7965269		-0.98276234		-0.59141636		-1.7134352		-0.4186468		Yes		Yes		Yes		TA101628_4565		TC439719		0

		A_99_P280846		9.486604		9.685932		9.506169		9.040145		9.691665		10.255843		10.650202		9.271679		9.992233		10.0676		10.667679		8.954877		1.152735		1.484432		2.2099788		1.1740826		1.4197427		1.3028474		2.2369137		-1.0608848		0.20506096		0.569911		1.1440325		0.231534		0.50562954		0.3816681		1.1615095		-0.08526802		No		Yes		Yes		TA76128_4565		TC386540		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC386540]

		A_99_P197796		12.8591385		12.63649		11.944123		10.228002		12.075639		10.963048		8.1392975		8.854346		11.169316		11.981549		8.069798		8.876552		-1.7213014		-3.1897469		-13.975478		-2.5912628		-3.2261693		-1.5745511		-14.665199		-2.5516846		-0.7834997		-1.6734419		-3.8048258		-1.3736553		-1.6898222		-0.6549406		-3.8743248		-1.35145		Yes		No		No		TA50070_4565		TC451064		Rep: Germin-like protein 2a - Hordeum vulgare var. distichum (Two-rowed barley), complete [TC451064]

		A_99_P265761		7.29015		3.92228		5.2492185		5.2101555		6.8780656		5.6501117		8.156413		9.346728		6.4275727		5.221269		7.7999406		7.278319		-1.330607		3.312296		7.5015807		17.58865		-1.8182838		2.4605641		5.859275		4.193525		-0.41208458		1.7278316		2.9071946		4.136573		-0.86257744		1.298989		2.5507221		2.0681634		Yes		No		No		TA71620_4565		TC421586		Rep: Xyloglucan endotransglycosylase - Musa acuminata (Banana), partial (21%) [TC421586]

		A_99_P442447		3.4588754		3.4244823		4.6458573		5.0746217		4.9958463		4.933018		5.3713956		5.0013776		6.148867		5.474935		5.041613		5.2616076		2.9018457		2.8452115		1.6535175		-1.0520798		6.453097		4.1423593		1.3156317		1.1383829		1.5369709		1.5085359		0.72553825		-0.073244095		2.6899917		2.0504527		0.39575577		0.18698597		Yes		No		No		TC398214		TC398214		0

		A_99_P561147		13.860313		14.556581		13.943919		13.824529		13.303764		13.748553		12.309143		14.098546		13.988805		14.173667		13.02489		13.9140625		-1.470747		-1.7508157		-3.1053936		1.2091702		1.09315		-1.3039726		-1.8908426		1.0640264		-0.5565491		-0.80802727		-1.6347761		0.27401733		0.1284914		-0.3829136		-0.91902924		0.089533806		No		Yes		Yes		AK334976		TC456481		Triticum aestivum cDNA, clone: WT011_L02, cultivar: Chinese Spring [AK334976]

		A_99_P312786		10.467554		8.64087		11.55565		11.9426155		10.052865		7.9994144		10.543313		11.273524		9.869578		8.008988		10.233531		11.783084		-1.3330114		-1.5599023		-2.0171757		-1.5900711		-1.5135913		-1.5495849		-2.5003304		-1.1169244		-0.41468906		-0.64145565		-1.0123367		-0.6690912		-0.59797573		-0.6318817		-1.3221188		-0.1595316		No		Yes		Yes		TA85451_4565		TC383118		Rep: Chromosome chr10 scaffold_297, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC383118]

		A_99_P532617		3.4233487		2.731231		6.107329		5.3217397		1.6689166		1.685184		2.521557		3.9344206		3.3928254		1.6694312		2.9495347		4.3627086		-3.3739347		-2.0648644		-12.006734		-2.6159213		-1.0213826		-2.0875342		-8.924642		-1.9440039		-1.7544321		-1.046047		-3.5857718		-1.3873191		-0.0305233		-1.0617998		-3.1577942		-0.9590311		Yes		Yes		Yes		CJ535682		TC445512		Rep: Os04g0177300 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC445512]

		A_99_P163117		12.779382		12.756195		13.113917		12.996601		13.514445		15.105859		14.34135		13.022721		13.92828		14.354599		14.754735		13.28479		1.6644708		5.0970545		2.3414986		1.01827		2.2174447		3.0280812		3.1184251		1.2211064		0.73506355		2.3496637		1.2274323		0.026120186		1.1488981		1.5984039		1.6408176		0.28818893		Yes		Yes		Yes		AK332726		TC445779		Triticum aestivum cDNA, clone: WT004_L11, cultivar: Chinese Spring [AK332726]

		A_99_P325136		11.671277		12.198028		10.535469		10.5476		9.970543		10.515629		8.900022		9.677336		9.862932		11.218814		8.923625		10.8921995		-3.2506633		-3.2096117		-3.106839		-1.8279974		-3.5024023		-1.9713907		-3.0564227		1.2697986		-1.7007341		-1.6823988		-1.6354475		-0.87026405		-1.8083448		-0.9792137		-1.6118441		0.34459972		Yes		No		No		TA89085_4565		TC448638		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC448638]

		A_99_P218306		10.107936		10.045595		9.427227		10.142423		10.015376		10.447324		10.36048		9.966088		10.788537		10.632283		10.808589		10.253404		-1.0662605		1.3210899		1.9095773		-1.130009		1.6028074		1.5017952		2.6051419		1.0799624		-0.092559814		0.40172863		0.9332533		-0.17633438		0.6806011		0.58668804		1.381362		0.11098099		No		Yes		Yes		TA57506_4565		0		0

		A_99_P528777		3.308961		3.0887203		3.5901196		3.836078		5.490736		9.893153		7.769316		6.578278		7.0704675		7.2554517		8.009585		5.6938615		4.5371146		111.773384		18.116049		6.6908994		13.56208		17.960197		21.398918		3.6245039		2.181775		6.804433		4.1791964		2.7422001		3.7615066		4.1667314		4.419466		1.8577836		Yes		Yes		Yes		CA703311		TC444015		Rep: Os09g0501100 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC444015]

		A_99_P346306		1.9999937		1.7484246		2.8831766		1.6904377		1.9322525		2.8094418		10.075254		6.827948		3.6488311		2.7822838		10.373628		6.6759486		-1.0480744		2.086402		146.2282		35.200165		3.1358085		2.047494		179.82513		31.68023		-0.067741156		1.0610172		7.1920776		5.1375103		1.6488374		1.0338591		7.490451		4.985511		Yes		Yes		Yes		TA95587_4565		0		0

		A_99_P528562		9.833598		10.03015		10.099431		9.608047		9.401519		8.786775		8.906238		9.069835		8.960889		9.549407		8.699071		9.174725		-1.3491768		-2.3675187		-2.2865832		-1.4521714		-1.8310983		-1.3954625		-2.6396747		-1.3503393		-0.43207932		-1.2433758		-1.1931934		-0.5382118		-0.8727093		-0.4807434		-1.4003601		-0.43332195		No		Yes		Yes		TC443960		TC443960		Rep: TonB-dependent receptor - Caulobacter crescentus (Caulobacter vibrioides), partial (3%) [TC443960]

		A_99_P008441		2.7224436		3.4698362		6.822914		6.7722955		2.8706486		3.1336393		5.15308		5.80996		3.064451		2.1086414		4.0692544		6.486677		1.1081898		-1.2624243		-3.18178		-1.9484618		1.267519		-2.5689785		-6.744258		-1.2189325		0.14820504		-0.3361969		-1.6698341		-0.9623356		0.3420074		-1.3611948		-2.7536597		-0.2856183		No		Yes		Yes		TA92065_4565		TC432657		Rep: MATE efflux family protein - Chlamydomonas reinhardtii, partial (5%) [TC432657]

		A_99_P292516		9.359033		10.362603		9.965067		10.832153		8.414695		8.860872		9.505092		9.598995		9.57528		9.008151		9.694732		9.626448		-1.9243054		-2.8318226		-1.3755182		-2.3508103		1.1617081		-2.557		-1.2060881		-2.3065007		-0.94433784		-1.5017309		-0.45997524		-1.2331581		0.21624756		-1.3544521		-0.2703352		-1.2057056		Yes		No		No		TA79515_4565		TC414211		Rep: Phosphoinositide-specific phospholipase C P25 - Glycine max (Soybean), partial (54%) [TC414211]

		A_99_P392122		6.2290707		5.761585		4.9909267		5.3460994		6.9921837		8.133353		7.254385		5.9835153		8.040751		7.254706		7.909345		5.765339		1.6971488		5.1757503		4.80141		1.5555404		3.5105104		2.8149722		7.5601687		1.3372225		0.763113		2.371768		2.2634583		0.6374159		1.8116808		1.4931207		2.9184184		0.41923952		Yes		Yes		Yes		TA108510_4565		TC420069		0

		A_99_P110560		5.2294593		4.5061884		5.7482076		5.525316		4.429457		3.6451817		4.7459984		2.9921772		2.4114869		3.0810368		3.0665045		2.9927409		-1.7411036		-1.8163053		-2.0030649		-5.788297		-7.0517063		-2.6854272		-6.4161286		-5.7860365		-0.8000021		-0.86100674		-1.0022092		-2.533139		-2.8179724		-1.4251516		-2.681703		-2.5325754		Yes		No		No		DR735103		0		FGAS080792 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735103]

		A_99_P284851		13.776797		13.728192		12.983006		12.60347		12.771211		12.629922		11.974915		10.799577		12.601067		13.01546		11.858167		12.199226		-2.0077598		-2.1409786		-2.0112479		-3.4916117		-2.2590728		-1.638905		-2.1807718		-1.3233948		-1.0055866		-1.0982704		-1.008091		-1.8038931		-1.1757307		-0.7127323		-1.1248388		-0.40424347		Yes		No		No		TA77312_4565		TC411976		0

		A_99_P133530		7.076241		7.0001316		5.9312663		6.055382		5.7989106		5.2895036		4.862232		4.386555		5.652588		5.9450936		4.7082543		5.6230493		-2.4239004		-3.2730327		-2.0980282		-3.1795588		-2.6826394		-2.0777729		-2.3343356		-1.3494135		-1.2773304		-1.710628		-1.0690341		-1.6688266		-1.4236531		-1.055038		-1.223012		-0.43233252		Yes		No		No		CX536017		TC440100		kpw Chinese Spring wheat immature spikelet cDNA Triticum aestivum cDNA 5' similar to related to Mg++-cheletase subunit, mRNA sequence [CX536017]

		A_99_P122945		1.7146044		1.8125979		1.587668		1.5703382		1.6166458		2.242689		3.8463523		1.7572613		2.8345177		2.0942183		4.2069106		2.0298266		-1.0702579		1.3473185		4.7855487		1.1383333		2.1733391		1.2155594		6.1442747		1.3750541		-0.097958565		0.43009102		2.2586844		0.18692303		1.1199133		0.28162038		2.6192427		0.4594884		Yes		Yes		Yes		EB513603		0		Ta08_07n07_R Ta08_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta08_07n07, mRNA sequence [EB513603]

		A_99_P513042		11.396526		11.154259		10.487064		9.961411		10.548233		10.141599		9.6193285		8.135567		10.135081		10.511489		9.3152895		9.479633		-1.8003699		-2.0176277		-1.8247968		-3.5451453		-2.3973575		-1.5613239		-2.2528868		-1.3964638		-0.8482933		-1.01266		-0.86773586		-1.8258448		-1.261445		-0.6427698		-1.1717749		-0.48177814		Yes		No		No		AK331910		TC437430		Triticum aestivum cDNA, clone: WT002_K19, cultivar: Chinese Spring [AK331910]

		A_99_P512082		4.4352303		3.6220522		4.2683225		4.728405		4.5442457		3.5098774		3.9877846		3.4605103		3.963308		4.0059605		2.9898272		3.685426		1.078492		-1.0808563		-1.2146477		-2.4080992		-1.3869561		1.304872		-2.4258583		-2.060478		0.109015465		-0.11217475		-0.28053784		-1.2678947		-0.47192216		0.38390827		-1.2784953		-1.042979		No		Yes		Yes		GH732220		TC385668		OV.104L02F010202 OV Triticum aestivum cDNA clone OV104L02, mRNA sequence [GH732220]

		A_99_P449692		7.3824997		7.68574		10.186095		7.9619765		8.1269865		10.335477		10.43345		9.162332		8.662097		8.20176		11.195867		8.5369005		1.6753782		6.275528		1.1870284		2.2979622		2.427712		1.4300051		2.013592		1.489599		0.7444868		2.649737		0.2473545		1.200355		1.2795973		0.5160203		1.0097713		0.574924		Yes		No		No		CJ618019		TC403468		Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa subsp. japonica (Rice), partial (94%) [TC403468]

		A_99_P438582		9.443127		9.402968		9.620843		9.639283		8.826929		8.450631		8.397361		9.159968		8.900676		8.622736		8.621227		9.315854		-1.5328299		-1.935005		-2.3350964		-1.3940814		-1.4564446		-1.7174076		-1.9994673		-1.2513012		-0.6161976		-0.95233727		-1.2234821		-0.4793148		-0.5424509		-0.7802324		-0.99961567		-0.3234291		No		Yes		Yes		TC395234		TC395234		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (55%) [TC395234]

		A_99_P355871		5.0392604		4.327379		8.81858		8.001423		6.503166		4.657967		9.855531		9.75408		5.552204		4.582426		8.457814		9.205407		2.7585418		1.2575257		2.0518868		3.369786		1.4269589		1.1933745		-1.2841071		2.30375		1.4639058		0.33058786		1.0369511		1.7526569		0.51294374		0.25504684		-0.36076546		1.2039843		Yes		No		No		TA98603_4565		TC405377		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (57%) [TC405377]

		A_99_P176931		9.922782		8.549724		7.587906		9.608021		9.925817		10.011516		9.18234		9.124931		10.75525		10.3658495		9.219106		9.634511		1.0021056		2.754503		3.0197597		-1.3977336		1.780729		3.5213432		3.0977051		1.0185312		0.0030345917		1.461792		1.5944338		-0.48308945		0.83246803		1.8161259		1.6311998		0.026490211		Yes		No		No		EU665427		TC377989		Triticum aestivum WRKY14 transcription factor mRNA, complete cds [EU665427]

		A_99_P569492		10.900418		11.417366		11.263107		10.439712		10.948392		10.966741		10.245891		10.423125		10.851937		10.950687		10.143954		10.393853		1.0338118		-1.3666326		-2.0240104		-1.0115631		-1.0341755		-1.3819243		-2.172194		-1.0322973		0.047973633		-0.45062542		-1.0172167		-0.016586304		-0.048480988		-0.46667862		-1.119153		-0.045858383		No		Yes		Yes		TC459635		TC459635		0

		A_99_P554682		6.0402007		7.772925		6.5144362		6.3893757		5.457356		6.154162		6.0964355		5.5530877		5.099287		6.7334437		5.532421		6.1620507		-1.4977998		-3.071116		-1.3360747		-1.7854503		-1.9197437		-2.0554883		-1.9752225		-1.1706623		-0.58284473		-1.618763		-0.4180007		-0.836288		-0.9409137		-1.0394812		-0.98201513		-0.22732496		No		Yes		Yes		TC454052		TC454052		0

		A_99_P494027		4.8798594		3.6683083		4.468867		3.9862862		4.9729686		6.500221		6.976354		6.421259		6.0814567		5.442186		6.9007764		4.805576		1.0666665		7.120174		5.6862884		5.4075413		2.2999415		3.4197185		5.396072		1.764537		0.09310913		2.8319125		2.5074873		2.4349728		1.2015972		1.7738776		2.4319096		0.8192897		Yes		No		No		CA615555		TC429073		Rep: Germin E - Hordeum vulgare (Barley), partial (39%) [TC429073]

		A_99_P249836		10.469144		10.490669		9.242645		10.976433		10.574094		10.620026		10.837388		11.037196		10.332036		10.759997		10.491167		11.160835		1.0754571		1.0938057		3.0204065		1.0430175		-1.0996983		1.2052464		2.3759785		1.1363462		0.10494995		0.12935638		1.5947428		0.06076336		-0.13710785		0.26932812		1.2485218		0.18440247		No		Yes		Yes		TA67089_4565		TC392719		Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC392719]

		A_99_P495902		4.9202332		4.308689		1.7590117		2.060517		4.261202		4.393616		5.139708		2.1773505		5.231079		4.7510777		5.5828576		2.0421944		-1.5790222		1.0606341		10.415761		1.0843523		1.2404348		1.3588521		14.160947		-1.0127814		-0.6590314		0.08492708		3.3806963		0.11683345		0.31084585		0.44238853		3.8238459		-0.018322706		No		Yes		Yes		CV782446		TC429882		0

		A_99_P320281		6.7988935		7.030913		7.4604325		6.991411		8.375405		9.067616		9.245446		8.3273535		9.972117		7.982155		9.514186		8.128669		2.9824789		4.1030693		3.4462173		2.524403		9.020603		1.9335364		4.1518474		2.199625		1.5765119		2.0367036		1.7850137		1.3359423		3.173224		0.95124197		2.0537534		1.1372576		Yes		Yes		Yes		TA87629_4565		TC442847		0

		A_99_P274176		8.054997		7.7136154		7.403609		7.7090726		8.505736		9.184325		8.384688		7.96226		9.147687		8.702977		8.774277		8.021859		1.3667401		2.7715821		1.9739419		1.1918372		2.1327126		1.9853065		2.5859027		1.2421045		0.4507389		1.4707098		0.9810796		0.25318718		1.0926895		0.98936176		1.3706679		0.31278658		No		Yes		Yes		AK334589		TC391007		Triticum aestivum cDNA, clone: WT010_G09, cultivar: Chinese Spring [AK334589]

		A_99_P451552		6.2125363		6.945825		6.3683543		6.593662		5.807152		6.527817		4.5277214		6.357434		6.5069394		6.1755853		5.1972566		6.3371778		-1.3244419		-1.3360817		-3.5816712		-1.1779089		1.2263775		-1.7055533		-2.2518299		-1.1945639		-0.40538454		-0.41800833		-1.8406329		-0.23622799		0.29440308		-0.77023983		-1.1710978		-0.25648403		No		Yes		Yes		TC404820		TC404820		Rep: Aldose reductase - Zea mays (Maize), partial (24%) [TC404820]

		A_99_P241516		11.196218		11.228276		11.446147		11.146718		11.319237		10.678521		10.82475		11.324147		10.64846		10.60669		10.393834		11.184651		1.0890115		-1.4638371		-1.5383642		1.130867		-1.4618113		-1.5385655		-2.0738518		1.0266421		0.12301922		-0.5497551		-0.621397		0.1774292		-0.54775715		-0.62158585		-1.0523129		0.03793335		No		Yes		Yes		TA64876_4565		TC369812		Rep: IDI1 protein - Hordeum vulgare (Barley), complete [TC369812]

		A_99_P437307		8.247291		8.93839		8.588543		8.475474		7.624161		7.8842683		6.953283		8.19122		7.717541		8.283181		7.53177		8.296756		-1.540213		-2.0764534		-3.1064355		-1.2177805		-1.4436784		-1.5748436		-2.0802727		-1.1318781		-0.62312984		-1.0541215		-1.6352601		-0.28425407		-0.5297494		-0.6552086		-1.0567727		-0.17871857		No		Yes		Yes		BG905412		TC394292		Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley), partial (25%) [TC394292]

		A_99_P332301		1.586212		1.6963277		4.7895265		2.8240623		1.9103752		1.6001209		2.4103508		2.8144639		1.5537373		1.5671138		3.0647957		3.2697432		1.2519381		-1.0689592		-5.202394		-1.0066754		-1.022765		-1.0936977		-3.3051844		1.3619567		0.3241632		-0.096206784		-2.3791757		-0.009598494		-0.032474756		-0.12921393		-1.7247307		0.44568086		No		Yes		Yes		TA91231_4565		TC461643		Rep: Germin F - Hordeum vulgare (Barley), partial (58%) [TC461643]

		A_99_P463517		11.459781		11.974519		11.779302		11.740704		11.610089		12.50082		12.136547		11.817982		12.031077		12.520787		12.918255		11.810405		1.1098069		1.4402322		1.2809777		1.0550257		1.4858584		1.4603038		2.2022119		1.0494993		0.15030861		0.5263014		0.35724545		0.07727814		0.5712967		0.54626846		1.1389532		0.069701195		No		Yes		Yes		BJ321508		TC412764		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (75%) [TC412764]

		A_99_P520047		7.7239738		8.063481		9.54419		8.374206		10.014518		9.87954		10.664005		9.664907		11.760814		8.759452		10.7295685		9.581989		4.8924055		3.5211804		2.1731908		2.4464705		16.41383		1.6199739		2.2742298		2.3098252		2.290544		1.8160591		1.1198149		1.2907019		4.03684		0.69597054		1.1853781		1.2077837		Yes		No		No		TC440541		TC440541		Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC440541]

		A_99_P301206		11.320239		10.716363		10.029701		10.236867		12.180102		13.006989		12.292218		10.3142395		13.45909		11.877612		12.668035		10.277827		1.8148663		4.892682		4.798279		1.0550947		4.404112		2.23651		6.2261195		1.0287985		0.8598633		2.2906256		2.262517		0.07737255		2.1388512		1.1612492		2.6383333		0.040960312		Yes		Yes		Yes		AK331017		TC409591		Triticum aestivum cDNA, clone: SET5_N23, cultivar: Chinese Spring [AK331017]

		A_99_P413722		3.0669537		2.6680076		3.6696255		6.8784523		2.8905222		5.856453		6.6391582		7.0541663		4.729032		4.3615093		6.5245957		7.9450264		-1.1300851		9.116281		7.832825		1.1295233		3.1647213		3.2344081		7.2348857		2.0944538		-0.17643142		3.1884453		2.9695327		0.17571402		1.6620784		1.6935017		2.8549702		1.0665741		Yes		No		No		TC375432		TC375432		Rep: RXO1 disease resistance protein - Zea mays (Maize), partial (5%) [TC375432]

		A_99_P366552		6.4385166		6.343436		6.213506		6.546245		7.008499		7.827884		7.8084846		7.829367		7.438867		7.8344116		8.246227		7.820268		1.4845055		2.7981017		3.0208998		2.4336507		2.000486		2.8107903		4.0917587		2.41835		0.5699825		1.4844484		1.5949783		1.2831221		1.0003505		1.4909759		2.032721		1.274023		Yes		Yes		Yes		TA102227_4565		0		0

		A_99_P346401		4.353619		4.927052		5.192631		4.8800282		4.2867303		3.7899935		4.267267		4.703357		3.828791		4.53837		3.9492285		4.6086926		-1.0474554		-2.1993215		-1.8991628		-1.1302729		-1.4387622		-1.3091967		-2.367562		-1.2069247		-0.06688881		-1.1370585		-0.92536354		-0.17667103		-0.5248282		-0.3886819		-1.2434022		-0.2713356		No		Yes		Yes		BQ752869		TC422911		WHE4120_A11_B22ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4120_A11_B22, mRNA sequence [BQ752869]

		A_99_P361736		8.92966		8.350069		11.662221		9.276251		9.792538		9.539437		9.366259		8.544704		11.10109		9.677417		9.96914		8.375197		1.8186625		2.2805285		-4.9108143		-1.6604179		4.5046988		2.5094092		-3.2334647		-1.867429		0.86287785		1.1893682		-2.2959623		-0.7315464		2.1714306		1.3273478		-1.6930809		-0.9010534		No		Yes		Yes		TA100607_4565		TC392122		Rep: Phenylalanine ammonia-lyase - Bambusa oldhamii (Giant timber bamboo), partial (26%) [TC392122]

		A_99_P020669		6.871156		6.8758454		7.263395		6.858179		6.443083		5.81369		6.299998		5.6839356		5.9280286		5.6312947		5.650212		5.58646		-1.3454356		-2.0880485		-1.9498957		-2.256745		-1.922692		-2.3694475		-3.0592606		-2.414491		-0.4280734		-1.0621552		-0.963397		-1.1742435		-0.94312763		-1.2445507		-1.613183		-1.271719		Yes		Yes		Yes		BQ161592		0		WHE0455_F09_K17ZT Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0455_F09_K17, mRNA sequence [BQ161592]

		A_99_P582302		4.909335		4.98081		5.436395		5.1654344		4.706141		4.1296654		4.2788835		4.367268		3.6929495		3.8538086		3.8490124		3.753868		-1.1512444		-1.8039318		-2.2307236		-1.7388896		-2.3236384		-2.1840434		-3.005037		-2.660258		-0.20319414		-0.8511448		-1.1575117		-0.7981663		-1.2163856		-1.1270015		-1.5873828		-1.4115663		Yes		No		No		CK208820		TC377458		Rep: Os02g0738900 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC377458]

		A_99_P240996		11.71239		11.883244		11.258712		11.432393		11.39115		10.864848		10.078617		11.567799		11.320041		10.53085		9.83254		11.421111		-1.2494035		-2.0256648		-2.2659166		1.0984015		-1.312529		-2.5533533		-2.6873276		-1.0078508		-0.32123947		-1.0183954		-1.1800947		0.13540554		-0.39234924		-1.3523932		-1.4261723		-0.011281967		No		Yes		Yes		TA64737_4565		TC426139		Rep: Low temperature and salt responsive protein - Pennisetum americanum (Pearl millet), partial (63%) [TC426139]

		A_99_P319181		9.228061		9.170168		8.848426		8.8903		9.421056		9.956925		9.659392		8.892602		9.651006		9.611197		9.919652		9.097248		1.1431345		1.7251927		1.7543863		1.001597		1.3406615		1.3575728		2.1012185		1.1542441		0.19299507		0.78675747		0.8109665		0.0023021698		0.42294502		0.44102955		1.0712261		0.20694828		No		Yes		Yes		TA87283_4565		0		0

		A_99_P153707		4.275596		2.5472023		3.9748871		2.802824		8.767344		10.982514		8.345371		6.064524		10.605091		8.395768		8.7235		5.6349626		22.498365		346.1641		20.68459		9.5911255		80.4207		57.622726		26.882835		7.1212897		4.4917483		8.435312		4.3704844		3.2617002		6.329495		5.848566		4.7486134		2.8321385		Yes		Yes		Yes		CJ925515		TC411184		CJ925515 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan27j15 5', mRNA sequence [CJ925515]

		A_99_P285241		13.762345		13.842925		13.95544		13.889438		13.537032		13.319695		12.315093		13.221725		13.918019		13.517663		12.89944		13.320458		-1.169031		-1.4371688		-3.117407		-1.5885519		1.1139419		-1.252892		-2.0791585		-1.4834737		-0.22531319		-0.5232296		-1.6403465		-0.6677122		0.15567398		-0.32526207		-1.0559998		-0.56897926		No		Yes		Yes		TA77411_4565		TC442965		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC442965]

		A_99_P179795		4.823562		4.38981		4.4955516		2.293096		3.4856684		2.237519		2.7601192		2.648599		2.0217035		3.7168553		2.408101		2.9460258		-2.5278199		-4.4453316		-3.3297927		1.2794315		-6.973383		-1.594335		-4.2499638		1.572358		-1.3378937		-2.152291		-1.7354324		0.35550284		-2.8018587		-0.6729548		-2.0874505		0.6529298		Yes		No		No		0		0		0

		A_99_P228051		8.0152855		8.004117		6.1677146		7.45302		11.080491		11.950665		13.627181		10.740246		11.98212		12.014136		13.532727		9.951465		8.369872		15.418051		176.00426		9.762331		15.6363735		16.111504		164.8503		5.6507587		3.0652056		3.9465485		7.4594665		3.2872257		3.966834		4.0100193		7.3650126		2.4984446		Yes		No		No		DR739144		TC454300		FGAS084361 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739144]

		A_99_P452452		5.9740868		6.9129815		6.1704497		6.4290643		6.508208		7.309671		7.1491256		6.872017		6.5321693		6.9999104		7.220596		6.5533824		1.4480597		1.3164835		1.9706558		1.3593836		1.4723111		1.0621068		2.0707395		1.0899924		0.53412104		0.39668941		0.97867584		0.44295263		0.5580826		0.086928844		1.0501461		0.12431812		No		Yes		Yes		TA67943_4565		TC405415		0

		A_99_P627791		12.370166		12.617206		11.369118		10.389601		11.61871		11.16122		10.340102		8.974608		10.884906		11.56371		9.937631		10.11177		-1.6834913		-2.74344		-2.0406313		-2.6665833		-2.7996762		-2.0755525		-2.6972458		-1.2123709		-0.75145626		-1.455986		-1.0290155		-1.4149923		-1.48526		-1.0534954		-1.4314871		-0.27783108		Yes		No		No		X15233		TC381278		Wheat mRNA for chloroplast phosphoglycerate kinase (EC 2.7.2.3) [X15233]

		A_99_P080995		6.0886655		5.839615		5.0769114		5.662391		6.4098287		6.6804104		6.4010086		6.0893517		6.6897883		6.3364587		6.6766396		5.933988		1.2493374		1.7910374		2.5037615		1.3443981		1.5168967		1.411123		3.0308619		1.2071433		0.32116318		0.8407955		1.3240972		0.42696047		0.60112286		0.4968438		1.5997281		0.2715969		No		Yes		Yes		CJ851534		TC422036		CJ851534 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal19b19 5', mRNA sequence [CJ851534]

		A_99_P453252		5.9838257		5.0387626		4.5537586		4.5499644		7.3054833		8.58365		7.78636		6.4569097		8.1045065		6.6158385		8.074466		5.594419		2.4995315		11.671249		9.399611		3.750142		4.3489914		2.9836452		11.477266		2.0625865		1.3216577		3.544887		3.2326012		1.9069452		2.1206808		1.577076		3.5207071		1.0444546		Yes		Yes		Yes		TC405961		TC405961		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC405961]

		A_99_P019939		8.788681		9.558394		11.105855		10.431354		8.407287		8.180756		9.346253		10.332553		8.208634		8.852512		9.300053		10.176871		-1.3026003		-2.5984275		-3.386046		-1.0708828		-1.4948976		-1.6311417		-3.4962354		-1.1929076		-0.3813944		-1.3776388		-1.7596016		-0.09880066		-0.58004665		-0.7058821		-1.8058023		-0.25448227		No		Yes		Yes		BE489301		TC441497		WHE1076_E03_I06ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1076_E03_I06, mRNA sequence [BE489301]

		A_99_P357316		8.488273		9.585448		10.072263		9.773408		7.387499		8.054871		8.437686		9.460794		7.611904		8.819424		8.462018		9.468703		-2.144697		-2.889015		-3.1049645		-1.2419555		-1.8357487		-1.7005773		-3.0530362		-1.2351657		-1.1007738		-1.5305777		-1.6345768		-0.3126135		-0.8763685		-0.7660246		-1.6102448		-0.30470467		Yes		No		No		TA99088_4565		TC398060		Rep: Lecithin-cholesterol acyl transferase - Prunus dulcis (Almond) (Prunus amygdalus), partial (24%) [TC398060]

		A_99_P265106		9.926014		10.213691		9.890319		10.308595		10.349855		11.079043		11.077354		10.404633		11.069354		10.741992		11.313949		10.482487		1.3414948		1.8217849		2.2768443		1.0688341		2.2089183		1.44223		2.682596		1.1280977		0.42384148		0.86535263		1.1870356		0.096037865		1.1433401		0.52830124		1.4236298		0.17389202		No		Yes		Yes		TA71436_4565		TC383047		Rep: Sec61beta family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (92%) [TC383047]

		A_99_P447397		8.740911		7.9833665		7.872647		7.7843394		9.156335		8.327638		9.859155		8.363407		10.048279		8.314781		10.26735		7.8874335		1.3336909		1.2695094		3.9627664		1.4938836		2.4748967		1.2582465		5.25869		1.0740745		0.41542435		0.34427118		1.9865079		0.5790677		1.3073683		0.3314147		2.3947034		0.1030941		Yes		Yes		Yes		TC401862		TC401862		Rep: Signal peptidase I - Synechococcus sp. WH 5701, partial (13%) [TC401862]

		A_99_P249761		11.54108		11.248422		10.299081		9.924146		10.2426405		9.925599		9.413335		8.556144		9.999097		10.614727		9.3309145		9.652255		-2.4596276		-2.5015504		-1.8477198		-2.5811284		-2.911946		-1.5515333		-1.9563525		-1.2073891		-1.29844		-1.3228226		-0.885746		-1.3680019		-1.5419836		-0.63369465		-0.96816635		-0.27189064		Yes		No		No		AK332602		TC416681		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P454082		6.3327155		7.3188615		6.657604		6.8318753		4.7452426		5.220402		4.194286		6.2555146		5.667334		5.48924		4.5051517		6.472688		-3.0052247		-4.2825193		-5.5148373		-1.4910831		-1.5859876		-3.5544376		-4.445829		-1.2827029		-1.5874729		-2.0984597		-2.4633183		-0.5763607		-0.66538143		-1.8296213		-2.1524525		-0.35918713		Yes		Yes		Yes		TC406073		TC406073		0

		A_99_P361361		4.211462		4.4866385		5.0403323		4.5582213		4.65161		3.831437		4.0147023		3.69086		3.8028033		4.182072		3.674551		3.6086876		1.3567433		-1.5748358		-2.0358481		-1.8243232		-1.3274511		-1.2350473		-2.5771585		-1.9312483		0.44014788		-0.65520144		-1.02563		-0.8673613		-0.40865874		-0.30456638		-1.3657813		-0.9495337		No		Yes		Yes		TA100472_4565		TC420338		Rep: Chromosome undetermined scaffold_197, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC420338]

		A_99_P224741		10.90963		11.150128		10.1901045		10.168147		11.414821		11.903321		11.662423		11.055756		12.147527		11.56663		12.015198		10.233		1.419311		1.685519		2.7746747		1.8501067		2.3585446		1.3346875		3.5432992		1.0459782		0.50519085		0.7531929		1.4723186		0.8876085		1.2378969		0.416502		1.8250933		0.064852715		No		Yes		Yes		TA59927_4565		TC404007		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (34%) [TC404007]

		A_99_P494037		2.2224076		1.8022127		1.8268744		2.0774324		3.2622547		6.165516		5.2112846		2.6843975		6.0055184		4.214021		6.0397086		3.6835985		2.0560098		20.581884		10.44261		1.5230519		13.7667		5.3214097		18.543406		3.0444174		1.0398471		4.363303		3.3844104		0.60696507		3.7831109		2.4118085		4.2128344		1.6061661		Yes		Yes		Yes		TC429078		TC429078		Rep: F1E22.17 - Arabidopsis thaliana (Mouse-ear cress), partial (30%) [TC429078]

		A_99_P365671		5.5113754		5.157313		6.5805297		6.886116		7.130989		9.561715		9.271256		8.168075		8.548697		7.5654488		9.481163		8.068173		3.0729272		21.176647		6.4563856		2.4316888		8.209658		5.3078804		7.467541		2.2690012		1.6196136		4.4044023		2.6907268		1.2819586		3.037322		2.408136		2.9006333		1.1820574		Yes		Yes		Yes		TA101940_4565		TC435933		Rep: Polyprotein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC435933]

		A_99_P395597		1.9102931		1.7025188		2.88254		2.807018		4.6535225		9.677403		8.711208		6.2839265		8.0069275		6.746432		8.477175		5.3659344		6.6956744		251.58194		56.833458		11.134065		68.43367		32.988995		48.322895		5.892649		2.7432294		7.9748845		5.8286686		3.4769084		6.0966344		5.043913		5.594635		2.5589163		Yes		Yes		Yes		TA109344_4565		TC423954		Rep: Chromosome chr13 scaffold_120, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC423954]

		A_99_P260311		9.72288		9.503209		5.472157		4.6406937		8.776549		7.6927495		4.5033507		3.7802646		8.691377		8.498504		5.2548585		3.9860265		-1.9269658		-3.5075402		-1.9572204		-1.8155782		-2.0441537		-2.0065339		-1.1625546		-1.5742527		-0.946331		-1.8104596		-0.96880627		-0.86042905		-1.0315037		-1.0047054		-0.21729851		-0.65466714		Yes		No		No		TA70082_4565		TC404751		0

		A_99_P294201		4.7401633		4.4212856		6.923458		7.2584825		5.330738		4.328258		8.423202		6.996933		4.8938537		5.0458603		8.090322		6.860653		1.5058465		-1.0666062		2.8279243		-1.1987655		1.1124114		1.5417563		2.2452302		-1.3175243		0.59057474		-0.09302759		1.4997435		-0.26154947		0.15369034		0.62457466		1.1668634		-0.39782953		No		Yes		Yes		TA79998_4565		TC391275		0

		A_99_P072045		5.202458		5.432738		5.51119		6.8398438		8.10295		12.657077		11.877328		9.844128		10.477202		10.197051		12.190982		10.141206		7.4668107		149.53496		82.48946		8.02379		38.712955		27.17698		102.522156		9.8584585		2.9004922		7.224339		6.366138		3.004284		5.2747445		4.764313		6.679792		3.301362		Yes		Yes		Yes		BT009273		NP958347		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		A_99_P411507		4.2519603		4.2562666		3.6932175		4.027129		4.6628304		5.2947383		5.1327004		4.912312		5.300663		4.5448127		5.393233		4.602943		1.3294873		2.0540507		2.7122364		1.8469987		2.0686688		1.2214087		3.249044		1.490518		0.41087008		1.0384717		1.4394829		0.88518286		1.0487027		0.2885461		1.7000153		0.5758138		No		Yes		Yes		TC373528		TC373528		0

		A_99_P493207		6.6721644		5.357408		5.411856		5.630095		8.18453		8.996083		8.311376		6.6870465		9.789006		7.652487		8.726079		7.0132813		2.8527746		12.455191		7.461778		2.0805306		8.674868		4.907808		9.946733		2.6084383		1.5123658		3.6386752		2.8995194		1.0569515		3.1168418		2.2950788		3.3142228		1.3831863		Yes		Yes		Yes		CN011384		TC428729		Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC428729]

		A_99_P305346		7.2476063		7.492878		7.7121367		7.511341		6.8125305		6.4434037		6.267114		7.06537		7.2015376		6.7842565		6.6684546		7.434934		-1.3519819		-2.0697753		-2.7226708		-1.3622307		-1.0324477		-1.6342418		-2.0614824		-1.0543888		-0.43507576		-1.0494742		-1.4450226		-0.445971		-0.04606867		-0.7086215		-1.0436821		-0.076406956		No		Yes		Yes		TA83264_4565		TC410898		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC410898]

		A_99_P114510		3.5336132		3.8581626		3.5634263		4.1266675		2.288245		3.213506		3.1027		2.3196642		3.377217		2.6592534		3.1276493		2.6826484		-2.3707905		-1.5633671		-1.3762344		-3.499147		-1.1144997		-2.2956605		-1.3526391		-2.7207778		-1.2453682		-0.64465666		-0.46072626		-1.8070033		-0.15639615		-1.1989093		-0.43577695		-1.4440191		Yes		No		No		CJ725956		TC445840		CJ725956 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs12d11 5', mRNA sequence [CJ725956]

		A_99_P253896		9.265729		9.270522		9.447255		9.60863		8.728332		7.3268237		7.545669		7.621773		8.658257		7.6579247		6.5955524		8.03254		-1.4513519		-3.8469055		-3.7362373		-3.9637265		-1.5235876		-3.0580192		-7.2185183		-2.9816065		-0.5373974		-1.9436984		-1.901586		-1.9868574		-0.6074724		-1.6125975		-2.8517027		-1.5760899		Yes		Yes		Yes		TA68241_4565		TC371046		0

		A_99_P553582		7.068527		7.061929		6.9484887		6.982645		6.640036		6.319738		5.8187714		6.5082664		6.542647		6.609417		5.886231		6.471311		-1.3458253		-1.6727146		-2.1881588		-1.3893197		-1.439812		-1.3684211		-2.088197		-1.4253675		-0.42849112		-0.7421913		-1.1297174		-0.4743786		-0.52588034		-0.45251226		-1.0622578		-0.51133394		No		Yes		Yes		TC453635		TC453635		Rep: Ig kappa chain V-II region 2S1.3 - Mus musculus (Mouse), partial (11%) [TC453635]

		A_99_P550602		5.6165776		5.2549286		6.034879		5.762689		4.614247		4.2912784		5.3201165		4.7661586		4.379143		4.3352475		4.4757123		5.330135		-2.0032337		-1.950238		-1.6412132		-1.9951961		-2.3577886		-1.891697		-2.9468362		-1.3496209		-1.0023308		-0.9636502		-0.7147627		-0.99653053		-1.2374344		-0.9196811		-1.5591669		-0.43255424		Yes		No		No		TC452502		TC452502		0

		A_99_P298016		7.6845207		6.524198		8.247396		7.012975		7.0782027		5.682281		3.9393044		5.0978374		7.1569786		5.802217		4.0985436		5.2733383		-1.5223689		-1.7924303		-19.809109		-3.7714982		-1.4414713		-1.6494454		-17.739		-3.3395112		-0.606318		-0.84191704		-4.308092		-1.9151378		-0.5275421		-0.72198105		-4.148853		-1.7396369		Yes		Yes		Yes		TA81094_4565		0		0

		A_99_P289431		8.162197		8.128346		8.789038		7.528477		7.6066422		6.662066		4.805076		7.5976567		7.457924		7.7092423		5.6650662		7.4458346		-1.4697338		-2.763086		-15.823113		1.0491198		-1.6293237		-1.3370969		-8.717844		-1.0589559		-0.55555487		-1.4662805		-3.9839616		0.069179535		-0.7042732		-0.4191041		-3.1239715		-0.082642555		Yes		Yes		Yes		TA78633_4565		TC387837		0

		A_99_P227441		14.258477		14.089461		13.087434		13.0264635		13.401103		12.996976		12.225083		11.5449095		13.116573		13.394807		12.086986		12.816396		-1.8117378		-2.1324108		-1.8179978		-2.7924938		-2.2067204		-1.6184968		-2.0006216		-1.1567425		-0.8573742		-1.0924854		-0.86235046		-1.481554		-1.1419039		-0.69465446		-1.0004482		-0.21006775		Yes		No		No		TA60815_4565		TC369392		Rep: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II - Hordeum vulgare (Barley), partial (90%) [TC369392]

		A_99_P444367		7.800117		7.437733		8.899919		9.48922		7.12056		5.680271		7.882731		9.942845		6.724886		6.1800957		7.393275		8.9471245		-1.6016477		-3.3810282		-2.0239697		1.3694776		-2.1070595		-2.3910387		-2.8414824		-1.4560856		-0.67955685		-1.757462		-1.0171876		0.45362568		-1.0752311		-1.2576375		-1.5066438		-0.5420952		Yes		No		No		TA76321_4565		TC399636		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (45%) [TC399636]

		A_99_P167859		5.0620937		5.237452		4.6320434		4.520553		4.348236		3.8442802		2.3865693		4.128389		4.3669424		4.864802		3.0895526		4.5733724		-1.6401839		-2.626555		-4.741929		-1.3123606		-1.6190542		-1.294729		-2.9129698		1.03729		-0.71385765		-1.3931718		-2.245474		-0.39216423		-0.6951513		-0.37265015		-1.5424907		0.052819252		Yes		No		No		CV771420		0		0

		A_99_P223561		14.061105		14.631828		14.634183		14.850232		13.618564		12.930865		13.764449		14.244179		12.924428		13.804245		12.914525		14.698483		-1.3589959		-3.251179		-1.8273257		-1.5220897		-2.1987398		-1.77471		-3.293583		-1.1109152		-0.44254112		-1.700963		-0.8697338		-0.60605335		-1.1366768		-0.8275833		-1.7196579		-0.15174866		No		Yes		Yes		TA59566_4565		0		0

		A_99_P166984		4.8751473		3.7871647		3.7993336		4.840174		8.612601		8.722691		12.869836		8.820328		10.050206		9.8599825		12.491231		8.049089		13.337848		30.601402		537.6421		15.781403		36.128334		67.31321		413.5441		9.246551		3.737454		4.935526		9.070502		3.9801536		5.175059		6.072818		8.691897		3.2089152		Yes		Yes		Yes		X85228		TC382719		T.aestivum pox2 gene [X85228]

		A_99_P118260		6.9399505		8.354617		9.085776		8.833591		5.947159		6.445606		6.7329764		8.328521		6.0226207		7.2174315		7.6495357		8.495866		-1.9900321		-3.7555153		-5.1081467		-1.4191929		-1.8886166		-2.199515		-2.706148		-1.2637627		-0.99279165		-1.9090109		-2.3528		-0.5050707		-0.9173298		-1.1371856		-1.4362407		-0.33772564		Yes		Yes		Yes		CJ665997		TC437519		CJ665997 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp5k13 5', mRNA sequence [CJ665997]

		A_99_P353411		5.6898437		3.670908		3.7662458		1.7178445		8.91069		7.9956384		9.102815		4.922569		10.143693		8.096139		9.915605		4.9426827		9.3233385		20.038885		40.407993		9.219728		21.91504		21.4846		70.98089		9.34917		3.2208467		4.3247304		5.336569		3.2047243		4.4538493		4.425231		6.1493587		3.2248383		Yes		Yes		Yes		TA97819_4565		TC403727		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC403727]

		A_99_P423712		8.238125		8.537382		8.000412		8.342473		8.909576		10.207479		9.7779875		8.347184		9.1257305		9.46593		9.663379		8.17987		1.5926746		3.1823585		3.4284952		1.0032709		1.8501031		1.9033592		3.1666703		-1.1193051		0.67145157		1.6700964		1.7775755		0.004711151		0.88760567		0.92854786		1.6629667		-0.16260338		Yes		Yes		Yes		CJ708939		TC372355		Rep: Microsomal signal peptidase 25 kDa subunit(SPC25)-like protein - Oryza sativa subsp. japonica (Rice), partial (90%) [TC372355]

		A_99_P313596		10.274692		9.209112		9.171804		9.313084		11.910079		13.189969		12.222179		10.731842		13.320779		12.390645		12.525664		10.478351		3.1067097		15.789099		8.284272		2.6735532		8.259687		9.072705		10.223802		2.242747		1.6353874		3.980857		3.050375		1.4187584		3.0460873		3.1815329		3.35386		1.165267		Yes		Yes		Yes		TA85707_4565		TC414348		0

		A_99_P157222		7.2132974		7.961679		7.5960274		8.656829		6.488014		5.795028		7.0422645		6.814388		5.7629714		6.568747		5.894976		7.4817634		-1.6532251		-4.4897985		-1.4679093		-3.586163		-2.732698		-2.6261184		-3.2513778		-2.2580314		-0.72528315		-2.1666508		-0.5537629		-1.8424411		-1.450326		-1.3929319		-1.7010512		-1.1750655		Yes		Yes		Yes		AK332545		TC384151		Triticum aestivum cDNA, clone: WT004_E01, cultivar: Chinese Spring [AK332545]

		A_99_P236841		5.0633016		6.4214044		8.95886		7.631374		5.071073		4.789812		6.0677795		6.877195		4.433809		5.879875		5.912152		7.187592		1.0054014		-3.098548		-7.41826		-1.6866715		-1.547021		-1.4555144		-8.263246		-1.3601651		0.007771492		-1.6315923		-2.8910809		-0.754179		-0.62949276		-0.5415292		-3.0467086		-0.44378185		Yes		Yes		Yes		TA63559_4565		TC388969		0

		A_99_P307551		4.4916577		4.134892		5.2130113		4.510695		4.5842605		4.105293		3.876775		4.422344		4.713433		4.7222857		4.8401093		4.64052		1.0662922		-1.0207285		-2.5249174		-1.0631541		1.1661675		1.50253		-1.294955		1.094161		0.09260273		-0.02959919		-1.3362362		-0.08835077		0.22177505		0.58739376		-0.37290192		0.12982512		No		Yes		Yes		TA83916_4565		TC434966		Rep: Predicted protein - Monosiga brevicollis MX1, partial (9%) [TC434966]

		A_99_P093805		13.3068695		13.338439		12.199791		11.95523		11.962536		11.955666		11.190869		10.099439		11.917285		12.594459		10.958608		11.957723		-2.539129		-2.6076918		-2.0124063		-3.6195016		-2.6200323		-1.6747903		-2.3639233		1.0017295		-1.3443336		-1.3827734		-1.0089216		-1.8557911		-1.3895845		-0.7439804		-1.2411833		0.0024929047		Yes		No		No		DR734116		TC443201		FGAS079872 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR734116]

		A_99_P414547		1.8118583		1.9300569		1.5635046		1.5465406		4.3320723		4.273379		8.1058855		2.6648133		6.5948563		5.776467		8.047933		1.7738584		5.7366724		5.0746975		93.20793		2.1708689		27.531248		14.384168		89.53799		1.1706564		2.520214		2.3433218		6.542381		1.1182727		4.782998		3.8464098		6.484428		0.22731781		Yes		Yes		Yes		TC376136		TC376136		Rep: Peroxidase 3 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC376136]

		A_99_P072055		4.366896		4.3388915		4.719997		4.328431		3.7017717		2.8593352		3.2906077		3.3596742		4.1027317		3.6230574		3.840476		3.6742828		-1.585705		-2.7886295		-2.6933267		-1.9571536		-1.2009403		-1.6424326		-1.8397642		-1.5736867		-0.6651244		-1.4795563		-1.4293892		-0.9687569		-0.26416445		-0.71583414		-0.8795209		-0.65414834		Yes		No		No		BT009230		0		Triticum aestivum clone wle1n.pk0092.c1:fis, full insert mRNA sequence [BT009230]

		A_99_P499752		4.392996		4.1095424		5.126945		6.1046453		6.2524147		8.074453		7.920485		7.1690507		7.144011		7.038815		8.418043		7.5133896		3.6286147		15.615544		6.9332895		2.0913079		6.731907		7.617263		9.78857		2.6550598		1.8594189		3.964911		2.79354		1.0644054		2.7510152		2.9292727		3.291098		1.4087443		Yes		Yes		Yes		CA686397		TC431612		Rep: Protein kinase domain containing protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC431612]

		A_99_P529162		11.850038		10.981238		11.349579		11.388473		13.268924		13.588864		16.705359		14.4335985		14.494494		13.844154		16.87269		12.6834345		2.67379		6.094999		40.94966		8.254186		6.2526026		7.2748423		45.985634		2.4537053		1.4188862		2.607626		5.3557796		3.045126		2.6444569		2.862916		5.5231113		1.2949619		Yes		Yes		Yes		CK161960		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P323536		3.283367		2.4482033		2.6376798		3.1541443		4.6670575		3.2889414		6.004721		4.6343937		4.7957015		3.0645416		5.692793		4.2843175		2.6093502		1.7909662		10.317641		2.7899697		2.8527129		1.5329794		8.311524		2.1888502		1.3836906		0.84073806		3.3670413		1.4802494		1.5123346		0.61633825		3.055113		1.1301732		Yes		Yes		Yes		TA88602_4565		TC389235		Rep: ARGOS - Oryza sativa subsp. japonica (Rice), partial (29%) [TC389235]

		A_99_P082995		5.658093		5.3166738		4.937475		5.3824615		4.399916		4.204271		3.9336784		4.6896706		4.3667226		4.7959437		3.8764145		4.8897567		-2.3919327		-2.1620545		-2.0052705		-1.6164075		-2.4476044		-1.434681		-2.086465		-1.4070805		-1.2581768		-1.1124029		-1.0037968		-0.692791		-1.2913704		-0.52073		-1.0610607		-0.49270487		Yes		No		No		DN829699		TC369310		KUCD01_06_H09_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829699]

		A_99_P019714		3.4502325		4.2548347		4.305044		4.226444		3.347203		3.2760723		2.4740524		3.6927931		2.7844408		3.2852776		2.978009		4.01145		-1.0740265		-1.970774		-3.5578156		-1.4475876		-1.5864387		-1.9582393		-2.5088656		-1.160699		-0.10302949		-0.9787624		-1.8309917		-0.53365064		-0.66579175		-0.96955705		-1.3270352		-0.21499395		No		Yes		Yes		BQ160847		0		WHE0332_C07_F14ZT Wheat unstressed seedling shoot cDNA library Triticum aestivum cDNA clone WHE0332_C07_F14, mRNA sequence [BQ160847]

		A_99_P154702		10.802754		10.938637		10.204957		10.830929		10.271887		9.363891		9.158828		10.320649		10.271687		9.730819		8.633382		10.435269		-1.4447978		-2.9788308		-2.064982		-1.4243263		-1.4449984		-2.3098803		-2.9722905		-1.3155439		-0.5308676		-1.5747461		-1.0461292		-0.51027966		-0.53106785		-1.207818		-1.5715752		-0.39565945		No		Yes		Yes		CJ664909		TC373713		CJ664909 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp20k12 5', mRNA sequence [CJ664909]

		A_99_P473972		11.494778		11.542651		10.310894		11.209874		12.060265		12.525822		12.334407		11.782639		12.5325		12.529033		12.382679		11.856792		1.4798869		1.976805		4.065726		1.4873708		2.0529842		1.9812096		4.204065		1.5658199		0.5654869		0.9831705		2.0235128		0.5727644		1.0377226		0.98638153		2.071785		0.6469183		Yes		Yes		Yes		DR735495		TC422169		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		A_99_P507512		3.8514853		2.5203454		1.5970706		1.5813026		5.129338		5.955553		1.8053521		4.3547907		6.0573444		5.664497		2.180963		2.4663923		2.4247777		10.816843		1.1553112		6.8375907		4.613492		8.840644		1.4988879		1.8468794		1.2778525		3.4352076		0.20828152		2.773488		2.2058592		3.1441514		0.58389246		0.88508964		Yes		No		No		TA90130_4565		TC434784		Rep: Ripening-related protein 3 precursor - Oryza sativa subsp. japonica (Rice), partial (33%) [TC434784]

		A_99_P345696		5.5414214		6.0411506		6.223784		4.6437063		6.4254518		7.883138		7.68735		6.7757783		8.17101		5.272382		7.9530787		6.1878457		1.8455238		3.585036		2.7578917		4.383466		6.188495		-1.7038151		3.315657		2.9163005		0.88403034		1.8419876		1.4635658		2.132072		2.6295886		-0.7687688		1.7292948		1.5441394		Yes		No		No		TA95390_4565		TC441742		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC441742]

		A_99_P420907		16.581636		17.274414		14.727161		16.072657		16.296663		16.54508		13.08828		15.8415785		16.253143		16.638948		12.792095		15.717198		-1.2183876		-1.6578734		-3.1142433		-1.1737118		-1.2557011		-1.553439		-3.8239567		-1.2793919		-0.28497314		-0.7293339		-1.6388817		-0.23107815		-0.32849312		-0.6354656		-1.9350662		-0.35545826		No		Yes		Yes		CK212464		TC381403		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (69%) [TC381403]

		A_99_P458587		2.247547		2.9925907		4.6948934		3.3222148		2.0466564		4.3517804		5.30231		3.2308662		4.027471		4.402202		5.9299235		3.0086498		-1.1494076		2.5654106		1.5235287		-1.0653657		3.4340813		2.656656		2.3538628		-1.242775		-0.20089054		1.3591897		0.6074166		-0.09134865		1.7799242		1.4096115		1.2350302		-0.31356502		Yes		No		No		AK334220		TC408538		Triticum aestivum cDNA, clone: WT009_K06, cultivar: Chinese Spring [AK334220]

		A_99_P214386		7.4499106		7.6059794		8.011729		7.6843896		6.9945965		6.5247536		6.8560815		6.925438		6.5182815		7.026487		6.715484		7.087265		-1.3710814		-2.115833		-2.2278433		-1.6922605		-1.9074287		-1.4943236		-2.4558885		-1.5126987		-0.45531416		-1.0812259		-1.1556478		-0.75895166		-0.9316292		-0.57949257		-1.2962451		-0.5971246		No		Yes		Yes		TA55812_4565		TC378984		Rep: Predicted protein - Chaetomium globosum (Soil fungus), partial (9%) [TC378984]

		A_99_P199971		13.2787695		13.739249		13.3467455		13.975585		14.8854475		17.018248		16.075377		13.698985		15.847721		15.945839		16.57633		13.585313		3.0454977		9.706818		6.628264		-1.2113366		5.9337807		4.6158285		9.379979		-1.3106406		1.606678		3.2789984		2.728631		-0.27659988		2.5689516		2.2065897		3.2295847		-0.39027214		Yes		Yes		Yes		TA50929_4565		TC428483		0

		A_99_P257641		5.043974		5.3313537		5.385908		5.14009		5.706099		6.3028336		6.738678		5.3981023		6.1348643		6.1225452		6.6430564		5.168367		1.5824118		1.960851		2.5540202		1.19583		2.1300547		1.7305032		2.390228		1.0197934		0.6621251		0.9714799		1.3527699		0.2580123		1.0908904		0.7911916		1.2571483		0.02827692		No		Yes		Yes		TA69316_4565		TC376480		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC376480]

		A_99_P331986		1.564593		1.5471283		1.5608195		1.5464197		1.590242		1.580134		4.6982117		5.5235076		1.5342973		1.545117		3.4914036		1.534721		1.0179375		1.0231415		8.79932		15.747905		-1.0212214		-1.0013951		3.812095		-1.0081419		0.02564907		0.033005714		3.137392		3.977088		-0.03029561		-0.0020112991		1.9305841		-0.011698723		Yes		Yes		Yes		CJ949998		TC408784		CJ949998 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28a10 5', mRNA sequence [CJ949998]

		A_99_P231506		8.614005		9.200225		8.916032		8.975329		7.387652		7.780838		7.393781		8.559997		7.823614		8.285118		6.796829		9.341416		-2.339748		-2.6747181		-2.8723881		-1.3336062		-1.7295431		-1.8857086		-4.3445377		1.2888523		-1.2263532		-1.4193869		-1.5222507		-0.4153328		-0.79039097		-0.9151068		-2.1192026		0.36608696		Yes		Yes		Yes		TA61948_4565		TC398719		Rep: C13 endopeptidase NP1 precursor - Zea mays (Maize), partial (96%) [TC398719]

		A_99_P223696		10.064954		10.402855		8.619906		9.8626175		9.645461		9.698376		7.6973248		8.454171		9.452995		9.742625		7.350918		8.352755		-1.3374572		-1.6295563		-1.8955042		-2.6545115		-1.5283326		-1.5803342		-2.4099257		-2.8478298		-0.41949272		-0.7044792		-0.9225817		-1.4084463		-0.6119585		-0.6602297		-1.2689886		-1.5098629		Yes		No		No		TA59598_4565		TC444737		Rep: Tubulin beta-2 chain - Triticum aestivum (Wheat), complete [TC444737]

		A_99_P082870		12.384487		12.434712		12.504613		12.492667		12.636226		12.058434		12.203484		12.568408		11.737503		11.964185		11.339279		12.643874		1.190641		-1.2979896		-1.2321085		1.053902		-1.5658914		-1.3856162		-2.242851		1.1104982		0.25173855		-0.37627888		-0.30112934		0.075740814		-0.6469841		-0.47052765		-1.1653337		0.15120697		No		Yes		Yes		CV779789		TC398589		FGAS074198 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779789]

		A_99_P148642		4.94933		2.9907062		1.6837565		4.6053567		6.0866914		6.5556893		7.1342177		5.2786317		6.761328		6.5863156		6.555144		6.2764096		2.1997836		11.834962		43.727272		1.5946889		3.5112832		12.088886		29.270744		3.1844692		1.1373615		3.5649831		5.4504614		0.673275		1.8119984		3.5956094		4.8713875		1.6710529		Yes		Yes		Yes		EF368361		NP9351183		Triticum aestivum WRKY transcription factor (WRKY10) mRNA, complete cds [EF368361]

		A_99_P517412		5.7878594		6.1892333		6.1052375		6.164931		6.379559		7.4049783		7.1816406		6.700476		6.656773		6.8861537		7.568888		6.4350114		1.5070211		2.3226068		2.108772		1.44949		1.8262872		1.6210408		2.758054		1.2058752		0.5916996		1.215745		1.0764031		0.53554535		0.86891365		0.6969204		1.4636507		0.27008057		No		Yes		Yes		TA89695_4565		TC439474		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (4%) [TC419503]

		A_99_P346206		2.2512434		1.6813799		1.7176852		2.493892		2.0697668		1.8089896		5.2913957		2.8658707		2.0343244		2.7221763		4.7760544		2.136694		-1.1340439		1.0924822		11.906772		1.2941266		-1.1622488		2.057363		8.330304		-1.2809356		-0.1814766		0.12760973		3.5737104		0.37197876		-0.21691895		1.0407964		3.0583692		-0.357198		No		Yes		Yes		TA95562_4565		TC444500		Rep: DEAD/DEAH box helicase domain protein - Burkholderia multivorans ATCC 17616, partial (4%) [TC444500]

		A_99_P208181		11.29103		10.479477		9.067684		9.805781		9.310113		8.857862		7.7855587		7.3616786		9.512876		9.409554		7.8845177		9.38594		-3.947439		-3.077192		-2.4319701		-5.441871		-3.429871		-2.0993218		-2.2707462		-1.3377808		-1.980917		-1.6216145		-1.2821255		-2.4441028		-1.7781544		-1.0699234		-1.1831665		-0.41984177		Yes		No		No		TA53515_4565		TC391010		Rep: Photosystem I reaction center subunit III, chloroplast precursor - Hordeum vulgare (Barley), partial (86%) [TC391010]

		A_99_P176761		4.879998		5.495823		6.0385337		5.5215874		4.8352113		4.616916		4.803036		5.1162105		5.2445817		4.8647723		5.1742086		5.0221095		-1.0315309		-1.8389812		-2.3546252		-1.3244349		1.2875099		-1.5486923		-1.8204877		-1.4137018		-0.04478693		-0.8789067		-1.2354975		-0.4053769		0.3645835		-0.6310506		-0.86432505		-0.49947786		No		Yes		Yes		CJ630559		TC427300		CJ630559 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs4d23 5', mRNA sequence [CJ630559]

		A_99_P400122		4.7438083		5.097779		4.8967953		4.2387033		4.483315		4.114897		3.8872955		4.657479		4.0727077		4.826011		4.179804		4.297741		-1.1978883		-1.9764097		-2.013213		1.3367925		-1.5922873		-1.2072861		-1.6437505		1.0417707		-0.26049328		-0.982882		-1.0094998		0.41877556		-0.6711006		-0.27176762		-0.7169914		0.059037685		No		Yes		Yes		TA110472_4565		TC443729		Rep: THREONINE DEHYDRATASE BIOSYNTHETIC - Wolinella succinogenes, partial (4%) [TC443729]

		A_99_P427532		7.9218087		8.36373		7.6193585		5.591891		9.464597		10.186507		11.943931		8.923373		11.026408		9.465305		12.466259		7.261541		2.9135702		3.5376143		20.036688		10.066445		8.601567		2.145888		28.77812		3.1813743		1.542788		1.8227768		4.324572		3.3314824		3.1045995		1.1015749		4.8469005		1.6696501		Yes		Yes		Yes		CK167110		TC386611		FGAS051394 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167110]

		A_99_P370507		5.4249115		4.9961734		3.5507545		4.6051416		6.32152		6.924235		5.942087		6.2608376		7.3382034		6.975571		6.570059		6.4490447		1.8616842		3.8054352		5.2464175		3.1507514		3.766676		3.9432845		8.107765		3.589799		0.89660835		1.9280615		2.3913326		1.6556959		1.9132919		1.9793978		3.0193043		1.8439031		Yes		Yes		Yes		TA103208_4565		TC442798		0

		A_99_P229516		12.813039		12.878689		11.777923		11.819316		11.480958		11.718907		11.01759		10.802604		11.423478		12.236393		10.961464		11.918869		-2.5176554		-2.2342358		-1.6938816		-2.0233028		-2.619989		-1.560811		-1.7610779		1.0714415		-1.3320808		-1.1597815		-0.76033306		-1.0167122		-1.3895607		-0.64229584		-0.8164587		0.09955311		Yes		No		No		TA61416_4565		TC411279		0

		A_99_P347596		4.462755		4.9782414		6.2158604		3.800669		1.6937758		3.9705255		4.2251034		3.7125387		3.6727574		2.6739063		4.1637807		5.0972595		-6.816256		-2.0107253		-3.9744549		-1.0629916		-1.7290719		-4.939398		-4.147033		2.4564767		-2.7689795		-1.007716		-1.990757		-0.088130236		-0.7899978		-2.304335		-2.0520797		1.2965906		Yes		No		No		TA95976_4565		0		0

		A_99_P407197		7.9543777		8.253507		7.761265		8.948274		9.4731		12.260964		11.724906		8.992948		10.16907		11.059956		11.553318		9.078717		2.8653712		16.082924		15.601807		1.03145		4.6418266		6.9956055		13.852296		1.0946302		1.518722		4.0074577		3.9636412		0.04467392		2.2146926		2.806449		3.7920532		0.13044357		Yes		Yes		Yes		AF262980		TC442441		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P557887		6.729238		6.776503		7.1303782		6.7863784		6.22097		5.702826		5.939387		5.3191743		5.8949685		5.6270394		5.8565516		5.4705777		-1.4223415		-2.1047912		-2.2830958		-2.7648556		-1.7829541		-2.2183142		-2.4180207		-2.4894044		-0.5082679		-1.0736771		-1.1909914		-1.4672041		-0.8342695		-1.1494637		-1.2738266		-1.3158007		Yes		No		No		CA681905		TC455252		Rep: 60S ribosomal protein L21-like protein - Solanum tuberosum (Potato), partial (16%) [TC455252]

		A_99_P325801		5.135242		4.580772		4.60807		4.9890294		5.5370517		5.9119315		5.0399995		4.224591		6.1304507		5.3268456		5.535195		4.835257		1.3211641		2.5160482		1.3490367		-1.6987089		1.9933689		1.6772221		1.9014829		-1.1124746		0.4018097		1.3311596		0.4319296		-0.7644386		0.99520874		0.7460737		0.927125		-0.15377235		No		Yes		Yes		AK333310		TC429120		Triticum aestivum cDNA, clone: WT006_C14, cultivar: Chinese Spring [AK333310]

		A_99_P342431		10.308175		10.506351		10.787212		10.9994955		10.038701		9.440453		8.97129		11.095093		10.214227		9.666253		8.841035		10.991626		-1.2053683		-2.093474		-3.5208476		1.0685077		-1.0672871		-1.7901722		-3.8535216		-1.0054698		-0.26947403		-1.0658989		-1.8159227		0.09559727		-0.093948364		-0.8400984		-1.9461775		-0.00786972		No		Yes		Yes		TA94334_4565		TC426105		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC426105]

		A_99_P072985		4.4109263		3.7426112		5.4732327		5.5778384		4.207124		2.5141795		2.596244		4.4489627		3.8722332		2.9101362		3.3080473		4.7736945		-1.1517297		-2.3431213		-7.3461514		-2.1868825		-1.452656		-1.7807376		-4.485241		-1.7461094		-0.20380211		-1.2284317		-2.8769886		-1.1288757		-0.5386932		-0.83247495		-2.1651855		-0.8041439		Yes		Yes		Yes		CD886809		0		G118.103F22F010605 G118 Triticum aestivum cDNA clone G118103F22, mRNA sequence [CD886809]

		A_99_P307821		8.18073		8.14207		7.0530457		7.1505485		6.6890664		6.338711		5.184437		6.297851		6.738089		7.1631336		6.121864		7.4569583		-2.8121302		-3.4903193		-3.651803		-1.8058742		-2.7181797		-1.9710115		-1.9068375		1.2366265		-1.4916635		-1.803359		-1.868609		-0.8526974		-1.4426408		-0.9789362		-0.9311819		0.30640984		Yes		No		No		AK332181		TC416913		Triticum aestivum cDNA, clone: WT003_F13, cultivar: Chinese Spring [AK332181]

		A_99_P022489		9.98117		10.191638		10.32695		10.479234		11.395416		13.361561		12.844631		10.539659		11.887738		11.870273		12.87059		10.398759		2.665205		8.999987		5.726609		1.0427728		3.749163		3.2012484		5.830583		-1.057366		1.4142466		3.1699228		2.5176811		0.060424805		1.9065685		1.6786346		2.5436401		-0.08047485		Yes		Yes		Yes		TA69853_4565		TC369816		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC369816]

		A_99_P527782		6.8306518		5.031754		2.539192		5.8801723		7.580336		7.848545		6.2245445		6.955623		8.4344015		7.057753		6.2320466		6.8383946		1.6814249		7.0459347		12.864759		2.1073806		3.0393224		4.072738		12.931831		1.9429145		0.74968433		2.816791		3.6853526		1.0754509		1.6037498		2.025999		3.6928546		0.9582224		Yes		Yes		Yes		TC443651		TC443651		Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC443651]

		A_99_P201776		7.6398544		7.4763145		6.780666		7.600479		9.456		10.387664		7.664598		7.783518		10.656793		8.924679		8.073582		7.5065103		3.521392		7.523215		1.8453982		1.1352726		8.094479		2.7289846		2.4502277		-1.0673023		1.8161459		2.9113493		0.8839321		0.18303871		3.0169382		1.4483643		1.2929158		-0.09396887		Yes		Yes		Yes		TA51496_4565		TC377628		Rep: Caffeoyl-CoA O-methyltransferase - Bambusa oldhamii (Giant timber bamboo), partial (90%) [TC377628]

		A_99_P235507		8.812046		9.802872		13.315368		11.673505		10.732414		10.84621		11.036452		10.969655		12.513902		10.064189		11.46603		10.866544		3.7851965		2.0609906		-4.85313		-1.6288456		13.012765		1.1985725		-3.603347		-1.7495223		1.9203682		1.0433378		-2.2789154		-0.7038498		3.7018557		0.26131725		-1.8493376		-0.80696106		No		Yes		Yes		TA63211_4565		0		0

		A_99_P201426		9.719415		8.735257		9.167777		8.435475		11.421176		11.100747		14.313224		10.5563545		12.263133		11.063454		14.187655		9.53498		3.2529783		5.1532764		35.39434		4.3495893		5.8308992		5.021772		32.44397		2.1428108		1.7017612		2.36549		5.145447		2.1208792		2.5437183		2.3281965		5.0198784		1.0995045		Yes		Yes		Yes		L28009		TC406703		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P134750		4.579941		4.4246645		4.605902		4.4831553		3.5421247		2.693246		3.413246		1.8128206		2.7860253		3.4407368		3.13888		3.1349785		-2.0531173		-3.3205416		-2.285732		-6.365769		-3.4675472		-1.9778428		-2.7645068		-2.5459018		-1.037816		-1.7314186		-1.1926563		-2.6703348		-1.7939155		-0.9839277		-1.4670222		-1.3481767		Yes		No		No		CK210838		0		FGAS022665 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210838]

		A_99_P278781		7.038033		7.1814666		6.127423		5.9269586		5.521569		5.3075776		3.6971362		5.0599856		5.457138		6.0706773		4.8224506		6.2425675		-2.8608904		-3.6651926		-5.390005		-1.8238322		-2.9915538		-2.1596377		-2.4707897		1.2445369		-1.5164642		-1.873889		-2.4302866		-0.8669729		-1.580895		-1.1107893		-1.3049722		0.31560898		Yes		No		No		TA75536_4565		TC412748		Rep: Plastid-specific 30S ribosomal protein 2, chloroplast precursor - Spinacia oleracea (Spinach), partial (57%) [TC412748]

		A_99_P442927		8.29069		6.7604966		7.374687		6.54746		8.845326		8.933852		8.895252		7.0473847		10.074047		8.769135		9.615018		7.19369		1.468798		4.510713		2.869034		1.4141397		3.4422615		4.024024		4.725054		1.5650728		0.554636		2.1733556		1.520565		0.49992466		1.7833567		2.0086389		2.2403307		0.64622974		Yes		Yes		Yes		CV769142		TC398603		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		A_99_P332876		9.31147		9.0713		7.244625		7.5324836		9.883155		10.272205		9.152042		8.164196		10.847821		10.307685		9.707417		8.010015		1.4862583		2.2988396		3.7513692		1.549403		2.9005997		2.3560748		5.5128236		1.3923588		0.57168484		1.2009058		1.9074173		0.63171244		1.5363512		1.2363853		2.4627914		0.47753096		Yes		Yes		Yes		TA91424_4565		TC426868		Rep: Lustrin A-like - Oryza sativa subsp. japonica (Rice), partial (32%) [TC426868]

		A_99_P369312		2.0373654		2.3543293		1.8838296		2.1671066		2.3790343		4.5426564		4.2287793		3.302993		3.307587		4.3604693		5.156636		3.5105965		1.2672216		4.557767		5.0804267		2.1975355		2.4119859		4.01706		9.665247		2.5376444		0.34166884		2.188327		2.3449497		1.1358864		1.2702215		2.00614		3.2728066		1.3434899		Yes		Yes		Yes		TA102924_4565		TC426207		0

		A_99_P498102		8.376911		7.3664184		8.129139		6.849275		9.204841		7.0493827		6.314899		7.0303535		7.2078624		6.889484		5.4944215		7.644842		1.7751359		-1.2457682		-3.5167432		1.133731		-2.2486339		-1.3917831		-6.2105346		1.7357595		0.8279295		-0.31703568		-1.81424		0.18107843		-1.1690488		-0.47693443		-2.6347175		0.79556704		No		Yes		Yes		CJ708539		TC403126		CJ708539 Y.Ogihara unpublished cDNA library Wh_V483 Triticum aestivum cDNA clone whv3n15f08 5', mRNA sequence [CJ708539]

		A_99_P394107		1.6036702		1.8727822		1.6353139		2.015147		2.6272213		3.3224547		1.7331003		6.0605397		2.3541937		2.1626837		1.6120619		1.8444339		2.0329168		2.7314603		1.0701302		16.511429		1.6824031		1.2225568		-1.0162476		-1.1256146		1.0235511		1.4496725		0.09778643		4.045393		0.75052345		0.2899015		-0.02325201		-0.17071307		Yes		No		No		TA108993_4565		TC459316		Rep: Phosphatidylinositol-4-phosphate 5-kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC459316]

		A_99_P304511		10.745281		10.566573		9.948336		10.087874		9.5099535		9.480899		9.170486		8.835949		9.527847		9.9214945		9.044513		10.093385		-2.3543482		-2.1223671		-1.7145728		-2.3815906		-2.3253274		-1.5638245		-1.8710173		1.0038267		-1.2353277		-1.0856743		-0.7778492		-1.2519255		-1.2174339		-0.64507866		-0.9038229		0.00551033		Yes		No		No		TA83009_4565		0		0

		A_99_P358326		5.9172916		5.8941207		6.2402444		6.0053577		4.720557		4.9386487		5.0960326		4.9664564		5.0243936		5.2992506		4.610224		4.8073616		-2.2922025		-1.939214		-2.2102535		-2.0546625		-1.8569025		-1.5103366		-3.0951743		-2.2942078		-1.1967344		-0.955472		-1.1442118		-1.0389013		-0.8928981		-0.5948701		-1.6300206		-1.1979961		Yes		Yes		Yes		TA99437_4565		TC392542		Rep: Anther-specific proline-rich protein APG - Brassica napus (Rape), partial (7%) [TC392542]

		A_99_P388932		2.440117		2.4422286		3.092954		2.6164443		2.7264273		3.932431		3.4043772		2.7221727		4.0250397		3.814326		4.00015		3.4573958		1.2195175		2.809284		1.2409314		1.0760375		2.9999175		2.5884662		1.8753973		1.791231		0.28631043		1.4902024		0.3114233		0.10572839		1.5849228		1.3720975		0.9071963		0.84095144		Yes		No		No		TA107725_4565		TC429470		0

		A_99_P321241		8.677018		8.65926		9.310517		9.500751		7.897638		7.395635		8.2202425		8.952636		7.912379		7.8137336		7.999937		9.403055		-1.7163935		-2.4009821		-2.1291459		-1.4621738		-1.6989453		-1.7969201		-2.4804127		-1.0700628		-0.7793803		-1.2636247		-1.0902748		-0.5481148		-0.7646394		-0.8455262		-1.3105803		-0.09769535		No		Yes		Yes		TA87909_4565		0		0

		A_99_P454672		9.217405		9.252702		8.966357		8.832002		8.454822		8.345913		7.9369264		8.323745		8.294425		8.779426		7.66391		8.872136		-1.6965262		-1.8748678		-2.0412188		-1.4223306		-1.896028		-1.3882585		-2.4664693		1.0282097		-0.76258373		-0.9067888		-1.0294309		-0.5082569		-0.9229803		-0.47327614		-1.3024473		0.04013443		No		Yes		Yes		TC406868		TC406868		Rep: Ribosomal protein S5 - Halorubrum lacusprofundi ATCC 49239, partial (8%) [TC406868]

		A_99_P287196		6.6877933		5.764849		5.787642		6.134655		7.6675835		8.957191		7.2065454		6.5853		9.494545		8.311626		7.719912		6.7177143		1.9721786		9.140939		2.673822		1.366651		6.997074		5.843275		3.8165526		1.4980226		0.9797902		3.1923423		1.4189034		0.45064497		2.8067517		2.5467772		1.93227		0.5830593		Yes		Yes		Yes		TA77983_4565		TC410857		Rep: TPR-repeat protein - Chlamydomonas reinhardtii, partial (9%) [TC410857]

		A_99_P371127		7.845885		7.4497247		6.035609		6.982197		8.608955		9.145859		7.924662		7.71728		7.773645		7.784336		7.440454		7.3779755		1.6970989		3.240315		3.703921		1.6644933		-1.0513477		1.2610377		2.6478937		1.3156526		0.7630706		1.6961341		1.8890533		0.7350831		-0.072239876		0.33461142		1.4048452		0.39577866		Yes		No		No		TA103369_4565		TC414427		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC414427]

		A_99_P427002		15.368011		15.7265625		15.6997175		15.688462		15.748843		16.367958		16.19918		16.32872		16.061604		16.303078		16.737488		15.999766		1.3020923		1.5598373		1.4136873		1.5586077		1.6173053		1.4912429		2.0530522		1.2408289		0.38083172		0.64139557		0.49946308		0.64025784		0.6935921		0.5765152		1.0377703		0.3113041		No		Yes		Yes		CK170520		TC386126		FGAS045446 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170520]

		A_99_P219711		9.747978		9.792972		9.544932		9.767901		10.622657		11.845497		10.925735		9.886629		11.338346		11.206872		11.352753		9.894108		1.8335996		4.1483154		2.604133		1.0857769		3.01126		2.6645656		3.5011292		1.09142		0.8746786		2.0525255		1.3808031		0.118727684		1.5903673		1.4139004		1.8078203		0.1262064		Yes		Yes		Yes		TA58168_4565		TC401080		Rep: BZIP transcription factor-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC401080]

		A_99_P249771		11.003044		10.778258		9.775174		9.474647		9.883153		9.5985985		8.981496		8.205386		9.621159		10.148975		8.948087		9.311147		-2.1733057		-2.2652335		-1.7334886		-2.4103796		-2.6060874		-1.546796		-1.7741001		-1.1200008		-1.1198912		-1.1796598		-0.7936783		-1.2692604		-1.3818855		-0.62928295		-0.8270874		-0.16349983		Yes		No		No		AK332602		TC377637		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P538212		6.8416924		6.489697		6.052651		6.7008		8.1198435		9.356014		7.357248		6.8451314		8.296765		7.8174043		7.9028893		6.8208604		2.4252796		7.2920136		2.470147		1.1052184		2.7417042		2.5100346		3.6055975		1.0867804		1.278151		2.8663173		1.3045969		0.14433146		1.4550729		1.3277073		1.8502383		0.120060444		Yes		Yes		Yes		0		0		0

		A_99_P306276		8.442368		7.9534187		8.726993		8.474648		7.4804063		6.8048897		7.587393		7.8363223		7.675366		7.153521		7.4420686		8.145827		-1.9479562		-2.2168775		-2.203199		-1.5565223		-1.7017294		-1.7409776		-2.4366922		-1.2559867		-0.96196127		-1.148529		-1.1395998		-0.63832617		-0.7670016		-0.7998977		-1.284924		-0.32882118		No		Yes		Yes		TA83553_4565		TC381179		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC381179]

		A_99_P538777		8.964337		9.3528805		9.026479		8.599076		7.971436		8.301525		7.508814		7.1612697		7.908917		8.539478		7.260538		8.616047		-1.9901834		-2.072476		-2.8632724		-2.709087		-2.0783238		-1.7573508		-3.4009569		1.0118326		-0.9929013		-1.0513554		-1.5176649		-1.4378066		-1.0554204		-0.8134022		-1.7659407		0.016970634		Yes		No		No		TC448142		TC448142		Rep: Glycine cleavage system H protein, mitochondrial precursor - Oryza sativa subsp. indica (Rice), complete [TC448142]

		A_99_P426632		13.338433		13.334908		12.610355		12.79227		12.211193		12.41367		11.952584		11.459548		12.087773		12.874837		11.609122		12.801849		-2.1844046		-1.8937396		-1.5776434		-2.518774		-2.3795025		-1.3756092		-2.0017102		1.0066622		-1.1272402		-0.92123795		-0.6577711		-1.3327217		-1.25066		-0.4600706		-1.0012331		0.0095796585		Yes		No		No		TA78896_4565		TC385917		Rep: LigA - Methylobacterium sp. 4-46, partial (3%) [TC385917]

		A_99_P294396		11.751925		12.373924		12.271394		11.83871		11.081299		10.641583		9.921868		10.598367		10.597619		11.438827		10.051728		10.690079		-1.5917642		-3.322665		-5.0965657		-2.3625472		-2.2257729		-1.9120201		-4.6578546		-2.2170343		-0.67062664		-1.7323408		-2.3495255		-1.2403431		-1.1543064		-0.9350977		-2.2196655		-1.1486311		Yes		Yes		Yes		TA80054_4565		TC369955		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC369955]

		A_99_P444612		4.2686563		5.534758		5.9269805		5.684098		3.841326		3.5638247		3.582944		4.9106135		3.488493		4.888366		4.379192		4.346636		-1.3447428		-3.9202168		-5.0772123		-1.7093931		-1.7173252		-1.5652486		-2.9236865		-2.5270636		-0.42733026		-1.9709334		-2.3440366		-0.77348423		-0.7801633		-0.64639187		-1.5477886		-1.337462		Yes		Yes		Yes		TC399845		TC399845		Rep: ISAE1 Orf2 fusion protein - Ralstonia eutropha (strain ATCC 17699 / H16 / DSM 428 / Stanier 337)(Cupriavidus necator (strain ATCC 17699 / H16 / DSM 428 / Stanier337)), partial (5%) [TC399845]

		A_99_P230541		6.062204		5.997639		5.7796197		6.869887		6.1435113		6.2382255		7.753814		6.412031		6.1148467		5.92431		7.501989		6.974172		1.0579764		1.1814727		3.929088		-1.3734988		1.0371631		-1.0521417		3.2997785		1.0749617		0.08130741		0.24058628		1.9741945		-0.4578557		0.052642822		-0.07332897		1.7223692		0.10428524		No		Yes		Yes		AK335485		TC369938		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		A_99_P214151		9.220613		7.725819		7.6782765		7.796253		10.141878		10.139741		10.235412		9.340097		10.016788		9.71698		10.162038		9.19476		1.8937758		5.3292108		5.885378		2.915704		1.7364911		3.9755676		5.5935388		2.6362865		0.9212656		2.4139218		2.557135		1.5438442		0.796175		1.9911609		2.4837613		1.3985071		Yes		Yes		Yes		TA55708_4565		TC426003		0

		A_99_P382202		3.254631		2.9749353		1.9825754		2.9463818		4.193764		4.593479		3.991697		3.2654533		5.3270717		3.5528514		4.916794		3.7596676		1.9173758		3.0706496		4.0253706		1.2475275		4.205976		1.4926916		7.6434207		1.7572091		0.93913317		1.6185439		2.0091217		0.31907153		2.0724406		0.57791615		2.9342184		0.8132858		Yes		Yes		Yes		TA106063_4565		TC427053		0

		A_99_P101895		8.346427		7.8932214		7.9700065		7.865986		7.497568		6.545877		7.084314		5.7818217		6.8844113		7.010196		6.5578256		6.4662147		-1.8010757		-2.5444334		-1.8476514		-4.2402935		-2.75493		-1.8442384		-2.6613917		-2.6385972		-0.84885883		-1.3473444		-0.8856926		-2.0841641		-1.4620156		-0.88302517		-1.4121809		-1.3997712		Yes		No		No		EU181193		TC458317		Triticum aestivum calcium-dependent protein kinase (CPK13) mRNA, complete cds [EU181193]

		A_99_P286206		10.069795		10.179654		10.078758		10.291856		8.902074		8.155057		8.867326		8.787312		7.9702096		9.458245		8.231879		9.840512		-2.246565		-4.0687823		-2.3156745		-2.8373504		-4.285861		-1.6487913		-3.5972116		-1.367313		-1.1677208		-2.0245972		-1.2114325		-1.5045443		-2.099585		-0.72140884		-1.846879		-0.45134354		Yes		No		No		TA77693_4565		TC381662		0

		A_99_P443232		4.5845013		4.4341297		3.655323		3.6948311		3.402851		2.9282486		3.1980991		2.304255		2.840258		3.548724		2.1955175		2.8816006		-2.2683609		-2.8399806		-1.3728975		-2.6218336		-3.350191		-1.8472841		-2.7507126		-1.7571417		-1.1816502		-1.5058811		-0.4572239		-1.3905761		-1.7442434		-0.8854058		-1.4598055		-0.8132305		Yes		No		No		CV779893		TC398848		Rep: Photosystem 1 subunit 5 - Triticum aestivum (Wheat), partial (92%) [TC398848]

		A_99_P450312		7.74625		8.138267		7.935304		8.338375		8.720748		10.652097		10.402318		7.983149		9.491397		9.5141		10.401463		8.068539		1.9649571		5.711344		5.5289817		-1.279186		3.3522894		2.5951781		5.5257044		-1.2056711		0.9744978		2.5138302		2.4670138		-0.35522604		1.7451468		1.3758335		2.4661584		-0.26983643		Yes		Yes		Yes		AK334504		TC403965		Triticum aestivum cDNA, clone: WT010_C04, cultivar: Chinese Spring [AK334504]

		A_99_P519937		9.680409		9.035634		9.835198		9.453754		11.10702		12.022807		10.464124		9.684326		12.50528		10.246809		10.498345		9.337534		2.688145		7.929188		1.5464126		1.1732998		7.085502		2.3152611		1.583533		-1.0838916		1.426611		2.987173		0.6289253		0.23057175		2.82487		1.211175		0.663147		-0.116220474		Yes		Yes		Yes		CJ954112		TC440495		CJ954112 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40o21 5', mRNA sequence [CJ954112]

		A_99_P391702		3.244933		4.695081		4.9107814		5.1017804		2.6212149		3.4187047		4.4500585		4.5469537		2.4302819		3.655213		4.615455		4.8621006		-1.540841		-2.4222982		-1.3762313		-1.4689922		-1.7588726		-2.0560398		-1.2271625		-1.1807306		-0.623718		-1.2763765		-0.46072292		-0.55482674		-0.814651		-1.0398681		-0.29532623		-0.23967981		No		Yes		Yes		TA108406_4565		TC460343		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC460343]

		A_99_P390117		6.0183983		6.091285		6.2204013		6.1020584		5.2740016		5.0156326		5.250056		4.773554		4.7802844		4.59886		4.604608		4.781284		-1.6752735		-2.1076753		-1.9593097		-2.5114222		-2.3588994		-2.813616		-3.0648007		-2.4980018		-0.7443967		-1.0756526		-0.9703455		-1.3285046		-1.2381139		-1.4924254		-1.6157932		-1.3207746		Yes		Yes		Yes		TA108015_4565		TC397669		Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC397669]

		A_99_P001266		4.2633023		4.454926		5.146381		4.8358097		3.7790184		3.1600497		3.7788079		4.4404683		3.6184473		3.9339821		3.7434673		4.268499		-1.3988913		-2.4535596		-2.5803611		-1.315254		-1.5635822		-1.4348937		-2.6443508		-1.481759		-0.48428392		-1.2948763		-1.367573		-0.3953414		-0.644855		-0.5209439		-1.4029136		-0.5673108		No		Yes		Yes		0		0		0

		A_99_P408412		13.186973		12.641934		6.6747627		8.001686		12.194778		10.444054		3.107382		6.114094		11.59191		11.763794		3.8650787		6.4346824		-1.9892081		-4.588049		-11.854646		-3.700172		-3.0210755		-1.8380047		-7.01131		-2.9628873		-0.9921942		-2.1978807		-3.5673807		-1.8875923		-1.5950623		-0.87814045		-2.809684		-1.5670037		Yes		No		No		TA52656_4565		TC370503		0

		A_99_P303506		7.3569393		6.6505904		6.0800643		7.191094		9.002166		9.780938		9.591541		8.596248		10.178285		8.537404		9.523519		8.066472		3.1279695		8.75646		11.404071		2.6484601		7.068212		3.6981754		10.878851		1.8344889		1.6452265		3.1303477		3.511477		1.4051538		2.8213453		1.8868136		3.4434543		0.87537813		Yes		Yes		Yes		TA82718_4565		TC378007		0

		A_99_P063942		4.886667		4.7265067		6.2960305		5.778069		4.661291		3.8321285		4.508379		5.2512584		4.479722		3.9184806		4.099008		4.694679		-1.1690816		-1.8588085		-3.4525242		-1.4407406		-1.325875		-1.7508143		-4.58532		-2.1190097		-0.22537565		-0.8943782		-1.7876515		-0.52681065		-0.40694475		-0.8080261		-2.1970224		-1.0833902		Yes		Yes		Yes		AF438769		0		Triticum aestivum 7iL cytosolic acetyl-CoA carboxylase (Acc-2,1) mRNA, partial cds [AF438769]

		A_99_P510432		9.207286		9.495405		8.2012205		8.635335		9.443019		9.978511		9.966512		9.0461645		9.257728		10.177793		9.933526		9.458926		1.1775049		1.3977493		3.3994262		1.32945		1.035582		1.6047932		3.3225837		1.769806		0.23573303		0.48310566		1.7652912		0.41082954		0.050441742		0.68238735		1.7323055		0.82359123		No		Yes		Yes		CD878990		TC436264		Rep: Glucose-6-phosphate 1-dehydrogenase - Hordeum vulgare (Barley), partial (19%) [TC436264]

		A_99_P398922		5.397516		5.475233		5.129223		4.9097543		4.894075		5.672725		7.6541247		4.6874948		5.489788		5.449121		6.7452273		5.1728234		-1.4175905		1.1467032		5.755343		-1.1665592		1.0660479		-1.0182643		3.0652494		1.2000289		-0.50344086		0.19749212		2.5249019		-0.22225952		0.09227228		-0.02611208		1.6160045		0.26306915		No		Yes		Yes		TA110173_4565		TC389895		0

		A_99_P533507		9.234019		8.698567		8.637898		8.472074		10.269488		10.999797		9.9158745		9.1968355		11.175648		10.345395		10.3277235		9.025743		2.04978		4.9287763		2.4249854		1.652628		3.8413901		3.1314433		3.2261758		1.4678138		1.035469		2.3012295		1.277976		0.72476196		1.9416285		1.6468277		1.689825		0.553669		Yes		Yes		Yes		CA602826		TC445923		wr1.pk0006.d12 wr1 Triticum aestivum cDNA clone wr1.pk0006.d12 5' end, mRNA sequence [CA602826]

		A_99_P529327		6.528177		6.176937		5.2578034		6.1630654		5.4543304		4.4561906		4.82843		5.0089374		4.3977885		5.1280475		3.9411933		5.209906		-2.1050382		-3.2960691		-1.3466485		-2.2254977		-4.378353		-2.0689368		-2.4908016		-1.9361079		-1.0738463		-1.7207465		-0.42937326		-1.1541281		-2.1303883		-1.0488896		-1.3166101		-0.95315933		Yes		Yes		Yes		AK336248		TC444220		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		A_99_P007431		11.565942		12.065625		10.43768		10.00068		11.472474		11.894221		12.752843		11.470947		11.575097		12.657448		13.3558855		11.351617		-1.0669316		-1.1261538		4.976608		2.7707322		1.0063661		1.5071496		7.5590515		2.5507772		-0.09346771		-0.17140388		2.3151627		1.4702673		0.009155273		0.5918226		2.9182053		1.3509369		Yes		Yes		Yes		DN949052		TC378108		F04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949052]

		A_99_P221091		14.37057		14.204533		13.578959		13.585889		13.218837		12.847645		12.517102		12.269971		13.039374		13.366071		12.251773		13.761249		-2.2218068		-2.5613205		-2.0876172		-2.4896069		-2.5161114		-1.7881427		-2.5091288		1.129246		-1.1517334		-1.3568878		-1.0618572		-1.315918		-1.3311958		-0.8384619		-1.3271866		0.17535973		Yes		No		No		TA58665_4565		TC384077		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC384077]

		A_99_P391037		1.579814		1.5661811		3.057949		2.273729		1.5245231		1.8354124		7.0465865		6.961907		1.530715		1.5497781		6.0190887		7.52713		-1.0390686		1.2051655		15.87448		25.779959		-1.0346185		-1.0114346		7.787389		38.14444		-0.05529082		0.26923132		3.9886374		4.688178		-0.04909897		-0.01640296		2.9611397		5.253401		Yes		No		No		TA108246_4565		TC456059		0

		A_99_P354406		2.246357		2.464613		3.8392487		3.5896454		3.2742863		3.9987729		5.7549458		4.6322465		3.7992837		3.673453		6.164749		4.69734		2.0390954		2.8961973		3.7729607		2.0599382		2.9341178		2.3115172		5.0123963		2.15501		1.0279293		1.5341599		1.9156971		1.0426011		1.5529268		1.2088401		2.3255005		1.1076946		Yes		Yes		Yes		TA98109_4565		TC390072		Rep: Os01g0303600 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC390072]

		A_99_P364861		7.155054		8.0839205		8.85987		9.330072		6.904116		5.3511224		6.4140077		8.182279		5.4704356		7.140735		6.627526		8.624275		-1.1899805		-6.6474366		-5.448512		-2.2157478		-3.2145538		-1.9227688		-4.698969		-1.6310457		-0.25093794		-2.732798		-2.4458623		-1.1477938		-1.6846185		-0.9431853		-2.2323442		-0.7057972		Yes		Yes		Yes		TA101655_4565		0		0

		A_99_P306526		3.0220346		2.643564		1.7116686		2.7937381		3.2668362		3.9986525		2.8051748		2.5940535		4.774653		3.3882358		3.517032		2.3208153		1.1849297		2.558128		2.1339202		-1.1484473		3.3696957		1.675593		3.4951715		-1.3879185		0.24480152		1.3550885		1.0935062		-0.19968462		1.7526183		0.7446718		1.8053633		-0.4729228		No		Yes		Yes		TA83626_4565		TC427356		0

		A_99_P366657		14.157922		13.17952		13.285351		12.782428		12.909855		11.709381		12.923108		11.51444		12.505933		12.637568		11.910388		12.392894		-2.3752294		-2.770485		-1.2854226		-2.408255		-3.142666		-1.4559402		-2.5936122		-1.3099703		-1.2480669		-1.4701385		-0.3622427		-1.2679882		-1.651989		-0.5419512		-1.3749628		-0.389534		Yes		No		No		TA102260_4565		TC448413		Rep: Nitrite reductase apoprotein - Hordeum vulgare (Barley), partial (69%) [TC448413]

		A_99_P359576		4.7634645		4.936153		4.9081693		4.9430156		6.019266		8.404811		8.377874		7.69574		6.362341		7.8648925		8.445571		7.86848		2.387998		11.070573		11.078611		6.739888		3.0290732		7.6144485		11.61085		7.597183		1.2558017		3.468658		3.469705		2.7527246		1.5988765		2.9287395		3.5374017		2.9254646		Yes		Yes		Yes		TA99860_4565		TC373223		Rep: Cation transporting ATPase, C-terminal - Medicago truncatula (Barrel medic), partial (41%) [TC373223]

		A_99_P420662		7.637446		9.0219		10.749202		9.692997		7.5412803		7.929816		9.586866		9.366616		7.3944106		8.477719		9.983577		9.570405		-1.0689287		-2.1318183		-2.2381945		-1.2538639		-1.18348		-1.4581922		-1.7001064		-1.0886891		-0.09616566		-1.0920844		-1.1623354		-0.32638073		-0.24303532		-0.54418087		-0.765625		-0.12259197		No		Yes		Yes		CD920100		TC381215		Rep: Os03g0174800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC381215]

		A_99_P287126		9.713886		8.315068		7.0107894		8.518042		10.030044		10.290694		8.843838		8.611634		10.526153		10.729752		8.862594		9.189247		1.24501		3.9329886		3.562891		1.067024		1.7559677		5.332024		3.609513		1.592403		0.31615734		1.975626		1.8330483		0.093592644		0.81226635		2.4146833		1.8518043		0.6712055		Yes		Yes		Yes		TA77966_4565		TC393322		Rep: Os04g0684900 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC393322]

		A_99_P245746		4.736091		4.577717		2.5928879		5.7110443		6.446499		10.907219		14.287308		10.909046		9.427943		10.926788		14.044674		11.078326		3.272533		80.4211		3314.1423		36.707474		25.845695		81.5194		2801.116		41.27745		1.7104077		6.329502		11.69442		5.198002		4.691852		6.3490715		11.451786		5.367282		Yes		Yes		Yes		DR740800		TC375912		FGAS000735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740800]

		A_99_P410897		13.647412		13.5104265		13.4730215		13.211197		13.195465		12.610101		12.125435		13.627074		12.877641		13.403165		12.395135		13.764894		-1.3678852		-1.8664874		-2.5448606		1.3341098		-1.7049998		-1.0771817		-2.1109414		1.467842		-0.4519472		-0.9003258		-1.3475866		0.41587734		-0.7697716		-0.10726166		-1.0778866		0.55369663		No		Yes		Yes		TC372962		TC372962		Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar, partial (76%) [TC372962]

		A_99_P260211		7.821028		6.421928		6.1416836		5.988336		6.451692		4.4651303		4.320221		5.1573577		5.1678305		5.3153214		5.0268936		5.9939847		-2.5835166		-3.8819933		-3.5343933		-1.7788913		-6.290601		-2.1533854		-2.1656349		1.0039229		-1.3693361		-1.9567976		-1.8214626		-0.8309784		-2.6531978		-1.1066065		-1.11479		0.005648613		Yes		No		No		TA70061_4565		TC419222		Rep: Seed maturation protein PM41 - Glycine max (Soybean), partial (69%) [TC419222]

		A_99_P319666		10.325336		10.170014		8.929238		9.558308		9.080832		8.711657		7.735155		7.8653283		8.809255		9.234341		7.5193596		9.466528		-2.3693724		-2.747954		-2.287994		-3.2332373		-2.8601322		-1.9127836		-2.6571484		-1.065684		-1.2445049		-1.4583578		-1.1940832		-1.6929793		-1.5160818		-0.9356737		-1.4098787		-0.09177971		Yes		No		No		TA87444_4565		0		0

		A_99_P542222		5.3725495		5.715233		6.4482102		6.4908867		6.224459		8.903161		10.452235		6.270349		7.4035087		7.728176		9.944532		6.2878175		1.8048884		9.113013		16.0447		-1.1651677		4.0867643		4.036048		11.284904		-1.1511447		0.85190964		3.1879282		4.004025		-0.22053766		2.0309591		2.0129433		3.4963222		-0.20306921		Yes		Yes		Yes		CD921487		TC449359		Rep: Sec61 alpha subunit - Hordeum vulgare (Barley), partial (21%) [TC449359]

		A_99_P444422		9.904925		10.59389		10.658334		10.508896		9.831212		9.587445		9.546763		10.347046		9.446813		10.111954		9.498986		10.336078		-1.052422		-2.0089545		-2.1608071		-1.1187208		-1.3737435		-1.396617		-2.233564		-1.1272583		-0.0737133		-1.0064449		-1.1115704		-0.16184998		-0.45811272		-0.48193645		-1.1593475		-0.17281818		No		Yes		Yes		TC399690		TC399690		0

		A_99_P574597		6.744826		4.7521863		2.1147306		5.3233113		6.4775596		5.1538424		4.2798595		5.658131		6.5414157		5.076863		4.312757		5.8757477		-1.2035252		1.3210235		4.485065		1.2612199		-1.1514168		1.2523836		4.588512		1.4665602		-0.26726627		0.40165615		2.165129		0.3348198		-0.20341015		0.3246765		2.1980264		0.55243635		No		Yes		Yes		BU100091		TC461408		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (13%) [TC461408]

		A_99_P401892		6.825489		6.788208		9.57462		7.73348		8.3524885		8.664363		9.819424		8.160142		11.062546		7.783041		10.020546		7.6725354		2.8818583		3.6709538		1.1849313		1.34412		18.857372		1.9928498		1.3621879		-1.0431485		1.5269995		1.8761549		0.24480343		0.42666197		4.2370567		0.994833		0.4459257		-0.060944557		Yes		Yes		Yes		TA110907_4565		TC436498		0

		A_99_P431402		9.054245		7.9925194		7.7725654		7.893624		10.350781		11.235749		9.902963		8.561564		11.505135		10.349534		10.230778		8.656136		2.4563847		9.469117		4.3783803		1.5888034		5.467531		5.1230917		5.4953537		1.6964415		1.2965364		3.2432299		2.1303973		0.6679406		2.4508896		2.3570147		2.4582124		0.76251173		Yes		Yes		Yes		DR733579		TC389642		0

		A_99_P341656		9.623776		9.111184		10.090243		9.764457		9.5024		8.365037		9.131981		8.091685		7.86793		8.479072		7.6648736		8.114018		-1.0877719		-1.6773075		-1.9429684		-3.1882648		-3.3772442		-1.5498327		-5.3716664		-3.13929		-0.12137604		-0.74614716		-0.95826244		-1.6727715		-1.7558465		-0.6321125		-2.4253697		-1.6504383		Yes		No		No		TA94091_4565		TC418233		Rep: Os12g0121100 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC418233]

		A_99_P258016		11.000271		10.785785		9.442505		8.546116		9.532937		9.396736		8.828641		7.225025		9.479411		10.0741625		8.707309		8.684501		-2.765104		-2.619059		-1.5303525		-2.4985492		-2.86962		-1.6376445		-1.6646237		1.1006721		-1.4673338		-1.3890486		-0.61386395		-1.3210907		-1.5208597		-0.71162224		-0.7351961		0.13838482		Yes		No		No		TA69407_4565		0		0

		A_99_P516972		7.128225		6.512674		6.164291		6.170178		5.725929		5.037169		4.5303607		4.835539		5.7410874		5.9119744		5.0275025		5.8667626		-2.6432192		-2.7808094		-3.1035733		-2.5221238		-2.6155918		-1.5164516		-2.1989098		-1.2340623		-1.4022961		-1.4755049		-1.6339302		-1.3346391		-1.3871374		-0.6006994		-1.1367884		-0.3034153		Yes		No		No		AK332911		TC439257		Triticum aestivum cDNA, clone: WT005_C24, cultivar: Chinese Spring [AK332911]

		A_99_P419492		12.7249975		13.080398		12.862582		12.770382		12.976716		13.761753		13.440579		12.917805		13.434737		13.793963		14.247607		12.904965		1.1906245		1.6036458		1.4927754		1.1075891		1.635509		1.6398523		2.611765		1.0977758		0.25171852		0.6813555		0.5779972		0.14742279		0.7097397		0.7135658		1.385025		0.13458347		No		Yes		Yes		BJ321508		TC380279		Rep: Calmodulin - Zea mays (Maize), complete [TC380279]

		A_99_P072250		9.444108		9.185643		8.768523		8.846267		8.802945		7.8886867		7.590057		7.761946		8.577592		8.844174		7.7066345		8.552641		-1.5595857		-2.4571		-2.2633605		-2.1203766		-1.8232547		-1.267046		-2.0876627		-1.225717		-0.6411629		-1.2969565		-1.1784663		-1.0843205		-0.8665161		-0.3414688		-1.0618887		-0.29362583		Yes		No		No		BT009062		TC431367		Triticum aestivum clone wds1f.pk002.a12:fis, full insert mRNA sequence [BT009062]

		A_99_P536337		11.739238		11.608342		12.637385		12.515915		12.474385		12.907863		13.572381		12.948478		12.685575		12.939064		13.7948885		13.303626		1.6645676		2.4614706		1.9118849		1.3496289		1.9269735		2.515285		2.2307103		1.7263334		0.7351475		1.2995205		0.93499565		0.43256283		0.94633675		1.3307219		1.1575031		0.78771114		Yes		No		No		CK196320		TC447100		Rep: Cell death associated protein - Oryza sativa subsp. japonica (Rice), partial (66%) [TC447100]

		A_99_P525412		11.270938		11.872243		12.874096		12.033772		11.249797		10.848268		12.001172		11.696845		10.673297		11.396062		12.073964		11.957311		-1.0147618		-2.0335147		-1.8313707		-1.2630637		-1.5132402		-1.3910565		-1.7412602		-1.0544289		-0.021141052		-1.0239754		-0.87292385		-0.3369274		-0.597641		-0.47618103		-0.8001318		-0.07646179		No		Yes		Yes		0		0		0

		A_99_P132220		8.396171		8.284718		8.743461		8.487606		7.917858		7.2713447		7.7727075		7.0347495		7.1511292		7.363239		7.254051		7.292848		-1.3931133		-2.018625		-1.9598635		-2.7374954		-2.3702536		-1.8940557		-2.8077402		-2.2890642		-0.4783125		-1.0133729		-0.9707532		-1.4528565		-1.2450414		-0.92147875		-1.4894094		-1.1947579		Yes		No		No		CJ675851		TC422300		CJ675851 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms2l08 5', mRNA sequence [CJ675851]

		A_99_P349021		3.7094326		3.3546314		3.9354477		4.20047		4.518915		4.0260453		6.426232		5.559513		3.4856215		3.739639		6.000572		4.6695266		1.7525828		1.592633		5.620834		2.5651498		-1.1678145		1.3058667		4.184701		1.384204		0.8094826		0.6714139		2.4907842		1.3590431		-0.22381115		0.38500762		2.0651245		0.4690566		Yes		Yes		Yes		TA96428_4565		TC396611		Rep: Lysyl-tRNA synthetase - Oryza sativa subsp. japonica (Rice), partial (34%) [TC396611]

		A_99_P185384		2.8054476		3.0042174		3.3020809		3.0156338		2.947239		4.6456113		3.7094843		3.824878		4.0679626		4.219214		4.5961976		3.7226284		1.1032741		3.119671		1.3262966		1.7522931		2.3991363		2.3214023		2.4522681		1.6323999		0.14179134		1.6413939		0.40740347		0.80924416		1.2625151		1.2149966		1.2941167		0.70699453		Yes		No		No		CD894815		0		G118.127D11F010824 G118 Triticum aestivum cDNA clone G118127D11, mRNA sequence [CD894815]

		A_99_P123440		6.663517		6.9111214		5.707582		7.1097465		6.4693494		6.7944183		6.3854384		6.2229686		6.594197		6.9613013		6.8180947		6.495142		-1.1440638		-1.0842541		1.599761		-1.8490418		-1.0492222		1.0353941		2.1592238		-1.5311382		-0.19416761		-0.11670303		0.67785645		-0.8867779		-0.0693202		0.05017996		1.1105127		-0.6146045		No		Yes		Yes		CK210671		TC382980		FGAS022495 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210671]

		A_99_P470627		4.111791		2.2762878		1.7953368		2.97456		5.369915		5.713228		2.7055616		4.1853013		6.0038757		4.725471		3.2718532		4.8409495		2.391845		10.8298435		1.8793383		2.3145654		3.7117116		5.4610686		2.7827597		3.6461895		1.2581239		3.4369404		0.9102248		1.2107413		1.8920846		2.4491832		1.4765164		1.8663895		Yes		Yes		Yes		TC416939		TC416939		0

		A_99_P460017		10.781383		9.829562		11.30022		10.593661		12.002155		13.157294		12.397354		11.719958		12.485398		12.278836		12.621097		11.579333		2.3307152		10.040311		2.1392937		2.1829772		3.2580657		5.4614124		2.4981794		1.9802355		1.2207727		3.327732		1.0971346		1.126297		1.7040157		2.449274		1.3208771		0.985672		Yes		Yes		Yes		U32431		TC434580		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P397137		7.555296		7.5053906		7.492687		7.235058		8.414181		9.244477		9.00022		8.043815		9.559832		8.382604		9.359979		8.06254		1.8136358		3.3382375		2.8432345		1.7517014		4.012595		1.8368235		3.6484697		1.7745857		0.8588848		1.7390866		1.5075331		0.8087568		2.0045357		0.877213		1.8672915		0.8274822		Yes		Yes		Yes		TA109736_4565		TC411341		0

		A_99_P424782		9.42766		9.7227335		9.273347		9.80971		9.993228		11.18338		11.1842375		9.505525		10.259963		10.769252		11.163169		9.423329		1.4799701		2.752317		3.7604115		-1.2347208		1.7805254		2.0655391		3.705895		-1.3071097		0.565568		1.4606466		1.9108906		-0.3041849		0.83230305		1.0465183		1.889822		-0.3863802		No		Yes		Yes		TA66806_4565		TC384145		0

		A_99_P380877		9.03418		8.827176		7.755653		8.059915		9.590248		10.240937		8.483287		8.731278		10.865113		9.301389		8.895034		8.2881365		1.470257		2.6643085		1.6559211		1.5925778		3.5576723		1.3891599		2.202865		1.1713903		0.5560684		1.4137611		0.72763395		0.67136383		1.8309336		0.47421265		1.1393809		0.2282219		No		Yes		Yes		TA105747_4565		TC386357		0

		A_99_P023114		2.6780465		3.0413764		3.2759902		3.2362144		3.645938		4.50384		3.8130999		4.235265		3.5301025		4.1564426		4.508973		4.981645		1.9559798		2.7557855		1.4510624		1.9986839		1.8050716		2.1660497		2.3505247		3.3529494		0.96789145		1.4624636		0.5371096		0.9990504		0.852056		1.1150663		1.2329829		1.7454307		Yes		No		No		BE404971		TC417075		WHE1208_H12_P24ZS Wheat etiolated seedling root cDNA library Triticum aestivum cDNA clone WHE1208_H12_P24, mRNA sequence [BE404971]

		A_99_P361211		7.161247		8.779077		7.4932194		7.459715		6.3959603		7.2092686		7.0987296		6.649126		6.377905		7.8338885		6.649648		7.28974		-1.6997074		-2.968652		-1.3144778		-1.7539271		-1.7211131		-1.9254398		-1.7944866		-1.1250389		-0.76528645		-1.569808		-0.39448977		-0.81058884		-0.7833419		-0.94518805		-0.8435712		-0.1699748		No		Yes		Yes		TA100415_4565		0		0

		A_99_P480462		2.1583245		2.885711		2.4074497		2.8108413		2.4062436		3.794523		4.2252526		3.2446978		2.671643		2.8590527		4.5419936		4.427933		1.1874931		1.8774989		3.525439		1.3508397		1.4273297		-1.0186499		4.3909826		3.0675607		0.24791908		0.90881205		1.8178029		0.4338565		0.51331854		-0.026658297		2.134544		1.6170919		No		Yes		Yes		BG904241		TC422371		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC422371]

		A_99_P324711		6.8814464		5.703527		7.8092422		7.305046		6.1414504		4.256678		6.3479743		5.89792		6.492384		4.611053		6.9186034		5.8268895		-1.6701711		-2.7261195		-2.7535026		-2.6520832		-1.3095421		-2.1323938		-1.8539969		-2.7859254		-0.73999596		-1.4468489		-1.461268		-1.407126		-0.3890624		-1.092474		-0.8906388		-1.4781566		Yes		No		No		TA88954_4565		TC412841		Rep: Fatty aldehyde dehydrogenase 1 - Zea mays (Maize), partial (27%) [TC412841]

		A_99_P012744		7.2552123		6.5028863		5.9903092		6.358134		9.165054		10.299315		8.822111		7.305069		9.911105		10.27713		8.942627		7.127314		3.7576795		13.894376		7.119628		1.927773		6.302363		13.682347		7.739915		1.7043011		1.909842		3.7964292		2.831802		0.9469352		2.6558928		3.7742438		2.9523177		0.7691803		Yes		Yes		Yes		EF397616		TC425788		Triticum aestivum cultivar Nongda 3338 WRKY19-b transcription factor (WRKY19-b) mRNA, complete cds [EF397616]

		A_99_P402057		4.8929996		5.413241		5.9081306		6.203766		4.13469		4.2090645		4.6659527		5.0382905		4.6859794		5.0362744		5.510771		5.6940703		-1.6915078		-2.3040571		-2.3655539		-2.243071		-1.1543016		-1.2986084		-1.3170954		-1.4237497		-0.75830984		-1.2041764		-1.242178		-1.1654754		-0.20702028		-0.37696648		-0.39735985		-0.50969553		Yes		No		No		TA110945_4565		TC399686		Rep: Os01g0583100 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC399686]

		A_99_P400217		6.4548936		5.726906		4.9749517		4.477154		5.0254498		4.2028084		4.116606		3.661701		5.0915027		5.3020997		4.528557		4.2607136		-2.6934285		-2.8760674		-1.812958		-1.7598504		-2.572892		-1.3423921		-1.362631		-1.1618632		-1.4294438		-1.5240974		-0.8583455		-0.8154528		-1.3633909		-0.42480612		-0.44639492		-0.2164402		Yes		No		No		TA110496_4565		TC417534		Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC417534]

		A_99_P376992		9.59394		9.629554		9.272943		9.277439		9.116482		9.14011		10.708798		9.234439		9.405103		9.422541		9.905994		9.236219		-1.3922883		-1.4039035		2.7054262		-1.0302541		-1.1398445		-1.1542959		1.5508422		-1.0289834		-0.477458		-0.48944378		1.4358559		-0.04300022		-0.18883705		-0.20701313		0.6330519		-0.04121971		No		Yes		Yes		TA104793_4565		TC417999		Rep: Proteasome subunit beta type - Triticum aestivum (Wheat), partial (9%) [TC417999]

		A_99_P503697		15.299489		15.486		14.927819		13.774486		14.268031		14.52668		13.253643		12.726798		14.071576		14.861446		13.181352		14.018935		-2.0440888		-1.9443933		-3.1913707		-2.0672138		-2.342279		-1.5417337		-3.35536		1.1846408		-1.0314579		-0.95932007		-1.6741762		-1.0476875		-1.2279129		-0.6245537		-1.7464676		0.24444962		Yes		No		No		TA56008_4565		0		0

		A_99_P011944		3.9892082		3.1330068		5.009438		4.893932		2.921851		1.6991845		3.4987767		4.2965965		3.4728613		2.5028536		2.719864		4.3793664		-2.0955913		-2.7016153		-2.8494062		-1.5129197		-1.4303288		-1.5477294		-4.8891177		-1.4285638		-1.0673573		-1.4338223		-1.5106614		-0.59733534		-0.51634693		-0.6301532		-2.2895741		-0.51456547		Yes		Yes		Yes		BJ278324		TC446861		BJ278324 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr15l05 5', mRNA sequence [BJ278324]

		A_99_P352171		6.7311654		5.39374		6.7988033		5.8366838		11.110794		11.070001		10.756846		7.164806		12.800006		10.18979		11.30816		7.2671304		20.81611		51.135754		15.541384		2.5107565		67.12789		27.781443		22.774643		2.6953015		4.3796287		5.6762605		3.958043		1.3281221		6.0688405		4.7960496		4.5093565		1.4304466		Yes		Yes		Yes		TA97420_4565		TC383470		0

		A_99_P412952		7.385345		7.425831		6.3657985		6.5213504		6.2614007		6.2851787		5.628628		5.338759		6.0915236		6.8548126		5.806492		6.4511604		-2.17942		-2.2048068		-1.6669036		-2.2698412		-2.451766		-1.4855716		-1.4735608		-1.0498549		-1.1239443		-1.1406522		-0.7371707		-1.1825914		-1.2938213		-0.5710182		-0.5593066		-0.07018995		Yes		No		No		CJ565202		TC374839		0

		A_99_P182887		9.794647		9.817641		10.340423		10.510299		10.188601		10.991851		11.171596		10.361348		10.621774		10.665807		11.380527		10.745029		1.3139892		2.2566922		1.7791313		-1.1087626		1.7741482		1.8002104		2.0563757		1.1766871		0.39395332		1.1742096		0.83117294		-0.14895058		0.8271265		0.8481655		1.0401039		0.23473072		No		Yes		Yes		BT009296		0		Triticum aestivum clone wlm1.pk0005.g3:fis, full insert mRNA sequence [BT009296]

		A_99_P315636		5.103378		5.5430427		4.6412177		5.2800345		3.7156909		3.051791		3.1880035		4.105876		2.3448927		3.6461532		2.2399914		4.729405		-2.6165884		-5.622656		-2.738174		-2.2566123		-6.7668533		-3.724094		-5.28252		-1.4647248		-1.387687		-2.4912517		-1.4532142		-1.1741586		-2.758485		-1.8968894		-2.4012263		-0.5506296		Yes		No		No		TA86270_4565		TC386744		0

		A_99_P163217		5.570278		4.85147		8.789275		5.0354733		7.870203		10.272572		9.634555		7.9039617		9.422245		6.6007705		10.859154		6.7551804		4.924321		42.846386		1.796613		7.302995		14.43968		3.3619552		4.1985135		3.2936952		2.2999249		5.4211016		0.8452797		2.8684883		3.8519669		1.7493005		2.0698786		1.719707		Yes		Yes		Yes		BQ842204		TC450588		WHE2990_B08_D16ZS Wheat dormant embryo cDNA library Triticum aestivum cDNA clone WHE2990_B08_D16, mRNA sequence [BQ842204]

		A_99_P342491		2.5792148		2.3566933		2.0086281		2.001177		3.0667562		3.685648		3.7282753		1.8529983		5.44323		3.5932636		4.427583		1.9202747		1.4020535		2.5122058		3.2935586		-1.1081697		7.280388		2.356377		5.3478355		-1.0576794		0.48754144		1.3289547		1.7196472		-0.14817882		2.8640153		1.2365704		2.418955		-0.08090234		Yes		Yes		Yes		TA94364_4565		0		0

		A_99_P115180		1.5965582		1.585574		2.248265		2.1172478		2.7924166		4.5407887		3.500105		1.6673428		3.728521		2.9454396		3.6817715		1.550615		2.2908108		7.7554717		2.3814495		-1.3659503		4.383134		2.5666125		2.701024		-1.4810629		1.1958584		2.9552145		1.2518399		-0.44990504		2.1319628		1.3598655		1.4335065		-0.56663287		Yes		Yes		Yes		CJ680143		TC417577		CJ680143 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok19d13 5', mRNA sequence [CJ680143]

		A_99_P295361		9.736626		10.099712		11.241566		10.921128		9.396679		10.064239		10.093897		10.932012		9.76762		9.503929		10.433877		10.823067		-1.2657099		-1.0248934		-2.2155561		1.0075723		1.0217161		-1.5112928		-1.750405		-1.0703343		-0.33994675		-0.035473824		-1.1476688		0.010883331		0.030994415		-0.59578323		-0.8076887		-0.09806156		No		Yes		Yes		TA80329_4565		TC403244		0

		A_99_P138000		1.6889368		1.7297482		2.3542316		3.3159359		2.6065066		3.1098068		9.664057		6.0515466		3.2506378		3.222617		9.238998		5.585076		1.8889307		2.6027894		158.66333		6.660409		2.9520168		2.8144805		118.17381		4.820357		0.91756976		1.3800585		7.309825		2.7356107		1.5617009		1.4928687		6.8847666		2.26914		Yes		Yes		Yes		BT009359		TC376536		Triticum aestivum clone wlm96.pk025.c3:fis, full insert mRNA sequence [BT009359]

		A_99_P275536		13.690381		12.903247		13.044159		13.76184		13.652992		12.9798765		14.101608		14.16013		13.697978		13.032666		14.236838		14.160282		-1.0262547		1.0545516		2.0812488		1.3179445		1.0052797		1.0938534		2.2857687		1.318084		-0.0373888		0.07662964		1.0574493		0.39828968		0.0075969696		0.12941933		1.1926794		0.39844227		No		Yes		Yes		TA74587_4565		0		0

		A_99_P391987		8.488217		8.503232		8.63531		8.763589		7.917833		7.277842		7.81121		6.4915624		6.7851453		7.012535		6.570541		6.9521365		-1.4849193		-2.3381865		-1.7704302		-4.8300114		-3.2559354		-2.810247		-4.1836705		-3.5099547		-0.5703845		-1.22539		-0.8241		-2.2720265		-1.7030721		-1.4906969		-2.0647693		-1.8114524		Yes		Yes		Yes		TA108480_4565		TC431665		0

		A_99_P097710		4.1791983		3.8385868		4.453081		4.3751903		5.412559		6.2075768		6.0245433		5.0074425		5.2859745		5.6471844		6.244166		5.5127373		2.3511405		5.1657934		2.9720578		1.5499828		2.1536386		3.503016		3.46075		2.2000663		1.2333608		2.36899		1.5714622		0.6322522		1.1067762		1.8085976		1.7910848		1.137547		Yes		No		No		BQ807128		TC422389		WHE3587_B02_C03ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3587_B02_C03, mRNA sequence [BQ807128]

		A_99_P276966		7.9590497		8.08939		8.715381		8.857354		7.392287		6.8125176		7.3383307		8.2071085		7.46641		7.205032		7.2157865		8.081714		-1.4811964		-2.4231305		-2.597367		-1.5694355		-1.4070168		-1.8459429		-2.8276317		-1.71195		-0.5667629		-1.2768722		-1.3770499		-0.65024567		-0.49263954		-0.8843579		-1.4995942		-0.7756405		No		Yes		Yes		TA75007_4565		TC382286		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (57%) [TC382286]

		A_99_P358641		4.4942684		4.126911		3.4316285		4.847095		6.3597074		7.709563		7.653557		6.125276		8.340524		6.4196467		8.137192		5.7566967		3.6437879		11.980794		18.660666		2.42533		14.382627		4.899843		26.092505		1.8785268		1.8654389		3.5826516		4.2219286		1.2781811		3.8462553		2.2927356		4.7055635		0.9096017		Yes		Yes		Yes		TA99544_4565		TC430055		0

		A_99_P303396		2.1042862		2.8289127		2.761423		3.3793867		2.621686		4.8570175		4.749085		4.6224666		3.5065582		3.724055		5.1379147		4.0862594		1.4313731		4.078687		3.9659371		2.3670332		2.6431751		1.8597933		5.192724		1.6322621		0.5173998		2.0281048		1.9876618		1.2430799		1.402272		0.8951423		2.3764915		0.7068727		Yes		No		No		TA82678_4565		TC392586		0

		A_99_P562822		7.56493		6.9353466		8.160194		8.4235		8.705277		8.913366		9.823818		9.041995		8.788487		8.487061		10.180553		9.480802		2.2043412		3.9395196		3.168113		1.5352727		2.3352184		2.931652		4.0568476		2.0810354		1.1403475		1.9780197		1.6636238		0.618495		1.2235575		1.551714		2.020359		1.0573015		Yes		Yes		Yes		CA656595		TC457162		0

		A_99_P418577		7.7205186		7.5231743		7.324188		7.3014474		6.7205653		5.774952		6.374096		4.828793		6.0295825		6.5521483		5.6855397		5.6375327		-1.9999353		-3.3594437		-1.9319962		-5.550641		-3.2286613		-1.960234		-3.11374		-3.168752		-0.99995327		-1.7482224		-0.9500923		-2.4726543		-1.6909361		-0.97102594		-1.6386485		-1.6639147		Yes		No		No		TA69621_4565		TC379495		0

		A_99_P453912		5.454586		5.7570777		5.5731397		5.2558074		4.520592		3.9061253		3.9316967		4.3438554		4.3568788		4.7525506		3.9341729		4.4730244		-1.9105576		-3.6073825		-3.1197772		-1.8815897		-2.1401432		-2.0062857		-3.114427		-1.7204465		-0.9339938		-1.8509524		-1.641443		-0.911952		-1.0977073		-1.0045271		-1.6389668		-0.78278303		Yes		No		No		BJ258839		TC406368		Rep: AGAP004544-PA - Anopheles gambiae str. PEST, partial (5%) [TC406368]

		A_99_P289606		4.039121		3.0830948		4.2936997		4.9398003		3.3244946		1.7256881		4.288199		4.0955634		3.693999		1.8572813		3.806717		4.802324		-1.6410583		-2.562242		-1.0038202		-1.7953148		-1.2702584		-2.338873		-1.4015107		-1.0999794		-0.71462655		-1.3574067		-0.0055007935		-0.84423685		-0.3451221		-1.2258135		-0.48698282		-0.13747644		No		Yes		Yes		EU333946		TC389072		Triticum aestivum starch synthase IIIb precursor, mRNA, complete cds [EU333946]

		A_99_P263956		8.874721		9.137553		8.998971		9.179031		9.1999855		10.232475		10.338735		9.011501		9.323999		9.941411		10.343936		9.046017		1.2528945		2.1360154		2.5310984		-1.123134		1.3653575		1.7457631		2.5402403		-1.0965828		0.32526493		1.0949221		1.3397636		-0.16753006		0.44927883		0.8038578		1.344965		-0.13301468		No		Yes		Yes		AK334733		TC388840		Triticum aestivum cDNA, clone: WT010_O02, cultivar: Chinese Spring [AK334733]

		A_99_P444212		5.7489295		4.4791527		9.33947		9.31457		6.6955795		8.133111		11.097554		9.818618		7.544172		6.3377113		11.260944		9.80088		1.927392		12.587835		3.3824868		1.4181867		3.4707377		3.6264517		3.7881		1.4008573		0.94665		3.6539583		1.7580843		0.5040474		1.7952423		1.8585587		1.9214745		0.48631		Yes		Yes		Yes		TC399517		TC399517		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC399517]

		A_99_P046262		4.1950164		3.4233353		2.5518742		3.3990984		3.6648073		4.43767		3.4674442		3.4051406		4.8945804		3.944208		4.302077		3.227502		-1.4441384		2.0199714		1.8863143		1.004197		1.6240139		1.4348228		3.3640583		-1.126304		-0.53020906		1.0143349		0.91557		0.006042242		0.699564		0.5208726		1.7502027		-0.17159629		No		Yes		Yes		DR739344		TC402926		FGAS084561 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739344]

		A_99_P211881		10.565501		10.269025		7.327905		8.257359		9.534004		8.606693		4.66456		9.048442		9.784512		8.088918		4.1916842		7.88819		-2.0441442		-3.1652765		-6.3350034		1.7303734		-1.7183092		-4.531872		-8.79218		-1.2916085		-1.031497		-1.6623316		-2.6633453		0.79108334		-0.78098965		-2.180107		-3.136221		-0.36916876		Yes		Yes		Yes		TA54755_4565		TC398344		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC398344]

		A_99_P328331		6.26294		6.378319		5.1657352		5.2416472		4.74131		5.200604		4.383039		4.033041		4.7570443		5.773369		4.0611734		5.4105697		-2.8711522		-2.2621818		-1.720343		-2.3111424		-2.8400092		-1.520926		-2.1503356		1.1242185		-1.5216298		-1.1777148		-0.78269625		-1.2086062		-1.5058956		-0.60494995		-1.1045618		0.16892242		Yes		No		No		TA90033_4565		TC373153		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (88%) [TC373153]

		A_99_P308606		5.7306466		5.501234		4.934523		4.891228		6.060511		6.667343		5.645677		5.0364013		6.23171		6.284407		5.9737716		5.391085		1.2568953		2.2440567		1.6371131		1.1058633		1.4152563		1.7209117		2.0551567		1.4140733		0.3298645		1.1661091		0.711154		0.14517307		0.50106335		0.7831731		1.0392485		0.49985695		No		Yes		Yes		TA84242_4565		TC396030		Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa subsp. japonica (Rice), partial (8%) [TC396030]

		A_99_P429312		10.910983		11.379296		11.245576		11.637558		11.887151		13.606189		12.722434		11.047881		12.588035		12.482087		13.028352		11.043611		1.9672328		4.681246		2.7834191		-1.5049096		3.1977375		2.1476974		3.440876		-1.5093709		0.9761677		2.2268925		1.4768581		-0.58967686		1.6770515		1.1027908		1.7827759		-0.5939474		Yes		Yes		Yes		TA62978_4565		TC387914		Rep: Calnexin - Zea mays (Maize), partial (47%) [TC387914]

		A_99_P275696		8.132932		8.444203		8.365495		8.879729		10.055306		11.859069		10.837255		8.294738		11.003964		10.247537		11.151591		8.432002		3.7904646		10.665395		5.5472		-1.5000302		7.3158865		3.490257		6.89761		-1.3638899		1.9223747		3.4148655		2.4717598		-0.58499146		2.8710327		1.8033333		2.7860966		-0.4477272		Yes		Yes		Yes		AK334706		TC387124		Triticum aestivum cDNA, clone: WT010_M11, cultivar: Chinese Spring [AK334706]

		A_99_P247326		12.82598		12.947327		13.139454		13.026848		12.631969		12.500209		11.526576		12.606921		12.893094		12.403947		11.930442		12.604286		-1.1439395		-1.3633139		-3.0586135		-1.3378595		1.0476189		-1.4573827		-2.3117926		-1.3403053		-0.19401073		-0.4471178		-1.6128778		-0.41992664		0.06711388		-0.5433798		-1.209012		-0.42256165		No		Yes		Yes		TA66371_4565		TC382183		Rep: Glutathione peroxidase - Oryza sativa subsp. indica (Rice), complete [TC382183]

		A_99_P302861		8.902854		8.340483		8.651535		9.142829		9.150264		10.256016		10.090322		9.678783		9.793746		9.626004		10.6007		10.27308		1.187074		3.7725317		2.7109275		1.4499011		1.8543223		2.4377015		3.8615105		2.1889682		0.24740982		1.9155331		1.4387865		0.5359545		0.890892		1.2855215		1.9491653		1.1302509		Yes		Yes		Yes		TA82525_4565		0		0

		A_99_P395832		2.9724371		2.7256632		3.8333328		3.465111		3.5667908		4.19665		7.7019477		6.6880283		4.5933743		3.9251654		7.280768		4.346033		1.509796		2.7721145		14.607272		9.33673		3.0757475		2.2966042		10.908911		1.8415519		0.5943537		1.4709868		3.868615		3.2229173		1.6209371		1.1995022		3.4474351		0.8809221		Yes		Yes		Yes		TA109400_4565		TC450557		0

		A_99_P329186		7.1275964		7.4566455		6.9002953		6.6486993		8.876496		10.396389		8.864165		7.4473343		10.595516		8.732312		9.40315		7.3093243		3.361022		7.6727486		3.9010704		1.7394546		11.06491		2.4211068		5.6680574		1.5807673		1.7488999		2.9397435		1.96387		0.798635		3.4679198		1.2756667		2.5028543		0.660625		Yes		Yes		Yes		TA90296_4565		TC382518		Rep: NADPH:quinone oxidoreductase - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC382518]

		A_99_P082665		11.30262		12.368008		12.672854		11.684128		12.927913		14.588165		15.81615		14.419373		14.050579		13.52864		15.912955		13.732716		3.0850477		4.6594434		8.835399		6.6587195		6.717662		2.2355535		9.448602		4.137008		1.6252928		2.2201576		3.1432953		2.7352448		2.7479591		1.1606321		3.2401009		2.0485878		Yes		Yes		Yes		CK217898		TC413450		FGAS029900 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217898]

		A_99_P540457		11.996204		11.514046		10.682954		11.112866		12.382449		12.920129		11.857385		11.501502		13.368019		12.393893		12.252904		11.097705		1.3069869		2.6501667		2.257038		1.3091547		2.587959		1.8401808		2.9689445		-1.0105646		0.38624477		1.4060831		1.1744308		0.38863564		1.3718147		0.8798475		1.5699501		-0.015161514		No		Yes		Yes		TC448700		TC448700		0

		A_99_P530287		2.9334834		4.011061		3.6795483		4.2309437		2.393354		4.1520557		5.3626194		4.1028438		3.5301387		4.1265526		5.073683		3.9636908		-1.454103		1.102665		3.211108		-1.0928534		1.5122067		1.083344		2.6283083		-1.203514		-0.5401294		0.14099455		1.6830711		-0.12809992		0.59665537		0.11549139		1.3941345		-0.26725292		No		Yes		Yes		TC444625		TC444625		0

		A_99_P490762		7.841212		6.968693		7.0365252		8.105306		8.764601		9.22322		8.993664		8.680882		8.821172		9.104844		9.468777		8.870637		1.8965652		4.7717786		3.8829107		1.4902731		1.9724107		4.395878		5.397351		1.6997602		0.92338896		2.254527		1.9571385		0.5755768		0.97995996		2.1361513		2.4322515		0.76533127		Yes		No		No		TC427584		TC427584		0

		A_99_P268111		10.647319		10.965215		10.630275		10.36096		10.098644		10.056021		9.128306		9.955338		10.316828		10.1255045		9.320526		9.975025		-1.4627413		-1.877996		-2.8322887		-1.3246603		-1.2574413		-1.7896906		-2.4789834		-1.3067062		-0.5486746		-0.909194		-1.5019684		-0.40562248		-0.33049107		-0.83971024		-1.3097486		-0.38593483		No		Yes		Yes		TA72341_4565		TC401489		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC401489]

		A_99_P215166		11.487168		11.388032		11.216682		10.59028		10.8233795		9.955865		9.386027		9.646816		10.594097		10.871167		9.351761		10.0170145		-1.5842377		-2.6985176		-3.5569856		-1.9231393		-1.8571253		-1.4308424		-3.6424813		-1.4878871		-0.6637888		-1.432167		-1.8306551		-0.9434633		-0.8930712		-0.5168648		-1.8649216		-0.5732651		Yes		No		No		AK336089		TC374740		Triticum aestivum cDNA, clone: SET3_D07, cultivar: Chinese Spring [AK336089]

		A_99_P002561		7.8353972		7.6621304		7.842508		7.7504277		8.639544		8.943311		8.799331		8.032725		9.072636		8.69142		9.075798		8.303214		1.7461122		2.4303775		1.9410306		1.2161301		2.3574684		2.0410185		2.3510256		1.4669161		0.8041463		1.2811804		0.9568229		0.2822976		1.2372384		1.0292892		1.2332902		0.55278635		Yes		Yes		Yes		CJ631343		TC391573		CJ631343 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs7g23 5', mRNA sequence [CJ631343]

		A_99_P234731		12.786107		13.346335		13.063025		13.782067		14.19798		16.262667		15.373658		13.478593		15.076913		15.092158		15.852664		13.509994		2.6608236		7.549239		4.961006		-1.234113		4.8932934		3.353861		6.914565		-1.2075423		1.4118729		2.9163313		2.3106327		-0.30347443		2.2908058		1.7458229		2.7896385		-0.27207375		Yes		Yes		Yes		TA62978_4565		TC387914		0

		A_99_P231956		12.384319		12.603105		12.885625		13.000768		12.979741		13.429913		13.737225		13.026912		13.510022		12.963478		13.943837		13.126175		1.5109142		1.7737565		1.8045007		1.0182868		2.1820784		1.2837582		2.0823495		1.0908155		0.5954218		0.826808		0.8515997		0.026144028		1.1257029		0.3603735		1.0582123		0.12540722		No		Yes		Yes		TA62085_4565		TC387461		Rep: S-adenosylmethionine synthetase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (54%) [TC387461]

		A_99_P513802		9.037143		8.914977		8.837101		8.589101		10.944538		12.256137		10.790806		9.300037		12.141759		10.772106		11.300865		8.962646		3.7513123		10.134196		3.87368		1.6368663		8.601666		3.6228602		5.516542		1.295532		1.9073954		3.3411598		1.9537048		0.71093655		3.1046162		1.8571291		2.4637642		0.3735447		Yes		Yes		Yes		TA85045_4565		TC437766		Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC437766]

		A_99_P213406		11.893674		11.712319		10.614539		11.177699		10.441751		10.506963		9.658571		9.24702		10.525968		11.124116		9.53026		10.869632		-2.7357254		-2.3059425		-1.9398806		-3.8123467		-2.5805995		-1.5033735		-2.1203156		-1.2380481		-1.4519234		-1.2053566		-0.9559679		-1.9306793		-1.3677063		-0.58820343		-1.0842791		-0.30806732		Yes		No		No		TA55424_4565		0		0

		A_99_P545417		7.5723877		7.355854		7.6440797		7.627058		6.921658		6.6166625		6.417935		6.773936		6.652548		6.634928		6.1128078		7.1925416		-1.569962		-1.6692401		-2.33941		-1.806406		-1.8919053		-1.6482394		-2.8904057		-1.3514577		-0.65072966		-0.73919153		-1.2261448		-0.85312223		-0.91983986		-0.7209258		-1.5312719		-0.43451643		No		Yes		Yes		CD904962		TC450540		0

		A_99_P564287		8.211843		8.37766		8.801201		8.409535		7.905249		7.276653		7.7221293		7.0240645		7.3489494		7.279114		7.2281423		7.1471825		-1.2367839		-2.1450436		-2.112676		-2.6125722		-1.8186817		-2.1413877		-2.9753485		-2.3988667		-0.30659342		-1.101007		-1.0790715		-1.3854709		-0.8628931		-1.098546		-1.5730586		-1.262353		Yes		No		No		TC457694		TC457694		Rep: ClpC - Arabidopsis thaliana (Mouse-ear cress), partial (4%) [TC457694]

		A_99_P141513		3.6346884		4.047718		4.6728325		5.24978		2.7509696		2.6542003		2.702691		4.1429167		2.4666214		4.2026224		2.5908935		4.3066773		-1.8451252		-2.6271849		-3.9180653		-2.153769		-2.2471042		1.1133478		-4.2337584		-1.9226589		-0.8837187		-1.3935177		-1.9701414		-1.1068635		-1.168067		0.15490437		-2.081939		-0.94310284		Yes		No		No		TC439497		TC439497		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC439497]

		A_99_P534582		8.445691		8.419425		8.333695		8.557556		8.803805		9.020486		9.55622		8.768711		9.294876		8.847459		9.679608		8.668582		1.2817494		1.5168315		2.333547		1.1576146		1.8014829		1.3453988		2.54191		1.0799959		0.35811424		0.60106087		1.2225246		0.21115494		0.849185		0.42803383		1.3459129		0.11102581		No		Yes		Yes		CK210455		TC446380		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		A_99_P210941		2.3912327		2.8731277		2.2269886		3.3512118		4.277874		7.2349186		11.7502775		6.8553977		5.5859666		7.4524465		11.229489		6.6236777		3.6977336		20.560318		735.8606		11.346582		9.156104		23.906301		512.8882		9.662965		1.8866413		4.3617907		9.523289		3.504186		3.1947339		4.579319		9.002501		3.272466		Yes		Yes		Yes		TA54420_4565		TC395059		Rep: Glucan endo-1,3-beta-D-glucosidase precursor - Triticum aestivum (Wheat), complete [TC395059]

		A_99_P012129		8.750857		9.129523		9.204085		9.039646		8.0554085		7.8382053		8.603808		9.061414		8.15781		8.250881		8.331749		9.222303		-1.6193882		-2.4475155		-1.5160075		1.0152025		-1.5084294		-1.8386439		-1.8306252		1.1349725		-0.6954489		-1.2913179		-0.60027695		0.021767616		-0.59304714		-0.8786421		-0.8723364		0.18265724		No		Yes		Yes		CK207008		TC408558		FGAS018621 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207008]

		A_99_P348471		1.5368606		3.5860212		2.4902804		2.933219		2.8452861		7.4961724		5.394661		5.07192		4.572289		6.4196486		5.651844		5.6921563		2.476711		15.03394		7.486963		4.4036536		8.19889		7.128643		8.94799		6.768975		1.3084255		3.9101512		2.9043806		2.138701		3.0354285		2.8336275		3.1615636		2.7589374		Yes		Yes		Yes		TA96248_4565		TC406341		0

		A_99_P571387		4.3458076		4.7791944		1.5671793		2.2684665		5.4302444		5.7850976		4.6159587		3.4002934		5.480549		5.470263		4.831224		3.7958806		2.1205475		2.0082004		8.275116		2.1913605		2.195792		1.614479		9.606726		2.8826869		1.0844369		1.0059032		3.0487795		1.1318269		1.1347413		0.69106865		3.2640448		1.5274141		Yes		Yes		Yes		TC460262		TC460262		Rep: Leucine Rich Repeat family protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC460262]

		A_99_P250991		10.59809		10.199772		9.775916		10.342056		11.046524		11.410636		11.323463		10.160264		11.67852		10.725488		11.587944		10.172496		1.3645581		2.3147624		2.9231975		-1.1342921		2.1146662		1.4396477		3.5113552		-1.1247158		0.44843388		1.2108641		1.5475473		-0.18179226		1.08043		0.5257158		1.8120279		-0.16956043		No		Yes		Yes		TA67448_4565		TC413568		Rep: Diacylglycerol kinase 3 - Zea mays (Maize), partial (36%) [TC413568]

		A_99_P481897		8.297306		9.934762		9.772164		8.691758		7.9404583		7.7186446		8.90248		8.121108		6.3815875		8.779429		7.459188		8.285573		-1.2806247		-4.646413		-1.8272629		-1.4851927		-3.773017		-2.2273567		-4.969072		-1.3251771		-0.35684776		-2.2161174		-0.8696842		-0.5706501		-1.9157186		-1.1553326		-2.3129764		-0.40618515		Yes		Yes		Yes		AK333534		TC386752		Triticum aestivum cDNA, clone: WT006_L08, cultivar: Chinese Spring [AK333534]

		A_99_P106925		2.959594		3.563899		4.4625144		3.7876396		4.166159		3.7013943		3.2676613		4.2408595		3.9729893		3.6806812		3.8949182		4.150498		2.3078752		1.0999937		-2.289215		1.3690925		2.0186563		1.0843138		-1.4820521		1.2859712		1.2065651		0.13749528		-1.1948531		0.4532199		1.0133953		0.11678219		-0.5675962		0.3628583		No		Yes		Yes		CK206258		TC405026		FGAS017843 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206258]

		A_99_P488842		8.112989		8.686162		8.980323		9.097293		7.815349		8.267451		7.630755		8.697742		8.159977		8.538491		8.229209		8.678519		-1.2291324		-1.3367324		-2.548358		-1.3190968		1.0331055		-1.1077795		-1.6830919		-1.3367908		-0.29764032		-0.4187107		-1.3495679		-0.39955044		0.046987534		-0.14767075		-0.7511139		-0.41877365		No		Yes		Yes		TC426564		TC426564		Rep: Shikimate kinase - Mycobacterium sp. (strain KMS), partial (8%) [TC426564]

		A_99_P408262		7.4154434		7.1343055		6.8454385		7.150839		7.7668304		7.9289746		7.5888596		7.443048		8.046552		7.5978966		7.8837667		7.3469353		1.2757866		1.7346795		1.674141		1.2245139		1.5487543		1.37897		2.0538461		1.1455945		0.35138702		0.79466915		0.7434211		0.29220915		0.6311083		0.4635911		1.0383282		0.19609642		No		Yes		Yes		TC370310		TC370310		Rep: Auxin induced protein - Zea mays (Maize), partial (56%) [TC370310]

		A_99_P222961		4.952844		5.194741		5.566044		5.6250005		6.306086		7.880833		6.8769813		5.0882206		7.093637		7.1137977		7.4013333		5.373274		2.5548558		6.435679		2.481027		-1.4507308		4.4100432		3.7817576		3.56843		-1.1906313		1.3532419		2.6860924		1.3109374		-0.5367799		2.1407928		1.9190569		1.8352895		-0.25172663		Yes		No		No		TA59327_4565		0		0

		A_99_P447242		8.038227		6.444205		4.689015		5.428945		9.313025		10.206841		8.622449		6.422361		10.104705		10.057902		9.188539		7.2493343		2.41965		13.572708		15.278532		1.9908932		4.188628		12.241407		22.619947		3.5317647		1.2747984		3.7626367		3.933434		0.99341583		2.0664778		3.6136975		4.4995236		1.8203893		Yes		Yes		Yes		TA73721_4565		TC401735		Rep: Peroxidase - Zea mays (Maize), partial (36%) [TC401735]

		A_99_P239076		5.706078		6.1098537		4.34696		5.9717636		6.6269684		6.959896		6.782118		6.8279037		7.2151275		6.916742		6.5711823		6.6912665		1.8932834		1.8025538		5.4082346		1.8101888		2.8462243		1.7494339		4.6725893		1.6466146		0.92089033		0.85004234		2.4351578		0.85614014		1.5090494		0.8068881		2.2242222		0.7195029		Yes		No		No		TA64184_4565		TC373698		Rep: Ascorbate peroxidase - Hordeum vulgare (Barley), partial (86%) [TC373698]

		A_99_P220016		9.038548		9.241765		8.412797		7.792557		12.022533		14.712144		15.553206		12.254696		13.851845		14.047302		15.791036		11.809222		7.911685		44.335144		141.0839		22.041327		28.11555		27.964745		166.36852		16.185898		2.983985		5.470379		7.1404095		4.462139		4.8132963		4.805537		7.3782387		4.0166655		Yes		Yes		Yes		TA58251_4565		0		0

		A_99_P039479		1.5480565		1.5355791		1.7748331		1.7527242		2.7214906		6.3798633		4.5395436		3.7565258		4.80431		3.714222		4.6584773		3.4342496		2.2554793		28.725977		6.796116		4.0105543		9.554982		4.5272746		7.3801193		3.2076695		1.1734341		4.844284		2.7647104		2.0038016		3.2562532		2.1786427		2.883644		1.6815255		Yes		Yes		Yes		CA681349		0		wlm24.pk0016.g7 wlm24 Triticum aestivum cDNA clone wlm24.pk0016.g7 5' end, mRNA sequence [CA681349]

		A_99_P059856		4.677303		3.958598		3.594143		4.195451		5.1687903		6.001974		5.436518		4.6416106		6.1795745		5.7438507		5.5586		4.3664627		1.4058937		4.122091		3.5859995		1.362409		2.8328843		3.4467885		3.902658		1.1258479		0.4914875		2.0433762		1.8423753		0.44615984		1.5022717		1.7852528		1.964457		0.17101192		Yes		Yes		Yes		CJ573427		0		CJ573427 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok19j10 3', mRNA sequence [CJ573427]

		A_99_P313176		7.5954385		7.9358115		8.488401		7.1348495		7.1959596		6.942964		7.316998		7.2184887		6.790808		7.703243		7.53245		7.2753067		-1.3190314		-1.990109		-2.252307		1.0596877		-1.7466981		-1.1749251		-1.9398582		1.1022544		-0.3994789		-0.99284744		-1.1714034		0.083639145		-0.8046303		-0.23256874		-0.9559512		0.14045715		No		Yes		Yes		TA85578_4565		TC400309		Rep: RIX4-2 - Oryza sativa subsp. japonica (Rice), partial (13%) [TC400309]

		A_99_P319926		11.227822		10.888813		7.8587775		10.858018		10.573724		9.856139		7.8510385		9.853103		10.08883		10.167321		7.0680656		10.630022		-1.5736324		-2.0458124		-1.0053787		-2.0068257		-2.2022715		-1.6488862		-1.7299279		-1.1712068		-0.6540985		-1.0326738		-0.007739067		-1.0049152		-1.1389923		-0.7214918		-0.7907119		-0.22799587		No		Yes		Yes		TA87531_4565		TC395820		0

		A_99_P564637		9.984875		9.931854		8.749318		9.6638975		10.48404		10.985764		10.780103		10.176512		10.91737		10.873975		10.711169		10.314427		1.4133958		2.076148		4.0862703		1.426633		1.908574		1.9213502		3.895615		1.5697446		0.49916553		1.0539093		2.0307846		0.51261425		0.9324951		0.94212055		1.9618511		0.65052986		Yes		Yes		Yes		DR735495		TC427885		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		A_99_P234091		12.2551985		12.299842		13.975456		13.900228		11.864285		11.026184		13.6863985		13.876923		11.608918		11.554198		13.218125		13.96831		-1.3112229		-2.4177377		-1.221842		-1.016285		-1.5651276		-1.6767222		-1.6903604		1.0483227		-0.390913		-1.2736578		-0.28905773		-0.02330494		-0.6462803		-0.7456436		-0.7573309		0.06808281		No		Yes		Yes		TA62775_4565		TC439279		0

		A_99_P427047		9.906238		9.334687		10.58873		11.060059		10.283565		10.474145		10.523032		10.451089		10.588273		10.150769		10.735818		10.870087		1.2989329		2.202982		-1.0465909		-1.5251696		1.6044017		1.7606181		1.1073321		-1.1407415		0.37732697		1.1394577		-0.06569767		-0.6089697		0.68203545		0.816082		0.14708805		-0.18997192		No		Yes		Yes		DN829721		TC386163		Rep: Membrane related protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC404833]

		A_99_P297181		9.629303		9.245992		9.162743		9.1168165		8.836666		7.9913483		7.955775		8.1926565		9.032723		8.381142		8.197581		8.178012		-1.7322377		-2.3860817		-2.3085194		-1.8975791		-1.5121273		-1.8211504		-1.9522818		-1.9169393		-0.7926369		-1.2546434		-1.2069678		-0.92416		-0.59657955		-0.86485004		-0.9651613		-0.9388046		Yes		Yes		Yes		TA80850_4565		TC425144		0

		A_99_P282386		5.6816483		5.8848567		6.2300544		5.7838874		5.690764		5.0683045		5.326828		4.5750904		5.015898		4.442264		4.551686		4.423044		1.0063385		-1.761192		-1.8702438		-2.311448		-1.5863928		-2.7180889		-3.200658		-2.5683525		0.009115696		-0.81655216		-0.9032264		-1.208797		-0.66575		-1.4425926		-1.6783686		-1.3608432		Yes		No		No		TA76582_4565		0		0

		A_99_P092400		9.958688		10.1599		9.98383		9.749158		9.449523		9.128456		8.781959		9.516366		9.610547		9.476866		9.135243		9.425895		-1.423226		-2.0440686		-2.3003795		-1.1751068		-1.272919		-1.6055125		-1.8007364		-1.2511573		-0.5091648		-1.0314436		-1.2018719		-0.2327919		-0.34814072		-0.68303394		-0.84858704		-0.32326317		No		Yes		Yes		CK209601		TC405376		FGAS021373 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209601]

		A_99_P572082		5.261307		4.3844666		2.385698		3.1641285		6.166579		7.01807		5.9255433		4.766215		6.631948		6.6139665		6.3670096		5.19599		1.8728976		6.2057414		11.630532		3.03582		2.5858548		4.6897135		15.794075		4.0893216		0.905272		2.6336036		3.5398452		1.6020863		1.3706412		2.2294998		3.9813116		2.0318615		Yes		Yes		Yes		CD883876		TC460492		Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC460492]

		A_99_P010624		6.9350963		5.09255		4.898916		6.7472405		7.304808		7.2776375		6.4572487		6.4688325		7.9379497		7.492126		6.268808		6.6684175		1.2920947		4.5475445		2.9451332		-1.2128558		2.0039597		5.276481		2.5845125		-1.0561562		0.36971188		2.1850877		1.5583329		-0.27840805		1.0028534		2.3995762		1.3698921		-0.07882309		Yes		Yes		Yes		EU665427		TC373252		Triticum aestivum WRKY14 transcription factor mRNA, complete cds [EU665427]

		A_99_P079920		5.942261		5.79386		5.592823		5.6664596		6.3374467		7.161635		6.0102572		5.5733037		7.093489		6.3211727		6.5438404		5.8509507		1.3151119		2.5807223		1.3355502		-1.066701		2.2210286		1.4412421		1.9332355		1.1364161		0.39518547		1.367775		0.41743422		-0.09315586		1.151228		0.52731276		0.9510174		0.18449116		No		Yes		Yes		CK203901		0		FGAS012436 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK203901]

		A_99_P153587		3.5507317		1.6315633		1.7323117		1.8227348		5.5509734		4.9016986		7.205509		6.212488		7.292093		4.5411544		7.5308113		4.5236835		4.0006704		9.647368		44.42185		20.96271		13.374019		7.5140524		55.657322		6.5022936		2.0002418		3.2701354		5.4731975		4.3897533		3.7413611		2.9095912		5.7984996		2.7009487		Yes		Yes		Yes		CJ907927		TC403819		CJ907927 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8m04 5', mRNA sequence [CJ907927]

		A_99_P382012		2.101321		1.6347618		1.6685756		1.6362108		2.7949169		3.878091		2.5954394		1.5192113		4.7855206		3.7453654		2.6501741		1.5923496		1.6173096		4.7348847		1.9011387		-1.0844771		6.427241		4.3187194		1.974652		-1.0308691		0.6935959		2.2433293		0.9268638		-0.11699951		2.6841996		2.1106036		0.9815985		-0.04386115		Yes		No		No		TA106022_4565		TC435230		0

		A_99_P354996		4.171354		3.3692925		3.216469		6.023766		5.5893807		5.43469		7.3400636		8.219994		5.735792		5.0587277		6.47686		8.598323		2.672198		4.185493		17.431131		4.582794		2.9576232		3.2253041		9.582426		5.9568796		1.4180269		2.0653975		4.1235943		2.1962276		1.5644383		1.6894352		3.260391		2.5745568		Yes		No		No		TA98302_4565		TC372143		0

		A_99_P414072		5.025604		4.193175		4.6556363		4.3787837		5.178435		5.1771774		6.921369		5.5382156		5.239266		5.104401		7.0732975		6.1953673		1.1117489		1.9779453		4.808986		2.2336946		1.159628		1.8806434		5.3430414		3.5224607		0.15283108		0.9840026		2.2657328		1.1594319		0.21366215		0.9112263		2.4176612		1.8165836		Yes		No		No		TC375709		TC375709		Rep: Joka2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (10%) [TC375709]

		A_99_P237171		8.1166935		8.4044695		8.119195		8.861508		9.31264		11.453532		10.717041		8.381687		10.095524		10.530998		10.974697		8.505184		2.2909513		8.27674		6.053821		-1.3945708		3.9417338		4.3666553		7.2375536		-1.2801601		1.1959467		3.0490627		2.597846		-0.4798212		1.9788303		2.1265287		2.8555021		-0.3563242		Yes		Yes		Yes		TA63631_4565		TC391997		Rep: Protein disulfide isomerase precursor - Triticum aestivum (Wheat), partial (28%) [TC391997]

		A_99_P046585		7.9922943		7.849046		7.0759735		9.645508		6.0081735		6.5074654		4.2652345		7.3705335		6.186077		7.4670906		4.624898		8.770068		-3.9562151		-2.5342886		-7.016439		-4.8398905		-3.497241		-1.303107		-5.468236		-1.8345671		-1.9841208		-1.3415809		-2.810739		-2.2749743		-1.8062172		-0.38195562		-2.4510756		-0.87543964		Yes		Yes		Yes		AJ603682		0		AJ603682 T07 Triticum aestivum cDNA clone F05_T07_plate_15, mRNA sequence [AJ603682]

		A_99_P403167		6.042658		6.3301144		6.9532313		6.63742		5.8234744		5.016621		5.7533803		4.669435		5.0214095		4.993811		4.928809		4.863649		-1.1640745		-2.4854262		-2.2971594		-3.9122136		-2.0296745		-2.5250347		-4.068289		-3.4194665		-0.21918344		-1.3134933		-1.199851		-1.9679852		-1.0212483		-1.3363032		-2.0244222		-1.7737713		Yes		No		No		TA111202_4565		TC407569		Rep: G protein alpha subunit - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (33%) [TC407569]

		A_99_P229581		5.649817		4.762326		4.5556397		5.234517		4.6720557		3.3547833		3.3782387		4.484674		4.446116		4.158675		3.7757835		5.760185		-1.969407		-2.6528487		-2.26169		-1.68161		-2.303298		-1.5195568		-1.7169597		1.4395996		-0.97776127		-1.4075425		-1.1774011		-0.7498431		-1.203701		-0.60365057		-0.7798562		0.52566767		Yes		No		No		TA61434_4565		TC442680		0

		A_99_P435072		1.5642842		1.5525519		2.6783092		2.8047726		3.2697022		7.2929096		9.9164		7.429491		6.3593917		4.9617925		10.557319		6.492541		3.261234		53.458885		150.96712		24.670563		27.763304		10.623894		235.40633		12.886318		1.705418		5.740358		7.2380905		4.6247187		4.7951074		3.4092407		7.8790092		3.6877682		Yes		Yes		Yes		DN829606		TC392937		KUCD01_06_D05_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829606]

		A_99_P320561		11.671054		12.53947		14.129382		13.454167		10.948409		10.536101		11.809693		12.5272255		11.537372		11.147794		12.341194		12.514813		-1.6502045		-4.00935		-4.992245		-1.9012415		-1.0970902		-2.6238332		-3.4538083		-1.9176693		-0.7226448		-2.0033684		-2.3196888		-0.9269419		-0.13368225		-1.391676		-1.788188		-0.93935394		Yes		Yes		Yes		TA87708_4565		TC384728		Rep: High light protein - Hordeum vulgare (Barley), partial (82%) [TC384728]

		A_99_P245581		6.652556		6.9844127		6.9321513		6.850645		7.3106613		8.54517		7.8562236		7.024735		7.7936883		7.503077		8.096457		6.8094144		1.5780089		2.9500864		1.8974637		1.1282525		2.2055407		1.4326283		2.2412524		-1.0289912		0.6581054		1.5607572		0.92407227		0.17408991		1.1411324		0.51866436		1.1643052		-0.04123068		No		Yes		Yes		TA65894_4565		TC397217		0

		A_99_P213821		12.747893		12.854562		11.995625		12.433487		11.708156		11.991871		11.076492		10.900889		11.660262		12.197437		10.614616		12.239438		-2.0558538		-1.8184268		-1.8909775		-2.8930626		-2.125248		-1.5769365		-2.6045032		-1.1439698		-1.0397377		-0.8626909		-0.91913223		-1.5325975		-1.0876312		-0.6571245		-1.3810081		-0.19404888		Yes		No		No		TA55570_4565		TC416877		Rep: Os08g0224800 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC416877]

		A_99_P309186		2.5438013		2.599991		1.532937		2.202663		2.976052		6.318766		3.7333672		2.7469254		4.397785		4.13893		3.785946		3.5414755		1.349337		13.166272		4.5961637		1.4582746		3.6149704		2.9058068		4.7667594		2.5294304		0.43225074		3.718775		2.2004302		0.5442624		1.8539839		1.5389388		2.2530088		1.3388126		Yes		Yes		Yes		TA84408_4565		TC390141		0

		A_99_P361251		7.4479194		7.4503646		8.238893		8.354261		7.2610164		6.6015573		7.4841943		7.7526035		6.9160924		6.8334146		7.230885		7.94752		-1.1383175		-1.8010114		-1.6872786		-1.5174594		-1.4457589		-1.5336295		-2.0111318		-1.3256884		-0.186903		-0.84880733		-0.7546983		-0.60165787		-0.531827		-0.61695004		-1.0080075		-0.40674162		No		Yes		Yes		TA100438_4565		TC422449		Rep: Inositol 1,3,4,5,6-pentakisphosphate 2-kinase - Zea mays (Maize), partial (9%) [TC422449]

		A_99_P378782		10.911071		11.231842		12.079291		11.238174		10.4894		10.433639		10.457001		10.895745		10.130979		10.969223		10.770244		10.955581		-1.339478		-1.7389344		-3.0786345		-1.2678896		-1.7172407		-1.1996546		-2.4777794		-1.2163798		-0.4216709		-0.79820347		-1.6222906		-0.34242916		-0.78009224		-0.26261902		-1.3090477		-0.28259373		No		Yes		Yes		TA105229_4565		TC421421		0

		A_99_P469192		9.638207		11.227749		11.649009		10.679539		8.621444		9.656094		9.264518		10.401181		9.320073		9.6001005		9.595393		10.452699		-2.023375		-2.9724557		-5.2215962		-1.2128134		-1.2467172		-3.0900888		-4.1514506		-1.1702689		-1.0167637		-1.5716553		-2.384491		-0.2783575		-0.3181343		-1.6276484		-2.0536156		-0.22684002		Yes		Yes		Yes		TA78806_4565		TC416109		0

		A_99_P307881		12.1601515		12.023281		10.463181		9.973984		11.846391		10.226557		7.839806		9.362861		11.52859		11.515695		8.334174		8.680963		-1.2429435		-3.4743047		-6.1618967		-1.5274478		-1.5492407		-1.4216698		-4.3741612		-2.4504068		-0.31376076		-1.7967243		-2.6233745		-0.6111231		-0.6315613		-0.5075865		-2.1290064		-1.2930212		Yes		No		No		TA84011_4565		TC379148		Rep: Nodulin-like protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC379148]

		A_99_P028379		3.787717		3.0488055		2.9658566		2.925483		3.8231423		4.192427		2.4473019		2.2550516		4.1857224		3.8804142		3.010216		2.8443682		1.0248588		2.2093496		-1.4325194		-1.5915488		1.3176848		1.7796688		1.0312252		-1.0578351		0.035425186		1.1436217		-0.5185547		-0.6704314		0.39800525		0.8316088		0.044359446		-0.08111477		No		Yes		Yes		CK210854		0		FGAS022681 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210854]

		A_99_P328226		7.683603		7.7120757		6.303148		6.855064		7.816189		7.783914		7.2803555		7.202705		7.980091		8.094299		7.548803		7.1584053		1.096257		1.0510552		1.9686514		1.2724782		1.2281513		1.3033491		2.371262		1.2339991		0.132586		0.07183838		0.97720766		0.347641		0.29648829		0.3822236		1.2456551		0.3033414		No		Yes		Yes		TA90004_4565		TC387256		Rep: Os07g0668000 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC387256]

		A_99_P082200		7.7315497		7.3198814		8.122144		8.602245		7.938212		6.877693		6.6422668		7.9618173		6.826387		6.6246414		5.8190217		7.918983		1.1540152		-1.3586636		-2.7892494		-1.5587916		-1.8727559		-1.6191537		-4.935246		-1.6057668		0.20666218		-0.44218826		-1.479877		-0.64042807		-0.9051628		-0.69524		-2.303122		-0.68326235		Yes		No		No		CV768099		0		FGAS062490 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768099]

		A_99_P277326		10.105071		10.662417		10.927545		10.535111		9.859567		9.034144		9.6242895		9.556586		9.220296		9.7109785		9.241942		10.089099		-1.1855072		-3.091427		-2.4678507		-1.97045		-1.8464768		-1.9338005		-3.2167463		-1.3622699		-0.24550438		-1.628273		-1.3032551		-0.97852516		-0.88477516		-0.9514389		-1.6856022		-0.4460125		Yes		Yes		Yes		AK333025		TC392329		Triticum aestivum cDNA, clone: SET1_P10, cultivar: Chinese Spring [AK333025]

		A_99_P212966		6.5814824		6.9072204		5.8917327		6.383741		6.9158244		7.2146378		7.128784		6.7779517		6.562546		7.2682443		6.926169		6.576998		1.2608023		1.2374904		2.357163		1.3142236		-1.0132124		1.284337		2.0483131		1.1433423		0.334342		0.3074174		1.2370515		0.39421082		-0.018936634		0.3610239		1.0344362		0.19325733		No		Yes		Yes		CK209658		TC436191		FGAS021432 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209658]

		A_99_P509527		1.5053173		1.49092		1.7978309		1.493115		1.5885129		1.5701903		8.163562		5.742248		1.7724906		1.7567047		8.496025		5.7888703		1.0593619		1.0564836		82.46619		19.015884		1.2034476		1.2022898		103.83824		19.64044		0.08319557		0.07927036		6.365731		4.249133		0.2671733		0.26578474		6.698194		4.2957554		Yes		Yes		Yes		TC435881		TC435881		Rep: Peroxidase 10 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (29%) [TC435881]

		A_99_P075230		5.953768		5.5611987		6.655543		6.267046		5.4473877		4.9324527		5.596111		4.460319		4.3379407		4.6448216		4.574015		4.321732		-1.4204816		-1.5462204		-2.084111		-3.4984767		-3.0648725		-1.8873698		-4.2325516		-3.8512156		-0.5063801		-0.62874603		-1.059432		-1.8067269		-1.6158271		-0.91637707		-2.0815277		-1.9453139		Yes		Yes		Yes		CK158033		0		FGAS039239 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK158033]

		A_99_P523217		9.189186		8.98899		8.365233		8.5903015		7.7165084		7.840977		7.28122		6.8611608		7.766459		8.201653		7.0979576		8.3845		-2.7753654		-2.216084		-2.1199253		-3.315303		-2.680918		-1.7258861		-2.407066		-1.1533272		-1.4726777		-1.1480126		-1.0840135		-1.7291408		-1.4227271		-0.7873373		-1.2672758		-0.20580196		Yes		No		No		CA599073		TC441750		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC441750]

		A_99_P546052		3.1261978		3.7760696		2.8883622		2.2226312		4.3817945		5.271355		3.6882803		3.2865536		5.4460716		4.2853475		4.605064		3.2674444		2.3876588		2.8191993		1.7410023		2.0906076		4.9928856		1.4233376		3.2868412		2.0630991		1.2555966		1.4952855		0.7999182		1.0639224		2.3198738		0.5092778		1.7167017		1.0448132		Yes		No		No		TC450783		TC450783		Rep: Os06g0714200 protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC450783]

		A_99_P334666		12.2256		11.863881		10.957157		12.034051		12.467475		12.486711		12.504565		12.567264		12.867404		12.221889		12.643688		12.325134		1.1825283		1.5398923		2.9229155		1.4471482		1.5602787		1.2816545		3.2188182		1.2235587		0.2418747		0.62282944		1.5474081		0.53321266		0.64180374		0.35800743		1.6865311		0.29108334		No		Yes		Yes		TA91957_4565		TC458426		Rep: Chromosome chr7 scaffold_275, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC458426]

		A_99_P536052		6.6446342		6.497129		5.329169		6.1828446		7.933553		9.288052		8.014996		7.021763		9.3997755		7.874588		8.2907		7.242386		2.443449		6.9207225		6.4344945		1.7887084		6.7511873		2.5981038		7.789502		2.0842686		1.288919		2.7909226		2.6858268		0.8389182		2.7551413		1.377459		2.9615312		1.0595412		Yes		Yes		Yes		TC447000		TC447000		0

		A_99_P331746		7.3776107		6.9154453		6.6543374		6.9493217		8.871302		10.024366		9.145642		7.715056		9.988751		8.763291		9.523252		7.493651		2.816085		8.627372		5.622863		1.700235		6.109866		3.5996234		7.305151		1.4583421		1.493691		3.108921		2.4913049		0.7657342		2.6111407		1.847846		2.8689141		0.54432917		Yes		Yes		Yes		TA91068_4565		TC417489		0

		A_99_P540242		5.131613		4.244141		7.0414176		6.1819673		4.1189313		2.1540465		4.452433		6.1337867		4.8199525		2.6909091		4.627881		5.7266145		-2.0176578		-4.25776		-6.0167503		-1.0339601		-1.2411352		-2.9347384		-5.3277874		-1.3711181		-1.0126815		-2.0900946		-2.5889845		-0.04818058		-0.3116603		-1.553232		-2.4135365		-0.45535278		Yes		Yes		Yes		CA730233		TC448587		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC448587]

		A_99_P492252		7.7604156		7.0662932		7.258827		6.935322		8.792504		9.952163		9.385121		7.9393516		9.464683		8.80877		9.850902		7.9162765		2.044983		7.391512		4.3659453		2.0055943		3.2586334		3.3460915		6.0296507		1.9737711		1.0320888		2.8858695		2.1262941		1.0040298		1.704267		1.7424769		2.5920744		0.98095465		Yes		Yes		Yes		TC428299		TC428299		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		A_99_P286406		1.5198106		1.5036658		1.740373		1.5132426		2.370424		4.6267805		3.702902		2.0278902		2.659815		2.9298708		4.843735		1.5374955		1.8032676		8.712668		3.8974462		1.4286451		2.2038171		2.6873887		8.5941925		1.0169529		0.8506135		3.1231146		1.9625291		0.5146476		1.1400045		1.426205		3.103362		0.024252892		Yes		Yes		Yes		TA77747_4565		0		0

		A_99_P006221		12.258773		12.379319		12.413166		12.447816		12.726456		13.501666		13.502091		12.357593		13.010163		12.964177		13.5737295		12.31776		1.3828865		2.1770082		2.1271553		-1.0645349		1.6834145		1.4998913		2.2354472		-1.0943358		0.46768284		1.1223469		1.0889254		-0.09022331		0.75139046		0.58485794		1.1605635		-0.13005543		No		Yes		Yes		CK162175		TC378695		FGAS014761 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162175]

		A_99_P229621		5.992126		6.3209815		8.462464		9.536129		7.6584754		6.954223		11.194088		10.733897		6.277939		6.942818		10.364383		10.5		3.174104		1.5510463		6.6420274		2.2938454		1.2190969		1.538833		3.737098		1.9505365		1.6663494		0.63324165		2.7316236		1.1977682		0.28581285		0.62183666		1.9019184		0.963871		Yes		No		No		TA61444_4565		TC386023		Rep: Predicted protein - Ajellomyces capsulata (strain NAm1) (Histoplasma capsulatum), partial (6%) [TC386023]

		A_99_P562117		11.138928		10.949536		11.543587		11.640412		11.077809		10.353841		11.055756		11.38915		10.328001		10.497922		10.337376		11.780056		-1.0432748		-1.5112009		-1.402335		-1.1902484		-1.7543389		-1.3675697		-2.3073087		1.101633		-0.06111908		-0.5956955		-0.48783112		-0.25126266		-0.8109274		-0.45161438		-1.2062111		0.13964367		No		Yes		Yes		CJ591744		TC456831		Rep: Pol protein - Human immunodeficiency virus 1, partial (14%) [TC456831]

		A_99_P024019		6.598718		7.074508		8.733181		9.409194		5.6304927		5.1373625		8.233463		8.678704		5.788405		5.8668404		8.375179		9.112994		-1.9564327		-3.8294725		-1.4139369		-1.6592022		-1.7535921		-2.3096397		-1.2816495		-1.2279058		-0.9682255		-1.9371457		-0.4997177		-0.73048973		-0.8103132		-1.2076678		-0.3580017		-0.2961998		Yes		No		No		TA109443_4565		TC432921		0

		A_99_P234306		8.807641		8.497527		8.209031		7.817465		10.031971		9.962956		14.462311		11.764735		11.309265		10.534164		14.471138		11.098732		2.3364692		2.7614563		76.28247		15.425768		5.663226		4.102881		76.75064		9.722095		1.22433		1.4654293		6.2532797		3.9472704		2.501624		2.0366373		6.262107		3.2812672		Yes		Yes		Yes		TA62822_4565		TC400521		0

		A_99_P571847		5.046494		4.6976275		5.045446		4.970793		4.177092		3.666412		4.407109		2.9865878		3.5573094		3.5681021		3.6540797		3.5081215		-1.8269054		-2.0437453		-1.556534		-3.956446		-2.8073027		-2.1878676		-2.6232698		-2.7561822		-0.86940193		-1.0312154		-0.63833714		-1.984205		-1.4891846		-1.1295254		-1.3913662		-1.4626713		Yes		No		No		CA616418		TC460400		Rep: HvEMF2c protein - Hordeum vulgare (Barley), partial (15%) [TC460400]

		A_99_P201386		11.198249		11.379758		11.258626		11.221606		11.782108		12.565926		12.466859		11.645976		12.374763		12.008548		12.807423		11.553032		1.4988536		2.275475		2.3105445		1.3419862		2.260299		1.5462675		2.92573		1.2582562		0.58385944		1.1861677		1.2082329		0.4243698		1.1765137		0.6287899		1.5487967		0.33142567		No		Yes		Yes		TA51381_4565		TC376525		0

		A_99_P561297		14.031701		13.828888		14.022155		12.773796		14.052564		13.405271		11.874695		13.648555		13.955022		13.093429		11.521037		12.014114		1.014566		-1.3412864		-4.430471		1.8337014		-1.0545878		-1.6649275		-5.6612387		-1.693117		0.02086258		-0.42361736		-2.14746		0.8747587		-0.07667923		-0.7354593		-2.5011177		-0.7596817		Yes		Yes		Yes		DR740502		TC456579		FGAS000449 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740502]

		A_99_P096200		4.389476		3.9371245		4.5493107		3.7233353		4.1085677		3.3666103		3.9091275		4.4345903		3.4701939		3.4667237		2.7676942		2.3388286		-1.2149594		-1.4850528		-1.5585271		1.6372278		-1.8911738		-1.3854944		-3.4381118		-2.6108267		-0.2809081		-0.5705142		-0.6401832		0.7112551		-0.91928196		-0.4704008		-1.7816164		-1.3845067		Yes		No		No		CK208156		0		FGAS019837 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208156]

		A_99_P543552		5.8105464		6.6715646		5.3628807		6.014871		5.286754		5.5137544		6.5277457		6.0705543		4.8504615		5.906382		5.8943553		6.321314		-1.4377295		-2.2311852		2.2421224		1.0393511		-1.9454244		-1.699585		1.4454058		1.2366548		-0.52379227		-1.1578102		1.164865		0.055683136		-0.9600849		-0.7651825		0.5314746		0.30644274		No		Yes		Yes		TC449849		TC449849		0

		A_99_P491692		6.460592		7.1171		8.296455		6.9660378		6.277003		6.5242977		6.6297703		6.573553		6.571129		6.6344285		6.63841		6.633103		-1.1357057		-1.5081731		-3.1748426		-1.3126521		1.07963		-1.3973285		-3.1558864		-1.2595731		-0.18358898		-0.59280205		-1.6666851		-0.39248466		0.11053705		-0.48267126		-1.6580453		-0.33293486		No		Yes		Yes		TC428072		TC428072		Rep: Rhodanese family protein-like - Oryza sativa subsp. japonica (Rice), partial (10%) [TC428072]

		A_99_P542182		9.166322		9.785329		10.086553		10.461838		10.948402		12.560729		11.683453		10.54276		11.942447		10.857681		11.784317		10.6640005		3.4392183		6.846659		3.0249262		1.0576938		6.8500996		2.1028595		3.2439787		1.1504216		1.7820807		2.7754002		1.5969		0.08092213		2.776125		1.0723524		1.6977644		0.20216274		Yes		Yes		Yes		BT009318		TC436665		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P468892		5.688072		5.2370725		8.9987		5.2497096		8.234864		10.431878		9.792323		8.293714		9.664836		6.895992		10.898553		6.809637		5.843335		36.62624		1.733422		8.247769		15.744366		3.157799		3.731751		2.9483902		2.546792		5.1948056		0.793623		3.044004		3.9767637		1.6589193		1.8998528		1.5599275		Yes		No		No		TA65674_4565		TC388724		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC388724]

		A_99_P259211		9.820697		9.920271		9.476314		9.471253		9.478995		8.816827		8.130321		9.391421		9.26583		9.3099375		7.9743233		9.564156		-1.2672503		-2.1486702		-2.542051		-1.056895		-1.469033		-1.526612		-2.832332		1.0665134		-0.3417015		-1.1034441		-1.345993		-0.07983208		-0.5548668		-0.61033344		-1.5019903		0.09290218		No		Yes		Yes		TA69785_4565		TC374001		Rep: Os09g0248900 protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC374001]

		A_99_P327511		10.205459		10.0521965		9.359089		9.764962		9.581151		9.353979		8.499261		7.736814		9.360223		9.473122		8.032698		9.383193		-1.5414709		-1.6224988		-1.814822		-4.0788097		-1.7965584		-1.493891		-2.507746		-1.3029387		-0.62430763		-0.6982174		-0.859828		-2.0281482		-0.8452358		-0.57907486		-1.3263912		-0.38176918		Yes		No		No		TA89802_4565		TC408849		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC408849]

		A_99_P239661		10.40928		10.9546175		10.700414		10.26967		9.508494		9.742921		9.1918		11.981624		9.928569		9.462178		9.597981		10.835544		-1.8670822		-2.3160985		-2.8453648		3.2760427		-1.3954312		-2.813643		-2.1471639		1.4802841		-0.90078545		-1.2116966		-1.5086136		1.7119541		-0.48071098		-1.4924393		-1.1024323		0.5658741		No		Yes		Yes		TA64349_4565		TC373015		0

		A_99_P215301		11.659993		11.602506		12.041569		11.674397		12.257271		12.777022		12.742921		11.8756895		12.126228		12.279404		12.856187		11.874888		1.5128591		2.2571726		1.6260281		1.1497276		1.3814996		1.5986986		1.7588326		1.1490893		0.59727764		1.1745167		0.7013521		0.20129204		0.46623516		0.676898		0.8146181		0.20049095		No		Yes		Yes		DN949156		TC434014		KUCD01_13_F12_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949156]

		A_99_P229661		1.5391225		1.9860386		4.0902677		5.2872396		3.5252962		3.2688637		7.1897483		6.7230926		2.0792935		2.5234067		6.4091773		6.5804524		3.9618485		2.4331498		8.571101		2.7054207		1.4541448		1.4513226		4.9895496		2.4507322		1.9861737		1.2828251		3.0994806		1.435853		0.540171		0.5373682		2.3189096		1.2932129		Yes		No		No		TA61452_4565		TC412967		Rep: Stem-specific protein - Saccharum hybrid cultivar, partial (64%) [TC412967]

		A_99_P506462		13.086432		13.312877		12.6034155		12.434323		13.907391		14.513993		14.303326		13.615531		14.531966		13.975743		14.668498		12.763419		1.7665788		2.2991755		3.2488072		2.2676651		2.7236357		1.5832254		4.1845794		1.2562258		0.82095814		1.2011166		1.6999102		1.1812077		1.4455338		0.6628666		2.0650826		0.32909584		Yes		Yes		Yes		TA59924_4565		TC434555		0

		A_99_P040289		9.5290365		10.883025		11.141402		8.828193		8.929732		9.218728		9.262681		8.369457		8.1163645		10.331714		9.365818		8.197471		-1.5149857		-3.169592		-3.6774895		-1.3743367		-2.662298		-1.4654173		-3.4237664		-1.5483397		-0.5993042		-1.6642971		-1.8787212		-0.45873547		-1.412672		-0.5513115		-1.7755842		-0.63072205		Yes		Yes		Yes		CA499264		TC458688		WHE4005_C12_E23ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4005_C12_E23, mRNA sequence [CA499264]

		A_99_P355526		4.5279007		4.339234		4.3648677		4.329925		2.9685566		2.4545553		3.4838095		3.3156235		3.674741		3.4092777		3.8672028		3.735985		-2.9471982		-3.6927066		-1.8417257		-2.0199246		-1.806453		-1.9052181		-1.4119264		-1.5093632		-1.559344		-1.8846786		-0.8810582		-1.0143015		-0.85315967		-0.9299562		-0.49766493		-0.59394		Yes		No		No		TA98485_4565		TC387503		0

		A_99_P509312		7.0026784		6.377538		5.7370543		6.674665		7.453181		8.014491		7.979358		8.01934		8.954052		6.7423816		8.084496		7.49233		1.366516		3.1100826		4.73152		2.539729		3.8674257		1.2877418		5.089208		1.7625511		0.4505024		1.6369529		2.2423038		1.3446746		1.9513736		0.36484337		2.3474412		0.8176651		Yes		Yes		Yes		CA683243		TC435777		Rep: Glutathione S-transferase GST 39 - Zea mays (Maize), partial (44%) [TC435777]

		A_99_P196093		8.591734		8.658628		8.962012		9.849373		9.460567		10.795506		10.722603		9.34138		9.309602		10.151894		10.540015		10.404502		1.8261858		4.39809		3.388368		-1.4220703		1.6447495		2.8152542		2.9855628		1.4693		0.86883354		2.136877		1.7605906		-0.50799274		0.71786785		1.4932652		1.5780029		0.55512905		Yes		No		No		EU423906		TC379454		Triticum aestivum isolate LRCHS1-cTS Xa21-like protein mRNA, partial cds [EU423906]

		A_99_P331966		4.1125665		4.2043495		3.5582225		3.819277		3.6199658		4.366703		4.9671593		4.121262		3.429987		4.2005444		4.094625		4.086918		-1.4069788		1.1191113		2.6554139		1.2328396		-1.6050069		-1.002641		1.4503514		1.2038376		-0.49260068		0.16235352		1.4089367		0.30198503		-0.6825795		-0.0038051605		0.53640246		0.26764083		No		Yes		Yes		CJ669765		TC422559		CJ669765 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv19o19 5', mRNA sequence [CJ669765]

		A_99_P322211		10.539601		10.411438		11.128644		10.546491		10.285573		9.495584		9.375415		10.333465		10.314763		9.519871		9.387894		10.083359		-1.1925323		-1.8866862		-3.3711226		-1.1591169		-1.1686462		-1.8551904		-3.3420894		-1.3785312		-0.25402832		-0.91585445		-1.7532291		-0.21302605		-0.22483826		-0.89156723		-1.7407503		-0.4631319		No		Yes		Yes		TA88204_4565		TC420897		0

		A_99_P038319		11.140729		10.499531		10.305717		10.808979		12.431335		13.775046		12.545032		12.520932		13.37402		12.765717		13.122779		12.319656		2.4463089		9.683413		4.721725		3.2760403		4.7020526		4.8104963		7.047255		2.849438		1.2906065		3.2755156		2.239314		1.7119532		2.2332907		2.2661858		2.8170614		1.5106773		Yes		Yes		Yes		BQ838010		TC425263		WHE2905_E07_I13ZS Wheat aluminum-stressed root tip cDNA library Triticum aestivum cDNA clone WHE2905_E07_I13, mRNA sequence [BQ838010]

		A_99_P280466		8.308808		8.456992		8.136505		8.639127		8.259347		8.916823		10.038639		9.193491		8.899657		8.8532715		10.107481		8.945376		-1.0348785		1.3753809		3.7376564		1.4685214		1.5061327		1.3161093		3.9203322		1.2364892		-0.049461365		0.45983124		1.902134		0.5543642		0.5908489		0.39627934		1.9709759		0.30624962		No		Yes		Yes		TA76012_4565		TC421046		0

		A_99_P407727		6.4694743		6.72477		7.1792245		7.1602745		5.9301014		5.769156		5.736229		6.849195		5.9900813		6.1860332		6.0541954		6.6845245		-1.4533406		-1.939405		-2.718848		-1.2406356		-1.3941569		-1.4527		-2.1810594		-1.390641		-0.5393729		-0.9556141		-1.4429955		-0.3110795		-0.479393		-0.5387368		-1.1250291		-0.47574997		No		Yes		Yes		TC369822		TC369822		Rep: Prostaglandin F2-alpha receptor - Homo sapiens (Human), partial (5%) [TC369822]

		A_99_P101255		5.337563		4.911299		5.2699394		5.3437934		6.430025		6.6659546		6.539757		5.5168076		6.337234		5.8685837		6.9319897		5.74181		2.1323764		3.374457		2.4113104		1.1274115		1.9995439		1.9416517		3.1646595		1.317695		1.0924621		1.7546554		1.2698174		0.17301416		0.999671		0.95728445		1.6620502		0.39801645		Yes		Yes		Yes		CN012209		TC440074		WHE3893_H09_P17ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3893_H09_P17, mRNA sequence [CN012209]

		A_99_P426782		4.394731		3.6031036		3.0679538		2.7404337		4.298268		5.6655974		5.118158		3.755828		5.9281864		4.8090725		5.582003		3.7511985		-1.0691493		4.1770773		4.1416454		2.0214553		2.8947833		2.3069215		5.712211		2.0149791		-0.0964632		2.0624938		2.050204		1.0153942		1.5334554		1.2059689		2.5140493		1.0107648		Yes		No		No		TC386002		TC386002		0

		A_99_P498307		1.6368846		2.9909604		4.214952		3.1036422		3.2222347		3.873799		6.129514		4.301181		3.9865742		3.6868017		6.207165		3.9800117		3.0008063		1.8440001		3.769994		2.2934804		5.097145		1.6198288		3.9784675		1.8357499		1.5853502		0.8828387		1.9145622		1.1975386		2.3496895		0.6958413		1.9922128		0.8763695		Yes		Yes		Yes		TA68185_4565		TC430965		Rep: Nitrilase-like protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC430965]

		A_99_P214271		14.475334		13.906327		13.122466		13.39577		13.599602		12.651112		12.255161		12.033145		13.445358		13.473689		12.146209		13.407227		-1.8349394		-2.3870282		-1.8242517		-2.5715268		-2.04199		-1.3496994		-1.967355		1.0079726		-0.8757324		-1.2552156		-0.8673048		-1.3626251		-1.0299759		-0.43263817		-0.9762573		0.01145649		Yes		No		No		TA55755_4565		TC375338		0

		A_99_P198996		12.260308		12.625615		12.306939		12.896305		13.89961		15.987903		14.939247		12.549066		14.755772		14.750839		15.266868		12.432174		3.1151493		10.2837		6.200171		-1.2721242		5.639094		4.3627086		7.780854		-1.3794866		1.6393013		3.3622875		2.632308		-0.3472395		2.4954634		2.125224		2.9599285		-0.46413136		Yes		Yes		Yes		TA50607_4565		TC386990		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (41%) [TC386990]

		A_99_P335256		5.7505136		6.002535		4.771872		5.199567		3.8100479		4.254773		2.8189156		7.988669		4.6602216		4.1931133		2.7604496		4.851501		-3.8382952		-3.3583713		-3.8716712		6.9119945		-2.1291711		-3.5050173		-4.0317955		-1.272853		-1.9404657		-1.7477617		-1.9529564		2.789102		-1.090292		-1.8094215		-2.0114224		-0.34806585		Yes		No		No		TA92133_4565		TC410023		0

		A_99_P203691		13.544372		13.770565		14.191873		14.026474		13.238782		13.155154		13.09048		13.7918625		13.310445		13.63988		13.522708		13.86053		-1.2359236		-1.5319942		-2.1456172		-1.1765898		-1.1760316		-1.0948133		-1.590152		-1.1219		-0.30558968		-0.6154108		-1.1013927		-0.23461151		-0.23392677		-0.13068485		-0.66916466		-0.1659441		No		Yes		Yes		TA52135_4565		TC386194		Rep: PFE18 protein - Ananas comosus (Pineapple), partial (37%) [TC386194]

		A_99_P194463		10.038634		9.462944		10.94856		10.82635		11.874191		13.527989		12.75478		12.0047035		12.778805		12.324183		13.11983		12.108429		3.5690918		16.737885		3.497248		2.263183		6.681493		7.266393		4.5041986		2.4318912		1.835557		4.0650454		1.80622		1.1783533		2.7401705		2.8612394		2.1712704		1.2820787		Yes		Yes		Yes		TA67616_4565		TC404523		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC404523]

		A_99_P509907		3.7876246		3.8130112		4.223141		3.5614052		3.0066307		3.7143376		2.970444		3.5732882		3.975848		4.038923		3.1622314		3.455982		-1.7183143		-1.0707885		-2.382865		1.0082707		1.1393597		1.169516		-2.0862467		-1.07581		-0.78099394		-0.09867358		-1.2526972		0.01188302		0.18822336		0.22591162		-1.0609097		-0.10542321		No		Yes		Yes		TC436072		TC436072		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (8%) [TC436072]

		A_99_P240251		13.876126		14.380679		13.7753		13.577998		14.093867		14.180896		13.236028		13.856033		13.632206		14.321304		12.765003		13.735614		1.1629113		-1.1485258		-1.4532393		1.2125424		-1.1842062		-1.0420141		-2.0143254		1.1154422		0.21774101		-0.19978333		-0.5392723		0.27803516		-0.24392033		-0.05937481		-1.0102968		0.15761566		No		Yes		Yes		TA64548_4565		0		0

		A_99_P290036		11.59203		13.264252		13.519904		12.795213		10.592339		11.869966		11.6154785		12.803338		11.097453		11.957013		11.826497		12.812077		-1.9995717		-2.6285846		-3.7435982		1.0056479		-1.408907		-2.4746742		-3.234196		1.0117577		-0.999691		-1.3942862		-1.9044256		0.008125305		-0.49457645		-1.3072386		-1.693407		0.016863823		Yes		No		No		TA78806_4565		TC420649		0

		A_99_P216511		2.515886		2.244272		7.6287208		2.7765534		3.4873488		7.5757637		6.771229		6.5197062		4.4329505		3.600522		7.937346		4.7278104		1.9608276		40.266033		-1.8118857		13.390638		3.7765384		2.5601885		1.2385269		3.867113		0.9714627		5.3314915		-0.85749197		3.7431529		1.9170644		1.35625		0.30862522		1.951257		Yes		No		No		TA56821_4565		TC373041		0

		A_99_P391612		8.228157		7.533909		7.115907		7.5668206		8.389142		9.285515		8.417194		7.623539		9.346623		8.7458		8.7840805		7.805062		1.1180502		3.367332		2.4644866		1.0400972		2.1711605		2.3164108		3.1781194		1.1795537		0.160985		1.751606		1.3012872		0.05671835		1.1184664		1.2118912		1.6681733		0.2382412		Yes		No		No		TA108387_4565		TC438813		Rep: Chromosome undetermined scaffold_130, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC438813]

		A_99_P359941		9.006713		9.08724		9.350577		9.425679		10.567611		12.034305		11.54805		11.348053		10.558476		11.114459		11.615093		11.365069		2.950374		7.711783		4.586751		3.7904623		2.931753		4.076183		4.8049316		3.835435		1.5608978		2.9470644		2.1974726		1.9223738		1.5517635		2.0272188		2.2645159		1.9393902		Yes		Yes		Yes		TA99977_4565		0		0

		A_99_P436277		11.40208		11.925362		11.964494		12.25751		11.842587		12.767612		12.893993		12.379554		11.993556		12.447108		12.987512		12.274005		1.357082		1.7928451		1.9046153		1.0882753		1.506788		1.4356923		2.0321655		1.0114989		0.4405079		0.8422508		0.9294996		0.12204361		0.59147644		0.52174664		1.0230179		0.016494751		No		Yes		Yes		TA65192_4565		TC405599		0

		A_99_P359891		11.727752		12.865177		14.023295		13.425751		10.950223		10.874265		11.770409		12.873639		11.568005		11.092002		12.306001		12.664781		-1.714192		-3.974883		-4.766356		-1.4662302		-1.1170913		-3.418054		-3.2881923		-1.6946298		-0.77752876		-1.9909124		-2.2528868		-0.5521116		-0.15974712		-1.7731752		-1.7172947		-0.7609701		Yes		Yes		Yes		TA99960_4565		TC452891		0

		A_99_P245896		7.406138		5.444822		5.4065013		6.6933517		9.184407		10.413525		10.66566		6.4073825		9.225919		9.619439		10.368649		7.1964097		3.4301443		31.313282		38.296978		-1.2192291		3.5302756		18.05864		31.171318		1.4172143		1.7782693		4.968703		5.2591586		-0.28596926		1.8197808		4.1746173		4.962147		0.50305796		Yes		Yes		Yes		TA65974_4565		TC383402		Rep: Beta-1,3-glucanase - Triticum aestivum (Wheat), partial (66%) [TC383402]

		A_99_P415432		12.072595		12.506248		12.109314		12.73173		13.672315		15.78595		14.759598		12.372448		14.540588		14.607966		15.129544		12.318099		3.030845		9.711548		6.277908		-1.2827878		5.5327387		4.292202		8.11297		-1.3320345		1.59972		3.2797012		2.6502838		-0.3592825		2.4679937		2.101718		3.0202303		-0.41363144		Yes		Yes		Yes		TA51386_4565		TC457453		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (30%) [TC376466]

		A_99_P299446		5.3625464		5.441587		4.811891		4.6649075		5.408279		6.196333		5.6695886		5.28828		5.232028		6.274862		6.065763		5.5124936		1.0322071		1.6873344		1.8121438		1.5404721		-1.094687		1.7817252		2.384806		1.7994876		0.0457325		0.75474596		0.8576975		0.62337255		-0.13051844		0.83327484		1.2538719		0.84758615		No		Yes		Yes		TA81522_4565		TC393491		Rep: Phenazine biosynthesis family protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC393491]

		A_99_P203926		9.339491		6.5119567		6.6698537		6.6357484		9.418435		10.064734		10.261627		9.804936		9.826603		8.452289		10.290722		8.321845		1.0562447		11.735259		12.056787		8.995403		1.4016362		3.8379395		12.3024025		3.217849		0.078944206		3.5527778		3.5917735		3.169188		0.48711205		1.9403319		3.6208682		1.6860967		Yes		Yes		Yes		AB114627		TC368652		Triticum aestivum Taxi-III mRNA for xylanase inhibitor TAXI-III, complete cds [AB114627]

		A_99_P196671		6.1882324		6.398384		5.751791		5.3004746		4.6393943		5.8213425		4.22599		4.10799		4.9444337		5.98316		4.3534174		5.2969184		-2.9258142		-1.4917871		-2.8794658		-2.2854605		-2.3682127		-1.3335057		-2.6360424		-1.002468		-1.5488381		-0.5770416		-1.5258012		-1.1924849		-1.2437987		-0.41522408		-1.3983736		-0.0035562515		Yes		No		No		TA49721_4565		TC452944		Rep: Ferredoxin-NADP(H) oxidoreductase - Triticum aestivum (Wheat), partial (65%) [TC452944]

		A_99_P573682		10.486397		9.743253		10.030768		10.131368		11.832321		12.298202		15.536939		13.153812		13.164243		12.388096		15.612128		11.755027		2.5419302		5.876466		45.4488		8.125433		6.398998		6.2542768		47.880287		3.0815563		1.3459244		2.5549488		5.5061703		3.0224447		2.677846		2.644843		5.58136		1.6236591		Yes		Yes		Yes		CK161960		TC437127		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P370197		12.938632		13.047237		12.6487665		12.802087		12.51414		12.492214		13.6703825		12.764394		12.969424		12.551807		13.012158		12.919965		-1.3420998		-1.4691923		2.0301917		-1.0264711		1.021573		-1.4097408		1.2864469		1.0851376		-0.42449188		-0.5550232		1.021616		-0.037693024		0.030792236		-0.49543		0.36339188		0.11787796		No		Yes		Yes		TA103134_4565		TC449531		Rep: CG13958-PA - Drosophila melanogaster (Fruit fly), partial (4%) [TC449531]

		A_99_P467167		13.777648		13.85526		13.263257		13.098465		14.085167		14.068847		14.11092		13.132088		14.298023		14.19561		14.623008		12.749031		1.2375776		1.1595675		1.7995833		1.0235792		1.4343283		1.2660638		2.5664084		-1.2740606		0.30751896		0.2135868		0.8476629		0.03362274		0.52037525		0.34035015		1.3597507		-0.3494339		No		Yes		Yes		TA59838_4565		TC414921		0

		A_99_P649107		8.747188		8.107057		8.570856		8.175312		8.595244		7.543493		6.9719205		7.937769		8.299062		7.8601303		7.3639255		7.756748		-1.111065		-1.4779155		-3.0291975		-1.1789832		-1.3642669		-1.1866761		-2.3084598		-1.3365964		-0.1519432		-0.5635638		-1.5989356		-0.2375431		-0.44812584		-0.24692631		-1.2069306		-0.41856384		No		Yes		Yes		AY615198		TC369933		Triticum aestivum transcription factor Myb1 (Myb1) mRNA, complete cds [AY615198]

		A_99_P502787		4.7407184		5.0215716		4.9786015		4.846844		4.617727		4.0134416		4.256483		3.5913315		4.0209413		3.912627		3.6307728		3.6359499		-1.0889907		-2.0113025		-1.6496024		-2.3875198		-1.6469276		-2.1568782		-2.5452876		-2.314811		-0.12299156		-1.0081301		-0.7221184		-1.2555127		-0.7197771		-1.1089447		-1.3478286		-1.2108943		Yes		No		No		TC432917		TC432917		Rep: LGI2 - Gallus gallus (Chicken), partial (4%) [TC432917]

		A_99_P558767		7.9590325		7.5062375		8.072541		7.6525893		7.4508615		6.7493606		6.9251914		7.0657496		7.304239		7.323212		6.9001613		7.093082		-1.4222461		-1.6898286		-2.2150662		-1.501953		-1.5743909		-1.135262		-2.253832		-1.4737659		-0.5081711		-0.75687695		-1.1473498		-0.5868397		-0.65479374		-0.18302536		-1.17238		-0.55950737		No		Yes		Yes		TC455556		TC455556		Rep: Secreted protein - Arthrobacter sp. (strain FB24), partial (13%) [TC455556]

		A_99_P289686		10.670807		10.854355		10.876095		11.131794		11.116656		11.61047		11.936723		11.4145155		11.316455		11.352515		12.011016		11.270993		1.3621159		1.6889364		2.0858393		1.2164875		1.5644418		1.4124115		2.1960654		1.1012937		0.44584942		0.75611496		1.0606279		0.28272152		0.645648		0.49816036		1.1349211		0.13919926		No		Yes		Yes		TA78705_4565		TC389084		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC389084]

		A_99_P460132		4.7408247		5.082948		5.694076		5.47774		4.3858047		4.4221687		5.2077155		4.8023148		4.43263		4.633621		4.453008		5.5485687		-1.2790034		-1.5809366		-1.4009063		-1.5970672		-1.2381573		-1.3654032		-2.3637342		1.05032		-0.35502005		-0.6607795		-0.48636055		-0.67542505		-0.30819464		-0.449327		-1.2410679		0.070828915		No		Yes		Yes		CD865910		0		0

		A_99_P229591		15.130394		14.118037		13.602203		13.867439		14.177705		13.005867		12.659606		12.281489		13.956668		13.57019		12.4151125		13.972694		-1.935477		-2.1617057		-1.9219854		-3.002054		-2.255936		-1.4619021		-2.2769315		1.0756845		-0.9526892		-1.1121702		-0.9425974		-1.5859499		-1.1737261		-0.5478468		-1.1870909		0.10525513		Yes		No		No		TA61438_4565		0		0

		A_99_P148937		2.2264235		1.4672288		1.9503988		2.3208592		2.6013606		5.515014		4.620871		2.9719086		4.4612136		3.3677619		4.7949524		3.5385172		1.296783		16.53883		6.366375		1.57031		4.706942		3.7335112		7.1828356		2.3256888		0.37493706		4.0477853		2.6704721		0.6510494		2.23479		1.9005331		2.8445535		1.217658		Yes		Yes		Yes		CJ961991		0		CJ961991 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28f07 3', mRNA sequence [CJ961991]

		A_99_P504637		10.917727		8.728293		5.463566		8.398108		11.073281		11.028193		8.3471575		10.130736		11.983312		10.1420145		8.7173395		9.636261		1.1138492		4.9242363		7.379851		3.3233283		2.0930173		2.6642346		9.538574		2.3589642		0.15555382		2.2999		2.8835917		1.7326288		1.0655842		1.4137211		3.2537737		1.2381535		Yes		Yes		Yes		TC433759		TC433759		0

		A_99_P056466		6.086693		5.785608		5.802632		5.4938083		4.757934		3.8420544		4.1786036		5.1199374		4.858273		4.762499		4.423921		5.2996945		-2.5118647		-3.846519		-3.0823448		-1.295825		-2.343102		-2.0322938		-2.600359		-1.1440212		-1.3287587		-1.9435534		-1.6240282		-0.37387085		-1.2284198		-1.023109		-1.3787107		-0.19411373		Yes		No		No		BQ578337		TC400179		WHE0301_G05_M09ZS Wheat unstressed seedling shoot cDNA library Triticum aestivum cDNA clone WHE0301_G05_M09, mRNA sequence [BQ578337]

		A_99_P483817		10.9544935		11.012242		10.054433		9.258342		9.378348		8.732598		8.925829		8.537334		9.161667		9.508119		8.797443		8.7782545		-2.9817207		-4.8555813		-2.1864705		-1.6483326		-3.464931		-2.8365233		-2.389965		-1.3948281		-1.5761452		-2.279644		-1.1286039		-0.72100735		-1.7928267		-1.5041237		-1.2569895		-0.48008728		Yes		No		No		TC423201		TC423201		CHZMRRNA Zea mays chloroplast rRNA-operon, partial (12%) [TC423201]

		A_99_P373827		1.5070676		1.6440201		1.5067173		1.73236		1.8650099		4.6479106		4.185429		2.4706204		3.2818995		2.9347513		4.245237		3.4355347		1.2815967		8.021603		6.4028397		1.6681632		3.4219813		2.44652		6.673852		3.256167		0.35794234		3.0038905		2.678712		0.7382604		1.7748319		1.2907312		2.7385197		1.7031747		Yes		Yes		Yes		TA104010_4565		TC434255		Rep: Brittle stalk-2-like protein 7 - Zea mays (Maize), partial (12%) [TC434255]

		A_99_P492302		2.105663		2.1292171		2.4601629		1.558711		4.1740184		5.1439385		6.384497		1.4700884		5.6706653		4.385094		7.021705		1.7178622		4.1940827		8.08205		15.1824665		-1.0633545		11.835118		4.7762456		23.61354		1.11663		2.0683553		3.0147214		3.9243343		-0.08862269		3.5650022		2.255877		4.5615425		0.1591512		Yes		Yes		Yes		TC428312		TC428312		Rep: Protein kinase - Sorangium cellulosum (strain So ce56) (Polyangium cellulosum (strainSo ce56)), partial (6%) [TC428312]

		A_99_P335171		6.910279		6.685129		6.863993		6.3056507		6.835342		6.8192534		8.037401		6.568701		7.2236047		6.9281936		8.451691		6.272045		-1.0533149		1.0974264		2.2554386		1.200013		1.242569		1.1835039		3.0056927		-1.0235671		-0.07493687		0.13412428		1.173408		0.26305008		0.31332588		0.2430644		1.5876975		-0.033605576		No		Yes		Yes		TA92104_4565		TC431807		Rep: Os01g0681200 protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC431807]

		A_99_P434262		6.9846168		5.9833703		6.6594405		6.3366375		7.3775144		8.196369		7.4851937		6.239329		8.618589		7.331946		7.922953		6.164755		1.313028		4.63638		1.7724602		-1.0697759		3.1036646		2.5466056		2.4007957		-1.1265275		0.3928976		2.2129989		0.8257532		-0.097308636		1.6339726		1.3485756		1.2635126		-0.17188263		Yes		Yes		Yes		AK334688		TC391911		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P240161		13.706876		14.214059		13.6117935		12.880542		13.505882		14.026115		13.784854		14.021983		13.835286		14.586757		14.805509		14.056954		-1.1494896		-1.1391387		1.1274476		2.206013		1.0930886		1.2947718		2.2874103		2.2601407		-0.20099354		-0.18794346		0.17306042		1.1414413		0.12841034		0.37269783		1.1937151		1.1764126		No		Yes		Yes		TA64525_4565		TC374398		0

		A_99_P218041		9.056259		9.40808		8.368303		8.874981		9.576947		10.147681		9.905689		9.303224		10.085902		10.152611		9.992506		9.327656		1.4346393		1.6697141		2.9026809		1.3455936		2.0415192		1.6754291		3.0827177		1.3685753		0.52068806		0.73960114		1.537386		0.42824268		1.029643		0.7445307		1.6242027		0.45267487		No		Yes		Yes		TA57444_4565		TC372351		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		A_99_P167449		9.404481		9.655181		9.515515		9.610107		9.198925		9.02934		8.501589		9.158954		9.07727		8.987798		8.462048		9.314664		-1.1531307		-1.5431103		-2.0193996		-1.3671331		-1.254586		-1.5881896		-2.0755126		-1.2272623		-0.20555592		-0.62584114		-1.0139265		-0.45115376		-0.32721138		-0.6673832		-1.0534678		-0.29544353		No		Yes		Yes		DR737994		TC386378		FGAS083211 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737994]

		A_99_P330611		6.8158536		5.8786106		7.8248534		6.38275		5.049187		2.6792252		5.9522386		5.004932		4.1929345		4.5800056		4.898515		5.24853		-3.402668		-9.185673		-3.661957		-2.5987504		-6.1599517		-2.459909		-7.6017847		-2.1949987		-1.7666664		-3.1993854		-1.8726149		-1.3778181		-2.622919		-1.298605		-2.9263382		-1.1342201		Yes		No		No		TA90722_4565		TC433747		Rep: Flavonoid 3'-hydroxylase - Triticum aestivum (Wheat), partial (66%) [TC433747]

		A_99_P157257		2.4940827		2.8063657		2.9973934		4.096174		3.1495593		3.4803839		5.7165713		5.389221		2.394764		2.676281		5.0659847		5.4283957		1.5751362		1.5955106		6.584975		2.4504511		-1.0712675		-1.094358		4.194769		2.5179017		0.65547657		0.67401814		2.719178		1.2930474		-0.09931874		-0.13008475		2.0685914		1.332222		Yes		No		No		AK332491		TC377172		Triticum aestivum cDNA, clone: WT004_B19, cultivar: Chinese Spring [AK332491]

		A_99_P441817		3.2973163		4.2256274		3.2434464		4.310782		4.2406287		5.124109		4.906449		4.387424		5.3472686		4.6085587		5.231056		4.4562573		1.9229382		1.8641027		3.166749		1.0545607		4.1409225		1.3039886		3.9657943		1.1060951		0.9433124		0.89848137		1.6630025		0.07664204		2.0499523		0.38293123		1.9876099		0.14547539		Yes		No		No		TC397787		TC397787		0

		A_99_P246026		6.881575		5.297025		3.5125523		5.805489		5.3170285		3.602909		3.132229		4.9917016		6.1463056		4.8997064		3.5144212		5.7364554		-2.9578452		-3.2357857		-1.3016334		-1.7578201		-1.6647085		-1.317058		1.0012963		-1.0490137		-1.5645466		-1.6941161		-0.38032317		-0.81378746		-0.73526955		-0.39731884		0.0018689632		-0.06903362		Yes		No		No		TA66011_4565		0		0

		A_99_P271266		9.022144		9.582261		8.1206		9.752002		10.243648		11.187386		12.091362		10.491643		10.485955		10.999802		11.734899		10.66211		2.3318956		3.0422199		15.679007		1.6697605		2.7583604		2.6712973		12.2465105		1.8791869		1.2215033		1.6051245		3.9707623		0.7396412		1.4638109		1.4175406		3.6142988		0.91010857		Yes		Yes		Yes		TA73318_4565		TC444858		Rep: Pathogen-related protein - Hordeum vulgare (Barley), partial (97%) [TC444858]

		A_99_P254751		8.944015		8.598418		6.502317		4.876986		6.311257		6.131094		5.3518996		4.17972		6.5321574		7.3996205		5.7572417		5.637949		-6.2021036		-5.530172		-2.219781		-1.6214293		-5.321589		-2.2954829		-1.6760616		1.6946213		-2.6327577		-2.4673243		-1.1504173		-0.6972661		-2.4118571		-1.1987977		-0.7450752		0.76096296		Yes		No		No		TA68493_4565		TC387821		Rep: 50S ribosomal protein L28, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC387821]

		A_99_P133895		5.3176684		6.0961976		5.823857		5.705584		5.0201764		5.046239		3.9326084		4.740865		4.8518386		5.503744		4.3466163		5.0180984		-1.229006		-2.0704706		-3.709561		-1.951683		-1.3811115		-1.5078088		-2.784157		-1.6104743		-0.29749203		-1.0499587		-1.8912485		-0.9647188		-0.46582985		-0.5924535		-1.4772406		-0.6874857		Yes		No		No		AK330617		TC369015		Triticum aestivum cDNA, clone: SET4_O06, cultivar: Chinese Spring [AK330617]

		A_99_P471602		1.7376083		1.7414614		1.5419544		1.8908901		3.2006912		2.698623		5.778034		2.5804505		4.742252		2.92219		6.1119957		1.9825157		2.7569687		1.9414864		18.844606		1.612792		8.02579		2.2669122		23.753056		1.0655701		1.4630829		0.95716155		4.2360797		0.6895604		3.0046434		1.1807286		4.570041		0.09162557		Yes		Yes		Yes		CA631674		TC417269		wle1n.pk0051.f10 wle1n Triticum aestivum cDNA clone wle1n.pk0051.f10 5' end, mRNA sequence [CA631674]

		A_99_P052276		5.082634		5.5680237		4.6582036		5.6772323		3.635135		4.8719087		3.5564823		5.3385797		4.207724		3.9199953		3.6493938		4.9319496		-2.7273486		-1.6201361		-2.146106		-1.264575		-1.8338935		-3.1340504		-2.0122504		-1.6763027		-1.447499		-0.696115		-1.1017213		-0.3386526		-0.8749099		-1.6480284		-1.0088098		-0.74528265		Yes		No		No		CA641200		TC443263		wre1n.pk0041.f7 wre1n Triticum aestivum cDNA clone wre1n.pk0041.f7 5' end, mRNA sequence [CA641200]

		A_99_P453122		3.2373002		3.2507107		3.2792337		3.226627		2.258949		4.2618337		4.8963714		4.2665977		3.815279		4.426122		5.3519654		4.181995		-1.9702123		2.0154793		3.067658		2.0561857		1.4927565		2.2585728		4.206825		1.9390739		-0.9783511		1.011123		1.6171377		1.0399706		0.57797885		1.1754115		2.0727317		0.9553678		Yes		No		No		TC405863		TC405863		0

		A_99_P034289		7.0003104		6.5772233		6.2927146		6.8433404		7.497064		7.879301		7.4369845		6.7316117		7.7512803		7.4712567		7.7300315		6.8218255		1.411035		2.4658375		2.2103424		-1.0805222		1.6829238		1.8583645		2.7081673		-1.0150248		0.4967537		1.3020778		1.14427		-0.11172867		0.7509699		0.89403343		1.4373169		-0.021514893		No		Yes		Yes		BM134867		TC452967		WHE0452_C05_C05ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0452_C05_C05, mRNA sequence [BM134867]

		A_99_P249776		12.15918		11.890331		10.795833		10.457708		10.973193		10.720856		10.147155		9.261678		10.652583		11.386617		10.033659		10.39782		-2.2751892		-2.249299		-1.5677308		-2.2910845		-2.8413894		-1.4178594		-1.6960441		-1.0423847		-1.1859865		-1.1694756		-0.6486778		-1.1960306		-1.5065966		-0.50371456		-0.76217365		-0.059887886		Yes		No		No		AK332602		TC377637		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P506102		8.899642		9.941293		7.6603885		8.943244		6.9378715		7.067423		4.661198		6.2359757		6.893493		8.1353		4.2302175		6.3500676		-3.8953974		-7.330288		-7.9955115		-6.5308385		-4.0170846		-3.4966977		-10.779146		-6.034258		-1.9617705		-2.87387		-2.9991903		-2.7072682		-2.0061488		-1.8059931		-3.430171		-2.5931764		Yes		Yes		Yes		TC434405		TC434405		Rep: HDC15396 - Drosophila melanogaster (Fruit fly), partial (7%) [TC434405]

		A_99_P274951		11.443359		10.99821		10.44493		10.351045		12.709762		12.63716		14.146426		12.312945		12.808423		12.829381		13.965546		11.777432		2.4056091		3.1143916		13.009522		3.8957489		2.575877		3.5582578		11.476538		2.6877291		1.2664022		1.6389503		3.7014961		1.9619007		1.3650637		1.831171		3.5206156		1.4263878		Yes		Yes		Yes		TA74414_4565		TC387886		Rep: UMP synthase - Zea mays (Maize), partial (29%) [TC387886]

		A_99_P348136		7.596453		8.586207		8.964974		8.303903		6.904999		7.7308693		7.57202		7.687191		7.354855		7.9566975		8.237035		7.8931403		-1.6149107		-1.8091826		-2.6261592		-1.5333761		-1.1823016		-1.5470394		-1.6562719		-1.329388		-0.6914544		-0.8553381		-1.3929543		-0.6167116		-0.24159813		-0.6295099		-0.7279396		-0.4107623		No		Yes		Yes		TA96144_4565		TC408288		Rep: Os01g0201900 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC408288]

		A_99_P354751		7.0538135		6.6383166		7.286348		7.240991		8.006181		9.350685		9.068055		7.6039586		8.6271105		7.583895		9.291705		7.4091096		1.9350452		6.5539675		3.4383283		1.2860686		2.97584		1.9259611		4.014881		1.1235921		0.9523673		2.7123685		1.7817073		0.3629675		1.573297		0.9455786		2.0053573		0.16811848		Yes		Yes		Yes		TA98226_4565		TC389948		Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC389948]

		A_99_P011829		9.782527		9.435742		9.563958		9.745748		10.369405		10.867767		10.649663		9.693413		11.319423		10.243623		10.965005		9.851542		1.5019927		2.6982517		2.1224122		-1.0369416		2.9016948		1.7506375		2.6409314		1.0760871		0.5868778		1.432025		1.0857048		-0.052334785		1.5368958		0.8078804		1.4010468		0.10579491		No		Yes		Yes		AK336291		0		Triticum aestivum cDNA, clone: SET3_L05, cultivar: Chinese Spring [AK336291]

		A_99_P234076		11.908732		11.943634		13.644238		13.549796		11.6028185		10.790798		13.341748		13.594249		11.3421755		11.17612		12.92318		13.608382		-1.2362015		-2.2235053		-1.2332714		1.0312918		-1.4809849		-1.7023342		-1.6483914		1.0414447		-0.30591393		-1.1528358		-0.30249023		0.044452667		-0.56655693		-0.7675142		-0.72105885		0.05858612		No		Yes		Yes		TA62772_4565		TC370036		Rep: Aquaporin PIP1 - Triticum aestivum (Wheat), complete [TC370036]

		A_99_P319871		3.5707042		4.8160634		3.1869287		2.7954338		1.6158012		2.9569476		2.056037		3.5611079		1.7296162		3.6687975		2.1288643		2.3055677		-3.8768985		-3.6278527		-2.1899407		1.7001642		-3.5828013		-2.2149374		-2.0821362		-1.4043144		-1.954903		-1.8591158		-1.1308918		0.7656741		-1.841088		-1.1472659		-1.0580645		-0.48986602		Yes		No		No		AK336292		TC424955		Triticum aestivum cDNA, clone: SET3_L06, cultivar: Chinese Spring [AK336292]

		A_99_P573902		7.6084595		8.192688		6.038038		7.714003		7.343269		8.620449		7.6215224		7.3108945		8.475381		8.845303		8.258342		7.253447		-1.2017949		1.3451444		2.9969285		-1.3223542		1.823767		1.5720146		4.6599164		-1.376072		-0.2651906		0.42776108		1.5834846		-0.4031086		0.8669214		0.6526146		2.220304		-0.46055603		No		Yes		Yes		AK334597		TC461156		Triticum aestivum cDNA, clone: WT010_G16, cultivar: Chinese Spring [AK334597]

		A_99_P517967		8.093936		8.069577		8.441747		7.9925265		7.1609383		7.13676		7.476204		7.4522634		7.222508		7.452521		7.353873		7.759461		-1.9092389		-1.9089998		-1.9527981		-1.4542378		-1.8294729		-1.5337425		-2.1256056		-1.1753298		-0.9329977		-0.932817		-0.9655428		-0.5402632		-0.871428		-0.61705637		-1.0878739		-0.2330656		No		Yes		Yes		CK206656		TC439711		Rep: Competence protein ComEA helix-hairpin-helix repeat region - Mycobacterium avium (strain 104), partial (5%) [TC419795]

		A_99_P166082		7.7576947		7.832123		8.227443		7.847963		7.6516385		6.8734035		7.332911		6.6360397		6.91773		6.916996		6.8561034		6.772938		-1.076282		-1.9435837		-1.8590064		-2.3164623		-1.7900065		-1.8857348		-2.5871062		-2.1067586		-0.10605621		-0.95871925		-0.8945317		-1.2119231		-0.83996487		-0.9151268		-1.3713393		-1.0750251		Yes		No		No		CK207520		0		FGAS019149 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207520]

		A_99_P460202		5.128448		3.2970135		3.7313564		4.726141		7.6095786		9.5433655		7.548725		5.992746		9.920928		8.432639		7.8356414		5.602059		5.5833483		75.91706		14.097513		2.405947		27.71279		35.154217		17.199387		1.8351754		2.4811306		6.246352		3.8173687		1.2666049		4.79248		5.135626		4.1042852		0.8759179		Yes		Yes		Yes		TC410703		TC410703		Rep: Transcriptional regulator, PucR family - Salinispora arenicola CNS-205, partial (5%) [TC410703]

		A_99_P289946		8.789387		9.046017		8.693572		9.282427		9.027535		8.949967		10.013801		9.520616		8.353635		9.105376		9.800923		9.614926		1.1794782		-1.0688425		2.4970567		1.179511		-1.3526156		1.042003		2.1544974		1.2591931		0.23814869		-0.09604931		1.3202286		0.23818874		-0.43575191		0.05935955		1.1073513		0.3324995		No		Yes		Yes		AK336091		TC437227		Triticum aestivum cDNA, clone: SET3_D09, cultivar: Chinese Spring [AK336091]

		A_99_P135350		4.240635		3.6540577		7.4755874		4.701833		6.0707664		9.305123		7.7607856		6.4451447		7.7724557		4.7335515		9.419619		5.1263614		3.5556948		50.250492		1.2185776		3.3480287		11.566021		2.1132944		3.847793		1.3421339		1.8301315		5.651066		0.2851982		1.7433119		3.5318208		1.0794938		1.9440312		0.4245286		Yes		No		No		L41507		TC414724		Triticum aestivum heat shock protein (hsp70C) mRNA, partial cds [L41507]

		A_99_P512197		2.1107354		1.4689598		1.6439835		1.9434799		5.561449		8.644841		6.939298		3.7609053		7.736712		6.4346642		7.6222		3.731981		10.933729		144.59575		39.268887		3.5245166		49.384163		31.24827		63.04092		3.4545581		3.4507136		7.1758814		5.295315		1.8174254		5.6259766		4.9657044		5.9782166		1.7885011		Yes		Yes		Yes		TC437037		TC437037		Rep: E4 - Uncia uncia papillomavirus type 1, partial (15%) [TC437037]

		A_99_P194458		4.7194695		4.6599874		4.8429513		5.4077992		8.187375		12.487312		12.116334		8.318292		11.314841		10.967281		12.676457		8.390992		11.0648		227.1222		154.70572		7.518748		96.69516		79.19261		228.09738		7.9073424		3.4679055		7.827325		7.2733827		2.9104924		6.5953717		6.307294		7.833506		2.983193		Yes		Yes		Yes		TC437092		TC437092		0

		A_99_P364516		2.9380639		4.7569156		2.8662329		3.1004617		3.2920158		5.0261254		5.4780617		5.005194		3.0486367		5.2688007		5.650889		5.0309873		1.2780567		1.2051476		6.1127806		3.7443945		1.0796568		1.4259123		6.890726		3.8119404		0.35395193		0.26920986		2.6118288		1.9047325		0.110572815		0.51188517		2.784656		1.9305255		Yes		No		No		TA101537_4565		TC390503		Rep: DNA-directed RNA polymerase subunit - Oryza sativa subsp. japonica (Rice), partial (46%) [TC390503]

		A_99_P009611		3.659767		3.692725		2.3012133		3.2957268		4.0117717		5.2846317		3.4562607		3.90979		5.41719		5.226162		3.7579346		3.3724213		1.276333		3.014475		2.2269163		1.5305638		3.380937		2.8947465		2.7448385		1.0545989		0.35200477		1.5919068		1.1550474		0.61406326		1.7574232		1.533437		1.4567213		0.07669449		Yes		No		No		BJ259927		TC416146		BJ259927 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh22n01 5', mRNA sequence [BJ259927]

		A_99_P507612		4.4970207		3.241206		4.0081325		4.040534		5.468744		4.6301727		5.5666223		4.7289605		6.338302		4.7468324		6.222264		4.556313		1.9611815		2.6189106		2.9454536		1.6115249		3.5832815		2.8394794		4.640021		1.4297659		0.9717231		1.3889668		1.5584898		0.6884265		1.8412814		1.5056264		2.2141314		0.515779		Yes		No		No		DN828948		TC435029		0

		A_99_P217041		1.5257875		1.5143824		1.5499028		1.5183973		3.4114914		2.5402002		8.190812		5.9707465		4.911101		1.7961835		7.132242		4.075889		3.6953318		2.0361133		99.79594		21.892263		10.449149		1.2157117		47.912804		5.886833		1.8857039		1.0258179		6.640909		4.452349		3.3853135		0.2818011		5.5823393		2.5574918		Yes		Yes		Yes		TA57043_4565		0		0

		A_99_P549557		4.1019955		3.9741383		8.389416		3.6829023		7.070482		9.339185		8.946219		7.4102426		8.475323		5.659397		10.00023		5.855252		7.8271456		41.21354		1.4710066		13.244672		20.72539		3.215981		3.0542414		4.507569		2.9684863		5.3650465		0.5568037		3.7273402		4.3733273		1.6852589		1.6108141		2.1723495		Yes		No		No		TC414061		TC414061		Rep: Heat shock protein 17.3 - Triticum aestivum (Wheat), complete [TC414061]

		A_99_P151797		4.3667817		4.035257		3.1865537		3.9898727		3.6804016		2.5268633		2.1177988		3.4847724		3.1039324		3.637296		2.8302374		3.9225643		-1.6092408		-2.8449306		-2.0976224		-1.419222		-2.399692		-1.3176442		-1.280153		-1.0477601		-0.68638015		-1.5083935		-1.0687549		-0.50510025		-1.2628493		-0.3979609		-0.35631633		-0.067308426		No		Yes		Yes		CJ829832		TC452504		CJ829832 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal2b16 5', mRNA sequence [CJ829832]

		A_99_P164212		9.988453		10.504439		11.2266245		11.052691		9.399944		9.348603		10.317876		10.691189		9.57071		9.835068		10.617831		10.666851		-1.5036914		-2.2281342		-1.8774164		-1.2847633		-1.3358358		-1.5903801		-1.524983		-1.3066207		-0.5885086		-1.1558361		-0.9087486		-0.36150265		-0.41774273		-0.6693716		-0.60879326		-0.38584042		No		Yes		Yes		TA52753_4565		TC368613		Rep: Glycosyltransferase - Triticum aestivum (Wheat), complete [TC368613]

		A_99_P235576		9.20559		7.9755173		6.396258		8.184665		11.149825		10.985169		10.879996		9.394666		13.192983		11.497964		10.839507		9.175755		3.8483362		8.053702		22.3738		2.3133779		15.860786		11.491113		21.75461		1.9876859		1.9442348		3.0096521		4.4837384		1.210001		3.9873924		3.5224466		4.443249		0.9910898		Yes		No		No		TA63230_4565		TC444392		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (98%) [TC444392]

		A_99_P426342		7.418116		8.370988		8.265424		8.75477		6.7155175		6.655788		6.7811112		6.953617		6.051451		7.4163055		5.797825		8.47091		-1.6274334		-3.2834215		-2.7978382		-3.4849868		-2.5787375		-1.9381528		-5.5312247		-1.217448		-0.7025986		-1.7152		-1.4843125		-1.8011532		-1.3666649		-0.95468235		-2.467599		-0.2838602		Yes		No		No		TC385714		TC385714		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC385714]

		A_99_P361751		10.836843		11.262752		11.052739		11.189407		10.502934		10.347511		9.838059		11.152167		10.537896		10.825192		9.981396		11.239202		-1.2604231		-1.8858831		-2.3208926		-1.0261489		-1.2302456		-1.3543111		-2.1013892		1.0351173		-0.33390808		-0.9152403		-1.2146797		-0.03724003		-0.29894638		-0.43755913		-1.0713434		0.049794197		No		Yes		Yes		TA100610_4565		TC448212		0

		A_99_P218026		3.6226308		3.1630762		5.8678365		2.9666874		4.1558347		6.7094874		6.531742		6.1638207		4.6544375		3.93237		6.6307464		4.6133833		1.4471394		11.683586		1.584366		9.171345		2.044583		1.7044352		1.6969098		3.131157		0.53320384		3.5464113		0.6639056		3.1971333		1.0318067		0.7692938		0.7629099		1.6466959		Yes		No		No		CJ723652		TC371775		CJ723652 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh20p06 5', mRNA sequence [CJ723652]

		A_99_P390392		3.515292		4.610489		3.064288		2.945198		1.9946193		3.1748924		2.0223963		2.8904142		2.3958275		3.8789442		2.374541		3.027228		-2.869248		-2.7049398		-2.0589254		-1.0387034		-2.172663		-1.660416		-1.6130005		1.0585065		-1.5206727		-1.4355965		-1.0418916		-0.05478382		-1.1194644		-0.73154473		-0.68974686		0.08203006		Yes		No		No		TA108086_4565		0		0

		A_99_P265676		10.226951		9.919704		8.856523		9.045289		8.415929		8.430401		7.807768		8.008754		8.552005		9.338906		7.9615326		9.345851		-3.5089073		-2.8075342		-2.0687435		-2.0512953		-3.1930737		-1.4956765		-1.859597		1.231624		-1.8110218		-1.4893036		-1.0487547		-1.0365353		-1.6749458		-0.58079815		-0.89498997		0.3005619		Yes		No		No		TA71595_4565		TC388583		0

		A_99_P429512		4.9443603		4.324322		4.5190706		4.596298		6.4306703		7.588169		6.1960444		4.7915435		7.2499804		5.985311		6.517923		4.387021		2.8017147		9.605408		3.1975653		1.1449188		4.9437995		3.1623318		3.996819		-1.1561087		1.48631		3.2638469		1.6769738		0.19524527		2.3056202		1.6609888		1.9988523		-0.20927715		Yes		Yes		Yes		TC388104		TC388104		Rep: PME/invertase inhibitor-like protein - Musa acuminata (Banana), partial (5%) [TC388104]

		A_99_P560632		6.1908894		5.854506		6.693193		6.322695		5.951016		5.0986943		5.6923294		4.883366		5.027368		5.1067176		4.9029756		4.9628544		-1.180889		-1.6885813		-2.0011976		-2.7119465		-2.240035		-1.6792167		-3.4586701		-2.566568		-0.23987341		-0.7558117		-1.0008636		-1.4393287		-1.1635213		-0.7477884		-1.7902174		-1.3598404		Yes		No		No		TC456261		TC456261		0

		A_99_P458092		9.570851		9.813945		9.354019		9.27266		9.036312		8.615087		8.404712		9.188605		8.508168		9.439694		8.384397		9.399872		-1.4484794		-2.2955792		-1.9309455		-1.0599931		-2.0888126		-1.296166		-1.9583282		1.0921807		-0.5345392		-1.1988583		-0.94930744		-0.08405495		-1.0626831		-0.3742504		-0.9696226		0.12721157		No		Yes		Yes		TA71920_4565		TC409268		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC409268]

		A_99_P492637		11.538068		11.95596		11.556516		12.147334		13.22332		15.355721		14.249382		11.878635		14.032084		14.211281		14.735101		11.826874		3.215966		10.5543165		6.4659677		-1.2047207		5.633442		4.7744036		9.054187		-1.2487289		1.6852522		3.3997612		2.6928663		-0.2686987		2.4940166		2.2553205		3.178585		-0.32046032		Yes		Yes		Yes		TA50929_4565		TC428483		0

		A_99_P256996		10.975208		10.960555		11.63919		10.941169		10.497808		10.272385		10.777593		10.525829		10.408993		10.28473		10.468211		10.863941		-1.3922322		-1.611239		-1.8170487		-1.3336124		-1.4806345		-1.5975102		-2.2516437		-1.0549887		-0.47739983		-0.68817043		-0.86159706		-0.41533947		-0.5662155		-0.6758251		-1.1709785		-0.07722759		No		Yes		Yes		CJ654701		TC437487		CJ654701 Y.Ogihara unpublished cDNA library Wh_GCPCDAM Triticum aestivum cDNA clone whgc18p03 5', mRNA sequence [CJ654701]

		A_99_P230581		14.38018		14.395298		14.454944		15.280965		14.540423		15.325175		16.786375		15.462541		14.914253		14.814181		16.925932		15.555539		1.1174754		1.9051139		5.033045		1.1341219		1.4480113		1.3368924		5.5442343		1.209637		0.16024303		0.9298773		2.3314314		0.18157578		0.5340729		0.41888332		2.4709883		0.27457428		No		Yes		Yes		AK335485		TC401093		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		A_99_P428097		4.4121065		4.591135		8.54828		3.4279993		6.8360844		8.11317		8.457859		6.603846		6.508432		4.7736006		9.020162		5.774866		5.3664865		11.487832		-1.0646806		9.037018		4.2761884		1.1348217		1.3869174		5.0871825		2.4239779		3.5220346		-0.09042072		3.1758468		2.0963254		0.18246555		0.47188187		2.3468668		Yes		No		No		TA65673_4565		TC387039		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC387039]

		A_99_P349581		5.7842555		6.4952073		5.930074		5.7647514		5.341967		4.870811		4.9582253		5.6458154		5.5098357		5.519481		5.297111		5.8699055		-1.3587579		-3.0831313		-1.9613527		-1.0859337		-1.2095076		-1.9666308		-1.5507468		1.0756092		-0.4422884		-1.6243963		-0.97184896		-0.11893606		-0.27441978		-0.9757261		-0.6329632		0.10515404		No		Yes		Yes		TA96627_4565		TC398751		Rep: Os03g0690500 protein - Oryza sativa subsp. japonica (Rice), partial (61%) [TC398751]

		A_99_P209966		4.6048903		4.0706916		4.3068786		4.772512		3.124545		2.7809384		1.8428904		2.9252853		4.2515054		3.6994543		2.3700402		4.041637		-2.790155		-2.4448624		-5.517399		-3.5980785		-1.2775546		-1.2934617		-3.828657		-1.6596454		-1.4803452		-1.2897532		-2.4639883		-1.8472266		-0.35338497		-0.37123728		-1.9368384		-0.730875		Yes		No		No		TA54134_4565		0		0

		A_99_P333461		4.5553527		4.7724457		5.5352473		4.928821		3.5244377		3.2686844		4.199185		2.9669988		3.3820057		3.4093397		3.1837769		3.2591555		-2.0433197		-2.835811		-2.5246134		-3.8955371		-2.2553432		-2.5723839		-5.1034417		-3.1814084		-1.030915		-1.5037613		-1.3360624		-1.9618223		-1.173347		-1.363106		-2.3514705		-1.6696656		Yes		Yes		Yes		TA91589_4565		TC376163		Rep: Wali2 protein - Triticum aestivum (Wheat), partial (6%) [TC376163]

		A_99_P388982		8.019764		7.5128174		6.4912114		8.531948		7.222861		5.8520927		4.998895		6.9678626		6.1681294		6.7781982		4.273728		8.069631		-1.7373677		-3.161753		-2.8134031		-2.9569001		-3.6090884		-1.6639582		-4.650815		-1.3777531		-0.79690313		-1.6607246		-1.4923162		-1.5640855		-1.8516345		-0.73461914		-2.2174835		-0.46231747		Yes		Yes		Yes		TA107737_4565		TC430489		Rep: ZIM motif family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (54%) [TC430489]

		A_99_P489622		11.522376		10.549068		10.002056		11.232377		11.909818		12.474053		11.545968		11.119878		12.695342		12.322914		11.811303		11.431262		1.3080717		3.7973287		2.9158409		-1.0810994		2.2547476		3.419643		3.5045934		1.1478109		0.38744164		1.9249849		1.5439119		-0.11249924		1.172966		1.7738457		1.809247		0.19888496		Yes		Yes		Yes		D16416		TC426981		Triticum aestivum mRNA for zinc-finger protein WZF1, complete cds [D16416]

		A_99_P501307		9.040691		8.125846		7.2856994		7.609001		9.231667		9.231053		7.9857526		8.2084875		9.988305		8.729442		8.583102		7.9334426		1.141535		2.151298		1.6245648		1.515177		1.92868		1.5194991		2.4578602		1.2521795		0.19097519		1.1052074		0.7000532		0.59948635		0.9476137		0.60359573		1.2974029		0.32444143		No		Yes		Yes		0		0		0

		A_99_P498297		4.442709		5.4355683		6.372107		7.113401		5.7623773		7.4005675		11.266491		8.250447		7.100325		6.646997		11.556171		8.52026		2.496087		3.904125		29.741055		2.199303		6.3098955		2.3156683		36.35456		2.6515923		1.3196683		1.9649992		4.894384		1.1370463		2.6576161		1.2114286		5.1840644		1.4068589		Yes		No		No		TC430957		TC430957		0

		A_99_P053097		6.933876		6.403462		6.542958		6.2578487		6.261729		5.419062		5.527588		6.3312564		6.2888913		5.9255414		5.7190766		6.046065		-1.5934428		-1.97849		-2.0214212		1.052199		-1.5637227		-1.3927348		-1.7701617		-1.1581193		-0.6721473		-0.9843998		-1.0153699		0.07340765		-0.6449847		-0.47792053		-0.82388115		-0.21178389		No		Yes		Yes		CA646151		0		wre1n.pk0107.d9 wre1n Triticum aestivum cDNA clone wre1n.pk0107.d9 5' end, mRNA sequence [CA646151]

		A_99_P388392		8.5838995		8.937369		8.880944		8.824166		7.9329796		8.132422		7.2435403		7.747173		8.316467		8.508147		8.088028		8.275235		-1.5701691		-1.7470815		-3.1110551		-2.109635		-1.2036636		-1.3465073		-1.7325732		-1.4630014		-0.6509199		-0.8049469		-1.637404		-1.0769935		-0.2674322		-0.4292221		-0.7929163		-0.5489311		Yes		No		No		TA107595_4565		TC446198		Rep: AGAP005376-PA - Anopheles gambiae str. PEST, partial (10%) [TC446198]

		A_99_P058895		6.917825		7.1148887		6.304937		5.752678		5.8722324		6.1051497		4.696937		4.366005		5.721756		6.101663		4.860131		5.560379		-2.0642142		-2.0135467		-3.0482893		-2.61475		-2.2911458		-2.0184188		-2.7222624		-1.1425829		-1.0455928		-1.0097389		-1.6079998		-1.386673		-1.1960692		-1.0132256		-1.4448061		-0.19229889		Yes		No		No		CA698770		0		wlk8.pk0007.d7 wlk8 Triticum aestivum cDNA clone wlk8.pk0007.d7 5' end, mRNA sequence [CA698770]

		A_99_P413842		13.99216		13.929172		14.055825		14.851323		14.178493		14.843909		16.446308		15.104134		14.440181		14.3930855		16.46279		15.15261		1.1378676		1.8852262		5.2433286		1.191526		1.3641676		1.3792787		5.3035717		1.232243		0.1863327		0.9147377		2.390483		0.25281048		0.44802094		0.46391392		2.4069643		0.3012867		No		Yes		Yes		TA61658_4565		TC375528		0

		A_99_P254441		13.005338		13.338716		13.2846155		13.232291		13.337104		14.232705		13.840676		13.235049		13.911061		13.73453		14.419571		13.171325		1.2585531		1.858308		1.4702493		1.0019135		1.8734839		1.3156857		2.1961176		-1.0431644		0.33176613		0.89398956		0.5560608		0.0027580261		0.9057236		0.3958149		1.1349554		-0.06096649		No		Yes		Yes		AK333340		TC422019		Triticum aestivum cDNA, clone: WT006_D19, cultivar: Chinese Spring [AK333340]

		A_99_P449752		8.256404		8.5195265		8.3810425		8.538553		7.925169		8.014844		6.816816		8.17101		8.34307		8.000759		7.3994603		8.354878		-1.2580898		-1.4188111		-2.9571893		-1.290154		1.0619134		-1.4327306		-1.9746298		-1.1357732		-0.33123493		-0.50468254		-1.5642266		-0.36754322		0.08666611		-0.51876736		-0.98158216		-0.18367481		No		Yes		Yes		TC403521		TC403521		0

		A_99_P286121		7.5490494		8.214328		7.8203444		8.451375		8.140891		9.673923		9.274067		8.021632		8.604763		9.070151		9.479686		8.090278		1.5071695		2.750311		2.739139		-1.3469934		2.0787463		1.8097916		3.1587229		-1.2844025		0.5918417		1.4595947		1.4537225		-0.4297428		1.0557137		0.8558235		1.6593413		-0.36109734		No		Yes		Yes		TA77672_4565		0		0

		A_99_P256571		9.666413		10.371269		11.591892		10.747569		9.792207		9.815033		10.100185		10.350579		9.603543		9.842709		10.410216		10.253414		1.0911076		-1.4704281		-2.8122149		-1.3167577		-1.0445416		-1.4424893		-2.2684014		-1.4084954		0.12579346		-0.55623627		-1.4917068		-0.39698982		-0.062870026		-0.52856064		-1.1816759		-0.49415493		No		Yes		Yes		TA68989_4565		TC371529		Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC371529]

		A_99_P175079		4.8286886		4.5211215		4.937651		4.60558		3.8736846		3.6540358		3.9688034		3.6577194		3.5506732		3.8487682		3.3530197		3.5075428		-1.9385849		-1.8239747		-1.9572767		-1.9290098		-2.4250515		-1.5936704		-2.9993117		-2.1406324		-0.955004		-0.8670857		-0.96884775		-0.9478605		-1.2780154		-0.67235327		-1.5846314		-1.098037		Yes		Yes		Yes		CK152983		0		FGAS036062 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [CK152983]

		A_99_P049624		7.79936		7.6060276		5.769617		5.684728		6.1174626		6.1357956		5.402466		4.768074		6.0100408		6.7967205		5.4234815		5.5251737		-3.2084959		-2.7706645		-1.2898035		-1.8877321		-3.456517		-1.7523696		-1.2711512		-1.1169422		-1.6818972		-1.470232		-0.36715126		-0.9166541		-1.789319		-0.8093071		-0.34613562		-0.15955448		Yes		No		No		CJ732195		TC432521		CJ732195 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh7d07 5', mRNA sequence [CJ732195]

		A_99_P225916		9.067428		9.634624		9.379924		9.39027		9.774873		11.201911		11.4199915		9.996826		9.986913		10.822595		11.600246		10.021718		1.6329099		2.96347		4.112648		1.52262		1.8914402		2.278321		4.6599765		1.5491188		0.70744514		1.5672874		2.0400677		0.60655594		0.9194851		1.1879711		2.2203226		0.6314478		Yes		Yes		Yes		CJ858231		TC402293		CJ858231 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4h05 5', mRNA sequence [CJ858231]

		A_99_P472977		8.187153		8.540345		7.135534		6.6917686		6.313852		6.896679		6.4367957		5.477546		6.2334313		7.9580903		6.2873626		6.5411925		-3.6636992		-3.1245887		-1.6230845		-2.320157		-3.873725		-1.4971875		-1.8002175		-1.1100127		-1.873301		-1.6436663		-0.6987381		-1.2142224		-1.9537215		-0.5822549		-0.84817123		-0.15057611		Yes		No		No		TA87843_4565		TC418301		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (48%) [TC418301]

		A_99_P271616		8.137135		7.9123282		7.584818		7.2607074		9.229153		10.035718		8.550666		7.863882		9.844375		8.623935		8.875041		7.3759446		2.1317203		4.357165		1.9532112		1.5190556		3.2653556		1.6376266		2.4456587		1.0831531		1.0920181		2.1233897		0.96584797		0.6031747		1.7072401		0.7116065		1.2902231		0.115237236		Yes		Yes		Yes		TA73437_4565		TC384374		Rep: RNA-binding protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (31%) [TC384374]

		A_99_P253861		7.3664165		8.062237		9.207955		9.320659		9.755624		11.908172		11.857142		11.604019		10.834249		10.328602		11.9433775		11.600563		5.2386947		14.379433		6.273137		4.868106		11.064238		4.8110943		6.6595383		4.8564577		2.3892074		3.8459349		2.649187		2.2833605		3.467832		2.266365		2.7354221		2.2799044		Yes		Yes		Yes		TA68232_4565		TC425297		0

		A_99_P388622		4.1734004		4.532282		4.8532557		4.49614		3.1603286		3.3170974		4.035381		3.4917023		2.9440296		2.873368		3.47345		2.9822035		-2.0182037		-2.3217046		-1.7628075		-2.0061615		-2.3446472		-3.157787		-2.6023333		-2.8558824		-1.0130718		-1.2151845		-0.8178749		-1.0044377		-1.2293708		-1.6589139		-1.3798058		-1.5139365		Yes		No		No		TA107652_4565		0		0

		A_99_P435942		9.578016		8.515622		7.7071533		8.491686		10.252682		10.889534		9.625064		8.811893		11.361893		10.739476		10.095929		9.053362		1.5962266		5.1834474		3.778754		1.2485102		3.4435017		4.671397		5.237128		1.4759829		0.67466545		2.3739119		1.9179106		0.3202076		1.7838764		2.223854		2.3887758		0.561676		Yes		Yes		Yes		TC389273		TC389273		Rep: Os06g0192800 protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC389273]

		A_99_P511707		3.9853108		5.0337996		1.7231088		3.168192		2.1310308		3.2358236		1.4499177		2.9170055		2.7270072		3.935537		1.5920839		2.3061578		-3.6157126		-3.4773204		-1.2084779		-1.1901854		-2.392143		-2.140967		-1.0950713		-1.8175992		-1.85428		-1.797976		-0.2731911		-0.25118637		-1.2583036		-1.0982625		-0.13102484		-0.8620341		Yes		No		No		BQ162646		TC436848		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC436848]

		A_99_P033594		12.403656		12.220893		11.4736595		10.85967		11.109813		10.818191		10.176742		9.579997		10.751241		11.449989		9.904633		10.809937		-2.4518034		-2.6439636		-2.457034		-2.4278388		-3.1435947		-1.7063382		-2.9670453		-1.0350735		-1.2938433		-1.4027023		-1.2969179		-1.2796726		-1.6524153		-0.7709036		-1.569027		-0.049733162		Yes		No		No		CV762831		TC391154		FGAS057220 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV762831]

		A_99_P383062		9.871582		8.896901		7.7000904		8.184253		9.556151		12.284691		9.266849		8.023673		10.372803		9.735638		9.363002		8.225667		-1.2443831		10.467099		2.962383		-1.1177361		1.4154106		1.7884831		3.166549		1.0291221		-0.31543064		3.3877897		1.5667582		-0.16057968		0.5012207		0.83873653		1.6629114		0.04141426		No		Yes		Yes		TA106281_4565		TC394703		Rep: ACC synthase - Triticum aestivum (Wheat), partial (22%) [TC394703]

		A_99_P195423		8.482417		8.595642		8.562663		9.489297		9.094716		10.761189		10.52127		8.880872		9.183202		10.001613		10.406442		10.183261		1.5286933		4.4863663		3.8868642		-1.5245941		1.6253886		2.64996		3.5894892		1.6177224		0.61229897		2.1655474		1.9586067		-0.60842514		0.7007847		1.4059706		1.8437786		0.693964		Yes		No		No		EF489022		TC379454		Triticum aestivum putative protein kinase mRNA, partial cds [EF489022]

		A_99_P061583		8.429776		9.786473		10.146344		9.441933		7.7087646		8.142742		8.740038		9.205064		7.5875382		8.417673		8.369472		9.133718		-1.6483375		-3.1247292		-2.6505766		-1.1784322		-1.792829		-2.582557		-3.4268253		-1.2381749		-0.72101164		-1.6437311		-1.4063063		-0.23686886		-0.84223795		-1.3688002		-1.7768726		-0.30821514		Yes		Yes		Yes		AJ969056		TC381830		Triticum aestivum mRNA for glycosyltransferase (pglcat7 gene) [AJ969056]

		A_99_P336236		3.659231		1.9328074		2.2433305		1.8738384		5.1531863		4.854833		4.599462		5.7068176		4.860728		4.1308055		3.6641684		2.6534483		2.8166013		7.5790954		5.1199565		14.250881		2.2997816		4.588422		2.6774096		1.7166667		1.4939554		2.9220257		2.3561316		3.8329792		1.2014968		2.197998		1.4208379		0.7796099		Yes		Yes		Yes		TA92439_4565		0		0

		A_99_P150902		7.6607056		8.608223		8.134472		5.928095		7.1752257		7.0970383		5.4501204		6.2517037		5.982324		7.4462776		5.3517213		6.447632		-1.4000515		-2.85044		-6.4279175		1.2514571		-3.2006867		-2.2375894		-6.8816314		1.433495		-0.48547983		-1.5111847		-2.6843514		0.32360888		-1.6783814		-1.1619453		-2.7827506		0.519537		Yes		Yes		Yes		CJ798897		TC450586		CJ798897 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15c10 5', mRNA sequence [CJ798897]

		A_99_P242851		6.9689827		5.834085		6.4806848		6.2376876		7.5163383		8.338213		7.5581875		6.591965		8.704295		7.3524284		7.983093		6.318842		1.4614046		5.6730633		2.11038		1.2783453		3.329516		2.8646193		2.833152		1.0578642		0.54735565		2.504128		1.0775027		0.3542776		1.7353125		1.5183434		1.502408		0.08115435		Yes		Yes		Yes		AK334688		TC444425		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P365851		10.040787		9.727222		8.58772		8.84665		9.065106		7.755139		6.4232087		5.934981		8.816477		8.46111		7.216486		6.202444		-1.9665684		-3.9233432		-4.483145		-7.5248837		-2.3364367		-2.4051259		-2.5869174		-6.251516		-0.97568035		-1.9720836		-2.1645112		-2.9116693		-1.2243099		-1.2661123		-1.3712339		-2.644206		Yes		No		No		TA102006_4565		TC421520		Rep: Targeting protein for Xklp2 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (49%) [TC421520]

		A_99_P460217		8.046233		7.8929906		7.679682		7.615211		8.677613		9.203994		9.093689		8.201253		8.8072		8.902934		9.365555		7.9065037		1.5490462		2.4811401		2.664763		1.5011227		1.6946265		2.013832		3.2173502		1.2237363		0.6313801		1.3110032		1.4140072		0.5860419		0.76096725		1.0099435		1.685873		0.29129267		No		Yes		Yes		CJ566357		TC410693		0

		A_99_P286336		7.862868		7.7755914		8.169499		8.015231		7.538442		6.946799		7.665476		7.6761565		7.289922		7.22566		7.141977		7.985646		-1.2521659		-1.7761981		-1.4181632		-1.2649449		-1.4875576		-1.4640162		-2.0385206		-1.0207187		-0.3244257		-0.8287926		-0.50402355		-0.3390746		-0.5729456		-0.5499315		-1.0275226		-0.029585361		No		Yes		Yes		TA77729_4565		TC443741		Rep: Os02g0296800 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC443741]

		A_99_P351196		6.29649		4.8419375		2.6284535		4.75106		6.1502805		4.2231355		6.021145		6.444798		4.67092		5.0683484		7.7002273		6.0787735		-1.1066582		-1.5355996		10.502722		3.234938		-3.0856411		1.1699208		33.63225		2.5100455		-0.14620972		-0.6188021		3.3926914		1.693738		-1.6255703		0.22641087		5.0717735		1.3277135		No		Yes		Yes		TA97121_4565		0		0

		A_99_P575387		9.14532		8.809739		8.544862		7.563549		10.042222		9.764883		11.538199		10.489939		9.713424		10.330596		11.680629		9.545129		1.8620633		1.938773		7.963141		7.602056		1.4825736		2.8696144		8.789414		3.949253		0.8969021		0.9551439		2.9933376		2.9263897		0.5681038		1.5208569		3.135767		1.9815798		Yes		Yes		Yes		TA77811_4565		TC461652		Rep: Os02g0637000 protein - Oryza sativa subsp. japonica (Rice), partial (73%) [TC412981]

		A_99_P492517		2.478297		2.2959688		2.4940453		2.233734		1.8202778		2.9734669		4.228576		3.948658		2.7235477		3.287489		4.166176		3.4897864		-1.5779147		1.5993638		3.3277128		3.2827938		1.1852987		1.988279		3.1868489		2.3884132		-0.6580192		0.6774981		1.7345309		1.7149241		0.2452507		0.99152017		1.6721306		1.2560525		Yes		No		No		TC428413		TC428413		0

		A_99_P431412		11.698433		12.2123785		13.146642		12.234849		11.544646		11.109433		12.228354		11.724675		10.87416		11.623646		12.22065		12.055394		-1.1124856		-2.1479275		-1.8898704		-1.4242218		-1.7706426		-1.5039251		-1.8999902		-1.1324558		-0.15378666		-1.1029453		-0.9182873		-0.5101738		-0.8242731		-0.5887327		-0.925992		-0.1794548		No		Yes		Yes		TA95290_4565		TC389645		Rep: Response regulator 5 - Zea mays (Maize), partial (11%) [TC389645]

		A_99_P325161		1.4572631		1.4489971		1.4571744		1.9554386		1.4408528		3.0715096		4.6911845		1.4364953		2.7189434		2.744757		5.266175		1.5371572		-1.0114397		3.079108		9.408796		-1.4329053		2.3977482		2.4550626		14.015978		-1.3363347		-0.01641035		1.6225125		3.2340102		-0.5189433		1.2616802		1.2957598		3.8090005		-0.41828144		No		Yes		Yes		TA89092_4565		TC410815		0

		A_99_P327186		5.900837		6.180872		5.7663364		6.075685		7.5728745		8.647933		7.4776626		6.4195075		8.503457		6.961727		7.653763		6.381466		3.1866434		5.529163		3.274617		1.2691147		6.0738873		1.7181491		3.6997464		1.2360876		1.6720376		2.467061		1.7113261		0.34382248		2.6026201		0.7808552		1.8874264		0.3057809		Yes		Yes		Yes		TA89704_4565		TC444424		Rep: Embryo-abundant protein EMB-like - Oryza sativa subsp. japonica (Rice), partial (55%) [TC444424]

		A_99_P296486		12.223714		12.471803		11.156018		10.202479		10.850863		11.193292		10.42506		8.921283		10.4975395		11.671985		10.067775		10.393298		-2.5898175		-2.4258847		-1.6597408		-2.4304047		-3.3084934		-1.7408816		-2.1261501		1.1414113		-1.3728504		-1.278511		-0.730958		-1.2811966		-1.7261744		-0.79981804		-1.0882435		0.19081879		Yes		No		No		TA80646_4565		TC418680		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC418680]

		A_99_P199271		6.6868014		5.97114		5.4908733		6.2305045		10.233182		11.853309		10.768208		8.668509		11.546695		10.352757		11.008713		8.005422		11.683337		58.980606		38.78251		5.418915		29.038465		20.844828		45.8179		3.4221835		3.5463805		5.882169		5.277334		2.438004		4.8598933		4.3816175		5.5178394		1.7749171		Yes		Yes		Yes		TA50701_4565		0		0

		A_99_P213886		11.744075		11.532558		11.029681		11.232513		10.623183		10.362378		10.105708		9.868297		10.450826		10.641045		9.913281		11.091175		-2.1748133		-2.2503982		-1.8973333		-2.5743654		-2.4507937		-1.8551217		-2.1680527		-1.1029278		-1.1208916		-1.1701803		-0.9239731		-1.3642168		-1.2932491		-0.8915138		-1.1163998		-0.14133835		Yes		No		No		TA55588_4565		0		0

		A_99_P447757		13.863809		14.13559		13.998994		14.547517		15.55116		17.655022		16.887442		14.489983		16.557053		16.503126		17.199259		14.277301		3.2206485		11.467127		7.404733		-1.0406855		6.4676604		5.160592		9.191275		-1.2059884		1.6873512		3.519432		2.8884478		-0.057534218		2.693244		2.3675365		3.200265		-0.270216		Yes		Yes		Yes		TA50929_4565		TC402185		0

		A_99_P486882		6.0264173		7.190136		7.971457		6.951054		5.48172		6.186869		5.5659866		6.1828613		5.391131		6.276167		6.0719323		6.344225		-1.4587142		-2.004534		-5.298083		-1.703135		-1.553246		-1.8842221		-3.7309027		-1.5229084		-0.5446973		-1.0032668		-2.4054704		-0.76819277		-0.63528633		-0.91396904		-1.8995247		-0.60682917		Yes		Yes		Yes		TC425647		TC425647		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (19%) [TC425647]

		A_99_P374532		6.611134		6.868948		8.960238		7.0907807		8.990544		10.357827		10.133189		9.242061		11.339478		8.989959		10.658002		8.816255		5.20324		11.226833		2.2547238		4.4422174		26.507772		4.349986		3.2439766		3.3068874		2.3794103		3.4888792		1.1729507		2.15128		4.7283435		2.1210108		1.6977634		1.7254739		Yes		No		No		TA104187_4565		TC416864		0

		A_99_P026509		11.025144		10.525834		10.250028		10.782207		10.520812		9.315671		9.084099		10.586961		9.666657		9.4294815		7.922916		10.780019		-1.418466		-2.313638		-2.2437763		-1.1449192		-2.5641599		-2.1381345		-5.0179973		-1.0015175		-0.5043316		-1.2101631		-1.1659288		-0.19524574		-1.3584862		-1.0963526		-2.3271117		-0.0021877289		Yes		No		No		AK334652		TC442106		Triticum aestivum cDNA, clone: WT010_J17, cultivar: Chinese Spring [AK334652]

		A_99_P251716		6.280662		6.058347		6.5162835		6.137899		12.32953		13.53698		14.086591		9.9532385		13.609805		12.927823		14.798477		9.536477		66.20497		178.35805		190.0595		14.077699		160.80217		116.92793		311.30698		10.545665		6.0488677		7.4786325		7.5703073		3.8153396		7.329143		6.869476		8.282194		3.3985782		Yes		Yes		Yes		TA67636_4565		TC372135		Rep: Germin-like protein 4 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC372135]

		A_99_P418892		8.332024		8.220429		8.32252		9.503465		12.382617		14.118922		15.5521		11.810837		13.999223		13.59512		16.044193		11.609062		16.571053		59.65176		150.07916		4.949806		50.815586		41.48998		211.08394		4.3037596		4.0505934		5.898493		7.22958		2.307372		5.667199		5.374691		7.721673		2.1055975		Yes		Yes		Yes		TA73876_4565		TC418757		Rep: Protein WIR1A - Triticum aestivum (Wheat), partial (51%) [TC418757]

		A_99_P394397		5.7304		5.7248244		6.3628755		5.9794164		5.5160007		4.8009176		5.4018464		4.7640166		4.747082		4.8662624		4.666078		4.448308		-1.1602207		-1.8972461		-1.946698		-2.322051		-1.9770068		-1.81323		-3.241805		-2.8900778		-0.21439934		-0.9239068		-0.96102905		-1.2153997		-0.98331785		-0.858562		-1.6967974		-1.5311084		Yes		No		No		TA109059_4565		TC411607		Rep: Aquaporin NIP3-2 - Oryza sativa subsp. japonica (Rice), partial (54%) [TC411607]

		A_99_P072945		7.1368384		6.4289265		6.1193123		5.3550572		7.4256835		9.159874		7.603382		8.47904		9.289684		7.3058815		7.6758924		7.9773545		1.2216619		6.638915		2.7973676		8.717914		4.4470415		1.836495		2.9415572		6.1572976		0.28884506		2.7309475		1.4840698		3.123983		2.1528459		0.87695503		1.5565801		2.6222973		Yes		No		No		CD885220		0		G100R.001C08F010209 G100R Triticum aestivum cDNA clone G100R001C08, mRNA sequence [CD885220]

		A_99_P404427		3.9489021		3.4060466		5.697122		5.3606744		3.9997241		5.409516		5.6659546		6.403361		5.2058716		4.536283		6.3432403		6.4107566		1.0358549		4.00963		-1.0218387		2.0600603		2.389932		2.188946		1.5649518		2.0706477		0.05082202		2.0034692		-0.031167507		1.0426865		1.2569695		1.1302364		0.64611816		1.0500822		Yes		No		No		TA111510_4565		TC445399		0

		A_99_P212321		9.880542		10.068817		10.187218		10.251573		9.576283		8.993706		9.190498		9.899608		9.058004		9.580933		9.206302		10.055474		-1.2347836		-2.1068847		-1.9954573		-1.2762978		-1.7685137		-1.402387		-1.9737182		-1.145596		-0.30425835		-1.0751114		-0.99671936		-0.35196495		-0.8225374		-0.48788452		-0.980916		-0.19609833		No		Yes		Yes		TA54954_4565		TC373783		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC373783]

		A_99_P473412		6.0583324		5.9139237		5.533652		5.7466035		6.2823863		6.5853286		6.259582		5.83769		6.566593		6.387419		6.648539		5.842544		1.168011		1.592623		1.6539668		1.065172		1.4223344		1.3884695		2.1657808		1.068762		0.22405386		0.67140484		0.7259302		0.09108639		0.5082607		0.47349548		1.1148872		0.09594059		No		Yes		Yes		0		0		0

		A_99_P542477		11.378436		11.577939		10.355721		9.599492		10.047281		9.99263		8.771946		8.207704		9.745706		10.59583		8.729648		9.744899		-2.5160398		-3.0007207		-2.9975328		-2.6240377		-3.1009934		-1.9753511		-3.0867183		1.1060424		-1.3311548		-1.585309		-1.5837755		-1.3917885		-1.6327305		-0.98210907		-1.6260738		0.14540672		Yes		No		No		TC449454		TC449454		0

		A_99_P473917		10.384942		10.469977		10.537419		10.096249		10.207001		9.585538		9.157101		9.583268		9.925916		9.904189		9.1478815		9.669879		-1.1312685		-1.8460473		-2.6032586		-1.4269952		-1.3746138		-1.480196		-2.6199474		-1.3438478		-0.17794132		-0.88443947		-1.3803186		-0.51298046		-0.45902634		-0.56578827		-1.3895378		-0.42636967		No		Yes		Yes		TC380606		TC380606		Rep: HvB12D protein - Hordeum vulgare (Barley), complete [TC380606]

		A_99_P280251		8.014768		7.6058707		3.6815293		5.358362		6.668554		5.9499207		2.3673162		5.3737597		6.7481046		7.219484		3.4740906		5.076449		-2.5424402		-3.1513064		-2.4866664		1.0107299		-2.406044		-1.3071157		-1.1546365		-1.2158062		-1.3462138		-1.6559501		-1.314213		0.015397549		-1.2666631		-0.38638687		-0.2074387		-0.28191328		Yes		No		No		TA75951_4565		TC452449		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC452449]

		A_99_P484852		7.5571723		7.1555		6.6126213		7.3122115		5.9128304		6.094166		5.5588803		4.9624553		6.0053024		6.358295		5.313856		6.988518		-3.1260524		-2.0868604		-2.0759058		-5.097381		-2.931969		-1.7377312		-2.4601822		-1.2515303		-1.644342		-1.0613341		-1.053741		-2.3497562		-1.5518699		-0.797205		-1.2987652		-0.32369328		Yes		No		No		TA103613_4565		TC424624		Rep: Os01g0929100 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC424624]

		A_99_P132520		12.087517		12.923486		12.102628		11.932015		11.285908		11.310002		10.139869		11.758682		11.734317		11.405187		10.147262		11.473643		-1.743044		-3.0598977		-3.8980672		-1.1276608		-1.2773908		-2.8645313		-3.8781433		-1.3739905		-0.80160904		-1.6134834		-1.962759		-0.17333317		-0.35319996		-1.5182991		-1.9553661		-0.45837212		Yes		Yes		Yes		CJ704087		0		CJ704087 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n16h13 5', mRNA sequence [CJ704087]

		A_99_P374642		6.6135902		5.947554		7.155724		7.3627834		8.671533		11.656693		9.825372		9.18811		9.556092		9.314497		10.373908		9.479441		4.16392		52.314514		6.362738		3.543873		7.6874332		10.316937		9.306148		4.3368793		2.0579424		5.7091393		2.6696477		1.8253269		2.942502		3.366943		3.218184		2.1166573		Yes		Yes		Yes		TA104223_4565		TC371244		0

		A_99_P503312		8.788457		8.726513		7.934986		8.290723		8.135928		8.146213		6.5400085		7.073359		8.623531		7.9463906		7.3934274		7.6042914		-1.5719211		-1.4951605		-2.6298447		-2.3252146		-1.1211083		-1.7172765		-1.4555444		-1.6092979		-0.65252876		-0.58030033		-1.3949776		-1.2173638		-0.16492558		-0.7801223		-0.54155874		-0.6864314		No		Yes		Yes		TC433117		TC433117		Rep: Os09g0414300 protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC433117]

		A_99_P462657		8.038227		8.007204		7.4629216		7.684789		8.077311		8.402471		8.6931715		8.066537		8.055766		8.398738		8.678737		7.8852115		1.0274609		1.3151857		2.3460763		1.3029193		1.0122313		1.3117874		2.3227198		1.1490346		0.03908348		0.39526653		1.2302499		0.38174772		0.017539024		0.39153385		1.2158151		0.20042229		No		Yes		Yes		CK205874		TC412236		Rep: Os08g0398700 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC412236]

		A_99_P196378		6.449551		6.5158653		6.490376		7.4056587		7.911423		8.176529		8.534861		7.1046157		8.065567		7.957483		8.977936		7.300175		2.7546558		3.1616192		4.125259		-1.2320348		3.0652738		2.7162523		5.6082854		-1.0758549		1.4618721		1.6606636		2.0444846		-0.30104303		1.6160159		1.4416175		2.4875598		-0.10548353		Yes		Yes		Yes		BQ838339		0		WHE2909_D01_G01ZS Wheat aluminum-stressed root tip cDNA library Triticum aestivum cDNA clone WHE2909_D01_G01, mRNA sequence [BQ838339]

		A_99_P117875		7.6423454		7.193105		9.314789		10.063695		6.872953		5.742239		7.2141347		8.231374		6.7049193		6.3955345		6.942352		9.356751		-1.7045518		-2.7337215		-4.289038		-3.5610957		-1.9151084		-1.7381718		-5.1781507		-1.6323422		-0.7693925		-1.4508662		-2.1006541		-1.8323212		-0.9374261		-0.7975707		-2.372437		-0.7069435		Yes		No		No		CJ719382		TC455680		CJ719382 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd3l07 5', mRNA sequence [CJ719382]

		A_99_P143208		6.885435		6.6969223		4.2282147		4.6766143		6.0514197		4.720717		2.7252667		4.1994495		5.8918266		5.468676		2.269152		2.7921724		-1.78264		-3.9345684		-2.8342128		-1.3920053		-1.9911591		-2.3428202		-3.8880932		-3.6921005		-0.83401537		-1.9762053		-1.502948		-0.47716475		-0.9936085		-1.2282462		-1.9590628		-1.8844419		Yes		No		No		CJ923738		TC412563		CJ923738 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan21h15 5', mRNA sequence [CJ923738]

		A_99_P453092		12.738518		12.29543		12.423429		12.685772		13.632126		14.499536		13.650153		13.174714		14.391056		13.405029		14.2504835		13.059331		1.8578166		4.6078873		2.3403506		1.4034154		3.143863		2.1578567		3.5481205		1.2955449		0.8936081		2.2041054		1.2267246		0.48894215		1.6525383		1.1095991		1.827055		0.373559		Yes		Yes		Yes		AK333001		TC405843		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P532897		4.5002313		6.337509		5.866838		5.843695		4.8784776		5.356585		4.7327266		4.791236		4.519451		5.8758407		4.797575		5.2031507		1.2997609		-1.9737293		-2.1948333		-2.0740623		1.0134113		-1.3771336		-2.098361		-1.5589173		0.3782463		-0.9809241		-1.1341114		-1.0524592		0.019219875		-0.4616685		-1.069263		-0.6405444		No		Yes		Yes		CD899741		0		0

		A_99_P395552		9.514252		9.466946		9.8852005		9.7806		9.318		9.736939		8.859048		9.789746		9.7586975		9.069947		9.213708		9.632312		-1.1457179		1.2058027		-2.0365858		1.0063602		1.1846377		-1.3167654		-1.5927199		-1.1082534		-0.19625187		0.26999378		-1.0261526		0.00914669		0.2444458		-0.3969984		-0.6714926		-0.14828777		No		Yes		Yes		TA109334_4565		TC419486		Rep: NPH3 family protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC419486]

		A_99_P316736		9.277609		8.004166		9.005757		9.996895		9.4578495		10.363847		10.845703		10.186024		10.6708555		11.349487		11.21471		10.16937		1.1330729		5.132569		3.5799658		1.1400751		2.6266913		10.163473		4.623396		1.1269901		0.18024063		2.3596811		1.8399458		0.18912888		1.3932467		3.3453217		2.208953		0.17247486		Yes		No		No		TA86588_4565		TC416968		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (9%) [TC416968]

		A_99_P437222		8.388961		7.501373		7.093654		7.1212254		9.050044		9.387292		8.006196		7.401961		9.680226		8.390466		8.517554		7.1937423		1.5812695		3.695883		1.882359		1.2148141		2.4474263		1.8520113		2.6830988		1.0515496		0.6610832		1.8859191		0.91254187		0.2807355		1.2912655		0.8890929		1.4239001		0.07251692		No		Yes		Yes		TC394219		TC394219		0

		A_99_P308871		8.998887		8.8339205		7.8030434		8.182823		7.786768		7.836745		6.902802		6.821112		7.6181874		8.421172		6.8356156		8.315341		-2.3167768		-1.9960885		-1.8663782		-2.569898		-2.6039462		-1.3312194		-1.9553511		1.0962051		-1.2121191		-0.9971757		-0.9002414		-1.361711		-1.3806996		-0.41274834		-0.96742773		0.13251781		Yes		No		No		TA84322_4565		TC392957		0

		A_99_P366256		4.8300247		4.3839426		4.527985		4.1351137		5.4119706		5.9650426		7.330769		4.94902		6.5283203		4.9345403		7.4189644		5.241468		1.4968668		2.991979		6.9778566		1.7579648		3.2451735		1.4646924		7.417738		2.153009		0.5819459		1.5811		2.802784		0.8139062		1.6982956		0.55059767		2.8909793		1.1063542		Yes		Yes		Yes		TA102131_4565		TC384361		Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC384361]

		A_99_P180965		7.860747		6.863581		5.81424		6.6649346		7.795183		7.503011		6.7355742		6.220672		8.393923		7.286446		6.944692		6.4733834		-1.0464938		1.5577136		1.8938661		-1.3606184		1.4471114		1.340587		2.1892734		-1.1419909		-0.06556368		0.63943005		0.92133427		-0.4442625		0.53317595		0.4228649		1.1304522		-0.19155121		No		Yes		Yes		TA82664_4565		TC411573		0

		A_99_P464222		10.041657		9.70427		9.993457		9.721431		9.521764		8.893416		7.8524075		9.58149		10.172488		8.836118		8.485509		9.39843		-1.4338496		-1.7542495		-4.4108276		-1.1018602		1.094924		-1.825324		-2.844052		-1.2509298		-0.51989365		-0.81085396		-2.1410494		-0.13994122		0.13083076		-0.8681526		-1.5079479		-0.3230009		No		Yes		Yes		TC413215		TC413215		Rep: 17kDa proline rich protein - Grapevine Red Globe virus, partial (11%) [TC413215]

		A_99_P292586		10.127017		10.354208		9.668868		9.952108		9.508699		9.319556		8.914914		9.740706		9.578319		9.85865		9.201193		9.750975		-1.535084		-2.048619		-1.6864084		-1.1578127		-1.4627655		-1.4098657		-1.3828793		-1.1496015		-0.6183176		-1.0346518		-0.75395393		-0.21140194		-0.5486984		-0.49555779		-0.4676752		-0.20113373		No		Yes		Yes		TA79530_4565		TC375320		0

		A_99_P338596		10.815312		10.88958		10.636914		10.528689		10.481105		10.597451		12.087377		10.754407		11.071941		10.614183		11.450882		10.742917		-1.2606847		-1.2244455		2.7329562		1.1693587		1.1946839		-1.2103266		1.7580397		1.1600827		-0.33420753		-0.29212856		1.4504623		0.22571754		0.256629		-0.27539635		0.8139677		0.21422768		No		Yes		Yes		TA93187_4565		0		0

		A_99_P127975		10.015927		10.937886		10.418647		10.758487		9.58624		9.81668		9.270476		10.484363		9.037309		10.499213		9.070104		10.666955		-1.3469418		-2.1752877		-2.2163265		-1.2092597		-1.9705777		-1.355357		-2.5465484		-1.0655009		-0.4296875		-1.1212063		-1.1481705		-0.27412415		-0.9786186		-0.43867302		-1.3485432		-0.09153175		No		Yes		Yes		CJ680231		TC404135		CJ680231 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok19j20 5', mRNA sequence [CJ680231]

		A_99_P214496		4.3685794		5.1265473		3.6529055		4.0565104		4.9593587		6.2198052		5.5497117		4.6170554		5.768349		5.6625977		5.7023253		4.328597		1.50606		2.133553		3.723879		1.4748262		2.6385946		1.4499974		4.1393948		1.2075531		0.5907793		1.0932579		1.8968062		0.56054497		1.3997698		0.5360503		2.0494199		0.27208662		Yes		Yes		Yes		TA55847_4565		TC424876		Rep: DNA-binding protein S1FA - Triticum aestivum (Wheat), complete [TC424876]

		A_99_P074450		11.006325		10.736039		10.175472		10.568166		10.619195		9.633293		8.64804		10.330031		10.439174		9.892793		8.845641		9.998819		-1.307789		-2.147631		-2.8827236		-1.1794665		-1.4815949		-1.7940828		-2.5137324		-1.4838512		-0.38712978		-1.102746		-1.5274324		-0.23813438		-0.56715107		-0.84324646		-1.3298311		-0.5693464		No		Yes		Yes		TA86579_4565		TC369480		Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat), complete [TC369480]

		A_99_P396602		6.3098125		6.366236		7.114325		6.921793		6.040787		5.302286		5.814941		6.4952087		6.1633325		5.821808		6.3495235		6.274704		-1.2049935		-2.090648		-2.461238		-1.3440477		-1.1068656		-1.4584423		-1.6991363		-1.5660052		-0.26902533		-1.0639501		-1.2993841		-0.42658424		-0.14648008		-0.54442835		-0.7648015		-0.647089		No		Yes		Yes		TA109606_4565		TC429146		0

		A_99_P217286		8.489149		8.638368		8.358012		8.794332		8.404641		7.6954055		7.4587884		8.277169		8.083927		8.240135		7.276081		8.277094		-1.060326		-1.9224714		-1.8650622		-1.4311376		-1.3242927		-1.3178923		-2.1168678		-1.4312123		-0.08450794		-0.94296217		-0.8992238		-0.5171623		-0.40522194		-0.39823246		-1.0819311		-0.51723766		No		Yes		Yes		TA57182_4565		TC407486		Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC407486]

		A_99_P523732		6.7317734		6.4434123		6.6706696		6.5235806		6.3826427		5.1710815		5.071281		5.991068		5.988436		5.7219415		4.946674		6.3176613		-1.2737929		-2.415515		-3.0301487		-1.4464462		-1.6740437		-1.6488622		-3.303501		-1.153421		-0.34913063		-1.2723308		-1.5993886		-0.53251266		-0.74333715		-0.72147083		-1.7239957		-0.20591927		No		Yes		Yes		TC442010		TC442010		0

		A_99_P254006		7.00922		7.8244996		5.8787627		7.073351		6.5680737		5.034377		5.0081787		5.841984		4.864804		5.097553		3.2624905		6.295462		-1.3576827		-6.9168854		-1.8284029		-2.3478937		-4.4211335		-6.6205306		-6.1316366		-1.7146199		-0.44114637		-2.7901225		-0.870584		-1.2313671		-2.1444163		-2.7269468		-2.6162722		-0.7778888		Yes		No		No		TA68271_4565		TC428269		Rep: O-methyltransferase family protein - Oryza sativa subsp. japonica (Rice), partial (90%) [TC428269]

		A_99_P534392		6.273453		6.3829074		6.5562153		7.3299775		6.724964		6.6661954		8.142629		7.04746		6.7799134		6.25387		7.46452		7.4733644		1.3674716		1.2169653		3.0030186		-1.2163154		1.4205604		-1.0935638		1.8768387		1.1044949		0.4515109		0.283288		1.5864134		-0.28251743		0.5064602		-0.12903738		0.9083047		0.14338684		No		Yes		Yes		TA101912_4565		TC446276		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC434849]

		A_99_P365541		6.865902		7.0582356		7.9003754		7.631876		6.629907		5.8676314		6.5600452		6.685928		6.559892		6.0181375		6.526268		6.988018		-1.1777185		-2.282483		-2.5320926		-1.9264545		-1.2362837		-2.0563676		-2.5920749		-1.5625019		-0.23599482		-1.1906042		-1.3403301		-0.9459481		-0.30600977		-1.0400982		-1.3741074		-0.64385796		No		Yes		Yes		TA101879_4565		TC390668		Rep: 4-alpha-glucanotransferase - Solanum tuberosum (Potato), partial (19%) [TC390668]

		A_99_P416688		10.541127		11.090805		10.585856		11.781536		12.133213		15.194751		14.432269		11.8181715		12.810695		13.989361		14.597824		11.770387		3.0148492		17.19534		14.384195		1.0257189		4.8217854		7.456795		16.133278		-1.0077581		1.5920858		4.1039457		3.8464127		0.0366354		2.2695675		2.8985558		4.0119677		-0.011149406		Yes		Yes		Yes		AF262980		TC457682		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P152582		1.4990076		1.488843		2.4195187		1.7568921		1.4147652		2.6907938		4.6384716		2.845519		1.8128563		1.6248535		4.9688864		2.2462757		-1.0601308		2.3005054		4.6555543		2.1267154		1.2430193		1.0988623		5.8537765		1.403845		-0.084242344		1.2019508		2.218953		1.088627		0.31384873		0.13601053		2.5493677		0.48938358		Yes		No		No		CJ858200		TC376646		CJ858200 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4b07 5', mRNA sequence [CJ858200]

		A_99_P061208		6.7563024		6.065415		6.9925523		6.7846885		6.538904		5.491468		6.706318		4.9562993		5.2173347		5.410501		5.4397473		5.3937016		-1.162635		-1.4885905		-1.2194532		-3.5514033		-2.905865		-1.574522		-2.93387		-2.6225803		-0.21739817		-0.57394695		-0.28623438		-1.8283892		-1.5389676		-0.6549139		-1.552805		-1.3909869		Yes		No		No		CA691464		TC447518		wlm96.pk050.f8 wlm96 Triticum aestivum cDNA clone wlm96.pk050.f8 5' end, mRNA sequence [CA691464]

		A_99_P310901		8.605758		7.9277253		7.160438		8.19182		9.125236		9.529132		8.40294		8.0581255		9.932029		9.084321		8.795913		8.0920515		1.4334364		3.0343902		2.3660848		-1.0970997		2.5075371		2.2293077		3.1068976		-1.0716016		0.51947784		1.6014066		1.2425017		-0.13369465		1.326271		1.1565957		1.6354747		-0.09976864		Yes		Yes		Yes		TA84922_4565		TC430633		0

		A_99_P314031		4.766878		2.7444746		3.608165		4.62643		6.7755904		7.6626205		8.206998		6.721746		7.049352		6.5948186		8.442191		6.6552925		4.0242286		30.234968		24.231857		4.273197		4.8651156		14.423446		28.522457		4.0808296		2.0087123		4.918146		4.598833		2.095316		2.282474		3.850344		4.8340263		2.0288625		Yes		Yes		Yes		TA85833_4565		TC404374		0

		A_99_P216071		11.603165		11.119948		9.82343		10.548179		12.12062		12.236862		11.446515		10.737147		12.852725		12.005489		11.823132		10.8709135		1.431428		2.1688251		3.0803301		1.1399485		2.3776896		1.8474572		3.9991724		1.2506992		0.5174551		1.1169138		1.623085		0.18896866		1.2495604		0.88554096		1.9997015		0.32273483		Yes		Yes		Yes		TA56545_4565		TC412180		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (34%) [TC412180]

		A_99_P045922		6.111943		6.830166		4.8568597		5.734638		5.596953		6.5008755		5.851528		6.4205613		6.0437703		6.9392853		7.052471		6.0107274		-1.428984		-1.2563952		1.9926226		1.608731		-1.0483878		1.0785697		4.5808377		1.2109079		-0.51498985		-0.3292904		0.9946685		0.6859231		-0.068172455		0.109119415		2.1956115		0.2760892		No		Yes		Yes		CA613039		0		wr1.pk0150.a3 wr1 Triticum aestivum cDNA clone wr1.pk0150.a3 5' end, mRNA sequence [CA613039]

		A_99_P429287		8.785581		9.883231		10.836925		10.167573		8.11179		8.162509		8.900065		9.563729		7.7047067		8.885174		9.122533		9.745942		-1.5952593		-3.2960136		-3.828712		-1.5197601		-2.115317		-1.9973087		-3.2815826		-1.3394408		-0.67379093		-1.7207222		-1.9368591		-0.6038437		-1.080874		-0.99805737		-1.7143917		-0.42163086		Yes		Yes		Yes		TC387879		TC387879		Rep: Phosphatidylinositol phosphatidylcholine transfer protein sec14 cytosolic-like protein - Triticum monococcum (Einkorn wheat) (Small spelt), partial (76%) [TC387879]

		A_99_P385232		6.7836556		7.694535		5.4855995		6.2055736		4.5053706		5.3586907		3.2166111		5.2556515		3.7568047		6.742823		3.028908		6.669678		-4.8510094		-5.0484624		-4.8198504		-1.9317683		-8.150288		-1.9341661		-5.489564		1.3794609		-2.278285		-2.335844		-2.2689884		-0.9499221		-3.026851		-0.95171165		-2.4566915		0.46410465		Yes		Yes		Yes		TA106813_4565		TC435691		Rep: Cytochrome P450 - Lolium rigidum (Annual ryegrass), partial (40%) [TC435691]

		A_99_P463007		5.8479304		5.0473075		3.0514762		3.6995916		3.650995		3.6109416		2.660734		1.6543318		4.040205		4.274532		1.5897741		3.042179		-4.5850434		-2.7063828		-1.3110678		-4.127476		-3.500899		-1.7085538		-2.7543314		-1.5772513		-2.1969354		-1.4363658		-0.3907423		-2.04526		-1.8077254		-0.77277565		-1.4617021		-0.6574125		Yes		No		No		TC412400		TC412400		Rep: Prostaglandin E synthase 2  (Microsomal prostaglandin E synthase 2) (mPGES-2) [Contains: Prostaglandin E synthase 2 truncated form]. - Canis familiaris, partial (6%) [TC412400]

		A_99_P354511		10.48791		10.25684		9.919625		9.862498		11.095787		11.641479		10.99233		10.503108		11.76254		10.644967		11.163685		10.698227		1.5240147		2.6110659		2.1033723		1.5589879		2.4193668		1.3086935		2.368641		1.7847582		0.6078768		1.3846388		1.0727043		0.64060974		1.2746296		0.38812733		1.2440596		0.83572865		No		Yes		Yes		TA98146_4565		TC451003		0

		A_99_P222991		4.2947483		4.59954		4.666781		5.0943956		5.3447976		7.37839		5.8432527		4.278259		6.169888		6.6170335		6.4066353		4.3079123		2.0706005		6.8630486		2.2602334		-1.760685		3.6683714		4.0487967		3.3400145		-1.7248648		1.0500493		2.7788496		1.1764717		-0.81613684		1.8751397		2.0174932		1.7398543		-0.7864833		Yes		Yes		Yes		TA59333_4565		TC383406		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (20%) [TC383406]

		A_99_P430607		6.1626663		6.136198		5.720314		6.745786		5.1194615		4.0154443		4.6781445		5.163938		3.763828		4.9422393		3.147935		5.5863338		-2.0608003		-4.349211		-2.059322		-2.9935308		-5.273783		-2.2877965		-5.9478946		-2.2337263		-1.0432048		-2.1207538		-1.0421696		-1.5818481		-2.3988383		-1.1939588		-2.572379		-1.1594524		Yes		No		No		TA84645_4565		TC423556		0

		A_99_P404527		10.614882		7.6494675		6.0609574		6.359798		10.868104		9.558084		8.324864		8.048577		11.822442		9.587089		8.839819		6.223293		1.1918656		3.7544878		4.802904		3.2238383		2.3094664		3.8307347		6.8631053		-1.099239		0.2532215		1.9086161		2.263907		1.6887794		1.2075596		1.9376211		2.7788615		-0.13650513		Yes		Yes		Yes		TA111535_4565		TC369662		0

		A_99_P071975		11.126335		10.26496		9.458104		11.068072		9.921177		9.567475		7.9052925		9.842782		10.438348		9.944044		7.916813		10.428494		-2.3056257		-1.6216753		-2.9338837		-2.3380249		-1.6110344		-1.2491236		-2.910549		-1.5578732		-1.2051582		-0.69748497		-1.5528116		-1.2252903		-0.6879873		-0.32091618		-1.5412912		-0.63957787		Yes		No		No		AK336065		0		Triticum aestivum cDNA, clone: SET3_C08, cultivar: Chinese Spring [AK336065]

		A_99_P473222		10.362563		10.125745		9.826228		9.873386		9.98219		9.293049		8.347719		9.365745		10.017349		9.522763		8.3177595		9.446955		-1.3016783		-1.7810104		-2.7866058		-1.4217243		-1.2703393		-1.5188522		-2.845079		-1.3439054		-0.380373		-0.83269596		-1.478509		-0.5076418		-0.3452139		-0.60298157		-1.5084686		-0.42643166		No		Yes		Yes		BM137397		TC418437		Rep: Chromosome undetermined scaffold_292, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC418437]

		A_99_P269091		9.393987		8.854136		9.770256		9.942737		10.324869		10.232092		11.327033		10.5583725		10.379623		9.704007		11.266007		10.509453		1.9064418		2.5989978		2.9419587		1.5322332		1.980187		1.8023393		2.8201098		1.4811484		0.93088245		1.3779554		1.556777		0.6156359		0.9856367		0.8498707		1.4957514		0.5667162		Yes		Yes		Yes		TA72633_4565		TC458664		0

		A_99_P274641		4.80539		5.248652		5.0119987		5.8365707		5.089173		5.9638634		6.586151		5.9846454		5.3790855		5.832564		6.5014443		6.1132355		1.2173829		1.6417238		2.977605		1.1080897		1.4883312		1.498908		2.8078108		1.2113911		0.28378296		0.7152114		1.5741525		0.14807463		0.57369566		0.5839119		1.4894457		0.27666473		No		Yes		Yes		TA74322_4565		0		0

		A_99_P242836		9.267018		9.793825		9.700891		9.958289		9.668011		10.627983		10.605813		10.175212		9.837593		10.322787		10.774246		9.958623		1.3204159		1.7828162		1.8724439		1.1622518		1.4851152		1.4428908		2.1043222		1.0002314		0.4009924		0.83415794		0.9049225		0.21692276		0.57057476		0.52896214		1.0733557		3.34E-04		No		Yes		Yes		TA65192_4565		0		0

		A_99_P005496		8.03917		8.7030325		8.223119		8.601282		8.399552		9.568399		9.992251		8.940894		8.496467		9.223817		9.91374		8.660888		1.2837658		1.821803		3.4084897		1.2654163		1.3729664		1.4347351		3.227957		1.0421808		0.36038208		0.86536694		1.7691326		0.339612		0.45729637		0.5207844		1.6906214		0.0596056		No		Yes		Yes		AK332585		TC442173		Triticum aestivum cDNA, clone: WT004_F15, cultivar: Chinese Spring [AK332585]

		A_99_P429722		1.516949		3.297324		4.8257613		3.6991947		2.708393		1.8116287		1.775437		2.3111618		1.7236799		1.8127092		1.4213797		1.62609		2.2838123		-2.800521		-8.283982		-2.6172159		1.1540701		-2.7984242		-10.588173		-4.2079124		1.191444		-1.4856952		-3.0503244		-1.3880329		0.20673084		-1.4846147		-3.4043818		-2.0731046		Yes		Yes		Yes		TA84871_4565		TC388278		0

		A_99_P410423		14.8069725		9.842882		12.124902		12.989155		13.800255		8.19806		11.835975		11.30822		13.465004		9.226484		11.386238		13.039706		-2.0093343		-3.127093		-1.2217313		-3.2063565		-2.5349698		-1.5330427		-1.6686295		1.0356607		-1.0067177		-1.6448221		-0.28892708		-1.6809349		-1.3419685		-0.61639786		-0.7386637		0.050551414		Yes		No		No		TA55559_4565		TC371561		0

		A_99_P278246		8.869334		9.346744		9.537716		10.003219		10.506396		11.937495		10.996972		9.788185		11.5177765		10.345172		11.174564		10.06741		3.110318		6.0241246		2.7496655		-1.1607308		6.2698994		1.9978224		3.1098576		1.0454991		1.6370621		2.5907516		1.4592562		-0.21503353		2.6484423		0.99842834		1.6368484		0.06419182		Yes		Yes		Yes		BT009318		TC425873		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P486487		3.786822		6.502501		8.006942		6.9072304		4.0448966		5.3441105		5.578871		5.9023113		3.8925264		5.3324428		6.211422		6.009994		1.1958816		-2.2320828		-5.381734		-2.006831		1.0760195		-2.250208		-3.4714053		-1.8624947		0.25807452		-1.1583905		-2.428071		-1.004919		0.10570431		-1.1700583		-1.7955198		-0.89723635		Yes		Yes		Yes		TC420331		TC420331		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (13%) [TC420331]

		A_99_P133695		6.2743993		6.52766		6.9099197		6.416504		5.760566		5.3249393		6.238588		6.4374185		5.5859075		6.2388725		6.283983		6.511584		-1.4278387		-2.3017333		-1.5925425		1.0146024		-1.6115979		-1.221613		-1.5432123		1.0681245		-0.51383305		-1.2027206		-0.6713319		0.020914555		-0.6884918		-0.28878736		-0.6259365		0.0950799		No		Yes		Yes		CV777201		0		FGAS071606 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777201]

		A_99_P246521		9.8404875		9.24765		9.070333		9.3435755		10.756386		11.747548		11.060142		9.494248		11.804722		10.552636		11.289292		9.284709		1.8867435		5.656454		3.9718442		1.1100872		3.9020557		2.4708133		4.655576		-1.0416471		0.9158983		2.499898		1.989809		0.15067291		1.9642344		1.304986		2.2189598		-0.0588665		Yes		Yes		Yes		TA66142_4565		TC393344		Rep: Os03g0733800 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC393344]

		A_99_P151242		4.095062		2.8463123		2.2383883		1.7847513		6.6134415		7.201733		5.3296165		3.9826658		7.4683156		7.5364475		5.702972		4.0381837		5.7293825		20.469742		8.522214		4.5881567		10.362167		25.81495		11.039352		4.768159		2.5183797		4.355421		3.0912282		2.1979146		3.3732538		4.690135		3.4645836		2.2534323		Yes		Yes		Yes		CJ804372		TC405194		CJ804372 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct30a20 5', mRNA sequence [CJ804372]

		A_99_P552787		9.090711		7.538185		8.059407		9.5136175		9.932016		9.504905		9.473245		10.363084		10.003812		8.63626		9.200066		10.06743		1.791671		3.9087834		2.6644495		1.8018342		1.8830891		2.1406887		2.204816		1.4679594		0.84130573		1.9667196		1.4138374		0.8494663		0.9131012		1.0980749		1.1406584		0.553812		Yes		No		No		CA644911		TC453343		Rep: Chromosome undetermined scaffold_186, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC381725]

		A_99_P120399		5.038223		5.5494328		5.60348		5.2537217		4.500938		4.9021707		4.280277		4.7056746		4.545831		5.281709		4.583103		4.9767766		-1.4512388		-1.5661931		-2.5022104		-1.4621052		-1.406775		-1.2039067		-2.0284486		-1.2116265		-0.53728485		-0.6472621		-1.3232031		-0.54804707		-0.4923916		-0.26772356		-1.0203767		-0.2769451		No		Yes		Yes		CJ720148		TC455405		CJ720148 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd6p06 5', mRNA sequence [CJ720148]

		A_99_P356461		8.605672		9.059726		9.778216		9.098071		8.458875		8.409779		8.839717		9.020954		8.534384		8.363838		8.75073		8.951667		-1.107109		-1.5691108		-1.9165338		-1.0549078		-1.0506543		-1.6198807		-2.03847		-1.1068075		-0.14679718		-0.64994717		-0.93849945		-0.077116966		-0.07128811		-0.69588757		-1.0274868		-0.14640427		No		Yes		Yes		TA98783_4565		TC425327		0

		A_99_P331481		5.107691		4.300731		4.3203564		4.423965		6.007749		7.3216004		7.779716		5.3756127		7.956303		6.313823		8.295795		5.0690494		1.8661413		8.116565		10.999452		1.9340804		7.203072		4.036464		15.729917		1.5638307		0.90005827		3.0208693		3.4593596		0.95164776		2.8486123		2.013092		3.975439		0.6450844		Yes		Yes		Yes		FJ185035		TC379206		Triticum aestivum PDR-type ABC transporter (PDR1) mRNA, complete cds [FJ185035]

		A_99_P138430		4.3812404		5.186806		5.7809997		7.5808425		3.8762836		4.5423694		3.9454784		4.3872185		4.0260973		5.5711555		4.018503		7.295666		-1.4190807		-1.563129		-3.5690033		-9.149063		-1.2791125		1.305271		-3.3928473		-1.2185591		-0.5049567		-0.64443684		-1.8355212		-3.193624		-0.35514307		0.38434935		-1.7624965		-0.28517628		Yes		No		No		AY253443		TC383842		Triticum aestivum P9346A1-2-5-1 putative lipoxygenase mRNA, partial cds [AY253443]

		A_99_P337831		1.9029055		2.4290934		2.8180351		4.292153		5.5072865		6.4570947		9.580523		8.817347		4.284487		6.633549		8.259076		9.04089		12.162611		16.313578		108.57043		23.026028		5.2110763		18.436028		43.442673		26.885136		3.604381		4.0280013		6.7624874		4.5251937		2.3815813		4.204456		5.441041		4.748737		Yes		Yes		Yes		TA92947_4565		TC420404		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (8%) [TC420404]

		A_99_P192917		7.0884156		7.682282		9.311328		8.970069		5.6877885		5.81276		8.602997		8.267078		4.9486957		7.0872045		8.46096		9.025792		-2.6401632		-3.6541152		-1.6339129		-1.6278757		-4.406765		-1.5105537		-1.8029602		1.03938		-1.4006271		-1.8695221		-0.7083311		-0.70299053		-2.13972		-0.5950775		-0.85036755		0.05572319		Yes		No		No		CJ674454		0		CJ674454 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17g10 5', mRNA sequence [CJ674454]

		A_99_P250781		7.8158073		8.166625		7.9432797		7.7181077		7.4663386		8.272801		8.813699		7.386013		8.145661		8.326686		9.201737		7.76142		-1.2740914		1.0763717		1.8281938		-1.2588397		1.2568861		1.1173342		2.3923984		1.0304768		-0.3494687		0.10617638		0.870419		-0.33209467		0.329854		0.16006088		1.2584577		0.043312073		No		Yes		Yes		TA67390_4565		TC420786		Rep: Epoxide hydrolase - Ananas comosus (Pineapple), partial (31%) [TC420786]

		A_99_P217941		12.925644		12.408505		11.511777		11.697472		11.984021		11.575278		10.74697		10.2087755		11.717029		11.933995		10.526034		11.7428255		-1.9206874		-1.7816663		-1.6991423		-2.8063521		-2.311157		-1.3894464		-1.9803324		1.0319363		-0.94162273		-0.83322716		-0.76480675		-1.4886961		-1.2086153		-0.4745102		-0.98574257		0.04535389		Yes		No		No		TA57422_4565		0		0

		A_99_P499557		10.500652		10.652791		11.071004		10.82133		10.368476		10.004857		9.69555		10.762776		10.133151		10.073335		9.571653		10.737651		-1.0959457		-1.5669227		-2.5944953		-1.0414212		-1.2901164		-1.4942861		-2.8271542		-1.059717		-0.1321764		-0.64793396		-1.375454		-0.058553696		-0.36750126		-0.5794563		-1.4993505		-0.0836792		No		Yes		Yes		TA73311_4565		TC371051		Rep: BING1 protein - Oryzias latipes (Medaka fish) (Japanese ricefish), partial (3%) [TC371051]

		A_99_P269586		6.044913		5.67552		5.5062404		5.2582097		5.052482		4.0930114		5.07779		3.4023778		4.268572		4.284494		3.9182205		3.9914887		-1.9895341		-2.9949014		-1.3457874		-3.6196039		-3.4255626		-2.6226513		-3.0063643		-2.4061408		-0.9924307		-1.5825086		-0.42845058		-1.8558319		-1.776341		-1.391026		-1.5880198		-1.266721		Yes		No		No		DQ872381		TC429180		Triticum aestivum fasciclin-like protein FLA8 mRNA, complete cds [DQ872381]

		A_99_P257286		4.8662934		3.6778352		3.9586945		3.6159515		5.7657437		4.216136		6.087513		4.7848945		5.1191754		4.9574814		5.1416974		4.536939		1.8653551		1.452261		4.3735914		2.2484689		1.1915851		2.4277942		2.2704887		1.893411		0.8994503		0.53830075		2.1288185		1.1689429		0.252882		1.2796462		1.183003		0.9209876		Yes		Yes		Yes		TA69202_4565		TC447692		Rep: Aldehyde oxidase 1 - Lactuca sativa (Garden lettuce), partial (13%) [TC447692]

		A_99_P316966		3.3261852		4.408686		4.351335		4.1347623		2.4341953		3.405141		3.195667		3.5885155		2.8509715		3.3358452		3.4145176		2.6033485		-1.855734		-2.0049205		-2.2278745		-1.4602817		-1.3901242		-2.1035717		-1.9143007		-2.8906898		-0.89198995		-1.003545		-1.155668		-0.54624677		-0.47521377		-1.0728409		-0.9368174		-1.5314138		Yes		No		No		TA86654_4565		TC372205		0

		A_99_P444407		4.2231236		4.334419		5.9664454		7.372954		5.9721966		10.667562		11.029614		9.59537		6.304277		8.010329		10.376914		9.546479		3.3614252		80.6243		33.432262		4.666744		4.231454		12.780837		21.265879		4.511244		1.749073		6.3331428		5.063169		2.2224164		2.0811534		3.6759105		4.4104686		2.1735253		Yes		Yes		Yes		TA52147_4565		TC448198		Rep: Endo-beta-1,3-glucanase - Triticum aestivum (Wheat), partial (28%) [TC448198]

		A_99_P517677		7.193161		7.717755		6.680145		6.6327286		7.1347904		8.204607		7.80517		6.1502757		7.198611		8.186802		7.70659		6.4515357		-1.0412891		1.4013839		2.1810536		-1.397117		1.0037847		1.3841949		2.0369992		-1.133821		-0.05837059		0.48685217		1.1250253		-0.48245287		0.005449772		0.46904707		1.0264454		-0.18119287		No		Yes		Yes		BQ242332		TC439582		Rep: HMG-I/Y protein HMGa - Triticum aestivum (Wheat), partial (66%) [TC439582]

		A_99_P278621		8.293223		8.62825		8.607998		8.577281		9.1505		10.069853		9.9241085		9.017247		9.366145		9.1324215		10.110327		8.788536		1.8116157		2.7162244		2.4899395		1.3565725		2.1036894		1.4183085		2.8329966		1.1576949		0.8572769		1.4416027		1.3161106		0.4399662		1.0729218		0.5041714		1.5023289		0.21125507		Yes		Yes		Yes		TA75485_4565		TC371888		Rep: Os02g0117200 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC371888]

		A_99_P424212		13.137773		12.784833		12.231826		12.376378		12.01262		11.471965		11.394204		11.143331		11.769412		11.914317		10.98734		12.583432		-2.181246		-2.4843495		-1.7871016		-2.35063		-2.5817702		-1.8283165		-2.369341		1.1543287		-1.1251526		-1.3128681		-0.8376217		-1.2330475		-1.3683605		-0.8705158		-1.2444859		0.20705414		Yes		No		No		TC384077		TC384077		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC384077]

		A_99_P016444		7.672584		7.2649174		8.063462		8.827727		7.1555295		6.4270616		6.468059		7.095701		7.291781		5.8316083		6.3369765		7.784223		-1.4310306		-1.7873917		-3.0217896		-3.3219402		-1.3020664		-2.7006545		-3.3092074		-2.0612283		-0.51705456		-0.8378558		-1.5954032		-1.7320261		-0.3808031		-1.4333091		-1.7264857		-1.0435042		Yes		Yes		Yes		BT008979		TC401457		Triticum aestivum clone wdk2c.pk005.k24:fis, full insert mRNA sequence [BT008979]

		A_99_P237656		12.091678		12.231515		11.935586		11.736831		12.697993		13.533975		12.867429		12.199948		13.141647		13.459107		13.525779		12.009383		1.5223664		2.4664905		1.9077113		1.3785175		2.0704863		2.3417587		3.0108957		1.2079431		0.6063156		1.3024597		0.9318428		0.4631176		1.0499697		1.2275925		1.5901928		0.2725525		Yes		Yes		Yes		TA63765_4565		TC405658		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC405658]

		A_99_P445827		10.080565		9.593558		9.080327		9.212144		10.371509		10.803463		10.253011		9.775311		11.355977		10.14133		10.763202		9.589847		1.2234398		2.3132236		2.2543066		1.4775096		2.4206786		1.4618258		3.2106707		1.2992713		0.29094315		1.2099047		1.1726837		0.5631676		1.2754116		0.54777145		1.6828747		0.3777027		No		Yes		Yes		TA73763_4565		TC400539		0

		A_99_P321526		8.889125		9.4287615		9.505375		8.960046		8.528865		8.598412		8.387071		8.866893		8.188914		9.386278		8.331314		9.3308935		-1.2836572		-1.7781166		-2.1709166		-1.0666989		-1.6247419		-1.029885		-2.2564595		1.2931124		-0.36026		-0.8303499		-1.1183043		-0.093153		-0.7002106		-0.04248333		-1.1740608		0.3708477		No		Yes		Yes		AK334773		TC395705		Triticum aestivum cDNA, clone: WT011_A06, cultivar: Chinese Spring [AK334773]

		A_99_P353766		2.1706474		2.7072055		2.512104		3.9976854		2.9476795		3.4268095		4.961202		5.2190194		3.6575096		2.3578804		4.611343		5.28503		1.7136021		1.64673		5.4607463		2.3316221		2.802787		-1.2739646		4.2848325		2.4407837		0.77703214		0.719604		2.449098		1.221334		1.4868622		-0.34932518		2.0992389		1.2873445		Yes		No		No		TA97920_4565		TC452638		Rep: Defective in fruiting DifE - Myxococcus xanthus, partial (3%) [TC452638]

		A_99_P303271		12.357071		10.884907		9.622281		10.245368		12.709244		13.036316		11.031434		10.869136		12.922928		12.323479		11.481547		10.677338		1.2764817		4.442615		2.655812		1.5408943		1.4802665		2.7105243		3.6282308		1.3490741		0.35217285		2.1514091		1.409153		0.62376785		0.56585693		1.4385719		1.8592663		0.43196964		Yes		Yes		Yes		TA82639_4565		0		0

		A_99_P521772		11.427174		11.128467		10.676594		10.64771		10.947291		10.174005		9.262844		10.048313		10.9328165		10.457242		9.761132		9.982291		-1.3946298		-1.9378569		-2.6642873		-1.5150828		-1.4086928		-1.592424		-1.8861724		-1.5860285		-0.47988224		-0.95446205		-1.4137497		-0.5993967		-0.4943571		-0.6712246		-0.91546154		-0.6654186		No		Yes		Yes		TC441189		TC441189		Rep: Male fertility protein-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC441189]

		A_99_P020839		5.156373		5.151485		5.273027		5.034517		6.028807		6.61237		6.582163		6.361613		6.4040127		6.628429		6.80307		6.086395		1.8307492		2.7527719		2.4779308		2.5089712		2.3745263		2.7835846		2.8879447		2.073227		0.87243414		1.460885		1.3091359		1.327096		1.2476397		1.476944		1.5300431		1.051878		Yes		Yes		Yes		CK210461		TC442941		FGAS022278 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210461]

		A_99_P276636		9.6228895		9.520425		9.807326		9.790841		10.284023		10.76414		10.773224		10.113536		10.643171		10.17468		10.970674		10.073513		1.5813248		2.3680758		1.9532783		1.2506645		2.028315		1.573803		2.2397647		1.2164457		0.66113377		1.2437153		0.96589756		0.32269478		1.0202818		0.6542549		1.1633472		0.28267193		No		Yes		Yes		TA74913_4565		TC400846		0

		A_99_P556057		9.557175		9.400907		10.68027		9.9091215		10.186946		10.0858555		11.735747		10.21091		10.921482		9.622598		12.172063		10.028863		1.5473197		1.607645		2.0784054		1.2326715		2.574527		1.1660997		2.8123822		1.0865401		0.62977123		0.6849489		1.0554771		0.30178833		1.3643074		0.22169113		1.4917927		0.11974144		No		Yes		Yes		TC454662		TC454662		Rep: Cytochrome c oxidase subunit I - Paraspicera sp. ZL092, partial (5%) [TC454662]

		A_99_P115330		5.358299		5.2331095		5.034		5.560335		5.6136856		6.3737464		6.7414794		5.9963093		6.411104		5.9823613		6.7711334		6.6829414		1.1936557		2.2047834		3.2658975		1.352824		2.0745602		1.680921		3.3337214		2.1773996		0.25538683		1.1406369		1.7074795		0.43597412		1.0528054		0.74925184		1.7371335		1.1226063		Yes		Yes		Yes		CJ720257		TC421540		CJ720257 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd7g11 5', mRNA sequence [CJ720257]

		A_99_P199946		9.729793		9.652831		9.0290575		8.715373		9.201846		9.550975		10.284471		9.508965		10.223351		10.061588		11.2488365		9.839767		-1.4418753		-1.0731534		2.3873549		1.7333843		1.4079127		1.3275417		4.658221		2.1801002		-0.5279465		-0.10185623		1.255413		0.7935915		0.49355793		0.4087572		2.219779		1.1243944		Yes		Yes		Yes		TA50923_4565		0		0

		A_99_P489217		11.464162		11.125351		12.490669		12.062978		12.301417		12.80716		12.89856		12.569943		13.683736		12.131568		12.956376		12.560684		1.786648		3.2083008		1.3267443		1.4210582		4.657559		2.0086372		1.3809937		1.411967		0.8372555		1.6818094		0.40789032		0.50696564		2.219574		1.006217		0.46570683		0.4977064		Yes		Yes		Yes		CA653602		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		A_99_P415462		9.807113		10.371633		9.527952		11.088863		11.131652		14.352323		13.716037		11.0612135		11.799443		13.446773		13.659392		11.019447		2.5045288		15.787272		18.228003		-1.0193503		3.9787922		8.427706		17.526186		-1.0492918		1.3245392		3.98069		4.1880846		-0.02764988		1.9923306		3.07514		4.13144		-0.069416046		Yes		Yes		Yes		AF262981		TC439870		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P529862		8.957551		9.210694		8.798202		8.6554		8.453463		8.012225		7.985907		8.181596		7.9868865		8.706356		7.738703		8.282752		-1.418227		-2.2949603		-1.756002		-1.3887669		-1.959743		-1.4184725		-2.0842073		-1.2947273		-0.5040884		-1.1984692		-0.8122945		-0.47380447		-0.9706645		-0.50433826		-1.0594988		-0.37264824		No		Yes		Yes		CK157795		TC444492		0

		A_99_P350361		11.116944		9.679265		9.776836		10.913834		11.310895		11.920337		11.149644		10.212546		12.559047		12.608407		11.242371		10.483875		1.1438918		4.7274814		2.5897405		-1.625955		2.7171655		7.616573		2.7616572		-1.3471947		0.19395065		2.2410717		1.3728075		-0.70128727		1.4421024		2.929142		1.4655342		-0.42995834		Yes		No		No		TA96871_4565		TC400312		Rep: Predicted protein - Neurospora crassa, partial (5%) [TC400312]

		A_99_P305876		8.931396		9.439611		8.168168		8.407417		9.450076		10.321694		9.293303		9.297933		10.9313		9.485571		9.74446		8.897336		1.4326444		1.8430343		2.1812189		1.8538382		3.9997356		1.0323695		2.9820244		1.4043658		0.5186806		0.88208294		1.1251345		0.8905153		1.9999046		0.045959473		1.576292		0.4899187		Yes		No		No		TA83429_4565		TC405786		Rep: Os09g0454600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC405786]

		A_99_P246341		8.311627		8.751289		8.717787		8.759587		8.754273		9.891883		9.973721		9.539065		8.435405		9.600364		10.04972		9.639496		1.3590947		2.2047172		2.3882167		1.7165098		1.089584		1.8013448		2.5173974		1.8402587		0.44264603		1.1405935		1.2559338		0.7794781		0.12377739		0.84907436		1.331933		0.87990856		No		Yes		Yes		AK331881		TC443177		Triticum aestivum cDNA, clone: WT002_J15, cultivar: Chinese Spring [AK331881]

		A_99_P305101		10.337317		10.280407		9.515321		9.412593		10.890311		11.932666		10.525737		10.113552		11.561584		11.000007		11.091744		10.214486		1.467127		3.143254		2.014492		1.6255852		2.3363671		1.646725		2.9822965		1.7433875		0.5529938		1.6522589		1.010416		0.7009592		1.224267		0.7195997		1.5764236		0.80189323		Yes		Yes		Yes		TA83198_4565		TC428831		0

		A_99_P282636		6.4458556		4.6634707		6.395037		7.720057		6.7946205		6.5012555		8.717081		9.001011		6.532963		6.3297257		8.103176		9.835265		1.2734699		3.5746074		5.0004015		2.429996		1.0622381		3.1738963		3.2673907		4.3325253		0.3487649		1.8377848		2.322044		1.2809539		0.08710718		1.666255		1.708139		2.1152081		Yes		No		No		TA76655_4565		TC406897		0

		A_99_P065310		7.7267327		7.6940536		6.4437957		6.0513053		5.7519035		5.6586757		4.8993983		4.817768		5.872088		6.921911		4.944862		6.5463862		-3.930817		-4.0993013		-2.916822		-2.351428		-3.616627		-1.7078046		-2.8263376		1.4093999		-1.9748292		-2.035378		-1.5443974		-1.2335372		-1.8546448		-0.7721429		-1.4989338		0.49508095		Yes		No		No		CK206180		TC412748		FGAS017759 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206180]

		A_99_P200886		9.652378		9.898082		10.017243		10.303188		10.667308		11.519852		10.35778		9.87991		12.260045		10.541897		11.018326		10.02738		2.0208044		3.0775235		1.2662278		-1.3409709		6.095172		1.5624554		2.001501		-1.2106723		1.0149298		1.6217699		0.34053707		-0.42327785		2.607667		0.64381504		1.0010824		-0.27580833		No		Yes		Yes		TA51222_4565		0		0

		A_99_P519472		5.7803626		6.298122		6.2226753		6.2382793		6.151909		6.8532524		6.825403		6.356376		6.5475945		6.572099		7.3826423		6.3793035		1.2937387		1.4693015		1.5185852		1.0853022		1.7020011		1.2091366		2.234523		1.1026876		0.37154627		0.5551305		0.6027279		0.11809683		0.76723194		0.27397728		1.159967		0.14102411		No		Yes		Yes		CV064918		0		0

		A_99_P464662		8.439306		8.102623		7.7451158		7.9941535		9.398204		9.927094		9.69962		9.052733		10.290803		9.586505		9.736932		9.021832		1.9438239		3.5417724		3.8758278		2.0828803		3.6087437		2.7970033		3.9773736		2.0387416		0.9588976		1.8244715		1.9545045		1.0585799		1.8514967		1.483882		1.991816		1.027679		Yes		Yes		Yes		TA85180_4565		TC413441		0

		A_99_P296956		10.358356		10.411213		10.503048		10.665372		10.923516		11.35812		11.499915		10.725343		11.115529		10.920833		11.814179		10.8700905		1.4795514		1.9277354		1.9956617		1.0424447		1.6901749		1.4236748		2.4813607		1.1524615		0.5651598		0.94690704		0.9968672		0.059970856		0.7571726		0.5096197		1.3111315		0.20471859		No		Yes		Yes		AK331942		TC398093		Triticum aestivum cDNA, clone: WT002_M02, cultivar: Chinese Spring [AK331942]

		A_99_P025814		5.001347		5.263405		4.27603		4.3045273		3.4804878		4.07107		3.8315926		3.0737095		3.1068532		4.6092315		3.4910953		4.2540812		-2.8696191		-2.2852225		-1.3607835		-2.347		-3.717915		-1.573714		-1.7230144		-1.035585		-1.5208592		-1.1923347		-0.4444375		-1.2308178		-1.8944938		-0.6541734		-0.78493476		-0.050446033		Yes		No		No		BJ235509		TC430401		BJ235509 Y. Ogihara unpublished cDNA library, Wh_e Triticum aestivum cDNA clone whe17a05 5', mRNA sequence [BJ235509]

		A_99_P044977		3.3698175		2.6600268		2.4895496		1.4591318		5.7609506		6.294497		5.866918		3.6835492		5.920944		5.988975		5.9555016		3.9038093		5.245692		12.418941		10.391763		4.6732206		5.860918		10.048779		11.049828		5.444039		2.391133		3.6344702		3.3773685		2.2244172		2.5511267		3.3289483		3.465952		2.4446774		Yes		Yes		Yes		CA607237		0		wr1.pk0067.d2 wr1 Triticum aestivum cDNA clone wr1.pk0067.d2 5' end, mRNA sequence [CA607237]

		A_99_P021159		4.43078		4.2602344		4.9858303		5.2710595		8.454823		11.351372		10.034834		8.533639		11.171561		9.109661		10.741914		8.650154		16.268875		136.34683		33.105606		9.596973		106.94916		28.828558		54.044785		10.404203		4.0240426		7.0911374		5.0490036		3.2625794		6.7407813		4.8494267		5.7560835		3.3790946		Yes		Yes		Yes		TA98283_4565		TC413430		Rep: Cytochrome P450 monooxygenase - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC413430]

		A_99_P152212		2.9264562		2.1390638		2.057522		2.4123118		5.704945		7.4043403		6.7523932		4.935306		7.07039		6.361791		7.1197524		5.2901607		6.861333		38.45972		25.899834		5.747738		17.678625		18.671		33.41051		7.350533		2.7784889		5.2652764		4.694871		2.5229943		4.1439342		4.2227273		5.06223		2.8778489		Yes		Yes		Yes		CJ857655		0		CJ857655 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal3c12 5', mRNA sequence [CJ857655]

		A_99_P061988		9.565088		9.627005		8.551482		8.513264		8.164694		8.328677		7.242338		7.013593		8.085359		8.849136		6.9935393		8.216809		-2.6397374		-2.459436		-2.4779449		-2.8277812		-2.7889647		-1.7145956		-2.9443371		-1.2281225		-1.4003944		-1.2983274		-1.309144		-1.4996705		-1.4797297		-0.7778683		-1.5579429		-0.29645443		Yes		No		No		CD881357		TC419482		F1.102O23F010328 F1 Triticum aestivum cDNA clone F1102O23, mRNA sequence [CD881357]

		A_99_P318571		7.1649575		7.25254		6.4559045		6.7490687		6.3335514		5.958174		5.2667136		5.9488816		6.390351		6.4734178		5.2897053		6.7865224		-1.7794188		-2.4526916		-2.2802482		-1.7413269		-1.7107236		-1.7160866		-2.244197		1.0263008		-0.8314061		-1.2943659		-1.1891909		-0.8001871		-0.7746067		-0.77912235		-1.1661992		0.03745365		Yes		No		No		TA87110_4565		TC379552		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC379552]

		A_99_P006861		5.0271497		5.5798454		4.694004		4.444669		4.2975984		4.2362437		2.9807012		3.028612		4.0642495		4.98924		3.3095036		3.3772366		-1.6581234		-2.537841		-3.2791066		-2.6685514		-1.9492244		-1.5058783		-2.6108155		-2.0957		-0.7295513		-1.3436017		-1.7133029		-1.4160569		-0.96290016		-0.59060526		-1.3845005		-1.0674322		Yes		No		No		DR736317		TC370609		FGAS081687 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736317]

		A_99_P522687		6.2103653		5.4856477		6.565108		6.198391		5.8666267		4.679155		5.7524133		4.2685084		4.0514016		4.7190976		4.3166847		4.2821307		-1.269041		-1.7489545		-1.756489		-3.8102417		-4.4659395		-1.7011968		-4.7516317		-3.7744339		-0.34373856		-0.8064928		-0.81269455		-1.9298825		-2.1589637		-0.76655006		-2.248423		-1.9162602		Yes		No		No		BQ171608		TC441606		Rep: Quinolinate phosphoribosyltransferase - Nicotiana tabacum (Common tobacco), partial (37%) [TC441606]

		A_99_P444292		4.095677		3.1049194		5.1250324		4.800989		2.443693		2.6377413		4.2199345		3.820697		2.4810045		3.6258953		3.887104		4.383715		-3.1426551		-1.3824029		-1.8726716		-1.9728647		-3.0624206		1.4349254		-2.358596		-1.3354019		-1.651984		-0.4671781		-0.90509796		-0.9802921		-1.6146724		0.5209758		-1.2379284		-0.417274		Yes		No		No		TC399569		TC399569		Rep: Cell wall protein-like - Oryza sativa subsp. japonica (Rice), partial (5%) [TC399569]

		A_99_P495102		14.802662		14.989544		16.202		16.511518		16.022064		15.688095		15.920459		17.35898		14.654237		15.056015		14.782687		16.976654		2.3285024		1.6228743		-1.2154924		1.7993324		-1.1083589		1.0471522		-2.6745803		1.380447		1.2194023		0.6985512		-0.28154087		0.8474617		-0.1484251		0.0664711		-1.4193125		0.46513557		No		Yes		Yes		TA62368_4565		TC429538		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (44%) [TC429538]

		A_99_P303986		10.560856		10.315673		10.08274		10.08114		9.707866		9.132253		9.332978		9.047305		9.502617		9.44967		8.911696		9.852799		-1.8062407		-2.2711456		-1.681515		-2.047459		-2.0823882		-1.8226064		-2.251745		-1.1714864		-0.85299015		-1.1834202		-0.7497616		-1.0338345		-1.058239		-0.86600304		-1.1710434		-0.22834015		No		Yes		Yes		TA82864_4565		TC426159		Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC426159]

		A_99_P452972		9.612427		10.317548		10.65083		9.520083		9.356265		9.3543005		9.090496		8.647513		9.250746		9.532559		9.255704		8.768826		-1.1942971		-1.9496934		-2.9492216		-1.8309216		-1.2849221		-1.7230785		-2.6301157		-1.6832598		-0.2561617		-0.9632473		-1.5603342		-0.87257004		-0.36168098		-0.7849884		-1.3951263		-0.7512579		No		Yes		Yes		TA76808_4565		TC453651		Rep: Zinc finger protein-like - Oryza sativa subsp. japonica (Rice), partial (30%) [TC453651]

		A_99_P285071		10.497662		9.928695		8.870864		9.1068		10.897125		10.922961		9.727915		9.680013		11.255212		10.548375		9.928803		9.509316		1.3190174		1.9920675		1.8113319		1.487833		1.6906174		1.5365348		2.081956		1.3218114		0.39946365		0.9942665		0.8570509		0.5732126		0.75755024		0.6196804		1.0579395		0.40251637		No		Yes		Yes		TA77368_4565		TC442926		Rep: Universal stress protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (92%) [TC442926]

		A_99_P485407		2.0745637		3.0436468		3.7865086		2.5491877		3.344677		5.1668677		5.458578		4.4150662		4.3606453		3.8541317		6.2321677		4.7301435		2.411805		4.356655		3.186714		3.6448984		4.877296		1.7538007		5.447745		4.534539		1.2701132		2.123221		1.6720695		1.8658786		2.2860816		0.8104849		2.4456592		2.180956		Yes		Yes		Yes		BE427068		0		0

		A_99_P323411		1.515841		1.6422523		1.8323501		2.3277535		3.418235		4.143868		6.1376424		3.8131564		3.772499		4.1509833		5.851211		2.8344593		3.7383304		5.6631923		19.7707		2.7999535		4.778832		5.691192		16.210546		1.4208022		1.902394		2.5016155		4.305292		1.4854028		2.256658		2.508731		4.018861		0.50670576		Yes		Yes		Yes		CV767429		TC404152		FGAS061819 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV767429]

		A_99_P278066		9.737765		9.377028		8.000734		7.7187743		8.1486635		7.674524		7.302009		7.232034		8.10908		8.562463		7.4512258		8.252093		-3.0086198		-3.2546551		-1.62307		-1.401275		-3.0923102		-1.7587686		-1.463587		1.4472549		-1.5891018		-1.7025046		-0.6987252		-0.4867401		-1.628685		-0.81456566		-0.5495086		0.533319		Yes		No		No		TA75317_4565		TC381807		Rep: F23N19.15 - Arabidopsis thaliana (Mouse-ear cress), partial (82%) [TC381807]

		A_99_P246296		11.874806		11.782857		11.662627		11.342082		11.687303		11.347032		10.617691		11.614207		11.567947		11.665133		10.856732		11.436406		-1.1387917		-1.3526845		-2.063275		1.2075855		-1.2370116		-1.0850214		-1.7482299		1.0675652		-0.18750381		-0.43582535		-1.0449362		0.27212524		-0.30685902		-0.117723465		-0.80589485		0.09432411		No		Yes		Yes		AK332584		TC398984		Triticum aestivum cDNA, clone: WT004_F13, cultivar: Chinese Spring [AK332584]

		A_99_P128840		4.3268504		4.7085547		4.939136		4.443149		4.302836		3.4442284		3.8797038		3.5329754		3.434327		3.864394		3.5433521		3.4594288		-1.0167849		-2.4021502		-2.0841112		-1.8792717		-1.8564205		-1.7952201		-2.631315		-1.9775584		-0.024014473		-1.2643263		-1.0594323		-0.91017365		-0.8925235		-0.8441608		-1.3957839		-0.9837203		Yes		No		No		CJ567774		0		CJ567774 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone rwhms18h14 3', mRNA sequence [CJ567774]

		A_99_P192117		10.612452		11.617581		11.439847		9.46981		8.302861		8.444604		8.156513		6.159025		7.8055325		9.957153		8.197193		7.742146		-4.9574227		-9.019062		-9.736032		-9.923055		-6.9978857		-3.161103		-9.465337		-3.3119102		-2.3095903		-3.1729774		-3.2833338		-3.3107843		-2.806919		-1.660428		-3.2426538		-1.7276635		Yes		No		No		CJ670181		TC459276		CJ670181 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv20i10 5', mRNA sequence [CJ670181]

		A_99_P479002		8.1750345		9.113363		8.823664		9.920781		7.816176		7.695082		7.664448		8.230529		7.6811643		7.864088		7.601723		8.475084		-1.2824109		-2.672669		-2.23336		-3.2271314		-1.4082175		-2.3772197		-2.3326025		-2.7239437		-0.3588586		-1.4182811		-1.1592159		-1.6902523		-0.49387026		-1.2492752		-1.2219405		-1.4456968		Yes		Yes		Yes		AB158407		TC421591		Triticum aestivum CesA mRNA for putative cellulose synthase, complete cds [AB158407]

		A_99_P541012		9.870431		10.350337		10.021327		9.790859		9.415197		9.625579		8.985019		9.73364		9.629441		9.862942		9.268665		9.560814		-1.3710047		-1.6526235		-2.0509727		-1.0404586		-1.1818031		-1.4019115		-1.6848985		-1.1728718		-0.45523357		-0.72475815		-1.0363083		-0.057219505		-0.24098969		-0.4873953		-0.7526617		-0.23004532		No		Yes		Yes		TC448865		TC448865		Rep: Synaptobrevin homolog - Oryza sativa subsp. indica (Rice), partial (58%) [TC448865]

		A_99_P214811		9.100976		9.3422165		9.1293545		9.255122		9.474021		10.227944		10.334996		9.620809		9.365298		9.8957205		10.402664		9.530684		1.2950834		1.8476967		2.3063984		1.2884946		1.2010717		1.467646		2.4171546		1.2104658		0.37304497		0.8857279		1.2056417		0.36568642		0.26432228		0.553504		1.2733097		0.2755623		No		Yes		Yes		TA55969_4565		0		0

		A_99_P303856		9.610042		9.488477		8.752708		8.465343		8.452858		8.325804		7.8900075		7.6403117		8.51542		8.611775		8.119721		8.491525		-2.2302163		-2.2387183		-1.8184395		-1.771574		-2.1355708		-1.8361722		-1.5507724		1.018313		-1.1571836		-1.162673		-0.86270094		-0.82503176		-1.0946217		-0.87670135		-0.632987		0.026181221		Yes		No		No		TA82827_4565		TC399191		Rep: GTP-binding protein-related - Arabidopsis thaliana, partial (86%) [TC399191]

		A_99_P438797		8.363763		8.678776		8.536034		8.6716795		8.876447		9.538788		9.623268		9.251263		8.948746		9.316548		9.638339		9.075394		1.4267019		1.8150535		2.1246636		1.4944174		1.5000212		1.555925		2.146975		1.3229094		0.51268387		0.86001205		1.0872345		0.57958317		0.5849829		0.63777256		1.1023054		0.40371418		No		Yes		Yes		CV771717		TC395413		Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC395413]

		A_99_P194348		11.193661		9.999091		9.421668		10.502636		11.5008135		12.049663		11.011753		11.258686		12.990182		10.4931345		11.332889		10.8732195		1.2372634		4.1427		3.010671		1.6888604		3.4738157		1.4083866		3.7612717		1.2928756		0.30715275		2.0505714		1.590085		0.7560501		1.7965212		0.49404335		1.9112206		0.37058353		Yes		Yes		Yes		CA670456		TC453071		0

		A_99_P156842		6.4088817		6.5442023		7.0566697		6.612537		5.831304		5.3431926		5.8982596		5.0735393		5.2919583		4.9447856		4.9268126		4.7846465		-1.4923414		-2.2990053		-2.2321131		-2.9059253		-2.1688395		-3.0302079		-4.376741		-3.5501757		-0.5775776		-1.2010098		-1.1584101		-1.5389977		-1.1169233		-1.5994167		-2.129857		-1.8278904		Yes		Yes		Yes		CK217733		0		FGAS029735 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217733]

		A_99_P060736		7.3097243		4.6146183		1.4694147		4.7987647		7.1961217		5.749609		1.492733		5.654714		7.028239		4.9349103		1.4626077		5.4516606		-1.0819266		2.1961715		1.0162944		1.8099494		-1.2154458		1.2485832		-1.0047294		1.5723212		-0.11360264		1.1349907		0.02331829		0.8559494		-0.28148556		0.320292		-0.0068069696		0.6528959		No		Yes		Yes		CA745761		0		wri2s.pk002.n16 wri2s Triticum aestivum cDNA clone wri2s.pk002.n16 5' end, mRNA sequence [CA745761]

		A_99_P192962		3.6346629		3.265001		2.0945249		1.8292106		4.8804336		5.932448		6.268681		2.7078402		6.134603		5.655395		6.581		2.1711395		2.371452		6.353039		18.052868		1.8386279		5.6566195		5.2430053		22.41628		1.26745		1.2457707		2.6674469		4.174156		0.87862957		2.4999402		2.390394		4.486475		0.34192884		Yes		Yes		Yes		TC453133		TC453133		Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley), partial (30%) [TC453133]

		A_99_P060953		9.953837		10.010514		10.068848		10.173352		10.472402		10.935351		11.12637		10.588241		10.7237015		10.524478		11.210315		10.40295		1.4325289		1.8984699		2.0813546		1.3331956		1.7051091		1.427968		2.2060525		1.1725082		0.5185642		0.9248371		1.0575228		0.41488838		0.7698641		0.5139637		1.1414671		0.22959805		No		Yes		Yes		CK217831		TC451287		FGAS029833 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217831]

		A_99_P125205		6.6240525		6.462368		6.7911468		6.643453		6.2486396		6.0415635		5.996493		5.76586		6.0239787		5.9413667		5.788902		5.7315583		-1.2972108		-1.3386738		-1.7346612		-1.8373075		-1.5157942		-1.4349508		-2.0031147		-1.881515		-0.37541294		-0.4208045		-0.7946539		-0.87759304		-0.6000738		-0.52100134		-1.002245		-0.9118948		No		Yes		Yes		DR740314		TC384808		FGAS085242 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740314]

		A_99_P466417		6.374428		5.943479		5.8212514		5.875101		5.5751843		4.28138		5.3753686		4.502014		4.4132237		5.492441		4.1694875		5.0448685		-1.7401884		-3.164766		-1.3621473		-2.5902421		-3.8938682		-1.3670233		-3.142176		-1.777972		-0.79924345		-1.6620989		-0.4458828		-1.3730869		-1.961204		-0.45103788		-1.6517639		-0.8302326		Yes		No		No		TC414497		TC414497		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), partial (50%) [TC414497]

		A_99_P504107		5.020996		5.023416		3.975896		4.0339675		5.6726737		6.4969406		5.4828544		4.2966413		6.3236446		5.772677		5.8315296		4.895683		1.5709939		2.776995		2.8421023		1.1997001		2.4668133		1.6809314		3.619107		1.8171976		0.6516776		1.4735246		1.5069585		0.26267385		1.3026485		0.7492609		1.8556337		0.8617153		Yes		Yes		Yes		TC433513		TC433513		Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC433513]

		A_99_P408942		5.874884		5.5787544		5.888581		5.6517563		5.3401446		4.7501926		4.4689503		4.3335776		4.4030538		5.003033		4.338528		4.589312		-1.4486805		-1.7759141		-2.67517		-2.4935112		-2.7737358		-1.4904224		-2.9282782		-2.088467		-0.5347395		-0.8285618		-1.4196305		-1.3181787		-1.4718304		-0.57572126		-1.5500526		-1.0624442		Yes		No		No		TC370983		TC370983		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (3%) [TC370983]

		A_99_P320106		9.766513		10.456591		10.042903		11.184933		8.879112		8.699591		8.554664		10.351682		8.865165		9.713802		8.910877		10.584763		-1.8498402		-3.3799455		-2.8054638		-1.7816957		-1.8678105		-1.673407		-2.1916625		-1.5158954		-0.8874006		-1.757		-1.4882393		-0.833251		-0.9013481		-0.7427883		-1.1320257		-0.60017014		Yes		Yes		Yes		TA87581_4565		TC399118		0

		A_99_P298081		5.40951		4.0795865		4.5986724		5.2168784		5.930195		6.553415		5.6998296		5.5546165		6.3879356		5.835404		6.1541543		5.528828		1.434636		5.5551596		2.145267		1.2637736		1.9703139		3.377176		2.939319		1.2413843		0.5206847		2.4738283		1.1011572		0.33773804		0.9784255		1.7558174		1.5554819		0.31194973		Yes		No		No		TA81108_4565		0		0

		A_99_P339881		10.584789		9.9893675		9.899608		10.627185		10.827777		10.996221		10.589944		10.697783		10.922282		10.07672		10.554291		10.866516		1.1834409		2.009523		1.6136595		1.0501523		1.2635589		1.0624189		1.5742701		1.1804453		0.24298763		1.0068531		0.6903362		0.0705986		0.33749294		0.08735275		0.6546831		0.23933125		No		Yes		Yes		TA93561_4565		0		0

		A_99_P120974		10.237151		10.497627		10.0540085		10.267367		9.733834		9.687003		9.000302		9.679017		10.074878		9.888432		9.40132		9.740344		-1.4174687		-1.75397		-2.0758557		-1.5035264		-1.1190492		-1.5254086		-1.5720946		-1.440953		-0.5033169		-0.8106241		-1.0537062		-0.5883503		-0.1622734		-0.6091957		-0.652688		-0.5270233		No		Yes		Yes		U76895		TC369670		Triticum aestivum beta-tubulin 4 (Tubb4) mRNA, complete cds [U76895]

		A_99_P286136		4.457491		5.160852		4.9072175		2.7320328		3.6620576		4.0650725		2.1968858		3.1284618		3.570161		4.150997		2.9071052		2.448486		-1.7355986		-2.1372852		-6.544721		1.3162459		-1.8497493		-2.0137084		-4.0003114		-1.2171835		-0.7954333		-1.0957794		-2.7103317		0.39642906		-0.8873298		-1.0098548		-2.0001123		-0.2835467		Yes		No		No		TA77675_4565		TC439869		Rep: Thaumatin-like protein - Brassica campestris (Field mustard), partial (27%) [TC439869]

		A_99_P299326		10.151058		10.232202		8.278462		9.594224		10.141896		10.439671		9.33466		9.879544		10.011791		10.281765		9.24668		9.354777		-1.0063708		1.1546607		2.079443		1.2186807		-1.1013454		1.0349517		1.9564223		-1.1805397		-0.009161949		0.20746899		1.0561972		0.28532028		-0.13926697		0.049563408		0.96821785		-0.23944664		No		Yes		Yes		TA81481_4565		0		0

		A_99_P221526		12.447799		12.647611		12.227592		12.385803		12.553478		12.976838		13.229619		12.604725		12.520523		13.032982		13.233708		12.6203		1.076001		1.2563404		2.0028114		1.1638633		1.0517008		1.3061959		2.0084965		1.1764965		0.10567951		0.32922745		1.0020266		0.21892166		0.07272434		0.3853712		1.0061159		0.23449707		No		Yes		Yes		TA58876_4565		0		0

		A_99_P447122		4.407168		4.68002		4.089516		4.663218		3.612107		4.5839343		4.8323865		4.118312		4.641621		4.729777		5.375777		4.588066		-1.7351506		-1.0688694		1.6735021		-1.4589254		1.1764607		1.0350906		2.4389508		-1.0534719		-0.7950609		-0.09608555		0.74287033		-0.54490614		0.2344532		0.049757004		1.2862606		-0.07515192		No		Yes		Yes		TA72405_4565		TC376011		0

		A_99_P471152		8.004403		8.840297		10.100732		8.989995		9.561141		11.03857		10.507798		9.292487		10.116477		9.409113		10.84257		8.919235		2.941879		4.5892987		1.3259867		1.2332729		4.323123		1.4833059		1.6723056		-1.0502696		1.5567379		2.1982737		0.40706635		0.30249214		2.112074		0.5688162		0.74183846		-0.07075977		Yes		No		No		U55859		TC417073		Triticum aestivum heat shock protein 80 mRNA, complete cds [U55859]

		A_99_P200366		8.321523		9.988804		9.775228		8.620749		7.8304486		7.556481		8.802921		8.025596		6.1847496		8.785583		7.3958297		8.158576		-1.4054909		-5.3976183		-1.9619745		-1.5106336		-4.397773		-2.3025322		-5.2031956		-1.3776157		-0.4910741		-2.432323		-0.97230625		-0.5951538		-2.136773		-1.2032213		-2.3793979		-0.46217346		Yes		Yes		Yes		AK333534		TC386752		Triticum aestivum cDNA, clone: WT006_L08, cultivar: Chinese Spring [AK333534]

		A_99_P418782		15.463436		16.263287		13.363572		14.932114		15.137736		15.115796		11.666507		14.201813		14.810261		15.244451		11.303212		14.439525		-1.2532722		-2.2152822		-3.2424073		-1.658985		-1.5726258		-2.0262835		-4.1709037		-1.4069675		-0.3256998		-1.1474905		-1.6970654		-0.7303009		-0.65317535		-1.018836		-2.06036		-0.492589		Yes		Yes		Yes		CK214733		TC379890		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (51%) [TC379890]

		A_99_P100620		7.2745132		6.089939		5.266664		5.193875		6.621319		4.974451		3.1092508		4.8799095		6.272795		6.151813		4.386782		5.2520714		-1.5726465		-2.166683		-4.4611425		-1.2431198		-2.0023832		1.0438207		-1.8402246		1.0411634		-0.6531944		-1.115488		-2.1574132		-0.31396532		-1.001718		0.061873913		-0.87988186		0.058196545		Yes		No		No		TA94801_4565		TC393395		Rep: Ubiquitin-like protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC393395]

		A_99_P448272		6.6964164		3.4837334		2.0653982		3.5330677		7.1808085		6.690849		6.525534		4.6239443		8.71174		7.7397614		5.895855		4.8178926		1.3989964		9.235023		22.010742		2.1300342		4.0427113		19.106985		14.225986		2.4365246		0.48439217		3.2071154		4.460136		1.0908766		2.0153232		4.256028		3.8304567		1.2848248		Yes		Yes		Yes		TC402487		TC402487		Rep: Transcription factor MYB39 - Zea mays (Maize), partial (15%) [TC402487]

		A_99_P111835		6.3044987		5.4757056		6.6376038		6.2276173		6.1543174		5.0603085		5.986363		4.250295		4.852834		5.0824137		4.7784233		4.9519024		-1.1097089		-1.3336657		-1.5705184		-3.9376152		-2.7352343		-1.3133869		-3.628015		-2.4211876		-0.1501813		-0.41539717		-0.6512408		-1.9773221		-1.4516644		-0.39329195		-1.8591805		-1.2757149		Yes		No		No		DR731812		0		FGAS077732 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [DR731812]

		A_99_P530342		10.09097		9.513679		9.78972		9.652295		10.31969		10.529815		11.623279		10.975938		11.801585		9.711488		12.199958		10.782883		1.1717947		2.022495		3.5641525		2.502973		3.2730036		1.1469554		5.315621		2.1894789		0.22871971		1.0161362		1.833559		1.3236427		1.7106152		0.19780922		2.4102383		1.1305876		Yes		Yes		Yes		CJ643903		TC444644		Rep: P450 - Lolium rigidum (Annual ryegrass), partial (6%) [TC444644]

		A_99_P255746		3.9844732		3.512213		4.3884387		2.841882		4.320044		5.1894364		5.410318		5.430474		6.3275714		4.743189		5.8264527		3.6649597		1.2618766		3.1981187		2.0305622		6.015113		5.0739107		2.3472571		2.7094762		1.7691761		0.3355708		1.6772234		1.0218792		2.5885918		2.3430982		1.2309759		1.438014		0.8230777		Yes		No		No		AK333274		TC440238		Triticum aestivum cDNA, clone: WT006_B03, cultivar: Chinese Spring [AK333274]

		A_99_P193598		7.2332706		7.1007466		6.946901		6.598484		7.763485		8.022777		7.667834		7.158369		8.475884		7.612118		8.007453		6.873463		1.4441437		1.8947796		1.6482476		1.4741517		2.3662684		1.4254043		2.0857296		1.2099766		0.5302143		0.92203		0.72093296		0.559885		1.2426138		0.51137114		1.0605521		0.2749791		No		Yes		Yes		CJ906103		TC413263		CJ906103 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles3e22 5', mRNA sequence [CJ906103]

		A_99_P213796		13.842808		12.552463		9.552151		11.984451		13.317849		11.69205		8.163012		12.331981		13.057069		11.789884		7.484368		11.585528		-1.4388922		-1.8155575		-2.6192236		1.2723799		-1.7239751		-1.6965206		-4.192419		-1.3185232		-0.5249586		-0.8604126		-1.3891392		0.3475294		-0.78573895		-0.76257896		-2.0677829		-0.39892292		Yes		Yes		Yes		TA55564_4565		0		0

		A_99_P022369		9.660492		8.930719		10.188104		9.722618		9.666952		8.342933		9.317043		7.731034		8.083205		8.383011		8.1224985		8.304078		1.0044879		-1.5029392		-1.8290067		-3.9767346		-2.984081		-1.4617621		-4.186095		-2.6731486		0.00646019		-0.5877867		-0.8710604		-1.9915843		-1.5772867		-0.5477085		-2.0656052		-1.41854		Yes		No		No		BQ162290		0		WHE0763_E04_I07ZT Wheat heat-stressed seedling cDNA library Triticum aestivum cDNA clone WHE0763_E04_I07, mRNA sequence [BQ162290]

		A_99_P116250		10.9743185		10.127587		9.270535		10.111274		11.529246		11.542592		10.309825		10.746915		11.726766		10.828656		10.302799		10.317744		1.4690951		2.6666062		2.0552151		1.553628		1.6846479		1.6257088		2.0452309		1.1538619		0.5549278		1.4150047		1.0392895		0.6356411		0.7524471		0.7010689		1.0322638		0.20647049		No		Yes		Yes		CJ642045		0		CJ642045 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec7i19 5', mRNA sequence [CJ642045]

		A_99_P013149		8.581683		8.765099		8.340512		8.223201		8.253335		8.600011		10.451873		8.538143		8.488254		8.39208		9.594489		8.194228		-1.255575		-1.1212342		4.320986		1.2439619		-1.0669034		-1.2950594		2.3849795		-1.0202852		-0.32834816		-0.1650877		2.1113605		0.31494236		-0.093429565		-0.37301826		1.2539768		-0.028972626		No		Yes		Yes		CD872187		TC398825		AZO2.120A22F010209 AZO2 Triticum aestivum cDNA clone AZO2120A22, mRNA sequence [CD872187]

		A_99_P149732		2.2404702		3.4083707		2.757006		4.248221		3.338026		4.086266		5.2855635		5.601991		2.9581954		4.2096047		5.2649674		5.074701		2.1399186		1.5998042		5.7699447		2.5557916		1.6445869		1.742591		5.688158		1.7733532		1.0975559		0.6778953		2.5285575		1.3537703		0.7177253		0.801234		2.5079615		0.8264799		Yes		No		No		CJ850990		TC436844		CJ850990 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal17j11 5', mRNA sequence [CJ850990]

		A_99_P494522		6.410187		6.8571644		7.6739655		8.269117		5.8385587		5.5358834		6.5493636		7.4964867		5.7317443		6.2002754		6.49853		7.902107		-1.4861999		-2.498879		-2.1804137		-1.7083821		-1.600411		-1.576679		-2.2586105		-1.2896777		-0.5716281		-1.321281		-1.1246018		-0.7726307		-0.6784425		-0.65688896		-1.1754355		-0.3670106		No		Yes		Yes		TC429299		TC429299		Rep: ESTs AU081301 - Oryza sativa subsp. japonica (Rice), partial (16%) [TC429299]

		A_99_P149217		2.8888113		1.9800524		4.0630093		4.3239408		2.9431		4.34082		4.159796		4.6414237		5.3547554		3.7444522		4.603078		4.760181		1.038347		5.136435		1.0693892		1.2461545		5.5248837		3.3973265		1.4540417		1.3530735		0.054288626		2.3607674		0.096786976		0.31748295		2.465944		1.7643999		0.5400686		0.4362402		Yes		No		No		CJ947099		TC427660		CJ947099 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul19f18 5', mRNA sequence [CJ947099]

		A_99_P427347		9.689391		9.241596		8.563178		8.364663		10.162811		10.784678		8.948524		8.422961		10.515845		9.935776		9.502938		8.2907295		1.388397		2.9141643		1.3061733		1.0412368		1.7733215		1.617964		1.9182094		-1.0525827		0.47342014		1.5430822		0.3853464		0.05829811		0.82645416		0.69417953		0.9397602		-0.0739336		No		Yes		Yes		CJ560144		TC386425		Rep: Glycerophosphoryl diester phosphodiesterase 2-like - Oryza sativa subsp. japonica (Rice), partial (52%) [TC386425]

		A_99_P411102		5.0166025		5.0912023		5.5701084		5.1702824		5.2559695		4.3159328		4.685958		4.0530505		4.211017		4.3501544		4.1487937		3.7601135		1.1804746		-1.7115097		-1.8456775		-2.1693034		-1.7478548		-1.6713893		-2.6782947		-2.6576827		0.23936701		-0.7752695		-0.8841505		-1.1172318		-0.8055854		-0.74104786		-1.4213147		-1.4101689		Yes		No		No		DR738030		TC373168		Rep: Atency associated nuclear antigen-like - Oryza sativa subsp. japonica (Rice), partial (4%) [TC373168]

		A_99_P138405		13.256188		13.050645		12.380801		11.898728		12.337201		11.967761		11.362075		10.147487		12.005038		12.40347		11.262666		11.453588		-1.8907876		-2.118266		-2.0261295		-3.3664818		-2.380311		-1.5660983		-2.1706626		-1.361447		-0.9189873		-1.0828838		-1.0187263		-1.7512417		-1.2511501		-0.64717484		-1.1181355		-0.44514084		Yes		No		No		AF532972		TC368755		Triticum aestivum chromosome 6BL thylakoid-bound ascorbate peroxidase mRNA, partial cds [AF532972]

		A_99_P146457		4.0085425		4.144636		4.965214		4.331783		2.9483173		2.6613014		2.7324016		2.9266932		2.6515086		2.2571266		2.1350863		2.293		-2.085257		-2.7959428		-4.7004933		-2.6483424		-2.56158		-3.6999598		-7.1113696		-4.1089873		-1.0602252		-1.4833348		-2.2328122		-1.4050896		-1.357034		-1.8875096		-2.8301275		-2.0387828		Yes		Yes		Yes		CK198136		0		FGAS006617 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK198136]

		A_99_P209386		13.357601		13.158588		10.516305		11.481754		12.890969		11.984851		8.206638		12.350857		13.087579		11.846236		8.273186		11.394061		-1.3818796		-2.2559538		-4.957685		1.8265263		-1.2058265		-2.4834611		-4.734195		-1.0626696		-0.4666319		-1.1737375		-2.3096666		0.8691025		-0.2700224		-1.3123522		-2.2431192		-0.087693214		No		Yes		Yes		TA53961_4565		0		0

		A_99_P462437		4.97659		4.9989834		5.1428504		4.995945		3.8155289		3.7122772		4.5066648		3.985988		3.8089826		4.240308		3.8188877		4.1348724		-2.2362187		-2.4397042		-1.5542145		-2.0138512		-2.2463887		-1.6919367		-2.503528		-1.8163881		-1.1610613		-1.2867062		-0.63618565		-1.0099571		-1.1676075		-0.7586756		-1.3239627		-0.86107254		Yes		No		No		TC412117		TC412117		0

		A_99_P213676		9.118321		10.080434		9.321301		9.180817		8.139803		8.929008		7.8504887		7.9584565		8.089879		9.498324		7.4091983		9.287963		-1.9704409		-2.221334		-2.77178		-2.333281		-2.0398207		-1.4970366		-3.7635736		1.0770956		-0.9785185		-1.1514263		-1.4708128		-1.2223601		-1.0284424		-0.58210945		-1.9121032		0.10714626		Yes		No		No		TA55523_4565		TC369859		Rep: Fructose-1,6-bisphosphatase, cytosolic - Oryza coarctata (Wild rice) (Porteresia coarctata), partial (68%) [TC369859]

		A_99_P394117		6.2874703		5.313722		5.6296935		4.769219		7.3788457		7.884333		7.5756555		6.4107203		8.668297		7.68107		8.122466		4.8519154		2.1307707		5.9406095		3.852946		3.1199036		5.20835		5.1599164		5.6285863		1.0589955		1.0913754		2.570611		1.945962		1.6415014		2.3808265		2.3673477		2.4927726		0.08269644		Yes		Yes		Yes		TA108995_4565		TC403034		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (32%) [TC403034]

		A_99_P051521		6.867335		4.9448056		2.7013338		2.2793167		6.6073937		5.0786586		4.2570453		3.3635652		7.5029407		6.320415		4.2343616		3.4549663		-1.1974298		1.0972201		2.9397867		2.1202707		1.5535899		2.594775		2.8939257		2.2589457		-0.2599411		0.13385296		1.5557115		1.0842485		0.6356058		1.3756094		1.5330279		1.1756496		Yes		Yes		Yes		0		0		0

		A_99_P198526		11.456546		11.167584		10.773357		11.138658		10.895406		9.828139		9.736728		10.758479		10.617425		10.625725		9.714089		10.720662		-1.4754347		-2.5305398		-2.0514297		-1.3015028		-1.7889596		-1.4558479		-2.083874		-1.3360698		-0.56114006		-1.3394451		-1.0366297		-0.38017845		-0.83912086		-0.5418596		-1.059268		-0.41799545		No		Yes		Yes		TA50386_4565		TC454742		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC454742]

		A_99_P141808		14.262956		13.613822		13.540881		12.8993025		13.879845		12.878211		11.780948		14.290821		14.179957		12.527122		11.742999		12.454174		-1.304151		-1.6651025		-3.386825		2.6235468		-1.0592171		-2.1238773		-3.477094		-1.3614353		-0.383111		-0.73561096		-1.7599335		1.3915186		-0.082998276		-1.0867004		-1.7978821		-0.44512844		No		Yes		Yes		CV768178		TC399701		FGAS062569 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768178]

		A_99_P149602		8.383098		8.299932		7.851816		8.121961		8.299825		9.599036		11.034524		8.365589		10.227864		8.61803		10.849289		7.7792535		-1.0594188		2.4607613		9.080097		1.1839668		3.5919483		1.246686		7.985998		-1.268134		-0.083272934		1.2991047		3.1827078		0.2436285		1.8447666		0.31809807		2.9974728		-0.34270716		Yes		Yes		Yes		CJ778475		TC432920		CJ778475 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26m05 5', mRNA sequence [CJ778475]

		A_99_P258236		7.402945		4.975138		6.3831124		7.4950967		7.582393		6.5083785		9.834781		8.771186		9.599719		7.67444		10.119163		9.5852585		1.1324506		2.894352		10.940967		2.4218159		4.5845304		6.494875		13.324875		4.2579584		0.17944813		1.5332403		3.4516683		1.2760892		2.196774		2.6993017		3.7360501		2.0901618		Yes		No		No		AK330822		TC430637		Triticum aestivum cDNA, clone: SET5_G10, cultivar: Chinese Spring [AK330822]

		A_99_P112925		8.784892		7.146215		7.2158566		8.9277		9.772348		10.901721		9.811952		10.205274		10.713298		9.731334		10.326802		10.005986		1.9826862		13.505789		6.0464783		2.424309		3.8063436		6.00065		8.639487		2.1115263		0.9874563		3.755506		2.596095		1.2775736		1.9284058		2.5851188		3.1109457		1.0782862		Yes		Yes		Yes		DY761228		TC452261		EST124 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone C103F1L7-24, mRNA sequence [DY761228]

		A_99_P052026		5.514666		6.0382876		6.3046227		5.692789		4.4724293		2.9765377		4.1800036		4.141336		3.1903257		4.372954		3.4733255		4.604613		-2.0594182		-8.349848		-4.360879		-2.9311223		-5.008367		-3.1718702		-7.117138		-2.126051		-1.0422368		-3.06175		-2.124619		-1.5514531		-2.3243403		-1.6653337		-2.8312972		-1.0881763		Yes		Yes		Yes		CA639943		0		wre1n.pk0028.h4 wre1n Triticum aestivum cDNA clone wre1n.pk0028.h4 5' end, mRNA sequence [CA639943]

		A_99_P522277		12.677811		12.065669		13.195394		13.344558		12.362259		10.972313		12.156636		12.790764		12.059558		11.611217		12.2973585		13.065122		-1.2444875		-2.1336982		-2.0544572		-1.4679409		-1.535015		-1.3702627		-1.8635261		-1.2137204		-0.31555176		-1.0933561		-1.0387573		-0.5537939		-0.61825275		-0.4544525		-0.89803505		-0.2794361		No		Yes		Yes		TC441414		TC441414		Rep: Os04g0304200 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC441414]

		A_99_P010874		6.7730503		6.2994823		6.4563217		6.418473		8.378252		9.61585		8.226144		6.9286847		9.745575		8.171811		8.673238		6.983993		3.042383		9.961535		3.410119		1.4242594		7.849086		3.6612308		4.648986		1.4799211		1.6052017		3.316368		1.7698221		0.51021194		2.9725246		1.8723288		2.216916		0.5655203		Yes		Yes		Yes		CV764049		TC400893		FGAS058432 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV764049]

		A_99_P258771		1.8561497		2.093568		4.0486345		5.2651315		5.5622535		3.890485		6.394104		7.6446195		6.770682		1.7636395		6.746366		7.472216		13.051139		3.4747686		5.0822573		5.2035203		30.159325		-1.2569512		6.4878097		4.6174126		3.7061038		1.796917		2.3454695		2.379488		4.914532		-0.32992864		2.6977315		2.2070847		Yes		No		No		TA69645_4565		TC420363		Rep: Os01g0543600 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC420363]

		A_99_P307246		2.2495375		4.5135074		3.335333		4.1982064		3.5649903		6.9528236		8.007001		5.9562454		4.6372876		5.0974364		6.052941		6.0688443		2.4888043		5.4238462		25.486618		3.3823805		5.233406		1.4989259		6.5778117		3.6569424		1.3154528		2.4393163		4.671668		1.758039		2.3877501		0.58392906		2.7176077		1.8706379		Yes		No		No		TA83819_4565		TC379112		0

		A_99_P286076		6.188727		6.0208516		4.862293		5.1331167		4.4031982		4.9726186		4.4585		4.038107		5.187772		5.6046276		4.5924306		4.693655		-3.4474478		-2.0679955		-1.3229815		-2.1361454		-2.0013244		-1.3344303		-1.2056926		-1.3560983		-1.7855287		-1.048233		-0.40379286		-1.0950098		-1.0009551		-0.416224		-0.26986217		-0.4394617		Yes		No		No		TA77657_4565		TC383140		Rep: Anthranilate synthase alpha 1 - Camptotheca acuminata, partial (26%) [TC383140]

		A_99_P268651		7.944567		6.145124		7.2015076		8.13323		7.229628		4.707206		6.7277217		6.2656875		6.902345		5.1671963		6.8280544		7.205403		-1.6414139		-2.7092962		-1.388749		-3.6491053		-2.059397		-1.9696342		-1.2954499		-1.9024088		-0.7149391		-1.4379182		-0.47378588		-1.8675427		-1.042222		-0.9779277		-0.37345314		-0.92782736		Yes		No		No		TA72492_4565		TC423181		Rep: Sugar-starvation induced protein - Zea mays (Maize), partial (69%) [TC423181]

		A_99_P396477		6.7156787		8.357355		9.004737		8.596957		6.549416		6.338328		7.2518272		7.4542947		5.1073384		6.7316594		6.1955237		8.049541		-1.1221477		-4.053104		-3.3703763		-2.2078812		-3.0490086		-3.0859094		-7.009022		-1.4614655		-0.16626263		-2.0190272		-1.7529097		-1.1426625		-1.6083403		-1.6256957		-2.8092132		-0.54741573		Yes		Yes		Yes		TA109574_4565		TC378185		Rep: Hydroxyanthranilate hydroxycinnamoyltransferase 2-like protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC378185]

		A_99_P000416		4.4537745		3.3469572		3.9448822		2.6378813		7.352703		8.850236		8.332164		7.222605		9.545659		7.262478		8.829453		6.262148		7.458723		45.3578		20.926823		23.996033		34.104366		15.089997		29.53945		12.331416		2.8989286		5.5032787		4.3872814		4.584724		5.0918846		3.9155207		4.884571		3.6242666		Yes		Yes		Yes		AF015523		TC421409		Triticum aestivum low-affinity cation transporter (LCT1) mRNA, complete cds [AF015523]

		A_99_P335226		9.5996		8.804503		10.302287		10.0244665		11.312703		12.024568		12.435988		10.228154		12.049649		10.3056555		12.704436		9.949536		3.2786531		9.318283		4.388419		1.1516383		5.4643483		2.8306866		5.2859		-1.05331		1.7131033		3.2200642		2.1337013		0.20368767		2.4500494		1.501152		2.4021492		-0.07493019		Yes		Yes		Yes		TA92124_4565		0		0

		A_99_P363381		12.698567		12.507553		12.70747		11.899873		12.605325		12.156887		11.149547		12.138185		12.337703		12.486026		11.194734		11.911262		-1.0667652		-1.2751492		-2.9442973		1.1796114		-1.2841953		-1.0150335		-2.8535075		1.0079254		-0.093242645		-0.35066605		-1.5579233		0.23831177		-0.36086464		-0.02152729		-1.5127363		0.011388779		No		Yes		Yes		TA101168_4565		TC419180		Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis, partial (10%) [TC419180]

		A_99_P447477		8.5090065		8.459558		9.175969		8.901956		8.248445		7.758127		8.213841		7.9553847		7.694344		8.108476		7.9821115		8.212701		-1.1979452		-1.6261162		-1.9481809		-1.9272863		-1.7588866		-1.2755167		-2.2876363		-1.6124504		-0.26056194		-0.7014303		-0.9621277		-0.9465709		-0.81466246		-0.35108185		-1.1938577		-0.68925476		No		Yes		Yes		TC401947		TC401947		Rep: Ser/Thr protein kinase - Oenococcus oeni ATCC BAA-1163, partial (6%) [TC401947]

		A_99_P563197		7.478313		7.3877435		7.6134763		7.960299		7.927489		7.851309		8.861453		7.361015		8.75573		7.524946		9.086869		7.609417		1.3652601		1.3789455		2.375081		-1.5149647		2.4240453		1.0997707		2.7767417		-1.2753401		0.44917583		0.46356535		1.2479768		-0.5992842		1.2774167		0.13720274		1.473393		-0.35088205		No		Yes		Yes		TA78162_4565		TC457296		0

		A_99_P241826		13.147205		13.282201		12.947617		13.292527		13.022721		12.102585		11.691914		13.1293		12.529443		12.445598		11.442994		13.1079		-1.0901178		-2.2651649		-2.3878348		-1.1197891		-1.5344936		-1.7858404		-2.8375041		-1.1365235		-0.12448406		-1.179616		-1.255703		-0.16322708		-0.61776257		-0.83660316		-1.5046225		-0.18462753		No		Yes		Yes		TA64949_4565		TC375074		Rep: Ubiquitin carrier protein - Oryza sativa subsp. indica (Rice), complete [TC375074]

		A_99_P374232		9.918844		10.389799		10.212848		10.2547035		9.587499		9.29856		9.306565		9.959621		9.484013		9.901927		9.402516		10.012405		-1.2581863		-2.1305692		-1.8742098		-1.2269548		-1.3517531		-1.402375		-1.7536142		-1.1828754		-0.33134556		-1.091239		-0.9062824		-0.2950821		-0.43483162		-0.48787212		-0.81033134		-0.24229813		No		Yes		Yes		TA104113_4565		TC426216		0

		A_99_P553127		9.131012		9.37186		9.870061		9.509162		9.990836		11.20437		11.158641		10.595517		10.978333		10.007232		11.536416		10.896781		1.8148171		3.5615618		2.442875		2.1233692		3.598315		1.5533384		3.1741166		2.616465		0.8598242		1.83251		1.28858		1.0863552		1.8473215		0.63537216		1.6663551		1.387619		Yes		No		No		CJ604460		TC453455		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC453455]

		A_99_P211761		10.69297		10.849004		11.487588		10.901364		10.516244		10.398707		10.352589		10.793243		10.82763		10.464728		10.672664		10.479242		-1.1303161		-1.366321		-2.1961846		-1.0778235		1.0978339		-1.3052042		-1.7592058		-1.3398969		-0.17672634		-0.4502964		-1.1349993		-0.10812092		0.13465977		-0.38427544		-0.81492424		-0.422122		No		Yes		Yes		TA54706_4565		TC379998		Rep: Lipid transfer protein-like - Oryza sativa subsp. japonica (Rice), partial (77%) [TC379998]

		A_99_P214131		8.461877		8.243656		8.533272		8.625511		7.435019		6.725559		6.8966713		7.3124843		7.570148		7.396342		7.2727103		8.172432		-2.0375817		-2.8641298		-3.109323		-2.484623		-1.8553983		-1.7991486		-2.3958898		-1.368959		-1.0268579		-1.5180969		-1.6366005		-1.3130269		-0.8917289		-0.84731436		-1.2605615		-0.45307922		Yes		No		No		TA55702_4565		0		0

		A_99_P200801		6.830017		4.582674		7.510113		3.524554		6.6077976		5.2123528		3.0442705		2.2098277		6.234442		2.42323		3.5343974		2.0965216		-1.1665268		1.5472203		-22.097975		-2.4875515		-1.5110745		-4.467427		-15.732929		-2.690795		-0.22221947		0.6296787		-4.4658422		-1.3147264		-0.59557486		-2.159444		-3.9757154		-1.4280324		Yes		No		No		TA51195_4565		TC394325		Rep: Probable nicotianamine synthase 2 - Hordeum vulgare (Barley), partial (41%) [TC394325]

		A_99_P274591		4.9650416		5.3403397		4.574907		4.834946		5.2960067		5.6403713		5.5801415		5.0497284		4.9015617		5.8301864		5.242662		5.15809		1.2578545		1.2311715		2.00727		1.1605288		-1.0449833		1.4042957		1.5885991		1.2510539		0.33096504		0.30003166		1.0052347		0.21478224		-0.0634799		0.4898467		0.6677551		0.32314396		No		Yes		Yes		TA74307_4565		TC403797		0

		A_99_P093120		7.665329		7.3659286		8.2360525		8.578408		7.1923504		6.585474		6.903463		8.373841		7.5282674		6.7329993		7.000995		8.342299		-1.3879721		-1.7176721		-2.5185435		-1.1523404		-1.0996631		-1.5507104		-2.353907		-1.1778116		-0.4729786		-0.78045464		-1.3325896		-0.20456696		-0.1370616		-0.6329293		-1.2350574		-0.23610878		No		Yes		Yes		CJ806645		TC393913		CJ806645 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct37g10 5', mRNA sequence [CJ806645]

		A_99_P118970		7.0638604		7.7848415		7.9872823		7.1205163		6.358383		5.6530986		6.307312		5.7350216		5.9848022		6.9825664		5.8713303		6.1057677		-1.630684		-4.3824663		-3.2042134		-2.6126153		-2.1126564		-1.743849		-4.3347597		-2.0205507		-0.70547724		-2.131743		-1.6799703		-1.3854947		-1.0790582		-0.8022752		-2.115952		-1.0147486		Yes		Yes		Yes		CK208073		0		FGAS019754 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208073]

		A_99_P366772		1.4664894		1.4565443		1.4728967		1.4647042		1.6385187		1.5406889		4.348682		1.3868824		3.240719		1.4377308		4.5889983		1.4236056		1.1266421		1.0600591		7.340027		-1.0554233		3.4205532		-1.0131259		8.670419		-1.028897		0.17202926		0.08414459		2.8757854		-0.07782173		1.7742296		-0.01881349		3.1161017		-0.041098595		No		Yes		Yes		TA102292_4565		TC453859		Rep: Cell wall invertase - Triticum aestivum (Wheat), partial (45%) [TC453859]

		A_99_P346296		11.782727		11.661094		11.306164		11.29528		11.579562		11.504589		12.694565		11.715617		12.041954		11.459365		12.029274		11.586352		-1.1512212		-1.1145835		2.6178837		1.3382399		1.1968371		-1.1500757		1.6507369		1.223549		-0.20316505		-0.15650463		1.388401		0.42033672		0.2592268		-0.20172882		0.7231102		0.2910719		No		Yes		Yes		TA95583_4565		0		0

		A_99_P489297		4.968075		4.2585635		3.0392926		3.124054		2.2976544		2.2282119		2.267144		2.2658777		3.15469		3.5062873		2.996598		3.068079		-6.3661466		-4.085044		-1.7078114		-1.8127453		-3.5146592		-1.6844484		-1.0300359		-1.0395614		-2.6704204		-2.0303516		-0.7721486		-0.85817623		-1.8133848		-0.7522762		-0.04269457		-0.05597496		Yes		No		No		CJ707695		TC426804		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC426804]

		A_99_P134355		10.286541		10.279512		10.151633		9.821517		10.669632		10.582374		11.535142		9.872189		11.1734705		10.406578		11.434643		9.753762		1.3041329		1.2335885		2.6090212		1.0357469		1.8492362		1.0920702		2.4334607		-1.0480843		0.38309097		0.3028612		1.3835087		0.050671577		0.8869295		0.12706566		1.2830095		-0.067754745		No		Yes		Yes		BT009392		0		Triticum aestivum clone wlm96.pk037.f18:fis, full insert mRNA sequence [BT009392]

		A_99_P420377		1.7893587		1.3784366		3.289325		2.4829795		2.1752543		3.7772808		5.070197		4.378854		3.1874244		4.105705		5.092921		5.0322466		1.3066707		5.273805		3.4363384		3.7214742		2.63548		6.6220055		3.4908922		5.8533683		0.3858956		2.3988442		1.7808721		1.8958743		1.3980657		2.7272682		1.8035958		2.549267		Yes		Yes		Yes		CK193900		TC380949		FGAS002319 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK193900]

		A_99_P508587		6.7726903		6.6985664		6.557979		6.958367		7.6812997		10.073704		9.693424		6.8229003		8.6663885		8.221799		9.610962		6.701151		1.8772352		10.375704		8.787454		-1.098448		3.7158654		2.8743434		8.29926		-1.1951702		0.9086094		3.3751373		3.135445		-0.13546658		1.8936982		1.5232325		3.0529828		-0.25721598		Yes		Yes		Yes		TC435438		TC435438		Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC435438]

		A_99_P141518		5.3277864		6.051735		6.2109323		4.8794065		3.0874813		2.5306594		5.6703525		4.3308425		3.016012		4.5524583		2.2770922		5.6304965		-4.72497		-11.480197		-1.454557		-1.4626291		-4.964934		-2.8270092		-15.282832		1.683064		-2.2403052		-3.5210755		-0.5405798		-0.54856396		-2.3117745		-1.4992766		-3.93384		0.75109005		Yes		Yes		Yes		BE418362		TC421850		SCL031.F02R990601 ITEC SCL Wheat Leaf Library Triticum aestivum cDNA clone SCL031.F02, mRNA sequence [BE418362]

		A_99_P434982		7.3631725		7.4472423		7.3722005		7.679853		6.5623055		6.3792214		6.176225		6.962296		6.572963		6.458096		5.9133697		7.2895484		-1.7421479		-2.0965552		-2.2909966		-1.6443951		-1.7293253		-1.9850099		-2.748855		-1.31067		-0.8008671		-1.0680208		-1.1959753		-0.71755695		-0.7902093		-0.98914623		-1.4588308		-0.39030457		No		Yes		Yes		TC392496		TC392496		Rep: Homolog of Tetraodon nigroviridis "Class I helical cytokine receptor member 5. - Takifugu rubripes, partial (3%) [TC392496]

		A_99_P244471		8.966549		8.540279		9.843437		10.149291		8.991075		8.114425		9.013865		9.835324		9.259711		8.169568		8.825942		10.024289		1.0171452		-1.343368		-1.7771577		-1.243121		1.2253232		-1.2929902		-2.0244012		-1.0905092		0.024525642		-0.42585468		-0.8295717		-0.31396675		0.29316235		-0.37071133		-1.0174952		-0.1250019		No		Yes		Yes		TA65609_4565		TC379083		Rep: Nuclease I - Hordeum vulgare (Barley), partial (77%) [TC379083]

		A_99_P129280		2.0498738		2.051891		3.416755		6.304377		3.7344484		8.47684		10.236936		8.973996		4.4847198		5.949595		9.571714		8.900437		3.214456		85.921585		113.00015		6.362612		5.407066		14.904787		71.25699		6.0463324		1.6845746		6.4249487		6.820181		2.669619		2.434846		3.897704		6.1549597		2.5960603		Yes		Yes		Yes		AB244637		NP9351208		Triticum aestivum TaGlb2a mRNA for endo-beta-1,3-glucanase, complete cds [AB244637]

		A_99_P360401		4.5557003		2.893603		1.9004065		3.09395		7.345104		8.451594		7.430019		4.5912976		9.002079		8.548519		7.164891		4.755893		6.9134407		47.110966		46.193325		2.8232317		21.801851		50.38477		38.438614		3.1644247		2.789404		5.557991		5.5296125		1.4973476		4.4463787		5.654916		5.2644844		1.6619432		Yes		Yes		Yes		TA100136_4565		0		0

		A_99_P422967		3.3839245		4.947603		4.250868		5.359364		2.4975817		2.539363		2.4292877		3.1949446		1.9042873		3.5559924		1.5474783		3.4020805		-1.8484843		-5.3082647		-3.5346813		-4.48286		-2.788786		-2.6237147		-6.513304		-3.8833008		-0.88634276		-2.4082403		-1.8215802		-2.1644194		-1.4796371		-1.3916109		-2.7033896		-1.9572835		Yes		No		No		AK335072		TC383123		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		A_99_P238136		6.404112		7.5812626		7.5820746		6.878966		5.654921		3.572612		2.611761		2.7853546		5.567253		5.238146		4.0958915		4.8014455		-1.6808498		-16.096228		-31.348263		-17.072605		-1.7861568		-5.073976		-11.2058735		-4.2208114		-0.7491908		-4.008651		-4.9703135		-4.0936112		-0.83685875		-2.3431168		-3.4861832		-2.0775204		Yes		Yes		Yes		TA63932_4565		TC425997		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (46%) [TC425997]

		A_99_P245566		11.928749		12.025359		12.15446		12.087006		12.567187		13.3187685		13.291039		12.341725		12.684708		12.765704		13.400639		12.19468		1.5566431		2.451066		2.1985915		1.1931039		1.6887532		1.6705753		2.3721228		1.0774901		0.6384382		1.2934093		1.1365795		0.25471973		0.75595856		0.740345		1.2461786		0.1076746		No		Yes		Yes		TA65890_4565		TC395240		0

		A_99_P087000		4.824722		4.5788136		4.8500814		3.3918297		2.996703		2.5846617		4.35688		3.1746216		2.6650448		3.7190344		3.7018077		3.0149133		-3.5504918		-3.9838183		-1.4075648		-1.1624818		-4.468148		-1.8147604		-2.2164853		-1.2985634		-1.8280189		-1.9941518		-0.49320126		-0.21720815		-2.159677		-0.8597791		-1.1482737		-0.3769164		Yes		No		No		CK168687		0		FGAS043276 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK168687]

		A_99_P451352		9.5400915		10.206309		10.149678		9.857163		9.1619835		8.711541		9.098952		9.283954		8.580493		9.503625		8.952352		9.577369		-1.2996364		-2.8181887		-2.071572		-1.48783		-1.9447687		-1.6275303		-2.2931435		-1.2140222		-0.37810802		-1.4947681		-1.0507259		-0.57320976		-0.95959854		-0.7026844		-1.1973267		-0.2797947		No		Yes		Yes		TA71377_4565		TC404690		0

		A_99_P364991		5.344891		5.6566606		5.4673514		5.569435		4.7123537		4.019979		3.9690135		3.5070522		4.5061073		4.7664676		4.299814		4.3407764		-1.5502892		-3.1094978		-2.8251705		-4.1767564		-1.7885417		-1.8534241		-2.2462792		-2.3434901		-0.63253736		-1.6366816		-1.498338		-2.062383		-0.83878374		-0.890193		-1.1675372		-1.2286587		Yes		No		No		TA101697_4565		TC459758		Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC459758]

		A_99_P532367		5.64546		5.8443		6.1743774		5.697237		5.232788		4.676166		5.2118664		5.2356887		4.517757		5.115314		5.0805163		5.40325		-1.331149		-2.247208		-1.9486988		-1.3770188		-2.1851058		-1.6574734		-2.1344452		-1.2260237		-0.41267204		-1.1681337		-0.96251106		-0.46154833		-1.1277032		-0.7289858		-1.0938611		-0.2939868		No		Yes		Yes		CJ778107		TC445461		CJ778107 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl25c05 5', mRNA sequence [CJ778107]

		A_99_P448767		2.2957308		2.3828275		1.717598		2.163789		2.4274817		4.347698		3.0787544		3.0112581		4.431184		4.143338		4.3893275		3.2175045		1.0956225		3.9037771		2.5689101		1.7993416		4.3937507		3.3881805		6.3719263		2.075869		0.13175082		1.9648707		1.3611565		0.8474691		2.135453		1.7605107		2.6717296		1.0537155		Yes		Yes		Yes		TC402805		TC402805		0

		A_99_P256406		8.937041		9.456323		7.746942		8.2433		8.746968		8.106064		6.878694		8.229696		8.318837		8.368159		6.6113334		7.786386		-1.1408215		-2.5495787		-1.8254447		-1.0094743		-1.5349633		-2.126032		-2.1971123		-1.372603		-0.19007301		-1.3502588		-0.868248		-0.013604164		-0.6182041		-1.0881634		-1.1356087		-0.45691442		No		Yes		Yes		AJ508387		TC437394		Triticum aestivum mRNA for fructan 1-exohydrolase (1-FEH gene) [AJ508387]

		A_99_P143513		10.404854		11.32943		11.513493		11.111186		10.190411		10.134198		9.775547		10.781117		9.716496		10.907161		10.078856		10.685061		-1.160256		-2.2898157		-3.3355982		-1.2570732		-1.6114477		-1.3400333		-2.7031398		-1.3436195		-0.2144432		-1.1952314		-1.7379456		-0.3300686		-0.68835735		-0.42226887		-1.4346361		-0.42612457		No		Yes		Yes		CD919800		0		0

		A_99_P241526		10.0946245		10.169182		9.227281		10.134513		9.459916		8.645757		8.548629		9.157323		9.151204		9.122071		8.138375		9.473156		-1.5526239		-2.8747272		-1.6006433		-1.9686273		-1.9230822		-2.0663872		-2.1271257		-1.5815694		-0.6347084		-1.5234251		-0.6786518		-0.97719		-0.9434204		-1.0471106		-1.0889053		-0.6613569		No		Yes		Yes		TA64878_4565		TC424353		0

		A_99_P528492		9.478187		10.4050665		9.81033		11.168446		8.056235		7.726423		8.692479		8.850319		7.662083		8.505972		7.5861926		9.722069		-2.6794767		-6.402537		-2.170235		-4.9868426		-3.5212886		-3.7297904		-4.6723156		-2.7252278		-1.4219513		-2.6786437		-1.1178513		-2.3181267		-1.8161035		-1.8990946		-2.2241378		-1.4463768		Yes		Yes		Yes		AK332545		TC443944		Triticum aestivum cDNA, clone: WT004_E01, cultivar: Chinese Spring [AK332545]

		A_99_P193378		4.857487		5.049417		4.9560027		5.693788		5.421467		6.3673596		5.9065375		6.2430854		5.8935037		6.1772933		6.473602		6.298233		1.4783416		2.4931033		1.9325889		1.4633728		2.0505579		2.185368		2.8631418		1.5203937		0.5639796		1.3179426		0.9505348		0.54929733		1.0360165		1.1278763		1.5175991		0.604445		Yes		No		No		CJ674601		TC444075		CJ674601 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17p23 5', mRNA sequence [CJ674601]

		A_99_P255461		8.65031		9.48278		9.256076		10.145106		8.085914		7.853995		7.778342		8.953532		7.9156036		8.380149		7.719258		9.198947		-1.4787682		-3.0925257		-2.7851095		-2.284018		-1.6640582		-2.1474605		-2.9015384		-1.9267366		-0.5643959		-1.6287856		-1.4777341		-1.1915741		-0.7347059		-1.1026316		-1.536818		-0.94615936		Yes		Yes		Yes		TA68681_4565		TC397856		0

		A_99_P325636		8.837241		9.106311		9.763074		9.467641		9.087372		9.375012		8.568198		9.313909		9.237899		8.819889		8.918054		9.268014		1.1893148		1.2047231		-2.289251		-1.1124437		1.3201096		-1.2196116		-1.79629		-1.1484014		0.25013065		0.26870155		-1.1948757		-0.1537323		0.40065765		-0.28642178		-0.8450203		-0.19962692		No		Yes		Yes		TA89242_4565		TC412158		Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC412158]

		A_99_P522882		4.627887		5.3024335		3.705972		5.4269867		5.070028		7.61873		7.0655785		5.9327226		5.573668		7.1241994		7.3952613		6.250091		1.3586191		4.9805207		10.264607		1.4198474		1.9262316		3.5351365		12.899912		1.7692089		0.44214106		2.3162966		3.3596065		0.5057359		0.94578123		1.8217659		3.6892893		0.8231044		Yes		Yes		Yes		CA630941		TC441717		0

		A_99_P441487		12.536633		12.606893		12.849147		12.78083		12.490604		12.34838		11.348912		12.587346		12.75018		12.257446		11.742531		12.475915		-1.0324187		-1.1962447		-2.8288872		-1.1435221		1.1595361		-1.2740716		-2.1533995		-1.2353462		-0.046028137		-0.2585125		-1.5002346		-0.1934843		0.2135477		-0.3494463		-1.106616		-0.30491543		No		Yes		Yes		CK217227		TC397536		Rep: Glutathione peroxidase - Oryza sativa subsp. indica (Rice), complete [TC397536]

		A_99_P296946		6.573052		6.7705913		6.969133		7.0449653		7.2458396		7.5858665		7.7876363		7.155103		7.4571147		7.175804		8.060435		7.2666206		1.5941503		1.7596338		1.7635756		1.0793314		1.8455653		1.3242843		2.130663		1.1660708		0.67278767		0.8152752		0.8185034		0.11013794		0.88406277		0.40521288		1.0913024		0.22165537		No		Yes		Yes		AK331942		TC386370		Triticum aestivum cDNA, clone: WT002_M02, cultivar: Chinese Spring [AK331942]

		A_99_P064815		3.9749339		4.927773		6.069158		5.53006		3.8966014		4.889021		4.391788		6.0241966		4.4094853		4.665753		4.930542		5.9887276		-1.055797		-1.0272249		-3.1984437		1.4084778		1.3514906		-1.1991566		-2.201697		1.3742722		-0.078332424		-0.03875208		-1.6773701		0.4941368		0.43455148		-0.2620201		-1.1386161		0.45866776		No		Yes		Yes		CV765993		TC394510		FGAS060380 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765993]

		A_99_P356611		7.4930954		8.220812		8.033475		7.1098332		6.3416867		6.321262		5.5337405		6.080465		6.1111684		6.9966207		5.747845		5.9547563		-2.2213068		-3.730968		-5.6558127		-2.0411305		-2.6061625		-2.3362443		-4.875769		-2.226962		-1.1514087		-1.89955		-2.4997344		-1.0293684		-1.381927		-1.2241912		-2.2856297		-1.155077		Yes		Yes		Yes		TA98831_4565		TC456658		0

		A_99_P526627		11.376721		11.368492		9.862271		9.742403		11.955728		12.9280815		11.28722		10.8510065		11.751962		11.536805		11.437805		10.517032		1.4938198		2.9476993		2.6850495		2.156368		1.2970556		1.1237437		2.9804575		1.7107496		0.5790062		1.5595894		1.4249487		1.1086035		0.37524033		0.16831303		1.5755339		0.77462864		Yes		Yes		Yes		TC443228		TC443228		0

		A_99_P241811		9.451249		9.180282		9.471856		9.8172655		9.318832		8.2989		8.197913		9.43073		8.966269		8.559773		8.011466		9.49834		-1.0961283		-1.8421391		-2.4182158		-1.3072505		-1.399567		-1.5374167		-2.7518277		-1.2474015		-0.13241673		-0.881382		-1.273943		-0.38653564		-0.48498058		-0.6205082		-1.4603901		-0.31892586		No		Yes		Yes		TA64944_4565		0		0

		A_99_P004677		14.689659		14.815448		13.465843		12.701741		13.508746		13.435951		12.626611		10.998538		13.3623		14.026924		12.57		12.843501		-2.2672021		-2.6017756		-1.789098		-3.2562313		-2.5094292		-1.727306		-1.8606975		1.1032501		-1.180913		-1.3794966		-0.83923244		-1.7032032		-1.3273592		-0.7885237		-0.8958435		0.14175987		Yes		No		No		X15233		TC381278		Wheat mRNA for chloroplast phosphoglycerate kinase (EC 2.7.2.3) [X15233]

		A_99_P247946		4.9352736		5.205393		4.2371182		5.348856		4.2590904		3.5504007		3.1768036		3.9796238		2.8320522		4.0628667		2.1557424		4.718448		-1.5979067		-3.1492147		-2.0853863		-2.5833304		-4.296677		-2.2076724		-4.232106		-1.5480025		-0.6761832		-1.6549921		-1.0603147		-1.3692322		-2.1032214		-1.1425261		-2.0813758		-0.6304078		Yes		Yes		Yes		TA66547_4565		TC381809		Rep: Peptidase M20D, amidohydrolase - Thermobifida fusca (strain YX), partial (5%) [TC381809]

		A_99_P072860		1.521772		1.4217473		1.7694575		1.4292306		1.5075922		3.2333906		4.860983		2.7836914		2.0036268		2.254372		5.316855		2.9957058		-1.0098772		3.510419		8.523971		2.5570154		1.396538		1.7809223		11.691577		2.9618022		-0.014179826		1.8116432		3.0915256		1.3544608		0.4818548		0.83262455		3.5473976		1.5664753		Yes		Yes		Yes		CD880722		TC441736		F1.075K23F010125 F1 Triticum aestivum cDNA clone F1075K23, mRNA sequence [CD880722]

		A_99_P307966		6.4477253		7.0914674		6.196991		6.4215903		5.9113164		6.0470634		6.100559		6.184931		5.58754		6.4812512		5.8453155		6.6573906		-1.4503578		-2.062514		-1.0691259		-1.1782613		-1.8152713		-1.5264878		-1.2760417		1.1775597		-0.5364089		-1.044404		-0.09643173		-0.23665953		-0.86018515		-0.61021614		-0.3516755		0.23580027		No		Yes		Yes		TA84040_4565		0		0

		A_99_P298781		8.946736		7.951401		9.048135		8.534431		7.767357		5.3698983		5.182402		5.179033		8.235034		6.160029		6.0721755		5.8191605		-2.2647934		-5.985629		-14.578119		-10.234713		-1.6377355		-3.4614398		-7.8677945		-6.5671663		-1.1793795		-2.581503		-3.8657327		-3.3553987		-0.71170235		-1.7913723		-2.9759593		-2.715271		Yes		Yes		Yes		TA81321_4565		TC453497		Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat), partial (26%) [TC453497]

		A_99_P305781		4.8710685		6.606466		10.943082		9.622629		4.2926545		4.730458		8.671181		9.2232895		5.128364		5.1472287		9.242942		9.266155		-1.4932067		-3.67058		-4.8295913		-1.3189042		1.1952361		-2.7496293		-3.2493248		-1.2802929		-0.57841396		-1.876008		-2.2719011		-0.39933968		0.2572956		-1.4592371		-1.70014		-0.35647392		Yes		Yes		Yes		AK332180		TC410514		Triticum aestivum cDNA, clone: SET1_M02, cultivar: Chinese Spring [AK332180]

		A_99_P040658		2.4312644		1.589365		2.2164967		2.3441455		10.344499		10.737737		9.84846		10.827805		10.358969		10.293422		8.874749		6.916063		241.05762		567.45874		198.35814		357.96106		243.48758		417.04428		101.002884		23.783968		7.913234		9.148372		7.6319637		8.483659		7.9277043		8.704057		6.6582527		4.5719175		Yes		Yes		Yes		CA690357		0		wlm96.pk037.h11 wlm96 Triticum aestivum cDNA clone wlm96.pk037.h11 5' end, mRNA sequence [CA690357]

		A_99_P406827		12.842152		13.533832		13.376569		14.116478		13.523838		14.858833		14.9373865		14.3702		13.767376		14.469764		15.169677		14.136577		1.6040137		2.5053318		2.95021		1.1922792		1.8989794		1.9131263		3.465607		1.0140288		0.6816864		1.3250017		1.5608177		0.2537222		0.9252243		0.93593216		1.793108		0.020098686		No		Yes		Yes		Y18626		TC368995		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		A_99_P458632		8.1601715		7.542309		7.733055		11.322937		9.112016		8.787336		10.121795		11.480283		8.697801		8.903396		9.4148245		12.321504		1.9343438		2.3702307		5.236996		1.1152334		1.451585		2.5687861		3.2082117		1.9980139		0.9518442		1.2450275		2.3887396		0.15734577		0.5376291		1.3610868		1.6817694		0.9985666		Yes		No		No		CJ732955		TC409621		CJ732955 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh11j12 5', mRNA sequence [CJ732955]

		A_99_P375717		5.592306		4.906898		5.6723037		5.1744804		8.214696		9.729492		9.050136		6.9739985		9.878959		8.710598		9.383221		6.6831107		6.1576924		28.297333		10.395102		3.4810393		19.516907		13.964577		13.094753		2.8453977		2.6223898		4.822594		3.377832		1.7995181		4.2866526		3.8037		3.710917		1.5086303		Yes		Yes		Yes		TA104495_4565		TC438128		Rep: Glutathione transferase - Alopecurus myosuroides (Slender meadow foxtail) (Black grass), partial (38%) [TC438128]

		A_99_P468472		4.4609256		4.4031196		6.099363		5.7417455		2.8988142		3.445679		3.9150126		4.4381604		4.3918233		3.9341195		4.173371		4.5265865		-2.9528568		-1.9418619		-4.5452204		-2.4684153		-1.0490637		-1.3841498		-3.7999804		-2.3216636		-1.5621114		-0.9574406		-2.1843503		-1.303585		-0.06910229		-0.4690001		-1.925992		-1.2151589		Yes		Yes		Yes		TC415667		TC415667		0

		A_99_P506617		4.1688976		4.4849186		5.1328163		4.2932734		3.9759607		3.2138069		3.9311745		3.5578785		3.3109143		3.125003		3.2240026		2.6684742		-1.1430883		-2.4134748		-2.3000126		-1.6648532		-1.812503		-2.5667014		-3.755002		-3.0839925		-0.1929369		-1.2711117		-1.2016418		-0.73539495		-0.85798335		-1.3599155		-1.9088137		-1.6247993		Yes		No		No		DR738533		TC434615		Rep: Ribulose bisphosphate carboxylase small chain PW9, chloroplast precursor - Triticum aestivum (Wheat), complete [TC434615]

		A_99_P321856		5.720409		6.303572		5.204374		6.088062		5.3165665		5.702444		6.7977033		6.4371133		5.265325		6.052176		6.2961044		6.266233		-1.3230269		-1.5169022		3.0174491		1.2737229		-1.3708625		-1.1903585		2.1312954		1.1314487		-0.40384245		-0.6011281		1.5933294		0.34905148		-0.45508385		-0.25139618		1.0917306		0.17817116		No		Yes		Yes		TA88091_4565		TC416344		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC416344]

		A_99_P167864		13.738857		13.076981		14.518096		13.785438		15.105087		16.669884		15.832952		15.145821		15.771199		15.705995		16.220491		14.743983		2.5779603		12.066231		2.4877741		2.5675335		4.0906835		6.186031		3.2544086		1.94335		1.36623		3.5929031		1.3148556		1.360383		2.032342		2.629014		1.7023954		0.9585457		Yes		Yes		Yes		U32431		TC375395		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P074585		7.8900847		7.388847		8.108525		7.9570155		8.3976555		8.555936		8.816221		8.230605		8.657134		7.95335		8.971329		8.154012		1.4216543		2.2455814		1.6331937		1.2088118		1.7017857		1.4788781		1.8185687		1.1463091		0.50757074		1.167089		0.70769596		0.2735896		0.7670493		0.5645032		0.86280346		0.19699621		No		Yes		Yes		AF532601		TC378225		Triticum aestivum multidrug resistance associated protein MRP2 mRNA, complete cds [AF532601]

		A_99_P230601		9.591237		9.332577		9.491093		9.986766		9.488093		10.031505		10.955502		9.913494		9.732766		9.581645		10.984118		10.173573		-1.0741115		1.623298		2.7595038		-1.0521		1.1030736		1.1884394		2.8147871		1.1382415		-0.10314369		0.6989279		1.4644089		-0.07327175		0.14152908		0.24906826		1.4930258		0.18680668		No		Yes		Yes		TA61669_4565		TC449331		Rep: Cobalamin-independent methionine synthase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (34%) [TC449331]

		A_99_P406047		1.6381499		1.7561245		1.4350506		1.4283787		1.4734527		4.161014		4.0179186		2.3072212		2.434231		3.4133797		4.043677		3.5416367		-1.1209308		5.2959504		5.991296		1.8388993		1.7363782		3.1541586		6.099227		4.3266726		-0.16469717		2.4048896		2.582868		0.8788425		0.7960812		1.6572552		2.6086264		2.113258		Yes		Yes		Yes		NP421616		NP421616		GB

		A_99_P296986		11.695217		11.715827		12.213837		12.350418		12.023738		11.093465		11.331637		12.171781		11.040302		11.480968		10.813605		12.32005		1.2557251		-1.5393935		-1.8431829		-1.1318145		-1.574523		-1.1767913		-2.639439		-1.0212725		0.32852077		-0.62236214		-0.8821993		-0.1786375		-0.65491486		-0.23485851		-1.4002314		-0.030367851		No		Yes		Yes		TA80790_4565		TC370905		Rep: Os05g0557700 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC370905]

		A_99_P501852		4.61194		6.6816573		9.704005		7.653061		3.0275376		3.8747056		7.141793		7.077932		4.112535		4.4337783		7.900772		7.127706		-2.9988353		-6.998044		-5.9061275		-1.4898107		-1.4136304		-4.7498403		-3.4900148		-1.4392875		-1.5844023		-2.8069518		-2.5622125		-0.57512903		-0.4994049		-2.247879		-1.8032331		-0.52535486		Yes		Yes		Yes		TC432539		TC432539		0

		A_99_P230546		12.355699		12.237891		12.163472		13.136531		12.296875		12.865111		14.328469		13.116856		12.487492		12.5525055		14.442792		13.361916		-1.0416161		1.544586		4.4846554		-1.0137312		1.0956546		1.2436792		4.8544903		1.169089		-0.058823586		0.62722015		2.164997		-0.019675255		0.13179302		0.3146143		2.2793198		0.22538471		No		Yes		Yes		TA61658_4565		TC374824		0

		A_99_P210291		11.223422		11.763724		10.939144		11.538398		10.648786		10.485066		10.457704		11.35812		10.052925		11.0593		9.801927		11.647626		-1.4893022		-2.4261317		-1.396137		-1.133102		-2.2508922		-1.6294938		-2.199564		1.078651		-0.57463646		-1.2786579		-0.48144054		-0.18027782		-1.170497		-0.7044239		-1.1372175		0.109228134		No		Yes		Yes		TA54225_4565		TC456124		Rep: UDP-glucosyltransferase BX8 - Zea mays (Maize), partial (22%) [TC456124]

		A_99_P250751		13.424825		13.534307		12.452043		12.253953		12.132588		12.09816		11.145912		11.150986		11.802273		12.736767		11.070671		12.340388		-2.449074		-2.7059717		-2.472774		-2.1479602		-3.0791922		-1.7381345		-2.605159		1.0617435		-1.2922363		-1.4361467		-1.3061304		-1.1029673		-1.6225519		-0.7975397		-1.3813715		0.08643532		Yes		No		No		AK331954		TC396049		Triticum aestivum cDNA, clone: WT002_M13, cultivar: Chinese Spring [AK331954]

		A_99_P360756		4.601691		3.7049239		4.1291146		4.2675095		5.3368134		5.5429473		5.619368		4.654087		5.4423623		4.991755		6.0019774		4.6277795		1.664539		3.5751987		2.8093832		1.3072885		1.7908835		2.4399154		3.6625865		1.2836661		0.7351227		1.8380234		1.4902534		0.3865776		0.84067154		1.2868311		1.8728628		0.36027002		Yes		Yes		Yes		TA100242_4565		TC424438		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC424438]

		A_99_P553912		4.596222		4.160518		3.9722388		3.7930813		2.428191		3.2749326		2.5951247		2.0458333		2.782263		2.972905		2.663186		2.2184756		-4.4940963		-1.8475143		-2.5974824		-3.3571754		-3.516058		-2.277756		-2.477788		-2.9785407		-2.168031		-0.88558555		-1.377114		-1.7472479		-1.8139589		-1.1876132		-1.3090527		-1.5746057		Yes		No		No		CK208458		TC453771		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC453771]

		A_99_P217971		5.7701173		5.1866255		2.681076		2.2463408		3.2632139		3.484093		1.5752419		1.3647003		4.0781827		4.2154737		2.145869		1.397983		-5.6839876		-3.254718		-2.152233		-1.8424691		-3.2308967		-1.9604051		-1.4491501		-1.8004503		-2.5069034		-1.7025325		-1.1058341		-0.88164043		-1.6919346		-0.9711518		-0.53520703		-0.8483578		Yes		No		No		TA57429_4565		TC374284		Rep: Proline-rich protein - Triticum aestivum (Wheat), partial (34%) [TC374284]

		A_99_P431562		7.4627566		4.2034135		3.427555		1.9508778		7.904175		7.469784		8.614557		6.3329887		9.077601		7.7687106		9.446813		5.893927		1.3579385		9.622224		36.428665		20.85196		3.0627866		11.837538		64.860016		15.380702		0.44141817		3.2663703		5.187002		4.382111		1.6148448		3.5652971		6.0192575		3.9430494		Yes		Yes		Yes		TC389781		TC389781		0

		A_99_P299116		4.7541413		4.694187		5.1767616		4.8373394		4.6902437		3.729442		4.3948503		3.2442017		3.435854		3.7586544		3.399133		3.4488208		-1.0452859		-1.9517189		-1.7194073		-3.0170481		-2.493699		-1.9125968		-3.4286215		-2.618097		-0.06389761		-0.9647453		-0.7819114		-1.5931377		-1.3182874		-0.9355328		-1.7776287		-1.3885186		Yes		No		No		TA81424_4565		0		0

		A_99_P017289		6.891314		6.3249764		7.0845184		6.988275		6.099296		5.1498775		6.0741744		4.553381		4.8846555		5.3395844		4.875805		5.0561066		-1.7314947		-2.2580836		-2.0143914		-5.407246		-4.018504		-1.9798514		-4.6226287		-3.816284		-0.79201794		-1.1750989		-1.010344		-2.434894		-2.0066586		-0.9853921		-2.2087135		-1.9321685		Yes		No		No		BJ314286		TC438075		BJ314286 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf17a19 5', mRNA sequence [BJ314286]

		A_99_P237766		11.238255		11.498784		10.927314		11.161504		10.905902		10.777767		10.575402		10.812428		10.564694		10.994186		9.919108		11.039218		-1.2590649		-1.6483434		-1.2762505		-1.273744		-1.5950041		-1.4187276		-2.0114076		-1.0884581		-0.33235264		-0.7210169		-0.35191154		-0.34907532		-0.67356014		-0.50459766		-1.0082054		-0.12228584		No		Yes		Yes		AK332791		TC380158		Triticum aestivum cDNA, clone: SET1_O12, cultivar: Chinese Spring [AK332791]

		A_99_P301731		10.706162		11.491263		11.8897085		11.192136		9.4859495		10.282471		11.078151		10.157887		8.804657		10.838393		10.560318		11.201068		-2.329811		-2.3114412		-1.7551055		-2.0480464		-3.7360284		-1.572293		-2.512965		1.0062104		-1.2202129		-1.2087927		-0.81155777		-1.0342484		-1.9015055		-0.6528702		-1.3293905		0.008932114		Yes		No		No		AK333702		TC418631		Triticum aestivum cDNA, clone: WT008_I01, cultivar: Chinese Spring [AK333702]

		A_99_P277776		12.391683		12.381869		12.171879		12.212063		11.011677		10.397963		11.397934		10.378874		10.4858885		11.768807		10.472439		11.935412		-2.6026943		-3.955628		-1.709939		-3.5632384		-3.7471511		-1.5295019		-3.2477486		-1.211379		-1.3800058		-1.9839067		-0.77394485		-1.833189		-1.9057941		-0.6130619		-1.69944		-0.27665043		Yes		No		No		TA75232_4565		TC392495		0

		A_99_P500372		5.315149		5.3209314		4.670915		5.3209777		6.983481		6.638733		6.648397		7.5084786		5.892323		6.217589		5.578357		5.1539254		3.1784692		2.4928594		3.9380512		4.5551577		1.4919242		1.8617475		1.8757169		-1.1227621		1.6683321		1.3178015		1.9774818		2.187501		0.5771742		0.89665747		0.9074421		-0.16705227		Yes		No		No		AK335811		TC431680		Triticum aestivum cDNA, clone: WT013_N08, cultivar: Chinese Spring [AK335811]

		A_99_P360611		3.5108373		1.5771698		1.3725953		2.0493789		4.631043		4.553656		2.3527713		5.024356		5.094431		3.421786		1.6067408		5.0025373		2.1737795		7.870669		1.972706		7.8624396		2.9971547		3.5915742		1.1762099		7.7444263		1.1202056		2.9764862		0.980176		2.974977		1.5835936		1.8446163		0.23414552		2.9531584		Yes		No		No		TA100202_4565		TC429824		0

		A_99_P119384		8.367782		8.907853		8.394474		8.569279		8.814259		9.996013		9.744818		9.3292		8.884003		9.685439		9.824321		9.0581455		1.3627084		2.1260264		2.5497286		1.693398		1.4302042		1.7142601		2.694181		1.4033421		0.44647694		1.0881596		1.3503437		0.7599211		0.51622105		0.777586		1.4298468		0.4888668		No		Yes		Yes		CJ682224		TC455196		CJ682224 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok7i03 5', mRNA sequence [CJ682224]

		A_99_P178459		11.948323		11.736697		10.527679		10.955147		11.169875		10.433385		8.286796		10.48527		11.00692		10.650805		8.248458		10.6398		-1.7152847		-2.4679484		-4.726866		-1.3849916		-1.9203954		-2.122687		-4.8541594		-1.2443106		-0.7784481		-1.3033123		-2.2408838		-0.46987724		-0.9414034		-1.0858917		-2.2792215		-0.31534672		Yes		Yes		Yes		CA611706		0		wr1.pk0132.e4 wr1 Triticum aestivum cDNA clone wr1.pk0132.e4 5' end, mRNA sequence [CA611706]

		A_99_P586362		7.291208		7.0071473		7.104943		7.9280543		6.337691		5.6465564		5.897358		6.051702		6.1862493		5.8067107		5.444149		7.555198		-1.9365878		-2.5679035		-2.309507		-3.671456		-2.150927		-2.2980921		-3.1619046		-1.2949139		-0.95351696		-1.3605909		-1.2075849		-1.8763523		-1.1049585		-1.2004366		-1.6607938		-0.37285614		Yes		No		No		Y16242		TC385716		Triticum aestivum mRNA for beta-amylase [Y16242]

		A_99_P280971		12.067782		11.711307		11.351593		11.595062		12.503876		12.9361315		11.8937025		11.897565		12.967839		12.09882		12.179133		11.761902		1.3529358		2.3372707		1.4561001		1.233282		1.8661395		1.3081366		1.7746572		1.1225966		0.43609333		1.2248249		0.5421095		0.30250263		0.90005684		0.38751316		0.8275404		0.1668396		No		Yes		Yes		TA76157_4565		TC389751		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC389751]

		A_99_P171309		1.6023312		1.5296901		1.5387555		2.048893		7.0151305		5.055329		6.2422156		3.0759938		8.790497		5.2303557		7.017839		2.9055226		42.600525		11.516565		26.054491		2.0379248		145.83221		13.002034		44.603455		1.810803		5.4127994		3.5256386		4.70346		1.0271008		7.1881657		3.7006655		5.4790835		0.8566296		Yes		Yes		Yes		TA80425_4565		TC433458		Rep: Pleiotropic drug resistance protein 1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (5%) [TC433458]

		A_99_P154447		4.323747		4.716143		7.838673		5.445311		7.0451035		8.012693		10.376405		8.639092		9.276204		6.1291757		10.528641		7.6748986		6.5949254		9.825632		5.8067527		9.150061		30.962648		2.6629634		6.452989		4.6899986		2.7213564		3.2965503		2.5377316		3.1937814		4.952457		1.4130325		2.6899676		2.2295876		Yes		No		No		CJ953663		TC399083		CJ953663 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul39f02 5', mRNA sequence [CJ953663]

		A_99_P116845		4.795546		4.9217224		4.2248416		4.193712		3.1365302		4.046985		3.6331158		2.9171727		3.691064		4.742474		3.6399882		3.8074605		-3.1580102		-1.8336741		-1.5070485		-2.4225721		-2.1502168		-1.1322938		-1.4998866		-1.3069932		-1.6590159		-0.87473726		-0.5917258		-1.2765396		-1.1044822		-0.17924833		-0.5848534		-0.3862517		Yes		No		No		CJ662127		TC429611		CJ662127 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp11k12 5', mRNA sequence [CJ662127]

		A_99_P563992		12.566386		12.769456		12.190915		11.998433		13.16402		13.686152		13.637593		12.9531975		13.905234		13.304314		13.983138		12.199501		1.5132322		1.8877877		2.7257972		1.938263		2.5294929		1.4487993		3.4634814		1.149549		0.59763336		0.91669655		1.4466782		0.95476437		1.3388481		0.53485775		1.792223		0.20106792		No		Yes		Yes		BT009287		TC407541		Triticum aestivum clone wlm0.pk0014.b1:fis, full insert mRNA sequence [BT009287]

		A_99_P300321		6.594011		6.7173157		5.789606		5.443929		5.090711		4.9291205		4.2220793		4.945248		5.368303		5.864568		4.4764423		5.424423		-2.8349037		-3.4538252		-2.9639618		-1.4129213		-2.338702		-1.8059368		-2.4848585		-1.0136123		-1.5032997		-1.7881951		-1.5675268		-0.49868107		-1.225708		-0.85274744		-1.3131638		-0.019505978		Yes		No		No		TA81769_4565		0		0

		A_99_P398637		10.485972		9.722629		9.54658		9.767937		9.926612		8.348592		7.8025947		9.06005		9.353627		8.594303		7.571776		8.937097		-1.4736159		-2.591948		-3.3495927		-1.6334097		-2.192148		-2.1860485		-3.9307494		-1.7787209		-0.5593605		-1.3740368		-1.7439857		-0.7078867		-1.1323452		-1.1283255		-1.9748044		-0.8308401		Yes		Yes		Yes		TA110104_4565		TC423887		Rep: AT5g17460 - Arabidopsis thaliana (Mouse-ear cress), complete [TC423887]

		A_99_P515542		5.2199554		4.434014		4.551709		4.5856233		6.4447274		8.074113		6.434129		6.2370906		7.6349635		6.778614		7.0756187		6.070397		2.3371851		12.467489		3.6869302		3.14153		5.3332243		5.079196		5.7513857		2.7987325		1.224772		3.640099		1.8824201		1.6514673		2.415008		2.3446002		2.5239096		1.4847736		Yes		Yes		Yes		TC438573		TC438573		Rep: Cysteine-rich C-terminal 1 - Mus musculus (Mouse), partial (26%) [TC438573]

		A_99_P361351		7.195122		6.9386106		6.8350387		6.761734		8.134843		9.288485		8.603444		7.4779487		9.087144		8.289947		9.121484		7.3887444		1.9181573		5.0977974		3.4067721		1.6428658		3.711551		2.551483		4.8785253		1.5443614		0.9397211		2.349874		1.7684054		0.71621466		1.8920221		1.351336		2.2864451		0.62701035		Yes		Yes		Yes		TA100469_4565		TC432533		0

		A_99_P418247		7.514277		10.004849		10.53029		9.642632		6.87216		7.7807975		9.5013685		8.744733		6.151857		8.79403		9.009376		9.026721		-1.5606176		-4.6720376		-2.0404978		-1.86335		-2.5711613		-2.3146904		-2.869728		-1.532525		-0.642117		-2.224052		-1.0289211		-0.8978987		-1.3624201		-1.2108192		-1.5209141		-0.61591053		Yes		Yes		Yes		CK208140		TC379172		0

		A_99_P128825		1.7554845		1.7860712		1.4898314		1.5467138		3.857455		5.9458394		5.3432593		2.7578452		6.3999467		3.950978		5.2885585		1.4408933		4.292954		17.87372		14.45431		2.3151913		25.010502		4.484375		13.916524		-1.0761063		2.1019707		4.159768		3.853428		1.2111313		4.644462		2.164907		3.798727		-0.10582054		Yes		Yes		Yes		CJ629163		TC394784		CJ629163 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs18f09 5', mRNA sequence [CJ629163]

		A_99_P133930		5.611172		6.2156086		5.748333		6.4771285		4.3539352		4.6074734		4.8835936		5.4813657		3.9682076		5.199486		4.7097588		5.6073785		-2.390375		-3.0485754		-1.8210107		-1.9941347		-3.1230693		-2.0224764		-2.0541966		-1.8273462		-1.257237		-1.6081352		-0.8647394		-0.9957628		-1.6429646		-1.0161228		-1.0385742		-0.86975		Yes		Yes		Yes		CV777624		0		0

		A_99_P488332		8.107623		7.4302125		7.513144		9.393571		11.755611		12.736636		14.914996		13.386537		11.897456		12.707259		14.603761		13.091657		12.535853		39.572426		169.11398		15.922177		13.830996		38.77478		136.29764		12.9788065		3.6479883		5.3064237		7.401852		3.9929657		3.789833		5.2770467		7.0906167		3.6980858		Yes		Yes		Yes		GR302911		TC419186		WRIC_527 cDNA library of a compatible interaction between stripe rust (Puccinia striiformis) and wheat Triticum aestivum cDNA 5' similar to WIR1, mRNA sequence [GR302911]

		A_99_P268931		8.182113		8.401933		8.836064		8.779517		8.109436		7.694879		8.200168		8.570819		7.422884		7.851246		7.538198		8.89222		-1.051666		-1.6324668		-1.5539032		-1.155645		-1.6925855		-1.4647828		-2.4586499		1.0812516		-0.07267666		-0.70705366		-0.6358967		-0.20869827		-0.7592287		-0.55068684		-1.2978663		0.11270237		No		Yes		Yes		FJ602077		TC403248		Triticum aestivum ubiquitin fusion degradation 1 protein (UFD1b) mRNA, complete cds [FJ602077]

		A_99_P519822		4.207212		4.766729		3.8813102		4.787203		5.5402718		6.1758447		5.408737		5.24937		5.59718		5.515616		5.5019665		5.1310167		2.5193644		2.6557434		2.8827126		1.3776097		2.6207285		1.680496		3.0751488		1.2691072		1.3330598		1.4091158		1.527427		0.46216726		1.3899679		0.74888706		1.6206563		0.3438139		Yes		Yes		Yes		CJ666205		TC440413		CJ666205 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp6g17 5', mRNA sequence [CJ666205]

		A_99_P226766		11.812569		11.788628		11.205178		11.698947		12.365083		13.155693		12.741402		12.121509		12.445607		12.729501		12.900794		11.930535		1.4666393		2.5794535		2.9003427		1.3403053		1.5508279		1.9196898		3.239151		1.1741269		0.5525141		1.3670654		1.5362234		0.42256165		0.6330385		0.94087315		1.6956158		0.23158836		No		Yes		Yes		TA60540_4565		TC393071		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC393071]

		A_99_P360906		8.3908205		8.988741		8.596244		9.744306		8.637389		9.255382		10.033856		8.808945		9.042164		9.077709		9.941786		8.756629		1.186382		1.2030034		2.7087224		-1.912369		1.57063		1.0636092		2.5412564		-1.982989		0.24656868		0.26664066		1.4376125		-0.9353609		0.65134335		0.08896828		1.345542		-0.9876766		No		Yes		Yes		TA100296_4565		TC436128		Rep: 3'-N-debenzoyltaxol N-benzoyltransferase-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC436128]

		A_99_P041956		9.747634		9.80482		9.507373		9.349933		9.211873		9.371835		11.171924		9.515605		9.803264		9.38735		10.309443		9.5000305		-1.4497066		-1.3500242		3.1701493		1.1216887		1.0393126		-1.3355833		1.7436018		1.1096448		-0.5357609		-0.4329853		1.6645508		0.1656723		0.05562973		-0.41746998		0.8020706		0.15009785		No		Yes		Yes		CA485639		0		WHE4321_B11_C21ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4321_B11_C21, mRNA sequence [CA485639]

		A_99_P328736		8.367705		8.335499		8.276413		8.216682		9.114905		9.934056		9.219897		8.633666		9.368303		9.186427		9.415855		8.697106		1.678532		3.0284035		1.9231673		1.3351331		2.0008292		1.8036611		2.2029586		1.3951535		0.7472		1.5985575		0.9434843		0.4169836		1.000598		0.8509283		1.1394424		0.48042393		No		Yes		Yes		TA90164_4565		0		0

		A_99_P199446		9.097939		9.575238		9.646453		10.066616		10.070134		11.044742		9.976958		9.464578		11.799461		10.061122		10.645223		9.664357		1.961824		2.7692657		1.2574538		-1.5178596		6.504882		1.4004434		1.9982953		-1.3215755		0.9721956		1.4695034		0.33050537		-0.6020384		2.7015228		0.4858837		0.99876976		-0.40225887		No		Yes		Yes		TA50759_4565		0		0

		A_99_P154597		5.3071213		5.1026464		5.68671		5.70703		3.8734028		3.695939		4.435919		4.730511		4.3827004		4.589142		4.787542		5.083933		-2.701421		-2.6513135		-2.3797188		-1.9677113		-1.8979222		-1.4275136		-1.8649901		-1.5401778		-1.4337184		-1.4067073		-1.2507911		-0.97651863		-0.92442083		-0.5135045		-0.899168		-0.62309694		Yes		No		No		CK169468		0		FGAS044098 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK169468]

		A_99_P063442		10.038981		9.641003		10.181126		10.542487		10.855347		11.509563		10.44085		10.349669		11.372607		10.824962		10.878148		10.56242		1.7609638		3.6516812		1.1972501		-1.1429939		2.520353		2.2719939		1.6211555		1.0139122		0.81636524		1.8685608		0.25972462		-0.19281769		1.3336258		1.183959		0.69702244		0.019932747		No		Yes		Yes		BE445506		TC400850		WHE1135_C04_F07ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1135_C04_F07, mRNA sequence [BE445506]

		A_99_P072280		3.998745		4.847075		5.1049294		4.5330844		3.190632		3.1020114		3.4437268		3.616752		3.0748966		3.6408873		2.80496		2.5677977		-1.7509196		-3.352096		-3.1628008		-1.8873115		-1.8971692		-2.3072715		-4.9244733		-3.9049032		-0.80811286		-1.7450635		-1.6612027		-0.9163325		-0.9238484		-1.2061877		-2.2999694		-1.9652867		Yes		Yes		Yes		BT009022		0		Triticum aestivum clone wdk3c.pk011.l1:fis, full insert mRNA sequence [BT009022]

		A_99_P204666		9.136769		7.76654		7.332524		7.1811347		9.645099		9.784238		12.840323		9.7844		10.955352		10.12083		13.196182		8.5407		1.4224021		4.049371		45.500156		6.076604		3.5273447		5.1134233		58.2287		2.5660784		0.5083294		2.0176978		5.5077996		2.6032653		1.8185825		2.3542895		5.8636584		1.3595653		Yes		Yes		Yes		TA52450_4565		TC403041		Rep: Wali3 protein - Triticum aestivum (Wheat), complete [TC403041]

		A_99_P235511		8.615296		9.441695		13.422832		10.92936		11.085301		11.906071		11.657219		11.267787		13.151145		11.213031		12.117671		10.743577		5.5404572		5.51888		-3.4001834		1.2643769		23.196714		3.4136984		-2.4711123		-1.1374345		2.470005		2.4643755		-1.7656126		0.3384266		4.5358486		1.7713356		-1.3051605		-0.18578339		No		Yes		Yes		TA63214_4565		TC385013		0

		A_99_P356641		3.577511		2.5809107		1.4007568		1.3844656		5.6969333		2.5327618		2.5271537		2.5038795		4.5785728		3.7695296		3.1327145		1.3862406		4.3451986		-1.0339375		2.1831284		2.172587		2.0014722		2.2793443		3.3217826		1.0012311		2.1194222		-0.04814887		1.1263969		1.119414		1.0010617		1.1886189		1.7319577		0.0017750263		Yes		No		No		TA98841_4565		TC422800		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC422800]

		A_99_P258761		3.4920585		1.3788029		2.2002501		5.0466065		5.92906		4.7807536		6.1179714		7.5224137		6.894909		3.1135733		6.150444		7.3742537		5.4151506		10.570347		15.113032		5.562784		10.57694		3.3282652		15.457058		5.0198603		2.4370015		3.4019508		3.9177213		2.4758072		3.4028504		1.7347704		3.950194		2.3276472		Yes		Yes		Yes		TA69643_4565		0		0

		A_99_P152532		2.1264956		2.2368479		1.6222919		2.2082298		1.8490998		3.4445884		3.5031872		3.2266796		3.3713214		3.4484322		4.0931997		2.9479313		-1.2120051		2.309756		3.6830354		2.025741		2.3698995		2.3159182		5.543925		1.6698303		-0.27739584		1.2077405		1.8808953		1.0184498		1.2448258		1.2115843		2.4709077		0.7397015		Yes		Yes		Yes		CJ857439		0		CJ857439 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal39f18 5', mRNA sequence [CJ857439]

		A_99_P442352		10.03675		8.462914		7.4694715		8.753067		10.779111		11.645755		10.028113		9.562232		11.685864		10.61765		10.363302		8.981801		1.6729114		9.080932		5.891528		1.752197		3.136411		4.4528704		7.4324136		1.1718062		0.74236107		3.1828403		2.558642		0.809165		1.6491146		2.1547356		2.8938308		0.22873402		Yes		Yes		Yes		TC398146		TC398146		Rep: Hexokinase-6 - Oryza sativa subsp. japonica (Rice), partial (14%) [TC398146]

		A_99_P480577		4.74622		4.6010118		3.1781285		4.844851		4.873221		6.1094813		6.562002		5.477207		4.908223		5.764937		6.7485023		5.5599027		1.0920211		2.8450806		10.438725		1.5500945		1.1188395		2.240662		11.879266		1.641542		0.12700081		1.5084696		3.3838737		0.63235617		0.16200304		1.1639252		3.5703738		0.71505165		Yes		Yes		Yes		TA86623_4565		TC422438		Rep: 50S ribosomal protein L15 - Staphylococcus saprophyticus subsp. saprophyticus (strain ATCC 15305 /DSM 20229), partial (13%) [TC422438]

		A_99_P082685		1.5145146		1.6531763		2.5059538		2.1261594		3.5001957		9.264138		8.986734		6.8428802		6.562308		6.711639		9.433354		7.1814246		3.9604962		195.49149		89.311905		26.295073		33.077847		33.323376		121.718155		33.249607		1.9856812		7.610962		6.4807806		4.7167206		5.0477934		5.0584626		6.9274006		5.0552654		Yes		Yes		Yes		CV772341		TC427434		FGAS066734 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772341]

		A_99_P399297		8.497855		9.353055		9.44147		6.808565		7.5235023		8.665223		7.863937		5.4315605		8.715118		8.781154		8.074059		6.1791577		-1.9647597		-1.6108608		-2.984591		-2.5972855		1.1625262		-1.4864813		-2.5800724		-1.5469295		-0.97435284		-0.6878319		-1.5775332		-1.3770046		0.21726322		-0.5719013		-1.3674116		-0.6294074		Yes		No		No		CJ945640		TC427017		CJ945640 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul14n06 5', mRNA sequence [CJ945640]

		A_99_P365376		8.473588		8.564109		7.7598805		7.8575454		7.9833035		6.815149		7.3889866		7.3372364		6.7683053		7.5640564		6.6036525		7.0988407		-1.4047219		-3.361162		-1.2931539		-1.4342624		-3.2609282		-2.0000727		-2.2287395		-1.6919708		-0.49028444		-1.74896		-0.37089396		-0.520309		-1.7052827		-1.0000525		-1.1562281		-0.75870466		Yes		No		No		TA101830_4565		0		0

		A_99_P412722		10.027484		9.929917		10.035733		9.877815		9.684144		9.037942		8.804011		9.660211		9.853749		9.210079		9.01561		9.308086		-1.2686902		-1.8557153		-2.3484712		-1.1628014		-1.1279746		-1.6469972		-2.0280926		-1.4842446		-0.34333992		-0.8919754		-1.2317219		-0.21760464		-0.17373466		-0.71983814		-1.0201235		-0.56972885		No		Yes		Yes		CA639259		TC432836		Rep: Small GTP-binding protein - Triticum aestivum (Wheat), complete [TC432836]

		A_99_P010011		5.958708		5.9235477		6.4544806		6.0847683		5.963906		4.9519906		5.691626		4.7366176		5.0530314		4.950336		4.9735947		4.7651143		1.0036095		-1.960956		-1.6968447		-2.5458558		-1.8734226		-1.9632063		-2.7912009		-2.4960623		0.005198002		-0.97155714		-0.7628546		-1.3481507		-0.90567636		-0.97321177		-1.480886		-1.319654		Yes		No		No		CK209020		0		FGAS020754 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209020]

		A_99_P398982		9.791381		9.567444		10.04613		9.794387		9.732829		8.969832		9.360094		8.800115		8.782818		8.944774		8.562843		8.771618		-1.0414199		-1.5132092		-1.608857		-1.9920753		-2.0119061		-1.5397223		-2.7958498		-2.0318148		-0.05855179		-0.5976114		-0.6860361		-0.99427223		-1.008563		-0.6226702		-1.4832869		-1.022769		Yes		No		No		TA110192_4565		TC411226		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (4%) [TC411226]

		A_99_P505117		4.1457376		2.6533906		7.474306		5.2697945		5.6738734		8.032353		8.996785		6.4649673		6.962645		5.4444427		9.7561655		5.664137		2.884129		41.613003		2.8728428		2.2897224		7.0465026		6.9213433		4.8630433		1.3143436		1.5281358		5.3789625		1.522479		1.1951728		2.8169074		2.791052		2.2818594		0.39434242		Yes		No		No		0		0		0

		A_99_P349031		4.218781		5.435194		3.6105201		3.9651747		1.9927417		3.3027906		2.1859002		3.483695		1.3898678		4.6900854		1.6242275		3.426156		-4.6784782		-4.384473		-2.6844378		-1.3961749		-7.1053867		-1.6761005		-3.962175		-1.4529839		-2.2260394		-2.1324034		-1.4246199		-0.48147964		-2.8289132		-0.7451086		-1.9862926		-0.53901863		Yes		No		No		AK336292		TC401207		Triticum aestivum cDNA, clone: SET3_L06, cultivar: Chinese Spring [AK336292]

		A_99_P420432		10.196788		10.054169		10.55072		10.433618		9.700515		9.43086		9.547167		9.917897		9.839747		9.830825		9.926639		10.118415		-1.4105649		-1.5404044		-2.0049322		-1.4297079		-1.2807957		-1.1674364		-1.5412294		-1.2441865		-0.49627304		-0.62330914		-1.0035534		-0.51572037		-0.3570404		-0.22334385		-0.6240816		-0.3152027		No		Yes		Yes		TC381137		TC381137		Rep: Wsv018 - White spot syndrome virus (WSSV), partial (13%) [TC381137]

		A_99_P193092		12.072881		12.267139		12.0723295		11.988311		11.782796		11.492897		10.959718		11.977284		11.731973		11.73423		11.049057		11.91398		-1.2227122		-1.7102917		-2.1623676		-1.0076722		-1.2665535		-1.446844		-2.032524		-1.0528729		-0.29008484		-0.7742424		-1.1126118		-0.011026382		-0.34090805		-0.5329094		-1.0232725		-0.07433128		No		Yes		Yes		0		0		0

		A_99_P540127		8.671784		9.22128		8.406464		8.3785305		8.220157		7.953939		7.3797307		8.19964		8.053323		8.6199255		7.338474		8.334806		-1.3675823		-2.407175		-2.0374053		-1.1320127		-1.5352372		-1.5171404		-2.0965102		-1.0307711		-0.45162773		-1.2673411		-1.0267329		-0.17889023		-0.6184616		-0.6013546		-1.0679898		-0.04372406		No		Yes		Yes		CD894062		TC448526		Rep: Os02g0498700 protein - Oryza sativa subsp. japonica (Rice), partial (61%) [TC448526]

		A_99_P403092		9.548912		9.420045		8.768159		8.483983		8.135533		7.96934		7.1698585		6.891378		8.069371		8.588893		7.062577		8.337612		-2.6636024		-2.733416		-3.0278642		-3.0159345		-2.7885997		-1.7791054		-3.2616053		-1.1067818		-1.4133787		-1.450705		-1.5983005		-1.5926051		-1.4795408		-0.83115196		-1.7055821		-0.14637089		Yes		No		No		TA111185_4565		TC459370		0

		A_99_P152882		3.906596		2.2066164		1.4576811		2.4150827		5.153032		4.393427		7.1193275		3.1767676		7.5760665		6.9369235		7.460714		4.4650807		2.3725457		4.552978		50.620377		1.6954696		12.723913		26.543875		64.134674		4.141054		1.2464359		2.1868105		5.6616464		0.7616849		3.6694705		4.730307		6.0030327		2.049998		Yes		Yes		Yes		CJ875431		TC448274		CJ875431 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls19e19 5', mRNA sequence [CJ875431]

		A_99_P213006		8.672116		9.018848		8.862704		9.080796		8.951802		9.501536		9.901493		9.293191		9.008861		9.234881		9.82888		9.294724		1.2139306		1.3973447		2.054502		1.1586097		1.2629035		1.1615353		1.9536555		1.1598419		0.27968597		0.48268795		1.0387888		0.21239471		0.3367443		0.21603298		0.96617603		0.21392822		No		Yes		Yes		TA55263_4565		TC398810		0

		A_99_P380927		5.404846		6.221794		6.563357		8.387552		9.573814		12.179218		12.538812		10.06749		9.772708		10.542736		11.73051		10.170411		17.988066		62.138874		62.92035		3.2041404		20.64702		19.986334		35.930893		3.441074		4.168968		5.957424		5.975455		1.6799374		4.3678617		4.320942		5.167153		1.7828588		Yes		No		No		TA105759_4565		TC415296		Rep: Integral membrane sensor signal transduction histidine kinase - Kineococcus radiotolerans SRS30216, partial (5%) [TC415296]

		A_99_P427152		13.229558		13.500649		12.385213		13.053739		13.552707		14.035439		13.976014		13.493735		13.969975		14.238086		14.195775		13.462341		1.2510581		1.4487303		3.012166		1.3566012		1.6706592		1.6672106		3.5077894		1.3273996		0.32314873		0.5347891		1.5908012		0.43999672		0.7404175		0.7374363		1.8105621		0.4086027		No		Yes		Yes		TA57444_4565		TC386254		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), partial (79%) [TC386254]

		A_99_P532052		4.9631195		4.3135448		4.0326924		4.395818		5.276554		5.598999		5.2060103		5.1525326		5.575756		5.428312		5.522321		4.8060966		1.2426625		2.437588		2.2552977		1.6896381		1.5290511		2.1656005		2.8081672		1.3289422		0.3134346		1.2854543		1.1733179		0.75671434		0.61263657		1.1147671		1.4896288		0.41027832		No		Yes		Yes		TC445309		TC445309		0

		A_99_P424157		1.3788952		1.3687572		1.3816247		1.3759962		3.3413908		7.811485		7.0467224		1.9131864		6.5172067		4.648159		6.853745		2.0882423		3.8973558		86.98698		50.741623		1.4511435		35.219715		9.709532		44.38869		1.6383528		1.9624957		6.4427276		5.6650977		0.5371902		5.1383114		3.2794018		5.4721203		0.71224606		Yes		Yes		Yes		CK205050		TC384319		Rep: Syn-pimara-7,15-diene synthase - Oryza sativa subsp. indica (Rice), partial (10%) [TC384319]

		A_99_P075570		8.823283		8.545859		9.202943		9.034908		9.398529		10.2523365		10.34388		9.206042		10.148052		9.639453		10.803662		9.333521		1.4899313		3.2636292		2.2052417		1.1259432		2.5049279		2.1340494		3.0329452		1.229961		0.57524586		1.7064772		1.1409369		0.171134		1.324769		1.0935936		1.6007195		0.2986126		Yes		Yes		Yes		AK336235		TC378169		Triticum aestivum cDNA, clone: SET3_I24, cultivar: Chinese Spring [AK336235]

		A_99_P028149		10.555139		10.306964		9.627308		8.82859		9.439908		8.968815		8.182469		7.439423		9.039854		9.685554		8.155284		8.85888		-2.1662962		-2.5282674		-2.7223234		-2.6192746		-2.858552		-1.5383784		-2.774108		1.0212171		-1.1152306		-1.3381491		-1.4448385		-1.3891673		-1.5152845		-0.62141037		-1.472024		0.03028965		Yes		No		No		AK334338		TC377428		Triticum aestivum cDNA, clone: WT009_N11, cultivar: Chinese Spring [AK334338]

		A_99_P439257		6.2525744		7.508146		7.4431186		7.950972		4.801595		5.4216237		4.438953		7.211704		5.496963		6.346021		5.490143		7.306568		-2.7339356		-4.2472296		-8.023132		-1.6693289		-1.688347		-2.2378676		-3.871723		-1.5630933		-1.4509792		-2.086522		-3.0041656		-0.7392683		-0.7556114		-1.1621246		-1.9529757		-0.64440393		Yes		Yes		Yes		TC395757		TC395757		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC395757]

		A_99_P466062		2.1526055		3.395291		1.9114267		3.4938061		3.742349		4.2277484		4.6642356		3.601939		4.339152		4.578893		4.9779286		3.9130995		3.009958		1.7807158		6.7402825		1.0778323		4.5521445		2.271432		8.377398		1.3372724		1.5897434		0.8324573		2.752809		0.10813284		2.1865463		1.1836021		3.066502		0.4192934		Yes		Yes		Yes		TC414261		TC414261		Rep: ERN2 - Medicago truncatula (Barrel medic), partial (10%) [TC414261]

		A_99_P315786		7.861566		7.353226		8.4190035		9.010291		9.388974		7.6596622		10.159047		10.160362		7.514025		7.7732964		9.078023		9.880099		2.882675		1.236649		3.3404527		2.2192483		-1.2723899		1.3379927		1.579009		1.8274199		1.5274081		0.30643606		1.7400436		1.1500711		-0.34754086		0.42007017		0.6590195		0.8698082		Yes		No		No		TA86317_4565		TC405032		Rep: Myb-related protein MYBAS1 - Oryza sativa subsp. japonica (Rice), partial (81%) [TC405032]

		A_99_P190442		5.3733068		4.9290733		5.0514107		5.3077483		3.8447123		3.7000315		4.2271867		2.7552586		3.4722202		3.0978882		3.0978396		3.413545		-2.8850462		-2.3441124		-1.7705824		-5.8664584		-3.7349439		-3.5582924		-3.873321		-3.717167		-1.5285945		-1.2290418		-0.824224		-2.5524898		-1.9010866		-1.8311851		-1.9535711		-1.8942034		Yes		No		No		CK200110		0		FGAS008617 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK200110]

		A_99_P233451		14.752239		14.26818		13.342792		13.787403		13.847468		13.280998		12.462169		12.178987		13.601195		13.671439		12.257627		13.644928		-1.8722471		-1.9823087		-1.8411701		-3.04917		-2.2207453		-1.5122962		-2.1216183		-1.1037972		-0.90477085		-0.98718166		-0.88062286		-1.6084166		-1.1510439		-0.5967407		-1.085165		-0.14247513		Yes		No		No		TA62615_4565		TC373146		Rep: Chloroplast pigment-binding protein CP29 - Nicotiana tabacum (Common tobacco), partial (80%) [TC373146]

		A_99_P398547		8.755239		9.996062		8.417786		7.8511357		7.0188565		8.569655		7.869339		7.3524547		7.172807		9.274148		7.6543884		8.350716		-3.3319852		-2.6877646		-1.4625101		-1.4129213		-2.9947412		-1.6493691		-1.6974831		1.4138018		-1.736382		-1.4264069		-0.54844666		-0.49868107		-1.5824313		-0.7219143		-0.7633972		0.4995799		Yes		No		No		TA110084_4565		TC420027		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC420027]

		A_99_P548222		4.5040717		6.776198		7.243384		7.89649		2.2097704		3.194362		4.1438394		5.566073		1.9944786		3.518582		2.8921764		6.0804114		-4.905164		-11.974023		-8.571481		-5.0295076		-5.694594		-9.564012		-20.41005		-3.521228		-2.2943013		-3.581836		-3.0995445		-2.3304172		-2.509593		-3.2576158		-4.3512077		-1.8160787		Yes		Yes		Yes		CA607563		0		0

		A_99_P516582		7.5024567		6.6194406		8.063258		7.4041877		8.469579		8.767106		7.454531		7.799912		9.365773		6.6491265		7.7085805		7.030142		1.954937		4.431102		-1.5249131		1.3156031		3.6384313		1.0207899		-1.2786999		-1.2959821		0.9671221		2.1476655		-0.608727		0.3957243		1.8633165		0.029685974		-0.35467768		-0.37404585		No		Yes		Yes		TC439050		TC439050		Rep: Peptidase S58 DmpA - Anaeromyxobacter sp. (strain Fw109-5), partial (7%) [TC439050]

		A_99_P381837		6.8027205		6.8616734		6.5822225		6.5003815		9.154313		12.563329		12.536311		9.221791		11.227249		10.416672		13.049961		8.298787		5.1038733		52.043835		61.995377		6.5951695		21.474142		11.753336		88.50816		3.4783561		2.3515925		5.7016554		5.9540887		2.7214098		4.4245286		3.5549984		6.4677386		1.7984056		Yes		Yes		Yes		TA105978_4565		TC425535		0

		A_99_P172109		3.1742039		3.2372541		3.4352252		1.9941689		4.49234		6.6462874		7.0939865		6.5909195		6.240401		4.93834		6.7038016		4.5041103		2.4934378		10.622367		12.629812		24.196907		8.375626		3.2514563		9.636949		5.69597		1.3181362		3.4090333		3.6587613		4.5967507		3.066197		1.701086		3.2685764		2.5099416		Yes		No		No		DN949100		TC377788		KUCD01_13_B04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949100]

		A_99_P446447		4.2478065		4.796708		4.943479		4.4564705		5.1535525		5.4606724		5.092759		4.726788		5.7657104		5.0524673		4.889774		4.9821477		1.873513		1.5844303		1.109016		1.2060733		2.8637466		1.1939639		-1.0379272		1.4396092		0.905746		0.6639643		0.14928007		0.27031755		1.5179038		0.25575924		-0.053705215		0.5256772		No		Yes		Yes		TC404652		TC404652		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC404652]

		A_99_P253076		7.7802505		7.9476647		8.53221		8.332023		8.634608		10.239512		9.774402		8.8257885		9.606402		9.001803		10.285221		8.571791		1.8079537		4.8968287		2.3655758		1.4081156		3.5459		2.076478		3.3706124		1.1808028		0.8543577		2.2918477		1.2421913		0.49376583		1.8261518		1.0541387		1.7530107		0.23976803		Yes		Yes		Yes		TA67996_4565		TC448126		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC448126]

		A_99_P510637		1.9819088		3.3408134		2.6228065		1.9818		3.7204754		4.0013075		4.003216		3.2205522		3.9378252		3.6602256		4.1476445		3.1575842		3.3370345		1.5806239		2.6034222		2.3599434		3.879623		1.247822		2.877544		2.2591565		1.7385666		0.6604941		1.3804092		1.2387522		1.9559164		0.31941223		1.524838		1.1757842		Yes		No		No		TC436358		TC436358		Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC436358]

		A_99_P305251		9.202472		8.924278		7.75505		7.688475		8.122399		8.020352		7.102667		5.8429656		8.0780115		8.33813		6.8849015		6.667355		-2.1141422		-1.8711509		-1.5717626		-3.5937986		-2.1801996		-1.5012333		-1.8278513		-2.029494		-1.0800724		-0.9039259		-0.6523833		-1.8455095		-1.1244602		-0.58614826		-0.87014866		-1.0211201		Yes		No		No		TA83242_4565		0		0

		A_99_P497877		12.403323		11.028888		9.853219		11.230634		12.474345		12.567571		10.957692		10.965721		12.933991		12.901021		11.103639		11.41626		1.0504606		2.9052916		2.1502035		-1.2015632		1.4445982		3.660735		2.379106		1.1373104		0.07102203		1.5386829		1.1044731		-0.2649126		0.53066826		1.8721333		1.2504196		0.18562603		No		Yes		Yes		CA626548		TC430778		Rep: Os04g0684900 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC430778]

		A_99_P147002		5.525699		4.644129		4.264467		4.0575213		5.757174		7.0474153		4.043996		4.134015		6.623381		5.7502284		5.0032525		4.418345		1.1740346		5.2900686		-1.1651138		1.0544522		2.1401057		2.152629		1.6687707		1.2841588		0.23147488		2.4032865		-0.2204709		0.07649374		1.097682		1.1060996		0.73878574		0.36082363		No		Yes		Yes		CJ926359		TC379294		CJ926359 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan2m17 5', mRNA sequence [CJ926359]

		A_99_P116690		8.688289		9.441265		10.239425		9.516562		8.388058		8.381452		8.8860855		10.024945		7.9954095		8.845242		9.195704		9.417339		-1.2313415		-2.084662		-2.5550282		1.4224548		-1.6165063		-1.5115446		-2.0615368		-1.0711964		-0.30023098		-1.0598135		-1.3533392		0.5083828		-0.6928792		-0.59602356		-1.0437202		-0.09922314		No		Yes		Yes		CJ635438		TC437576		CJ635438 Y.Ogihara unpublished cDNA library Wh_DPA20 Triticum aestivum cDNA clone whdp2d16 5', mRNA sequence [CJ635438]

		A_99_P608712		16.751755		16.973183		14.286339		14.97342		17.222816		17.359838		13.786762		16.645842		17.338648		17.401314		12.806526		15.250038		1.3861291		1.3073595		-1.4137986		3.1874914		1.5020086		1.3454895		-2.789125		1.2113519		0.4710617		0.3866558		-0.49957657		1.6724215		0.5868931		0.4281311		-1.4798126		0.276618		No		Yes		Yes		CK208553		TC434489		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P231021		7.48033		6.9029326		9.3678255		9.196699		7.1653476		6.524566		7.8712974		8.776023		7.1182075		6.6635494		7.4451146		8.154508		-1.2439965		-1.2998692		-2.8216286		-1.3385549		-1.2853155		-1.1804879		-3.791348		-2.0593536		-0.3149824		-0.37836647		-1.4965281		-0.42067623		-0.36212254		-0.23938322		-1.9227109		-1.0421915		No		Yes		Yes		TA61831_4565		TC390968		Rep: Non-specific lipid-transfer protein - Triticum aestivum (Wheat), complete [TC390968]

		A_99_P241431		11.352264		11.425072		11.126531		11.18286		10.87233		10.845802		12.352539		11.21231		11.312045		10.952499		11.568135		11.265312		-1.3946805		-1.4940925		2.339189		1.0206226		-1.0282701		-1.3875813		1.358114		1.058816		-0.4799347		-0.5792694		1.2260084		0.029449463		-0.040219307		-0.47257233		0.4416046		0.08245182		No		Yes		Yes		TA64848_4565		TC408096		0

		A_99_P265276		10.0257435		10.145919		8.999779		8.875241		8.335893		8.606416		8.280607		8.187947		8.227992		9.311093		8.090692		9.254632		-3.2262335		-2.9069436		-1.6462364		-1.6102604		-3.4767792		-1.7836413		-1.877857		1.3007923		-1.6898508		-1.5395031		-0.7191715		-0.687294		-1.7977514		-0.8348255		-0.9090872		0.37939072		Yes		No		No		TA71493_4565		TC372251		Rep: Elongation factor Ts - Arabidopsis thaliana (Mouse-ear cress), partial (34%) [TC372251]

		A_99_P411812		8.021949		8.047222		7.913016		7.722113		8.8744955		9.3827715		8.462825		7.9861245		9.296504		8.729861		8.808025		8.293778		1.8056855		2.5237157		1.4638919		1.2008129		2.4192421		1.6050732		1.8596221		1.4862381		0.8525467		1.3355494		0.549809		0.26401138		1.2745552		0.6826391		0.8950095		0.5716653		No		Yes		Yes		TC373804		TC373804		0

		A_99_P434277		5.66811		5.6571827		5.8929405		5.6810365		5.6709857		4.9719434		5.2279687		5.425343		5.056376		5.223553		4.7537036		5.2071033		1.0019953		-1.6079687		-1.5855373		-1.1939094		-1.5280946		-1.3506272		-2.2026448		-1.3888909		0.002875805		-0.6852393		-0.6649718		-0.25569344		-0.6117339		-0.4336295		-1.1392369		-0.47393322		No		Yes		Yes		CJ629761		TC391931		CJ629761 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs20b15 5', mRNA sequence [CJ629761]

		A_99_P569997		4.403874		3.961829		2.5192611		4.170217		4.6138783		4.842809		5.2368717		5.4998155		4.205352		4.853335		5.547264		5.248703		1.1566917		1.8416262		6.577825		2.5133271		-1.1475222		1.8551116		8.156798		2.1118188		0.21000433		0.88098025		2.7176106		1.3295984		-0.19852209		0.89150596		3.028003		1.078486		Yes		No		No		CD891688		TC459798		0

		A_99_P234321		10.46906		9.708674		10.072021		10.174174		11.955407		12.380414		15.690236		13.334989		13.206706		12.51859		15.773532		12.001614		2.801787		6.3719707		49.119213		8.943343		6.669812		7.0124354		52.038643		3.5490658		1.4863472		2.6717396		5.6182156		3.1608143		2.737646		2.8099155		5.7015114		1.8274393		Yes		Yes		Yes		CK161960		TC451236		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P063717		2.6451423		2.3080595		2.3722303		2.1534722		2.9000194		2.5960772		4.8790665		4.8117023		2.5065541		2.6224573		3.936372		1.5587912		1.1932341		1.2209616		5.6837225		6.3125815		-1.1008273		1.2434925		2.9570153		-1.5101386		0.2548771		0.28801775		2.5068362		2.65823		-0.13858819		0.3143978		1.5641418		-0.594681		Yes		No		No		CK214233		TC415954		FGAS026156 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214233]

		A_99_P229376		4.7332354		4.173218		5.8220477		6.0517344		8.836449		11.411034		13.617103		11.007286		11.023721		11.349748		14.439957		11.336549		17.186613		150.93837		222.09836		31.029137		78.27531		144.66077		392.8701		38.98411		4.1032133		7.237816		7.795055		4.9555516		6.2904854		7.17653		8.6179085		5.2848144		Yes		Yes		Yes		TA61383_4565		TC384382		Rep: Pathogenesis-related 1a - Triticum monococcum (Einkorn wheat) (Small spelt), partial (80%) [TC384382]

		A_99_P264366		3.6977255		4.216965		4.0601363		4.985795		7.8586907		12.004897		11.741645		7.7689		10.905423		10.484722		12.271028		7.990368		17.888556		221.0045		205.28844		6.8833213		147.82002		77.05181		296.29526		8.025397		4.160965		7.787932		7.6815085		2.783105		7.207698		6.267757		8.210892		3.0045729		Yes		Yes		Yes		TA71224_4565		TC395661		0

		A_99_P225396		6.681064		5.87365		4.3859944		5.2569695		8.143498		7.8427315		10.429275		9.599847		7.826664		7.515162		9.25853		6.318156		2.7557294		3.9151876		65.94906		20.292538		2.212381		3.1199262		29.294039		2.0866466		1.4624343		1.9690814		6.04328		4.3428774		1.1455998		1.6415119		4.872535		1.0611863		Yes		Yes		Yes		Y09916		TC380569		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P223571		12.305271		12.840015		12.884243		12.8619795		11.836659		11.009683		11.822548		12.131844		10.662485		11.860866		10.595979		12.8758955		-1.3837773		-3.556191		-2.0873826		-1.6587954		-3.1226828		-1.9713033		-4.8846807		1.0096925		-0.46861172		-1.8303328		-1.0616951		-0.7301359		-1.642786		-0.9791498		-2.2882643		0.013916016		Yes		Yes		Yes		TA59568_4565		0		0

		A_99_P202281		13.388509		12.902102		14.236758		13.705776		13.76329		12.7926		12.583237		13.161942		13.373837		12.613757		12.830129		13.007507		1.2966433		-1.0788563		-3.1460063		-1.4578424		-1.0102212		-1.2212389		-2.6511707		-1.6225567		0.3747816		-0.10950279		-1.6535215		-0.5438347		-0.014671326		-0.28834534		-1.4066296		-0.6982689		No		Yes		Yes		TA51679_4565		TC391433		Rep: Non-specific lipid-transfer protein 3 precursor - Brassica napus (Rape), partial (69%) [TC391433]

		A_99_P335751		5.9432454		4.565578		3.5771828		6.7292085		5.403768		5.6875367		6.9415016		7.1465607		5.497326		5.1211114		6.48268		7.289284		-1.4534459		2.1764226		10.29819		1.3354743		-1.362182		1.4697119		7.492759		1.4743466		-0.53947735		1.1219587		3.3643188		0.4173522		-0.4459195		0.5555334		2.905497		0.56007576		No		Yes		Yes		TA92281_4565		TC405171		Rep: Chromosome chr14 scaffold_128, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC405171]

		A_99_P253866		3.0746782		3.7949092		4.9990225		5.394859		5.4128857		7.5668044		7.4272704		7.327137		5.94689		5.8997025		7.4295382		7.2064996		5.05674		13.66009		5.382394		3.816574		7.3218675		4.301361		5.390861		3.510413		2.3382075		3.7718952		2.428248		1.9322782		2.8722117		2.1047933		2.4305158		1.8116407		Yes		Yes		Yes		TA68233_4565		TC446976		Rep: Site-specific recombinase, phage integrase family - Pseudomonas syringae pv. tomato, partial (4%) [TC446976]

		A_99_P462562		7.907594		8.633594		10.441379		9.578906		8.56457		8.693668		9.079579		8.659205		9.244983		8.185798		9.372511		8.494213		1.5767744		1.0425198		-2.570055		-1.8917227		2.5269349		-1.3639548		-2.0977862		-2.120924		0.6569762		0.060074806		-1.3617992		-0.9197006		1.3373885		-0.44779587		-1.0688677		-1.084693		No		Yes		Yes		CK210372		TC412179		FGAS022177 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210372]

		A_99_P400102		7.573378		7.7719083		3.5146315		7.133545		6.0396214		5.3077703		1.3483983		3.577675		6.18998		5.4954696		1.5257765		4.006516		-2.8953881		-5.5179715		-4.488499		-11.760437		-2.6088212		-4.8448052		-3.9692185		-8.73634		-1.5337567		-2.464138		-2.166233		-3.5558698		-1.383398		-2.2764387		-1.988855		-3.127029		Yes		Yes		Yes		TA110467_4565		TC402455		Rep: Os07g0503500 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC402455]

		A_99_P440452		9.077054		9.229668		8.682788		7.8360176		12.220714		14.830605		15.40493		12.009885		13.985881		14.0132265		15.645855		11.536658		8.83763		48.53444		105.5763		18.049253		30.040289		27.54195		124.76479		13.001811		3.1436596		5.600937		6.722142		4.173867		4.908827		4.783559		6.963067		3.7006407		Yes		Yes		Yes		TATHAUMLP		TC396733		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (78%) [TC396733]

		A_99_P490192		6.0881915		6.234698		5.865312		7.5833163		7.223009		12.83358		14.695338		12.151235		10.679311		12.195614		15.066258		12.525754		2.195908		96.93073		455.09586		23.718128		24.10264		62.289455		588.51965		30.748362		1.1348176		6.598882		8.830027		4.5679183		4.5911193		5.960916		9.200947		4.9424376		Yes		Yes		Yes		AL828391		TC427284		Rep: Pathogenesis-related protein 10 - Hordeum vulgare (Barley), partial (60%) [TC427284]

		A_99_P029339		3.6049984		3.4801805		3.5009296		3.970009		4.541883		4.337313		4.43915		5.8859596		5.938944		5.1358104		4.479728		5.6547413		1.9143898		1.8114345		1.916163		3.7736237		5.041823		3.150607		1.9708235		3.2148073		0.93688464		0.8571327		0.93822026		1.9159505		2.3339455		1.6556299		0.9787986		1.6847322		Yes		No		No		AY625682		TC368677		Triticum aestivum NAC domain transcription factor (NAC69-1) mRNA, complete cds [AY625682]

		A_99_P448752		1.4187173		1.409074		1.4251305		1.4165908		1.3421587		1.3376886		3.951371		1.3498806		1.5909742		1.3945659		4.193684		1.3798903		-1.0544996		-1.0507252		5.760685		-1.0473257		1.1268198		-1.0101069		6.8142447		-1.0257652		-0.07655859		-0.07138538		2.5262403		-0.06671023		0.17225695		-0.014508009		2.7685537		-0.036700487		No		Yes		Yes		TC402792		TC402792		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC402792]

		A_99_P125050		4.917847		4.941004		5.08623		4.853746		4.333572		3.6289275		3.9813182		3.4320564		3.874338		3.5891564		3.7297966		3.5006921		-1.4992856		-2.4829865		-2.150857		-2.6789906		-2.0612354		-2.5523875		-2.5605135		-2.5545228		-0.58427525		-1.3120763		-1.1049116		-1.4216895		-1.0435092		-1.3518474		-1.3564332		-1.3530538		Yes		No		No		CJ541215		0		CJ541215 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone rwhem16o04 3', mRNA sequence [CJ541215]

		A_99_P178349		10.44818		9.716569		8.723716		9.69582		10.044331		8.596963		7.1236		9.21119		9.5589485		9.772605		7.3162017		9.260712		-1.3230335		-2.1728764		-3.0316765		-1.3992267		-1.8521894		1.0396054		-2.6527967		-1.3520122		-0.4038496		-1.119606		-1.6001158		-0.48462963		-0.8892317		0.056035995		-1.4075141		-0.43510818		No		Yes		Yes		DY761310		TC459710		EST206 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone MC16F1L6-51, mRNA sequence [DY761310]

		A_99_P305831		9.624162		9.612087		8.572255		8.778246		9.519489		11.003967		10.154438		8.926822		10.120341		10.11728		10.318772		8.917472		-1.0752503		2.6242044		2.9942255		1.1084746		1.4104735		1.419313		3.3554754		1.1013141		-0.10467243		1.39188		1.5821829		0.14857578		0.49617958		0.50519276		1.7465172		0.13922596		No		Yes		Yes		TA83418_4565		TC428633		Rep: GGDP synthase - Tagetes erecta (African marigold), partial (15%) [TC428633]

		A_99_P422362		9.035068		9.800292		9.31844		9.374924		8.384437		8.220154		8.430052		8.393548		7.945474		8.927067		8.524963		8.674455		-1.5698546		-2.989985		-1.8511075		-1.9743471		-2.1281404		-1.8317533		-1.7332468		-1.625033		-0.65063095		-1.5801382		-0.88838863		-0.9813757		-1.0895934		-0.8732252		-0.79347706		-0.700469		Yes		Yes		Yes		TA77893_4565		TC378422		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC378422]

		A_99_P108035		7.6385345		7.4875546		6.8230534		6.4667916		6.4131455		5.782021		5.4040494		5.550572		6.3573375		6.634847		5.647701		6.547546		-2.3381848		-3.261495		-2.6740084		-1.8871639		-2.4304056		-1.8058867		-2.2584808		1.0575708		-1.225389		-1.7055335		-1.419004		-0.9162197		-1.2811971		-0.8527074		-1.1753526		0.08075428		Yes		No		No		CK213627		TC413877		FGAS025536 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK213627]

		A_99_P410647		5.741486		5.0717044		4.848952		4.398636		4.703466		3.8619578		3.2283065		3.6065037		4.3447084		4.648931		3.8307257		4.3527207		-2.0534077		-2.3129702		-3.0751255		-1.7316318		-2.633128		-1.340502		-2.025427		-1.0323378		-1.0380201		-1.2097466		-1.6206453		-0.79213214		-1.3967776		-0.42277336		-1.0182261		-0.045915127		Yes		No		No		CJ557025		TC372704		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC372704]

		A_99_P136820		3.2015426		2.7159607		6.0593705		7.5964484		5.5247746		7.895369		9.560236		8.375751		6.0280814		6.4112897		9.049285		9.424034		5.004521		36.23741		11.3204975		1.7163005		7.0937023		12.954029		7.9442687		3.5494258		2.323232		5.179408		3.5008655		0.7793021		2.8265388		3.695329		2.9899144		1.8275857		Yes		Yes		Yes		AK331366		TC408854		Triticum aestivum cDNA, clone: WT007_F03, cultivar: Chinese Spring [AK331366]

		A_99_P343741		10.500981		9.71131		8.96279		9.9292145		10.263089		9.646586		10.223663		9.919696		9.30602		9.219299		10.08727		10.301126		-1.1792685		-1.0458848		2.3964083		-1.0066196		-2.2893872		-1.406404		2.18023		1.2940658		-0.23789215		-0.06472397		1.2608738		-0.009518623		-1.1949615		-0.49201107		1.1244802		0.37191105		No		Yes		Yes		TA94780_4565		TC401138		0

		A_99_P459657		6.241528		4.0160575		4.576376		3.3730686		7.9762535		6.953575		4.993565		5.062642		9.263242		4.7882557		5.9747367		3.7540605		3.3281615		7.66092		1.3353233		3.2256134		8.121317		1.70787		2.636019		1.3022369		1.7347255		2.9375176		0.41718912		1.6895735		3.0217137		0.7721982		1.3983607		0.38099194		Yes		No		No		TC410334		TC410334		0

		A_99_P228361		9.597857		9.854001		9.848128		10.067581		9.68328		10.03258		11.003838		9.872597		9.648692		9.985442		10.842338		10.055865		1.0609984		1.1317688		2.2279382		-1.1447119		1.035864		1.0953873		1.9919884		-1.0081539		0.085422516		0.17857933		1.1557093		-0.19498444		0.050834656		0.13144112		0.9942093		-0.011715889		No		Yes		Yes		TA61133_4565		TC455050		Rep: Adenosine kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC455050]

		A_99_P449067		3.014734		5.0039477		6.169063		6.0047736		2.80708		3.9008782		5.0354314		4.946601		3.8343976		4.0469174		4.93676		5.1918664		-1.1548088		-2.1481125		-2.1941037		-2.0822926		1.7649943		-1.9413097		-2.3494174		-1.756748		-0.207654		-1.1030695		-1.1336317		-1.0581727		0.8196635		-0.9570303		-1.2323031		-0.8129072		No		Yes		Yes		TC403045		TC403045		Rep: Transcription factor AP2D23-like - Oryza sativa subsp. japonica (Rice), partial (37%) [TC403045]

		A_99_P273691		8.134027		10.685452		12.906503		12.295639		6.8540897		8.02023		9.336429		11.700332		8.285329		7.6506886		9.844243		11.169618		-2.4282835		-6.34325		-11.876799		-1.5107944		1.1105715		-8.195113		-8.352798		-2.1825602		-1.2799368		-2.6652222		-3.570074		-0.59530735		0.15130234		-3.0347638		-3.0622597		-1.1260214		Yes		Yes		Yes		TA74033_4565		TC380470		Rep: High light protein - Hordeum vulgare (Barley), partial (96%) [TC380470]

		A_99_P380747		10.462322		10.778439		10.664872		10.767224		9.973106		9.705134		9.139537		10.29812		9.917249		10.098126		9.233493		10.341229		-1.4036818		-2.104247		-2.8785362		-1.3842503		-1.4590946		-1.6024865		-2.6970444		-1.3434987		-0.48921585		-1.0733042		-1.5253353		-0.46910477		-0.5450735		-0.68031216		-1.4313793		-0.42599487		No		Yes		Yes		TA105718_4565		TC444893		Rep: Glutathione S-transferase GST16-like protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC444893]

		A_99_P439842		3.3155365		3.972831		2.9299686		3.8867228		3.2132719		3.9843502		3.2162752		4.248457		4.3307805		4.0815105		4.3080735		4.3089485		-1.0734571		1.0080165		1.2195143		1.2849696		2.0212448		1.0782409		2.5992672		1.3399932		-0.10226464		0.011519194		0.28630662		0.36173415		1.015244		0.10867953		1.3781049		0.4222257		No		Yes		Yes		CJ673475		TC396237		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC396237]

		A_99_P382877		4.5036635		5.646217		6.017367		5.8272896		3.5929587		4.082498		4.2214217		5.3877435		2.9843369		5.168085		4.6870475		5.4863887		-1.8799638		-2.9561486		-3.472429		-1.3561776		-2.8665724		-1.3929387		-2.5145833		-1.2665472		-0.91070485		-1.5637188		-1.7959452		-0.4395461		-1.5193267		-0.47813177		-1.3303194		-0.3409009		Yes		No		No		TA106237_4565		TC434674		Rep: BZIP transcription factor family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (63%) [TC434674]

		A_99_P152542		3.4914799		2.1158326		5.7372212		4.2331204		2.8221846		5.2695813		7.815738		6.628164		4.4230313		5.4861665		8.043328		5.3519344		-1.590296		8.899651		4.223728		5.259929		1.907326		10.341216		4.945468		2.1716838		-0.6692953		3.1537488		2.078517		2.3950434		0.93155146		3.370334		2.306107		1.118814		Yes		Yes		Yes		CJ858316		TC379473		CJ858316 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4g14 5', mRNA sequence [CJ858316]

		A_99_P412027		10.792029		10.342153		9.566026		9.605351		11.052611		11.603055		10.556422		10.087517		11.690198		11.02325		10.915131		10.010364		1.1979618		2.396456		1.9867309		1.3968385		1.8636986		1.6033585		2.5475402		1.3241		0.26058197		1.2609024		0.9903965		0.48216534		0.89816856		0.68109703		1.3491049		0.40501213		No		Yes		Yes		TA60114_4565		TC433088		Rep: UDP-D-xylose epimerase 2 - Hordeum vulgare (Barley), complete [TC433088]

		A_99_P311636		6.8677382		6.688091		6.599186		6.3711987		6.036787		5.3645415		5.291054		4.926229		5.746012		5.924015		4.781678		5.7224708		-1.7788578		-2.502811		-2.4762075		-2.722571		-2.1760716		-1.6982816		-3.5247178		-1.5677851		-0.8309512		-1.3235493		-1.3081322		-1.4449697		-1.121726		-0.76407576		-1.8175077		-0.6487279		Yes		Yes		Yes		TA85114_4565		TC380961		0

		A_99_P313066		10.096646		9.857284		9.856592		9.268443		10.532058		10.862465		10.523308		9.592536		10.593837		10.431551		10.557548		9.570545		1.3522965		2.0071957		1.5874549		1.2518771		1.4114622		1.4889212		1.6255809		1.2329396		0.43541145		1.0051813		0.6667156		0.32409286		0.49719048		0.5742674		0.7009554		0.3021021		No		Yes		Yes		AK335872		TC404553		Triticum aestivum cDNA, clone: WT013_P24, cultivar: Chinese Spring [AK335872]

		A_99_P440882		6.7293067		7.350437		8.185895		7.6366		6.5751724		7.038303		6.9431405		7.2018623		6.711184		7.1117344		7.3138614		7.003939		-1.1127536		-1.241543		-2.3664992		-1.351665		-1.012641		-1.1799313		-1.830241		-1.550422		-0.15413427		-0.31213427		-1.2427545		-0.43473768		-0.018122673		-0.23870277		-0.8720336		-0.63266087		No		Yes		Yes		TC397064		TC397064		Rep: Disulfide bond formation protein B - Xanthomonas campestris pv. campestris (strain 8004), partial (8%) [TC397064]

		A_99_P338411		7.972238		9.858975		9.826793		10.251314		6.820391		7.676581		8.253442		8.524529		6.4793468		8.642636		8.603104		8.922381		-2.2219815		-4.539063		-2.9759512		-3.3098934		-2.8145247		-2.3235636		-2.3354313		-2.5121677		-1.1518469		-2.1823945		-1.5733509		-1.7267847		-1.4928913		-1.2163391		-1.2236891		-1.3289328		Yes		Yes		Yes		TA93132_4565		TC420572		Rep: Os08g0546100 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC420572]

		A_99_P118155		8.793814		9.489846		8.308108		8.403151		7.2820396		8.04584		8.000903		6.9871764		6.9908223		9.099971		7.643533		8.430985		-2.8516047		-2.720753		-1.2373085		-2.6683986		-3.48943		-1.3102802		-1.5851014		1.019481		-1.5117741		-1.444006		-0.3072052		-1.4159741		-1.8029914		-0.3898754		-0.6645751		0.027834892		Yes		No		No		CJ702586		TC404484		CJ702586 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd9n16 5', mRNA sequence [CJ702586]

		A_99_P000201		8.664647		8.162205		8.420842		9.306892		7.95326		6.92543		7.639066		7.6817703		7.7523303		7.2953625		6.838312		8.939056		-1.6373777		-2.3567111		-1.7192459		-3.0846827		-1.8820654		-1.8236669		-2.994946		-1.2904158		-0.71138716		-1.2367749		-0.78177595		-1.6251221		-0.9123168		-0.86684227		-1.58253		-0.367836		Yes		No		No		Y16242		TC385716		Triticum aestivum mRNA for beta-amylase [Y16242]

		A_99_P451387		6.94435		7.866354		5.988176		7.0944114		6.4960327		4.958516		4.872578		5.972422		4.5205517		5.1993256		3.1099994		6.2797275		-1.3644477		-7.504926		-2.1668477		-2.1764686		-5.365818		-6.351197		-7.3522024		-1.7589128		-0.44831705		-2.9078379		-1.1155977		-1.1219893		-2.423798		-2.6670284		-2.8781765		-0.8146839		Yes		No		No		0		0		0

		A_99_P355006		8.081135		8.598904		8.469675		8.8472185		8.728801		9.859067		10.139834		9.293504		8.794391		9.368723		10.239623		8.964807		1.5666316		2.3952286		3.1824975		1.3625274		1.6395		1.7050562		3.4104166		1.0849196		0.647666		1.2601633		1.6701593		0.44628525		0.7132559		0.76981926		1.769948		0.11758804		Yes		Yes		Yes		AK331695		TC438920		Triticum aestivum cDNA, clone: WT002_C04, cultivar: Chinese Spring [AK331695]

		A_99_P020649		7.303613		6.9222145		5.9340453		6.2651343		7.762201		7.503279		6.923144		6.7690983		8.199799		7.3650994		7.070514		6.869734		1.3741958		1.4959528		1.9849443		1.4181046		1.8611385		1.3593198		2.198423		1.5205566		0.45858765		0.5810647		0.98909855		0.50396395		0.8961854		0.44288492		1.1364689		0.6045995		No		Yes		Yes		BM135459		TC425822		WHE0455_D08_G15ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0455_D08_G15, mRNA sequence [BM135459]

		A_99_P329051		7.018629		7.9402146		7.0660768		6.7792068		6.779939		6.8974967		7.160446		7.065212		6.2270503		7.37894		6.796592		6.96979		-1.1799207		-2.060105		1.0675987		1.2192594		-1.7309676		-1.4755722		-1.2053771		1.141225		-0.2386899		-1.0427179		0.09436941		0.28600502		-0.79157877		-0.5612745		-0.26948452		0.19058323		No		Yes		Yes		TA90259_4565		TC411991		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC411991]

		A_99_P344701		10.275382		10.959321		10.721425		11.3745775		9.452281		9.458363		8.95762		11.106452		9.893669		9.433467		9.347589		10.945226		-1.7692047		-2.8303068		-3.395927		-1.2042421		-1.3028879		-2.8795714		-2.5915883		-1.3466284		-0.82310104		-1.5009584		-1.7638054		-0.26812553		-0.3817129		-1.5258541		-1.3738365		-0.4293518		Yes		Yes		Yes		TA95087_4565		TC413887		Rep: Cytochrome P450 family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (32%) [TC413887]

		A_99_P263111		12.391961		12.625258		12.570179		12.421295		12.841708		13.784566		13.413144		12.68045		12.963268		13.321613		13.708051		12.669667		1.3658009		2.233502		1.793733		1.1967778		1.4858693		1.6204054		2.2005615		1.187866		0.4497471		1.1593075		0.8429651		0.25915527		0.5713072		0.69635487		1.1378717		0.24837208		No		Yes		Yes		TA70867_4565		TC386032		0

		A_99_P562152		8.266957		8.07762		7.8451977		7.913704		7.732273		7.5386615		6.6033916		7.6111426		7.804964		7.63537		6.9495854		7.5937386		-1.448625		-1.4529228		-2.364944		-1.233332		-1.3774436		-1.3587215		-1.8603992		-1.2483006		-0.5346842		-0.5389581		-1.241806		-0.30256128		-0.46199322		-0.44224977		-0.89561224		-0.31996536		No		Yes		Yes		TC456901		TC456901		0

		A_99_P232016		13.225802		13.0873375		12.199269		12.28387		12.275246		12.079071		11.312772		10.710591		12.077945		12.45844		11.105786		12.035186		-1.9326184		-2.0114927		-1.8486825		-2.9758017		-2.215846		-1.546383		-2.1338859		-1.1881227		-0.95055676		-1.0082664		-0.8864975		-1.5732784		-1.1478577		-0.62889767		-1.093483		-0.24868393		Yes		No		No		TA62099_4565		TC417734		0

		A_99_P217391		10.077026		10.012889		10.572085		9.985832		10.254658		9.771516		9.626086		10.024587		9.763274		9.547007		9.338389		9.860002		1.1310254		-1.1821172		-1.9265226		1.0272266		-1.2429361		-1.3811618		-2.351687		-1.0911357		0.17763138		-0.24137306		-0.94599915		0.038754463		-0.31375217		-0.4658823		-1.233696		-0.12583065		No		Yes		Yes		TA57218_4565		TC395978		Rep: Methylthioadenosine/S-adenosyl homocysteine nucleosidase - Oryza sativa subsp. japonica (Rice), partial (95%) [TC395978]

		A_99_P100000		4.9917374		5.444233		4.926358		4.694624		3.9969444		3.7992907		3.6793642		4.7551637		4.3035965		4.424443		3.4568512		4.5251083		-1.9927945		-3.1273534		-2.3734639		1.0428559		-1.6112059		-2.0276241		-2.7692723		-1.1246808		-0.99479294		-1.6449423		-1.246994		0.060539722		-0.68814087		-1.0197902		-1.469507		-0.16951561		No		Yes		Yes		CK207180		TC449801		FGAS018798 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207180]

		A_99_P528812		7.5746245		7.6323323		7.1924796		7.019893		7.7380753		8.221296		8.020935		7.38162		7.7907357		8.057494		8.209227		7.244249		1.1199627		1.5041662		1.7757832		1.2849629		1.1615982		1.3427231		2.0233514		1.1682554		0.16345072		0.588964		0.82845545		0.36172676		0.21611118		0.42516184		1.016747		0.2243557		No		Yes		Yes		AK334089		TC444133		Triticum aestivum cDNA, clone: WT009_E23, cultivar: Chinese Spring [AK334089]

		A_99_P007311		10.227413		10.519826		10.228509		10.419486		10.456487		11.857208		12.077774		10.446775		10.568084		11.711165		11.9498825		10.407861		1.1720821		2.5269241		3.6031659		1.0190955		1.266345		2.2836468		3.297502		-1.0080906		0.22907352		1.3373823		1.8492651		0.02728939		0.3406706		1.1913395		1.7213736		-0.01162529		No		Yes		Yes		CK218017		TC379316		FGAS030023 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK218017]

		A_99_P291081		11.082837		11.649234		11.99994		11.358964		10.34789		10.291611		9.795281		11.043541		10.310681		10.617057		10.1274805		10.915524		-1.6643366		-2.5626264		-4.609654		-1.2443764		-1.7078198		-2.0451078		-3.6615624		-1.3598434		-0.7349472		-1.3576231		-2.2046585		-0.315423		-0.77215576		-1.032177		-1.8724594		-0.44344044		Yes		Yes		Yes		TA79110_4565		TC426994		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC426994]

		A_99_P247391		7.6428604		6.2705064		1.8178266		6.191078		6.632646		5.8870635		6.4881425		4.5180545		7.3395476		7.622256		7.5343986		5.2720046		-2.0142102		-1.3044511		25.46274		-3.1888223		-1.2339747		2.5522141		52.58472		-1.8909007		-1.0102143		-0.38344288		4.6703157		-1.6730237		-0.30331278		1.3517494		5.716572		-0.9190736		No		Yes		Yes		TA66389_4565		TC409014		Rep: Peroxidase precursor - Linum usitatissimum (Flax) (Linseed), partial (34%) [TC409014]

		A_99_P591147		14.790132		14.086648		12.226006		13.922931		14.772147		13.44942		10.61805		13.752861		14.347924		13.288241		9.928887		13.734431		-1.0125438		-1.5553379		-3.0481966		-1.1251129		-1.3586816		-1.7391793		-4.9147506		-1.1395779		-0.01798439		-0.637228		-1.6079559		-0.1700697		-0.44220734		-0.7984066		-2.2971182		-0.18849945		No		Yes		Yes		DR740377		TC395480		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P307876		12.542628		12.384281		10.770736		10.316798		12.085803		10.443806		8.037886		9.622037		11.800044		11.847824		8.608754		8.949387		-1.3725182		-3.8383212		-6.647676		-1.6186166		-1.6731702		-1.4504063		-4.4752913		-2.5800724		-0.45682526		-1.9404755		-2.73285		-0.6947613		-0.7425842		-0.53645706		-2.1619816		-1.3674116		Yes		No		No		TA84010_4565		TC380953		Rep: Nodulin-like protein - Oryza sativa subsp. japonica (Rice), partial (87%) [TC380953]

		A_99_P088295		8.978738		9.733333		9.491694		10.133176		8.4469185		8.364474		7.2074504		9.746545		8.435089		8.773909		7.315222		9.701907		-1.4457512		-2.5826612		-4.871088		-1.3073369		-1.4576544		-1.9445333		-4.5204697		-1.3484188		-0.53181934		-1.3688583		-2.284244		-0.386631		-0.5436487		-0.959424		-2.1764727		-0.4312687		Yes		Yes		Yes		CD927648		TC392424		GR45.102M10F010316 GR45 Triticum aestivum cDNA clone GR45102M10, mRNA sequence [CD927648]

		A_99_P557067		3.2548294		3.5286162		3.0066974		2.9856555		3.5794716		5.815223		5.7286735		3.5907495		3.6249855		4.176487		5.1490436		3.9330597		1.2523538		4.8790727		6.597759		1.5210778		1.2924926		1.566854		4.414794		1.9283998		0.32464218		2.286607		2.721976		0.60509396		0.37015605		0.6478708		2.1423461		0.94740415		Yes		Yes		Yes		BT009273		TC454975		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		A_99_P238786		13.742404		14.523244		15.989602		14.831734		15.45969		17.077707		16.76001		15.630313		16.290106		15.500201		17.3244		15.03326		3.2881727		5.8744893		1.7057518		1.7393873		5.847021		1.9683098		2.5224013		1.1499145		1.7172861		2.5544634		0.7704077		0.7985792		2.5477018		0.9769573		1.3347979		0.20152664		Yes		No		No		U55859		TC419284		Triticum aestivum heat shock protein 80 mRNA, complete cds [U55859]

		A_99_P275521		2.0653317		3.0118415		2.3569658		2.2013142		1.776424		3.874911		4.685389		4.8109207		2.921297		3.3896046		4.53227		4.3741126		-1.2217149		1.8189042		5.022561		6.103372		1.8099695		1.2993256		4.51681		4.5089717		-0.28890765		0.86306953		2.3284233		2.6096065		0.8559654		0.37776303		2.1753042		2.1727984		Yes		No		No		TA74582_4565		TC401542		Rep: Ubiquitin fusion protein - Arachis hypogaea (Peanut), partial (97%) [TC401542]

		A_99_P150137		1.4062265		1.7000123		2.5226758		2.3375263		2.9098108		2.6784732		3.023283		3.9799232		2.759425		2.8276856		1.9147462		2.7107048		2.8354628		1.9703623		1.414809		3.1218407		2.5547788		2.1850605		-1.5240705		1.2952032		1.5035843		0.9784609		0.50060725		1.6423969		1.3531984		1.1276733		-0.6079296		0.37317848		Yes		No		No		CJ851314		TC454749		CJ851314 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal18n23 5', mRNA sequence [CJ851314]

		A_99_P018584		8.78254		7.9609094		8.247375		7.913843		9.15771		9.710945		9.423122		8.469968		10.061944		9.358802		9.582446		8.765481		1.2969922		3.3636692		2.2590995		1.4703144		2.4273863		2.6351635		2.52288		1.8045484		0.37516975		1.7500358		1.1757479		0.5561247		1.2794037		1.3978925		1.3350716		0.85163784		Yes		No		No		TA82519_4565		TC383926		Rep: Os03g0803600 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC383926]

		A_99_P550937		8.430919		8.122773		7.8756886		8.204247		9.582873		10.332618		10.6620655		9.513326		10.1043825		9.992244		10.613587		9.7181425		2.2221477		4.6262546		6.8989506		2.4778318		3.1897953		3.6539848		6.6709805		2.8558002		1.1519547		2.2098446		2.786377		1.3090782		1.6734638		1.8694706		2.7378988		1.513895		Yes		Yes		Yes		CV766143		TC452624		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC452624]

		A_99_P405662		6.679456		6.6114216		6.2861176		6.604527		5.9649663		5.605067		5.086636		5.7023244		5.6888995		6.0688386		4.90616		6.2664795		-1.640903		-2.008829		-2.2965713		-1.8689171		-1.9869516		-1.456578		-2.6026073		-1.2640448		-0.71448994		-1.0063548		-1.1994815		-0.9022026		-0.9905567		-0.542583		-1.3799577		-0.3380475		No		Yes		Yes		TA111812_4565		TC450323		Rep: Os01g0146700 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC450323]

		A_99_P526057		6.949444		6.95489		7.036898		7.3212476		6.3304276		5.7062154		6.7743907		7.2660155		6.0966926		6.729305		6.9650173		7.569118		-1.5358275		-2.3762298		-1.1995617		-1.0390263		-1.8059416		-1.1692512		-1.0510861		1.187453		-0.6190162		-1.2486744		-0.26250744		-0.055232048		-0.85275126		-0.22558498		-0.07188082		0.24787045		No		Yes		Yes		TC443266		TC443266		0

		A_99_P193958		10.787683		12.381076		12.192376		12.161991		10.221584		10.8434515		11.189513		11.30038		9.742202		11.345096		10.97782		11.54259		-1.480514		-2.9031606		-2.0039728		-1.8170667		-2.064054		-2.0505064		-2.320693		-1.5362372		-0.5660982		-1.5376244		-1.0028629		-0.86161137		-1.0454807		-1.0359802		-1.2145557		-0.619401		No		Yes		Yes		CJ799974		0		CJ799974 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct18n22 5', mRNA sequence [CJ799974]

		A_99_P194113		6.4658318		6.2459817		6.1316247		6.2702127		6.4715104		7.4610906		7.722811		6.579761		6.8967795		6.636844		8.061492		6.491472		1.0039439		2.321583		3.0129704		1.2393197		1.3481189		1.311177		3.8102014		1.1657505		0.0056786537		1.2151089		1.5911865		0.30954838		0.43094778		0.39086246		1.9298673		0.22125912		No		Yes		Yes		CJ829310		TC445325		CJ829310 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal29g19 5', mRNA sequence [CJ829310]

		A_99_P408827		11.340693		12.068431		8.7835		11.534782		10.431792		10.64336		8.257564		10.2750635		9.8440895		11.23267		7.075579		11.150742		-1.877615		-2.6852767		-1.4398676		-2.3944907		-2.8217769		-1.7847984		-3.266896		-1.3049918		-0.9089012		-1.4250708		-0.5259361		-1.2597189		-1.496604		-0.8357611		-1.7079206		-0.38404083		Yes		Yes		Yes		TA64357_4565		TC369886		0

		A_99_P438887		9.261432		9.08295		9.039735		9.117694		8.659362		8.043748		7.8806725		8.962162		8.555277		8.535119		7.8208795		8.958692		-1.5178927		-2.0550902		-2.2331226		-1.1138322		-1.63145		-1.4618858		-2.3276198		-1.1165148		-0.60206985		-1.0392017		-1.1590624		-0.15553188		-0.7061548		-0.5478306		-1.2188554		-0.1590023		No		Yes		Yes		TA84569_4565		TC395463		0

		A_99_P377942		9.01076		8.84427		8.94342		8.85923		8.970685		8.012176		7.438188		8.693255		8.529676		8.493455		7.281774		8.819425		-1.0281675		-1.7802677		-2.8387039		-1.1219237		-1.3957919		-1.2752807		-3.1637735		-1.0279752		-0.040075302		-0.8320942		-1.5052323		-0.16597462		-0.48108387		-0.35081482		-1.6616464		-0.039805412		No		Yes		Yes		TA105027_4565		NP234608		GB

		A_99_P199331		3.956433		3.5597134		4.420322		4.277888		4.5195465		6.293962		5.905475		4.7737417		5.2993646		5.1207843		6.150948		5.1892943		1.4774542		6.6541233		2.799469		1.4101552		2.5366623		2.950728		3.3187182		1.8808783		0.56311345		2.7342486		1.4851532		0.4958539		1.3429315		1.5610709		1.7306261		0.9114065		Yes		Yes		Yes		AY666013		TC432489		Triticum aestivum cold acclimation induced protein 2-1 mRNA, complete cds [AY666013]

		A_99_P494032		8.25888		7.1607933		6.2339377		6.5242977		8.305448		8.277249		7.5513196		6.776069		8.851704		8.49205		8.048254		6.731363		1.032805		2.168137		2.4921343		1.1906682		1.5081961		2.516218		3.5169291		1.1543375		0.046567917		1.116456		1.3173819		0.25177145		0.592824		1.3312569		1.8143163		0.2070651		No		Yes		Yes		TC429070		TC429070		Rep: orotate phosphoribosyltransferase - Burkholderia pseudomallei 1106b, partial (9%) [TC429070]

		A_99_P447542		4.55137		4.794617		5.3362746		3.6999404		3.845557		3.9424722		3.4485276		3.4230363		3.611848		3.9968255		3.6005208		2.5870707		-1.6310637		-1.8051828		-3.700569		-1.2115921		-1.9178927		-1.7384381		-3.3305347		-2.1627543		-0.70581317		-0.85214496		-1.887747		-0.2769041		-0.939522		-0.7977917		-1.7357538		-1.1128697		Yes		Yes		Yes		TC401975		TC401975		0

		A_99_P227766		14.840569		15.226741		15.530136		15.460959		15.904071		15.154658		15.030712		16.235647		14.0131235		14.496457		13.388301		15.903766		2.0899992		-1.051233		-1.4136491		1.7108197		-1.77454		-1.6589653		-4.413231		1.3592457		1.0635023		-0.07208252		-0.49942398		0.77468777		-0.82744503		-0.73028374		-2.1418352		0.44280624		No		Yes		Yes		AK332922		TC393608		Triticum aestivum cDNA, clone: WT005_D09, cultivar: Chinese Spring [AK332922]

		A_99_P233206		8.264754		8.445512		8.275685		8.378434		8.625367		9.521874		9.125524		8.529506		8.759479		9.178231		9.498872		8.579032		1.2839712		2.1087127		1.8022989		1.1103939		1.4090514		1.6617686		2.334618		1.1491745		0.36061287		1.0763626		0.84983826		0.15107155		0.49472427		0.7327194		1.2231865		0.20059776		No		Yes		Yes		AK333048		TC382495		Triticum aestivum cDNA, clone: WT005_I06, cultivar: Chinese Spring [AK333048]

		A_99_P536307		6.305907		6.170649		4.998762		6.476591		5.183742		5.5392165		4.4995804		4.718121		6.210918		5.252377		4.2484927		5.7424717		-2.1767335		-1.5491024		-1.4134117		-3.3833914		-1.0680572		-1.8898504		-1.682107		-1.6633818		-1.1221647		-0.63143253		-0.49918175		-1.75847		-0.09498882		-0.918272		-0.7502694		-0.7341194		Yes		No		No		TC447077		TC447077		Rep: ZIM motif family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (31%) [TC447077]

		A_99_P531552		1.4346828		1.5119096		2.6144347		2.0063114		7.5798354		9.30595		8.454764		4.290956		9.56022		8.834632		8.161595		3.7452478		70.77425		221.94228		57.294693		4.872441		279.2739		160.08812		46.758625		3.3378901		6.1451526		7.7940407		5.8403296		2.2846446		8.125537		7.3227224		5.5471606		1.7389364		Yes		Yes		Yes		TC445209		TC445209		Rep: IstB domain protein ATP-binding protein - Methylobacterium chloromethanicum CM4, partial (5%) [TC445209]

		A_99_P433432		14.832164		14.838351		13.824651		14.136688		14.532567		13.999486		11.862579		14.1421		14.397385		14.1716795		11.808223		14.155904		-1.2308004		-1.7886428		-3.89621		1.0037584		-1.3517039		-1.5874066		-4.0458083		1.0134083		-0.2995968		-0.8388653		-1.9620714		0.0054121017		-0.43477917		-0.66667175		-2.016428		0.019215584		No		Yes		Yes		TA56367_4565		TC391257		Rep: Beta-D-glucan exohydrolase isoenzyme ExoI - Hordeum vulgare var. distichum (Two-rowed barley), partial (22%) [TC391257]

		A_99_P374442		6.2336564		6.2744946		5.7041745		6.164135		7.9104614		9.730079		7.3160453		6.82041		8.621049		8.335395		7.596991		6.3207173		3.1971912		10.970703		3.0564792		1.576008		5.2321086		4.172466		3.7135952		1.1146435		1.676805		3.455584		1.6118708		0.6562748		2.3873925		2.0609002		1.8928165		0.15658236		Yes		Yes		Yes		TA104158_4565		TC428900		0

		A_99_P417887		5.5337443		5.098144		4.380106		4.5143485		5.9587784		6.639813		6.6868114		9.919337		7.126093		6.274966		5.8870425		6.616155		1.3426042		2.911311		4.94752		42.370514		3.0153983		2.2607818		2.8420591		4.2924657		0.42503405		1.5416689		2.3067055		5.404989		1.5923486		1.1768217		1.5069366		2.1018066		Yes		Yes		Yes		TA81317_4565		TC378898		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (59%) [TC378898]

		A_99_P458002		9.617434		9.0479		9.2753		9.699135		9.640089		8.7175865		7.9075294		9.836106		9.550563		8.740581		7.660869		9.241309		1.0158275		-1.2572867		-2.5807147		1.0995944		-1.0474422		-1.2374066		-3.061908		-1.3734703		0.022655487		-0.33031368		-1.3677707		0.13697147		-0.06687069		-0.30731964		-1.6144309		-0.45782566		No		Yes		Yes		CD936415		TC409194		Rep: P-type ATPase - Hordeum vulgare (Barley), partial (18%) [TC409194]

		A_99_P501802		9.026313		8.318801		7.86593		9.452173		7.1599746		5.9107895		8.125045		7.401405		7.574579		7.4554157		8.72348		8.225696		-3.64606		-5.3074226		1.1967441		-4.1432657		-2.7353663		-1.8193022		1.8119588		-2.3399498		-1.8663383		-2.4080114		0.25911474		-2.0507684		-1.4517341		-0.8633852		0.85755014		-1.2264776		Yes		No		No		CJ896772		TC432495		CJ896772 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles10j04 5', mRNA sequence [CJ896772]

		A_99_P005096		9.371657		9.564652		9.383267		9.611168		9.951043		10.629169		10.685622		10.115663		10.866451		10.017723		10.91851		9.796406		1.494213		2.0914695		2.4663112		1.4186263		2.818239		1.3689508		2.8983724		1.1370045		0.57938576		1.064517		1.3023548		0.50449467		1.4947939		0.45307064		1.535243		0.18523788		No		Yes		Yes		AJ421947		TC383011		Triticum aestivum mRNA for NADPH-thioredoxin reductase (ntr gene) [AJ421947]

		A_99_P518172		6.5475616		7.2403684		6.1631436		6.6614227		5.6540203		5.821661		5.443558		6.635262		5.541073		6.569097		5.1630216		6.745191		-1.8577306		-2.6734586		-1.6467087		-1.0182986		-2.0090156		-1.5924757		-2.0001693		1.0597826		-0.89354134		-1.4187074		-0.7195854		-0.026160717		-1.0064888		-0.6712713		-1.0001221		0.08376837		No		Yes		Yes		TC439806		TC439806		0

		A_99_P298326		9.110592		9.4153185		9.380941		9.618717		9.239551		8.757428		8.694972		9.588889		8.469449		8.983665		8.150687		9.5015745		1.0935042		-1.5777737		-1.6087825		-1.0208905		-1.5595641		-1.3487781		-2.3460832		-1.0845847		0.1289587		-0.6578903		-0.68596935		-0.029828072		-0.64114285		-0.43165302		-1.2302542		-0.11714268		No		Yes		Yes		AK333675		TC413293		Triticum aestivum cDNA, clone: WT008_C23, cultivar: Chinese Spring [AK333675]

		A_99_P419977		13.297977		13.178344		13.202859		14.056516		13.369209		13.925868		15.378421		14.22136		13.527095		13.526284		15.478213		14.35186		1.0506134		1.6789093		4.5176167		1.1210452		1.1721177		1.2727424		4.8411655		1.2271779		0.07123184		0.74752426		2.175562		0.16484451		0.2291174		0.34794044		2.2753544		0.29534435		No		Yes		Yes		TA61670_4565		TC380693		0

		A_99_P549092		13.288647		13.432723		13.688128		13.595805		13.248933		13.147117		12.188988		13.423434		13.560252		13.062164		12.545403		13.277501		-1.0279099		-1.2189225		-2.8267431		-1.1269089		1.2071505		-1.2928535		-2.2079782		-1.246864		-0.03971386		-0.28560638		-1.4991407		-0.17237091		0.2716055		-0.37055874		-1.142726		-0.31830406		No		Yes		Yes		TA66371_4565		TC451919		0

		A_99_P304906		9.51177		9.363106		10.866513		11.265824		8.063027		8.192862		9.787712		9.453421		8.446356		8.470588		9.332332		10.818363		-2.7297008		-2.2504978		-2.1122801		-3.5122697		-2.092771		-1.8564135		-2.896241		-1.3636384		-1.4487429		-1.1702442		-1.0788012		-1.8124037		-1.0654144		-0.89251804		-1.5341816		-0.44746113		Yes		No		No		TA83143_4565		TC381178		Rep: Hydrolase, alpha/beta fold family-like - Oryza sativa subsp. japonica (Rice), partial (43%) [TC381178]

		A_99_P157292		4.193531		4.059007		4.207281		4.7512136		2.315295		2.490465		3.5155828		2.6834934		2.6572044		2.5667145		2.5560424		2.4882922		-3.676253		-2.9660487		-1.6151837		-4.192237		-2.9005504		-2.813357		-3.141032		-4.799624		-1.878236		-1.5685422		-0.6916983		-2.0677202		-1.5363266		-1.4922926		-1.6512387		-2.2629213		Yes		No		No		CK167557		0		FGAS051946 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167557]

		A_99_P293261		4.8261566		4.643123		5.018602		4.990549		3.9140673		4.3857117		4.0671663		3.6156275		3.5525115		4.289433		4.0329747		3.1448708		-1.8817687		-1.195332		-1.9337959		-2.593538		-2.4177167		-1.2778249		-1.980174		-3.594219		-0.91208935		-0.25741148		-0.95143557		-1.3749216		-1.2736452		-0.35369015		-0.9856272		-1.8456783		Yes		No		No		TA79723_4565		TC438867		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (9%) [TC438867]

		A_99_P285801		11.064667		10.517682		9.725529		9.752037		9.78958		9.280558		8.649957		8.716642		9.586144		9.830785		8.633605		9.883031		-2.420133		-2.3572822		-2.1075575		-2.0496743		-2.7866316		-1.6098176		-2.1315808		1.0950478		-1.2750864		-1.2371244		-1.075572		-1.0353947		-1.4785223		-0.6868973		-1.0919237		0.13099384		Yes		No		No		AK330979		TC417841		Triticum aestivum cDNA, clone: SET5_M12, cultivar: Chinese Spring [AK330979]

		A_99_P534137		5.668196		5.7253833		6.507422		6.172308		4.9381905		4.788795		5.173384		5.89658		4.838837		4.8039346		4.728605		5.6357293		-1.6586457		-1.9139966		-2.5210729		-1.2106047		-1.7768958		-1.8940163		-3.4314473		-1.4505285		-0.73000574		-0.9365883		-1.3340378		-0.27572775		-0.82935905		-0.9214487		-1.7788172		-0.53657866		Yes		Yes		Yes		TC446210		TC446210		Rep: Os11g0533100 protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC446210]

		A_99_P502597		11.318143		11.799426		13.025975		12.441142		12.50262		13.890094		13.6748085		12.641124		13.271005		12.751672		14.02201		12.691764		2.2728097		4.259452		1.5678997		1.1486838		3.8714173		1.9348822		1.9945104		1.1897198		1.1844769		2.0906677		0.6488333		0.19998169		1.9528618		0.9522457		0.9960346		0.2506218		Yes		Yes		Yes		AK331708		TC432842		Triticum aestivum cDNA, clone: WT002_C16, cultivar: Chinese Spring [AK331708]

		A_99_P295716		3.3081987		1.3486239		1.3249565		2.4591234		5.276277		5.0605717		4.806082		2.7160149		6.8603683		4.6796756		5.30395		2.738409		3.9124665		13.104115		11.1666565		1.1949013		11.730312		10.063441		15.768718		1.2135938		1.9680784		3.711948		3.4811254		0.2568915		3.5521696		3.3310518		3.9789934		0.27928567		Yes		Yes		Yes		CV773727		TC412692		FGAS068124 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773727]

		A_99_P087915		9.401855		9.701847		9.442124		9.371369		9.882776		10.411844		10.196559		9.670224		10.189331		10.2336855		10.541818		9.467221		1.3956342		1.635801		1.6869704		1.2301675		1.7260516		1.4457704		2.1430912		1.0686963		0.4809208		0.7099972		0.7544346		0.29885483		0.7874756		0.5318384		1.0996933		0.0958519		No		Yes		Yes		TA86216_4565		TC449444		0

		A_99_P409612		14.847669		14.817025		14.329514		14.53127		13.709361		13.690167		13.194679		13.005143		13.598119		14.092444		13.051547		14.544002		-2.2012265		-2.1838257		-2.1959333		-2.880116		-2.3776722		-1.6524204		-2.4249694		1.0088639		-1.1383076		-1.1268578		-1.1348343		-1.5261269		-1.2495499		-0.72458076		-1.2779665		0.012731552		Yes		No		No		TC371697		TC371697		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC371697]

		A_99_P314586		7.697351		6.087725		5.3844438		7.274957		8.163001		8.693259		8.003505		7.1042247		9.022549		8.549435		7.959768		7.8843064		1.3809395		6.086168		6.143501		-1.1256299		2.5056722		5.508691		5.9600487		1.5255709		0.46565008		2.605534		2.619061		-0.1707325		1.3251977		2.4617095		2.575324		0.60934925		Yes		No		No		TA85985_4565		TC430290		0

		A_99_P418692		6.557848		7.1196823		6.2885075		6.6596227		6.5939827		7.088116		7.6249394		6.610508		6.9088426		7.3763733		7.7441354		6.515478		1.025363		-1.0221211		2.52526		-1.0346298		1.2754396		1.1947353		2.742759		-1.1050752		0.03613472		-0.031566143		1.336432		-0.049114704		0.3509946		0.25669098		1.4556279		-0.14414454		No		Yes		Yes		TC379606		TC379606		Rep: Actin-1 - Oryza sativa subsp. indica (Rice), partial (51%) [TC379606]

		A_99_P348706		4.821182		4.187823		4.946175		4.271057		7.0156975		10.445889		8.07386		7.9999657		8.058193		8.846524		8.869599		7.8275585		4.5773597		76.536		8.740314		13.259078		9.42839		25.258575		15.172893		11.765587		2.1945157		6.2580667		3.127685		3.7289085		3.2370114		4.6587014		3.9234242		3.5565014		Yes		Yes		Yes		TA96324_4565		TC378388		Rep: Hypersensitive-induced response protein - Carica papaya (Papaya), partial (64%) [TC378388]

		A_99_P127825		9.485735		9.9682455		9.765726		9.514157		9.609641		10.492928		11.4528055		10.424438		10.246109		10.209243		11.366342		10.070357		1.0896813		1.4386165		3.2200418		1.8794118		1.6939298		1.1818093		3.0327268		1.4703912		0.123906136		0.52468204		1.6870794		0.9102812		0.76037407		0.24099731		1.6006155		0.5562		No		Yes		Yes		TA74669_4565		TC386102		0

		A_99_P151477		3.7704124		4.1247272		5.063814		4.567036		2.5142047		2.3179762		3.7050552		3.1072054		2.2909102		3.8656857		2.8167531		4.2260737		-2.3886702		-3.4985352		-2.5646446		-2.750761		-2.788525		-1.1966834		-4.747148		-1.2666012		-1.2562077		-1.806751		-1.3587589		-1.4598308		-1.4795022		-0.25904155		-2.247061		-0.3409624		Yes		No		No		CJ823266		TC450470		CJ823266 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal11j23 5', mRNA sequence [CJ823266]

		A_99_P137824		1.365517		2.0795085		2.6102462		4.6009707		1.8371795		8.131128		8.598984		7.14019		3.2367907		5.103298		8.042666		8.028043		1.3867066		66.331375		63.502327		5.812744		3.6585543		8.133012		43.183857		10.756017		0.47166252		6.0516195		5.9887376		2.5392194		1.8712736		3.0237896		5.4324203		3.427072		Yes		Yes		Yes		BT009316		TC415482		Triticum aestivum clone wlm12.pk0006.a4:fis, full insert mRNA sequence [BT009316]

		A_99_P167839		11.497096		9.701125		7.112892		9.264001		11.877923		10.799701		14.594663		10.609937		12.471524		11.251434		13.955364		9.959588		1.302088		2.1414316		178.74641		2.5419502		1.9648622		2.928799		114.75968		1.6195434		0.38082695		1.0985756		7.4817705		1.3459358		0.9744282		1.5503092		6.842472		0.69558716		Yes		Yes		Yes		X85230		TC403451		T.aestivum pox4 gene [X85230]

		A_99_P523107		6.671505		6.1244426		6.48076		7.3335404		7.610205		8.523735		7.40243		6.803621		8.240572		7.691295		7.615725		7.1089396		1.9168005		5.275444		1.8943068		-1.4438487		2.9671276		2.9625769		2.1961322		-1.1684539		0.9387002		2.3992925		0.92166996		-0.5299196		1.569067		1.5668526		1.134965		-0.22460079		Yes		Yes		Yes		TC441768		TC441768		Rep: Os01g0864200 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC441768]

		A_99_P022179		3.0701458		2.5516143		3.9589546		3.3135662		4.848924		9.221433		12.536948		10.738304		8.428509		7.875216		12.74919		9.905814		3.4313548		101.81585		382.1495		171.81807		41.02306		40.04643		442.71533		96.486015		1.7787783		6.6698184		8.577993		7.424738		5.358363		5.3236017		8.7902355		6.592248		Yes		Yes		Yes		CK217341		TC397988		FGAS029343 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217341]

		A_99_P324046		10.830853		11.276718		10.655686		10.6086		10.328992		10.079312		9.61456		9.686214		9.72383		10.596095		9.896131		10.205215		-1.4160396		-2.2932694		-2.0578334		-1.8952461		-2.1540074		-1.6028318		-1.6929693		-1.3226068		-0.5018616		-1.1974058		-1.0411263		-0.9223852		-1.1070232		-0.68062305		-0.7595558		-0.4033842		No		Yes		Yes		AK335833		TC412415		Triticum aestivum cDNA, clone: WT013_O05, cultivar: Chinese Spring [AK335833]

		A_99_P303616		9.003375		8.975584		8.489527		8.692665		8.4847555		7.92613		7.9883747		8.279332		8.47383		8.346736		7.907953		8.437479		-1.4325838		-2.0697467		-1.4153433		-1.3317589		-1.4434737		-1.5463299		-1.496481		-1.1934897		-0.51861954		-1.0494542		-0.50115204		-0.41333294		-0.52954483		-0.6288481		-0.58157396		-0.25518608		No		Yes		Yes		TA82750_4565		TC386824		Rep: Sulfate transporter - Zea mays (Maize), partial (57%) [TC386824]

		A_99_P042056		4.7854776		4.40644		4.7187657		4.6161685		3.5891714		3.7310536		3.7972996		2.9685142		2.7985537		2.5569935		3.261433		3.2153747		-2.2915223		-1.5970242		-1.8940392		-3.1332378		-3.9639091		-3.6036186		-2.7460024		-2.6404684		-1.1963062		-0.6753862		-0.9214661		-1.6476543		-1.9869239		-1.8494463		-1.4573328		-1.4007938		Yes		No		No		CA485882		TC425068		WHE4324_C09_F18ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4324_C09_F18, mRNA sequence [CA485882]

		A_99_P390002		6.149483		5.9845123		5.4792843		6.204454		5.63996		5.015358		4.1718965		5.5144997		5.5814605		4.9598374		3.8437603		5.3275437		-1.4235798		-1.9576927		-2.4749303		-1.6132324		-1.4824904		-2.0345008		-3.107004		-1.8364381		-0.5095234		-0.96915436		-1.3073878		-0.6899543		-0.5680227		-1.0246749		-1.635524		-0.8769102		Yes		Yes		Yes		TA107988_4565		TC420819		Rep: IBR domain containing protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC420819]

		A_99_P516187		9.245384		7.0029893		5.628325		5.753447		7.139183		5.4353027		3.9897337		5.45435		7.442623		5.6396255		3.2903252		4.5689707		-4.305561		-2.96429		-3.1136165		-1.2303741		-3.488873		-2.5728436		-5.0560117		-2.2728088		-2.1062012		-1.5676866		-1.6385913		-0.29909706		-1.8027611		-1.3633637		-2.3379998		-1.1844764		Yes		No		No		AK331618		TC438857		Triticum aestivum cDNA, clone: WT007_P07, cultivar: Chinese Spring [AK331618]

		A_99_P328826		8.394691		9.392178		8.384177		9.43109		7.060768		7.835222		5.7015533		8.876658		8.058747		7.3101296		6.0509834		8.305179		-2.5208728		-2.9423234		-6.420225		-1.4685903		-1.2622032		-4.2340784		-5.0391965		-2.1823943		-1.3339233		-1.5569558		-2.6826239		-0.5544319		-0.33594418		-2.082048		-2.3331938		-1.1259117		Yes		Yes		Yes		TA90189_4565		TC385582		Rep: Seed maturation protein - Glycine tomentella (Woolly glycine), partial (48%) [TC385582]

		A_99_P538722		13.834851		13.157252		12.242488		12.576504		12.855332		11.911647		11.288502		11.164262		12.661628		12.701889		11.261109		12.573127		-1.9718077		-2.3711805		-1.9372178		-2.6615043		-2.25515		-1.371128		-1.974351		-1.0023434		-0.9795189		-1.2456055		-0.95398617		-1.4122419		-1.1732235		-0.45536327		-0.98137856		-0.0033769608		Yes		No		No		CK211134		0		0

		A_99_P226596		3.231982		2.954382		4.4049716		3.8106625		3.9303703		6.099949		6.490171		4.424529		5.340418		4.8260946		6.943699		3.6756427		1.622691		8.849322		4.243337		1.5303552		4.3122354		3.6596677		5.8107615		-1.0981078		0.69838834		3.145567		2.0851994		0.61386657		2.1084359		1.8717127		2.5387273		-0.13501978		Yes		Yes		Yes		AK333071		TC394464		Triticum aestivum cDNA, clone: WT005_J05, cultivar: Chinese Spring [AK333071]

		A_99_P455262		7.5032125		7.1100335		7.4067054		7.3470836		9.501503		11.017273		9.373967		8.484845		10.9089		9.686246		9.751206		8.052926		3.995263		15.003628		3.9102526		2.2003937		10.597763		5.9637194		5.078847		1.631097		1.9982905		3.9072394		1.9672618		1.1377616		3.4056878		2.5762124		2.344501		0.7058425		Yes		Yes		Yes		TC407248		TC407248		Rep: Os07g0537300 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC407248]

		A_99_P280686		8.1766615		9.063617		10.394418		9.634463		7.563045		7.4888606		8.661358		9.151643		7.7610717		8.216118		9.088645		9.204116		-1.53009		-2.9788513		-3.3243215		-1.3974731		-1.3338438		-1.7993788		-2.472161		-1.347558		-0.61361647		-1.5747561		-1.7330599		-0.4828205		-0.4155898		-0.8474989		-1.3057728		-0.43034744		Yes		Yes		Yes		TA76077_4565		TC438571		Rep: Phosphatidylinositol phosphatidylcholine transfer protein sec14 cytosolic-like protein - Triticum monococcum (Einkorn wheat) (Small spelt), partial (42%) [TC438571]

		A_99_P274661		9.826657		9.997342		9.410991		9.711871		10.027214		10.441193		10.336713		10.045287		10.66078		10.366012		10.678098		10.054642		1.1491418		1.3602298		1.8996348		1.2599932		1.7827725		1.2911615		2.4067845		1.2681897		0.20055676		0.44385052		0.9257221		0.333416		0.83412266		0.3686695		1.267107		0.34277058		No		Yes		Yes		TA74329_4565		TC407410		0

		A_99_P304871		8.978781		9.550575		8.219312		8.626805		9.572361		10.693498		10.182524		9.146095		10.989463		9.997888		10.69537		8.75726		1.5089868		2.208279		3.8992915		1.4332497		4.029727		1.3634977		5.5637517		1.094639		0.59358025		1.1429224		1.963212		0.51929		2.010682		0.44731236		2.476058		0.13045502		Yes		Yes		Yes		AK334417		TC426936		Triticum aestivum cDNA, clone: WT009_J14, cultivar: Chinese Spring [AK334417]

		A_99_P328856		5.741171		4.964988		5.1907177		5.2482533		4.526809		3.4406793		4.2583776		4.403255		5.0668063		4.1939263		4.037268		4.9751782		-2.320381		-2.876489		-1.908369		-1.7962627		-1.5958937		-1.7065254		-2.2244513		-1.2083807		-1.2143617		-1.5243089		-0.93234015		-0.84499836		-0.67436457		-0.7710619		-1.1534495		-0.2730751		Yes		Yes		Yes		TA90198_4565		TC371416		Rep: Os05g0456300 protein - Oryza sativa subsp. japonica (Rice), partial (86%) [TC371416]

		A_99_P017504		5.1402783		5.889748		8.396493		7.4200006		5.6637244		5.7107754		7.024822		7.5501914		5.3058276		5.873159		7.2089276		7.1499405		1.4373846		-1.1320775		-2.5877006		1.0944384		1.121593		-1.0115651		-2.2776804		-1.205858		0.5234461		-0.17897272		-1.3716707		0.13019085		0.16554928		-0.016589165		-1.1875653		-0.27006006		No		Yes		Yes		BQ744317		0		WHE4114_B08_C16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4114_B08_C16, mRNA sequence [BQ744317]

		A_99_P225356		5.4781938		4.2177815		4.267634		5.138794		9.360295		9.069974		13.166816		8.754101		10.6409645		10.1639385		12.751614		8.128373		14.744465		28.883875		477.4419		12.255071		35.82192		61.655468		358.0408		7.942423		3.8821015		4.8521924		8.899181		3.6153069		5.1627707		5.946157		8.48398		2.9895792		Yes		Yes		Yes		TA60080_4565		TC386311		0

		A_99_P140230		2.1521275		1.9402062		2.6315644		1.921964		2.174376		4.389526		4.0619884		4.3826404		5.324001		3.0040855		4.694292		3.4695575		1.015541		5.4615855		2.695259		5.504747		9.012162		2.0905454		4.1777544		2.923291		0.022248507		2.4493198		1.430424		2.4606762		3.1718733		1.0638794		2.0627277		1.5475935		Yes		No		No		AF123604		0		Triticum aestivum clone CYP72A-TA cytochrome P450 mRNA, complete cds [AF123604]

		A_99_P419877		5.019521		4.6013055		4.609255		4.5103498		7.6997466		10.188287		8.55508		6.378386		9.47746		7.7498		9.028928		6.3119636		6.40956		48.067215		15.410327		3.6503537		21.977245		8.867299		21.401989		3.4860997		2.6802254		5.5869813		3.9458256		1.8680363		4.4579387		3.1484947		4.419673		1.8016138		Yes		Yes		Yes		TC380623		TC380623		Rep: Chromosome undetermined scaffold_252, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC380623]

		A_99_P524142		6.5146675		6.358832		6.7289777		6.508035		7.823198		9.311618		9.198331		7.5162663		9.046308		7.7032204		9.441372		7.094511		2.4768908		7.7424273		5.5379543		2.0114434		5.782286		2.5392253		6.5540843		1.5015743		1.3085303		2.952786		2.4693532		1.0082312		2.53164		1.3443885		2.7123942		0.58647585		Yes		Yes		Yes		TC442188		TC442188		Rep: Response regulator receiver protein - Mycobacterium vanbaalenii (strain DSM 7251 / PYR-1), partial (5%) [TC442188]

		A_99_P167739		9.753425		8.597041		8.247226		9.4415865		10.201443		10.739915		9.750387		9.396644		10.940265		10.597251		9.888668		9.7749815		1.364165		4.416409		2.834632		-1.0316423		2.2765357		4.0005817		3.1197758		1.259975		0.44801807		2.1428738		1.5031614		-0.044942856		1.18684		2.0002098		1.6414423		0.333395		Yes		Yes		Yes		D16416		TC371841		Triticum aestivum mRNA for zinc-finger protein WZF1, complete cds [D16416]

		A_99_P352101		1.9042616		1.7923393		2.3896487		1.5008088		2.7325172		3.1046515		3.1903555		3.0180886		5.677833		2.4933724		4.6669292		1.2981215		1.7755373		2.4833922		1.7419544		2.862508		13.675972		1.6256685		4.8476334		-1.15084		0.82825565		1.3123121		0.80070686		1.5172797		3.7735715		0.7010331		2.2772806		-0.20268738		Yes		No		No		TA97398_4565		0		0

		A_99_P072810		5.3261952		5.5179634		7.1256485		5.728926		5.189591		4.2161794		4.5458922		4.8369613		4.996456		4.803493		5.595133		5.213556		-1.0993146		-2.4653356		-5.978387		-1.8557018		-1.2567861		-1.6408807		-2.8888907		-1.429361		-0.13660431		-1.301784		-2.5797563		-0.8919649		-0.3297391		-0.7144704		-1.5305157		-0.51537037		Yes		Yes		Yes		CJ808924		TC433243		CJ808924 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct6k22 5', mRNA sequence [CJ808924]

		A_99_P489702		5.872557		6.1708426		5.7543163		5.573618		8.54322		9.446867		9.262612		7.38011		10.004527		8.128688		9.58575		7.181276		6.3672147		9.686828		11.378954		3.497907		17.532623		3.884813		14.235619		3.047567		2.6706624		3.2760243		3.508296		1.8064919		4.13197		1.9578452		3.8314333		1.6076579		Yes		Yes		Yes		TC427022		TC427022		0

		A_99_P280981		8.747684		8.349901		8.043639		8.29081		8.952145		9.403848		8.482184		8.256745		9.591588		8.610501		8.824605		8.338546		1.1522559		2.0762014		1.355237		-1.0238925		1.7949013		1.197977		1.7182808		1.0336417		0.2044611		1.0539465		0.43854523		-0.034064293		0.8439045		0.2606001		0.7809658		0.047736168		No		Yes		Yes		TA76159_4565		0		0

		A_99_P306201		8.639052		9.280137		9.680366		9.515281		8.909042		8.491841		8.641831		9.222251		8.869113		8.458919		8.652293		9.307431		1.2057995		-1.7270331		-2.0541396		-1.2252107		1.1728842		-1.7668977		-2.0392976		-1.1549653		0.26998997		-0.78829575		-1.0385342		-0.2930298		0.23006058		-0.8212185		-1.0280724		-0.2078495		No		Yes		Yes		TA83527_4565		TC390311		Rep: Serine/threonine-protein kinase receptor - Oryza sativa subsp. indica (Rice), partial (93%) [TC390311]

		A_99_P487447		1.7210956		1.5520983		2.6782968		2.4321408		2.5166476		3.1318152		5.648607		5.7829156		3.9506805		4.043616		6.3916626		5.1272426		1.7357414		2.989112		7.837046		10.201962		4.68999		5.623692		13.116999		6.4759946		0.795552		1.5797169		2.97031		3.3507748		2.229585		2.4915175		3.7133658		2.6951017		Yes		Yes		Yes		TC425945		TC425945		Rep: EF hand family protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC425945]

		A_99_P106330		5.0094547		5.2574		5.6500907		5.3757796		5.1000266		4.5173874		4.8050075		4.520023		4.613272		5.0978866		4.3751583		4.241546		1.0647922		-1.6701905		-1.7963684		-1.8097078		-1.316021		-1.1169105		-2.4198747		-2.195019		0.09057188		-0.74001265		-0.84508324		-0.85575676		-0.39618254		-0.15951347		-1.2749324		-1.1342335		No		Yes		Yes		CK208925		TC402112		FGAS020650 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208925]

		A_99_P206296		8.127235		7.9810033		7.60545		7.831117		7.418303		7.369995		5.6774144		6.183702		7.8966637		7.742569		6.830259		6.5408015		-1.6345941		-1.5273261		-3.8053675		-3.1327186		-1.1732998		-1.1797117		-1.711417		-2.4458156		-0.7089324		-0.61100817		-1.9280357		-1.6474152		-0.23057175		-0.23843431		-0.7751913		-1.2903156		Yes		Yes		Yes		TA52949_4565		TC398981		Rep: IPS1 riboregulator - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (49%) [TC398981]

		A_99_P238596		13.27856		13.261611		12.649025		12.271935		12.101544		11.868527		11.727757		10.987317		11.823659		12.374433		11.327084		12.371409		-2.261085		-2.6263943		-1.8937783		-2.436176		-2.7413769		-1.8495553		-2.5000231		1.0713828		-1.1770153		-1.3930836		-0.9212675		-1.2846184		-1.4549007		-0.8871784		-1.3219414		0.09947395		Yes		No		No		TA64035_4565		TC379157		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (41%) [TC379157]

		A_99_P222706		7.99102		8.610465		9.199829		8.79316		7.6352654		7.7724967		7.6369934		8.542636		7.725022		7.8181624		7.754106		8.486561		-1.279655		-1.7875311		-2.9543397		-1.1896396		-1.2024679		-1.7318363		-2.723993		-1.2367892		-0.35575485		-0.83796835		-1.5628357		-0.25052452		-0.26599836		-0.7923026		-1.445723		-0.30659962		No		Yes		Yes		TA59270_4565		TC404936		Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC404936]

		A_99_P457627		12.633752		12.481404		12.10934		12.664691		12.474873		12.125861		10.588306		12.721585		12.793584		11.85916		11.3188095		12.57462		-1.1164196		-1.2794672		-2.8699653		1.0402241		1.117157		-1.5392674		-1.72971		-1.0644224		-0.15887928		-0.35554314		-1.5210333		0.056894302		0.159832		-0.6222439		-0.7905302		-0.090070724		No		Yes		Yes		TC408873		TC408873		0

		A_99_P436517		8.038217		7.096658		6.4613395		7.1040044		8.73239		8.992452		7.6472416		7.2498093		9.641911		8.54712		8.009215		7.4466743		1.6179576		3.7212658		2.2750561		1.1063477		3.0392048		2.7329552		2.9238634		1.2681012		0.6941738		1.8957934		1.1859021		0.14580488		1.603694		1.4504619		1.5478759		0.34266996		Yes		Yes		Yes		TC393730		TC393730		Rep: C2 domain/GRAM domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (20%) [TC393730]

		A_99_P516857		4.0875325		3.4889526		3.4494934		3.8005905		2.5396867		3.076594		2.6070046		2.0667808		2.5750096		2.208194		2.482693		3.0197904		-2.9238024		-1.3308598		-1.7931408		-3.3260496		-2.8530855		-2.429667		-1.9545012		-1.7180834		-1.5478458		-0.41235852		-0.84248877		-1.7338097		-1.5125229		-1.2807586		-0.96680045		-0.7808001		Yes		No		No		CJ634341		TC439187		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC439187]

		A_99_P369302		6.871538		6.409792		6.058562		5.6977634		7.38112		7.3514886		6.608546		6.083248		8.203772		7.0125117		7.143104		6.11129		1.4236377		1.9207858		1.4640695		1.3062986		2.5179217		1.5185767		2.1207025		1.3319377		0.50958204		0.94169664		0.549984		0.3854847		1.3322334		0.6027198		1.0845423		0.41352654		No		Yes		Yes		TA102922_4565		TC450753		0

		A_99_P195528		4.254166		3.5105822		3.428029		4.4156337		5.758816		6.473868		6.591616		5.068648		7.536154		6.2693768		6.7285485		4.8809447		2.8375576		7.798981		8.960548		1.57245		9.726951		6.768305		9.852702		1.380615		1.5046496		2.9632857		3.163587		0.6530142		3.2819877		2.7587945		3.3005195		0.46531105		Yes		Yes		Yes		AB334134		TC447579		Triticum aestivum TaACT-1D mRNA for agmatine coumaroyltransferase, partial cds [AB334134]

		A_99_P134005		9.426511		9.553729		9.5415945		9.3320055		9.880666		10.297618		10.643864		9.847115		10.07035		10.234456		10.8535795		9.953894		1.3699801		1.6746839		2.1469212		1.4291022		1.5624813		1.6029474		2.482829		1.538888		0.45415497		0.74388885		1.1022692		0.51510906		0.6438389		0.680727		1.311985		0.62188816		No		Yes		Yes		BT009420		TC387156		Triticum aestivum clone wlmk1.pk0014.a12:fis, full insert mRNA sequence [BT009420]

		A_99_P474467		6.360864		7.8677077		5.4835134		6.2080917		4.7365108		6.338206		8.76664		6.110766		5.2212787		7.518207		9.132713		5.832292		-3.0830395		-2.8868616		9.734632		-1.0697887		-2.2031772		-1.2741195		12.546386		-1.2975585		-1.6243534		-1.5295019		3.2831264		-0.0973258		-1.1395855		-0.34950066		3.6492		-0.37579966		No		Yes		Yes		TA99796_4565		TC419127		0

		A_99_P065690		1.533758		1.7339125		1.9965404		2.483967		2.491538		3.91478		5.5345454		2.9061852		2.7135136		3.8309689		6.096214		3.289439		1.9423188		4.5342607		11.6157055		1.3399862		2.265384		4.2783556		17.144493		1.7477174		0.95778		2.1808674		3.5380049		0.42221808		1.1797556		2.0970564		4.0996733		0.8054719		Yes		Yes		Yes		CV769182		TC397309		FGAS063573 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV769182]

		A_99_P529522		11.234317		12.016545		12.351379		11.62535		10.843839		10.368653		10.954177		11.457924		10.175593		11.408496		10.855666		11.565831		-1.3108277		-3.1337543		-2.6339035		-1.1230531		-2.0830874		-1.524197		-2.8200352		-1.0421181		-0.39047813		-1.647892		-1.3972025		-0.16742611		-1.0587234		-0.6080494		-1.4957132		-0.059518814		No		Yes		Yes		TC444366		TC444366		0

		A_99_P378362		1.9972954		1.6135701		1.8180519		1.3495675		3.6387036		2.5263789		2.9980996		2.498154		5.4721236		3.2754562		2.6365998		1.8224812		3.1197019		1.8827074		2.2658427		2.2169657		11.118022		3.1642992		1.7636299		1.3879097		1.6414082		0.9128088		1.1800476		1.1485864		3.4748282		1.6618861		0.81854784		0.47291362		Yes		No		No		TA105128_4565		TC450195		Rep: Collagen, type I, alpha 2 - Methylobacterium sp. 4-46, partial (10%) [TC450195]

		A_99_P486572		8.987401		9.862596		10.319334		11.2141905		8.22327		8.266098		8.163293		11.047863		8.493232		9.104463		8.675495		11.1063		-1.6983463		-3.0240827		-4.4569016		-1.1221982		-1.4085095		-1.6913004		-3.1249626		-1.077651		-0.7641306		-1.5964975		-2.1560411		-0.16632748		-0.49416924		-0.75813293		-1.6438389		-0.10789013		Yes		Yes		Yes		CJ619337		TC425494		Rep: Sulfoquinovosyldiacylglycerol synthase type 2 - Vigna unguiculata (Cowpea), partial (17%) [TC425494]

		A_99_P472452		7.3407936		7.6399765		7.6306005		7.55957		8.064158		9.391099		9.024899		8.356458		6.9141927		8.10456		9.140827		8.324344		1.6510283		3.3662038		2.6286063		1.7373494		-1.3440632		1.3799188		2.848548		1.6991036		0.72336483		1.7511225		1.3942981		0.7968879		-0.42660093		0.4645834		1.5102267		0.76477385		Yes		No		No		TC418010		TC418010		0

		A_99_P214941		13.517287		14.101987		13.5722475		13.6373625		12.3052		13.075982		12.314637		12.137181		12.332454		13.535766		11.95422		13.582257		-2.3167264		-2.0363772		-2.3909936		-2.8287823		-2.2733717		-1.4806403		-3.069551		-1.0389348		-1.2120876		-1.0260048		-1.2576103		-1.5001812		-1.1848335		-0.56622124		-1.6180277		-0.05510521		Yes		No		No		TA56022_4565		TC395904		Rep: Fructose-bisphosphate aldolase - Pandanus amaryllifolius, partial (35%) [TC395904]

		A_99_P033224		7.668665		8.240548		8.19012		8.028169		7.0786386		7.2340684		7.0238013		7.8500905		7.2554		7.5341744		7.217615		7.763714		-1.5052743		-2.009003		-2.2443824		-1.1313758		-1.3316959		-1.6316975		-1.9622443		-1.201182		-0.5900264		-1.0064797		-1.1663184		-0.17807817		-0.41326475		-0.7063737		-0.9725046		-0.26445484		No		Yes		Yes		CJ651434		TC440482		CJ651434 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone whem4n13 5', mRNA sequence [CJ651434]

		A_99_P284746		12.583176		12.627869		11.66748		11.233258		11.357922		11.647325		10.484382		9.938277		11.099351		12.036218		10.258031		11.267052		-2.3379662		-1.9732094		-2.2706397		-2.4537377		-2.7968924		-1.5069703		-2.656358		1.0237004		-1.225254		-0.9805441		-1.1830988		-1.294981		-1.4838247		-0.59165096		-1.4094496		0.03379345		Yes		No		No		TA77284_4565		TC411778		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC411778]

		A_99_P222441		12.218998		11.192268		13.856847		13.715852		10.812083		8.747785		9.768361		12.312729		11.558614		8.689422		10.206534		12.202015		-2.6516948		-5.4433084		-17.012058		-2.6447346		-1.5805035		-5.6680274		-12.556065		-2.855685		-1.4069147		-2.4444838		-4.0884857		-1.4031229		-0.6603842		-2.5028467		-3.6503124		-1.5138369		Yes		Yes		Yes		TA59172_4565		0		0

		A_99_P338106		4.3036666		4.436753		4.5897536		3.9051664		3.4766896		3.2422092		3.434775		3.5680187		3.6751888		4.3055797		3.8586628		3.8137424		-1.7739644		-2.2887242		-2.22681		-1.2632565		-1.545933		-1.0951838		-1.6598936		-1.0654212		-0.826977		-1.1945436		-1.1549785		-0.3371477		-0.6284778		-0.13117313		-0.7310908		-0.09142399		No		Yes		Yes		TA93029_4565		TC414338		0

		A_99_P226646		5.7573647		5.5438366		6.624624		6.3101554		6.527122		8.13831		8.499742		6.4262753		7.4016223		6.791903		8.823048		5.890058		1.7049829		6.039687		3.6683156		1.083816		3.1258695		2.3752286		4.5897765		-1.3380178		0.7697573		2.5944738		1.8751178		0.11611986		1.6442575		1.2480664		2.1984239		-0.42009735		Yes		Yes		Yes		TA60459_4565		TC380954		Rep: Os09g0252100 protein - Oryza sativa subsp. japonica (Rice), partial (41%) [TC380954]

		A_99_P570657		6.8225284		6.023869		3.5852497		6.8059196		5.4797225		4.3140073		2.249478		5.396008		4.3837013		4.762774		2.7845132		6.232475		-2.5364416		-3.2712948		-2.5241044		-2.657209		-5.422007		-2.396776		-1.7419901		-1.4880725		-1.3428059		-1.7098618		-1.3357716		-1.4099116		-2.438827		-1.261095		-0.8007364		-0.57344484		Yes		No		No		CA648094		TC460014		Rep: Os04g0301500 protein - Oryza sativa subsp. japonica (Rice), partial (10%) [TC460014]

		A_99_P286126		10.304734		10.618247		10.837319		11.14058		10.83253		11.823971		11.878024		11.0583315		10.838273		11.553969		11.913277		10.975567		1.4417248		2.3065295		2.0572324		-1.0586668		1.4474754		1.9128481		2.1081204		-1.1211765		0.5277958		1.2057238		1.0407047		-0.08224869		0.5335388		0.93572235		1.0759573		-0.16501331		No		Yes		Yes		TA77673_4565		TC420055		Rep: ER lumen protein retaining receptor - Petunia hybrida (Petunia), complete [TC420055]

		A_99_P377457		9.681699		8.137004		6.02018		8.275992		10.078254		9.943614		8.429275		8.977422		10.866221		9.517344		8.929721		8.814587		1.3163608		3.4981935		5.311408		1.6261151		2.2728817		2.6032982		7.513789		1.4525565		0.39655495		1.8066101		2.4090943		0.70142937		1.1845226		1.3803406		2.9095407		0.53859425		Yes		Yes		Yes		TA104904_4565		TC372586		Rep: Wall-associated kinase-like 1 - Triticum aestivum (Wheat), partial (55%) [TC372586]

		A_99_P014084		8.466626		8.400907		7.4620385		7.4049506		7.127004		6.6437917		5.8156343		6.7731285		7.089936		7.4805427		6.4941764		7.6821327		-2.53085		-3.3802147		-3.1305242		-1.5495207		-2.59672		-1.8925927		-1.95594		1.2118256		-1.339622		-1.7571149		-1.6464043		-0.6318221		-1.3766904		-0.9203639		-0.9678621		0.2771821		Yes		No		No		AK332181		TC416913		Triticum aestivum cDNA, clone: WT003_F13, cultivar: Chinese Spring [AK332181]

		A_99_P225441		9.446859		7.484253		5.183765		6.9594154		10.093041		8.948316		12.6756315		8.904908		10.589259		9.666304		11.975788		8.146703		1.565021		2.7588418		180.00168		3.8516932		2.207479		4.5379815		110.81606		2.2772415		0.64618206		1.4640627		7.4918666		1.9454927		1.1423998		2.1820507		6.792023		1.1872873		Yes		Yes		Yes		AY506509		TC381581		Triticum aestivum root peroxidase (prc4) mRNA, complete cds [AY506509]

		A_99_P015404		5.572468		5.779015		6.157555		5.8370194		4.6856713		4.747059		4.9814577		4.378896		4.813557		4.828192		4.7023005		4.317373		-1.8490657		-2.044795		-2.259647		-2.747507		-1.6922123		-1.9329748		-2.7420495		-2.8672082		-0.8867965		-1.0319562		-1.1760974		-1.4581232		-0.75891066		-0.95082283		-1.4552546		-1.5196466		Yes		No		No		BJ303572		TC419662		BJ303572 Y. Ogihara unpublished cDNA library, Wh_yd Triticum aestivum cDNA clone whyd20d11 5', mRNA sequence [BJ303572]

		A_99_P450857		8.890138		7.2752		5.2609706		7.629788		8.657979		7.6793823		6.6722126		8.093581		8.6827345		7.3538117		6.725702		8.0023775		-1.1745912		1.3233387		2.6596603		1.3791633		-1.154608		1.0560014		2.7601204		1.2946746		-0.23215866		0.40418243		1.411242		0.46379328		-0.20740318		0.07861185		1.4647312		0.3725896		No		Yes		Yes		TC404341		TC404341		0

		A_99_P209016		13.277431		13.084332		11.769683		11.33096		11.4158325		11.220093		10.091828		9.075538		11.720244		12.029048		10.542015		11.127637		-3.6340997		-3.6407602		-3.199518		-4.774741		-2.9427931		-2.0781279		-2.341881		-1.1513475		-1.861598		-1.8642397		-1.6778545		-2.2554226		-1.5571861		-1.0552845		-1.2276678		-0.20332336		Yes		No		No		TA53835_4565		0		0

		A_99_P468337		9.550956		9.64939		8.569619		8.711263		10.230706		10.909709		9.98048		9.319478		10.863808		10.256375		10.41821		8.802314		1.6018627		2.3954866		2.658958		1.5243723		2.4843216		1.523073		3.6014824		1.065146		0.67975044		1.2603188		1.410861		0.60821533		1.3128519		0.6069851		1.8485909		0.0910511		No		Yes		Yes		TC415599		TC415599		0

		A_99_P483012		10.785253		10.542554		10.106517		10.54308		9.898503		9.550357		9.134211		9.137946		9.762612		9.88205		8.646313		10.536353		-1.8490052		-1.989212		-1.9619745		-2.6484241		-2.0316336		-1.5806351		-2.751473		-1.0046738		-0.88674927		-0.99219704		-0.97230625		-1.4051342		-1.0226402		-0.66050434		-1.4602041		-0.0067272186		Yes		No		No		BT009272		TC418201		Triticum aestivum clone wlk8.pk0011.e10:fis, full insert mRNA sequence [BT009272]

		A_99_P211886		8.27797		9.149468		7.3084207		6.185125		6.984724		8.676269		3.865301		7.7690296		8.837806		7.209265		4.4208956		5.834892		-2.450789		-1.388185		-10.876328		2.9978013		1.4741011		-3.837597		-7.399999		-1.2747666		-1.2932463		-0.47319984		-3.4431198		1.5839047		0.55983543		-1.9402032		-2.887525		-0.35023308		No		Yes		Yes		TA54757_4565		TC394626		Rep: Hblt14.2 protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC394626]

		A_99_P175844		5.2499585		5.8434777		6.2752013		4.8015246		4.420959		5.218143		3.790718		5.5412993		6.087895		3.7538483		4.0649796		4.6881833		-1.776453		-1.5425687		-5.5963387		1.6699151		1.7874916		-4.256387		-4.627464		-1.0817306		-0.8289995		-0.62533474		-2.4844832		0.7397747		0.8379364		-2.0896294		-2.2102218		-0.11334133		No		Yes		Yes		TA87190_4565		TC414035		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC414035]

		A_99_P434582		6.3217583		6.319143		6.5506043		6.0126286		5.8590674		5.7979255		4.6559434		5.157539		6.5226264		5.7796783		5.1492715		4.367306		-1.3781098		-1.4351658		-3.7183459		-1.8088712		1.1493897		-1.4534329		-2.641455		-3.1281774		-0.46269083		-0.52121735		-1.894661		-0.85508966		0.20086813		-0.5394645		-1.4013329		-1.6453223		No		Yes		Yes		BT008918		TC392194		Triticum aestivum clone wpa1c.pk011.o13:fis, full insert mRNA sequence [BT008918]

		A_99_P364221		6.1361756		6.0248566		6.2801185		6.595169		5.9175		5.2997394		4.71075		5.8737493		5.906507		5.65879		5.152257		5.948218		-1.1636648		-1.6530349		-2.9677474		-1.6488038		-1.1725656		-1.288834		-2.1853456		-1.5658556		-0.21867561		-0.7251172		-1.5693684		-0.7214198		-0.22966862		-0.36606646		-1.1278615		-0.6469512		No		Yes		Yes		TA101430_4565		TC395229		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (35%) [TC395229]

		A_99_P494177		13.161265		12.9536295		12.18943		11.434544		12.040722		11.525787		10.399766		9.8687935		11.737504		12.199524		10.436928		11.326401		-2.1742887		-2.69044		-3.4573443		-2.9603138		-2.6828406		-1.6865857		-3.369425		-1.0778399		-1.1205435		-1.4278421		-1.7896643		-1.5657501		-1.4237614		-0.75410557		-1.7525024		-0.10814285		Yes		No		No		AK333058		TC429124		Triticum aestivum cDNA, clone: SET1_P15, cultivar: Chinese Spring [AK333058]

		A_99_P399427		7.1039557		7.5545793		7.0146866		7.601023		6.410998		5.9893165		5.5652046		6.3654494		6.2819076		6.7550488		5.4543686		6.4573593		-1.6165946		-2.959314		-2.7310996		-2.3547497		-1.767914		-1.7405347		-2.9491885		-2.2094142		-0.6929579		-1.5652628		-1.449482		-1.2355738		-0.8220482		-0.7995305		-1.560318		-1.1436639		Yes		Yes		Yes		TA110296_4565		TC410787		0

		A_99_P143238		11.383026		10.3748045		10.0409565		11.175321		13.031049		14.198823		11.731696		11.58121		14.015224		12.506074		11.773446		11.083412		3.134038		14.162642		3.2282217		1.3249055		6.1997		4.381028		3.3230076		-1.0657791		1.6480227		3.8240185		1.6907396		0.4058895		2.6321983		2.1312695		1.7324896		-0.091908455		Yes		Yes		Yes		CJ950266		TC407329		CJ950266 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul29j17 5', mRNA sequence [CJ950266]

		A_99_P398297		1.786406		1.8865162		1.9487206		2.1766598		2.597995		5.5829244		3.9623775		1.8067093		4.3479953		3.9712956		4.656649		1.9908143		1.7551435		12.963724		4.0380454		-1.2923086		5.9035764		4.2421017		6.5338287		-1.1374834		0.811589		3.6964083		2.013657		-0.36995053		2.5615892		2.0847793		2.7079287		-0.1858455		Yes		Yes		Yes		TA110023_4565		TC409916		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC409916]

		A_99_P319186		8.447412		9.270966		9.246501		8.696582		7.9433665		8.417183		7.5745826		7.9996758		8.4191675		8.4809885		7.933098		7.742855		-1.4181843		-1.8072332		-3.1863801		-1.6210247		-1.0197701		-1.729047		-2.485271		-1.9368695		-0.504045		-0.85378265		-1.6719184		-0.6969061		-0.028244019		-0.7899771		-1.3134031		-0.95372677		No		Yes		Yes		TA87285_4565		TC401707		Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC401707]

		A_99_P405772		6.2945023		6.154226		9.979168		5.6858		8.405207		9.600169		9.805233		8.767833		8.473367		6.8814874		10.513958		7.428326		4.319021		10.897636		-1.1281313		8.468067		4.5279703		1.6554937		1.4487313		3.3462055		2.1107044		3.4459434		-0.17393494		3.0820327		2.1788645		0.72726154		0.53479004		1.742526		Yes		No		No		TAHSP173		TC414061		Rep: Heat shock protein 17.3 - Triticum aestivum (Wheat), complete [TC414061]

		A_99_P376802		7.519179		7.954722		5.2925553		4.985985		5.573612		6.4300294		3.3955708		4.581669		5.742167		7.0126786		4.1515803		5.82757		-3.8518903		-2.877254		-3.7243395		-1.3234613		-3.427156		-1.9212474		-2.2053		1.792018		-1.9455667		-1.5246925		-1.8969846		-0.40431595		-1.7770119		-0.9420433		-1.140975		0.84158516		Yes		No		No		TA104747_4565		TC457078		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC457078]

		A_99_P533597		6.017073		2.6856697		3.642625		2.6131623		7.8238487		4.5848756		3.848195		2.5296597		8.566108		6.544684		4.1815944		3.4386199		3.4985948		3.7300782		1.1531419		-1.0595874		5.852425		14.510388		1.4529341		1.772097		1.8067756		1.8992059		0.20556998		-0.08350253		2.5490346		3.8590143		0.5389693		0.8254576		Yes		No		No		TC445978		TC445978		0

		A_99_P400302		2.761692		2.9580507		3.2304718		3.6167772		3.9761221		5.002872		4.5449657		3.5514066		4.524694		4.3791456		4.9030585		3.4244816		2.320491		4.1262217		2.4871507		-1.0463537		3.394036		2.6778867		3.1878564		-1.1425803		1.2144301		2.0448213		1.3144939		-0.06537056		1.7630019		1.4210949		1.6725867		-0.19229555		Yes		Yes		Yes		TA110519_4565		TC422921		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC422921]

		A_99_P145742		7.757748		7.404335		8.270463		8.021989		7.8749833		6.850933		7.7490635		6.3025193		6.4066978		6.6269817		6.5121474		6.542881		1.0846542		-1.4675422		-1.435347		-3.293153		-2.550978		-1.7139835		-3.383029		-2.7877629		0.11723518		-0.55340195		-0.5213995		-1.7194695		-1.3510504		-0.7773533		-1.7583156		-1.4791079		Yes		No		No		CV779949		TC420665		FGAS074358 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779949]

		A_99_P282331		5.2044997		5.819387		4.917479		5.971932		5.3880463		5.411572		6.106807		5.631664		5.3515153		5.6909623		5.936814		5.579762		1.1356722		-1.3266749		2.2804654		-1.2659918		1.1072766		-1.0930995		2.0269842		-1.3123659		0.18354654		-0.40781498		1.1893282		-0.34026814		0.14701557		-0.12842464		1.0193348		-0.39216995		No		Yes		Yes		TA76565_4565		0		0

		A_99_P011779		9.966096		8.061372		6.541771		8.109967		10.428528		10.033421		8.167263		7.5259833		10.917549		9.995835		8.642562		7.611941		1.3778625		3.9232485		3.085474		-1.4989829		1.9338195		3.8223596		4.289445		-1.4122802		0.4624319		1.9720488		1.6254921		-0.5839839		0.9514532		1.9344635		2.100791		-0.49802637		Yes		No		No		BJ277319		TC417335		BJ277319 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr10p10 5', mRNA sequence [BJ277319]

		A_99_P060591		4.7212524		5.8916793		6.3318977		7.090903		3.841254		3.8395538		4.3370094		6.552574		2.3831537		4.8006577		4.757683		6.6271596		-1.8403733		-4.147165		-3.9858525		-1.4522891		-5.0563583		-2.1302483		-2.977734		-1.3791155		-0.87999845		-2.0521255		-1.9948883		-0.53832865		-2.3380988		-1.0910215		-1.5742149		-0.4637432		Yes		No		No		CA742022		0		wet1c.pk001.o13 wet1c Triticum aestivum cDNA clone wet1c.pk001.o13 5' end, mRNA sequence [CA742022]

		A_99_P188447		9.241291		8.472842		9.774764		9.3724375		9.236386		7.878594		9.042564		7.2966137		7.763325		8.032365		7.8277545		8.00779		-1.0034055		-1.5096858		-1.6611699		-4.215851		-2.785557		-1.3570533		-3.8557448		-2.5751348		-0.004904747		-0.5942483		-0.73219967		-2.0758238		-1.4779658		-0.44047737		-1.9470096		-1.3646479		Yes		No		No		CK193587		0		FGAS002001 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK193587]

		A_99_P083655		4.3312893		4.703146		5.440615		4.978417		3.6588917		3.2754714		4.086564		3.6144316		3.168988		3.4372284		3.3297026		3.1813114		-1.5937194		-2.6901274		-2.5562892		-2.5739522		-2.2381415		-2.4048011		-4.3196445		-3.475223		-0.6723976		-1.4276745		-1.3540511		-1.3639853		-1.1623013		-1.2659175		-2.1109126		-1.7971056		Yes		Yes		Yes		CV763899		0		FGAS058282 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763899]

		A_99_P511572		9.059413		8.594846		8.436179		8.684956		10.100212		10.684886		9.5878		9.322936		11.105359		9.804642		10.092273		9.065927		2.0573668		4.2575994		2.2216334		1.5561492		4.12944		2.3130493		3.15162		1.302218		1.0407991		2.0900402		1.1516209		0.63798046		2.0459461		1.209796		1.6560936		0.38097095		Yes		Yes		Yes		TC436766		TC436766		0

		A_99_P269186		8.172548		8.23049		8.447961		8.445628		7.855169		7.547276		7.666271		8.263643		8.03309		7.561168		7.4290166		8.114459		-1.2460651		-1.6057127		-1.7191432		-1.1344436		-1.1014917		-1.5903249		-2.0264356		-1.2580324		-0.31737947		-0.6832137		-0.78168964		-0.1819849		-0.13945866		-0.66932154		-1.0189443		-0.33116913		No		Yes		Yes		TA72670_4565		TC378092		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC378092]

		A_99_P439957		12.402908		12.918713		12.601817		13.364781		13.854126		15.777279		14.86074		13.048561		14.591922		14.587818		15.30997		13.010974		2.7343874		7.252942		4.786339		-1.2450644		4.5599356		3.1801736		6.534844		-1.2779288		1.4512177		2.8585663		2.2589226		-0.31622028		2.1890135		1.6691055		2.7081528		-0.35380745		Yes		Yes		Yes		TA62981_4565		TC397774		Rep: Calnexin - Zea mays (Maize), partial (13%) [TC397774]

		A_99_P315796		6.198151		5.5946007		6.624043		7.4906845		7.6113853		5.8711677		8.341369		8.324973		5.9576945		5.9866276		7.284695		8.121795		2.6633356		1.2113091		3.288263		1.7829776		-1.1813664		1.3122357		1.5807971		1.5487564		1.4132342		0.27656698		1.7173257		0.8342886		-0.24045658		0.3920269		0.66065216		0.6311102		Yes		No		No		TA86319_4565		TC385085		0

		A_99_P081705		4.465692		3.9387283		4.974418		4.6579432		4.487958		3.1444101		4.4346423		3.2640426		2.7707198		3.6259835		3.1204128		3.029868		1.0155532		-1.7342576		-1.4537467		-2.6278822		-3.2377067		-1.2420686		-3.6150243		-3.0910037		0.022265911		-0.7943182		-0.53977585		-1.3939006		-1.6949723		-0.31274486		-1.8540053		-1.6280754		Yes		No		No		CD885547		TC422824		G118.001M15F010305 G118 Triticum aestivum cDNA clone G118001M15, mRNA sequence [CD885547]

		A_99_P205076		5.8724117		5.1535726		5.5393524		5.9433885		7.4528832		7.2489204		10.763961		8.811893		6.097065		8.948116		9.219036		6.7971997		2.9906757		4.273292		37.39072		7.3030796		1.1684964		13.87623		12.814308		1.807269		1.5804715		2.095348		5.2246084		2.868505		0.22465324		3.7945437		3.6796837		0.85381126		Yes		Yes		Yes		TA52577_4565		TC372422		0

		A_99_P247336		11.965614		12.115594		12.411552		12.116189		11.955176		11.749618		10.634028		11.8400955		12.067174		11.646579		10.991605		11.71561		-1.0072613		-1.2887535		-3.4283729		-1.2109115		1.0729327		-1.3841642		-2.675758		-1.320038		-0.010437965		-0.36597633		-1.777524		-0.27609348		0.10155964		-0.46901512		-1.4199476		-0.40057945		No		Yes		Yes		TA66373_4565		TC412436		Rep: Glutathione peroxidase - Oryza sativa subsp. indica (Rice), partial (63%) [TC412436]

		A_99_P545312		3.96676		2.3806343		1.8754212		1.9086477		4.4809284		5.70483		4.339278		2.8261712		5.3936906		5.461289		4.622647		3.8807175		1.4281708		10.015731		5.5168977		1.8888701		2.6887407		8.459982		6.7142477		3.923306		0.5141685		3.3241959		2.4638572		0.9175235		1.4269307		3.0806546		2.7472258		1.9720699		Yes		Yes		Yes		CA638485		TC439328		Rep: Chromosome undetermined scaffold_435, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC439328]

		A_99_P355891		2.7478542		2.7291424		2.3631546		3.039818		4.0528674		5.591603		6.034078		5.149523		4.9676557		5.1413302		5.9797072		5.034266		2.4708598		7.2725453		12.736734		4.3160295		4.6582932		5.322809		12.265656		3.984636		1.3050132		2.8624604		3.6709235		2.1097047		2.2198014		2.4121878		3.6165526		1.994448		Yes		No		No		TA98609_4565		TC413826		0

		A_99_P295551		7.387731		7.4348016		6.6780725		6.7339387		7.8648815		8.731107		7.960121		7.4859524		8.546458		8.148659		8.307453		7.0327053		1.3919915		2.4559908		2.4318407		1.6841419		2.2326038		1.6401834		3.0938017		1.2300923		0.47715044		1.2963052		1.2820487		0.7520137		1.1587272		0.7138572		1.6293807		0.2987666		No		Yes		Yes		TA80373_4565		TC376103		Rep: Os11g0132700 protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC376103]

		A_99_P284796		6.548298		5.128801		5.7723603		5.7521424		8.589523		10.056642		8.808616		7.5719514		10.484757		8.7099		9.167483		6.46323		4.11595		30.438824		8.203589		3.5303445		15.310607		11.967908		10.520439		1.6370379		2.0412254		4.9278407		3.0362554		1.819809		3.9364595		3.581099		3.395123		0.7110877		Yes		Yes		Yes		TA77296_4565		TC422386		0

		A_99_P254401		6.6436305		6.3989143		6.377281		6.389755		5.5663624		5.253242		5.5529313		4.9668837		5.558925		5.813871		5.590732		5.894436		-2.1100368		-2.2124922		-1.7707369		-2.6811857		-2.1209424		-1.5000842		-1.7249435		-1.4096323		-1.0772681		-1.1456723		-0.8243499		-1.4228711		-1.0847054		-0.58504343		-0.7865491		-0.4953189		Yes		No		No		TA68388_4565		TC406486		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC406486]

		A_99_P461957		6.196186		6.452705		5.2453933		5.1032805		4.731083		5.5950866		4.046474		3.683422		4.6450944		5.8734417		3.9614542		5.218489		-2.760832		-1.8120444		-2.2956765		-2.6755927		-2.930388		-1.494086		-2.4350293		1.0831317		-1.4651031		-0.85761833		-1.1989193		-1.4198585		-1.5510917		-0.5792632		-1.2839391		0.115208626		Yes		No		No		CK161440		TC411778		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC411778]

		A_99_P535787		4.769003		4.9007382		4.912845		5.0145345		4.602556		5.1190276		3.7969787		4.829144		5.178658		5.184818		4.6832533		5.1293283		-1.122291		1.1633533		-2.1672513		-1.1371247		1.3283682		1.2176331		-1.1725032		1.0828203		-0.16644669		0.21828938		-1.1158664		-0.18539047		0.4096551		0.28407955		-0.22959185		0.11479378		No		Yes		Yes		AL816502		TC446833		0

		A_99_P520532		12.463635		12.400205		11.4749365		11.77424		12.814162		13.866883		12.425542		12.107559		13.8230095		13.701491		13.125729		11.900817		1.2750261		2.7638485		1.9326835		1.2599092		2.5657384		2.464486		3.14006		1.0917007		0.3505268		1.4666786		0.9506054		0.33331966		1.359374		1.3012867		1.6507921		0.12657738		Yes		Yes		Yes		TC440725		TC440725		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC440725]

		A_99_P412607		9.885774		10.339263		9.870586		10.064631		10.416184		11.068333		10.848586		10.528005		10.610106		10.748952		10.965446		10.261728		1.4443403		1.6575699		1.9697324		1.3787618		1.6521364		1.3283994		2.1359236		1.1463891		0.53041077		0.7290697		0.9779997		0.46337318		0.7243328		0.40968895		1.0948601		0.19709682		No		Yes		Yes		CK209150		TC374580		Rep: Dolichyl-di-phosphooligosaccharide-protein glycotransferase (Oligosaccharyltransferase)-like - Arabidopsis thaliana (Mouse-ear cress), partial (59%) [TC374580]

		A_99_P005461		5.1641264		5.0786743		5.6621346		5.4357224		4.9153905		4.4478164		4.826164		4.230615		4.3649316		3.9793928		4.1726255		3.8897135		-1.1881655		-1.5484855		-1.7850579		-2.3055441		-1.7401297		-2.1424797		-2.807934		-2.9200819		-0.2487359		-0.63085794		-0.8359709		-1.2051072		-0.7991948		-1.0992815		-1.4895091		-1.5460088		Yes		No		No		CK161784		0		FGAS014358 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161784]

		A_99_P508307		8.865959		8.141129		7.427704		6.632679		9.146993		9.722079		7.8626313		6.706379		9.3323965		9.035384		8.565734		6.517753		1.215065		2.9916694		1.3518429		1.0524123		1.3816932		1.8586507		2.200803		-1.0829194		0.28103352		1.5809507		0.43492746		0.07369995		0.46643734		0.89425564		1.13803		-0.11492586		No		Yes		Yes		TC428795		TC428795		Rep: Os12g0456700 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC428795]

		A_99_P231026		7.776132		7.2812004		10.129022		9.852604		7.4624577		6.9282966		8.596728		9.442088		7.4802213		7.11644		8.270101		8.825802		-1.2428691		-1.2771286		-2.8924527		-1.3291609		-1.2276598		-1.12098		-3.6273627		-2.0375028		-0.31367445		-0.35290384		-1.5322933		-0.4105158		-0.29591084		-0.16476059		-1.858921		-1.0268021		No		Yes		Yes		TA61832_4565		TC390968		0

		A_99_P521392		6.2169476		6.624125		7.111612		6.987703		6.0247707		6.3155103		5.9594154		6.707456		6.4499683		6.3118806		6.359621		6.6190095		-1.1424862		-1.2385179		-2.22252		-1.2144026		1.1752932		-1.2416378		-1.6841152		-1.2911829		-0.19217682		-0.30861473		-1.1521964		-0.28024673		0.23302078		-0.31224442		-0.7519908		-0.36869335		No		Yes		Yes		TC441056		TC441056		0

		A_99_P426972		7.0218644		6.174719		5.380114		5.2430654		4.9902616		5.2687593		4.158987		4.321325		5.005932		5.4068656		4.3964634		5.403549		-4.088588		-1.8737904		-2.3312876		-1.8943994		-4.0444193		-1.7027342		-1.977463		1.117662		-2.0316029		-0.9059596		-1.221127		-0.92174053		-2.0159326		-0.76785326		-0.9836507		0.16048384		Yes		No		No		CK216299		TC386113		Rep: 50S ribosomal protein L12-1, chloroplast precursor - Secale cereale (Rye), partial (81%) [TC386113]

		A_99_P230536		6.326877		6.2581997		6.482141		7.1127067		6.4536967		6.6668034		7.9893374		6.7563252		6.436359		6.1168876		7.6240845		7.234628		1.091884		1.3274004		2.842571		-1.2802109		1.0788406		-1.1029078		2.206781		1.0881833		0.12681961		0.40860367		1.5071964		-0.35638142		0.10948181		-0.14131212		1.1419435		0.12192154		No		Yes		Yes		AK335485		TC418128		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		A_99_P396912		5.08823		4.9687657		4.90591		5.237701		4.2752132		3.8604412		3.6313732		4.5179715		4.2018123		4.2670503		3.7999141		4.7958198		-1.7568815		-2.1559513		-2.4192114		-1.6468731		-1.8485805		-1.6264375		-2.1524742		-1.3583744		-0.8130169		-1.1083245		-1.2745368		-0.7197294		-0.88641787		-0.70171547		-1.1059959		-0.44188118		No		Yes		Yes		TA109681_4565		TC432472		Rep: Riboflavin synthase subunit beta - Leeuwenhoekiella blandensis MED217, partial (17%) [TC432472]

		A_99_P168474		6.0396347		6.7334332		5.9240623		6.506922		5.350094		5.056516		4.6534753		5.1024146		4.9684606		5.260732		4.378841		5.5144925		-1.6127702		-3.1974394		-2.412597		-2.6472733		-2.1011426		-2.7754104		-2.9184885		-1.9895322		-0.68954086		-1.6769171		-1.270587		-1.4045072		-1.0711741		-1.4727011		-1.5452213		-0.99242926		Yes		Yes		Yes		TA64884_4565		TC382535		0

		A_99_P531508		5.5012918		4.779474		6.0346756		5.602197		5.059548		4.037191		4.889532		2.9757383		3.6897461		3.9061463		4.0793405		3.9773247		-1.3582451		-1.6728208		-2.2116814		-6.1750846		-3.5101814		-1.8318832		-3.87806		-3.084149		-0.44174385		-0.74228287		-1.1451435		-2.626459		-1.8115456		-0.8733275		-1.9553351		-1.6248724		Yes		No		No		DR736415		TC445141		0

		A_99_P546992		3.0809448		4.6096573		5.116783		4.103548		4.7347627		5.484037		5.7405763		5.3475127		5.156444		4.9042864		6.2868133		4.8519764		3.1466525		1.8332196		1.5409212		2.3684852		4.2149024		1.2265697		2.250164		1.6799617		1.6538179		0.87437963		0.6237931		1.2439647		2.0754993		0.2946291		1.1700301		0.74842834		Yes		No		No		TC451152		TC451152		Rep: 60S ribosomal protein L18a - Oryza sativa subsp. japonica (Rice), partial (92%) [TC451152]

		A_99_P246351		3.9194286		4.7037163		4.434862		4.3495297		4.083835		5.8885636		6.0967107		5.424566		4.36179		5.6174426		6.1139374		5.754888		1.120705		2.2733934		3.164217		2.1067748		1.3588268		1.8839052		3.2022262		2.6488357		0.16440654		1.1848474		1.6618485		1.075036		0.4423616		0.91372633		1.6790752		1.4053583		Yes		Yes		Yes		AK331881		TC407948		Triticum aestivum cDNA, clone: WT002_J15, cultivar: Chinese Spring [AK331881]

		A_99_P227466		9.154812		7.5407786		6.6101584		7.058668		6.9464774		5.865476		4.7958274		4.315439		7.2254844		6.8731856		5.255631		6.8291		-4.621414		-3.1938632		-3.5169652		-6.695672		-3.8087761		-1.5884206		-2.5571334		-1.1724838		-2.2083344		-1.6753025		-1.814331		-2.743229		-1.9293275		-0.667593		-1.3545275		-0.229568		Yes		No		No		TA60821_4565		0		0

		A_99_P490397		6.8521557		6.243555		6.291078		6.138754		4.8113685		3.0410054		3.5184877		3.0723894		3.8662379		4.44128		3.8373392		4.043766		-4.1147		-9.205842		-6.833338		-8.376598		-7.9222918		-3.487698		-5.4783406		-4.272226		-2.0407872		-3.2025497		-2.7725904		-3.0663645		-2.9859178		-1.8022752		-2.453739		-2.0949879		Yes		No		No		CK212354		TC427399		FGAS024226 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212354]

		A_99_P556062		9.070331		6.996371		8.459748		8.611638		10.5667925		11.536555		11.204117		9.887591		12.000385		9.768767		11.716736		9.648847		2.821499		23.266535		6.7009635		2.4215877		7.6213927		6.8324194		9.559847		2.052253		1.4964619		4.5401845		2.7443686		1.2759533		2.9300547		2.7723966		3.2569876		1.0372086		Yes		Yes		Yes		CD891900		TC454584		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		A_99_P009401		1.9133173		1.5644021		2.9130032		3.0184696		2.9477348		2.3178113		5.214298		2.9541245		4.6140704		3.853527		5.6638293		3.13676		2.0482864		1.6857717		4.9289985		-1.0456102		6.5014124		4.8875957		6.7310247		1.0854479		1.0344175		0.75340915		2.3012946		-0.06434512		2.7007532		2.289125		2.7508261		0.118290424		Yes		No		No		DR738694		TC370147		FGAS083911 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738694]

		A_99_P153982		3.961442		3.7899437		4.5430126		4.36277		2.5833435		2.5212386		1.993824		3.4354286		3.428893		3.0716276		3.116905		3.753687		-2.5992556		-2.4094522		-5.85305		-1.9017682		-1.4464825		-1.6452606		-2.6872075		-1.5252895		-1.3780985		-1.2687051		-2.5491886		-0.92734146		-0.5325489		-0.7183161		-1.4261076		-0.6090832		Yes		Yes		Yes		CJ939737		0		CJ939737 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan33g03 3', mRNA sequence [CJ939737]

		A_99_P000536		3.4593818		3.8664038		2.8870535		2.9197156		3.4674635		4.882816		3.5760682		3.836219		4.097149		4.342279		4.557759		4.060646		1.0056175		2.0228817		1.612182		1.8875351		1.5559192		1.3907616		3.183702		2.205232		0.008081675		1.016412		0.6890147		0.9165034		0.6377671		0.47587514		1.6707053		1.1409304		No		Yes		Yes		DR738135		TC392149		FGAS083352 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738135]

		A_99_P524757		1.5897793		1.7554511		2.0335252		1.5492178		2.6233573		5.8740726		7.6434884		3.230712		5.005152		3.883541		7.400896		4.275514		2.047095		17.37115		48.839058		3.2075996		10.669147		4.371383		41.279987		6.6175466		1.033578		4.1186213		5.6099634		1.6814941		3.4153728		2.12809		5.3673706		2.7262964		Yes		Yes		Yes		EB512318		TC442425		Rep: Ent-kaurene oxidase - Oryza sativa subsp. japonica (Rice), partial (23%) [TC442425]

		A_99_P291586		6.6242714		7.1644783		6.355458		7.51309		6.170999		5.486315		3.400057		6.3670197		5.5973015		6.556917		3.756757		6.784027		-1.3691423		-3.2002032		-7.7564726		-2.2131028		-2.03774		-1.5236813		-6.057409		-1.6575623		-0.45327234		-1.6781635		-2.9554007		-1.1460705		-1.0269699		-0.6075611		-2.5987008		-0.72906303		Yes		No		No		TA79257_4565		TC379202		Rep: Vegetative cell wall protein - Chlamydomonas incerta, partial (4%) [TC379202]

		A_99_P256286		10.206177		9.984242		10.114099		9.836192		9.703469		9.295611		9.0624695		9.482837		9.585495		9.364647		9.021217		9.6233		-1.4168701		-1.6117535		-2.072869		-1.2775284		-1.5376016		-1.5364443		-2.1329958		-1.1590096		-0.5027075		-0.68863106		-1.0516291		-0.3533554		-0.62068176		-0.6195955		-1.0928812		-0.21289253		No		Yes		Yes		AK333182		TC372269		Triticum aestivum cDNA, clone: WT005_N15, cultivar: Chinese Spring [AK333182]

		A_99_P135220		1.4997181		1.368275		1.9213015		1.5444959		2.2886803		1.4212576		8.1301565		5.257964		3.352297		1.3794886		7.8269806		3.143645		1.7278311		1.0374074		73.96932		13.117929		3.611452		1.007803		59.949642		3.0296457		0.78896224		0.05298257		6.208855		3.713468		1.852579		0.011213541		5.905679		1.5991491		Yes		Yes		Yes		BT009357		TC423778		Triticum aestivum clone wlm96.pk0023.a11:fis, full insert mRNA sequence [BT009357]

		A_99_P431722		6.1007457		7.167006		4.8296638		6.3327255		5.0346622		4.9755654		3.3998272		3.6341522		3.8042262		4.5463486		2.6126385		3.6896384		-2.0937417		-4.5676136		-2.694162		-6.4915967		-4.9127116		-6.150303		-4.649338		-6.2466693		-1.0660834		-2.1914406		-1.4298365		-2.6985734		-2.2965195		-2.6206574		-2.2170253		-2.6430871		Yes		No		No		TA65100_4565		TC389918		0

		A_99_P273086		9.953883		9.6488695		10.061568		10.153537		9.683853		8.833953		8.942212		9.571767		9.504906		9.065681		8.990272		9.473626		-1.205833		-1.7591965		-2.1725		-1.4966843		-1.3650724		-1.4981562		-2.1013212		-1.6020405		-0.27003002		-0.8149166		-1.1193562		-0.58176994		-0.44897747		-0.58318806		-1.0712967		-0.67991066		No		Yes		Yes		TA73853_4565		TC421087		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC421087]

		A_99_P555312		6.4448237		6.2358527		7.0829005		7.143349		6.2529297		5.5638123		5.966023		6.907868		6.048487		5.609463		5.909193		6.970892		-1.1422623		-1.5933249		-2.1687708		-1.1772994		-1.3161615		-1.5436969		-2.2559068		-1.1269764		-0.19189405		-0.67204046		-1.1168776		-0.23548126		-0.39633656		-0.6263895		-1.1737075		-0.17245722		No		Yes		Yes		TC454297		TC454297		0

		A_99_P430102		5.6792684		5.122092		5.196586		5.2137585		8.279564		9.389633		7.9406877		6.0135994		9.581192		7.9995894		8.162964		6.3949304		6.0641084		19.260075		6.6997232		1.7409092		14.948446		7.348744		7.8157144		2.267609		2.6002955		4.2675414		2.7441015		0.7998409		3.9019237		2.8774977		2.9663777		1.1811719		Yes		Yes		Yes		TC388571		TC388571		Rep: Wall-associated kinase 3 - Triticum aestivum (Wheat), partial (25%) [TC388571]

		A_99_P251011		1.5953511		1.2981397		1.3019024		1.3036755		1.2797164		1.2803245		1.3191048		7.2965355		1.2799758		1.2872897		1.2872553		1.7309885		-1.244559		-1.0124252		1.0119952		63.684036		-1.2443353		-1.0075489		-1.0102043		1.3447267		-0.31563473		-0.017815232		0.017202377		5.99286		-0.31537533		-0.010849953		-0.014647126		0.42731297		No		Yes		Yes		TA67456_4565		TC384140		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (69%) [TC384140]

		A_99_P090775		9.646258		8.349752		7.7675586		7.7965064		9.9042425		9.949662		9.197612		8.239632		10.702652		10.232137		9.654601		8.337372		1.1958066		3.0312436		2.6945665		1.3595463		2.0797262		3.6868386		3.6987622		1.454845		0.25798416		1.5999098		1.4300532		0.44312525		1.0563936		1.8823843		1.8870425		0.5408654		Yes		Yes		Yes		CD882291		TC446608		F1.105P19F010330 F1 Triticum aestivum cDNA clone F1105P19, mRNA sequence [CD882291]

		A_99_P331251		6.0243735		4.9325953		3.4281015		2.608491		6.039719		6.3050113		5.633369		5.0942764		6.5779653		6.015166		5.9414144		3.859336		1.0106936		2.589038		4.6116		5.6013923		1.4677352		2.1178062		5.7092957		2.3798077		0.015345573		1.372416		2.2052674		2.4857855		0.5535917		1.0825706		2.5133128		1.250845		Yes		Yes		Yes		TA90917_4565		TC452927		0

		A_99_P049999		9.946942		10.080131		10.683614		10.717006		10.248062		10.5452795		12.085963		10.265832		11.147903		10.305198		11.988304		10.196533		1.2321004		1.3804599		2.643317		-1.3671521		2.2989278		1.1688316		2.470307		-1.434425		0.3011198		0.46514893		1.4023495		-0.45117378		1.2009611		0.22506714		1.3046904		-0.5204725		No		Yes		Yes		AK333537		TC371935		Triticum aestivum cDNA, clone: WT006_L10, cultivar: Chinese Spring [AK333537]

		A_99_P478897		7.701149		7.9835277		8.499821		8.392676		7.702498		7.1874223		7.743297		8.212089		6.9954815		7.5188255		7.1350656		8.393817		1.0009354		-1.7364073		-1.6894149		-1.1333455		-1.6308991		-1.3800324		-2.5753262		1.000791		0.0013489723		-0.7961054		-0.7565236		-0.18058777		-0.7056675		-0.46470213		-1.3647552		0.0011405945		No		Yes		Yes		FJ602077		TC421525		Triticum aestivum ubiquitin fusion degradation 1 protein (UFD1b) mRNA, complete cds [FJ602077]

		A_99_P343776		8.184914		7.874059		7.721905		7.8363338		10.047448		11.740738		10.891337		9.607837		11.391202		10.101438		11.300372		8.943656		3.6364596		14.587682		8.996926		3.4140944		9.22973		4.6828227		11.946093		2.154454		1.8625345		3.8666787		3.1694322		1.771503		3.2062883		2.2273784		3.578467		1.1073222		Yes		Yes		Yes		TA94796_4565		TC385720		Rep: ATPase - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC385720]

		A_99_P354831		10.880447		10.852979		11.102123		11.013215		10.679805		10.623989		9.880118		10.695327		11.050008		10.797981		10.578722		10.7881155		-1.1492101		-1.1720139		-2.3327067		-1.2465047		1.1247158		-1.0388572		-1.4373399		-1.1688579		-0.20064259		-0.2289896		-1.2220049		-0.31788826		0.16956043		-0.054997444		-0.52340126		-0.22509956		No		Yes		Yes		TA98248_4565		TC434330		Rep: Armadillo/beta-catenin repeat protein-related-like - Oryza sativa subsp. japonica (Rice), partial (22%) [TC434330]

		A_99_P234356		9.404		9.021554		8.926017		8.466945		10.586582		10.508983		15.506278		12.548091		12.134908		11.218098		15.779162		11.855868		2.2698264		2.8038878		95.687675		16.925732		6.6387305		4.583799		115.61186		10.475329		1.1825819		1.4874287		6.580261		4.0811462		2.7309074		2.1965437		6.8531456		3.3889236		Yes		Yes		Yes		TA62842_4565		TC416237		0

		A_99_P314136		9.375187		10.164575		9.491322		9.841435		9.747265		11.006469		10.448768		10.095012		9.864506		10.647526		10.609742		9.991824		1.2942156		1.7924019		1.9418693		1.1921587		1.4037819		1.3975997		2.1710916		1.1098685		0.37207794		0.84189415		0.9574461		0.25357628		0.48931885		0.48295116		1.1184206		0.15038872		No		Yes		Yes		TA85858_4565		TC431911		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC431911]

		A_99_P500502		9.2734785		9.617011		8.680808		8.794388		8.765882		8.436984		7.074732		8.054672		8.654873		8.643678		6.9586606		8.154307		-1.4216802		-2.2658103		-3.0442276		-1.6698467		-1.5353905		-1.9633718		-3.2992713		-1.558416		-0.50759697		-1.180027		-1.6060762		-0.7397156		-0.6186056		-0.97333336		-1.7221475		-0.64008045		Yes		No		No		TC431931		TC431931		Rep: NADH-ubiquinone oxidoreductase chain 2 - Varanus gilleni (Pygmy mulga monitor), partial (5%) [TC431931]

		A_99_P322086		8.904097		8.662764		9.089359		9.25082		8.433323		7.8769774		8.226607		8.7288885		8.310887		8.137162		8.07449		8.953472		-1.3858525		-1.7240316		-1.8185039		-1.4358765		-1.5085989		-1.4395335		-2.0207205		-1.2288834		-0.4707737		-0.78578615		-0.86275196		-0.52193165		-0.59320927		-0.5256014		-1.0148697		-0.29734802		No		Yes		Yes		TA88159_4565		TC399172		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC399172]

		A_99_P247471		4.2966056		5.8976502		5.5049863		6.386587		3.764389		3.39264		3.4205616		4.2500043		3.161826		4.12693		2.5070267		4.7117233		-1.4461493		-5.676533		-4.2410593		-4.397193		-2.1958504		-3.4122422		-7.9886937		-3.192892		-0.53221655		-2.5050101		-2.0844247		-2.1365829		-1.1347797		-1.77072		-2.9979596		-1.6748638		Yes		No		No		AK335072		TC386635		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		A_99_P360931		9.105868		8.337109		7.5321374		7.57909		9.366293		9.424889		8.136022		8.295246		10.092769		8.811443		8.644216		7.901233		1.1978312		2.1254673		1.5198029		1.642799		1.9819221		1.3892775		2.161568		1.2501863		0.2604246		1.08778		0.6038842		0.716156		0.9869003		0.47433472		1.1120782		0.32214308		No		Yes		Yes		TA100307_4565		0		0

		A_99_P321991		10.638118		11.609761		12.464997		12.19641		10.976964		11.031044		11.317264		12.622449		9.276877		10.996722		9.971075		12.708613		1.2647448		-1.4935207		-2.2156556		1.3435395		-2.5690596		-1.5294776		-5.6330733		1.4262266		0.3388462		-0.57871723		-1.1477337		0.42603874		-1.3612404		-0.613039		-2.4939222		0.5122032		No		Yes		Yes		TA88129_4565		TC413505		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC413505]

		A_99_P010714		6.8286815		7.622772		6.762113		6.669584		4.9512506		6.23408		6.2323003		5.820884		5.2768035		7.0325317		5.950966		6.610085		-3.674202		-2.6184125		-1.4437419		-1.8008769		-2.9319856		-1.5054977		-1.7546061		-1.0421036		-1.8774309		-1.3886924		-0.5298128		-0.84869957		-1.551878		-0.5902405		-0.8111472		-0.059498787		Yes		No		No		BJ271041		TC440019		BJ271041 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh23n10 5', mRNA sequence [BJ271041]

		A_99_P421397		11.714691		11.703612		10.856481		11.551434		11.145244		11.338422		11.877742		11.725703		11.117165		11.703252		11.526219		12.124042		-1.4839551		-1.2880517		2.0296926		1.128393		-1.5131202		-1.0002499		1.5907849		1.4872096		-0.5694475		-0.3651905		1.0212612		0.17426968		-0.59752655		-3.60E-04		0.66973877		0.572608		No		Yes		Yes		AK333455		TC433756		Triticum aestivum cDNA, clone: WT006_I07, cultivar: Chinese Spring [AK333455]

		A_99_P236461		8.352349		7.6643505		8.078293		7.6807632		9.361802		9.724022		12.622022		10.578528		10.923149		9.85299		12.900456		9.039453		2.0131474		4.1689134		23.323765		7.45271		5.941387		4.5587544		28.288889		2.5645208		1.0094528		2.0596714		4.543729		2.8977652		2.5707998		2.1886396		4.8221636		1.3586893		Yes		Yes		Yes		TA63453_4565		TC426555		0

		A_99_P232156		16.68854		17.323456		15.158467		16.45446		16.551458		16.811983		13.549892		16.389248		16.49792		16.789398		13.281548		16.107384		-1.099678		-1.4255046		-3.0495045		-1.0462389		-1.1412544		-1.447996		-3.6729004		-1.2719804		-0.13708115		-0.5114727		-1.6085749		-0.06521225		-0.19062042		-0.5340576		-1.8769197		-0.34707642		No		Yes		Yes		TA62134_4565		0		0

		A_99_P000591		6.947268		7.374277		8.084186		6.7479606		6.9874535		7.0644374		7.059713		6.9047		7.134518		6.895664		7.153666		6.7881017		1.028246		-1.23957		-2.0342157		1.1147647		1.1385914		-1.3934033		-1.9059623		1.0282143		0.04018545		-0.30983973		-1.0244727		0.15673923		0.18725014		-0.4786129		-0.9305196		0.040141106		No		Yes		Yes		CK210982		TC412329		FGAS022809 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210982]

		A_99_P300746		8.986345		9.413645		8.440671		10.073999		8.040049		7.467939		6.823757		7.91449		7.35614		7.889377		5.89321		8.189773		-1.92692		-3.8522623		-3.067182		-4.4676285		-3.09557		-2.8764067		-5.8460455		-3.6915503		-0.9462967		-1.9457059		-1.6169138		-2.1595092		-1.6302052		-1.5242677		-2.547461		-1.8842268		Yes		Yes		Yes		TA81890_4565		TC443750		0

		A_99_P213601		13.530819		13.774295		12.922912		13.342532		13.340144		12.999432		11.672012		13.366216		13.253894		13.395686		11.969274		13.210464		-1.1412975		-1.7110279		-2.3798974		1.0165516		-1.2116097		-1.3000875		-1.9367504		-1.0958639		-0.19067478		-0.77486324		-1.2508993		0.023683548		-0.2769251		-0.3786087		-0.9536381		-0.13206863		No		Yes		Yes		TA55499_4565		TC445939		Rep: Cysteine protease - Triticum aestivum (Wheat), complete [TC445939]

		A_99_P144143		6.80454		9.042929		8.918675		9.959178		6.0244193		6.9696274		6.954544		7.97113		6.0668883		7.548433		6.330965		8.226218		-1.7172747		-4.208486		-3.901777		-3.966999		-1.6674596		-2.8176568		-6.011439		-3.3240907		-0.78012085		-2.0733013		-1.9641314		-1.9880481		-0.7376518		-1.4944959		-2.5877104		-1.7329597		Yes		Yes		Yes		CA630291		0		wle1n.pk0031.d7 wle1n Triticum aestivum cDNA clone wle1n.pk0031.d7 5' end, mRNA sequence [CA630291]

		A_99_P076380		6.5714555		6.666493		6.8360114		6.509299		6.0930943		5.641726		5.9553046		5.2813926		5.655372		5.5990357		5.4748073		5.4263234		-1.3931602		-2.0346305		-1.8412771		-2.3422682		-1.8869855		-2.0957363		-2.568995		-2.1184006		-0.47836113		-1.0247669		-0.8807068		-1.2279062		-0.91608334		-1.0674572		-1.3612041		-1.0829754		Yes		No		No		CK168565		0		FGAS043120 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK168565]

		A_99_P109165		4.530728		4.250649		5.352548		4.842386		3.9899352		3.1708543		4.1905665		2.746095		2.35612		2.9190216		2.5063574		2.7693777		-1.4547716		-2.1137352		-2.2376456		-4.276086		-4.51463		-2.5168643		-7.1909914		-4.2076306		-0.5407927		-1.0797946		-1.1619816		-2.0962908		-2.1746078		-1.3316274		-2.8461907		-2.073008		Yes		No		No		AL820701		0		0

		A_99_P311886		9.741239		9.760205		12.173444		10.456509		8.702597		8.433781		10.725342		10.515687		8.833116		8.956351		10.790723		10.677211		-2.054293		-2.507804		-2.7284887		1.0418723		-1.8766024		-1.7457585		-2.607597		1.1653006		-1.0386419		-1.3264246		-1.448102		0.059178352		-0.908123		-0.803854		-1.382721		0.22070217		No		Yes		Yes		TA85185_4565		TC406295		0

		A_99_P458992		9.53618		9.712943		9.93521		9.594467		9.233874		8.973538		8.607042		9.291207		9.276423		9.082914		8.825262		9.323062		-1.2331132		-1.6694868		-2.5108361		-1.2339294		-1.1972762		-1.5475959		-2.1583788		-1.2069829		-0.30230522		-0.7394047		-1.3281679		-0.30325985		-0.2597561		-0.6300287		-1.1099482		-0.27140522		No		Yes		Yes		TC409861		TC409861		Rep: Cell wall glycoprotein GP2 - Chlamydomonas reinhardtii, partial (3%) [TC409861]

		A_99_P294176		5.7297883		6.7411914		6.2608223		6.4485307		5.989315		7.07563		6.9047933		6.8442235		6.375023		6.8937726		7.283691		6.9361825		1.197086		1.2608868		1.5626243		1.3155744		1.5639936		1.1115564		2.0319552		1.4021608		0.25952673		0.3344388		0.64397097		0.39569283		0.6452346		0.15258121		1.0228686		0.48765182		No		Yes		Yes		TA79986_4565		TC415490		Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC415490]

		A_99_P293886		4.2823586		5.6331162		4.775128		5.370065		5.093012		6.534712		6.0667534		5.3053393		5.1580777		5.7610307		6.4387894		5.2642245		1.7540054		1.8681309		2.4480371		-1.0458862		1.8349224		1.0927129		3.1681957		-1.0761213		0.8106532		0.9015956		1.2916255		-0.064725876		0.8757191		0.12791443		1.6636615		-0.10584068		No		Yes		Yes		TA79901_4565		TC411579		Rep: Nucleoporin autopeptidase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (3%) [TC411579]

		A_99_P563297		11.8496065		12.474416		12.546181		12.781882		10.958		10.47928		11.793679		11.132576		10.38831		11.450417		11.379413		12.569781		-1.8552407		-3.9865348		-1.6847115		-3.1368277		-2.7535563		-2.0335484		-2.245082		-1.1583738		-0.89160633		-1.9951353		-0.7525015		-1.6493063		-1.4612961		-1.0239992		-1.1667681		-0.21210098		Yes		No		No		CJ623024		TC457320		Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC457320]

		A_99_P395757		5.908694		5.02705		6.342172		5.927839		5.6286826		4.5113573		5.5940766		3.4506538		3.8146646		4.372919		4.3580985		4.1229305		-1.2142043		-1.4296805		-1.6795741		-5.5680995		-4.2693877		-1.5736678		-3.9560857		-3.4940693		-0.28001118		-0.5156927		-0.7480955		-2.477185		-2.0940292		-0.65413094		-1.9840736		-1.8049083		Yes		No		No		TA109383_4565		TC404365		Rep: Predicted protein - Botryotinia fuckeliana (strain B05.10) (Noble rot fungus) (Botrytiscinerea), partial (22%) [TC404365]

		A_99_P199051		8.78796		8.844044		8.719003		9.151982		10.457259		11.874131		11.1730995		8.725301		11.073901		10.5709		11.221288		8.774142		3.1806004		8.168592		5.4796996		-1.3441383		4.8768215		3.3100574		5.665821		-1.299395		1.6692991		3.0300875		2.4540968		-0.42668152		2.2859411		1.7268562		2.502285		-0.37784004		Yes		Yes		Yes		TA50622_4565		TC446616		0

		A_99_P423037		7.899175		8.687215		8.355427		8.929198		7.1796174		7.4203377		7.3304305		7.4280114		7.440438		7.7729363		7.5488396		7.9661717		-1.6466771		-2.4064012		-2.034954		-2.830755		-1.3743385		-1.8846264		-1.749069		-1.9493951		-0.71955776		-1.2668772		-1.0249963		-1.5011868		-0.45873737		-0.9142785		-0.8065872		-0.9630265		Yes		Yes		Yes		TC383187		TC383187		Rep: Cellulose synthase BoCesA1b - Bambusa oldhamii (Giant timber bamboo), partial (21%) [TC383187]

		A_99_P428272		1.5943276		2.2345917		2.357662		3.0758693		2.6990573		3.500886		5.395656		3.94079		4.1941447		2.4903736		4.99325		4.5080028		2.150586		2.4054291		8.213483		1.8212395		6.0620985		1.1939827		6.214283		2.6984546		1.1047298		1.2662942		3.0379941		0.8649206		2.5998173		0.2557819		2.635588		1.4321334		Yes		No		No		TC456051		TC456051		0

		A_99_P266476		9.965558		10.038531		8.556318		8.669204		10.566869		11.139066		11.260345		10.356819		11.524713		11.206759		11.8644		9.651351		1.5170943		2.1443412		6.5161834		3.2212384		2.946811		2.2473552		9.904483		1.9754033		0.60131073		1.1005344		2.7040272		1.6876154		1.5591545		1.1682281		3.3080816		0.9821472		Yes		Yes		Yes		TA71839_4565		TC422850		0

		A_99_P397942		5.016193		4.7447886		5.2586246		4.8159432		5.090077		3.6912823		4.4534755		3.837181		3.9290574		4.156077		3.4042072		3.5516956		1.0525465		-2.0755682		-1.7473264		-1.9707737		-2.124518		-1.5039033		-3.6160567		-2.4020193		0.07388401		-1.0535064		-0.8051491		-0.97876215		-1.0871356		-0.58871174		-1.8544173		-1.2642477		Yes		No		No		TA109934_4565		TC414760		Rep: RL16_NEUCR 60S ribosomal protein L16 - Gibberella zeae PH-1, complete [TC414760]

		A_99_P243046		13.284959		13.573765		12.826538		13.341466		12.2117		12.863068		11.727169		12.220258		12.218278		13.082298		11.484263		13.365289		-2.1041803		-1.6365948		-2.1426096		-2.1752906		-2.094609		-1.4058733		-2.5355077		1.0166498		-1.0732584		-0.7106972		-1.099369		-1.1212082		-1.0666809		-0.49146652		-1.3422747		0.023822784		Yes		No		No		TA65244_4565		TC416357		0

		A_99_P107245		1.4086679		1.3261286		1.9855942		2.0641932		1.8412267		2.8949416		2.9311829		4.158096		1.8419552		1.8872051		3.3377914		4.5477657		1.3496251		2.9666052		1.9259746		4.269013		1.3503069		1.4753697		2.5530066		5.592807		0.43255877		1.568813		0.9455887		2.0939026		0.43328726		0.5610765		1.3521973		2.4835725		Yes		No		No		BQ743577		TC390584		WHE4105_F07_K13ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4105_F07_K13, mRNA sequence [BQ743577]

		A_99_P225976		12.7441025		13.4776125		12.671089		12.886475		12.662997		12.346095		11.859603		12.861928		12.058209		12.546162		11.197513		12.849483		-1.0578281		-2.1908906		-1.7550185		-1.0171599		-1.6086975		-1.907193		-2.777095		-1.0259725		-0.08110523		-1.1315174		-0.81148624		-0.024546623		-0.68589306		-0.93145084		-1.4735765		-0.036992073		No		Yes		Yes		TA60257_4565		TC427155		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), complete [TC427155]

		A_99_P253791		10.483114		10.03036		9.25143		9.113075		9.4974375		8.744227		8.195022		7.3969345		9.046191		9.242589		7.8390617		9.005889		-1.980242		-2.4387348		-2.079747		-3.2855632		-2.7074282		-1.7264054		-2.6617367		-1.0771254		-0.98567677		-1.2861328		-1.0564079		-1.7161407		-1.436923		-0.7877712		-1.4123678		-0.10718632		Yes		No		No		AK335007		TC394723		Triticum aestivum cDNA, clone: WT011_M16, cultivar: Chinese Spring [AK335007]

		A_99_P146547		4.0488286		3.175825		4.4066033		4.750063		4.5846534		3.4661167		3.4233913		2.8615782		2.763359		3.388406		2.9556808		3.0186794		1.4497707		1.2228874		-1.9768617		-3.7024615		-2.4376137		1.1587594		-2.733828		-3.320461		0.5358248		0.29029155		-0.983212		-1.8884847		-1.2854695		0.21258092		-1.4509225		-1.7313836		Yes		No		No		CK207709		0		FGAS019365 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207709]

		A_99_P324461		4.9294424		4.9050026		5.195295		5.091505		4.405378		4.073867		4.296332		3.6469243		4.1650777		4.060043		3.972922		3.798332		-1.4380009		-1.7790854		-1.8647251		-2.7218373		-1.6986219		-1.7962146		-2.3333015		-2.4506648		-0.52406454		-0.83113575		-0.898963		-1.4445808		-0.7643647		-0.84495974		-1.2223728		-1.2931731		Yes		No		No		TA88869_4565		0		0

		A_99_P552147		12.058243		8.838951		9.609279		12.695775		12.36287		10.04235		12.470433		11.480408		12.142032		10.596501		11.750295		12.077769		1.2350997		2.3028152		7.265966		-2.3219988		1.0597976		3.381235		4.4107256		-1.5347522		0.30462742		1.2033987		2.8611546		-1.2153673		0.08378887		1.7575502		2.141016		-0.61800575		No		Yes		Yes		TA61435_4565		TC407750		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (49%) [TC407750]

		A_99_P238646		13.432388		13.434646		12.580174		12.329681		12.295035		12.101345		11.758671		11.058864		12.087146		12.55617		11.375496		12.441623		-2.1997705		-2.519785		-1.767247		-2.412983		-2.540729		-1.8384312		-2.3048592		1.0806814		-1.137353		-1.3333006		-0.82150364		-1.2708178		-1.3452425		-0.8784752		-1.2046785		0.11194134		Yes		No		No		TA64046_4565		TC381175		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (37%) [TC381175]

		A_99_P488312		5.175171		5.163016		5.7148633		5.4252696		4.7025476		4.3717675		4.3602386		4.4185467		4.3184915		4.3615956		3.8669376		4.075985		-1.3876303		-1.7305713		-2.5573058		-2.0093417		-1.8108655		-1.742816		-3.5998223		-2.5478575		-0.47262335		-0.7912483		-1.3546247		-1.0067229		-0.85667944		-0.8014202		-1.8479257		-1.3492846		Yes		No		No		CV064565		TC426336		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC426336]

		A_99_P228896		10.983044		11.180259		11.911507		11.947063		11.335118		11.738159		13.39313		11.633187		12.337125		11.45474		13.189864		11.465745		1.2763948		1.4721253		2.7926285		-1.243043		2.5563426		1.2095587		2.4256268		-1.3960189		0.35207462		0.5579004		1.4816236		-0.31387615		1.3540812		0.27448082		1.2783575		-0.48131847		No		Yes		Yes		AK333537		TC371935		Triticum aestivum cDNA, clone: WT006_L10, cultivar: Chinese Spring [AK333537]

		A_99_P220891		12.506519		12.133919		11.836976		11.531891		12.244645		11.074565		10.668586		11.519099		11.786269		11.797208		10.707728		11.345044		-1.1990354		-2.083998		-2.2476077		-1.0089059		-1.6474676		-1.2628742		-2.1874464		-1.1382731		-0.2618742		-1.0593538		-1.1683903		-0.012791634		-0.7202501		-0.33671093		-1.1292477		-0.18684673		No		Yes		Yes		TA58610_4565		TC402760		Rep: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-II - Hordeum vulgare (Barley), partial (24%) [TC402760]

		A_99_P112735		9.183621		9.828031		10.8377905		9.670835		8.406236		8.10538		9.893321		9.644344		7.9016194		9.203716		9.856663		9.5939455		-1.7140222		-3.300422		-1.924481		-1.0185312		-2.431762		-1.541478		-1.9740078		-1.0547411		-0.7773857		-1.7226505		-0.94446945		-0.026490211		-1.282002		-0.6243143		-0.98112774		-0.07688904		No		Yes		Yes		DR739062		TC388229		FGAS084279 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739062]

		A_99_P328491		5.0772443		5.112823		5.4182		5.3125024		4.1736655		3.8851757		4.414986		4.048385		3.897384		3.2097409		3.6684084		3.5482		-1.8707007		-2.341848		-2.0044603		-2.401802		-2.2655485		-3.7401137		-3.3630998		-3.397097		-0.90357876		-1.2276473		-1.0032139		-1.2641172		-1.1798604		-1.9030821		-1.7497916		-1.7643025		Yes		No		No		TA90080_4565		0		0

		A_99_P216311		7.6788063		7.804672		7.97265		7.7244964		8.505063		9.996678		8.288876		7.6619906		9.895279		8.032983		8.504983		7.348967		1.7730789		4.569406		1.2450689		-1.0442779		4.6475573		1.1714628		1.4462659		-1.2973155		0.82625675		2.1920066		0.31622553		-0.06250572		2.2164726		0.22831106		0.5323329		-0.3755293		No		Yes		Yes		TA56700_4565		TC371034		Rep: Ubiquitin carrier protein - Triticum aestivum (Wheat), complete [TC371034]

		A_99_P316706		8.406052		8.124452		7.5368667		8.074771		7.948074		7.0077643		5.9731216		7.8506737		7.9092674		7.3619194		6.332643		7.676258		-1.373615		-2.1684847		-2.9562023		-1.1680461		-1.4110647		-1.6964656		-2.3041325		-1.3181485		-0.45797777		-1.1166873		-1.563745		-0.22409725		-0.4967842		-0.76253223		-1.2042236		-0.39851284		No		Yes		Yes		AK330679		TC369480		Triticum aestivum cDNA, clone: SET5_A16, cultivar: Chinese Spring [AK330679]

		A_99_P128965		6.351545		6.4627614		6.7315674		6.4553094		5.4467025		5.9780426		5.53388		5.160335		5.122235		5.1437926		5.048338		5.3197975		-1.87234		-1.3993131		-2.2937167		-2.4537263		-2.3445485		-2.494877		-3.2114604		-2.196965		-0.9048424		-0.4847188		-1.1976871		-1.2949743		-1.22931		-1.3189688		-1.6832294		-1.1355119		Yes		No		No		CV761658		0		FGAS056046 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761658]

		A_99_P311731		7.6835227		7.854814		8.880765		8.172736		7.5750995		7.4846573		7.4957757		7.9791007		7.38038		7.519978		7.543362		7.962256		-1.0780493		-1.2924932		-2.6117		-1.143642		-1.233829		-1.261234		-2.52696		-1.1570733		-0.10842323		-0.37015676		-1.3849893		-0.19363546		-0.30314255		-0.334836		-1.3374028		-0.21048021		No		Yes		Yes		TA85141_4565		TC389879		0

		A_99_P217411		8.669338		9.070325		9.0787		8.974727		9.226796		9.788369		10.15367		9.777354		9.22348		9.891857		10.347061		9.665287		1.4716738		1.6449506		2.1066787		1.7442751		1.4682951		1.767282		2.4088776		1.6139102		0.5574579		0.7180443		1.0749702		0.80262756		0.554142		0.82153225		1.2683611		0.69056034		No		Yes		Yes		AK331321		TC385469		Triticum aestivum cDNA, clone: WT007_D09, cultivar: Chinese Spring [AK331321]

		A_99_P282686		8.219609		8.576739		8.437283		8.206509		8.530968		9.465505		9.376367		8.51406		9.250957		9.004255		9.595182		8.421063		1.2408756		1.8515909		1.9173106		1.2376053		2.0439322		1.3449159		2.2313237		1.1603458		0.31135845		0.88876534		0.93908405		0.30755138		1.0313473		0.42751598		1.1578999		0.21455479		No		Yes		Yes		TA76670_4565		TC408137		Rep: NADPH-dependent thioredoxin reductase isoform 2 - Hordeum vulgare var. distichum (Two-rowed barley), partial (30%) [TC408137]

		A_99_P456517		5.4352093		5.592546		5.9897156		5.1803246		4.1935325		5.4910965		2.0999453		3.6976662		5.2115607		4.2089615		1.8659348		4.4907384		-2.3647323		-1.0728508		-14.823049		-2.7946322		-1.1676829		-2.6091583		-17.433384		-1.6128209		-1.2416768		-0.10144949		-3.8897703		-1.4826584		-0.22364855		-1.3835845		-4.1237807		-0.68958616		Yes		Yes		Yes		TA81457_4565		0		0

		A_99_P393692		5.279422		5.3863597		5.4067435		5.510784		4.697065		4.2556744		4.392772		4.1721153		4.43679		4.3205905		4.1550293		4.0357065		-1.4972934		-2.1896274		-2.0194623		-2.5291784		-1.7933186		-2.0932856		-2.381242		-2.779986		-0.5823569		-1.1306853		-1.0139713		-1.3386688		-0.8426318		-1.0657692		-1.2517142		-1.4750776		Yes		No		No		TA108895_4565		TC393326		Rep: Small GTP-binding protein - Triticum aestivum (Wheat), partial (70%) [TC393326]

		A_99_P260916		4.3813863		4.7282443		4.990667		4.650471		4.1236157		5.5398297		5.9886537		6.2607536		6.2560062		4.7781453		6.5920777		5.982225		-1.1956296		1.7551391		1.9972111		3.053116		3.6670501		1.0351939		3.034399		2.5170846		-0.25777054		0.8115854		0.9979868		1.6102824		1.87462		0.04990101		1.6014109		1.3317537		Yes		No		No		TA70255_4565		0		0

		A_99_P389482		6.8425865		6.5671062		6.397101		6.390384		7.562676		8.025245		7.2242966		6.568632		7.9998155		7.404038		7.6251297		6.5130515		1.6472842		2.7475362		1.7742332		1.131509		2.2302864		1.7862471		2.342467		1.088746		0.72008944		1.4581385		0.82719564		0.17824793		1.157229		0.8369317		1.2280288		0.12266731		No		Yes		Yes		TA107866_4565		TC454093		Rep: Os02g0656200 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC454093]

		A_99_P118510		6.886942		7.27745		8.269616		7.675755		6.548887		5.760988		6.8554893		7.0808053		5.9292912		6.146052		6.7980695		7.158747		-1.2640514		-2.8608856		-2.664984		-1.51042		-1.9421446		-2.1907096		-2.7731903		-1.4309843		-0.33805513		-1.5164618		-1.4141269		-0.5949497		-0.95765066		-1.1313982		-1.4715466		-0.5170078		Yes		Yes		Yes		TA105451_4565		TC445164		Rep: Os09g0503100 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC445164]

		A_99_P332106		7.087396		7.29215		7.23282		7.158976		6.31589		6.290474		6.395031		6.7957845		7.0075765		6.391661		6.7981706		6.8907714		-1.7070512		-2.0023248		-1.7873089		-1.2862684		-1.056886		-1.8666984		-1.3515824		-1.2043083		-0.7715063		-1.0016761		-0.83778906		-0.3631916		-0.07981968		-0.90048885		-0.43464947		-0.2682047		No		Yes		Yes		TA91177_4565		TC403528		0

		A_99_P528327		4.755024		4.716686		4.7083964		5.2368402		3.8140173		4.0568447		3.3443534		3.51077		4.702083		4.4978275		4.2073436		5.0059295		-1.9198674		-1.5799086		-2.5740552		-3.3082545		-1.0373774		-1.1638122		-1.415246		-1.1735756		-0.94100666		-0.65984106		-1.364043		-1.7260702		-0.052940845		-0.21885824		-0.50105286		-0.23091078		Yes		No		No		CA649505		TC443915		Rep: Uncharacterized protein At5g39570 - Arabidopsis thaliana (Mouse-ear cress), partial (8%) [TC443915]

		A_99_P430262		8.468345		7.6743965		7.853124		8.398259		8.874322		9.486146		8.943379		8.956961		9.873414		9.287814		9.322143		8.902241		1.3249861		3.5106776		2.129117		1.472943		2.6483052		3.0597582		2.7683349		1.4181219		0.40597725		1.8117495		1.0902553		0.5587015		1.4050694		1.6134176		1.4690185		0.5039816		Yes		Yes		Yes		TC399319		TC399319		Rep: NB-ARC domain containing protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC399319]

		A_99_P201441		5.5674305		5.4315186		6.1223454		5.9568763		5.471792		5.42914		4.805821		6.0043836		6.1446986		5.484141		5.2169266		5.7535095		-1.0685381		-1.00165		-2.4906538		1.0334777		1.4920213		1.0371484		-1.8730882		-1.1513822		-0.095638275		-0.0023784637		-1.3165245		0.047507286		0.5772681		0.05262232		-0.9054189		-0.20336676		No		Yes		Yes		TA51397_4565		TC385393		Rep: Alpha-expansin EXPA3 - Triticum aestivum (Wheat), complete [TC385393]

		A_99_P422532		5.164621		4.054781		4.8687415		5.0911174		9.209977		9.180968		13.332059		9.2415495		10.516209		10.2802725		12.826922		8.376582		16.511007		34.92498		352.94946		17.75843		40.830853		74.82723		248.6859		9.7504225		4.0453563		5.1261873		8.463318		4.150432		5.351588		6.2254915		7.958181		3.2854648		Yes		Yes		Yes		X85228		TC382719		T.aestivum pox2 gene [X85228]

		A_99_P027629		3.8971214		3.9309437		4.3913565		4.0056615		3.4341228		3.3785152		3.4823444		2.7028255		3.0430477		3.0992897		2.650964		2.1490066		-1.3784039		-1.4665523		-1.8777592		-2.4671338		-1.8075979		-1.7797247		-3.3412604		-3.6216695		-0.46299863		-0.5524285		-0.9090121		-1.302836		-0.85407376		-0.8316541		-1.7403924		-1.8566549		Yes		Yes		Yes		BQ166000		0		WHE0802_F07_K14ZT Wheat vernalized crown cDNA library Triticum aestivum cDNA clone WHE0802_F07_K14, mRNA sequence [BQ166000]

		A_99_P343256		6.1748967		6.946598		8.887133		7.9518933		6.009435		6.1609263		6.955414		7.695778		5.9894104		6.32126		7.1525974		7.6951947		-1.1215248		-1.7238947		-3.8150945		-1.1942587		-1.1372002		-1.5425723		-3.3277228		-1.1947416		-0.16546154		-0.7856717		-1.9317188		-0.25611544		-0.18548632		-0.6253381		-1.7345352		-0.2566986		No		Yes		Yes		TA94614_4565		TC442071		0

		A_99_P135365		14.173419		13.312657		11.576415		13.354457		14.580566		15.200753		13.214358		13.812119		15.35423		14.435261		13.718106		13.568207		1.3260612		3.7014637		3.1122184		1.3733141		2.2670417		2.1773953		4.4127903		1.1596986		0.4071474		1.8880959		1.6379433		0.45766163		1.1808109		1.1226034		2.1416912		0.21374989		Yes		Yes		Yes		AF384144		TC386975		Triticum aestivum MLo protein mRNA, complete cds [AF384144]

		A_99_P411312		8.853254		6.4577155		6.751244		7.409258		9.953148		9.33566		9.022389		7.4997497		10.741141		10.477165		8.7631445		7.998207		2.1433887		7.3510203		4.827062		1.064733		3.7009277		16.217165		4.0331316		1.5041507		1.0998936		2.8779445		2.2711453		0.09049177		1.887887		4.0194497		2.0119004		0.5889492		Yes		No		No		BJ283852		TC373368		Rep: Elicitor-responsive protein 1 - Oryza sativa subsp. indica (Rice), partial (71%) [TC373368]

		A_99_P603057		1.73036		1.6885767		1.3952727		1.8849672		1.7857403		2.5723164		4.800806		2.9014158		3.0402431		2.7386131		4.180773		3.0485656		1.039133		1.845152		10.596628		2.022933		2.4792144		2.0705822		6.8947587		2.2401547		0.055380225		0.8837397		3.4055333		1.0164486		1.3098831		1.0500364		2.7855		1.1635984		Yes		Yes		Yes		CK167662		TC439746		FGAS052071 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167662]

		A_99_P305006		7.555347		8.096814		7.5402665		8.039199		7.515286		8.120029		8.552127		8.249339		7.3919353		8.235286		8.119002		8.103625		-1.0281574		1.0162218		2.0165098		1.1568006		-1.1199324		1.1007384		1.4935399		1.0456691		-0.040060997		0.023215294		1.0118604		0.21014023		-0.16341162		0.1384716		0.5787358		0.06442642		No		Yes		Yes		AK332706		TC390831		Triticum aestivum cDNA, clone: WT004_K16, cultivar: Chinese Spring [AK332706]

		A_99_P258936		3.995863		4.209556		5.612978		4.826252		2.742667		2.933901		4.3094835		4.4261684		3.3693535		3.0363731		4.529717		4.430282		-2.383689		-2.4210873		-2.46826		-1.3195844		-1.5438253		-2.255087		-2.11882		-1.315827		-1.253196		-1.275655		-1.3034945		-0.40008354		-0.6265094		-1.173183		-1.083261		-0.39596987		Yes		No		No		EU181177		TC430973		Triticum aestivum calcium-dependent protein kinase (CPK1) mRNA, complete cds [EU181177]

		A_99_P037718		3.077348		2.8046162		4.030127		4.5747275		4.438538		3.986687		7.0141015		4.8898344		5.4799905		3.9730113		6.709083		5.288125		2.56897		2.2690222		7.9116273		1.2441038		5.287708		2.247615		6.4039235		1.639661		1.3611901		1.1820707		2.9839745		0.31510687		2.4026425		1.168395		2.678956		0.7133975		Yes		Yes		Yes		AY771357		TC377195		Triticum aestivum cultivar H4564 cinnamoyl-CoA reductase mRNA, complete cds [AY771357]

		A_99_P185524		5.0174117		5.157636		6.6776233		5.5249176		5.380381		4.3010926		5.1010423		4.1406374		3.906088		3.3014965		4.096081		3.666762		1.2860702		-1.8106949		-2.9826217		-2.610417		-2.1604376		-3.6203763		-5.9857936		-3.6254385		0.3629694		-0.85654354		-1.576581		-1.3842802		-1.1113236		-1.8561397		-2.5815425		-1.8581555		Yes		No		No		DR733130		0		FGAS078892 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR733130]

		A_99_P446912		11.369637		11.666821		11.372102		11.11993		10.892613		10.836678		9.855949		10.732597		10.986897		10.893325		10.045333		10.664638		-1.3918687		-1.7778616		-2.8602722		-1.3079731		-1.3038149		-1.7094067		-2.5084026		-1.371061		-0.47702312		-0.830143		-1.5161524		-0.38733292		-0.38273907		-0.7734957		-1.3267689		-0.4552927		No		Yes		Yes		TC401489		TC401489		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC401489]

		A_99_P281936		13.182701		13.436589		13.271584		12.980846		11.943578		12.284944		12.445648		11.995107		11.729874		12.748954		11.967834		12.954693		-2.3605504		-2.2216718		-1.772684		-1.9803284		-2.73744		-1.6106415		-2.4686959		-1.0182936		-1.2391233		-1.1516457		-0.82593536		-0.9857397		-1.4528275		-0.6876354		-1.3037491		-0.026153564		Yes		No		No		TA76442_4565		TC403405		0

		A_99_P142983		1.3028039		1.3631868		1.94141		1.3863338		3.2742565		4.6378965		5.532266		3.2832928		4.058986		4.1542974		5.997864		3.9402363		3.9216278		9.678005		12.049122		3.7242732		6.75606		6.9216237		16.638502		5.872206		1.9714526		3.2747097		3.590856		1.896959		2.7561822		2.7911105		4.0564537		2.5539026		Yes		Yes		Yes		BM135747		TC420041		WHE2623_F01_L01ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE2623_F01_L01, mRNA sequence [BM135747]

		A_99_P470012		9.593939		9.768059		10.372977		9.435996		9.048836		9.202882		9.437787		9.170475		9.21568		8.850923		9.248317		9.359057		-1.4591246		-1.479569		-1.9121428		-1.2020701		-1.2997721		-1.8883631		-2.1805022		-1.0547775		-0.5451031		-0.56517696		-0.9351902		-0.26552105		-0.3782587		-0.9171362		-1.1246605		-0.07693863		No		Yes		Yes		TA69115_4565		TC416573		Rep: Phospholipid hydroperoxide glutathione peroxidase-like protein - Hordeum vulgare (Barley), partial (72%) [TC416573]

		A_99_P284731		7.8767796		7.5346856		10.081556		9.898644		8.410434		6.947382		9.739591		10.157572		7.5233064		7.300447		8.988484		10.083029		1.4475912		-1.5024362		-1.2674824		1.1965888		-1.2776327		-1.1762857		-2.133278		1.1363319		0.5336542		-0.58730364		-0.34196568		0.25892735		-0.3534732		-0.23423862		-1.0930719		0.18438435		No		Yes		Yes		TA77281_4565		TC401879		Rep: Integral membrane family protein-like - Oryza sativa subsp. japonica (Rice), partial (53%) [TC401879]

		A_99_P546182		7.2107005		7.028935		7.4757533		6.0469384		8.135601		10.107067		9.704547		7.3759103		9.854028		7.9620113		9.603719		7.0667605		1.8985534		8.445203		4.6874185		2.5122359		6.247709		1.9093431		4.3710065		2.027669		0.92490053		3.0781322		2.2287936		1.3289719		2.6433272		0.9330764		2.1279655		1.0198221		Yes		Yes		Yes		AK331067		TC450768		Triticum aestivum cDNA, clone: SET5_P20, cultivar: Chinese Spring [AK331067]

		A_99_P274701		13.518387		13.406887		12.802567		12.410491		12.539306		12.338613		12.057498		11.1516075		12.288203		12.691158		11.86547		12.153046		-1.9712095		-2.0969238		-1.6760539		-2.3931046		-2.3459685		-1.6423126		-1.9146711		-1.1953602		-0.97908115		-1.0682745		-0.74506855		-1.2588835		-1.2301836		-0.71572876		-0.9370966		-0.25744534		Yes		No		No		TA74339_4565		TC418389		0

		A_99_P427302		5.3433228		6.6429343		5.845633		6.304232		6.386101		7.575886		7.318457		7.101326		6.3568044		7.0652537		7.3910213		6.7396016		2.060191		1.9091778		2.775647		1.7375975		2.0187771		1.3400803		2.918826		1.3522571		1.042778		0.93295145		1.4728241		0.79709387		1.0134816		0.4223194		1.5453882		0.4353695		Yes		No		No		AK332074		TC386397		Triticum aestivum cDNA, clone: WT003_B08, cultivar: Chinese Spring [AK332074]

		A_99_P470837		11.457635		11.94621		11.482093		12.603035		13.051326		16.03459		15.25089		12.610757		13.614299		14.8491335		15.342929		12.553437		3.0182052		17.010809		13.630787		1.0053668		4.458826		7.4794054		14.528724		-1.0349764		1.5936909		4.08838		3.768797		0.007721901		2.156664		2.9029236		3.860836		-0.04959774		Yes		Yes		Yes		AF262980		TC417072		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P225281		10.887283		11.159495		10.784447		11.090688		11.431641		12.53037		12.775195		11.302609		11.504817		12.143512		12.697169		11.084254		1.4583706		2.5862727		3.9744313		1.15823		1.5342501		1.9779644		3.76519		-1.0044693		0.5443573		1.3708744		1.9907484		0.21192169		0.6175337		0.9840164		1.9127226		-0.006433487		Yes		Yes		Yes		TA60064_4565		TC392715		Rep: Os05g0297900 protein - Oryza sativa subsp. japonica (Rice), complete [TC392715]

		A_99_P318056		8.830593		8.907168		9.536445		9.26868		9.999545		11.108818		11.049477		10.24709		10.960655		9.7739935		11.483733		10.581849		2.248483		4.6000504		2.8540921		1.9702938		4.377363		1.8236452		3.8564904		2.4848685		1.168952		2.2016497		1.513032		0.9784107		2.130062		0.8668251		1.9472885		1.3131695		Yes		Yes		Yes		TA86955_4565		TC400162		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC400162]

		A_99_P120899		6.8485837		6.7155547		7.3141212		7.218287		5.8893204		5.4483643		4.8835354		7.0318437		6.3470664		6.0701566		5.782252		6.808182		-1.9443169		-2.4069238		-5.3911233		-1.1379548		-1.4157016		-1.5641708		-2.8916028		-1.3287827		-0.9592633		-1.2671905		-2.4305859		-0.18644333		-0.5015173		-0.64539814		-1.5318694		-0.41010523		Yes		Yes		Yes		CJ718634		TC426780		CJ718634 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd1k01 5', mRNA sequence [CJ718634]

		A_99_P246406		5.9897246		7.4178734		7.0921597		8.068501		5.845644		5.7522426		6.0458965		6.174235		5.261496		6.2216973		5.511181		6.4974456		-1.1050262		-3.1725235		-2.0651739		-3.7173295		-1.6566038		-2.2913153		-2.9917276		-2.971221		-0.14408064		-1.6656308		-1.0462632		-1.8942666		-0.72822857		-1.196176		-1.5809789		-1.5710559		Yes		No		No		TA66107_4565		TC398486		0

		A_99_P051676		4.5682735		4.558268		4.8191075		4.5895667		2.979659		3.2013674		3.8801546		3.339676		2.8881886		3.2126007		3.6693354		2.8211918		-3.0076036		-2.5613434		-1.9171363		-2.3782341		-3.2044683		-2.5414774		-2.2187886		-3.4067001		-1.5886145		-1.3569007		-0.9389529		-1.2498908		-1.680085		-1.3456674		-1.1497722		-1.7683749		Yes		No		No		CA638135		0		wre1n.pk0006.c11 wre1n Triticum aestivum cDNA clone wre1n.pk0006.c11 5' end, mRNA sequence [CA638135]

		A_99_P043876		10.239493		9.4385195		8.118339		8.643215		10.457046		10.566489		9.45771		8.965808		11.171523		10.521428		9.886592		8.94507		1.1627591		2.1855097		2.530411		1.250576		1.9079584		2.1183026		3.4064128		1.2327285		0.21755219		1.1279697		1.3393717		0.32259274		0.9320297		1.0829086		1.7682533		0.3018551		Yes		No		No		CD864788		TC385317		AZO2.001K23F000630 AZO2 Triticum aestivum cDNA clone AZO2001K23, mRNA sequence [CD864788]

		A_99_P370512		4.642571		5.211334		5.5836186		5.164701		4.7243342		4.648811		4.524685		4.9313664		4.782299		4.659439		4.648207		4.7579174		1.0583107		-1.47685		-2.0833912		-1.1755489		1.1016974		-1.4660102		-1.912436		-1.3257269		0.08176327		-0.56252337		-1.0589337		-0.23333454		0.13972807		-0.55189514		-0.93541145		-0.40678358		No		Yes		Yes		TA103211_4565		TC455529		Rep: Os04g0582000 protein - Oryza sativa subsp. japonica (Rice), partial (9%) [TC455529]

		A_99_P333291		6.923266		7.333971		6.128238		7.5247493		6.510836		6.165323		6.107483		7.3194423		5.8078747		6.830709		5.5460744		7.0692954		-1.3309255		-2.2480097		-1.0144905		-1.1529317		-2.1665375		-1.4174148		-1.497093		-1.3712142		-0.4124298		-1.1686482		-0.020755291		-0.205307		-1.1153913		-0.50326204		-0.5821638		-0.45545387		No		Yes		Yes		TA91548_4565		TC435672		0

		A_99_P387617		2.8502274		4.463033		4.7113314		4.361283		1.4478182		4.007921		1.9779106		3.1320193		2.6392138		3.4631252		2.3192093		3.75864		-2.6434264		-1.3708892		-6.6503067		-2.344473		-1.1575011		-1.9998724		-5.249289		-1.5184957		-1.4024092		-0.45511198		-2.7334208		-1.2292635		-0.21101356		-0.999908		-2.392122		-0.6026428		Yes		No		No		TA107399_4565		0		0

		A_99_P378182		7.2912707		7.9523926		8.539607		8.064479		6.583902		6.6914887		6.843094		8.112002		6.702366		7.2498264		6.898674		7.8868103		-1.6328235		-2.3964584		-3.2411666		1.0334893		-1.5041046		-1.627397		-3.1186745		-1.1310546		-0.70736885		-1.2609038		-1.6965132		0.0475235		-0.58890486		-0.70256615		-1.640933		-0.17766857		No		Yes		Yes		TA105089_4565		TC439456		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC439456]

		A_99_P469557		4.584742		3.45168		4.3278747		3.3992612		5.5864997		4.6826386		8.179006		6.6473784		5.8357224		4.663614		7.5689635		5.4924355		2.002438		2.3472292		14.431316		9.501249		2.380031		2.3164794		9.455074		4.2668586		1.0017576		1.2309587		3.851131		3.2481172		1.2509804		1.2119339		3.2410889		2.0931742		Yes		Yes		Yes		DN829463		TC416295		KUCD01_11_F07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829463]

		A_99_P463912		6.9768424		6.2603493		6.421825		6.796726		7.332203		7.584559		7.1487937		6.806553		7.7902846		7.0117664		7.5692964		6.9696126		1.2793052		2.5039568		1.6551578		1.0068346		1.7573996		1.6834457		2.2152529		1.1273116		0.3553605		1.3242097		0.72696877		0.00982666		0.81344223		0.75141716		1.1474714		0.17288637		No		Yes		Yes		TC413037		TC413037		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC413037]

		A_99_P057546		7.6713443		8.132265		9.168645		9.819931		8.975286		10.400046		10.268253		9.320621		10.154331		9.017609		10.26714		9.782502		2.4690247		4.8158193		2.1429653		-1.4135379		5.590537		1.8472044		2.1413126		-1.0262831		1.3039412		2.2677813		1.0996084		-0.4993105		2.482987		0.88534355		1.0984955		-0.037428856		Yes		No		No		BT009318		TC373583		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P131475		5.728519		4.5034575		7.004083		6.2541175		6.251408		6.867062		8.880675		6.7703776		7.6606593		7.6603036		9.244587		6.7707405		1.4368298		5.146546		3.6720665		1.4302429		3.8162096		8.918778		4.7256207		1.4306027		0.52288914		2.3636045		1.8765922		0.51626015		1.9321404		3.156846		2.2405038		0.516623		Yes		Yes		Yes		CJ873852		TC417195		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		A_99_P411097		6.986034		6.6423383		4.866651		6.6694984		6.0223823		5.854755		3.7379227		5.043197		5.803513		6.1752276		3.295501		6.7314835		-1.95024		-1.7261806		-2.186659		-3.087205		-2.2697303		-1.3823382		-2.9714148		1.0439011		-0.96365166		-0.78758335		-1.1287284		-1.6263013		-1.1825209		-0.46711063		-1.5711501		0.061985016		Yes		No		No		TC373165		TC373165		Rep: Chromosome chr11 scaffold_177, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC373165]

		A_99_P158842		7.405802		6.719277		7.890732		7.842442		7.405529		6.0138783		7.1165557		6.1368203		5.995093		5.9563756		5.8396516		6.426988		-1.0001891		-1.6305951		-1.7102131		-3.2616947		-2.6586778		-1.6968998		-4.1441617		-2.6674364		-2.73E-04		-0.70539856		-0.7741761		-1.7056217		-1.4107089		-0.7629013		-2.0510802		-1.4154539		Yes		No		No		AK335279		TC420206		Triticum aestivum cDNA, clone: WT012_I01, cultivar: Chinese Spring [AK335279]

		A_99_P272876		7.788742		7.816751		8.150027		8.197174		7.4107895		6.4891534		7.013298		7.187296		7.354429		6.825993		6.9180408		7.656021		-1.2994963		-2.5098438		-2.1988196		-2.013741		-1.3512675		-1.9872288		-2.348902		-1.455135		-0.37795258		-1.3275976		-1.1367292		-1.0098782		-0.4343133		-0.99075794		-1.2319865		-0.54115295		No		Yes		Yes		TA73782_4565		TC435326		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC435326]

		A_99_P328011		11.6438675		11.494922		10.921108		11.026479		10.592498		10.506772		9.37836		9.832622		10.531623		10.834727		9.478973		10.871259		-2.0724964		-1.9836392		-2.9134903		-2.2876356		-2.1618173		-1.5802956		-2.7172265		-1.1135914		-1.0513697		-0.98814964		-1.5427485		-1.1938572		-1.1122446		-0.6601944		-1.4421349		-0.15522003		Yes		No		No		TA89942_4565		TC431455		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC431455]

		A_99_P438112		4.108925		4.3248096		4.4057193		4.097171		4.030292		3.459432		4.163057		3.2348511		2.5065584		3.425063		3.1588423		2.9329274		-1.0560168		-1.8218166		-1.1831741		-1.8179591		-3.0364096		-1.8657383		-2.3732712		-2.2411566		-0.07863283		-0.86537766		-0.24266243		-0.8623197		-1.6023664		-0.89974666		-1.246877		-1.1642435		Yes		Yes		Yes		TC394921		TC394921		Rep: Mitogen-activated protein kinase kinase 1 - Oryza sativa subsp. indica (Rice), partial (41%) [TC394921]

		A_99_P460597		8.079133		7.877787		8.123235		7.9773345		8.534352		9.184862		8.57392		8.244291		8.724828		8.59064		8.882717		8.498856		1.3709911		2.4743936		1.3666894		1.203267		1.5644925		1.6390421		1.6928831		1.435468		0.45521927		1.307075		0.4506855		0.2669568		0.64569473		0.71285295		0.7594824		0.5215211		No		Yes		Yes		TC411140		TC411140		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC411140]

		A_99_P152887		4.780439		4.776869		4.8402457		3.8541574		5.5587707		6.3871613		5.556618		4.834123		7.289495		5.3791237		5.8483186		4.6888194		1.7151464		3.0531373		1.6430455		1.9724185		5.6924753		1.5180874		2.0112228		1.7834392		0.77833176		1.6102924		0.7163725		0.9799657		2.509056		0.60225487		1.0080729		0.83466196		Yes		Yes		Yes		CJ875450		TC433393		CJ875450 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls19k03 5', mRNA sequence [CJ875450]

		A_99_P365431		11.442684		11.701885		10.943703		10.56729		10.626952		10.416492		9.782783		10.19287		10.578845		11.161952		9.860467		10.606177		-1.760191		-2.437484		-2.2359998		-1.2963184		-1.8198748		-1.4539052		-2.1187828		1.027321		-0.815732		-1.2853928		-1.1609201		-0.37442017		-0.86383915		-0.5399332		-1.0832357		0.038887024		No		Yes		Yes		TA101847_4565		TC438416		0

		A_99_P223546		10.446625		11.0582075		10.909508		11.150533		10.015958		9.229754		9.986904		10.343117		9.099903		9.963142		8.953561		10.960541		-1.3478565		-3.5515604		-1.8955331		-1.750074		-2.5433352		-2.1362271		-3.879705		-1.1407573		-0.43066692		-1.8284531		-0.9226036		-0.80741596		-1.3467216		-1.0950651		-1.9559469		-0.18999195		Yes		Yes		Yes		AK332332		TC460463		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P483742		6.6612587		6.7211432		6.9511228		6.905149		7.0111785		7.368935		7.881456		6.5979824		7.8579326		7.003532		8.035362		6.4814305		1.2744898		1.5667683		1.905716		-1.2372754		2.2921062		1.2162069		2.1202574		-1.3413805		0.3499198		0.64779186		0.93033314		-0.30716658		1.1966739		0.2823887		1.0842395		-0.42371845		No		Yes		Yes		CO349405		TC424049		Rep: Ferredoxin-3, chloroplast precursor - Zea mays (Maize), partial (36%) [TC424049]

		A_99_P428382		8.820811		8.865771		8.284233		8.057391		8.125209		7.9189205		6.581968		8.034722		8.618005		8.195805		7.2421355		7.9726815		-1.6195606		-1.9276602		-3.254115		-1.015837		-1.150935		-1.5910362		-2.0592194		-1.0604743		-0.6956024		-0.9468508		-1.7022653		-0.022668839		-0.20280647		-0.6699667		-1.0420976		-0.084709644		No		Yes		Yes		TC387217		TC387217		Rep: Ca2+/H+-exchanging protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (13%) [TC387217]

		A_99_P501492		3.627918		3.9181535		3.8392885		4.144992		4.5351872		5.4187636		5.0348005		4.779666		5.589424		4.6262		5.730814		4.1615663		1.8754922		2.8296235		2.290261		1.5525869		3.8946836		1.6335908		3.7102735		1.0115547		0.90726924		1.5006101		1.195512		0.6346741		1.9615061		0.7080467		1.8915255		0.016574383		Yes		Yes		Yes		AK334194		TC432374		Triticum aestivum cDNA, clone: WT009_G06, cultivar: Chinese Spring [AK334194]

		A_99_P313631		8.4907255		8.758271		7.235082		8.3639		8.089604		7.346884		5.2478433		7.7718315		7.9035015		7.560084		5.48121		7.87229		-1.3205338		-2.6599286		-3.9647746		-1.5074067		-1.5023532		-2.294512		-3.372625		-1.4060131		-0.40112114		-1.4113874		-1.9872389		-0.5920687		-0.587224		-1.1981874		-1.7538719		-0.49161005		Yes		Yes		Yes		CV779380		TC453789		FGAS073789 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779380]

		A_99_P247221		11.664119		11.246151		10.276618		10.208604		10.223573		9.572293		9.218184		8.982087		9.981708		10.347614		9.312087		10.083436		-2.7142358		-3.1906662		-2.082669		-2.3400133		-3.2096393		-1.8641742		-1.951429		-1.0906346		-1.440546		-1.6738577		-1.0584335		-1.2265167		-1.6824112		-0.8985367		-0.96453094		-0.12516785		Yes		No		No		AK334098		TC442929		Triticum aestivum cDNA, clone: WT009_G15, cultivar: Chinese Spring [AK334098]

		A_99_P392187		1.8243456		1.8659011		1.6984373		2.9545166		3.9726398		4.990936		4.951508		4.2394824		4.625936		4.112177		5.4029098		4.242514		4.4330335		8.724273		9.533929		2.4367626		6.9720864		4.7445655		13.03639		2.4418888		2.1482942		3.1250348		3.2530708		1.2849658		2.8015904		2.246276		3.7044725		1.2879975		Yes		Yes		Yes		TA108526_4565		0		0

		A_99_P044455		5.088867		5.735716		5.424099		4.364636		4.331589		4.8176613		3.7387362		3.7648122		3.882844		5.3136973		3.773442		3.5627596		-1.6902984		-1.8895656		-3.2162127		-1.5155314		-2.3070083		-1.3398008		-3.1397657		-1.743367		-0.75727797		-0.9180546		-1.6853628		-0.5998237		-1.2060232		-0.42201853		-1.6506569		-0.8018763		Yes		No		No		0		0		0

		A_99_P473092		9.55322		10.172693		9.013246		8.608276		8.03715		8.990833		7.800135		7.6740837		7.820417		9.527329		7.2550373		8.926166		-2.8601077		-2.2686908		-2.3183694		-1.9108211		-3.3237293		-1.5641336		-3.3827775		1.2465055		-1.5160694		-1.18186		-1.2131104		-0.93419266		-1.7328029		-0.6453638		-1.7582083		0.3178892		Yes		No		No		CB307605		TC418346		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC418346]

		A_99_P421202		7.343193		7.86816		7.644647		8.303895		8.050977		9.163638		9.446338		8.614783		7.935585		8.670175		9.207046		8.411206		1.633293		2.4545836		3.4862852		1.2404712		1.5077446		1.7435344		2.9534442		1.0772188		0.7077837		1.2954783		1.8016906		0.3108883		0.59239197		0.8020148		1.5623984		0.10731125		Yes		Yes		Yes		TA69340_4565		TC425554		0

		A_99_P052727		9.674192		9.016793		8.448573		8.964892		8.742673		8.269203		7.2089458		7.3319116		8.679175		8.460187		7.550089		7.499865		-1.9072838		-1.6789858		-2.3613753		-3.1015315		-1.9931041		-1.4708053		-1.8641064		-2.760687		-0.9315195		-0.74759007		-1.2396274		-1.6329808		-0.99501705		-0.5566063		-0.89848423		-1.4650273		Yes		Yes		Yes		CA643570		TC459461		wre1n.pk0066.c2 wre1n Triticum aestivum cDNA clone wre1n.pk0066.c2 5' end, mRNA sequence [CA643570]

		A_99_P153042		6.969717		5.5570426		4.8036118		6.5480385		7.145867		7.0221996		6.649328		7.28726		8.391618		6.3470626		6.696487		7.6081886		1.1298646		2.7609353		3.594314		1.6692749		2.6793828		1.7290984		3.713746		2.0851486		0.17614985		1.465157		1.8457165		0.7392216		1.4219007		0.79002		1.8928752		1.0601501		Yes		No		No		CJ878398		TC415605		CJ878398 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls28k13 5', mRNA sequence [CJ878398]

		A_99_P244786		4.4087515		4.432886		4.521908		5.015929		5.0235977		5.960119		6.1023116		5.5250087		5.2672105		5.7362103		6.218038		5.366035		1.5313947		2.8823242		2.9905355		1.4231418		1.8131006		2.467969		3.2403064		1.274654		0.6148462		1.5272326		1.5804038		0.50907946		0.858459		1.3033242		1.6961303		0.35010576		Yes		Yes		Yes		TA65696_4565		TC402017		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC402017]

		A_99_P154287		5.751083		4.793823		5.1447845		5.2451367		8.082948		11.275879		7.3751507		6.9105077		9.122727		8.431436		6.708812		5.9991565		5.034557		89.39091		4.6925306		3.171952		10.350615		12.446022		2.9567819		1.6864853		2.3318648		6.482056		2.2303662		1.665371		3.3716445		3.6376128		1.5640278		0.75401974		Yes		Yes		Yes		CJ949683		TC442126		CJ949683 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul27l23 5', mRNA sequence [CJ949683]

		A_99_P533027		14.012489		14.086796		14.577863		14.383418		14.970372		16.776062		15.899628		14.672825		15.463548		15.939105		16.291853		14.739255		1.9424573		6.4498525		2.4997172		1.2221377		2.7340856		3.6107767		3.2806695		1.2797277		0.9578829		2.6892662		1.321765		0.28940678		1.4510584		1.8523092		1.7139902		0.35583687		Yes		Yes		Yes		TC445779		TC445779		Rep: Os05g0507300 protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC445779]

		A_99_P482522		6.0717125		7.360836		6.272068		6.75133		6.489521		7.1712737		7.587361		7.310942		5.7979584		7.7272015		7.389258		7.244089		1.3358967		-1.1404177		2.4885285		1.473873		-1.2089496		1.2891011		2.1692402		1.4071335		0.41780853		-0.18956232		1.3152928		0.5596123		-0.27375412		0.36636543		1.1171899		0.49275923		No		Yes		Yes		TC423413		TC423413		0

		A_99_P244676		6.163461		5.900866		7.4462686		4.4542565		8.946944		11.698268		9.4342		7.4867053		10.740883		9.238566		10.604949		6.609806		6.8851256		55.61499		3.966679		8.1819725		23.874882		10.109925		8.930125		4.4553833		2.783483		5.797402		1.9879317		3.0324488		4.5774217		3.3377004		3.1586804		2.1555495		Yes		No		No		TA65665_4565		TC411525		Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat), complete [TC411525]

		A_99_P565742		12.363243		11.965085		11.066727		10.892968		11.056598		10.42537		10.0650215		9.979474		10.774556		11.161994		10.168056		10.991485		-2.473657		-2.9073703		-2.0023654		-1.8836019		-3.0077548		-1.7448355		-1.8643479		1.0706719		-1.3066454		-1.5397148		-1.0017052		-0.9134941		-1.588687		-0.80309105		-0.89867115		0.098516464		Yes		No		No		CJ674557		TC458230		CJ674557 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17n03 5', mRNA sequence [CJ674557]

		A_99_P425982		6.477752		6.3002267		5.419449		6.963131		6.910915		7.491108		8.96307		6.7822285		7.8923097		7.2584596		8.890057		7.0131645		1.3501903		2.2829216		11.661012		-1.1335928		2.6657796		1.9429286		11.085545		1.035289		0.4331627		1.1908813		3.543621		-0.18090248		1.4145575		0.9582329		3.4706078		0.05003357		Yes		Yes		Yes		TA72217_4565		TC381978		Rep: Peroxidase - Triticum aestivum (Wheat), partial (61%) [TC381978]

		A_99_P000476		9.12506		9.160254		8.90265		8.827773		8.599982		8.754136		10.156564		8.813437		8.913343		8.654574		9.247398		8.559288		-1.4390112		-1.3251148		2.3848753		-1.0099863		-1.1580653		-1.4197916		1.2699295		-1.2045423		-0.5250778		-0.40611744		1.2539139		-0.014335632		-0.21171665		-0.50567913		0.3447485		-0.26848507		No		Yes		Yes		CK166971		0		FGAS051232 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166971]

		A_99_P176601		8.265756		7.91017		7.792501		7.5774827		7.5060463		6.9328704		6.8915043		6.085901		7.2538476		7.46654		6.624075		7.0313287		-1.6931494		-1.968777		-1.8673556		-2.8119714		-2.0165763		-1.3600222		-2.2476635		-1.4601879		-0.75970936		-0.9772997		-0.9009967		-1.4915819		-1.011908		-0.44363022		-1.168426		-0.546154		Yes		No		No		CK159878		0		FGAS041395 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK159878]

		A_99_P230736		10.035874		10.16315		8.817547		9.571214		10.418357		9.251487		8.396535		9.509381		8.603608		9.13106		6.562842		9.375373		1.303583		-1.8812128		-1.3388664		-1.0437907		-2.698703		-2.0449848		-4.772367		-1.1453916		0.38248253		-0.91166306		-0.42101192		-0.061832428		-1.4322662		-1.0320902		-2.254705		-0.19584084		Yes		No		No		TA61700_4565		TC441547		0

		A_99_P018559		4.844424		4.7164044		5.44286		4.9034195		4.8038173		3.8596904		4.3302703		3.7965972		3.8968499		3.7810924		3.6704063		3.4355128		-1.0285461		-1.8109089		-2.1623347		-2.1537075		-1.9286267		-1.9123042		-3.4163454		-2.7662024		-0.0406065		-0.856714		-1.1125898		-1.1068223		-0.9475739		-0.93531203		-1.7724538		-1.4679067		Yes		No		No		BJ251385		0		BJ251385 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf19o15 3', mRNA sequence [BJ251385]

		A_99_P106160		5.778572		5.0004973		5.682474		5.545486		7.980042		10.664472		8.169323		6.876261		9.183312		8.925967		8.455127		7.036753		4.5994773		50.702126		5.6055226		2.515378		10.590805		15.194422		6.8336325		2.811358		2.20147		5.6639743		2.4868488		1.3307753		3.4047403		3.9254699		2.7726526		1.4912672		Yes		Yes		Yes		BE488821		TC434816		WHE1078_G07_N14ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1078_G07_N14, mRNA sequence [BE488821]

		A_99_P325771		7.9245334		7.675749		8.170791		8.163206		7.823626		8.825671		9.525924		8.22549		8.320319		8.485554		9.740539		8.300669		-1.0724478		2.2190197		2.558207		1.0441171		1.3156592		1.7529744		2.9685285		1.0999688		-0.100907326		1.1499224		1.355133		0.062283516		0.3957858		0.8098049		1.5697479		0.13746262		No		Yes		Yes		TA89283_4565		TC394239		0

		A_99_P109975		5.784184		6.0579743		5.416214		5.4551005		5.602011		6.3651466		6.094111		5.8019967		5.908762		6.2121353		6.4690437		5.6664557		-1.1345913		1.2372802		1.599806		1.2718215		1.0901887		1.1127743		2.074595		1.1577753		-0.18217278		0.3071723		0.677897		0.34689617		0.124578		0.15416098		1.0528297		0.21135521		No		Yes		Yes		CK207284		TC449521		FGAS018903 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207284]

		A_99_P441067		5.0112557		5.2896996		5.485231		5.1753583		5.5210605		7.1205506		6.3235774		5.442927		6.4553857		5.90478		6.7070765		5.0529547		1.4238575		3.5574687		1.7879996		1.2037773		2.7209868		1.5316433		2.3324492		-1.088547		0.5098047		1.8308511		0.8383465		0.2675686		1.44413		0.61508036		1.2218456		-0.12240362		No		Yes		Yes		BJ236314		TC397217		0

		A_99_P116900		9.501027		8.94878		9.179781		8.937218		8.612961		7.740896		8.148169		7.9430327		8.124223		8.620159		7.8204103		8.246314		-1.850694		-2.3099856		-2.0443077		-1.9919549		-2.596925		-1.2558124		-2.5657325		-1.6142944		-0.8880663		-1.2078838		-1.0316124		-0.994185		-1.3768044		-0.3286209		-1.3593707		-0.69090366		Yes		No		No		CJ717698		TC431491		CJ717698 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd17a07 5', mRNA sequence [CJ717698]

		A_99_P225436		12.338527		8.965339		7.5127473		9.37078		12.431256		10.304509		14.01529		11.505657		12.784703		10.7693205		13.350877		10.4895525		1.0663859		2.530058		90.66935		4.3919973		1.3624247		3.4918263		57.207386		2.1716213		0.09272957		1.3391705		6.502543		2.1348772		0.44617653		1.8039818		5.8381295		1.1187725		Yes		Yes		Yes		TA60101_4565		TC380671		0

		A_99_P280821		10.235536		10.532358		9.917026		10.523949		10.623357		11.3335		11.100471		10.57942		10.518556		10.908246		10.8877		10.715915		1.3084159		1.7424796		2.2711847		1.0391986		1.2167393		1.2976379		1.9597566		1.1423193		0.3878212		0.80114174		1.183445		0.05547142		0.28302002		0.37588787		0.9706745		0.19196606		No		Yes		Yes		TA76118_4565		TC387311		Rep: Membrane steroid-binding protein 1 - Oryza sativa subsp. indica (Rice), partial (75%) [TC387311]

		A_99_P375592		1.9084922		1.281417		1.286515		1.2815112		1.3924497		2.6378174		4.0590725		3.445795		1.2732152		1.5577432		4.0416865		3.7104933		-1.4300271		2.5604553		6.833182		4.4824386		-1.553236		1.2111069		6.751329		5.385134		-0.5160425		1.3564004		2.7725575		2.1642838		-0.63527703		0.27632618		2.7551715		2.4289823		Yes		Yes		Yes		TA104465_4565		TC438815		0

		A_99_P167804		6.9966674		7.8232026		6.178299		9.534004		10.285666		13.074733		15.6345625		12.191934		11.355485		13.187569		15.12632		12.245754		9.774339		38.095013		702.45575		6.311266		20.517992		41.194107		493.88144		6.5511584		3.288999		5.25153		9.456264		2.6579294		4.3588176		5.364366		8.948021		2.71175		Yes		Yes		Yes		DR741149		TC407068		FGAS001081 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741149]

		A_99_P327461		9.411365		9.353198		9.226352		9.399505		9.087098		8.193036		8.571003		8.900953		8.49005		9.072656		8.06977		9.165333		-1.2520276		-2.2348251		-1.5749967		-1.4127942		-1.8938397		-1.2146515		-2.2292862		-1.1762314		-0.32426643		-1.160162		-0.6553488		-0.49855137		-0.92131424		-0.28054237		-1.1565819		-0.23417187		No		Yes		Yes		TA89783_4565		TC432526		Rep: PG1 - Hordeum vulgare (Barley), partial (11%) [TC432526]

		A_99_P007696		5.338245		4.684321		5.5502524		6.7168922		7.605221		11.128117		9.302717		7.556498		8.435786		9.555165		8.71911		8.198092		4.813132		87.05141		13.477348		1.7895612		8.5595875		29.259726		8.9933405		2.7918088		2.2669759		6.4437957		3.7524648		0.8396058		3.0975413		4.8708444		3.168857		1.4812002		Yes		Yes		Yes		AK333494		TC417781		Triticum aestivum cDNA, clone: WT006_J17, cultivar: Chinese Spring [AK333494]

		A_99_P229361		3.7804744		3.366252		4.8713746		4.9669304		8.153129		10.377102		12.853497		9.621668		10.598935		10.644694		13.802894		9.989056		20.71572		128.96626		252.8472		25.189272		112.86548		155.24924		488.2643		32.494537		4.372654		7.01085		7.982122		4.6547375		6.8184605		7.2784424		8.931519		5.0221252		Yes		Yes		Yes		TA61380_4565		TC387692		Rep: Pathogenesis-related 1a - Triticum monococcum (Einkorn wheat) (Small spelt), partial (97%) [TC387692]

		A_99_P301186		11.702786		11.00845		10.446351		10.899976		12.039299		12.175525		11.009384		11.496783		12.546749		11.471234		11.167073		11.002467		1.2627006		2.24556		1.4773719		1.5123662		1.7949736		1.3781996		1.6480068		1.0736259		0.33651257		1.1670752		0.5630331		0.5968075		0.84396267		0.46278477		0.7207222		0.10249138		No		Yes		Yes		TA82017_4565		TC382235		Rep: Os05g0115800 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC382235]

		A_99_P170264		2.3483		1.4504837		1.5281075		1.4570752		4.253986		1.3946658		5.7337365		1.3934345		4.82567		2.3015978		5.7721443		1.4255333		3.74687		-1.0394481		18.451023		-1.0450999		5.568813		1.8038934		18.948828		-1.0221039		1.9056859		-0.055817842		4.205629		-0.06364071		2.4773698		0.85111415		4.2440367		-0.031541944		Yes		Yes		Yes		0		0		0

		A_99_P152257		8.240893		7.384211		7.4581084		8.430549		9.93501		10.449069		9.949824		8.933686		11.137486		10.568171		10.10276		9.157798		3.235787		8.367856		5.624465		1.4172926		7.446658		9.087979		6.253448		1.6554796		1.6941166		3.064858		2.491716		0.5031376		2.896593		3.1839595		2.644652		0.72724915		Yes		Yes		Yes		CJ852947		TC428558		CJ852947 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal26b22 5', mRNA sequence [CJ852947]

		A_99_P329831		10.197114		9.79448		9.624078		9.924476		9.201116		8.920234		8.356305		8.730941		9.183979		9.085452		8.180888		9.59851		-1.9944602		-1.8330506		-2.4078953		-2.2871244		-2.018292		-1.6347027		-2.719214		-1.2535033		-0.9959984		-0.8742466		-1.2677727		-1.1935349		-1.013135		-0.70902824		-1.4431896		-0.32596588		Yes		No		No		AK336284		TC404443		Triticum aestivum cDNA, clone: SET3_K23, cultivar: Chinese Spring [AK336284]

		A_99_P052416		1.5936044		1.8076569		2.349437		1.7470866		2.972995		4.7194247		3.5840905		3.1512012		4.899254		4.6772947		3.740523		3.2498486		2.6015847		7.5253983		2.3532481		2.646553		9.887798		7.3088174		2.6227605		2.8338473		1.3793906		2.911768		1.2346535		1.4041146		3.3056493		2.869638		1.3910861		1.502762		Yes		Yes		Yes		CA642020		0		wre1n.pk0051.h10 wre1n Triticum aestivum cDNA clone wre1n.pk0051.h10 5' end, mRNA sequence [CA642020]

		A_99_P299006		10.97232		10.903343		10.188657		10.188241		9.894338		9.665245		9.196462		9.083276		9.988914		10.278239		8.90979		9.903323		-2.1110811		-2.3588736		-1.9892094		-2.1509368		-1.9771277		-1.5423219		-2.426483		-1.2183409		-1.077982		-1.2380981		-0.9921951		-1.1049652		-0.98340607		-0.62510395		-1.2788668		-0.28491783		Yes		No		No		TA81384_4565		TC413230		Rep: Phosphoenolpyruvate carboxylase - Oryza sativa subsp. japonica (Rice), partial (19%) [TC413230]

		A_99_P451587		3.4915102		2.511707		1.876897		2.109567		5.184506		5.1768703		3.2774763		4.21424		6.052034		4.0017223		3.9217556		3.169172		3.233274		6.342991		2.6400757		4.301003		5.899218		2.8089194		4.126328		2.0843608		1.6929958		2.6651633		1.4005793		2.1046731		2.5605237		1.4900153		2.0448585		1.0596051		Yes		No		No		TC404863		TC404863		0

		A_99_P244716		5.0058856		5.329944		9.088576		3.5745802		7.5521483		8.654624		9.063129		8.137488		7.192295		5.8795686		9.640266		6.5476403		5.841192		10.019092		-1.017795		23.635904		4.5517125		1.4637046		1.4658018		7.8519998		2.5462627		3.3246799		-0.025446892		4.562908		2.1864095		0.54962444		0.5516901		2.9730601		Yes		No		No		TA65673_4565		TC414061		Rep: Heat shock protein 17.3 - Triticum aestivum (Wheat), complete [TC414061]

		A_99_P481072		9.065662		9.158635		8.999562		8.643494		8.124939		7.760905		7.4365997		7.7175922		7.7135715		9.424249		8.099249		8.120378		-1.9194905		-2.6348674		-2.9545994		-1.899871		-2.5528183		1.2021472		-1.8664714		-1.4370558		-0.9407234		-1.3977304		-1.5629625		-0.9259014		-1.3520908		0.26561356		-0.9003134		-0.5231161		Yes		Yes		Yes		CD900789		TC422729		0

		A_99_P261461		13.894516		13.908502		13.117374		12.55127		13.075763		13.043614		11.701114		11.313138		12.848225		13.428162		11.558721		12.270301		-1.763881		-1.8211973		-2.6689286		-2.3589282		-2.0652142		-1.3950725		-2.9457884		-1.2150104		-0.81875324		-0.86488724		-1.4162607		-1.2381315		-1.0462914		-0.48034		-1.5586538		-0.28096867		Yes		No		No		TA70401_4565		0		0

		A_99_P522697		9.036648		9.083447		10.353055		9.56181		8.913647		8.563191		9.00093		9.244223		9.127506		8.586394		9.321206		9.1499815		-1.0889978		-1.4342097		-2.552879		-1.2462443		1.0650038		-1.4113278		-2.044643		-1.3303704		-0.1230011		-0.52025604		-1.3521252		-0.3175869		0.09085846		-0.49705315		-1.0318489		-0.41182804		No		Yes		Yes		TC441609		TC441609		0

		A_99_P479222		11.393871		10.505727		10.218131		10.931973		10.62065		9.892236		8.651535		10.377202		10.58566		10.243457		9.130456		10.536296		-1.7090813		-1.5299569		-2.96205		-1.4689358		-1.7510391		-1.1993643		-2.1253126		-1.3155605		-0.773221		-0.61349106		-1.566596		-0.5547714		-0.8082113		-0.26226997		-1.0876751		-0.39567757		No		Yes		Yes		TA54849_4565		TC421715		Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 1 - Oryza sativa subsp. indica (Rice), partial (73%) [TC421715]

		A_99_P284621		4.4757814		3.6764348		3.0731618		3.4231846		4.7099643		4.6289654		4.99255		4.7444286		5.70843		4.732116		5.556366		4.9436345		1.1762403		1.9352643		3.7826257		2.4988148		2.3499799		2.0786998		5.591379		2.868805		0.23418283		0.9525306		1.919388		1.321244		1.2326484		1.0556815		2.4832041		1.5204499		Yes		Yes		Yes		TA77254_4565		TC420175		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC420175]

		A_99_P545842		8.673365		7.6302094		7.8600774		8.208872		9.448302		10.416136		9.340485		8.436723		10.402468		9.653947		9.635536		8.667461		1.7111161		6.896796		2.7902749		1.1710892		3.3152165		4.0663586		3.4234686		1.3741977		0.7749376		2.7859263		1.4804072		0.22785091		1.7291031		2.0237374		1.7754588		0.45858955		Yes		Yes		Yes		TC450709		TC450709		0

		A_99_P366301		3.7363675		1.8149495		4.1893234		2.4702337		5.221377		6.351106		5.16156		4.003234		6.179217		4.665564		5.1748805		5.050151		2.79919		23.201668		1.9618797		2.8938704		5.437145		7.2130756		1.9800777		5.979054		1.4850094		4.5361567		0.97223663		1.5330002		2.4428494		2.8506145		0.9855571		2.5799172		Yes		Yes		Yes		TA102146_4565		TC458065		Rep: PE-PGRS family protein - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (4%) [TC458065]

		A_99_P373852		7.5755363		8.003749		8.467975		8.259598		7.3097234		7.015709		8.388508		7.873081		6.5535297		7.377617		8.040023		7.9668617		-1.2023133		-1.9834884		-1.0566275		-1.3072332		-2.0307415		-1.5434214		-1.3453223		-1.2249612		-0.26581287		-0.98804		-0.07946682		-0.38651657		-1.0220065		-0.626132		-0.4279518		-0.29273605		No		Yes		Yes		TA104015_4565		TC427046		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC427046]

		A_99_P372402		4.4843345		3.897544		3.3259895		3.741575		4.988836		5.215697		4.5972037		3.8916838		5.6915965		4.4369254		5.2102304		3.2733529		1.418633		2.4934666		2.4136462		1.1096531		2.3089902		1.4533494		3.6915863		-1.3834037		0.50450134		1.3181529		1.2712142		0.15010881		1.207262		0.5393815		1.8842409		-0.46822214		No		Yes		Yes		TA103677_4565		TC450181		Rep: Os07g0657600 protein - Oryza sativa subsp. japonica (Rice), partial (43%) [TC450181]

		A_99_P223541		11.12022		11.719162		11.569626		11.7849		10.593831		9.909081		10.569392		11.00737		9.773892		10.678212		9.673924		11.685887		-1.4403198		-3.5066185		-2.000324		-1.7141932		-2.542641		-2.057582		-3.7210283		-1.07104		-0.5263891		-1.8100805		-1.0002337		-0.7775297		-1.3463278		-1.0409498		-1.8957014		-0.099012375		Yes		Yes		Yes		CV782318		TC421273		FGAS076731 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV782318]

		A_99_P436862		6.119509		5.8874516		6.9256682		7.1670966		5.5491805		4.7066083		5.9224987		6.8703218		5.7494082		5.091291		5.643519		6.862761		-1.4848619		-2.2670927		-2.0043988		-1.2283952		-1.2924433		-1.7364739		-2.4320102		-1.2348498		-0.5703287		-1.1808434		-1.0031695		-0.29677486		-0.37010098		-0.7961607		-1.2821493		-0.3043356		No		Yes		Yes		TC393974		TC393974		Rep: Chromosome undetermined SCAF14764, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (4%) [TC393974]

		A_99_P218546		4.8654065		4.6035156		4.900969		4.768209		4.04122		3.979524		4.4049687		3.7330701		4.1145434		4.0505223		2.9627163		4.0717554		-1.7705362		-1.5411334		-1.4102982		-2.049311		-1.6827992		-1.4671265		-3.832412		-1.6205163		-0.8241863		-0.6239917		-0.4960003		-1.0351388		-0.7508631		-0.5529933		-1.9382527		-0.6964536		No		Yes		Yes		DR735795		TC424444		FGAS081429 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [DR735795]

		A_99_P321671		2.1598704		3.3605082		2.5398858		3.0212202		3.1111326		4.822584		4.060554		4.4294877		4.112572		4.472481		4.5741725		4.006911		1.9335636		2.7550452		2.8692393		2.6541824		3.870988		2.1614096		4.0962014		1.980261		0.95126224		1.462076		1.5206683		1.4082675		1.9527018		1.1119726		2.0342867		0.9856906		Yes		No		No		TA88034_4565		TC379413		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC379413]

		A_99_P220401		6.0234265		6.5796084		9.3314085		6.9069767		7.7139773		9.194535		8.773114		8.2849865		7.9430523		6.585933		9.755059		7.822735		3.2277992		6.1259212		-1.4725273		2.5990958		3.7832491		1.0043936		1.3413174		1.8865602		1.6905508		2.6149268		-0.5582943		1.3780098		1.9196258		0.006324768		0.42365074		0.91575813		Yes		No		No		TA58367_4565		TC421744		Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa subsp. japonica (Rice), partial (93%) [TC421744]

		A_99_P338716		9.337197		8.673127		9.919922		9.5249815		9.369015		8.231187		9.116288		7.6683		7.554521		7.8883514		7.667385		7.69866		1.0222992		-1.35843		-1.745492		-3.6217358		-3.4406383		-1.7228245		-4.7652		-3.5463173		0.031817436		-0.4419403		-0.8036337		-1.8566813		-1.7826762		-0.78477573		-2.2525368		-1.8263216		Yes		No		No		TA93224_4565		TC438318		0

		A_99_P458262		3.3357937		3.801308		4.883172		5.4612975		2.198103		2.6989481		2.3143914		4.1844606		2.895974		3.3656018		2.696317		4.355551		-2.2002857		-2.1470559		-5.933078		-2.4230714		-1.356435		-1.3525727		-4.5531187		-2.1521025		-1.1376908		-1.1023598		-2.5687807		-1.2768369		-0.4398198		-0.43570614		-2.186855		-1.1057467		Yes		No		No		TC409362		TC409362		Rep: NBS-LRR type RGA - Triticum aestivum (Wheat), complete [TC409362]

		A_99_P164862		10.371719		9.581076		9.972079		8.546116		11.198443		11.108983		12.817519		10.740692		12.470322		11.20761		13.083267		9.786194		1.7736533		2.8836725		7.18725		4.577552		4.2829423		3.087704		8.640938		2.362113		0.82672405		1.5279074		2.84544		2.1945763		2.0986023		1.6265345		3.111188		1.240078		Yes		Yes		Yes		L28009		TC409372		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P167264		5.876911		5.4945297		5.8112454		5.651316		4.994867		4.6425		5.196047		3.9758961		5.052687		5.039594		4.209976		4.908734		-1.842985		-1.8050387		-1.5317688		-3.1941235		-1.7705824		-1.3707216		-3.0341012		-1.6731681		-0.8820443		-0.8520298		-0.6151986		-1.67542		-0.824224		-0.45493555		-1.6012692		-0.7425823		Yes		No		No		CV772641		0		0

		A_99_P498362		7.353754		7.1139755		7.278965		7.5569816		6.290259		6.0487804		6.262526		6.136266		6.974421		6.707699		6.9960866		7.0030155		-2.0899887		-2.0924528		-2.0229197		-2.6771822		-1.3007404		-1.3252611		-1.2166198		-1.468116		-1.0634952		-1.0651951		-1.016439		-1.4207153		-0.37933302		-0.4062767		-0.2828784		-0.55396605		Yes		No		No		CK199194		TC431003		Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley), partial (62%) [TC431003]

		A_99_P105720		7.438186		7.910597		7.7558494		7.8019156		6.967186		6.6106896		6.0165997		7.078657		6.7616906		6.9096675		6.0366364		7.1997294		-1.38607		-2.4621305		-3.338615		-1.6509066		-1.5982528		-2.001289		-3.2925675		-1.5180151		-0.4710002		-1.2999072		-1.7392497		-0.7232585		-0.67649555		-1.0009294		-1.719213		-0.6021862		Yes		Yes		Yes		CK206022		TC405315		FGAS017596 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206022]

		A_99_P290031		1.8164927		1.9662685		1.9817982		2.5960338		1.5122128		6.2047386		7.997026		4.7976766		2.5798814		4.3709254		7.3773475		4.240273		-1.2348021		18.875854		64.67911		4.6000285		1.6974732		5.2950964		42.094193		3.1258297		-0.30427992		4.23847		6.015228		2.2016428		0.76338875		2.404657		5.3955493		1.6442392		Yes		Yes		Yes		TA78805_4565		0		0

		A_99_P236451		9.147808		8.212245		8.700423		8.350072		10.185424		10.567306		13.37075		11.460149		11.625877		10.690379		13.669236		9.94304		2.0528324		5.116157		25.462942		8.634286		5.5715137		5.571764		31.315672		3.016693		1.0376158		2.3550606		4.670327		3.110077		2.4780693		2.4781342		4.968813		1.592968		Yes		Yes		Yes		TA63451_4565		TC411652		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC411652]

		A_99_P274651		6.5062547		6.022178		6.117857		6.340771		7.575128		8.435759		8.28791		8.835145		9.405308		7.4331017		8.397172		8.299852		2.0977945		5.3279495		4.5004005		5.6348367		7.4593663		2.659073		4.854474		3.8881428		1.0688734		2.4135804		2.1700535		2.4943738		2.899053		1.4109235		2.279315		1.9590812		Yes		Yes		Yes		TA74326_4565		TC379697		Rep: Os07g0152700 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC379697]

		A_99_P238171		11.890058		13.333866		14.746003		12.542727		10.997319		9.919423		10.281203		10.626481		10.987973		11.094518		11.070008		10.445957		-1.856697		-10.662272		-22.082014		-3.7743976		-1.8687639		-4.7218375		-12.781586		-4.2775073		-0.89273834		-3.414443		-4.4648		-1.9162464		-0.90208435		-2.2393484		-3.6759949		-2.0967703		Yes		Yes		Yes		TA63939_4565		TC392527		Rep: Expansin EXPA12 - Triticum aestivum (Wheat), partial (50%) [TC392527]

		A_99_P146922		5.8312554		4.762445		6.4745584		6.9314885		8.662903		11.947243		10.589833		8.733627		9.479904		10.179903		10.574207		8.998174		7.118866		145.49217		17.330902		3.4873686		12.541594		42.73831		17.144203		4.1892304		2.8316474		7.184798		4.115275		1.8021388		3.6486487		5.417458		4.099649		2.0666852		Yes		Yes		Yes		CV777662		TC400124		FGAS072068 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777662]

		A_99_P366071		10.032169		10.546659		10.429774		10.164325		9.636209		9.006853		9.574693		9.609555		9.579781		9.698811		9.835316		9.646268		-1.3158188		-2.9075549		-1.808861		-1.4689339		-1.368304		-1.7998153		-1.5099058		-1.4320252		-0.3959608		-1.5398064		-0.85508156		-0.5547695		-0.45238876		-0.8478489		-0.5944586		-0.51805687		No		Yes		Yes		TA102073_4565		TC383200		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (7%) [TC383200]

		A_99_P071865		3.3963368		2.5403817		3.6405945		3.9346712		7.273707		11.2508135		10.770104		7.3187523		9.998855		8.679547		11.547246		7.06151		14.696188		418.8913		140.02202		10.440227		97.17532		70.48116		239.96022		8.735189		3.87737		8.710432		7.12951		3.3840811		6.602518		6.139166		7.9066515		3.126839		Yes		Yes		Yes		BT009398		TC374517		Triticum aestivum clone wlm96.pk042.k21:fis, full insert mRNA sequence [BT009398]

		A_99_P379772		8.361594		7.5044513		7.0189195		8.336648		8.953042		10.3232565		10.555464		9.905406		10.3153		9.795569		10.862186		10.39085		1.5067581		7.055778		11.603952		2.9664922		3.8736827		4.894353		14.352866		4.1531386		0.59144783		2.8188052		3.5365443		1.568758		1.9537058		2.2911181		3.843267		2.054202		Yes		Yes		Yes		TA105480_4565		TC443129		Rep: Integrase, catalytic region - Methylobacterium chloromethanicum CM4, partial (9%) [TC443129]

		A_99_P280091		10.933621		11.093904		11.24162		10.926772		10.62934		10.085517		9.737433		10.631433		10.197497		10.639691		9.750577		10.439178		-1.2348033		-2.01166		-2.836647		-1.2271738		-1.6656947		-1.3700345		-2.8109214		-1.4021043		-0.30428123		-1.0083866		-1.5041866		-0.29533958		-0.73612404		-0.4542122		-1.4910431		-0.48759365		No		Yes		Yes		TA75906_4565		TC385392		Rep: AML6 - Hordeum vulgare (Barley), partial (23%) [TC385392]

		A_99_P122915		3.2879837		3.1897552		5.887726		5.278236		5.5909767		8.663505		8.380012		6.8145523		7.570141		6.3623652		8.932567		6.7315297		4.934805		44.43884		5.626687		2.9005296		19.456184		9.016766		8.252555		2.738325		2.302993		5.473749		2.4922857		1.5363164		4.282157		3.17261		3.0448408		1.4532938		Yes		Yes		Yes		CV766757		0		FGAS061144 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV766757]

		A_99_P285591		9.589709		8.733571		8.71084		8.826627		10.087394		10.086128		9.299066		8.972134		11.0276575		9.112416		9.53904		8.914834		1.4119456		2.5536437		1.5033963		1.1061192		2.7093527		1.3003006		1.775468		1.0630484		0.49768448		1.3525572		0.58822536		0.14550686		1.4379482		0.3788452		0.8281994		0.088207245		No		Yes		Yes		TA77500_4565		TC370628		Rep: Os01g0708900 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC370628]

		A_99_P345281		8.965172		9.053327		9.840935		9.3824415		9.22942		8.4052515		8.682984		9.033653		8.896417		8.67619		8.657134		8.971916		1.2010098		-1.567076		-2.231402		-1.2734905		-1.0488113		-1.2987612		-2.2717447		-1.3291698		0.2642479		-0.6480751		-1.1579504		-0.34878826		-0.06875515		-0.37713623		-1.1838007		-0.41052532		No		Yes		Yes		TA95266_4565		TC410256		0

		A_99_P292851		12.3346815		12.334899		11.967133		12.054177		11.803863		11.685265		13.054931		12.025617		12.204179		11.872205		12.248662		12.610782		-1.4447491		-1.5687705		2.125494		-1.019994		-1.0946751		-1.378113		1.2154827		1.4708034		-0.53081894		-0.64963436		1.0877981		-0.028560638		-0.1305027		-0.46269417		0.28152943		0.5566044		No		Yes		Yes		TA79597_4565		TC387416		Rep: Growth regulating factor 1 - Oryza sativa subsp. indica (Rice), partial (61%) [TC387416]

		A_99_P011059		1.4563252		1.3610212		2.1562243		1.3698854		1.723836		2.6787422		4.549983		3.3702414		1.5394993		1.9031996		4.7856593		5.0208335		1.2037292		2.4927204		5.2552476		4.000987		1.0593462		1.4561696		6.1878366		12.561598		0.26751077		1.317721		2.3937588		2.000356		0.08317411		0.5421784		2.629435		3.650948		Yes		Yes		Yes		DR738898		TC427637		FGAS084115 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738898]

		A_99_P112580		6.0276833		5.5473914		7.2593856		7.5380797		6.946302		7.7174764		9.346428		7.925257		7.491726		6.5381036		9.222038		8.113782		1.8903046		4.500499		4.248761		1.3078322		2.7588034		1.9871657		3.89778		1.4904027		0.9186187		2.170085		2.0870423		0.38717747		1.4640427		0.99071217		1.9626527		0.5757022		Yes		Yes		Yes		EF423611		0		Triticum aestivum O-methytransferase 4 (OMT4) mRNA, complete cds [EF423611]

		A_99_P340641		9.359771		8.076797		7.425041		7.4017105		10.366237		11.124211		9.797704		9.99821		11.888169		9.455118		9.8749695		9.611098		2.0089839		8.267292		5.1789603		6.048173		5.769309		2.5996575		5.4638896		4.6247897		1.0064659		3.0474148		2.3726625		2.5964994		2.5283985		1.3783216		2.4499283		2.2093878		Yes		Yes		Yes		TA93788_4565		0		0

		A_99_P403947		7.0083046		7.8463883		8.23099		8.358588		6.7635255		6.610485		7.4604983		7.6156616		6.316438		7.166729		6.888925		8.199834		-1.1849114		-2.3552876		-1.7058516		-1.6735673		-1.615372		-1.6017616		-2.5351398		-1.1163229		-0.24477911		-1.2359033		-0.7704921		-0.7429266		-0.6918664		-0.67965937		-1.3420653		-0.15875435		No		Yes		Yes		AK336252		TC405384		Triticum aestivum cDNA, clone: SET3_J17, cultivar: Chinese Spring [AK336252]

		A_99_P274636		8.188063		8.809285		8.610703		9.354884		8.373162		9.404311		9.860342		9.441167		8.53678		9.221439		9.865275		9.304535		1.1368954		1.5104998		2.3778183		1.0616312		1.2734283		1.3306713		2.3859634		-1.0355155		0.1850996		0.595026		1.2496386		0.08628273		0.3487177		0.4121542		1.2545719		-0.050349236		No		Yes		Yes		AK335037		0		Triticum aestivum cDNA, clone: WT011_N24, cultivar: Chinese Spring [AK335037]

		A_99_P355426		9.432887		9.739678		9.367506		9.910277		8.697524		8.3642235		7.742249		8.982144		8.166459		9.021699		7.7632318		9.202478		-1.6648163		-2.594497		-3.0849712		-1.902812		-2.405652		-1.6448767		-3.0404277		-1.6333103		-0.735363		-1.3754549		-1.625257		-0.928133		-1.266428		-0.71797943		-1.6042743		-0.70779896		Yes		Yes		Yes		TA98443_4565		0		0

		A_99_P328741		5.9368668		6.2991676		6.1424885		6.026193		6.692043		7.9270053		6.889374		6.4493065		7.1632004		7.050579		7.1795897		6.469354		1.6878376		3.0904944		1.6781658		1.3408179		2.3397164		1.683439		2.0521004		1.3595799		0.75517607		1.6278377		0.7468853		0.42311335		1.2263336		0.75141144		1.0371013		0.443161		No		Yes		Yes		TA90165_4565		TC374849		Rep: Prolyl 4-hydroxylase - Nicotiana tabacum (Common tobacco), partial (62%) [TC374849]

		A_99_P128035		1.5404595		1.3624334		1.3686823		1.3623238		1.8834577		2.3988943		10.09385		5.5118065		5.1389127		3.460534		10.212407		6.1426272		1.2683898		2.0511897		423.1919		17.746748		12.112738		4.2814536		459.43762		27.479874		0.34299815		1.0364609		8.725168		4.1494827		3.598453		2.0981007		8.843725		4.7803035		Yes		Yes		Yes		CJ954884		TC426619		CJ954884 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5b10 5', mRNA sequence [CJ954884]

		A_99_P215581		2.04551		2.8121397		3.7341766		2.1596596		4.1328454		9.045825		8.239518		3.801775		7.580937		6.351869		8.530749		4.137025		4.2496243		75.25343		22.71135		3.1212316		46.37988		11.629599		27.791517		3.937733		2.0873353		6.2336855		4.5053415		1.6421154		5.535427		3.5397294		4.7965727		1.9773653		Yes		Yes		Yes		TA56362_4565		0		0

		A_99_P358016		5.898154		5.0685124		6.2061543		5.1977887		11.171443		12.492012		11.846007		8.896052		13.451671		10.208868		12.353175		7.910333		38.673923		171.67065		49.861454		12.980407		187.86037		35.269657		70.86596		6.5547667		5.273289		7.4234996		5.639853		3.6982636		7.553517		5.1403556		6.147021		2.7125444		Yes		Yes		Yes		TA99329_4565		TC402790		0

		A_99_P555542		6.133207		6.3810763		8.38906		7.8375077		6.249124		5.8538795		6.9335785		7.2990513		6.0299783		6.009066		7.1546664		7.3170342		1.0836638		-1.4411263		-2.7424808		-1.4524177		-1.0741746		-1.2941549		-2.3528242		-1.434426		0.115917206		-0.5271969		-1.4554815		-0.53845644		-0.10322857		-0.37201023		-1.2343936		-0.5204735		No		Yes		Yes		TC454383		TC454383		Rep: Myosin heavy chain class VIII A2 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC454383]

		A_99_P159932		5.0662293		4.716306		5.692875		5.0849047		4.901834		3.9808571		4.9698544		3.6544597		3.8895066		4.254239		3.9951355		3.7849262		-1.1206963		-1.6649157		-1.6506343		-2.6952982		-2.2606268		-1.3775141		-3.2439225		-2.4622521		-0.16439533		-0.7354491		-0.72302055		-1.430445		-1.1767228		-0.46206713		-1.6977394		-1.2999785		Yes		No		No		CK214785		0		FGAS026724 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214785]

		A_99_P198711		4.9135747		5.489508		4.3260913		5.634485		6.0848937		5.2511754		4.2281017		5.72162		4.3300705		5.286638		1.5516081		5.956711		2.252175		-1.1796286		-1.0702809		1.0622588		-1.4984845		-1.1509861		-6.8423085		1.2502582		1.171319		-0.23833275		-0.09798956		0.087135315		-0.5835042		-0.20287037		-2.7744832		0.32222605		No		Yes		Yes		TA50501_4565		TC386586		Rep: Patatin-like phospholipase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (36%) [TC386586]

		A_99_P098220		12.791463		13.101048		11.735844		11.168353		11.027844		11.395097		10.248592		10.236072		10.531697		12.26741		10.01804		11.68555		-3.3954868		-3.2624407		-2.803543		-1.9082915		-4.789137		-1.782174		-3.2893534		1.4311715		-1.7636185		-1.7059517		-1.4872513		-0.9322815		-2.2597656		-0.8336382		-1.717804		0.51719666		Yes		No		No		BQ578589		0		0

		A_99_P302536		8.426834		8.094263		7.9424386		8.038451		8.768768		9.395876		9.386228		8.091254		8.888531		8.942058		9.452779		8.183755		1.2674547		2.465043		2.7203438		1.0372783		1.3771604		1.7997475		2.848772		1.1059635		0.3419342		1.3016129		1.443789		0.05280304		0.46169662		0.84779453		1.5103402		0.14530373		No		Yes		Yes		AK335372		0		Triticum aestivum cDNA, clone: WT012_L21, cultivar: Chinese Spring [AK335372]

		A_99_P154537		8.814443		9.409689		9.706707		9.396634		8.940751		9.520538		8.255019		9.717593		9.43267		9.594495		8.82792		9.51571		1.0914972		1.0798638		-2.7352786		1.2491606		1.5349876		1.136664		-1.8388287		1.086039		0.12630844		0.11084938		-1.4516878		0.3209591		0.618227		0.18480587		-0.87878704		0.119075775		No		Yes		Yes		CJ955981		TC436429		CJ955981 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul9l15 5', mRNA sequence [CJ955981]

		A_99_P424392		6.0583644		7.024864		7.083037		8.061059		6.232015		6.567065		5.542049		7.5098763		6.304438		6.9454293		6.040739		7.414025		1.1279091		-1.3734453		-2.9099371		-1.4652865		1.1859751		-1.056604		-2.0595052		-1.5659456		0.17365074		-0.45779943		-1.540988		-0.55118275		0.24607372		-0.07943487		-1.0422978		-0.64703417		No		Yes		Yes		TC384233		TC384233		P29295 Saccharomyces cerevisiae YPL204w HRR25 casein kinase I - Kluyveromyces lactis (Yeast) (Candida sphaerica), partial (4%) [TC384233]

		A_99_P294296		7.2966385		6.3307195		5.7780404		5.2167544		7.6657715		7.624012		7.377596		5.2363577		8.070142		7.1466637		7.5654073		4.9684377		1.2915764		2.4508677		3.0304992		1.0136807		1.7094157		1.7604499		3.451843		-1.1878204		0.369133		1.2932925		1.5995555		0.019603252		0.7735033		0.8159442		1.7873669		-0.24831676		No		Yes		Yes		TA80025_4565		TC413295		0

		A_99_P387842		6.898684		6.617676		6.61589		6.49336		7.0555763		7.5576625		7.5434537		6.906326		7.5039024		7.328953		7.741196		6.9179673		1.114883		1.9185106		1.9020612		1.3314201		1.521209		1.6372527		2.1814783		1.3422071		0.1568923		0.9399867		0.92756367		0.41296577		0.6052184		0.711277		1.1253061		0.42460728		No		Yes		Yes		TA107455_4565		TC451939		Rep: Pr1-like protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC451939]

		A_99_P430782		5.8028054		5.3108974		7.017843		5.464617		8.875144		10.385911		11.766616		8.204162		10.641373		8.935131		12.187556		6.4547844		8.411357		33.70787		26.88581		6.678596		28.612373		12.331135		35.994724		1.9864157		3.0723386		5.0750136		4.748773		2.7395449		4.8385673		3.6242337		5.1697135		0.9901676		Yes		Yes		Yes		TA60065_4565		TC386649		Rep: Class III chitinase - Oryza sativa (Rice), partial (67%) [TC386649]

		A_99_P173809		9.575206		9.336505		9.865851		9.502263		9.318928		8.62766		9.028523		8.28883		8.502144		8.576554		8.289055		8.3936615		-1.1943934		-1.6344951		-1.7867378		-2.3188882		-2.103894		-1.6934327		-2.9830673		-2.1563652		-0.25627804		-0.70884514		-0.83732796		-1.2134333		-1.073062		-0.75995064		-1.5767965		-1.1086016		Yes		No		No		0		0		0

		A_99_P387862		5.6345997		5.7782845		4.860979		5.632801		4.640136		4.9009137		3.0580158		5.372526		5.404117		4.741065		3.3666575		5.290191		-1.9923401		-1.8370245		-3.489362		-1.1977069		-1.1732273		-2.0522685		-2.8173163		-1.2680484		-0.9944639		-0.87737083		-1.8029633		-0.2602749		-0.23048258		-1.0372195		-1.4943216		-0.34260988		No		Yes		Yes		TA107465_4565		TC439490		Rep: Transporter-like protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC439490]

		A_99_P478587		1.8154974		1.4379104		1.6533208		1.4507146		3.1463306		2.5643926		5.36952		3.0225866		2.1124773		2.9195564		4.894718		2.9807968		2.515479		2.1832573		13.142788		2.9729023		1.2285699		2.7926717		9.457097		2.888023		1.3308332		1.1264821		3.7161994		1.571872		0.2969799		1.481646		3.2413974		1.5300822		Yes		Yes		Yes		TC421343		TC421343		Rep: Chromosome undetermined SCAF4889, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (6%) [TC421343]

		A_99_P478097		7.5958076		7.2588		6.628386		6.23362		6.2601275		6.249128		5.590304		4.9914637		6.3174605		6.743551		5.535954		6.1729126		-2.5239441		-2.0134535		-2.053496		-2.3655186		-2.425609		-1.4292411		-2.1323318		-1.0429772		-1.33568		-1.0096722		-1.0380821		-1.2421565		-1.278347		-0.51524925		-1.092432		-0.06070757		Yes		No		No		TC421089		TC421089		0

		A_99_P441757		5.020436		5.02651		5.069809		4.9312057		5.84116		7.2131524		6.6840363		4.9172688		6.553011		5.8286853		7.053478		5.0603313		1.7662922		4.5524483		3.0614758		-1.0097072		2.8930178		1.7437286		3.9549756		1.0936307		0.820724		2.1866426		1.6142273		-0.013936996		1.5325751		0.8021755		1.9836688		0.1291256		Yes		Yes		Yes		CD871850		TC397734		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		A_99_P192232		4.5086174		3.5141668		5.435255		3.979058		6.110949		6.186027		8.5136385		5.9946284		8.460974		5.608235		8.618342		5.171871		3.0363364		6.3725033		8.446674		4.043404		15.480245		4.2695026		9.082487		2.2859807		1.6023316		2.6718602		3.0783834		2.0155704		3.9523563		2.094068		3.1830873		1.1928132		Yes		Yes		Yes		EB511985		TC445649		0

		A_99_P230171		4.7412863		3.8125799		4.8774247		4.09745		4.2365603		3.378892		4.019207		4.80554		4.462258		3.427152		2.8217382		2.7257912		-1.4188538		-1.3506819		-1.8127974		1.6336403		-1.2133775		-1.3062472		-4.157414		-2.587679		-0.50472593		-0.43368793		-0.8582177		0.7080903		-0.27902842		-0.38542795		-2.0556865		-1.3716586		Yes		Yes		Yes		TA61572_4565		TC392516		0

		A_99_P296496		3.010589		2.968116		3.9489071		3.2437422		8.149658		10.838806		8.261752		5.513691		10.33845		7.8509827		8.651738		5.00135		35.23823		234.05283		19.874481		4.82306		160.65942		29.504578		26.043137		3.3813696		5.1390696		7.8706903		4.312845		2.2699487		7.327862		4.882867		4.7028313		1.7576077		Yes		Yes		Yes		TA80649_4565		TC413128		Rep: Homocysteine S-methyltransferase 1 - Zea mays (Maize), partial (38%) [TC413128]

		A_99_P002321		11.666219		11.803932		12.074074		11.76793		11.90271		11.385124		11.542388		11.914748		11.274139		11.398072		11.014091		11.887664		1.1781238		-1.3368225		-1.4456174		1.107125		-1.3122834		-1.3248785		-2.0849073		1.0865344		0.2364912		-0.41880798		-0.5316858		0.14681816		-0.39207935		-0.40585995		-1.0599833		0.11973381		No		Yes		Yes		BT009213		0		Triticum aestivum clone wle1n.pk0057.g6:fis, full insert mRNA sequence [BT009213]

		A_99_P522102		9.192205		8.857601		8.324796		8.499024		8.111668		7.876695		7.0265126		7.0043902		8.033833		7.936439		6.840948		8.09389		-2.1148243		-1.9737045		-2.4593604		-2.817927		-2.2320554		-1.89364		-2.7969368		-1.3242121		-1.0805378		-0.980906		-1.2982831		-1.4946342		-1.1583729		-0.9211621		-1.4838476		-0.4051342		Yes		No		No		CJ722243		TC441335		0

		A_99_P548757		7.3548126		6.8508554		6.699798		6.5020504		7.9344773		8.242677		7.8698993		6.8826385		8.565789		7.6276684		8.269912		6.888705		1.4945018		2.6240976		2.2502747		1.3018724		2.3149428		1.7133418		2.969281		1.3073581		0.5796647		1.3918214		1.1701012		0.38058805		1.2109766		0.77681303		1.5701137		0.38665438		No		Yes		Yes		CV065997		TC451812		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC451812]

		A_99_P369107		9.249404		9.013215		7.9565964		8.157506		8.273847		7.655953		6.4253516		7.62435		8.5555935		8.4956455		6.5057416		7.7370305		-1.9664007		-2.5619853		-2.890351		-1.4470912		-1.6175501		-1.4315416		-2.7336998		-1.3383685		-0.9755573		-1.3572621		-1.5312448		-0.5331559		-0.69381046		-0.51756954		-1.4508548		-0.42047548		Yes		Yes		Yes		TA102874_4565		TC427905		0

		A_99_P385877		10.625909		11.094018		10.687837		11.41483		9.320362		9.730965		9.477197		11.113664		9.591125		9.749524		9.93986		11.2535095		-2.4717739		-2.57229		-2.3144028		-1.2321403		-2.0488074		-2.5394108		-1.6794354		-1.1183105		-1.3055468		-1.3630533		-1.21064		-0.30116653		-1.0347843		-1.3444939		-0.7479763		-0.16132069		Yes		No		No		TA106968_4565		0		0

		A_99_P496652		5.5392547		5.6087127		5.9598465		4.8447566		5.6675034		4.561439		4.3852305		4.0262365		4.4050097		4.829436		3.835182		4.3720117		1.0929661		-2.0666208		-2.9785619		-1.7635959		-2.1950364		-1.7162703		-4.3610168		-1.3877474		0.12824869		-1.0472736		-1.574616		-0.81852007		-1.1342449		-0.77927685		-2.1246645		-0.47274494		Yes		No		No		TC430244		TC430244		0

		A_99_P554162		12.021873		11.4412155		13.06258		12.7992935		13.583186		14.974213		14.522308		13.676997		14.345284		13.814369		14.898087		13.650375		2.9512224		11.575456		2.7505655		1.8374484		5.0051417		5.1807237		3.5689666		1.803853		1.5613127		3.5329971		1.4597282		0.87770367		2.323411		2.3731537		1.8355064		0.85108185		Yes		Yes		Yes		TA67616_4565		TC453853		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC453853]

		A_99_P361871		6.0228257		4.662542		3.9225636		3.8803089		6.11949		6.477627		5.667975		4.9545546		7.345613		6.525126		5.7983737		5.2393985		1.0692984		3.5188034		3.3529046		2.1056209		2.5014894		3.6365845		3.6700766		2.5652325		0.09666443		1.8150849		1.7454114		1.0742457		1.3227873		1.8625841		1.8758101		1.3590896		Yes		No		No		TA100645_4565		TC408233		Rep: Isoform ERG1b of A2WWV5  - Oryza sativa subsp. indica (Rice), partial (79%) [TC408233]

		A_99_P174104		3.1644468		2.5807133		3.378227		3.6647794		3.8392		4.565819		5.179177		3.181434		3.9946918		3.4220445		5.012117		4.4910116		1.5963236		3.9589162		3.4844956		-1.3979818		1.7779872		1.7917026		3.1034865		1.7730488		0.6747532		1.9851055		1.8009498		-0.4833455		0.830245		0.84133124		1.6338899		0.8262322		Yes		No		No		AK335740		TC410481		Triticum aestivum cDNA, clone: WT013_K15, cultivar: Chinese Spring [AK335740]

		A_99_P475407		5.365894		5.385468		5.7997003		5.3589077		5.981865		6.9283442		5.447096		4.453133		4.023865		4.1879745		4.0104256		4.286364		1.5325892		2.9137483		-1.2768636		-1.8735502		-2.5350754		-2.2934089		-3.456411		-2.1031382		0.6159711		1.5428762		-0.3526044		-0.9057746		-1.3420286		-1.1974936		-1.7892747		-1.0725436		Yes		Yes		Yes		BJ277773		TC419634		Rep: Phosphate transporter 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (19%) [TC419634]

		A_99_P491882		12.865361		12.33609		11.545448		11.664421		11.877963		11.49747		10.620038		10.141655		11.621793		11.849297		10.408521		11.660759		-1.9826062		-1.7883389		-1.8992243		-2.8734145		-2.3678348		-1.4013269		-2.199122		-1.0025417		-0.98739815		-0.8386202		-0.9254103		-1.5227661		-1.2435684		-0.48679352		-1.1369276		-0.0036621094		Yes		No		No		CK212457		TC428140		Rep: Photosystem I reaction center subunit IV, chloroplast precursor - Hordeum vulgare (Barley), complete [TC428140]

		A_99_P291236		8.424196		8.767651		8.992502		9.01667		8.306403		8.072177		7.941914		8.540803		8.237099		8.303302		8.112774		8.50612		-1.0850737		-1.619416		-2.0713742		-1.390754		-1.138471		-1.3796945		-1.8400288		-1.4245937		-0.11779308		-0.6954737		-1.0505881		-0.47586727		-0.18709755		-0.4643488		-0.8797283		-0.5105505		No		Yes		Yes		TA79161_4565		TC399368		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC399368]

		A_99_P297111		9.577229		10.519298		11.047535		11.155271		8.944282		9.107959		10.556289		10.958004		9.164257		9.7684145		10.502875		11.024208		-1.5507294		-2.6598387		-1.4056586		-1.1465241		-1.3314253		-1.6828226		-1.4586761		-1.0950999		-0.63294697		-1.4113388		-0.49124622		-0.19726658		-0.4129715		-0.7508831		-0.5446596		-0.13106251		No		Yes		Yes		TA80830_4565		TC458774		0

		A_99_P438102		8.435174		9.452682		11.891129		11.133209		7.432644		7.775491		10.708782		10.552042		8.28365		8.177388		10.920624		10.519774		-2.0035105		-3.1980453		-2.2694557		-1.4960592		-1.1107419		-2.4204803		-1.9595261		-1.5298973		-1.0025301		-1.6771903		-1.1823463		-0.5811672		-0.15152359		-1.2752934		-0.97050476		-0.6134348		Yes		Yes		Yes		TA93141_4565		TC394911		0

		A_99_P029114		7.8123093		7.3332005		7.479898		7.8137665		6.8617363		6.619108		6.436947		6.8155975		7.098564		6.8950915		6.5000033		7.271021		-1.9326401		-1.6404507		-2.0604382		-1.9974632		-1.640056		-1.3548273		-1.9723214		-1.4567422		-0.95057297		-0.71409225		-1.0429511		-0.99816895		-0.7137451		-0.43810892		-0.97989464		-0.5427456		No		Yes		Yes		CJ736328		0		CJ736328 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone rwhsh15m13 3', mRNA sequence [CJ736328]

		A_99_P140463		9.846623		10.843785		10.315276		10.711964		8.614679		8.956555		8.979709		9.190764		7.7370954		9.653199		8.845632		9.816035		-2.3488328		-3.6992426		-2.5237472		-2.8702955		-4.315501		-2.2824545		-2.7695365		-1.860807		-1.2319441		-1.8872299		-1.3355675		-1.5211992		-2.109528		-1.1905861		-1.4696445		-0.8959284		Yes		Yes		Yes		DQ872398		TC369371		Triticum aestivum fasciclin-like protein FLA25 mRNA, complete cds [DQ872398]

		A_99_P539482		4.799569		6.51749		4.494224		4.131491		7.2759185		7.9499326		6.8778076		5.685074		8.436824		7.8179836		7.0324287		6.9197106		5.564875		2.699033		5.218313		2.935452		12.442933		2.4631317		5.808657		6.9077673		2.4763494		1.4324427		2.3835835		1.5535827		3.6372547		1.3004937		2.5382047		2.7882195		Yes		Yes		Yes		TC448283		TC448283		0

		A_99_P512032		6.719647		6.878447		5.9758096		7.1626		5.821799		5.135031		6.1310534		5.936834		5.3766017		5.694813		4.935251		6.1967583		-1.8632847		-3.34827		1.1136098		-2.3387961		-2.5368624		-2.2714827		-2.0570235		-1.9532028		-0.8978481		-1.7434158		0.15524387		-1.2257662		-1.3430452		-1.1836343		-1.0405583		-0.96584177		Yes		No		No		CA631011		TC436974		Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC436974]

		A_99_P201976		6.986677		7.2134824		7.5574765		7.4465313		7.0349717		6.781193		6.5855865		6.8710785		6.7919173		6.504648		6.5369353		6.8292255		1.0340419		-1.3493733		-1.9614084		-1.4901451		-1.1445336		-1.6344827		-2.0286798		-1.5340078		0.048294544		-0.4322896		-0.97189		-0.5754528		-0.19475985		-0.7088342		-1.0205412		-0.61730576		No		Yes		Yes		DR739704		TC383804		FGAS084921 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739704]

		A_99_P394857		8.927157		9.898713		11.107495		10.789737		8.59274		8.711059		10.045396		10.405952		8.022241		9.335461		9.877428		10.570071		-1.2608681		-2.2778213		-2.0879679		-1.3047599		-1.8724364		-1.4775966		-2.3457792		-1.1644636		-0.33441734		-1.1876545		-1.0620995		-0.3837843		-0.90491676		-0.56325245		-1.2300673		-0.21966553		No		Yes		Yes		TA109171_4565		TC373194		Rep: Methylthioribose kinase - Oryza sativa subsp. japonica (Rice), partial (16%) [TC373194]

		A_99_P332896		9.74822		9.610854		9.228596		9.246782		9.270862		8.82326		7.7389874		9.29831		9.19941		8.669442		7.638312		9.331499		-1.3921926		-1.7261931		-2.8081272		1.0363619		-1.4628786		-1.9204068		-3.011086		1.0604795		-0.47735882		-0.78759384		-1.4896083		0.051527977		-0.54881		-0.941412		-1.5902839		0.0847168		No		Yes		Yes		TA91430_4565		TC385428		Rep: Glyoxalase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (98%) [TC385428]

		A_99_P435007		6.6572013		3.744559		2.177141		4.480335		7.0673594		6.004421		6.429472		5.1231437		8.365481		7.327572		5.917328		5.4068637		1.3288314		4.7894573		19.058079		1.5613656		3.2677102		11.983794		13.363138		1.9006969		0.41015816		2.2598622		4.252331		0.64280844		1.7082801		3.5830128		3.740187		0.92652845		Yes		Yes		Yes		TC392514		TC392514		Rep: Myb-related protein - Triticum aestivum (Wheat), partial (50%) [TC392514]

		A_99_P307536		5.3330636		4.9211144		5.344396		5.2083507		6.650102		7.727368		8.081783		7.0611243		7.385302		7.0498013		8.423043		7.071469		2.4915414		6.9946575		6.668615		3.6119394		4.14749		4.373193		8.448218		3.6379309		1.3170385		2.8062534		2.7373872		1.8527737		2.0522385		2.128687		3.0786471		1.8631182		Yes		Yes		Yes		TA83913_4565		TC376313		Rep: F-box protein 42 - Danio rerio (Zebrafish) (Brachydanio rerio), partial (3%) [TC376313]

		A_99_P239936		8.652202		8.424607		8.443376		8.86509		7.1510587		6.5191402		6.874288		8.168069		7.8775516		7.3238525		7.48192		8.835828		-2.830669		-3.7463017		-2.9671698		-1.6211544		-1.7107751		-2.1446686		-1.9472739		-1.0204904		-1.501143		-1.905467		-1.5690875		-0.6970215		-0.7746501		-1.1007547		-0.9614558		-0.029262543		Yes		No		No		TA64460_4565		0		0

		A_99_P173164		11.373737		9.970672		10.09278		10.0495		12.1601305		11.7350645		10.4525385		10.166684		13.145615		11.646863		10.671292		10.033111		1.7247571		3.39731		1.283211		1.0846155		3.4149804		3.1958315		1.4933084		-1.0114254		0.78639317		1.7643929		0.35975838		0.117183685		1.7718773		1.6761913		0.5785122		-0.016389847		Yes		No		No		CJ903608		0		CJ903608 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles31n24 5', mRNA sequence [CJ903608]

		A_99_P188042		5.627215		5.4689426		5.9076786		5.527415		5.317101		4.8075805		5.0000787		4.7094584		4.516619		4.3301797		4.4920764		4.054895		-1.2398056		-1.5815753		-1.8759221		-1.7629071		-2.159348		-2.2019215		-2.6677108		-2.7750618		-0.3101139		-0.6613622		-0.9075999		-0.81795645		-1.1105957		-1.138763		-1.4156022		-1.4725199		Yes		No		No		CK160669		0		FGAS042284 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK160669]

		A_99_P037179		9.05534		8.176408		8.026402		8.062963		9.010333		8.759334		9.12975		8.297519		9.213032		8.778991		9.204862		7.7704005		-1.031688		1.4978839		2.148527		1.1765448		1.1155012		1.5184326		2.263349		-1.2248135		-0.045006752		0.5829258		1.1033478		0.2345562		0.15769196		0.60258293		1.1784592		-0.292562		No		Yes		Yes		CK161330		TC369578		FGAS013898 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161330]

		A_99_P292546		11.196187		10.379643		9.955689		10.578559		11.448471		11.371379		10.580987		10.322515		11.988678		11.300296		10.995036		10.442939		1.1910913		1.9885757		1.542529		-1.1941999		1.7320625		1.8929712		2.0552967		-1.0985649		0.25228405		0.99173546		0.62529755		-0.2560444		0.79249096		0.9206524		1.0393467		-0.13562012		No		Yes		Yes		TA79522_4565		0		0

		A_99_P261471		13.322827		13.24117		12.518093		11.761661		12.288948		12.108383		11.265198		10.383847		11.960338		12.584432		10.931186		11.473942		-2.0475225		-2.192819		-2.3831923		-2.5987418		-2.5712852		-1.5765144		-3.004047		-1.2207085		-1.0338793		-1.1327868		-1.2528954		-1.3778133		-1.3624897		-0.6567383		-1.5869074		-0.28771877		Yes		No		No		TA70403_4565		TC406069		Rep: Atypical receptor-like kinase MARK - Zea mays (Maize), partial (44%) [TC406069]

		A_99_P385192		4.9081764		4.7474847		4.426861		5.2726502		7.4838805		9.564413		7.939749		6.0205827		8.99677		7.480492		8.386277		6.012201		5.961619		28.18642		11.41523		1.6793844		17.013329		6.6484013		15.556185		1.6696557		2.575704		4.8169284		3.512888		0.74793243		4.0885935		2.7330074		3.9594164		0.7395506		Yes		Yes		Yes		TA106804_4565		TC412901		Rep: Probable polyol transporter 4 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC412901]

		A_99_P117345		1.3601065		1.5274148		1.364549		1.3539099		1.8209146		6.182373		5.0067525		3.1217623		2.5313585		3.3102448		5.2633777		3.0137494		1.3763126		25.193127		12.485687		3.4054666		2.2520704		3.441005		14.91641		3.1598136		0.46080816		4.6549582		3.6422033		1.7678524		1.171252		1.78283		3.8988285		1.6598395		Yes		Yes		Yes		CJ684326		TC410349		CJ684326 Y.Ogihara unpublished cDNA library Wh_PCDAM Triticum aestivum cDNA clone whpc16h10 5', mRNA sequence [CJ684326]

		A_99_P230531		7.687504		7.6546397		7.549557		8.501802		7.9574456		8.164074		9.504329		8.270113		7.918652		7.740866		9.184021		8.673371		1.2057592		1.4234918		3.8765452		-1.1742092		1.1737688		1.0615898		3.1047213		1.1262826		0.2699418		0.5094342		1.9547715		-0.23168945		0.23114824		0.08622646		1.6344638		0.17156887		No		Yes		Yes		TA61655_4565		0		0

		A_99_P328006		11.044669		10.872533		10.257558		10.48067		9.9093275		9.791392		8.731868		9.190157		9.902469		10.248317		8.848401		10.285841		-2.1967058		-2.1157079		-2.879244		-2.4461503		-2.207174		-1.541373		-2.655819		-1.1445885		-1.1353416		-1.0811405		-1.5256901		-1.290513		-1.1422005		-0.6242161		-1.4091568		-0.19482899		Yes		No		No		TA89941_4565		TC431455		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC431455]

		A_99_P282146		13.0154505		12.160549		12.980973		13.350361		13.667039		12.711678		14.840505		13.882493		13.616109		12.984375		14.822926		13.770424		1.5708969		1.4652313		3.6288977		1.4460647		1.5164084		1.7700938		3.5849483		1.337986		0.65158844		0.5511284		1.8595314		0.53213215		0.6006584		0.82382584		1.8419523		0.42006302		No		Yes		Yes		TA76511_4565		TC385610		0

		A_99_P280841		9.152064		9.402294		9.213576		8.666964		9.4325285		10.122659		10.485355		8.991538		9.745959		9.843287		10.444083		8.6325035		1.2145855		1.6475984		2.4145913		1.252295		1.5093161		1.3575387		2.3464942		-1.0241735		0.28046417		0.7203646		1.2717791		0.32457447		0.59389496		0.4409933		1.2305069		-0.034460068		No		Yes		Yes		TA76127_4565		TC386540		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC386540]

		A_99_P454542		4.9423366		4.6971936		5.0058436		5.0184216		4.3355584		3.8970158		4.026897		3.7728128		4.3813014		3.594567		3.2795017		3.5267897		-1.5228546		-1.7413157		-1.9710258		-2.371186		-1.4753274		-2.147453		-3.3088777		-2.812069		-0.60677814		-0.8001778		-0.9789467		-1.2456088		-0.56103516		-1.1026266		-1.726342		-1.491632		Yes		Yes		Yes		TC406759		TC406759		Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC406759]

		A_99_P174854		4.5408053		3.74564		5.1377997		4.78238		3.8744411		2.8830652		4.043438		3.3116791		3.1120522		2.792616		2.7844703		2.5278714		-1.5870683		-1.8182806		-2.135186		-2.7715652		-2.6921394		-1.9359264		-5.1100216		-4.771718		-0.6663642		-0.8625748		-1.0943618		-1.470701		-1.4287531		-0.95302415		-2.3533294		-2.2545087		Yes		No		No		0		0		0

		A_99_P504382		4.1466575		3.0912168		1.9798797		2.1151717		4.5450554		5.2033596		3.8532073		3.6124814		5.4285836		4.0573745		4.3846183		2.5396404		1.3180435		4.3233294		3.6637666		2.8231575		2.4316342		1.9536306		5.2953954		1.3420782		0.39839792		2.1121428		1.8733276		1.4973097		1.2819262		0.9661577		2.4047384		0.42446876		Yes		No		No		TC433640		TC433640		0

		A_99_P428622		5.06646		4.571532		4.1014094		4.280813		5.2719426		6.059398		5.683067		5.267477		5.99351		5.5704875		6.132606		5.6112723		1.1530719		2.8047388		2.9931352		1.9815973		1.9013836		1.9985528		4.087437		2.514827		0.20548248		1.4878664		1.5816574		0.9866638		0.92704964		0.9989557		2.0311966		1.3304591		Yes		Yes		Yes		TC387384		TC387384		Rep: TAK14 - Triticum aestivum (Wheat), partial (48%) [TC387384]

		A_99_P214646		11.661939		11.668915		11.709832		11.9472475		12.636498		14.116498		13.483808		11.920596		13.2364		13.052727		13.681521		11.701388		1.9650415		5.455015		3.4199502		-1.018645		2.978242		2.6095698		3.922271		-1.1857988		0.9745598		2.4475832		1.7739754		-0.026651382		1.574461		1.383812		1.9716892		-0.24585915		Yes		Yes		Yes		TA55906_4565		TC422009		0

		A_99_P186162		2.0640612		2.3954782		2.3414958		2.6281376		3.428971		2.9517796		4.276321		3.3041742		2.6563394		3.2269952		4.19038		4.0253344		2.5756023		1.4704945		3.823318		1.5977443		1.5076257		1.7795556		3.602215		2.633893		1.3649099		0.55630136		1.9348252		0.6760366		0.59227824		0.831517		1.8488843		1.3971968		Yes		No		No		TA92319_4565		TC412595		0

		A_99_P187947		3.8697073		4.361425		4.3759623		4.187465		2.9372547		3.4071171		3.623895		2.5353887		3.5626583		3.3332186		3.0397103		2.710617		-1.9085178		-1.9376497		-1.6842045		-3.1428566		-1.2371745		-2.0394871		-2.524945		-2.7833998		-0.9324527		-0.9543078		-0.7520673		-1.6520765		-0.30704904		-1.0282063		-1.336252		-1.4768481		Yes		No		No		CK160106		0		FGAS041654 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK160106]

		A_99_P299031		4.619512		3.3798835		4.2795296		3.538641		4.9768853		5.507237		5.2754436		3.4202719		5.9932995		4.8234954		5.1359215		4.789679		1.2810912		4.3691525		1.9943436		-1.085507		2.5915		2.7200098		1.8105047		2.3801262		0.35737324		2.1273534		0.995914		-0.1183691		1.3737874		1.4436119		0.8563919		1.2510381		Yes		No		No		TA81397_4565		TC405598		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC405598]

		A_99_P236396		11.628704		10.838773		11.268993		11.210594		13.041026		13.40549		16.61344		14.311601		14.251507		13.611867		16.630249		12.529084		2.661652		5.9245977		40.62923		8.580172		6.1594553		6.8357244		41.10539		2.4940493		1.412322		2.5667171		5.344446		3.1010065		2.6228027		2.7730942		5.3612556		1.31849		Yes		Yes		Yes		CK161960		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P383162		6.2173057		6.028473		6.2371135		5.9831166		5.7766633		5.2961884		5.6647086		5.3373637		5.8553424		5.6221523		5.1170983		5.821602		-1.3572085		-1.6612676		-1.4870002		-1.5645555		-1.2851737		-1.3253015		-2.1734924		-1.1184609		-0.44064236		-0.73228455		-0.57240486		-0.6457529		-0.36196327		-0.40632057		-1.1200151		-0.16151476		No		Yes		Yes		TA106313_4565		TC441653		Rep: DedA protein - Clostridium perfringens (strain SM101 / Type A), partial (11%) [TC441653]

		A_99_P419287		4.227254		4.026132		4.4968715		4.479857		4.018475		2.4173043		3.452716		2.7869542		3.059725		3.4583452		2.9843524		4.1953044		-1.1557095		-3.0500393		-2.0621586		-3.2330656		-2.2462661		-1.4822481		-2.853078		-1.2180325		-0.20877886		-1.6088278		-1.0441554		-1.6929028		-1.1675289		-0.56778693		-1.5125191		-0.28455257		Yes		No		No		CV772533		TC380100		Rep: Os05g0530500 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC380100]

		A_99_P245236		14.547768		13.560227		13.774205		13.225085		13.36501		12.118881		13.356986		11.949112		12.941647		13.009213		12.338462		12.841968		-2.2701025		-2.7157414		-1.3353511		-2.4216213		-3.0443223		-1.4651151		-2.7052152		-1.3041571		-1.1827574		-1.4413462		-0.41721916		-1.2759733		-1.6061211		-0.55101395		-1.4357433		-0.38311768		Yes		No		No		TA65813_4565		0		0

		A_99_P236431		5.557285		4.3456807		5.057248		4.8401446		6.1130795		6.459261		9.617835		6.9638963		8.244052		7.292969		10.403451		6.0811048		1.4699782		4.327639		23.597906		4.3582582		6.4386897		7.7129807		40.678734		2.3635578		0.5557947		2.1135802		4.560587		2.1237516		2.686767		2.9472885		5.346203		1.2409601		Yes		Yes		Yes		TA63447_4565		0		0

		A_99_P154357		3.42538		2.760744		3.3843615		3.295009		4.471556		5.358377		4.537359		4.382791		5.687328		5.0445976		5.0933704		4.117488		2.0650492		6.0529265		2.223755		2.1254704		4.7963862		4.8697696		3.2693615		1.7684422		1.0461762		2.597633		1.1529977		1.0877821		2.2619479		2.2838535		1.7090089		0.822479		Yes		No		No		CJ950948		0		CJ950948 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul30m16 5', mRNA sequence [CJ950948]

		A_99_P436342		6.2093186		7.1220856		7.9783463		7.737032		6.711408		8.0505495		9.278091		7.976087		7.4054313		7.633776		9.2380705		8.060727		1.4162633		1.9032485		2.4618537		1.1802194		2.2912147		1.42572		2.3944995		1.251532		0.5020895		0.92846394		1.2997451		0.23905516		1.1961126		0.5116906		1.2597241		0.32369518		No		Yes		Yes		TA57364_4565		TC393590		0

		A_99_P334856		2.0910196		3.8966286		3.5634835		2.5917866		3.9684334		5.7280707		4.6450043		3.6849859		5.389354		4.3270307		5.2636514		3.621062		3.674158		3.5589263		2.1162658		2.1334662		9.837792		1.347609		3.2493877		2.040999		1.8774137		1.8314421		1.0815208		1.0931993		3.2983346		0.43040204		1.7001679		1.0292754		Yes		No		No		TA92008_4565		TC439259		Rep: Serine carboxypeptidase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (13%) [TC439259]

		A_99_P316791		1.5840555		1.6017066		2.3639252		2.1502688		2.4744847		6.0858116		4.199393		5.66695		2.3474398		4.773535		4.71995		6.1085014		1.8537275		22.379488		3.5688705		11.445285		1.6974678		9.011881		5.1195784		15.5434265		0.89042914		4.484105		1.8354676		3.5166814		0.7633842		3.1718283		2.356025		3.9582326		Yes		Yes		Yes		TA86600_4565		TC417761		Rep: Phosphate transporter HvPT4 - Hordeum vulgare var. distichum (Two-rowed barley), partial (9%) [TC417761]

		A_99_P246876		14.6909485		14.70874		14.4459715		14.588349		14.366619		13.414332		13.385967		13.970338		14.097691		14.215172		13.728321		14.2602415		-1.2520822		-2.452763		-2.0849376		-1.5347583		-1.5086497		-1.407923		-1.6445016		-1.2553658		-0.32432938		-1.2944078		-1.0600042		-0.6180115		-0.5932579		-0.49356842		-0.7176504		-0.32810783		No		Yes		Yes		AK332131		TC424726		Triticum aestivum cDNA, clone: WT003_D14, cultivar: Chinese Spring [AK332131]

		A_99_P209496		12.057602		11.9145		11.645897		11.67234		11.649251		11.313983		10.626964		11.645425		11.73106		11.542411		10.870522		11.781307		-1.327168		-1.5162601		-2.02642		-1.0188316		-1.254004		-1.2942258		-1.7116354		1.0784557		-0.40835094		-0.6005173		-1.0189333		-0.02691555		-0.3265419		-0.3720894		-0.77537537		0.10896683		No		Yes		Yes		TA53999_4565		0		0

		A_99_P263671		3.3926048		3.6749287		4.4933734		3.4662237		2.3832915		3.618808		3.294794		3.2591784		3.7752113		3.242872		3.7848442		4.270298		-2.0129528		-1.0396664		-2.2951355		-1.1543217		1.3036951		-1.3491555		-1.6341374		1.7460251		-1.0093133		-0.056120634		-1.1985793		-0.20704532		0.3826065		-0.43205667		-0.70852923		0.8040743		No		Yes		Yes		TA71033_4565		0		0

		A_99_P015144		9.56474		9.661411		10.052255		9.797763		9.295614		8.950526		9.1157		9.511262		8.789602		9.06577		9.02934		9.250091		-1.2050775		-1.6368079		-1.9139524		-1.2196785		-1.7113537		-1.511144		-2.0320203		-1.4617254		-0.26912594		-0.71088505		-0.9365549		-0.28650093		-0.7751379		-0.59564114		-1.0229149		-0.5476723		No		Yes		Yes		BJ301874		0		BJ301874 Y. Ogihara unpublished cDNA library, Wh_yd Triticum aestivum cDNA clone whyd12i20 5', mRNA sequence [BJ301874]

		A_99_P165607		8.78589		9.007148		8.769109		8.589304		8.800251		8.551312		8.14523		7.940871		8.206253		8.59279		7.506813		8.44439		1.0100043		-1.3715768		-1.5410124		-1.567465		-1.4944727		-1.3327056		-2.3987715		-1.1056645		0.0143613815		-0.45583534		-0.6238785		-0.6484332		-0.5796366		-0.41435814		-1.2622957		-0.14491367		No		Yes		Yes		CJ705479		TC428737		CJ705479 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n2c15 5', mRNA sequence [CJ705479]

		A_99_P439677		6.3384666		6.406565		6.6383204		6.3714614		7.712948		9.784354		8.216522		6.6599975		8.220834		8.900379		8.626005		6.629617		2.5927465		10.394793		2.9859743		1.2214003		3.6867948		5.632651		3.966		1.195949		1.3744812		3.377789		1.5782018		0.28853607		1.8823671		2.493814		1.9876847		0.25815582		Yes		Yes		Yes		TC450692		TC450692		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (26%) [TC450692]

		A_99_P464622		3.210802		2.4027643		3.368564		2.1306791		7.479078		6.7499623		8.958072		4.2222066		8.924497		7.14646		9.753745		3.68334		19.26988		20.353401		48.151474		4.2619905		52.479954		26.791357		83.58554		2.933577		4.2682757		4.347198		5.589508		2.0915275		5.7136946		4.7436957		6.3851814		1.552661		Yes		Yes		Yes		TC413432		TC413432		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC413432]

		A_99_P339536		4.539648		5.43869		4.9436707		4.599089		5.332895		6.802679		7.084467		5.8898635		5.5802855		6.617195		7.3104653		5.82069		1.7329701		2.5739586		4.4100537		2.4465933		2.0571365		2.263421		5.1579385		2.3320537		0.79324675		1.3639889		2.1407962		1.2907743		1.0406375		1.178505		2.3667946		1.221601		Yes		Yes		Yes		AK333977		TC387310		Triticum aestivum cDNA, clone: WT008_F06, cultivar: Chinese Spring [AK333977]

		A_99_P152432		2.610558		2.3153079		2.8694725		2.7183697		2.6975696		3.3245876		6.3797607		7.4377823		1.4282713		3.8485143		5.8322225		7.791694		1.0621678		2.0129058		11.394678		26.344189		-2.269362		2.894284		7.796086		33.668423		0.087011576		1.0092797		3.5102882		4.719413		-1.1822867		1.5332065		2.96275		5.073324		Yes		No		No		CJ856243		TC438322		CJ856243 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal36g19 5', mRNA sequence [CJ856243]

		A_99_P457192		2.668438		1.9764274		4.0254517		2.40039		2.1865957		3.5414295		6.480587		3.6177404		2.1270924		3.838253		5.6387515		4.828843		-1.3965259		2.9587793		5.4836454		2.325193		-1.4553293		3.634673		3.0595083		5.3831596		-0.48184228		1.5650021		2.4551353		1.2173505		-0.5413456		1.8618256		1.6132998		2.4284532		Yes		No		No		TC408562		TC408562		Rep: Biotin--acetyl-CoA-carboxylase ligase - Chromohalobacter salexigens (strain DSM 3043 / ATCC BAA-138 / NCIMB13768), partial (5%) [TC408562]

		A_99_P300751		7.1620617		7.8716483		6.876349		8.498197		6.3975525		6.208118		6.3556437		6.948664		5.71372		6.769754		5.269835		7.3358254		-1.698792		-3.1679077		-1.4346564		-2.9272225		-2.7289422		-2.1463635		-3.0451515		-2.23825		-0.7645092		-1.6635303		-0.5207052		-1.5495324		-1.4483418		-1.1018944		-1.606514		-1.1623712		Yes		No		No		TA81891_4565		TC415557		0

		A_99_P290226		11.360932		10.886185		10.56812		10.888397		11.951755		12.433169		11.391914		10.915948		12.598946		11.863407		11.850741		10.716001		1.5061048		2.9220576		1.7700552		1.0192802		2.3587348		1.9686716		2.4328063		-1.126929		0.5908222		1.5469847		0.82379436		0.027550697		1.2380133		0.97722244		1.2826214		-0.17239666		No		Yes		Yes		AK332590		TC418950		Triticum aestivum cDNA, clone: WT004_F21, cultivar: Chinese Spring [AK332590]

		A_99_P365211		10.070972		9.384761		10.15415		9.824921		11.453694		12.213924		10.636265		10.04453		12.826008		10.508591		10.710683		9.702677		2.6075988		7.10662		1.3967897		1.1644182		6.750692		2.1792471		1.4707304		-1.0884265		1.3827219		2.8291636		0.4821148		0.21960926		2.7550354		1.1238298		0.55653286		-0.12224388		Yes		Yes		Yes		TA101771_4565		TC386285		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (94%) [TC386285]

		A_99_P106180		2.8671906		2.2438648		3.3611946		3.6539257		4.3456483		3.7588603		4.052623		4.3818154		3.1894505		3.2693589		3.2834594		2.631995		2.786507		2.8579795		1.6148814		1.6562148		1.2502875		2.0356565		-1.05536		-2.0306346		1.4784577		1.5149956		0.6914282		0.7278898		0.3222599		1.0254941		-0.077735186		-1.0219307		Yes		No		No		CK210777		TC438846		FGAS022604 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210777]

		A_99_P256656		4.243244		5.2659416		3.6588824		4.465064		5.042967		6.0234914		5.924646		5.2964053		4.981304		5.5825973		6.0046277		5.0853257		1.7407665		1.6906168		4.8090887		1.7793388		1.6679314		1.2454401		5.0832295		1.537154		0.7997227		0.75754976		2.2657635		0.83134127		0.73806		0.31665564		2.3457453		0.62026167		Yes		No		No		TA69014_4565		TC393189		Rep: Acyl carrier protein 2, chloroplast precursor - Hordeum vulgare (Barley), partial (84%) [TC393189]

		A_99_P469882		5.3895726		4.523223		6.9489694		5.9760647		6.124168		6.817241		9.536693		7.107719		7.778015		7.5439835		9.794735		7.0414996		1.6639307		4.9042015		6.0114927		2.1910985		5.235918		8.115953		7.188873		2.0928006		0.7345953		2.2940183		2.5877233		1.1316543		2.3884425		3.0207605		2.8457656		1.0654349		Yes		No		No		CJ873852		TC416508		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		A_99_P162707		11.06821		10.626006		11.365448		10.910558		10.936195		9.783467		9.868295		10.308089		10.690556		10.292768		10.0849		10.471716		-1.0958226		-1.793203		-2.8228517		-1.5183122		-1.2992275		-1.2598383		-2.4293125		-1.3555157		-0.13201427		-0.84253883		-1.4971533		-0.6024685		-0.37765408		-0.3332386		-1.2805481		-0.43884182		No		Yes		Yes		AY040246		TC451454		Triticum aestivum Na+ [AY040246]

		A_99_P295811		9.300799		9.453038		9.565158		9.246105		10.389953		11.293458		11.445121		10.302725		11.309013		10.346286		11.656501		9.891048		2.1274915		3.5811422		3.680656		2.0800521		4.022839		1.8573525		4.2614455		1.5636778		1.0891533		1.8404198		1.8799629		1.0566196		2.008214		0.8932476		2.091343		0.64494324		Yes		Yes		Yes		TA80452_4565		TC381069		0

		A_99_P063582		9.9484415		10.658698		11.625488		11.629093		9.59674		9.579999		10.956886		11.169829		9.332469		10.160126		11.065043		11.450222		-1.2760649		-2.1121306		-1.5895319		-1.37484		-1.5325907		-1.4128147		-1.4747238		-1.1319978		-0.35170174		-1.0786991		-0.668602		-0.4592638		-0.6159725		-0.49857235		-0.56044483		-0.17887115		No		Yes		Yes		AK334823		TC405024		Triticum aestivum cDNA, clone: WT011_D03, cultivar: Chinese Spring [AK334823]

		A_99_P037634		4.2660065		4.3657227		4.503165		4.2066474		3.6959822		3.5964382		3.5701878		3.0834072		3.4972198		3.3102543		3.23536		2.933443		-1.4845486		-1.7044243		-1.9092115		-2.1783566		-1.7038362		-2.0783927		-2.407949		-2.416978		-0.57002425		-0.7692845		-0.93297696		-1.1232402		-0.76878667		-1.0554683		-1.2678049		-1.2732043		Yes		No		No		BQ752846		0		WHE4119_G11_N21ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4119_G11_N21, mRNA sequence [BQ752846]

		A_99_P484122		8.021316		7.7763042		6.3282657		5.4290385		6.2132645		6.0180955		5.7548733		5.012865		6.009102		6.8437443		5.592798		6.0632057		-3.5016894		-3.3827786		-1.4880184		-1.3343836		-4.0340075		-1.9086598		-1.6649368		1.5520415		-1.8080511		-1.7582088		-0.5733924		-0.41617346		-2.0122137		-0.93255997		-0.73546743		0.6341672		Yes		No		No		TC424241		TC424241		Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa subsp. japonica (Rice), partial (5%) [TC424241]

		A_99_P419097		9.421928		9.03235		9.71573		9.301379		9.0561495		8.506073		8.605327		8.9638405		8.87944		8.830162		8.649502		8.997947		-1.2885772		-1.4402074		-2.1590595		-1.263599		-1.4564822		-1.1504414		-2.0939512		-1.2340771		-0.36577892		-0.5262766		-1.1104031		-0.33753872		-0.5424881		-0.20218754		-1.0662279		-0.30343246		No		Yes		Yes		TC379974		TC379974		0

		A_99_P538902		8.773131		8.389255		9.259791		10.070617		10.325138		8.568694		10.994849		11.0725975		8.427277		8.550419		9.918702		10.680462		2.9322472		1.1324439		3.3289285		2.0027478		-1.2709037		1.1181892		1.5788901		1.5260954		1.5520067		0.17943954		1.7350578		1.0019808		-0.34585476		0.16116428		0.65891075		0.60984516		Yes		No		No		TC447945		TC447945		Rep: Myb-related protein MYBAS1 - Oryza sativa subsp. japonica (Rice), partial (17%) [TC447945]

		A_99_P480562		5.551596		6.1841755		6.5914326		6.954931		3.9385378		4.593661		5.753794		5.8389854		4.629794		5.3209434		5.253987		6.6106315		-3.0589962		-3.0115676		-1.7871224		-2.1673698		-1.8944802		-1.8191092		-2.5270352		-1.2695342		-1.6130583		-1.5905147		-0.8376384		-1.1159453		-0.92180204		-0.86323214		-1.3374457		-0.34429932		Yes		No		No		CA639612		TC422437		Rep: Tonoplast intrinsic protein - Triticum aestivum (Wheat), partial (31%) [TC422437]

		A_99_P339706		8.585832		7.198168		7.120037		7.7482314		9.93973		11.1201515		9.435586		9.613851		10.623896		9.575013		9.515752		9.229882		2.556018		15.15775		4.97794		3.644243		4.1069403		5.193998		5.2623777		2.792681		1.353898		3.9219837		2.315549		1.8656192		2.038064		2.3768454		2.3957148		1.4816508		Yes		Yes		Yes		TA93510_4565		TC395293		0

		A_99_P140648		10.627723		10.951187		10.076932		9.974692		9.441937		9.530761		8.623303		8.506901		9.050819		10.02735		8.126937		9.779031		-2.2748718		-2.676646		-2.7389607		-2.7659817		-2.9832883		-1.8971539		-3.863732		-1.1452492		-1.1857853		-1.4204264		-1.4536285		-1.4677916		-1.5769033		-0.9238367		-1.949995		-0.19566154		Yes		No		No		CJ879580		TC389239		CJ879580 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls31g03 5', mRNA sequence [CJ879580]

		A_99_P372007		7.310716		7.378681		7.5787807		7.494635		6.5620365		5.977837		6.428988		6.2096214		5.990766		5.9607615		5.932017		6.2935925		-1.6802543		-2.6405604		-2.21882		-2.4368436		-2.4965746		-2.6719992		-3.1313045		-2.2990577		-0.74867964		-1.4008441		-1.1497927		-1.2850137		-1.3199501		-1.4179196		-1.6467638		-1.2010427		Yes		Yes		Yes		TA103581_4565		TC445228		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC445228]

		A_99_P424272		7.0671506		7.5230775		6.9017277		8.0847225		5.8784523		5.3464355		6.5018744		6.006344		5.57931		6.1039033		5.2172875		6.85517		-2.2794697		-4.521		-1.3193737		-4.2233233		-2.8046887		-2.6743238		-3.2141564		-2.3449428		-1.1886983		-2.176642		-0.39985323		-2.0783787		-1.4878407		-1.4191742		-1.6844401		-1.2295527		Yes		No		No		DQ872388		TC384151		Triticum aestivum fasciclin-like protein FLA15 mRNA, complete cds [DQ872388]

		A_99_P645421		10.342124		10.2164755		12.073802		12.473813		11.613232		12.906295		14.144036		13.214958		12.667451		11.406182		14.535027		13.184474		2.413468		6.452326		4.1995487		1.6715021		5.011793		2.2810638		5.5068393		1.6365536		1.2711077		2.6898193		2.0702343		0.74114513		2.325327		1.1897068		2.4612246		0.71066093		Yes		Yes		Yes		AY226581		TC425244		Triticum aestivum caffeic acid O-methyltransferase (COMT1) mRNA, complete cds [AY226581]

		A_99_P450157		9.129707		7.8464317		6.4760547		8.462111		9.194668		9.807982		8.65824		7.9275813		10.020313		10.149228		8.794339		8.740378		1.0460563		3.894804		4.538406		-1.4484704		1.8539547		4.934132		4.987388		1.2127372		0.06496048		1.9615507		2.1821856		-0.53453016		0.8906059		2.3027964		2.3182845		0.2782669		Yes		Yes		Yes		TC403828		TC403828		Rep: DNA-binding protein - Avena fatua (Wild oats), partial (26%) [TC403828]

		A_99_P011229		5.6176224		5.3741193		5.6967187		5.435894		4.840832		4.279617		4.4608827		3.7683861		4.577896		4.3042197		4.145492		4.311731		-1.7133147		-2.1353943		-2.3551779		-3.1766539		-2.0558376		-2.0992873		-2.9306622		-2.1797507		-0.77679014		-1.0945024		-1.235836		-1.6675079		-1.0397263		-1.0698996		-1.5512266		-1.1241632		Yes		No		No		DR740704		TC389086		FGAS000642 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740704]

		A_99_P024589		14.6488085		13.426963		13.239263		13.69791		13.707948		11.969106		12.345334		12.42031		13.34512		12.47483		12.100369		13.920405		-1.9196732		-2.7470005		-1.8582293		-2.4243538		-2.4685915		-1.9347312		-2.20212		1.1667497		-0.94086075		-1.4578571		-0.8939285		-1.2776003		-1.303688		-0.9521332		-1.1388931		0.22249508		Yes		No		No		BT009033		TC371371		Triticum aestivum clone wdk4c.pk005.f24:fis, full insert mRNA sequence [BT009033]

		A_99_P534702		6.094156		5.628963		4.207653		3.5943477		3.795635		3.922477		3.7212136		2.0923834		4.656363		4.9052825		4.0649223		3.6110516		-4.919531		-3.2636492		-1.400983		-2.8322809		-2.709061		-1.6513896		-1.1039928		1.0116456		-2.2985208		-1.706486		-0.48643947		-1.5019643		-1.4377928		-0.7236805		-0.14273071		0.016703844		Yes		No		No		CK205659		TC446416		0

		A_99_P275601		10.898987		11.021623		10.950385		11.220923		12.077744		13.545201		12.742803		11.14952		12.575001		12.510239		12.951556		11.186843		2.263816		5.7500663		3.4639487		-1.0507383		3.1954386		2.8061965		4.003248		-1.0239041		1.1787567		2.5235786		1.7924175		-0.0714035		1.676014		1.488616		2.001171		-0.034080505		Yes		Yes		Yes		TA74606_4565		TC426023		0

		A_99_P513682		10.83011		11.076564		10.974462		10.847894		11.392806		12.20972		12.061259		11.259301		12.025739		11.71728		12.511525		11.223327		1.4770273		2.19338		2.1240206		1.3299826		2.290447		1.5591034		2.9020324		1.2972288		0.56269646		1.1331558		1.0867977		0.41140747		1.1956291		0.64071655		1.5370636		0.37543297		No		Yes		Yes		TA50955_4565		TC437713		0

		A_99_P152647		8.0844755		8.178284		7.610948		7.7958775		8.636279		9.448874		8.520966		8.365086		8.840182		8.734576		8.975803		8.305469		1.4659172		2.4126034		1.8790683		1.483709		1.6884586		1.4704854		2.575505		1.4236467		0.5518036		1.2705908		0.9100175		0.56920815		0.7557068		0.55629253		1.3648553		0.5095911		No		Yes		Yes		CJ858806		TC452347		CJ858806 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal6g23 5', mRNA sequence [CJ858806]

		A_99_P506467		8.878442		8.048089		5.6167436		7.044155		11.3482275		11.759114		12.921272		11.008447		12.260605		11.934266		12.784703		9.508878		5.5396147		13.095736		158.08194		15.608842		10.426355		14.786176		143.80397		5.520208		2.4697857		3.7110252		7.3045287		3.9642916		3.382163		3.886177		7.1679597		2.4647226		Yes		No		No		TA61042_4565		TC450313		0

		A_99_P270811		8.338042		8.523175		8.367722		8.308089		8.429303		9.04735		9.132905		8.414016		8.554162		8.779139		9.406732		8.363968		1.0653008		1.4381107		1.6995862		1.0761853		1.1616051		1.1941328		2.0548172		1.039492		0.09126091		0.5241747		0.76518345		0.10592651		0.21611977		0.25596333		1.03901		0.05587864		No		Yes		Yes		AK334599		TC396857		Triticum aestivum cDNA, clone: WT010_G18, cultivar: Chinese Spring [AK334599]

		A_99_P326161		6.037602		5.100762		5.243466		5.2954173		3.9866812		2.161689		4.6546106		3.5752566		4.0772915		4.0962405		3.510895		3.1353302		-4.1437035		-7.669183		-1.5040529		-3.2947311		-3.891457		-2.0062778		-3.3231947		-4.4694185		-2.0509207		-2.9390728		-0.58885527		-1.7201607		-1.9603105		-1.0045214		-1.7325709		-2.160087		Yes		No		No		CN012632		TC449229		WHE3951_A02_A03ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3951_A02_A03, mRNA sequence [CN012632]

		A_99_P224836		14.5073		14.06549		12.795891		13.51636		13.476048		12.916261		12.083237		12.067531		13.1836815		13.490197		11.94456		13.597352		-2.043797		-2.2179534		-1.6388162		-2.729865		-2.5029316		-1.4899796		-1.8041643		1.0577449		-1.0312519		-1.149229		-0.7126541		-1.4488297		-1.3236189		-0.5752926		-0.85133076		0.080991745		Yes		No		No		TA59958_4565		TC386461		Rep: Photosystem I reaction center subunit N, chloroplast precursor - Hordeum vulgare (Barley), complete [TC386461]

		A_99_P250031		5.01575		5.502086		4.7309704		4.3729935		5.3439045		5.939552		6.3078456		5.234223		4.8902893		5.871032		6.1652703		4.8444314		1.2554065		1.3542234		2.98323		1.8165857		-1.090856		1.2914091		2.7025099		1.3864907		0.32815456		0.43746567		1.5768752		0.8612294		-0.12546062		0.36894608		1.4343		0.47143793		No		Yes		Yes		TA67151_4565		TC385552		Rep: Peptidyl-prolyl cis-trans isomerase - Vitis vinifera (Grape), partial (84%) [TC385552]

		A_99_P461897		8.751319		9.575608		10.962712		10.071435		8.379658		8.176005		8.811227		9.604693		8.42954		8.41642		8.942671		9.446889		-1.2938417		-2.6382895		-4.44285		-1.3819846		-1.249871		-2.2333174		-4.0559545		-1.5417256		-0.3716612		-1.3996029		-2.1514854		-0.46674156		-0.32177925		-1.1591883		-2.0200415		-0.62454605		Yes		Yes		Yes		TC411748		TC411748		0

		A_99_P462477		8.506527		7.6003404		5.4203734		6.2705936		9.23482		9.958066		7.9586506		7.6058793		9.918625		8.820205		8.113034		7.369681		1.6566782		5.1256166		5.808949		2.5232544		2.6612387		2.3292482		6.465047		2.1421912		0.7282934		2.3577256		2.5382771		1.3352857		1.4120979		1.2198644		2.6926608		1.0990872		Yes		Yes		Yes		TC412133		TC412133		0

		A_99_P116365		8.760556		7.879013		9.125321		8.5502405		8.195731		6.721581		7.764094		8.266133		7.5101047		7.491936		7.6120467		8.536338		-1.4792081		-2.2306004		-2.5690367		-1.2176565		-2.3791587		-1.307741		-2.8545725		-1.0096831		-0.56482506		-1.1574321		-1.3612275		-0.2841072		-1.2504516		-0.38707685		-1.5132747		-0.013902664		No		Yes		Yes		CJ667118		TC427984		CJ667118 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp9l21 5', mRNA sequence [CJ667118]

		A_99_P364191		5.8986125		5.2299905		6.069608		5.688938		7.03221		7.974896		7.1906877		6.129091		8.046554		6.8540845		8.061518		6.130312		2.1940515		6.703458		2.1750965		1.3567479		4.4319487		3.0824852		3.977631		1.3578968		1.1335974		2.7449055		1.1210794		0.44015265		2.147941		1.624094		1.9919095		0.44137383		Yes		Yes		Yes		TA101418_4565		TC440048		Rep: Wall-associated kinase-like - Oryza sativa subsp. japonica (Rice), partial (33%) [TC440048]

		A_99_P013019		11.099754		11.592926		11.814038		11.515269		10.4871		9.746398		11.157334		10.518624		9.507096		10.613288		9.954511		11.102188		-1.5290703		-3.5963366		-1.5764768		-1.9953543		-3.016045		-1.9719707		-3.6288881		-1.3315265		-0.6126547		-1.846528		-0.65670395		-0.996645		-1.592658		-0.9796381		-1.8595276		-0.41308117		Yes		No		No		CV770648		TC387827		FGAS065041 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770648]

		A_99_P589367		15.305211		14.600322		12.865188		14.538344		15.388473		14.037685		11.331477		14.512986		14.949809		13.875847		10.620716		14.497821		1.0594103		-1.4769658		-2.8952951		-1.0177324		-1.279342		-1.6522992		-4.738635		-1.028487		0.08326149		-0.5626364		-1.5337105		-0.0253582		-0.355402		-0.7244749		-2.2444715		-0.04052353		No		Yes		Yes		DR740377		TC407350		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P212611		13.402839		12.994934		12.679135		12.456912		12.421616		12.041806		12.10138		10.224709		12.214271		12.517535		11.896497		11.668091		-1.9741384		-1.9360657		-1.4925249		-4.6985106		-2.2792642		-1.3922312		-1.7202742		-1.7276623		-0.9812231		-0.95312786		-0.577755		-2.2322035		-1.1885681		-0.47739887		-0.78263855		-0.7888212		Yes		No		No		TA55097_4565		0		0

		A_99_P062343		3.4127274		4.509262		3.6377356		6.2590966		6.79302		9.713989		11.050873		8.017707		8.063153		8.0813675		11.1978		7.918438		10.412846		36.87899		170.44205		3.3837202		25.114103		11.893533		188.71487		3.1587229		3.3802924		5.204727		7.4131374		1.7586102		4.650426		3.5721054		7.5600643		1.6593413		Yes		Yes		Yes		CV774252		TC420247		FGAS068650 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774252]

		A_99_P171414		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884		2.757671		4.760122		90.437126		11.097635		7.8199286		4.6436386		170.5003		4.877134		1.4634504		2.2509985		6.498843		3.4721804		2.9671555		2.2152557		7.4136305		2.2860336		Yes		Yes		Yes		AJ878510		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		A_99_P209706		9.645357		8.819175		8.926507		9.064481		9.936561		9.835921		11.905499		9.837176		10.087855		9.7641		11.780632		9.846351		1.2236606		2.023351		7.8843536		1.7084589		1.3589555		1.9250892		7.2306485		1.7193578		0.2912035		1.0167465		2.9789925		0.77269554		0.4424982		0.9449253		2.854125		0.7818699		Yes		Yes		Yes		TA54056_4565		TC414111		Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC414111]

		A_99_P558797		3.335966		2.8984587		5.4675813		5.969731		4.891381		6.282751		7.1232266		7.1730704		5.1392913		4.487429		7.2740173		7.0161934		2.939182		10.441755		3.150641		2.302721		3.4902375		3.0083458		3.4977715		2.0654593		1.5554147		3.3842924		1.6556454		1.2033396		1.8033252		1.5889704		1.8064361		1.0464625		Yes		No		No		CJ663054		TC455480		0

		A_99_P239406		13.721512		14.179398		13.754228		13.837109		12.3698		13.092626		12.730107		12.49689		12.330455		13.594045		12.382016		13.8679		-2.5521483		-2.1239827		-2.033719		-2.5318966		-2.6227076		-1.5004059		-2.5886707		1.0215722		-1.3517122		-1.086772		-1.0241203		-1.3402185		-1.391057		-0.5853529		-1.3722115		0.030791283		Yes		No		No		TA64274_4565		0		0

		A_99_P056796		9.494946		9.637156		9.557196		9.738107		9.832737		11.059232		10.785264		9.621251		10.3444395		10.218377		11.000835		9.608359		1.2638204		2.6797087		2.3425314		-1.0843688		1.8018688		1.4961156		2.7200625		-1.0941021		0.33779144		1.4220762		1.2280684		-0.11685562		0.849494		0.5812216		1.4436398		-0.12974739		No		Yes		Yes		CA486372		TC415958		WHE4330_F12_K24ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4330_F12_K24, mRNA sequence [CA486372]

		A_99_P376872		2.5174124		2.9440517		4.3843174		4.7122884		5.695835		6.9414687		6.8964744		6.8997436		7.2544136		4.8970847		7.12466		5.5282283		9.053167		15.971379		5.7047234		4.555013		26.66733		3.8718765		6.68229		1.7604446		3.1784227		3.997417		2.512157		2.1874552		4.7370014		1.953033		2.7403426		0.8159399		Yes		Yes		Yes		TA104764_4565		TC430955		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC430955]

		A_99_P220991		10.542209		10.503369		10.910365		10.792458		10.252669		9.973614		9.792813		10.809593		10.204084		10.120784		9.967298		10.730716		-1.22225		-1.4436846		-2.1697845		1.0119483		-1.264112		-1.3036761		-1.9226118		-1.0437251		-0.28953934		-0.5297556		-1.1175518		0.01713562		-0.33812428		-0.38258553		-0.94306755		-0.06174183		No		Yes		Yes		TA58639_4565		0		0

		A_99_P150997		4.87711		4.3641214		4.248483		3.107414		5.8387527		5.9593663		4.548241		4.3604355		6.3021207		5.1450024		4.957007		4.382621		1.9475262		3.021458		1.2309378		2.3834007		2.685165		1.7181797		1.6341311		2.420335		0.96164274		1.5952449		0.29975796		1.2530215		1.4250107		0.7808809		0.70852375		1.2752068		Yes		No		No		CJ800723		0		CJ800723 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct20f13 5', mRNA sequence [CJ800723]

		A_99_P281206		9.323311		9.459531		9.289804		9.47599		9.675039		9.968005		10.497094		9.643306		10.192909		9.737756		10.668729		9.496452		1.2760886		1.4225451		2.3090343		1.122967		1.8271542		1.2127019		2.600744		1.0142843		0.35172844		0.50847435		1.2072897		0.16731548		0.8695984		0.27822495		1.3789244		0.020462036		No		Yes		Yes		CK210455		TC385476		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		A_99_P451362		9.690292		9.037671		8.522337		8.241014		8.668359		7.9957466		7.463278		7.231083		8.460996		8.686505		7.4910264		8.145715		-2.0306387		-2.0589724		-2.0835724		-2.0138142		-2.3445268		-1.2755909		-2.04388		-1.0682867		-1.0219336		-1.0419245		-1.0590591		-1.0099306		-1.2292967		-0.35116577		-1.0313106		-0.09529877		Yes		No		No		TA72467_4565		TC404694		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (35%) [TC404694]

		A_99_P268371		8.757762		8.906663		8.540225		8.702866		9.130631		9.857869		9.657001		8.96587		9.352029		9.238687		9.860047		8.910857		1.2949258		1.9334885		2.1686172		1.199975		1.5097052		1.2587777		2.4963536		1.155079		0.3728695		0.9512062		1.1167755		0.2630043		0.5942669		0.33202362		1.3198223		0.2079916		No		Yes		Yes		TA72407_4565		TC418583		0

		A_99_P265566		12.865021		12.2808075		11.142522		10.88317		11.224315		10.626576		10.201037		10.057847		11.053982		11.42101		10.294705		11.111752		-3.118184		-3.147554		-1.9205033		-1.7719319		-3.508949		-1.8147836		-1.7997749		1.1716822		-1.6407061		-1.6542311		-0.94148445		-0.8253231		-1.811039		-0.8597975		-0.84781647		0.22858143		Yes		No		No		TA71572_4565		0		0

		A_99_P230566		10.01801		9.67776		9.741684		10.627048		9.667572		9.989512		11.335263		10.038333		10.067292		9.793611		11.673259		10.651208		-1.2749478		1.2412144		3.0179718		-1.5039062		1.0347499		1.0836136		3.8147137		1.0168877		-0.35043812		0.31175232		1.5935793		-0.5887146		0.049282074		0.11585045		1.9315748		0.024160385		No		Yes		Yes		TA61662_4565		0		0

		A_99_P242876		10.118093		9.856396		10.364848		10.296469		10.24055		10.814903		11.268691		10.297771		10.8589325		10.449364		11.534195		10.193965		1.0885876		1.9432986		1.8710433		1.0009034		1.6711485		1.5083466		2.2490985		-1.0736351		0.122457504		0.95850754		0.9038429		0.0013027191		0.74083996		0.592968		1.1693468		-0.10250378		No		Yes		Yes		TA65200_4565		0		0

		A_99_P570472		2.8749588		3.1250439		1.8790798		3.6249857		6.906157		7.041792		11.328456		6.297522		8.309002		7.3443284		10.753277		5.064772		16.349771		15.102841		699.1102		6.3754907		43.232456		18.626497		469.2448		2.712807		4.0311985		3.916748		9.449376		2.6725364		5.434043		4.2192845		8.874197		1.4397864		Yes		Yes		Yes		CV763406		TC459944		FGAS057795 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763406]

		A_99_P227651		13.595767		13.797086		14.647811		14.686557		14.516709		13.667554		14.030572		15.154004		12.8103895		13.357269		12.591941		14.888012		1.8933516		-1.0939387		-1.5339367		1.3826609		-1.7235433		-1.3564317		-4.1579432		1.1498575		0.9209423		-0.12953186		-0.617239		0.46744728		-0.7853775		-0.43981647		-2.05587		0.20145512		No		Yes		Yes		TA60921_4565		0		0

		A_99_P433567		6.955215		6.2912445		6.0967546		5.4346943		7.6114807		8.2762785		7.337433		5.9940104		8.559102		7.501543		7.876676		5.989119		1.5759981		3.95872		2.363096		1.4735706		3.0396118		2.3138552		3.4340749		1.468583		0.65626574		1.985034		1.2406783		0.55931616		1.6038871		1.2102985		1.7799215		0.55442476		Yes		Yes		Yes		AK334797		TC391353		Triticum aestivum cDNA, clone: WT011_B15, cultivar: Chinese Spring [AK334797]

		A_99_P199781		9.937103		9.921027		8.751021		8.524322		7.984424		8.000431		7.444317		7.7095103		8.057458		8.870492		7.428907		8.94328		-3.870927		-3.7857945		-2.4737582		-1.759068		-3.6798458		-2.0712981		-2.500323		1.3369622		-1.9526792		-1.9205961		-1.3067045		-0.8148112		-1.8796453		-1.0505352		-1.3221145		0.41895866		Yes		No		No		TA50866_4565		TC395826		Rep: 50S ribosomal protein L12-2, chloroplast precursor - Secale cereale (Rye), partial (87%) [TC395826]

		A_99_P236721		12.32841		12.263024		11.572833		11.156558		11.17052		11.031625		10.301103		9.562439		10.96767		11.445781		10.12608		11.019489		-2.231309		-2.3479464		-2.41451		-3.0191011		-2.5681682		-1.7620362		-2.7259395		-1.0996685		-1.1578903		-1.2313995		-1.2717304		-1.5941191		-1.3607397		-0.8172436		-1.4467535		-0.13706875		Yes		No		No		TA63524_4565		TC448142		0

		A_99_P276056		9.12946		9.150866		7.7325034		7.9395375		7.783667		8.126872		6.8886414		6.9955635		7.875112		8.526585		6.6986785		8.09386		-2.5416992		-2.0335402		-1.7948484		-1.9238203		-2.3855937		-1.5414424		-2.0474453		1.1128986		-1.3457932		-1.0239935		-0.84386206		-0.943974		-1.2543483		-0.6242809		-1.0338249		0.15432215		Yes		No		No		TA74745_4565		TC397101		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC397101]

		A_99_P139495		4.4415383		3.863758		4.3918433		4.437052		4.117452		3.2686176		3.741292		2.2843475		2.7036107		2.7324588		3.2765615		2.4442205		-1.2518712		-1.5106196		-1.569768		-4.4466047		-3.335557		-2.1905594		-2.1663733		-3.9801733		-0.3240862		-0.59514046		-0.6505513		-2.1527042		-1.7379277		-1.1312993		-1.1152818		-1.9928312		Yes		No		No		CK196987		0		FGAS005457 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK196987]

		A_99_P420772		8.509422		8.646038		8.557657		8.470203		7.700941		7.592357		7.4889045		7.4906936		7.5567374		8.3149605		7.5058694		8.030926		-1.7513667		-2.0758193		-2.097619		-1.9717953		-1.9354713		-1.2579526		-2.0730972		-1.3559252		-0.8084812		-1.0536809		-1.0687528		-0.97950983		-0.9526849		-0.33107758		-1.0517879		-0.43927765		No		Yes		Yes		TA88233_4565		TC381272		Rep: Actin regulatory protein - Aspergillus oryzae, partial (4%) [TC381272]

		A_99_P301791		5.082911		4.298305		4.4192944		4.318067		3.7809117		3.456115		4.261597		3.8644333		3.485349		2.5561168		3.1642373		3.920271		-2.4657035		-1.7927696		-1.1155052		-1.3694853		-3.0263147		-3.345422		-2.386766		-1.3174938		-1.3019993		-0.84219		-0.1576972		-0.4536338		-1.5975621		-1.7421882		-1.2550571		-0.39779615		Yes		No		No		BJ314399		TC409350		BJ314399 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf17i12 5', mRNA sequence [BJ314399]

		A_99_P196328		4.745747		5.948705		6.833734		6.260452		3.8514335		4.9893284		5.6467896		5.4753346		3.8148632		5.5009904		5.692385		6.119634		-1.8587253		-1.9444698		-2.2767005		-1.7232323		-1.9064436		-1.3638783		-2.2058716		-1.1025298		-0.8943136		-0.9593768		-1.1869445		-0.78511715		-0.9308839		-0.4477148		-1.1413488		-0.14081764		No		Yes		Yes		0		0		0

		A_99_P184847		4.9508767		5.223248		5.5070243		5.2311473		4.128674		3.7405856		4.6263175		3.8245783		3.750571		3.9859803		3.9008915		4.1224227		-1.7681035		-2.79464		-1.8412771		-2.6510594		-2.2978835		-2.3575163		-3.0443468		-2.1565492		-0.8222027		-1.4826624		-0.8807068		-1.406569		-1.2003057		-1.2372677		-1.6061327		-1.1087246		Yes		Yes		Yes		CK196232		0		FGAS004682 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK196232]

		A_99_P209986		13.032254		12.071513		11.477383		11.440419		13.939895		14.645027		12.966244		12.339951		14.720116		13.700002		13.445737		12.095145		1.8759748		5.952575		2.8066733		1.8654599		3.2217877		3.0918891		3.9132147		1.574317		0.90764046		2.573514		1.4888611		0.89953136		1.6878614		1.6284885		1.9683542		0.654726		Yes		Yes		Yes		TA54139_4565		TC371942		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC371942]

		A_99_P450367		4.7320023		4.564983		5.639342		4.7834854		4.9804735		3.8501337		4.5286756		3.3722332		4.048344		3.7231064		3.4826488		3.4587595		1.1879476		-1.6413116		-2.1594536		-2.6596792		-1.6062074		-1.79238		-4.4589157		-2.5048528		0.24847126		-0.71484923		-1.1106663		-1.4112523		-0.6836581		-0.8418765		-2.156693		-1.3247259		Yes		No		No		CV779039		TC404027		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (43%) [TC404027]

		A_99_P086075		3.9163666		3.8827713		4.356525		4.4261117		3.4057322		2.6327739		3.714142		2.5196617		2.7299185		2.9527051		2.5606496		2.769018		-1.4246765		-2.3784099		-1.5609051		-3.748855		-2.2759173		-1.9053633		-3.4722607		-3.1538057		-0.5106344		-1.2499974		-0.64238286		-1.90645		-1.1864481		-0.9300661		-1.7958753		-1.6570938		Yes		No		No		CK208953		TC380342		FGAS020680 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208953]

		A_99_P516232		7.845903		9.507043		9.9689		10.093695		7.50785		8.044875		7.4089656		9.505898		7.5154853		8.2454405		7.8880897		9.3035555		-1.2640493		-2.7552204		-5.8968077		-1.5029491		-1.2573773		-2.397619		-4.230447		-1.7292413		-0.33805275		-1.4621677		-2.5599341		-0.5877962		-0.33041763		-1.2616024		-2.08081		-0.7901392		Yes		Yes		Yes		TC438877		TC438877		Rep: NBS-LRR type R protein, Nbs4-Pi - Oryza sativa subsp. indica (Rice), partial (31%) [TC438877]

		A_99_P469002		8.707015		7.4357696		7.5265603		8.053411		9.584896		8.988988		9.632691		8.81696		9.596007		9.157228		9.881742		8.79387		1.8376743		2.9347107		4.3053517		1.6976627		1.8518822		3.297697		5.116585		1.6707078		0.87788105		1.5532184		2.106131		0.7635498		0.8889923		1.7214589		2.3551812		0.74045944		Yes		Yes		Yes		CJ518248		TC416003		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC416003]

		A_99_P284031		5.741982		6.6244903		7.326183		8.253943		4.6222587		4.9157166		4.8478713		7.9111657		5.510547		5.8992114		5.7534585		8.149943		-2.173053		-3.2688284		-5.572449		-1.268196		-1.1740019		-1.6532202		-2.9746592		-1.0747492		-1.1197233		-1.7087736		-2.4783115		-0.34277773		-0.23143482		-0.72527885		-1.5727243		-0.10400009		Yes		Yes		Yes		TA77075_4565		TC404285		0

		A_99_P301861		12.673219		12.039169		13.956321		13.506742		11.846953		10.222423		12.2169		12.770926		12.368165		10.5861635		12.584714		12.635925		-1.7730894		-3.5228589		-3.3390112		-1.665338		-1.2354646		-2.7377787		-2.587586		-1.8286972		-0.82626534		-1.8167467		-1.7394209		-0.73581505		-0.3050537		-1.4530058		-1.3716068		-0.87081623		Yes		Yes		Yes		TA82224_4565		TC385455		Rep: SpoIID/LytB domain - Anaeromyxobacter sp. (strain Fw109-5), partial (4%) [TC385455]

		A_99_P301721		6.947996		7.0060477		4.9702983		5.005577		6.7512913		7.38113		5.616691		6.003697		7.3697143		6.933947		6.200587		5.077872		-1.1460778		1.2969137		1.5652497		1.9973953		1.3395219		-1.0512463		2.346139		1.0513877		-0.19670486		0.3750825		0.6463928		0.99811983		0.42171812		-0.07210064		1.2302885		0.07229471		No		Yes		Yes		TA82181_4565		TC397739		Rep: Os04g0389800 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC413970]

		A_99_P525027		2.489595		2.7265587		1.3012693		2.786533		2.6708982		3.6414948		4.04191		3.015691		3.510381		3.1798146		4.339646		3.48493		1.1339078		1.8854855		6.683672		1.1721506		2.0290241		1.3691267		8.21566		1.6227007		0.18130326		0.91493607		2.7406409		0.22915792		1.020786		0.4532559		3.0383766		0.6983969		Yes		Yes		Yes		BJ260614		TC442537		Rep: Zinc finger (C3HC4-type RING finger) protein-like - Oryza sativa subsp. japonica (Rice), partial (32%) [TC442537]

		A_99_P240266		14.33334		14.867906		14.205972		14.055256		14.588477		14.727609		13.696533		14.361221		14.1463585		14.800339		13.186398		14.216137		1.1934494		-1.102132		-1.4234961		1.2362456		-1.1383792		-1.0479478		-2.0273204		1.1179696		0.25513744		-0.14029694		-0.5094385		0.30596542		-0.1869812		-0.06756687		-1.0195742		0.16088104		No		Yes		Yes		TA64551_4565		TC379765		0

		A_99_P459247		4.849975		5.2107754		6.0147853		5.0146747		4.629743		4.398831		4.781452		4.813675		4.6939826		4.654022		5.043201		4.6837745		-1.1649209		-1.755576		-2.3510954		-1.1494946		-1.1141878		-1.470955		-1.9609929		-1.257798		-0.22023201		-0.8119445		-1.2333331		-0.20099974		-0.15599251		-0.55675316		-0.9715843		-0.3309002		No		Yes		Yes		TC391933		TC391933		Rep: TB2/DP1/HVA22 family integral membrane protein that may be involved in membrane trafficking, 3x transmembrane domains - Cryptosporidium parvum Iowa II, partial (11%) [TC391933]

		A_99_P230996		8.71949		8.2412		11.013233		10.701879		8.354642		7.8080125		9.388133		10.226731		8.510273		8.034181		9.098939		9.69638		-1.2877461		-1.3502139		-3.0846357		-1.3900601		-1.1560607		-1.1543013		-3.7692938		-2.0076377		-0.36484814		-0.43318796		-1.6251001		-0.47514725		-0.20921707		-0.2070198		-1.9142942		-1.0054989		No		Yes		Yes		TA61825_4565		0		0

		A_99_P548362		8.678418		8.342889		8.275064		7.7996125		7.94055		6.877218		6.7636776		6.6584454		7.3014503		7.6228395		6.6507087		7.580626		-1.6677098		-2.761919		-2.8508396		-2.2055938		-2.5972195		-1.6472384		-3.0830448		-1.1639156		-0.7378683		-1.4656711		-1.5113869		-1.1411672		-1.3769679		-0.7200494		-1.6243558		-0.21898651		Yes		No		No		TA69188_4565		TC451676		0

		A_99_P152057		1.3644387		1.423536		3.5927715		1.3576894		1.3265654		3.3822155		5.268857		4.3215947		3.77612		3.2226632		6.3865776		4.14453		-1.0265994		3.8870604		3.195597		7.802332		5.32094		3.4800963		6.9345684		6.9011674		-0.037873268		1.9586796		1.6760855		2.9639053		2.4116812		1.7991272		2.793806		2.7868404		Yes		Yes		Yes		CJ834638		TC434154		CJ834638 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal6h12 5', mRNA sequence [CJ834638]

		A_99_P537487		6.5781083		6.2240276		7.4482656		7.3650966		5.7849464		4.6452045		6.6166425		6.452185		5.526766		5.1522226		6.3551903		7.096003		-1.7328681		-2.9872606		-1.7796865		-1.8828413		-2.0724576		-2.1020617		-2.133283		-1.2050505		-0.79316187		-1.5788231		-0.8316231		-0.9129114		-1.0513425		-1.071805		-1.0930753		-0.2690935		Yes		No		No		AK331311		TC409894		Triticum aestivum cDNA, clone: WT007_C24, cultivar: Chinese Spring [AK331311]

		A_99_P060446		1.6265572		1.3123175		2.2743578		1.9526933		3.5066729		6.4628243		7.794426		6.2023373		6.875467		4.7644916		8.177728		5.79846		3.6810455		35.518703		45.888737		19.022617		38.025875		10.944804		59.853756		14.377755		1.8801156		5.150507		5.520068		4.249644		5.2489095		3.4521742		5.90337		3.8457665		Yes		Yes		Yes		CA741046		0		wem1c.pk001.p5 wem1c Triticum aestivum cDNA clone wem1c.pk001.p5 5' end, mRNA sequence [CA741046]

		A_99_P160347		11.086848		10.666833		9.626975		10.242948		11.114436		11.610431		10.256672		10.042573		11.603881		11.018475		10.677097		10.276998		1.0193064		1.9233186		1.5472398		-1.1489967		1.4310089		1.2760118		2.0707054		1.0238824		0.02758789		0.9435978		0.62969685		-0.2003746		0.5170326		0.35164165		1.0501223		0.034049988		No		Yes		Yes		AF079318		TC368724		Triticum aestivum MAP kinase homolog (WCK-1) mRNA, complete cds [AF079318]

		A_99_P334861		6.1490517		5.735922		6.5907187		6.446036		5.8969		4.848816		5.80459		4.5353		4.952585		4.752346		4.9512405		4.5405927		-1.1909819		-1.8494624		-1.7244407		-3.7600088		-2.2917767		-1.9773604		-3.1155312		-3.7462397		-0.2521515		-0.88710594		-0.7861285		-1.9107361		-1.1964664		-0.9835758		-1.6394782		-1.9054432		Yes		No		No		TA92009_4565		0		0

		A_99_P285806		10.878087		10.517692		9.461694		9.274161		9.396587		8.966849		8.104495		8.372251		9.2035675		9.701068		8.329989		9.604833		-2.7923884		-2.9298813		-2.5618725		-1.8685391		-3.1921303		-1.7612792		-2.1911745		1.2575984		-1.4814997		-1.5508423		-1.3571987		-0.9019108		-1.6745195		-0.8166237		-1.1317043		0.3306713		Yes		No		No		TA77570_4565		0		0

		A_99_P409482		13.896905		14.0541315		14.994797		15.03154		14.802635		14.113892		14.502313		15.354627		13.35276		13.698413		13.1066065		15.209687		1.8734926		1.0422925		-1.4068652		1.2510043		-1.4581555		-1.2796228		-3.701706		1.13143		0.90573025		0.059760094		-0.4924841		0.32308674		-0.54414463		-0.3557186		-1.8881903		0.17814732		No		Yes		Yes		TA60960_4565		TC371549		Rep: Stress responsive protein - Triticum aestivum (Wheat), complete [TC371549]

		A_99_P424477		3.4630249		3.8081157		3.7079175		4.8171325		1.6513375		2.7423031		2.6563473		3.3180478		1.8980926		3.196338		2.1026103		4.5821767		-3.5105264		-2.0933485		-2.0727847		-2.8266332		-2.958636		-1.5281411		-3.0426052		-1.1768707		-1.8116874		-1.0658126		-1.0515702		-1.4990847		-1.5649322		-0.6117778		-1.6053071		-0.23495579		Yes		No		No		TC384298		TC384298		Rep: Chromosome 10 SCAF15009, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (4%) [TC384298]

		A_99_P054344		3.5413811		3.7517517		3.0310433		4.274794		4.2090077		4.433895		5.1481547		4.9787116		3.9500449		4.106815		4.309811		3.9146833		1.5884576		1.6045219		4.338245		1.628922		1.3274558		1.2790416		2.4263165		-1.2835244		0.6676266		0.68214345		2.1171114		0.7039175		0.40866375		0.3550632		1.2787678		-0.36011076		Yes		No		No		CA653007		0		wre1n.pk172.c10 wre1n Triticum aestivum cDNA clone wre1n.pk172.c10 5' end, mRNA sequence [CA653007]

		A_99_P269621		8.308952		6.1160645		6.9481983		7.334249		8.420391		8.562993		8.188488		9.354184		9.89567		6.572361		8.604435		7.689352		1.0803051		5.4525404		2.3624597		4.0556555		3.0036519		1.3720152		3.1519325		1.2790769		0.11143875		2.4469285		1.2402897		2.0199351		1.5867176		0.45629644		1.6562366		0.35510302		Yes		No		No		TA72806_4565		TC375617		Rep: Glutathione transferase - Triticum aestivum (Wheat), partial (91%) [TC375617]

		A_99_P210561		3.8206403		4.2778416		4.2557454		3.3975773		3.2247336		2.9657366		3.8358037		2.9995615		2.7794425		2.639712		2.7458284		2.632703		-1.5114222		-2.4830356		-1.3378735		-1.3176943		-2.0579355		-3.11262		-2.8479366		-1.6992218		-0.59590673		-1.312105		-0.41994166		-0.39801574		-1.0411978		-1.6381295		-1.509917		-0.7648742		Yes		No		No		TA54306_4565		TC378693		Rep: NAC domain transcription factor - Triticum aestivum (Wheat), partial (57%) [TC378693]

		A_99_P334611		6.3416977		5.5209146		6.437917		6.568976		7.2061367		7.5543723		8.195278		6.519502		8.009376		6.3399963		7.9999604		6.399132		1.8206316		4.0938487		3.3807912		-1.0348873		3.1770282		1.7642827		2.9527173		-1.1249369		0.864439		2.0334578		1.7573609		-0.049473763		1.6676779		0.8190818		1.5620432		-0.16984415		Yes		Yes		Yes		TA91941_4565		0		0

		A_99_P061523		7.1485863		3.4061387		3.6720822		2.466621		8.500143		7.5835595		8.55362		5.1842823		10.162026		7.7421417		9.401554		5.2551136		2.5518734		18.093763		29.47742		6.5780563		8.074876		20.19608		53.057034		6.9090757		1.3515568		4.1774206		4.8815384		2.7176614		3.0134401		4.3360033		5.729472		2.7884927		Yes		Yes		Yes		TA95119_4565		TC406235		0

		A_99_P205446		12.536125		12.513703		10.910441		9.354434		11.512428		10.422924		7.8412666		7.6181703		10.613524		11.757247		7.7859626		7.77652		-2.033122		-4.2597814		-8.392931		-3.3317122		-3.7910585		-1.6893361		-8.720911		-2.9853792		-1.0236969		-2.0907793		-3.0691748		-1.7362638		-1.9226007		-0.7564564		-3.1244788		-1.5779142		Yes		No		No		TA52698_4565		TC379289		0

		A_99_P192847		10.7173195		9.278478		6.5587745		5.367306		8.211923		7.1608276		6.2922807		3.4423056		8.072867		9.102712		6.695515		3.6673396		-5.6780553		-4.3398647		-1.2028809		-3.7973702		-6.252582		-1.1295639		1.0994185		-3.2489345		-2.5053968		-2.11765		-0.2664938		-1.9250007		-2.644452		-0.17576599		0.13674068		-1.6999667		Yes		No		No		TA80867_4565		TC405518		Rep: Epoxide hydrolase - Ananas comosus (Pineapple), partial (43%) [TC405518]

		A_99_P252626		13.989567		14.22124		13.791161		13.863469		13.970273		13.599225		12.502795		13.446359		13.883511		13.880676		12.677361		13.448357		-1.0134633		-1.5390233		-2.4425116		-1.3352505		-1.076282		-1.2662513		-2.1641493		-1.3334026		-0.019293785		-0.622015		-1.2883654		-0.41711044		-0.10605621		-0.34056377		-1.1138		-0.4151125		No		Yes		Yes		TA67874_4565		TC374651		0

		A_99_P215951		5.3319783		4.708693		5.631499		5.5384297		6.231397		3.909829		9.224951		5.0073075		5.6407447		4.9722085		8.233802		4.8373356		1.8653144		-1.7397308		12.070822		-1.4450527		1.238648		1.2004002		6.072552		-1.6257373		0.89941883		-0.7988641		3.593452		-0.5311222		0.30876637		0.26351547		2.602303		-0.70109415		No		Yes		Yes		TA56510_4565		TC405783		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa subsp. japonica (Rice), partial (91%) [TC405783]

		A_99_P253296		6.455334		6.8323264		7.3272805		7.0192685		9.512701		12.02222		11.4536085		8.833186		11.9004135		9.592843		11.966418		8.229064		8.324518		36.50174		17.464191		3.5159576		43.564445		6.7763886		24.91837		2.3130484		3.0573668		5.1898932		4.126328		1.8139176		5.4450793		2.7605166		4.6391377		1.2097955		Yes		Yes		Yes		TA68052_4565		TC396811		Rep: Cinnamyl alcohol dehydrogenase 1a - Festuca arundinacea (Tall fescue) (Schedonorus arundinaceus), partial (49%) [TC396811]

		A_99_P481562		8.211026		7.9773526		7.383611		7.6786976		8.551599		8.680715		9.048801		7.5021033		9.0099		8.432079		8.912995		7.6853714		1.2662588		1.6282948		3.1715548		-1.1302127		1.7397426		1.3705231		2.8866258		1.0046366		0.34057236		0.703362		1.6651902		-0.17659426		0.7988739		0.4547267		1.5293841		0.006673813		No		Yes		Yes		BT009290		TC398180		Triticum aestivum clone wlm0.pk0024.f11:fis, full insert mRNA sequence [BT009290]

		A_99_P152657		7.7749505		7.856405		7.6641426		7.623216		7.5135		7.4829636		6.1474347		7.2917542		8.033214		7.9945793		6.909001		6.992		-1.1986831		-1.2954391		-2.8613737		-1.2582878		1.1960379		1.1005118		-1.6877974		-1.54887		-0.2614503		-0.37344122		-1.5167079		-0.3314619		0.2582631		0.13817453		-0.75514174		-0.63121605		No		Yes		Yes		CJ859005		TC451672		CJ859005 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal6o16 5', mRNA sequence [CJ859005]

		A_99_P161337		5.447493		4.842169		5.9261765		5.670397		4.9765153		4.0571423		4.972753		4.319788		3.895096		3.2425747		4.288444		4.0188174		-1.3860486		-1.723124		-1.9364624		-2.5501971		-2.9330406		-3.0305803		-3.1117637		-3.141774		-0.47097778		-0.78502655		-0.9534235		-1.3506088		-1.552397		-1.5995941		-1.6377325		-1.6515794		Yes		No		No		CJ960470		0		CJ960470 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul23d10 3', mRNA sequence [CJ960470]

		A_99_P316001		9.302184		9.040066		8.347812		8.863482		9.940161		10.484668		10.183259		9.494328		10.438398		10.0252		10.487761		9.513352		1.5561452		2.7218773		3.5688205		1.5484718		2.1980348		1.9794973		4.407464		1.5690267		0.63797665		1.444602		1.8354473		0.63084507		1.1362143		0.9851341		2.1399488		0.6498699		Yes		Yes		Yes		TA86380_4565		TC392433		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC392433]

		A_99_P423262		10.526512		10.054981		9.887616		9.940595		11.560493		11.250472		10.899574		9.63061		12.362199		11.321292		11.3789015		10.322983		2.0476673		2.2902274		2.0166464		-1.2396941		3.5694127		2.4054565		2.8113933		1.3034978		1.0339813		1.1954908		1.0119581		-0.3099842		1.8356867		1.2663107		1.4912853		0.38238811		Yes		No		No		DR741385		TC383395		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		A_99_P012439		7.918106		7.079212		2.2525299		8.18036		6.4051967		5.5550475		1.6482602		8.30166		6.7877345		5.5876617		1.4802681		7.5585747		-2.85385		-2.8762014		-1.520209		1.0877143		-2.189151		-2.8119102		-1.7079452		-1.5387781		-1.5129094		-1.5241647		-0.6042696		0.12129974		-1.1303716		-1.4915504		-0.77226174		-0.62178516		Yes		No		No		EF028775		TC374270		Triticum aestivum CBFIVb-21.1 mRNA, complete cds [EF028775]

		A_99_P417967		4.4520917		3.6717231		4.0565376		1.6690339		5.6800423		5.1679945		7.874886		7.5732894		6.703859		4.655778		7.1032696		2.622443		2.3423402		2.8211265		14.107089		59.890507		4.7626586		1.978017		8.26338		1.9364431		1.2279506		1.4962714		3.8183484		5.9042554		2.2517672		0.9840548		3.046732		0.9534091		Yes		Yes		Yes		Y09916		TC378956		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P539802		7.4093575		8.214165		7.87623		9.005603		6.897589		6.8439083		6.935309		7.436603		6.8488774		6.939343		6.7912865		7.675998		-1.4257967		-2.585165		-1.9197532		-2.9669893		-1.4747599		-2.4196892		-2.121292		-2.5133379		-0.51176834		-1.3702564		-0.9409208		-1.5689998		-0.5604801		-1.2748218		-1.0849433		-1.3296046		Yes		Yes		Yes		AB158407		TC448401		Triticum aestivum CesA mRNA for putative cellulose synthase, complete cds [AB158407]

		A_99_P220056		12.649551		12.616651		11.40825		11.2670555		11.677789		11.42939		10.675103		10.159086		11.300656		11.792933		10.452224		11.109189		-1.9612353		-2.2771995		-1.6622607		-2.1554203		-2.5471697		-1.7699604		-1.9399589		-1.1156361		-0.97176266		-1.1872606		-0.73314667		-1.1079693		-1.3488951		-0.8237171		-0.9560261		-0.15786648		Yes		No		No		TA58261_4565		TC399419		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC399419]

		A_99_P466672		1.5798225		1.7698884		2.4769247		2.2769072		2.8218298		6.418554		10.697754		9.09843		5.0671496		4.718712		10.111307		8.614699		2.365274		25.083477		298.34317		113.1053		11.214762		7.7211914		198.69093		80.88456		1.2420073		4.6486654		8.220829		6.8215227		3.487327		2.9488235		7.6343822		6.3377924		Yes		Yes		Yes		CA692019		TC428373		Rep: Pathogenesis-related 1a - Triticum monococcum (Einkorn wheat) (Small spelt), partial (89%) [TC428373]

		A_99_P240586		9.180284		10.00352		11.803314		11.697795		8.190721		8.06269		11.193547		10.767513		8.63461		8.944607		11.198428		11.52755		-1.9855834		-3.8392653		-1.5260127		-1.905648		-1.4597015		-2.0833616		-1.5208586		-1.1252497		-0.989563		-1.9408302		-0.60976696		-0.93028164		-0.5456734		-1.0589132		-0.60488605		-0.17024517		Yes		No		No		TA64630_4565		TC435929		Rep: Aquaporin - Hordeum vulgare (Barley), partial (72%) [TC435929]

		A_99_P225246		12.411091		12.203293		11.217976		10.903458		11.310814		11.185176		10.559898		9.119937		11.236234		11.610059		10.3544655		10.589234		-2.1439586		-2.0252738		-1.5779781		-3.442653		-2.2577052		-1.5086248		-1.8194598		-1.243342		-1.100277		-1.018117		-0.65807724		-1.7835207		-1.1748571		-0.59323406		-0.86351013		-0.3142233		Yes		No		No		TA60056_4565		TC387447		0

		A_99_P461162		9.239544		8.840881		8.386089		9.006881		8.511237		7.824862		8.060613		8.447392		8.461931		8.142987		7.7602997		8.610539		-1.6566936		-2.0223312		-1.2530783		-1.4737464		-1.7142918		-1.6221353		-1.5430552		-1.3161659		-0.7283068		-1.0160193		-0.32547665		-0.5594883		-0.7776127		-0.6978941		-0.62578964		-0.39634132		No		Yes		Yes		TA76185_4565		TC411255		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (48%) [TC411255]

		A_99_P287191		5.6938744		4.4863715		4.7328515		4.8180676		6.841587		8.413054		6.940601		5.8203177		8.882228		7.8798537		7.178863		6.0145507		2.2156234		15.207203		4.6195407		2.0031219		9.115701		10.508481		5.4490757		2.2918031		1.1477127		3.926683		2.2077494		1.0022502		3.1883535		3.3934822		2.4460115		1.1964831		Yes		Yes		Yes		TA77982_4565		TC409702		0

		A_99_P398912		10.595489		10.894429		13.997185		13.518536		9.485583		7.3949866		9.638699		12.30775		11.1185		7.3696227		10.572215		12.055257		-2.1583147		-11.309338		-20.513279		-2.314637		1.4369514		-11.509925		-10.740355		-2.757343		-1.1099052		-3.4994426		-4.358486		-1.2107859		0.5230112		-3.5248065		-3.4249697		-1.4632788		Yes		Yes		Yes		TA110170_4565		TC408886		Rep: Chalcone synthase 1 - Secale cereale (Rye), partial (43%) [TC408886]

		A_99_P541717		5.2460713		5.213299		4.786735		4.388983		4.992689		5.4699845		5.801206		4.5486712		5.284408		5.6331925		6.010466		4.5785046		-1.1919984		1.1947309		2.020162		1.1170459		1.0269293		1.337829		2.3354993		1.1403856		-0.2533822		0.25668573		1.014471		0.15968847		0.038336754		0.41989374		1.223731		0.18952179		No		Yes		Yes		AK331922		TC449130		Triticum aestivum cDNA, clone: WT002_L06, cultivar: Chinese Spring [AK331922]

		A_99_P119539		4.7029595		4.5839896		5.284271		4.923671		4.1052876		3.6409237		4.20986		3.984627		3.4321396		3.6488783		3.5483444		3.6532822		-1.5132726		-1.9226097		-2.1058621		-1.9172571		-2.4129865		-1.9120381		-3.330933		-2.4122653		-0.597672		-0.9430659		-1.0744109		-0.93904376		-1.2708199		-0.9351113		-1.7359264		-1.2703886		Yes		No		No		CJ703294		TC381981		CJ703294 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n12o24 5', mRNA sequence [CJ703294]

		A_99_P074140		9.837994		9.142631		9.571591		9.296043		9.325004		8.512828		8.518386		8.654048		9.253049		8.909993		8.646211		8.930278		-1.4270046		-1.5473534		-2.0751355		-1.560486		-1.4999815		-1.174981		-1.8991853		-1.2885653		-0.51299		-0.6298027		-1.0532055		-0.64199543		-0.5849447		-0.2326374		-0.9253807		-0.36576557		No		Yes		Yes		CJ651755		TC392431		CJ651755 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone whem6d20 5', mRNA sequence [CJ651755]

		A_99_P319836		8.182954		7.7287707		7.4177117		7.426538		7.6900463		6.721045		6.770155		7.0514827		7.094675		7.0932446		6.199475		7.518187		-1.4072782		-2.0107388		-1.5665131		-1.2968893		-2.126202		-1.5535042		-2.3266222		1.0655875		-0.49290752		-1.0077257		-0.6475568		-0.3750553		-1.0882788		-0.6355262		-1.2182369		0.091649055		No		Yes		Yes		TA87500_4565		TC387984		0

		A_99_P236701		9.172654		9.508757		9.201517		8.664115		8.258301		8.569184		7.6420918		7.394964		8.081471		8.7342		7.4630303		8.794113		-1.8847241		-1.9179596		-2.9473643		-2.4101965		-2.1304862		-1.7106649		-3.33685		1.0942923		-0.9143534		-0.93957233		-1.5594254		-1.2691507		-1.0911827		-0.7745571		-1.7384868		0.1299982		Yes		No		No		TA63520_4565		0		0

		A_99_P355576		9.877002		9.371432		9.67644		9.737702		8.922095		8.528946		8.638432		8.749927		8.979785		8.684185		8.361171		9.380723		-1.9384539		-1.7931378		-2.0533915		-1.9831252		-1.8624696		-1.6102083		-2.488488		-1.2807416		-0.95490646		-0.8424864		-1.0380087		-0.9877758		-0.8972168		-0.6872473		-1.3152695		-0.35697937		No		Yes		Yes		TA98504_4565		TC421710		0

		A_99_P131385		6.656615		6.6270714		6.8569713		6.2187996		6.0692406		6.0659084		5.60755		6.117977		5.82202		6.3696175		5.5947137		6.3777194		-1.5025096		-1.4754581		-2.37746		-1.0723846		-1.783356		-1.1953672		-2.398708		1.1164509		-0.5873742		-0.56116295		-1.2494211		-0.10082245		-0.8345947		-0.25745392		-1.2622576		0.15891981		No		Yes		Yes		CJ663298		TC418170		CJ663298 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp15o17 5', mRNA sequence [CJ663298]

		A_99_P560277		11.211159		11.71764		10.885254		11.473407		10.638824		10.463136		10.410146		11.280932		10.005522		11.037284		9.724587		11.56161		-1.4869275		-2.3858514		-1.3900224		-1.1427219		-2.3063908		-1.6025351		-2.235607		1.0630455		-0.5723343		-1.2545042		-0.47510815		-0.19247437		-1.205637		-0.680356		-1.1606665		0.08820343		No		Yes		Yes		CA674395		TC456124		Rep: UDP-glucosyltransferase BX8 - Zea mays (Maize), partial (22%) [TC456124]

		A_99_P222166		11.50428		12.685519		12.361716		11.808755		11.203044		11.38133		11.725909		11.797929		10.508686		12.018322		11.646911		11.775428		-1.2321998		-2.4694498		-1.5538067		-1.0075324		-1.9939014		-1.5879849		-1.641262		-1.0233694		-0.30123615		-1.3041897		-0.63580704		-0.010826111		-0.995594		-0.6671972		-0.7148056		-0.033327103		No		Yes		Yes		TA59083_4565		0		0

		A_99_P210161		10.900268		11.20208		10.754506		11.1938095		11.118825		11.8255415		11.939647		11.373253		11.158528		11.631416		11.881759		11.329484		1.1635695		1.5405673		2.2738554		1.1324469		1.196036		1.3466141		2.1844234		1.0986063		0.21855736		0.6234617		1.1851406		0.17944336		0.25826073		0.42933655		1.1272526		0.13567448		No		Yes		Yes		TA54189_4565		TC382826		0

		A_99_P507337		1.7710565		2.390855		3.6134663		4.134226		6.0348077		7.803614		9.559899		6.4632716		8.208634		6.748943		10.110364		6.8969364		19.20954		42.59933		61.66727		5.024729		86.677025		20.50761		90.31525		6.7867017		4.263751		5.412759		5.946433		2.3290458		6.4375777		4.3580875		6.4968977		2.7627106		Yes		Yes		Yes		TC434907		TC434907		0

		A_99_P059546		12.029941		11.870412		12.037614		11.818435		12.654799		14.010013		13.266971		12.307709		12.983798		12.981769		13.668027		12.324219		1.5420599		4.4064007		2.3446243		1.4037384		1.937045		2.1604872		3.0960162		1.4198948		0.62485886		2.1396008		1.2293568		0.48927402		0.9538574		1.1113567		1.630413		0.50578403		Yes		Yes		Yes		DR738110		TC455494		FGAS083327 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738110]

		A_99_P295081		9.434886		7.471845		8.046741		8.223017		9.966535		9.533632		8.858409		8.41268		11.305466		9.901328		8.934105		8.721484		1.4455802		4.1750317		1.7552401		1.1404972		3.656795		5.3870034		1.8497937		1.4127121		0.53164864		2.0617871		0.8116684		0.18966293		1.8705797		2.429483		0.8873644		0.49846745		Yes		No		No		TA80247_4565		0		0

		A_99_P039629		9.616776		9.844148		10.909203		10.48697		9.273796		8.5306015		8.694988		10.097294		8.609494		9.312801		8.880263		9.93299		-1.2683742		-2.4855173		-4.640288		-1.3100992		-2.0101209		-1.4452773		-4.0810466		-1.4681301		-0.34298038		-1.3135462		-2.2142143		-0.3896761		-1.0072823		-0.5313463		-2.0289392		-0.5539799		Yes		Yes		Yes		CA682213		0		wlm24.pk0031.g2 wlm24 Triticum aestivum cDNA clone wlm24.pk0031.g2 5' end, mRNA sequence [CA682213]

		A_99_P471857		3.5317745		2.9925945		3.7819545		2.3354003		3.3118734		2.9137638		5.691662		4.5661407		3.4870853		3.2701826		5.3630943		4.9772096		-1.1646538		-1.0561616		3.7573287		4.6937475		-1.0314609		1.2121667		2.9920614		6.2411385		-0.21990108		-0.07883072		1.9097073		2.2307403		-0.04468918		0.27758813		1.5811398		2.6418092		Yes		Yes		Yes		CD866211		TC417630		Rep: Ent-kaurene oxidase 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (23%) [TC417630]

		A_99_P259486		8.880821		9.218488		9.187506		9.149756		10.019474		11.992547		11.231434		9.07777		10.515624		10.534831		11.288097		8.991196		2.2017534		6.8402987		4.1236677		-1.0511628		3.105451		2.490341		4.288852		-1.116173		1.1386528		2.7740593		2.0439281		-0.0719862		1.6348028		1.3163433		2.1005917		-0.15856075		Yes		Yes		Yes		TA69858_4565		TC389458		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC389458]

		A_99_P302191		5.8073444		6.0315003		5.60111		6.7207484		5.806951		7.9154987		7.850851		6.81243		6.2356935		7.5110054		7.9987526		7.0563774		-1.0002728		3.690966		4.755975		1.0656115		1.3456928		2.7885306		5.2694144		1.2619275		-3.93E-04		1.8839984		2.249741		0.09168148		0.42834902		1.4795051		2.3976426		0.335629		Yes		Yes		Yes		TA82324_4565		TC411533		0

		A_99_P425522		1.839993		4.347874		2.3286011		1.7113647		1.513723		1.7572931		2.2171142		2.1230679		4.4830146		10.546254		8.462509		4.372064		-1.2537676		-6.023412		-1.0803411		1.3302553		6.2463856		73.43419		70.22478		6.3233953		-0.32626998		-2.590581		-0.11148691		0.4117031		2.6430216		6.19838		6.1339083		2.6606994		Yes		Yes		Yes		TA77707_4565		TC385151		Rep: TPR domain protein - Musa acuminata (Banana), partial (69%) [TC385151]

		A_99_P513522		6.6205673		6.4666123		4.734033		4.6056895		5.212481		4.5148435		3.3045928		3.4688637		4.960669		5.626023		4.0434775		3.7948923		-2.6538491		-3.8684855		-2.6934218		-2.1989667		-3.1599424		-1.7907817		-1.613905		-1.7541806		-1.4080863		-1.9517689		-1.4294403		-1.1368258		-1.6598983		-0.8405895		-0.6905556		-0.8107972		Yes		No		No		TC437658		TC437658		Rep: Cysteine proteinase precursor - Hordeum vulgare (Barley), partial (30%) [TC437658]

		A_99_P399162		4.232716		4.2377987		4.062737		4.3447795		2.8655386		2.4811542		3.8354218		1.8921876		3.1039362		2.5655882		2.7712648		2.4589446		-2.5796537		-3.3791127		-1.1706544		-5.4739866		-2.1867373		-3.1870253		-2.447777		-3.6956675		-1.3671775		-1.7566445		-0.22731519		-2.452592		-1.1287799		-1.6722105		-1.2914722		-1.8858349		Yes		No		No		TA110230_4565		TC423830		Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC423830]

		A_99_P411272		11.419011		11.482854		11.319908		11.140274		11.083584		10.714764		10.215587		11.139434		10.989014		11.056371		10.440133		11.216362		-1.261751		-1.7030139		-2.1499774		-1.0005826		-1.3472311		-1.3439535		-1.8400884		1.0541557		-0.33542728		-0.76809025		-1.1043215		-8.40E-04		-0.42999744		-0.42648315		-0.87977505		0.07608795		No		Yes		Yes		CK206774		TC373341		Rep: Os05g0399100 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC373341]

		A_99_P580902		14.994087		14.335778		12.573255		14.230676		15.043149		13.664199		10.928918		14.057523		14.591816		13.48172		10.2765		14.059438		1.0345919		-1.5928158		-3.126041		-1.12752		-1.3215868		-1.8075784		-4.9135127		-1.1260242		0.049061775		-0.67157936		-1.6443367		-0.17315292		-0.40227127		-0.85405827		-2.2967548		-0.17123795		No		Yes		Yes		DR740377		TC373792		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P555047		2.1295836		2.5348396		2.3337796		4.5385985		2.2082908		7.269741		8.746236		6.591433		3.765276		5.1957626		8.317699		7.350222		1.0560713		26.62854		85.18081		4.149204		3.1073663		6.3243756		63.290634		7.0207424		0.07870722		4.7349014		6.4124565		2.0528345		1.6356924		2.660923		5.98392		2.8116236		Yes		Yes		Yes		AK335181		TC454209		Triticum aestivum cDNA, clone: WT012_E07, cultivar: Chinese Spring [AK335181]

		A_99_P318641		7.7423873		7.043259		5.0117493		5.1221576		6.9626393		7.389238		7.3693748		6.282476		7.4545097		7.3162503		7.8216147		5.1144977		-1.716831		1.2710129		5.125261		2.2350674		-1.2208428		1.2083105		7.012192		-1.0053235		-0.77974796		0.34597874		2.3576255		1.1603184		-0.28787756		0.27299118		2.8098655		-0.007659912		No		Yes		Yes		TA87132_4565		TC422817		0

		A_99_P268701		11.812069		12.434319		11.3909		10.428962		10.1743965		11.098984		10.728068		9.400451		9.747731		11.7677765		10.052105		10.725124		-3.111634		-2.5233402		-1.5831866		-2.039918		-4.1824193		-1.587264		-2.5293992		1.227874		-1.6376724		-1.3353348		-0.6628313		-1.028511		-2.0643377		-0.66654205		-1.3387947		0.2961626		Yes		No		No		TA72505_4565		TC405613		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (46%) [TC405613]

		A_99_P239756		9.005225		9.735999		6.633714		9.305409		8.038082		8.312742		5.799265		7.558283		7.599739		8.545937		4.3581123		8.649808		-1.9549654		-2.6819026		-1.7831762		-3.356893		-2.6490703		-2.2816262		-4.8419957		-1.5752726		-0.96714306		-1.4232569		-0.8344493		-1.7471266		-1.4054861		-1.1900625		-2.2756019		-0.6556015		Yes		Yes		Yes		TA64369_4565		0		0

		A_99_P242791		8.618609		7.6915627		9.977239		9.398822		11.972518		15.054904		13.927025		12.265411		13.531301		13.272819		14.156802		12.333371		10.224147		164.65942		15.452691		7.29339		30.120861		47.876835		18.120659		7.645174		3.3539085		7.3633413		3.9497862		2.8665895		4.912691		5.581256		4.1795635		2.9345493		Yes		Yes		Yes		TA65180_4565		TC415690		Rep: PR17d precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (76%) [TC415690]

		A_99_P202316		10.143537		9.837896		8.6836815		7.943236		10.623535		12.132621		10.969754		9.1467085		11.246692		11.40297		11.462242		9.170398		1.3947423		4.906603		4.8772664		2.3029332		2.1482399		2.9589267		6.8616743		2.34106		0.4799986		2.2947245		2.2860727		1.2034726		1.1031551		1.565074		2.7785606		1.2271619		Yes		Yes		Yes		TA51694_4565		TC408777		Rep: Os05g0132100 protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC408777]

		A_99_P105030		7.569832		7.6974297		7.831953		7.6461906		8.854568		10.11291		9.310875		9.077926		9.9973		9.329528		9.750296		8.758716		2.4363742		5.334972		2.7874036		2.6977096		5.379486		3.0996346		3.7798858		2.1622374		1.2847357		2.4154806		1.4789219		1.431735		2.4274683		1.6320982		1.9183426		1.112525		Yes		Yes		Yes		DR741498		TC376288		FGAS030553 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741498]

		A_99_P154277		1.8183359		1.3271918		2.500117		1.9647917		6.8148727		7.327082		7.280993		3.647851		8.235078		7.027532		7.284056		3.8530567		31.923275		63.995136		27.490784		3.2110815		85.434204		51.996414		27.549215		3.7018976		4.9965367		5.9998903		4.780876		1.6830593		6.416742		5.7003403		4.7839394		1.888265		Yes		Yes		Yes		CJ949632		TC412373		CJ949632 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul27b03 5', mRNA sequence [CJ949632]

		A_99_P484747		8.95007		8.716628		9.825329		8.524671		9.692313		9.047042		11.929855		11.197816		10.068062		9.023495		11.948212		10.228332		1.6727743		1.2573739		4.3005657		6.378182		2.170446		1.2370181		4.355634		3.2572646		0.7422428		0.33041382		2.1045265		2.6731453		1.1179914		0.30686665		2.1228828		1.703661		Yes		Yes		Yes		TA49897_4565		TC424580		Rep: CI2C - Hordeum vulgare (Barley), partial (78%) [TC424580]

		A_99_P449922		11.4661255		10.867889		10.086266		10.218962		12.361573		13.150459		12.475548		10.357101		13.523742		12.020022		12.761078		10.357211		1.860187		4.8654385		5.2389665		1.1004852		4.1629786		2.2224224		6.385556		1.1005689		0.89544773		2.28257		2.3892822		0.13813972		2.0576162		1.152133		2.6748123		0.1382494		Yes		Yes		Yes		CD374021		TC403677		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC403677]

		A_99_P060813		6.5809116		6.585687		6.337847		7.435757		8.124194		9.800128		9.618966		9.3411		8.190888		8.855801		9.346626		9.538201		2.914569		9.282033		9.721095		3.7459784		3.0524693		4.823611		8.04883		4.294363		1.5432825		3.2144408		3.2811189		1.9053426		1.6099768		2.2701135		3.008779		2.1024442		Yes		Yes		Yes		CA746125		0		wri2s.pk005.c17 wri2s Triticum aestivum cDNA clone wri2s.pk005.c17 5' end, mRNA sequence [CA746125]

		A_99_P021254		8.345523		8.135983		7.466171		7.9138317		7.257534		7.0283027		6.0795436		6.8126836		7.369596		7.3847766		6.371984		7.9888406		-2.1257749		-2.1549895		-2.614667		-2.1452534		-1.9669044		-1.6832004		-2.134927		1.0533675		-1.0879889		-1.1076808		-1.3866272		-1.1011481		-0.9759269		-0.7512069		-1.0941868		0.07500887		Yes		No		No		CK210479		TC379363		FGAS022299 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210479]

		A_99_P324636		8.798499		9.543764		9.784612		10.1865225		8.684993		8.308464		8.249933		9.58785		8.022175		9.2090645		8.336621		9.555165		-1.0818543		-2.3543031		-2.8972385		-1.5143229		-1.7127615		-1.2611148		-2.7282774		-1.5490215		-0.11350632		-1.2353001		-1.5346785		-0.59867287		-0.7763243		-0.33469963		-1.4479904		-0.6313572		No		Yes		Yes		TA88931_4565		TC432298		Rep: Glial growth factor - Rattus norvegicus (Rat), partial (5%) [TC432298]

		A_99_P419827		2.0066288		1.811092		1.2905862		1.2895228		3.0015373		2.4476583		4.556131		9.9356		4.509464		1.2926626		3.8591201		5.680592		1.9929543		1.5546247		9.616718		400.61627		5.6679816		-1.432395		5.932063		20.981842		0.9949086		0.6365663		3.2655447		8.646077		2.502835		-0.5184294		2.568534		4.3910694		Yes		Yes		Yes		TA67455_4565		TC380558		0

		A_99_P531502		7.8731804		7.6323566		6.7261033		6.3010044		6.739025		6.2987533		6.0247498		5.2036695		6.6137233		6.9595895		5.8111095		6.1913934		-2.1949		-2.5203137		-1.6260296		-2.1395907		-2.3940563		-1.5941277		-1.8855609		-1.0789373		-1.1341553		-1.3336034		-0.70135355		-1.0973349		-1.2594571		-0.67276716		-0.91499376		-0.109611034		Yes		No		No		CA680077		TC445091		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC445091]

		A_99_P331971		11.344979		11.219315		8.917385		8.308389		11.05058		10.691686		7.6864967		8.304089		10.6443405		11.016774		7.6153274		8.026972		-1.2263741		-1.441558		-2.3471148		-1.0029851		-1.6252242		-1.1507229		-2.4658034		-1.215388		-0.29439926		-0.5276289		-1.2308884		-0.0043001175		-0.7006388		-0.2025404		-1.3020577		-0.2814169		No		Yes		Yes		TA91138_4565		TC422481		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC422481]

		A_99_P000097		6.4574184		6.4261346		6.051752		6.312222		6.0708194		5.131005		5.263737		4.7674203		5.0634227		4.8805766		4.0231495		5.817604		-1.307308		-2.4539907		-1.726697		-2.9176397		-2.6280556		-2.9191694		-4.080095		-1.4089476		-0.38659906		-1.2951298		-0.7880149		-1.5448017		-1.3939958		-1.545558		-2.0286026		-0.49461794		Yes		No		No		AJ000153		TC417915		Triticum aestivum mRNA for sucrose synthase type 2 [AJ000153]

		A_99_P381407		2.9538596		3.4724824		2.798622		3.4038525		4.360607		4.8138905		4.0603366		3.7554512		4.3938518		3.955835		4.7000823		3.6619017		2.6513877		2.5339851		2.3978057		1.2759738		2.713194		1.3979887		3.7359118		1.1958606		1.4067476		1.341408		1.2617147		0.35159874		1.4399922		0.48335266		1.9014604		0.25804925		Yes		No		No		TA105876_4565		TC438090		0

		A_99_P408977		8.242177		8.34776		7.4552174		8.561868		9.328684		9.4391985		10.15842		9.823722		9.665196		9.792973		9.902805		9.473632		2.1235924		2.1308637		6.5124583		2.3980374		2.6814613		2.7230291		5.4550333		1.8813447		1.0865068		1.0914383		2.7032022		1.2618542		1.4230194		1.4452124		2.447588		0.91176414		Yes		Yes		Yes		CJ573148		TC371010		Rep: Ascorbate peroxidase - Hordeum vulgare (Barley), partial (84%) [TC371010]

		A_99_P338811		6.6267867		5.97685		6.328251		6.5530453		5.894378		4.9302382		5.2188077		6.0897803		5.8586183		5.754841		5.366511		6.434273		-1.6614105		-2.0656729		-2.1576235		-1.3786583		-1.7031063		-1.1663568		-1.9476575		-1.0858107		-0.7324085		-1.0466118		-1.1094432		-0.46326494		-0.76816845		-0.22200918		-0.96174		-0.11877251		No		Yes		Yes		TA93249_4565		TC388287		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC388287]

		A_99_P422672		2.2742772		1.7786833		3.2457523		1.8646511		3.3498495		3.1740198		4.7459135		3.244425		6.9440665		2.4390852		5.010221		3.238226		2.1075578		2.6304991		2.8287432		2.602276		25.45345		1.5805229		3.3974886		2.5911183		1.0755723		1.3953365		1.5001612		1.379774		4.6697893		0.66040194		1.7644687		1.3735749		Yes		No		No		TC382807		TC382807		Rep: Os08g0205000 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC382807]

		A_99_P302696		2.882428		4.019445		4.2535114		3.0314567		4.3767037		5.5322323		6.5089087		4.2845173		6.2693653		4.9809213		6.9148154		4.2777634		2.817227		2.8536084		4.7746577		2.3834653		10.4609165		1.9473016		6.326046		2.3723333		1.4942758		1.5127873		2.2553973		1.2530606		3.3869374		0.9614763		2.661304		1.2463067		Yes		No		No		AB055077		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		A_99_P203361		13.278995		13.215497		12.522023		12.3760195		12.077831		12.174805		11.288968		10.603934		11.989205		12.569049		11.167455		11.964223		-2.29925		-2.0572147		-2.3506424		-3.4154725		-2.4449234		-1.5653098		-2.5572062		-1.3303415		-1.2011633		-1.0406923		-1.2330551		-1.7720852		-1.2897892		-0.64644814		-1.3545685		-0.41179657		Yes		No		No		TA52032_4565		TC437502		Rep: Ferredoxin-NADP(H) oxidoreductase - Triticum aestivum (Wheat), partial (22%) [TC437502]

		A_99_P310906		7.7706757		6.9532723		6.43856		7.299624		8.275705		8.546204		7.6095505		7.1162353		8.918637		8.134583		7.858809		7.3136897		1.4191525		3.0166163		2.2516623		-1.135548		2.2160058		2.2678277		2.676317		1.0097973		0.5050297		1.5929313		1.1709905		-0.18338871		1.1479616		1.1813111		1.420249		0.0140657425		No		Yes		Yes		TA84924_4565		TC399520		0

		A_99_P449202		6.677237		6.817325		7.539856		7.2696724		6.5535407		6.366874		6.5679054		6.46051		6.1784453		6.630713		6.481794		6.651426		-1.0895227		-1.3664672		-1.9614908		-1.7521942		-1.4130296		-1.138088		-2.0821328		-1.5350084		-0.12369633		-0.4504509		-0.97195053		-0.8091626		-0.4987917		-0.18661213		-1.0580621		-0.61824656		No		Yes		Yes		TC403131		TC403131		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC403131]

		A_99_P287386		10.850415		11.854642		11.37979		10.7825575		10.15453		10.160449		10.178365		10.128304		9.418326		10.881218		9.767648		10.481624		-1.6198785		-3.235958		-2.2996678		-1.5738019		-2.6983712		-1.963495		-3.0570552		-1.2319416		-0.69588566		-1.6941929		-1.2014256		-0.65425396		-1.4320889		-0.97342396		-1.6121426		-0.30093384		Yes		Yes		Yes		TA78038_4565		TC381618		0

		A_99_P519212		8.128098		6.890188		7.834902		6.938069		8.355864		8.977211		8.538484		8.191863		9.054375		7.9166827		8.967759		7.0501266		1.1710203		4.248704		1.628543		2.3846776		1.9003658		2.0370686		2.1929264		1.0807686		0.22776604		2.0870228		0.7035818		1.2537942		0.92627716		1.0264945		1.1328573		0.112057686		Yes		No		No		DR739931		TC440087		FGAS000197 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739931]

		A_99_P344671		2.435705		3.041629		3.8299596		3.0904293		3.4185011		3.7034252		5.379378		4.3620887		4.4401107		3.416446		5.3684983		4.024774		1.9762921		1.582051		2.9269907		2.414391		4.0122337		1.296675		2.9050012		1.9110225		0.9827962		0.6617961		1.5494182		1.2716594		2.0044057		0.3748169		1.5385387		0.93434477		Yes		No		No		TA95080_4565		0		0

		A_99_P446567		8.73038		8.089528		9.018117		8.938348		8.652315		7.5526123		8.3153		6.916434		7.097716		7.3057046		7.0902		7.117273		-1.0556012		-1.4508675		-1.6276798		-4.0612226		-3.100851		-1.7216877		-3.8050542		-3.5334437		-0.07806492		-0.5369158		-0.70281696		-2.021914		-1.6326642		-0.7838235		-1.927917		-1.821075		Yes		No		No		CV760841		TC401277		Rep: Decapping protein 2-like - Oryza sativa subsp. japonica (Rice), partial (50%) [TC401277]

		A_99_P306826		7.358872		7.7152467		7.6624184		7.64236		8.228823		8.618775		8.738984		8.035199		7.987434		8.557942		8.76205		8.141731		1.8276005		1.8706357		2.1090097		1.3129746		1.5460232		1.793398		2.1429992		1.4135971		0.8699508		0.9035287		1.0765657		0.39283895		0.628562		0.8426957		1.0996313		0.49937105		No		Yes		Yes		AK330370		TC420458		Triticum aestivum cDNA, clone: SET1_F05, cultivar: Chinese Spring [AK330370]

		A_99_P287391		11.016759		12.090804		11.5737915		10.931058		10.291568		10.395236		10.388524		10.307098		9.581002		11.120479		9.956446		10.6196785		-1.6531196		-3.239044		-2.2740555		-1.541099		-2.7052402		-1.9592825		-3.0681007		-1.2408936		-0.7251911		-1.6955681		-1.1852674		-0.62395954		-1.4357567		-0.97032547		-1.6173458		-0.31137943		Yes		Yes		Yes		TA78039_4565		TC418566		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC418566]

		A_99_P235541		5.664381		4.641397		5.881849		6.235848		9.708106		9.381797		10.492459		8.20622		11.751901		9.763585		10.660548		8.515343		16.49235		26.73022		24.430483		3.9186907		68.00268		34.8283		27.449337		4.855079		4.043725		4.7404		4.6106105		1.9703717		6.0875196		5.122188		4.7786994		2.2794948		Yes		Yes		Yes		TA63222_4565		TC405266		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (37%) [TC405266]

		A_99_P342071		9.539468		9.627563		7.937935		9.713279		7.84502		7.554444		6.821181		8.233746		8.372766		8.089878		6.5481296		9.222518		-3.2365303		-4.207956		-2.168585		-2.788585		-2.2449794		-2.9032834		-2.620433		-1.4051857		-1.694448		-2.0731196		-1.116754		-1.4795332		-1.1667023		-1.5376854		-1.3898053		-0.4907608		Yes		No		No		TA94221_4565		TC411413		0

		A_99_P427717		9.4547205		11.484426		11.697331		8.556284		9.36147		9.413415		10.948941		8.265136		7.4329414		9.960334		11.15192		7.9294906		-1.0667708		-4.201809		-1.6799173		-1.2236137		-4.0608425		-2.876056		-1.4594362		-1.5441291		-0.093250275		-2.0710106		-0.7483902		-0.2911482		-2.021779		-1.5240917		-0.5454111		-0.6267934		Yes		No		No		AK334735		TC386761		Triticum aestivum cDNA, clone: WT010_O04, cultivar: Chinese Spring [AK334735]

		A_99_P446642		9.712931		10.559584		10.060741		10.101165		9.193723		9.036075		9.654134		9.507907		8.532073		9.817225		9.498239		9.876792		-1.4331682		-2.8748946		-1.3255652		-1.5086497		-2.267115		-1.6729081		-1.476829		-1.1682693		-0.51920795		-1.523509		-0.40660763		-0.5932579		-1.1808577		-0.7423582		-0.56250286		-0.22437286		No		Yes		Yes		CA730297		TC401333		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC401333]

		A_99_P264616		9.235402		9.564278		10.859508		10.257236		10.292113		10.567978		12.582665		10.60547		11.04054		10.332276		12.690536		10.990125		2.080184		2.0051363		3.3015828		1.2730016		3.4946249		1.7029059		3.557905		1.661964		1.0567112		1.0037003		1.7231579		0.34823418		1.8051376		0.7679987		1.831028		0.7328892		Yes		Yes		Yes		TA71290_4565		TC440394		Rep: Multidrug resistance associated protein MRP2 - Triticum aestivum (Wheat), partial (8%) [TC440394]

		A_99_P304036		9.224569		9.072741		9.726333		9.359309		9.430291		10.187031		10.0627165		9.418767		9.957211		9.613938		10.39346		9.45189		1.1532632		2.1648848		1.2625879		1.0420741		1.6616784		1.4551802		1.5879083		1.066276		0.20572186		1.1142902		0.33638382		0.05945778		0.7326412		0.5411978		0.6671276		0.092580795		No		Yes		Yes		TA82878_4565		TC436001		Rep: Zinc finger, C3HC4 type family protein, expressed - Oryza sativa subsp. japonica (Rice), complete [TC436001]

		A_99_P218356		4.3866134		4.093956		3.8780317		4.2122645		3.179621		2.9188645		3.4729855		2.5569034		2.814127		2.2976396		2.6348453		2.7239053		-2.3085587		-2.2580721		-1.3241314		-3.1500204		-2.9741685		-3.4733226		-2.367208		-2.805697		-1.2069924		-1.1750915		-0.40504622		-1.6553612		-1.5724864		-1.7963164		-1.2431865		-1.4883592		Yes		No		No		TA57521_4565		TC390152		Rep: Heat shock protein 16.9B - Triticum aestivum (Wheat), complete [TC390152]

		A_99_P445424		4.1629195		3.700019		4.6398587		4.284874		3.1073837		2.6742532		2.5430586		2.8135803		4.4694314		2.2893355		4.2613854		3.8014631		-2.07849		-2.0360396		-4.2775955		-2.7727041		1.236714		-2.6586306		-1.2999655		-1.3980451		-1.0555358		-1.0257657		-2.0968		-1.4712937		0.30651188		-1.4106834		-0.37847328		-0.48341084		Yes		No		No		TC404471		TC404471		Rep: Wali2 protein - Triticum aestivum (Wheat), partial (14%) [TC404471]

		A_99_P232566		7.415259		7.6918063		7.916618		7.1358223		6.365663		6.5473695		7.0165324		6.779861		6.4330025		6.8475585		7.1474967		7.002737		-2.0699499		-2.2105982		-1.8661765		-1.2798381		-1.9755528		-1.7953285		-1.7042313		-1.0966364		-1.0495958		-1.1444368		-0.90008545		-0.35596132		-0.9822564		-0.8442478		-0.76912117		-0.13308525		No		Yes		Yes		AK335323		TC440821		Triticum aestivum cDNA, clone: WT012_J21, cultivar: Chinese Spring [AK335323]

		A_99_P197731		14.220759		14.534516		12.8048935		13.385014		13.479152		13.234936		11.145648		12.835975		13.418576		13.742615		10.844956		12.606231		-1.6720381		-2.4615731		-3.158513		-1.4631107		-1.7437378		-1.7313551		-3.8904502		-1.7156827		-0.74160767		-1.2995806		-1.6592455		-0.5490389		-0.80218315		-0.7919016		-1.9599371		-0.77878284		Yes		Yes		Yes		CK208537		TC433827		FGAS020251 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208537]

		A_99_P043636		4.28404		4.0679607		3.892872		4.0647836		2.2837346		2.901248		3.4136572		2.234026		2.6025465		3.3620894		3.0584018		2.7469585		-4.000847		-2.2449958		-1.3939849		-3.5572383		-3.2075984		-1.6311295		-1.7832022		-2.4929001		-2.0003054		-1.1667128		-0.4792149		-1.8307576		-1.6814935		-0.70587134		-0.8344703		-1.3178251		Yes		No		No		AK331863		TC443045		Triticum aestivum cDNA, clone: WT002_I22, cultivar: Chinese Spring [AK331863]

		A_99_P087225		5.4787827		6.3647194		6.930092		6.55137		5.23581		5.112956		5.406246		6.34935		5.1272445		5.9131064		5.227404		6.161988		-1.1834288		-2.381323		-2.8755655		-1.150308		-1.2759203		-1.3675684		-3.255068		-1.3098326		-0.24297285		-1.2517633		-1.5238457		-0.20202017		-0.35153818		-0.45161295		-1.7026877		-0.38938236		No		Yes		Yes		CK162600		0		FGAS015198 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162600]

		A_99_P461552		9.292775		8.725914		6.7602844		7.473858		8.752818		7.6914425		4.8625913		8.042268		8.834268		7.5807366		4.574169		7.237924		-1.4539292		-2.0483632		-3.726169		1.4828883		-1.3741195		-2.211733		-4.5507846		-1.1776687		-0.53995705		-1.0344715		-1.8976932		0.5684099		-0.45850754		-1.1451774		-2.1861153		-0.23593378		Yes		Yes		Yes		CJ594872		TC411544		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC411544]

		A_99_P480737		4.3878994		4.117934		3.668723		4.1299195		3.02055		1.9142238		2.9656966		3.513767		2.4143894		2.6698818		2.3905923		2.3939507		-2.5799613		-4.606626		-1.6279163		-1.532782		-3.9272244		-2.7283947		-2.4252455		-3.331031		-1.3673494		-2.2037106		-0.70302653		-0.6161525		-1.97351		-1.4480524		-1.2781308		-1.7359688		Yes		No		No		TC422528		TC422528		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC422528]

		A_99_P128910		3.4757702		3.3467674		3.8252041		3.8176117		6.2101645		6.312062		6.5199127		4.2397885		7.8965325		5.151794		6.930956		4.6966114		6.654795		7.8098474		6.47423		1.3399478		21.418152		3.494356		8.608439		1.8390998		2.7343943		2.9652944		2.6947086		0.42217684		4.420762		1.8050265		3.1057518		0.8789997		Yes		Yes		Yes		CJ707256		TC408305		CJ707256 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n9m10 5', mRNA sequence [CJ707256]

		A_99_P249846		8.668913		9.063661		7.8071275		9.290917		8.863563		9.21822		9.115174		9.410923		8.777711		9.270556		8.969129		9.573879		1.1444463		1.1130815		2.4760609		1.0867391		1.0783294		1.1542021		2.237676		1.2166902		0.1946497		0.15455914		1.3080468		0.12000561		0.10879803		0.20689583		1.1620011		0.28296185		No		Yes		Yes		TA67091_4565		0		0

		A_99_P118570		4.8157315		4.481241		6.1850777		5.7840323		4.3402514		2.9691727		3.9646966		4.6723533		3.661504		3.8108037		3.8593433		5.2776237		-1.3903809		-2.852187		-4.660165		-2.16097		-2.2256513		-1.5915556		-5.013209		-1.4205097		-0.47548008		-1.5120685		-2.220381		-1.1116791		-1.1542275		-0.6704376		-2.3257344		-0.5064087		Yes		Yes		Yes		CJ535737		0		CJ535737 Y.Ogihara unpublished cDNA library Wh_EMI Triticum aestivum cDNA clone rwhei15k13 3', mRNA sequence [CJ535737]

		A_99_P273411		8.140593		8.67223		8.749867		9.26685		8.601196		9.434179		10.204297		9.769786		8.540551		9.253264		10.099328		9.672183		1.3761176		1.6957806		2.7404819		1.417094		1.31947		1.4959217		2.5481684		1.3243942		0.4606037		0.76194954		1.4544296		0.5029354		0.3999586		0.58103466		1.3494606		0.40533257		No		Yes		Yes		TA73955_4565		TC409999		Rep: Longin-like - Medicago truncatula (Barrel medic), complete [TC409999]

		A_99_P367082		7.0577617		6.1711063		6.40621		5.850841		5.973603		4.3777623		4.0197453		5.23161		6.372885		5.73168		4.932831		5.706574		-2.1201391		-3.466174		-5.2287445		-1.5360564		-1.6075643		-1.356065		-2.776715		-1.105169		-1.0841589		-1.793344		-2.3864646		-0.6192312		-0.68487644		-0.43942642		-1.4733791		-0.14426708		Yes		No		No		TA102378_4565		TC443319		0

		A_99_P507122		2.6071165		1.7163086		1.4035612		1.2588385		2.3732646		3.1996963		3.3767214		2.3647583		4.908936		2.3979244		3.7919905		2.4504273		-1.1759706		2.7960453		3.9262722		2.1523604		4.930793		1.6039351		5.2358694		2.2840414		-0.23385191		1.4833877		1.9731601		1.1059197		2.3018196		0.6816158		2.3884292		1.1915888		Yes		Yes		Yes		TC434830		TC434830		0

		A_99_P322201		10.059822		9.426193		8.910974		9.107899		10.92791		11.920093		11.452367		10.271893		12.306783		11.068954		11.828728		9.658768		1.825242		5.6329837		5.8215094		2.240769		4.7468176		3.1226292		7.556689		1.4649678		0.86808777		2.4938993		2.5413933		1.1639938		2.2469606		1.6427612		2.9177542		0.550869		Yes		Yes		Yes		TA88202_4565		TC379280		Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC379280]

		A_99_P518962		7.030516		7.088278		6.703926		6.4660645		6.684071		5.571831		5.0590014		5.96557		6.406246		6.206842		5.1903176		5.9347367		-1.2714238		-2.8608553		-3.1273153		-1.4146984		-1.5414306		-1.8422079		-2.855233		-1.4452586		-0.34644508		-1.5164466		-1.6449246		-0.5004945		-0.62426996		-0.8814359		-1.5136085		-0.5313277		Yes		Yes		Yes		TA58585_4565		TC440088		0

		A_99_P120624		3.871217		3.6441615		1.3654318		1.894395		3.3281243		4.5496783		3.8776188		2.5754552		4.526579		4.118863		3.616048		3.444949		-1.4570928		1.8732154		5.704842		1.6033175		1.575011		1.3896308		4.758861		2.9292958		-0.5430927		0.90551686		2.512187		0.6810602		0.6553619		0.47470164		2.2506163		1.5505539		Yes		Yes		Yes		CJ671246		TC445926		CJ671246 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv5d24 5', mRNA sequence [CJ671246]

		A_99_P385662		8.5491495		7.7502418		7.2128453		7.8324866		7.4976716		6.800306		5.8518806		6.388155		7.3564363		7.022304		6.013676		6.4140053		-2.072652		-1.9317869		-2.568569		-2.7213671		-2.2858224		-1.6562698		-2.296074		-2.67304		-1.0514779		-0.9499359		-1.3609648		-1.4443316		-1.1927133		-0.7279377		-1.1991692		-1.4184813		Yes		Yes		Yes		TA106918_4565		TC440244		0

		A_99_P343061		2.043279		1.9277945		2.4854574		2.8943443		2.2237463		6.7977676		7.852018		6.108291		4.568637		4.4912047		7.8694386		6.2450356		1.133251		29.242064		41.256813		9.278855		5.7571626		5.911033		41.758015		10.201372		0.18046737		4.869973		5.3665605		3.2139468		2.525358		2.5634103		5.383981		3.3506913		Yes		Yes		Yes		TA94553_4565		TC388445		0

		A_99_P427867		8.094104		7.8551083		9.00589		9.126725		8.037301		7.1141562		8.601342		8.763634		7.511297		7.1637115		7.882271		9.153188		-1.040158		-1.6712784		-1.3236738		-1.2861791		-1.4977602		-1.6148461		-2.1789289		1.0185117		-0.05680275		-0.740952		-0.4045477		-0.36309147		-0.5828066		-0.6913967		-1.1236191		0.026462555		No		Yes		Yes		TA59105_4565		TC432984		Rep: Os03g0751600 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC432984]

		A_99_P127325		11.234849		12.520836		12.642491		13.137108		10.651908		11.445114		11.289889		12.852729		10.473579		12.170375		11.909081		13.085147		-1.4978998		-2.1077762		-2.5537229		-1.217886		-1.6949816		-1.274968		-1.662564		-1.0366731		-0.58294106		-1.0757217		-1.352602		-0.284379		-0.76126957		-0.350461		-0.7334099		-0.051960945		No		Yes		Yes		CJ702790		TC409321		CJ702790 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n10k23 5', mRNA sequence [CJ702790]

		A_99_P061368		10.063258		8.640666		8.113765		8.067958		10.538756		10.848069		9.977642		8.367317		11.456868		10.545475		10.240651		8.679167		1.3903983		4.618432		3.6398456		1.2305979		2.627353		3.7445931		4.3677382		1.5275387		0.4754982		2.2074032		1.8638773		0.29935932		1.39361		1.904809		2.1268864		0.6112089		Yes		Yes		Yes		CA698103		0		0

		A_99_P528217		5.79402		4.5264363		3.1853282		5.2256413		7.621105		9.144763		7.2575436		5.426191		8.233293		8.219653		7.445766		6.1532807		3.5481944		24.561499		16.821274		1.1491361		5.4236813		12.935078		19.165476		1.9021611		1.827085		4.6183267		4.072215		0.2005496		2.4392724		3.6932168		4.260438		0.9276395		Yes		Yes		Yes		TC443751		TC443751		Rep: Cadmium tolerance factor - Triticum aestivum (Wheat), partial (22%) [TC443751]

		A_99_P298826		2.7050946		2.1357725		1.333629		2.9207008		3.614907		3.945678		3.7895699		3.5150692		4.3437223		3.4975846		4.2449565		4.0596166		1.8788012		3.5061934		5.4867077		1.5098115		3.1136954		2.570078		7.5231004		2.2021546		0.90981245		1.8099055		2.4559407		0.59436846		1.6386278		1.3618121		2.9113274		1.1389158		Yes		Yes		Yes		TA81332_4565		TC399367		Rep: WRKY transcription factor - Triticum aestivum (Wheat), partial (11%) [TC399367]

		A_99_P215961		6.4705048		5.828153		6.8614564		6.795851		7.5959315		6.4923954		9.192473		7.3426385		6.7438617		6.419264		7.9444203		7.021581		2.1816607		1.5847358		5.031599		1.4608289		1.2086169		1.5064061		2.1183836		1.1693687		1.1254268		0.66424227		2.331017		0.54678726		0.2733569		0.5911107		1.082964		0.22572994		Yes		Yes		Yes		TA56514_4565		TC376165		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa subsp. japonica (Rice), partial (64%) [TC376165]

		A_99_P479427		1.3946656		1.8928629		1.7219445		1.3687466		2.539139		5.830235		8.71413		3.5245583		7.1370444		4.526942		9.611735		2.7611144		2.2106543		15.320295		127.3086		4.4561934		53.53382		6.2077866		237.17218		2.6250916		1.1444734		3.9373722		6.992186		2.1558118		5.7423787		2.634079		7.889791		1.3923677		Yes		Yes		Yes		TC421811		TC421811		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC421811]

		A_99_P297126		9.1322775		8.792197		5.676561		5.8466663		7.7399592		6.715321		3.1961606		4.0458336		6.6703277		7.987826		3.995599		4.0171504		-2.6250014		-4.218927		-5.580523		-3.4842129		-5.5096087		-1.7463846		-3.2064166		-3.554178		-1.3923182		-2.0768762		-2.4804003		-1.8008327		-2.4619498		-0.80437136		-1.6809618		-1.8295159		Yes		No		No		TA80836_4565		TC387338		Rep: Laccase-4 precursor - Oryza sativa subsp. japonica (Rice), partial (33%) [TC387338]

		A_99_P404182		2.900111		1.6431557		2.3277557		2.3540275		3.7664156		5.8375793		7.742308		7.1539993		5.2522306		5.7154098		8.232831		6.9935055		1.8229874		18.308271		42.652332		27.857069		5.1057386		16.82173		59.92454		24.924242		0.86630464		4.1944237		5.4145527		4.7999716		2.3521197		4.072254		5.905075		4.6394777		Yes		Yes		Yes		TA111454_4565		TC394086		Rep: Lipase (Class 3) family-like protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC394086]

		A_99_P346871		3.8791368		3.7133229		4.196249		3.254739		7.8405824		8.24739		7.6310716		8.588145		7.792334		7.4212947		7.354613		5.971405		15.57808		23.168089		10.813956		40.319515		15.065716		13.0680485		8.928165		6.573519		3.9614456		4.534067		3.4348226		5.3334064		3.9131973		3.7079718		3.1583638		2.716666		Yes		Yes		Yes		TA95769_4565		TC448247		MIPARRLS Podospora anserina mtDNA for large subunit rRNA, partial (3%) [TC448247]

		A_99_P346301		10.334286		10.22383		9.606232		9.735349		9.895789		9.294815		8.583104		9.176586		9.439078		9.698472		8.46865		9.517681		-1.3551913		-1.9039758		-2.03232		-1.4730052		-1.8598772		-1.4392909		-2.2001195		-1.162852		-0.4384966		-0.92901516		-1.0231276		-0.55876255		-0.8952074		-0.5253582		-1.1375818		-0.21766758		No		Yes		Yes		TA95586_4565		0		0

		A_99_P441142		9.185255		9.249087		9.951564		9.713836		9.241309		10.242696		11.398598		11.654335		10.459903		9.046631		11.032233		11.304883		1.0396184		1.9911591		2.7264693		3.8383846		2.4193974		-1.1506559		2.1150172		3.0126796		0.056054115		0.9936085		1.4470339		1.9404993		1.2746477		-0.20245647		1.0806694		1.5910473		Yes		No		No		CK206425		TC427986		FGAS018018 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206425]

		A_99_P407092		7.1532693		7.3474116		8.035137		7.1791687		7.09267		7.550307		6.354795		6.718844		6.984156		7.024529		6.612404		6.697969		-1.0428989		1.1510059		-3.2050397		-1.3758515		-1.1243671		-1.2508273		-2.6809297		-1.3959041		-0.060599327		0.20289516		-1.6803422		-0.46032476		-0.16911316		-0.32288265		-1.4227333		-0.48119974		No		Yes		Yes		TC369228		TC369228		Rep: NADH-quinone oxidoreductase - Geobacter metallireducens (strain GS-15 / ATCC 53774 / DSM 7210), partial (3%) [TC369228]

		A_99_P000506		10.631183		11.259285		10.301263		9.702128		9.035283		10.043719		9.638901		8.832793		8.804204		10.568526		9.235671		9.908418		-3.0228295		-2.3223183		-1.5826718		-1.8268209		-3.5479329		-1.6141322		-2.0930283		1.1537169		-1.5958996		-1.2155657		-0.6623621		-0.8693352		-1.8269787		-0.6907587		-1.0655918		0.20628929		Yes		No		No		AF265294		TC371950		Triticum aestivum violaxanthin de-epoxidase (WVDE) mRNA, complete cds [AF265294]

		A_99_P202696		3.4706929		3.7008572		5.768347		7.0535827		5.846911		10.39465		10.637219		9.256761		6.006626		7.6744285		10.012626		9.241901		5.19174		103.52198		29.219765		4.6049256		5.799519		15.709565		18.95201		4.55774		2.376218		6.6937933		4.8688726		2.203178		2.5359333		3.9735713		4.244279		2.1883187		Yes		Yes		Yes		TA51819_4565		TC406664		Rep: Endo-beta-1,3-glucanase - Triticum aestivum (Wheat), partial (25%) [TC406664]

		A_99_P214136		14.794934		14.927476		15.349281		15.11232		14.827423		14.304314		14.48111		14.996376		14.477216		14.605473		14.275483		15.141276		1.022775		-1.5402476		-1.8253481		-1.0836838		-1.246358		-1.2500652		-2.1049678		1.0202738		0.032488823		-0.62316227		-0.8681717		-0.11594391		-0.3177185		-0.32200336		-1.0737982		0.028956413		No		Yes		Yes		TA55703_4565		0		0

		A_99_P462117		12.045651		11.600402		10.94386		10.3135195		10.716145		10.383203		10.08702		9.393341		10.354954		10.993293		9.631606		10.465759		-2.5131676		-2.3249495		-1.8110672		-1.8923492		-3.2281277		-1.5232038		-2.483292		1.1112934		-1.3295069		-1.2171993		-0.85684013		-0.9201784		-1.6906977		-0.60710907		-1.312254		0.1522398		Yes		No		No		TC411892		TC411892		Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC411892]

		A_99_P015819		3.3535137		3.964284		3.9576466		4.024033		3.8641784		2.4114993		3.791745		2.4524426		2.5439537		2.684184		2.6339395		3.1985035		1.4247065		-2.9338288		-1.1218671		-2.972322		-1.7526768		-2.4285579		-2.5030847		-1.7721854		0.5106647		-1.5527847		-0.16590166		-1.5715904		-0.80956006		-1.2800999		-1.3237071		-0.8255296		Yes		No		No		CK214966		0		FGAS026910 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214966]

		A_99_P159167		3.6495144		4.965229		5.028438		4.2982063		2.5474608		2.6462836		2.6243813		1.3985152		3.3787136		3.4373777		2.019126		2.7258778		-2.1466005		-4.9896736		-5.292894		-7.462666		-1.2064774		-2.8835607		-8.051805		-2.973843		-1.1020536		-2.3189454		-2.4040568		-2.899691		-0.27080083		-1.5278513		-3.0093122		-1.5723286		Yes		Yes		Yes		AK334553		TC385735		Triticum aestivum cDNA, clone: WT010_E14, cultivar: Chinese Spring [AK334553]

		A_99_P040958		1.2453231		1.2519019		1.2586359		1.7897607		1.3927988		1.2581605		1.2513665		1.5640651		4.9701915		4.2725635		3.4740658		1.956338		1.1076298		1.0043476		-1.0050515		-1.169341		13.221998		8.1153965		4.644199		1.1223925		0.14747572		0.006258607		-0.0072693825		-0.22569561		3.7248683		3.0206616		2.2154298		0.16657734		Yes		Yes		Yes		CA746609		0		wri2s.pk004.k22 wri2s Triticum aestivum cDNA clone wri2s.pk004.k22 5' end, mRNA sequence [CA746609]

		A_99_P589522		7.719527		7.2829623		8.888664		9.09319		8.620559		9.47041		11.093692		9.684381		9.184707		8.164529		10.952305		9.652633		1.8674012		4.5549903		4.6108336		1.5064892		2.760979		1.8423747		4.180399		1.4736997		0.901032		2.187448		2.2050276		0.59119034		1.4651799		0.8815665		2.0636406		0.5594425		Yes		Yes		Yes		AY226581		TC392174		Triticum aestivum caffeic acid O-methyltransferase (COMT1) mRNA, complete cds [AY226581]

		A_99_P206456		3.4073298		1.9518757		1.2528015		2.5349061		3.8759086		3.4356182		1.2508866		1.9693407		5.3621545		3.5134506		2.2956083		3.1059494		1.3837457		2.796733		-1.0013282		-1.4799675		3.8766882		2.951759		2.060232		1.4855975		0.46857882		1.4837425		-0.001914978		-0.56556547		1.9548247		1.5615749		1.0428067		0.57104325		Yes		No		No		TA53001_4565		TC457241		Rep: ORF1 protein - Hordeum vulgare (Barley), complete [TC457241]

		A_99_P597642		15.050708		15.182805		12.159205		12.928605		15.288165		15.226905		11.436112		14.034354		15.075343		15.336993		10.399267		13.025536		1.178913		1.0310396		-1.6507173		2.152106		1.0172225		1.1127952		-3.3868363		1.0694956		0.23745728		0.044099808		-0.72309303		1.1057491		0.024635315		0.15418816		-1.7599382		0.096930504		No		Yes		Yes		CK208553		TC445108		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P401582		4.534717		3.7488844		4.400669		4.0331044		3.7470157		2.3405287		3.4829524		3.5799835		3.0108368		2.986681		2.695283		2.8623836		-1.7263217		-2.6543446		-1.8891231		-1.3689985		-2.8756344		-1.6960791		-3.261162		-2.2512414		-0.78770137		-1.4083557		-0.91771674		-0.45312095		-1.5238802		-0.76220345		-1.7053862		-1.1707208		Yes		No		No		TA110833_4565		TC401012		Rep: PEAt1 - Alternaria tenuissima, partial (93%) [TC401012]

		A_99_P499032		8.0238905		7.9732685		8.004455		8.0638895		7.261114		6.78549		7.2671046		5.7913346		6.765651		6.8667245		6.529039		6.6570168		-1.6967528		-2.278017		-1.6671108		-4.8317804		-2.3920362		-2.1532922		-2.7806375		-2.6516175		-0.7627764		-1.1877785		-0.73735		-2.2725549		-1.2582393		-1.106544		-1.4754157		-1.4068727		Yes		No		No		CA617688		TC431299		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (63%) [TC431299]

		A_99_P133495		1.8587036		1.7758354		1.9855098		2.1197193		1.929594		3.670468		3.5733776		3.1068916		3.1012335		2.926944		3.935147		3.1199162		1.0503647		3.718273		3.0060475		1.982296		2.3661308		2.220845		3.8627741		2.000273		0.07089043		1.8946327		1.5878679		0.98717237		1.2425299		1.1511086		1.9496373		1.0001969		Yes		No		No		CV770436		TC409131		FGAS064829 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770436]

		A_99_P145261		8.554416		8.406171		10.101663		9.497057		10.240529		11.896203		12.167949		10.470307		11.781211		10.8289795		12.664281		10.200951		3.2178862		11.235809		4.1880717		1.9632589		9.36186		5.362139		5.9077888		1.628895		1.6861134		3.4900322		2.066286		0.9732504		3.2267952		2.4228086		2.5626183		0.70389366		Yes		Yes		Yes		CA728497		TC447552		wdi1c.pk004.o6 wdi1c Triticum aestivum cDNA clone wdi1c.pk004.o6 5' end, mRNA sequence [CA728497]

		A_99_P136455		10.660558		10.559981		8.525498		8.99383		10.084984		10.561881		11.372411		9.534038		10.598138		10.49926		11.31968		9.075772		-1.4902701		1.0013176		7.1945896		1.454182		-1.0442158		-1.0429871		6.9363747		1.0584422		-0.5755739		0.0018997192		2.8469124		0.54020786		-0.06241989		-0.060721397		2.7941818		0.08194256		No		Yes		Yes		BT008980		0		Triticum aestivum clone wdk2c.pk005.o10:fis, full insert mRNA sequence [BT008980]

		A_99_P455937		5.473205		5.080197		4.0121174		5.192283		7.2761207		9.306865		7.1457343		5.675691		8.419102		7.846605		7.3758864		5.990374		3.4892466		18.722067		8.776325		1.3980423		7.705543		6.804117		10.294266		1.7387987		1.8029156		4.226668		3.133617		0.48340797		2.9458966		2.766408		3.363769		0.79809093		Yes		No		No		CA670966		TC407713		Rep: Cadmium tolerance factor - Triticum aestivum (Wheat), partial (22%) [TC407713]

		A_99_P059321		6.119702		6.388191		6.221517		6.1448617		6.703051		6.5958323		7.6669445		6.52904		6.0865517		6.639993		7.295136		6.4191933		1.4983236		1.1547985		2.723435		1.305116		-1.023244		1.1906934		2.1047063		1.2094336		0.5833492		0.20764112		1.4454274		0.38417816		-0.033150196		0.25180197		1.0736189		0.27433157		No		Yes		Yes		AF512432		TC371983		Triticum aestivum cyclin D2 (CycD2) mRNA, complete cds [AF512432]

		A_99_P373627		1.2465533		1.4712881		1.2608684		1.7298437		2.894078		5.124824		5.623941		4.0834527		3.715995		2.8637083		6.3728466		3.7089527		3.1329565		12.584149		20.578592		5.1110125		5.538295		2.625187		34.582687		3.942495		1.6475247		3.6535358		4.3630724		2.353609		2.469442		1.3924202		5.111978		1.9791089		Yes		Yes		Yes		TA103963_4565		0		0

		A_99_P280676		10.538694		10.083741		10.0237		10.103545		9.9426985		9.240913		8.756982		9.344575		9.641826		9.478447		8.347263		10.01699		-1.5115156		-1.7935622		-2.4061356		-1.6922823		-1.8620201		-1.521289		-3.1963744		-1.061832		-0.5959959		-0.8428278		-1.2667179		-0.75897026		-0.8968687		-0.6052942		-1.6764364		-0.08655548		No		Yes		Yes		TA76074_4565		TC439227		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC439227]

		A_99_P557142		11.149016		11.363421		11.660243		11.565552		11.357945		10.925883		12.681323		12.734342		10.821919		11.207677		12.377393		12.463078		1.1558299		-1.3542913		2.0294375		2.2482305		-1.2544864		-1.1139964		1.643931		1.8628684		0.20892906		-0.43753815		1.02108		1.1687899		-0.32709694		-0.15574455		0.71714973		0.8975258		No		Yes		Yes		AK332255		TC455008		Triticum aestivum cDNA, clone: WT003_I14, cultivar: Chinese Spring [AK332255]

		A_99_P106460		3.678239		3.3731565		3.6508865		4.035415		2.3856914		2.697734		3.6218593		1.45613		2.0991712		1.9584287		2.4807236		2.4979732		-2.4496026		-1.5970644		-1.0203239		-5.9764347		-2.9877677		-2.6660943		-2.250371		-2.9027936		-1.2925477		-0.67542243		-0.029027224		-2.5792851		-1.579068		-1.4147278		-1.1701629		-1.537442		Yes		No		No		CA483945		TC399138		WHE3207_D01_H01ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3207_D01_H01, mRNA sequence [CA483945]

		A_99_P449087		5.990911		5.356945		5.3154106		6.1550407		6.645687		5.734984		6.7019057		6.1998353		7.375071		6.1691837		7.377182		6.326861		1.5743716		1.2995741		2.6144276		1.0315362		2.6101995		1.7559341		4.174986		1.1264788		0.6547761		0.37803888		1.3864951		0.04479456		1.38416		0.8122387		2.0617714		0.17182016		Yes		No		No		CK199723		TC403051		0

		A_99_P517172		8.978257		5.991037		4.1297994		6.761602		8.759556		7.9386115		6.9783273		6.942332		9.606297		9.291137		6.5312896		6.7143574		-1.1636857		3.8572552		7.2026505		1.1334572		1.5454632		9.849837		5.2834864		-1.0332896		-0.21870136		1.9475746		2.848528		0.18072987		0.62803936		3.3000998		2.4014902		-0.04724455		Yes		Yes		Yes		CD883332		TC439362		Rep: Myb4 transcription factor - Hordeum vulgare (Barley), partial (20%) [TC439362]

		A_99_P240281		14.051087		14.581885		13.970769		13.774167		14.25748		14.399681		13.3882475		14.07727		13.815892		14.518247		12.938947		13.890986		1.1537993		-1.1346161		-1.4974642		1.2337948		-1.177066		-1.0450983		-2.044605		1.0843416		0.20639229		-0.18220425		-0.58252144		0.3031025		-0.23519516		-0.06363869		-1.0318222		0.11681938		No		Yes		Yes		TA64555_4565		0		0

		A_99_P117760		12.213239		12.032414		11.301324		10.793822		10.752895		10.56181		9.173141		9.146531		10.453979		11.205395		8.980781		10.689434		-2.7517385		-2.7713807		-4.3716664		-3.1324494		-3.3852448		-1.7740169		-4.995203		-1.0750384		-1.4603434		-1.4706049		-2.1281834		-1.6472912		-1.7592602		-0.8270197		-2.3205433		-0.10438824		Yes		No		No		CJ731453		0		CJ731453 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh3j23 5', mRNA sequence [CJ731453]

		A_99_P296951		9.814189		9.815545		10.030331		10.019609		10.326816		10.760938		10.7792015		10.130286		10.557245		10.419855		11.15567		10.352067		1.4266453		1.9257128		1.680477		1.0797346		1.6737177		1.5202515		2.1815288		1.2591565		0.51262665		0.9453926		0.74887085		0.110676765		0.7430563		0.60431004		1.1253395		0.33245754		No		Yes		Yes		AK331942		TC388246		Triticum aestivum cDNA, clone: WT002_M02, cultivar: Chinese Spring [AK331942]

		A_99_P092495		2.4419653		2.8866253		4.4311147		5.689445		3.725502		8.184552		9.317223		7.142721		4.324405		5.5020943		8.753392		7.8034034		2.43435		39.34005		29.570934		2.7382917		3.6869807		6.128224		20.004845		4.3287735		1.2835367		5.297927		4.886108		1.4532762		1.8824399		2.615469		4.3222775		2.1139584		Yes		Yes		Yes		AB244641		TC368883		Triticum aestivum TaGlb2e mRNA for endo-beta-1,3-glucanase, complete cds [AB244641]

		A_99_P117100		5.0689006		4.321218		6.0038457		6.361239		6.9891295		6.816942		8.025145		6.747355		7.675812		6.161492		7.791401		6.7183533		3.7848313		5.6401134		4.059491		1.3068703		6.09198		3.58078		3.4522936		1.2808614		1.920229		2.4957242		2.021299		0.38611603		2.6069112		1.8402739		1.7875552		0.35711432		Yes		No		No		CJ668743		TC441689		CJ668743 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16b13 5', mRNA sequence [CJ668743]

		A_99_P242271		1.276095		1.2858281		1.7612451		1.5486164		3.194606		3.5778446		2.049236		5.1121135		1.2793754		1.3657022		1.288386		1.2842411		3.780327		4.897402		1.2209388		11.822777		1.0022764		1.0569258		-1.3878572		-1.2011158		1.918511		2.2920165		0.28799093		3.563497		0.0032804012		0.07987404		-0.47285914		-0.26437533		Yes		Yes		Yes		TA65058_4565		0		0

		A_99_P072190		3.647291		2.9328449		3.913044		4.261311		2.9128797		2.922941		2.9127905		3.2081082		2.7086802		2.1960597		1.9300208		2.8544228		-1.6637183		-1.0068885		-2.0003514		-2.0751317		-1.9166818		-1.6664582		-3.953206		-2.6516461		-0.73441124		-0.009903908		-1.0002534		-1.0532029		-0.9386108		-0.7367852		-1.9830232		-1.4068882		Yes		Yes		Yes		BT009137		0		Triticum aestivum clone wl1n.pk0040.b1:fis, full insert mRNA sequence [BT009137]

		A_99_P239131		7.884421		7.6525664		5.7073274		4.7911777		6.241764		5.652828		4.029183		3.602771		6.1810813		7.146029		5.2298656		3.0709584		-3.1224031		-3.9992743		-3.200161		-2.279009		-3.256539		-1.4206365		-1.392292		-3.2948651		-1.6426568		-1.9997382		-1.6781445		-1.1884067		-1.7033396		-0.50653744		-0.4774618		-1.7202194		Yes		No		No		X98504		TC423172		T.aestivum mRNA for beta-amylase [X98504]

		A_99_P368077		1.235581		1.2334207		1.3675228		1.2365364		4.9663815		4.03046		6.306015		1.939237		6.0271316		4.6752343		6.734198		1.373453		13.276479		6.9501257		30.664389		1.6275486		27.694942		10.866486		41.260098		1.0995526		3.7308006		2.797039		4.9384923		0.7027006		4.7915506		3.4418135		5.3666754		0.13691664		Yes		Yes		Yes		TA102621_4565		TC440532		0

		A_99_P281526		7.713913		7.4053726		8.846546		9.467444		6.8793716		5.597229		7.5748096		9.689111		6.732102		6.158884		7.17071		8.858077		-1.78329		-3.501914		-2.4145203		1.1660796		-1.974943		-2.3726323		-3.1950445		-1.5255901		-0.8345413		-1.8081436		-1.2717366		0.22166634		-0.98181105		-1.2464886		-1.6758361		-0.6093674		Yes		No		No		TA76320_4565		TC448460		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (23%) [TC448460]

		A_99_P446282		6.6446147		6.618304		7.3713393		6.9253907		6.5709424		5.9286766		6.2540145		5.8057637		5.687664		5.668308		5.697207		5.8214836		-1.0523921		-1.6128666		-2.1694431		-2.1729078		-1.9412025		-1.9318672		-3.1912737		-2.14936		-0.073672295		-0.6896272		-1.1173248		-1.119627		-0.95695066		-0.949996		-1.6741323		-1.1039071		Yes		No		No		TC401069		TC401069		Rep: Homeodomain leucine-zipper protein Hox10 - Oryza sativa subsp. japonica (Rice), partial (6%) [TC401069]

		A_99_P195193		4.3100514		5.0333943		4.1016445		4.064138		3.6421986		3.136779		3.4238799		3.582206		2.7702167		4.0940404		2.5142412		3.5436022		-1.5887067		-3.7233863		-1.5996593		-1.3966126		-2.9076118		-1.9176693		-3.0050797		-1.4344878		-0.6678529		-1.8966153		-0.67776465		-0.48193192		-1.5398347		-0.93935394		-1.5874033		-0.5205357		Yes		No		No		TA90663_4565		TC388529		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC388529]

		A_99_P240181		10.782109		11.06678		10.832275		9.986158		10.327368		10.760484		11.367397		11.3567915		10.670055		11.503727		12.104381		11.462705		-1.3705372		-1.2365292		1.4490646		2.5858402		-1.0807657		1.3537364		2.4151373		2.7828174		-0.45474148		-0.30629635		0.5351219		1.3706331		-0.11205387		0.43694687		1.2721052		1.4765463		No		Yes		Yes		TA64529_4565		TC434383		0

		A_99_P535777		8.519735		6.6891594		6.8080287		6.1957054		8.494351		7.674311		9.508457		6.8173385		8.42099		7.6519775		9.323937		6.823151		-1.0177505		1.9795215		6.4999495		1.5386158		-1.0708418		1.9491136		5.7195783		1.5448275		-0.02538395		0.98515177		2.7004285		0.62163305		-0.098745346		0.96281815		2.5159087		0.6274457		No		Yes		Yes		CA484042		TC414111		Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC414111]

		A_99_P502702		5.588742		7.4618206		7.8875413		8.877811		3.1187477		3.9585283		3.9507687		6.4113355		4.370043		3.4648201		4.1140594		6.520592		-5.5404153		-11.339557		-15.31393		-5.526921		-2.3273673		-15.966768		-13.675122		-5.123818		-2.469994		-3.5032923		-3.9367726		-2.466476		-1.218699		-3.9970005		-3.7734818		-2.3572192		Yes		No		No		TC432882		TC432882		Rep: Os02g0589700 protein - Oryza sativa subsp. japonica (Rice), partial (10%) [TC432882]

		A_99_P152597		2.659009		2.0156562		1.5920643		1.7137784		3.572626		4.28657		2.6193464		1.9589919		5.263897		4.2372365		2.8265946		2.5157294		1.8837626		4.8262873		2.0381808		1.1852682		6.0834427		4.6640406		2.3530474		1.7434573		0.91361713		2.2709138		1.0272821		0.24521351		2.604888		2.2215803		1.2345303		0.80195105		Yes		Yes		Yes		CJ858358		TC435098		CJ858358 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4o18 5', mRNA sequence [CJ858358]

		A_99_P647151		4.772365		3.7713425		4.625255		4.8747077		5.17154		3.5203037		4.3508253		3.4564202		2.6930902		3.082917		2.6640186		3.0165474		1.3187532		-1.1900637		-1.2095159		-2.6726809		-4.225948		-1.6115239		-3.8939557		-3.6254504		0.3991747		-0.2510388		-0.2744298		-1.4182875		-2.079275		-0.68842554		-1.9612365		-1.8581603		Yes		No		No		CK205795		TC411301		FGAS017338 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK205795]

		A_99_P240051		13.62368		13.420951		13.557385		12.03831		13.616463		12.967074		11.253197		13.163737		13.465814		12.641297		10.9168825		11.232396		-1.0050153		-1.3697157		-4.9388967		2.1816614		-1.1156361		-1.7167186		-6.23549		-1.748253		-0.007217407		-0.4538765		-2.3041887		1.1254272		-0.15786648		-0.77965355		-2.640503		-0.8059139		Yes		Yes		Yes		TA64488_4565		TC399960		Rep: LEA D-11 dehydrin - Triticum aestivum (Wheat), complete [TC399960]

		A_99_P115985		7.08415		7.775942		7.8238187		7.742644		7.035029		6.7383475		6.650621		7.696771		6.830629		7.4194984		6.927069		7.525316		-1.0346342		-2.0528018		-2.2551098		-1.0323074		-1.1921129		-1.2802658		-1.8618664		-1.1625781		-0.049120903		-1.0375943		-1.1731977		-0.04587269		-0.25352097		-0.3564434		-0.8967495		-0.2173276		No		Yes		Yes		CJ700943		0		CJ700943 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd3b11 5', mRNA sequence [CJ700943]

		A_99_P230611		9.920279		9.599366		9.466417		10.542758		10.010997		10.406799		11.681174		10.479112		9.961792		9.889617		11.367252		10.921295		1.0649003		1.7500949		4.6420336		-1.0451039		1.0291929		1.2228528		3.7342927		1.3000231		0.09071827		0.8074331		2.214757		-0.06364632		0.041513443		0.29025078		1.900835		0.37853718		No		Yes		Yes		TA61671_4565		TC422680		0

		A_99_P520542		12.004045		11.96257		12.982758		12.762688		11.851529		10.994999		11.272399		12.421913		11.74993		11.255446		11.449195		12.492665		-1.1115057		-1.9555457		-3.2724216		-1.2664363		-1.1926032		-1.6325462		-2.8949986		-1.2058265		-0.15251541		-0.96757126		-1.7103586		-0.34077454		-0.25411415		-0.70712376		-1.5335627		-0.2700224		No		Yes		Yes		TA81119_4565		TC440731		Rep: Strictosidine synthase - Medicago truncatula (Barrel medic), partial (65%) [TC412487]

		A_99_P355241		12.195409		12.488449		11.972104		12.034757		11.773622		11.497031		10.968266		11.942932		11.61114		11.893265		11.118558		11.887441		-1.339586		-1.988138		-2.0053284		-1.0657171		-1.4992787		-1.5106655		-1.806937		-1.1075071		-0.42178726		-0.9914179		-1.0038385		-0.09182453		-0.58426857		-0.5951843		-0.85354614		-0.14731598		No		Yes		Yes		TA98386_4565		0		0

		A_99_P062708		7.5685716		7.89955		8.677807		10.257998		6.986725		7.810179		6.758517		7.4029984		7.3542542		8.319722		6.582203		9.914893		-1.496764		-1.0639061		-3.782369		-7.235035		-1.1601548		1.3380873		-4.27405		-1.268484		-0.5818467		-0.08937073		-1.9192901		-2.855		-0.21431732		0.4201722		-2.095604		-0.34310532		Yes		No		No		U32428		TC371699		Triticum aestivum lipoxygenase mRNA, partial cds [U32428]

		A_99_P546587		7.445707		6.346424		5.1368594		5.8161616		8.484562		8.097189		10.54946		9.676735		8.155054		7.6665454		9.312068		6.505899		2.0545964		3.3653693		42.59467		14.526077		1.6350641		2.496871		18.066042		1.6129898		1.0388551		1.7507648		5.412601		3.8605733		0.70934725		1.3201213		4.1752086		0.6897373		Yes		Yes		Yes		Y09917		TC450974		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P322206		8.24205		8.042949		8.797769		8.110355		7.9672885		7.224388		7.2075124		7.728172		7.953403		7.3180656		7.1492915		7.541907		-1.2097942		-1.7636455		-3.0110283		-1.3033129		-1.2214943		-1.6527667		-3.1350253		-1.482928		-0.27476168		-0.8185606		-1.5902562		-0.38218355		-0.28864717		-0.7248831		-1.6484771		-0.56844854		No		Yes		Yes		TA88203_4565		TC421669		0

		A_99_P043801		7.776483		8.018241		8.959525		8.545024		7.916096		7.405109		7.925573		8.492641		7.4309325		7.685306		7.8731875		8.442521		1.1016097		-1.5295762		-2.047626		-1.036976		-1.2706357		-1.2595731		-2.1233432		-1.0736344		0.13961315		-0.613132		-1.0339522		-0.05238247		-0.34555054		-0.33293486		-1.0863376		-0.10250282		No		Yes		Yes		AK335593		0		Triticum aestivum cDNA, clone: WT013_E18, cultivar: Chinese Spring [AK335593]

		A_99_P471512		8.574551		8.608185		8.52231		7.963398		7.9101815		7.969563		6.754192		7.421598		8.538247		7.818354		7.379692		6.978598		-1.5848751		-1.5568413		-3.4060943		-1.4557878		-1.025483		-1.7288716		-2.2078133		-1.9790387		-0.6643691		-0.6386218		-1.7681184		-0.5418		-0.03630352		-0.7898307		-1.1426182		-0.98479986		No		Yes		Yes		TC417418		TC417418		Rep: Leucine-rich repeat protein - Triticum aestivum (Wheat), partial (27%) [TC417418]

		A_99_P279671		8.356917		8.167754		8.283141		8.015939		6.985434		5.8739085		5.017305		5.681066		7.0408936		6.444425		4.9945464		5.864804		-2.5873644		-4.903615		-9.618662		-5.0450644		-2.4897895		-3.3019748		-9.7716		-4.441771		-1.3714833		-2.2938457		-3.2658362		-2.3348727		-1.3160238		-1.7233291		-3.2885947		-2.151135		Yes		Yes		Yes		TA75785_4565		TC391951		0

		A_99_P311356		6.449407		5.8687196		6.0244827		6.207915		7.73187		8.899631		7.336397		5.8449535		9.205988		7.6087146		8.120841		6.292833		2.4325392		8.173256		2.4827077		-1.286063		6.7579274		3.3403401		4.2762856		1.0606275		1.2824631		3.030911		1.3119144		-0.3629613		2.7565808		1.739995		2.0963583		0.08491802		Yes		Yes		Yes		TA85044_4565		0		0

		A_99_P539957		7.601149		7.2866054		8.817607		9.312783		6.7873116		5.4418855		7.427838		9.508903		6.492687		6.0474224		7.096045		8.628226		-1.7578812		-3.591832		-2.6203673		1.1456126		-2.1561565		-2.360648		-3.2979326		-1.6072084		-0.8138375		-1.8447199		-1.3897691		0.19611931		-1.1084619		-1.239183		-1.7215619		-0.68455696		Yes		No		No		CA644601		TC448460		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (23%) [TC448460]

		A_99_P268366		9.187041		9.308583		8.971913		9.129302		9.455128		10.131593		10.008442		9.352277		9.663594		9.595779		10.221302		9.315942		1.2042096		1.7690926		2.051286		1.1671377		1.3914151		1.2202665		2.3774066		1.1381098		0.26808643		0.8230095		1.0365286		0.22297478		0.47655296		0.28719616		1.2493887		0.18663979		No		Yes		Yes		TA72406_4565		TC418583		0

		A_99_P526832		3.3285472		4.251819		5.125712		4.1677184		5.3946114		5.504097		6.508806		6.753176		6.443413		3.366703		6.1472645		5.608747		4.187427		2.3821723		2.608272		6.0020604		8.6629925		-1.8469132		2.0301025		2.7151437		2.0660641		1.2522779		1.3830943		2.5854578		3.1148655		-0.8851161		1.0215526		1.4410286		Yes		No		No		TC442914		TC442914		Rep: Cytochrome P450 - Triticum monococcum subsp. aegilopoides, partial (14%) [TC442914]

		A_99_P502592		12.308353		12.091065		12.258411		12.213479		11.921613		11.014188		10.669426		11.000496		11.271869		11.339166		10.242379		11.925731		-1.3074363		-2.1094656		-3.008377		-2.3181648		-2.0512235		-1.6840088		-4.0446987		-1.2207335		-0.38674068		-1.0768776		-1.5889854		-1.2129831		-1.0364847		-0.7518997		-2.0160322		-0.28774834		Yes		Yes		Yes		CJ713841		TC431871		Rep: Serine hydroxymethyltransferase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (36%) [TC431871]

		A_99_P165447		5.3078823		5.52871		4.8571067		5.3945594		5.522039		5.9250054		5.914171		5.604799		5.307905		5.9700685		5.5115542		5.625885		1.1600256		1.3161241		2.0806935		1.1568801		1.0000159		1.3578824		1.5740131		1.1739131		0.21415663		0.39629555		1.0570645		0.21023941		2.29E-05		0.44135857		0.65444756		0.23132563		No		Yes		Yes		CK207967		TC405224		FGAS019641 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207967]

		A_99_P286241		8.531624		8.226751		7.156637		6.8082542		7.389454		7.0168014		6.330457		5.8149915		7.259436		7.4049244		6.145202		6.5434623		-2.2071276		-2.313296		-1.7729846		-1.990682		-2.4152753		-1.767643		-2.0159154		-1.2014627		-1.14217		-1.20995		-0.82618		-0.99326277		-1.2721877		-0.82182693		-1.011435		-0.26479197		Yes		No		No		TA77703_4565		TC387765		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC387765]

		A_99_P242796		6.6087785		5.9150825		6.468424		5.960357		7.580166		9.11453		8.645104		5.7777576		8.971115		8.149093		9.640232		6.6213174		1.9607252		9.186066		4.521121		-1.134927		5.142025		4.704398		9.011756		1.5811346		0.9713874		3.1994472		2.1766806		-0.18259954		2.3623366		2.2340102		3.1718082		0.6609602		Yes		Yes		Yes		TA65181_4565		TC398605		Rep: PR17c precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC398605]

		A_99_P523467		7.964639		7.912848		7.209055		7.4601083		7.079226		6.847328		5.7639766		6.6632714		7.006046		7.3093505		6.145273		7.031298		-1.8472936		-2.0929239		-2.7227762		-1.7372879		-1.9434141		-1.5193956		-2.090404		-1.3461229		-0.88541317		-1.0655198		-1.4450784		-0.79683685		-0.95859337		-0.6034975		-1.0637817		-0.42881012		Yes		Yes		Yes		TA95094_4565		TC441902		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC387745]

		A_99_P444997		13.741012		12.987541		13.12587		13.870847		13.655482		12.999031		14.107131		14.167951		13.701149		13.090077		14.275878		14.237335		-1.061077		1.007996		1.9741906		1.2286755		-1.028016		1.0736593		2.2191515		1.289211		-0.08552933		0.011489868		0.98126125		0.29710388		-0.039862633		0.1025362		1.1500082		0.36648846		No		Yes		Yes		TA74587_4565		TC400131		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC400131]

		A_99_P283116		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734		3.0742643		8.431116		6.367082		3.1564403		8.694419		4.9794674		8.795906		2.2316306		1.6202412		3.0757236		2.6706324		1.6582985		3.1200895		2.3159914		3.1368322		1.1580982		Yes		Yes		Yes		TA76803_4565		TC400723		0

		A_99_P514332		5.7978587		5.779279		5.5121064		7.493215		4.100628		4.229634		4.864009		5.6384068		4.7265277		5.5773277		3.4528353		7.1819453		-3.2427793		-2.9274518		-1.5671003		-3.6170368		-2.1013713		-1.1502532		-4.167757		-1.2407993		-1.6972308		-1.5496454		-0.6480975		-1.8548083		-1.071331		-0.2019515		-2.059271		-0.31126976		Yes		No		No		CJ594479		TC438002		Rep: Allene oxide synthase - Hordeum vulgare (Barley), partial (23%) [TC438002]

		A_99_P328626		2.5236757		3.7089245		2.6156828		1.8738979		2.1789114		4.679088		3.755736		3.1855743		4.3530707		3.9958909		3.5452564		3.0167246		-1.2699435		1.9590627		2.2038915		2.4822981		3.5538802		1.220072		1.9047129		2.2081325		-0.34476423		0.9701636		1.1400533		1.3116764		1.829395		0.28696632		0.92957354		1.1428267		Yes		No		No		TA90126_4565		TC380449		Rep: Os08g0551200 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC380449]

		A_99_P331121		8.022933		8.6730795		8.575225		8.179606		7.4414916		7.705038		6.609375		7.9107985		7.7838516		7.482449		7.0353866		7.878315		-1.4963435		-1.9561831		-3.9064276		-1.2048118		-1.1802409		-2.2825246		-2.9076192		-1.232247		-0.5814414		-0.9680414		-1.9658499		-0.2688079		-0.23908138		-1.1906304		-1.5398383		-0.30129147		No		Yes		Yes		TA90880_4565		0		0

		A_99_P367342		6.9057918		6.8445563		7.464498		7.5205426		6.7603416		6.1561623		5.265037		7.067074		6.9223924		6.372441		5.931118		7.083752		-1.1060756		-1.6114887		-4.593077		-1.3693287		1.0115731		-1.3871421		-2.894632		-1.3535897		-0.14545012		-0.68839407		-2.199461		-0.4534688		0.016600609		-0.47211552		-1.53338		-0.43679047		No		Yes		Yes		TA102450_4565		TC452407		Rep: Os01g0354700 protein - Oryza sativa subsp. japonica (Rice), partial (68%) [TC452407]

		A_99_P235486		8.887633		7.0633698		5.980135		7.89749		9.854114		9.301863		8.779243		7.854549		11.578059		9.788039		8.678224		8.207665		1.9540675		4.7190385		6.960102		-1.0302119		6.4550395		6.610088		6.489416		1.2398584		0.96648026		2.238493		2.7991085		-0.042941093		2.6904259		2.7246695		2.6980886		0.31017542		Yes		No		No		TA63206_4565		TC407651		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (27%) [TC407651]

		A_99_P454652		6.0957847		3.6793635		3.8724787		5.2319665		5.651016		6.0110164		5.5724525		4.3335037		7.420672		7.2424903		6.1274395		5.1225853		-1.3610957		5.0338173		3.2489507		-1.8640788		2.5051332		11.819743		4.7732134		-1.0787654		-0.44476843		2.3316529		1.6999738		-0.8984628		1.3248873		3.5631268		2.2549608		-0.1093812		Yes		No		No		TC406857		TC406857		Rep: CG14265-PB - Drosophila melanogaster (Fruit fly), partial (16%) [TC406857]

		A_99_P202436		4.4538074		4.64576		6.3006873		7.2761207		6.064846		10.405889		10.94875		9.335617		6.192791		7.7078233		10.308978		9.416888		3.0547168		54.196526		25.072992		4.168408		3.3379993		8.351662		16.092213		4.409966		1.6110387		5.7601285		4.648062		2.0594964		1.7389836		3.0620632		4.008291		2.1407676		Yes		Yes		Yes		TA51746_4565		TC382946		Rep: Endo-beta-1,3-glucanase - Triticum aestivum (Wheat), complete [TC382946]

		A_99_P397857		6.5506396		6.10129		5.95717		6.5300603		6.787727		6.6751904		7.383915		6.9594684		6.6230965		6.9375777		7.432196		7.000356		1.1786107		1.4885423		2.6883945		1.3466809		1.0515058		1.7854497		2.7798867		1.3853936		0.23708725		0.5739002		1.4267449		0.42940807		0.07245684		0.8362875		1.4750261		0.4702959		No		Yes		Yes		TA109909_4565		TC396685		Rep: Os08g0359900 protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC396685]

		A_99_P180455		5.6967216		6.067674		5.924662		6.049808		4.9110417		4.720713		4.5424294		4.8967757		4.645625		6.0430064		4.704472		5.36865		-1.7239045		-2.5437572		-2.6067147		-2.223808		-2.072104		-1.0172454		-2.3297741		-1.6034263		-0.7856798		-1.346961		-1.3822327		-1.1530323		-1.0510964		-0.02466774		-1.22019		-0.68115807		Yes		No		No		CD912922		0		G550.116E20R010920 G550 Triticum aestivum cDNA clone G550116E20, mRNA sequence [CD912922]

		A_99_P404902		4.8329215		3.909401		3.3667672		5.365618		3.555917		3.4711895		2.2998965		3.6361868		3.966154		3.0365887		2.250801		4.785008		-2.423353		-1.3549235		-2.0948844		-3.315971		-1.8235723		-1.8312291		-2.167401		-1.4954817		-1.2770045		-0.43821144		-1.0668707		-1.7294314		-0.8667674		-0.8728123		-1.1159661		-0.5806103		Yes		No		No		TA111626_4565		TC460659		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC460659]

		A_99_P083750		2.3910637		2.4082174		1.4479489		2.3464622		6.2987175		9.252699		7.5742393		5.5310388		8.145251		7.0143523		8.005968		5.921444		15.007937		114.91963		69.85494		9.0918665		53.97381		24.35481		94.22377		11.917269		3.9076538		6.8444815		6.1262903		3.1845765		5.7541876		4.606135		6.558019		3.5749817		Yes		Yes		Yes		DR737675		TC389192		FGAS082893 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737675]

		A_99_P293796		3.8617668		3.1444132		2.4128609		2.7689059		7.7164235		5.5004716		8.276989		4.286205		8.380605		5.4076266		8.023675		1.5592731		14.466627		5.1196966		58.247658		2.8625462		22.92481		4.8005958		48.867863		-2.3127875		3.8546567		2.3560584		5.864128		1.5172989		4.518838		2.2632134		5.610814		-1.2096328		Yes		Yes		Yes		TA79877_4565		TC434432		0

		A_99_P239426		11.519931		11.513539		10.38124		10.428087		10.383969		10.162759		9.236713		8.617527		9.987045		10.595383		8.843095		10.371761		-2.19765		-2.5505006		-2.2107356		-3.5077848		-2.8936403		-1.8896992		-2.9042087		-1.0398144		-1.1359615		-1.3507805		-1.1445265		-1.8105602		-1.5328856		-0.9181566		-1.5381451		-0.056325912		Yes		No		No		AK334083		TC382324		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P433582		2.4653285		3.8580787		3.5871708		1.5485182		3.1035721		5.0484843		6.1109204		3.2581036		4.779209		3.7662213		6.5391097		1.5629964		1.5564332		2.2821689		5.7507477		3.2706683		4.9721875		-1.0657414		7.7378826		1.010086		0.6382437		1.1904056		2.5237496		1.7095854		2.3138807		-0.09185743		2.9519389		0.014478207		Yes		No		No		TC391384		TC391384		Rep: Os10g0509600 protein - Oryza sativa subsp. japonica (Rice), partial (43%) [TC391384]

		A_99_P290511		11.02753		10.713914		12.102795		12.103736		10.468196		9.311851		9.5037		11.89688		10.854102		9.256076		9.737126		11.86196		-1.4735886		-2.642793		-6.0590615		-1.15417		-1.1277345		-2.7469642		-5.1539135		-1.182447		-0.5593338		-1.4020634		-2.5990944		-0.20685577		-0.17342758		-1.457838		-2.3656683		-0.24177551		Yes		Yes		Yes		TA78944_4565		TC385108		0

		A_99_P144008		9.436641		9.180143		7.9401417		8.619896		9.105775		7.7445474		6.482264		7.716989		8.134877		8.8070755		6.325393		7.9009833		-1.257768		-2.704939		-2.7470396		-1.8698298		-2.4653006		-1.2951039		-3.062582		-1.645941		-0.33086586		-1.435596		-1.4578776		-0.9029069		-1.3017635		-0.37306786		-1.6147485		-0.7189126		Yes		Yes		Yes		CV780908		TC404664		0

		A_99_P303716		1.4074746		2.1453238		2.0188382		1.3984137		2.1442375		2.6113145		6.511493		1.936587		3.6401107		2.4129124		7.1460567		1.4422837		1.6664325		1.3812656		22.512506		1.4521327		4.699919		1.2037941		34.949944		1.0308754		0.7367629		0.46599078		4.492655		0.5381733		2.232636		0.26758862		5.1272182		0.04387009		Yes		Yes		Yes		TA82786_4565		TC432136		Rep: Integral membrane protein-like - Oryza sativa subsp. japonica (Rice), partial (78%) [TC432136]

		A_99_P297806		5.2436147		4.2048635		6.2224183		6.7394676		5.5687604		4.456633		4.568224		6.275602		4.481275		4.1851563		3.7651253		6.262938		1.2527909		1.1906667		-3.1474738		-1.3792325		-1.6962391		-1.0137538		-5.491853		-1.3913926		0.32514572		0.25176954		-1.6541944		-0.46386576		-0.7623396		-0.019707203		-2.457293		-0.4765296		No		Yes		Yes		TA81036_4565		0		0

		A_99_P485717		3.0590572		3.6019657		3.4486606		2.7058852		4.5955596		4.6862564		4.1097894		3.4699688		4.9765406		4.315494		4.5529327		3.5528803		2.9009037		2.1203327		1.5813193		1.698291		3.777635		1.6398097		2.1499038		1.7987505		1.5365024		1.0842907		0.66112876		0.7640836		1.9174833		0.7135284		1.1042721		0.8469951		Yes		No		No		0		0		0

		A_99_P064670		6.3095336		6.0838246		6.10778		6.0613704		5.6815414		5.100187		4.5727844		5.7908263		5.625033		5.488708		5.161032		5.2799497		-1.5454127		-1.9774454		-2.8978753		-1.2062626		-1.6071457		-1.5105947		-1.9275227		-1.7188227		-0.62799215		-0.9836378		-1.5349956		-0.27054405		-0.6845007		-0.5951166		-0.9467478		-0.7814207		No		Yes		Yes		BF482306		TC444029		WHE1797_B09_D17ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE1797_B09_D17, mRNA sequence [BF482306]

		A_99_P183447		10.584283		9.083332		7.456566		8.485536		11.109323		11.671367		8.896187		9.182906		11.741837		10.579726		9.314652		8.945371		1.4389732		6.01279		2.712496		1.6215466		2.2307885		2.8213665		3.6252654		1.3753846		0.5250397		2.5880346		1.439621		0.6973705		1.1575537		1.4963942		1.8580866		0.45983505		Yes		Yes		Yes		CA682193		TC392759		wlm24.pk0029.b2 wlm24 Triticum aestivum cDNA clone wlm24.pk0029.b2 5' end, mRNA sequence [CA682193]

		A_99_P204611		10.00417		9.780667		8.328734		8.160245		7.8707585		7.617992		6.81739		7.1144905		7.8165174		8.731753		7.142754		8.544476		-4.387539		-4.477444		-2.8507557		-2.0644457		-4.555638		-2.0689719		-2.2751794		1.3051635		-2.133412		-2.1626754		-1.5113444		-1.0457544		-2.187653		-1.048914		-1.1859803		0.3842306		Yes		No		No		TA52434_4565		TC395826		Rep: 50S ribosomal protein L12-2, chloroplast precursor - Secale cereale (Rye), partial (87%) [TC395826]

		A_99_P167794		5.2439017		6.0260906		4.4747577		7.0874076		10.580579		10.939363		15.58104		10.384011		12.1306715		11.1286545		15.155526		9.048829		40.411026		30.13299		2204.5725		9.825996		118.33801		34.357754		1641.4658		3.8944552		5.336677		4.913272		11.106283		3.2966037		6.88677		5.102564		10.680769		1.9614215		Yes		Yes		Yes		AK336293		TC372232		Triticum aestivum cDNA, clone: SET3_L07, cultivar: Chinese Spring [AK336293]

		A_99_P258591		9.261541		9.757123		9.311133		9.803711		9.38576		10.493848		10.246535		9.711322		9.7405		10.069706		10.439491		9.7314205		1.0899175		1.6663886		1.9124234		-1.0661342		1.3937377		1.2419293		2.1860976		-1.0513846		0.12421894		0.73672485		0.9354019		-0.09238911		0.47895908		0.31258297		1.1283579		-0.07229042		No		Yes		Yes		CJ854668		TC384563		CJ854668 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal31m11 5', mRNA sequence [CJ854668]

		A_99_P401992		7.6309915		7.824272		5.1019025		4.9379487		8.314635		10.505896		7.8160133		8.126285		8.080314		10.453742		8.556076		8.222009		1.6061914		6.415775		6.5618873		9.115589		1.3653986		6.187986		10.959982		9.740933		0.6836438		2.6816235		2.7141109		3.188336		0.44932222		2.6294699		3.4541736		3.28406		Yes		Yes		Yes		TA110930_4565		TC428403		0

		A_99_P419187		7.466566		7.728811		8.246113		7.727387		7.1605053		6.4597206		6.7841287		6.2301598		6.342397		6.179146		6.1605544		5.8234067		-1.2363274		-2.4100952		-2.75487		-2.8229961		-2.1797593		-2.9274914		-4.2443933		-3.7424428		-0.3060608		-1.2690902		-1.4619842		-1.4972272		-1.1241689		-1.549665		-2.0855584		-1.9039803		Yes		No		No		DR740403		TC380139		Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 11 - Oryza sativa subsp. japonica (Rice), partial (70%) [TC380139]

		A_99_P297761		11.019493		11.174886		10.903325		11.638209		10.525544		9.891472		9.911658		11.616864		10.523937		10.139823		9.407093		11.560982		-1.4082944		-2.4341428		-1.988481		-1.0149053		-1.4098638		-2.049203		-2.8210497		-1.0549887		-0.49394894		-1.2834139		-0.9916668		-0.021345139		-0.49555588		-1.0350628		-1.496232		-0.07722759		No		Yes		Yes		TA81025_4565		0		0

		A_99_P161017		10.270158		9.443326		6.14728		8.505728		9.864369		8.623172		4.228538		8.85756		9.698147		8.895518		3.930547		8.451309		-1.3248128		-1.7655947		-3.7809327		1.2761805		-1.4865943		-1.4618626		-4.648397		-1.0384405		-0.40578842		-0.8201542		-1.9187422		0.3518324		-0.572011		-0.5478077		-2.2167332		-0.054418564		No		Yes		Yes		CV773648		TC404587		FGAS068045 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773648]

		A_99_P340846		2.8025322		3.0448391		2.2248595		2.5967717		2.9156482		3.1185095		2.8497667		3.4892495		3.7067053		3.6628697		3.8635292		3.5546045		1.0815617		1.0523907		1.5421116		1.8563616		1.8714715		1.5347786		3.1137857		1.9423898		0.113116026		0.07367039		0.62490726		0.89247775		0.90417314		0.61803055		1.6386697		0.9578328		Yes		No		No		TA93853_4565		0		0

		A_99_P209106		10.361838		9.706758		7.7127457		7.6879926		11.144679		11.705081		12.809422		9.640231		11.8313055		12.021119		12.48558		9.1707945		1.7205153		3.9953542		34.21782		3.8697453		2.769196		4.973845		27.33798		2.7949102		0.7828407		1.9983234		5.096676		1.9522386		1.4694672		2.3143616		4.772835		1.4828019		Yes		Yes		Yes		DR738899		TC378180		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		A_99_P256981		11.045113		11.106397		12.124417		11.452453		10.641999		10.549539		11.267583		11.15375		10.654372		10.500046		10.999339		11.32458		-1.3223585		-1.4710621		-1.8110601		-1.2300375		-1.311066		-1.5224036		-2.1811337		-1.0926812		-0.40311337		-0.55685806		-0.8568344		-0.29870224		-0.3907404		-0.6063509		-1.1250782		-0.12787247		No		Yes		Yes		CJ654701		TC371995		CJ654701 Y.Ogihara unpublished cDNA library Wh_GCPCDAM Triticum aestivum cDNA clone whgc18p03 5', mRNA sequence [CJ654701]

		A_99_P196383		1.9435176		1.2946229		1.477619		3.3055956		3.3180685		4.2362046		4.586346		3.1100519		3.5595493		3.019244		5.1232905		2.4467525		2.592872		7.6825314		8.626211		-1.1451557		3.0653074		3.304933		12.515738		-1.8135834		1.3745509		2.9415817		3.108727		-0.19554377		1.6160318		1.724621		3.6456714		-0.8588431		Yes		Yes		Yes		TA92117_4565		TC424919		Rep: Os03g0335200 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC424919]

		A_99_P342571		9.210027		8.984427		9.980884		9.099753		8.949054		8.327685		8.680545		8.612476		8.739212		8.4482355		8.770344		8.650367		-1.1982865		-1.5765185		-2.462867		-1.4017966		-1.3858919		-1.4501398		-2.3142421		-1.3654596		-0.26097298		-0.6567421		-1.3003387		-0.48727703		-0.4708147		-0.53619194		-1.2105398		-0.4493866		No		Yes		Yes		TA94394_4565		TC414158		0

		A_99_P505742		6.8151383		7.415823		6.7364755		7.3419795		7.3547077		8.368858		8.230985		7.7537074		7.5600953		8.272463		8.330909		7.6730247		1.4535385		1.9359415		2.8176827		1.3302782		1.6759243		1.8108159		3.0197587		1.2579243		0.5395694		0.95303535		1.4945092		0.4117279		0.744957		0.85663986		1.5944333		0.33104515		No		Yes		Yes		CV780442		TC402113		FGAS074852 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV780442]

		A_99_P157982		6.5267696		6.4256916		6.892151		6.5174804		5.892643		5.4107246		5.6990147		5.168899		5.221923		5.24514		5.1634574		5.06674		-1.551998		-2.0208566		-2.2864926		-2.5466158		-2.4705749		-2.2666342		-3.3142755		-2.7334828		-0.63412666		-1.014967		-1.1931362		-1.3485813		-1.3048468		-1.1805515		-1.7286935		-1.4507403		Yes		No		No		CK211417		0		FGAS023260 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK211417]

		A_99_P162717		6.662536		7.837561		7.1163354		7.7152543		5.98865		6.049997		5.5914674		6.0108256		6.0935864		6.2767463		5.690855		6.229727		-1.5953647		-3.4523153		-2.8776038		-3.2589984		-1.4834433		-2.9502044		-2.6860392		-2.8001955		-0.6738863		-1.7875643		-1.524868		-1.7044287		-0.5689497		-1.5608149		-1.4254804		-1.4855275		Yes		Yes		Yes		TA54541_4565		TC429902		Rep: Cellulose synthase-7 - Zea mays (Maize), partial (39%) [TC429902]

		A_99_P141723		8.013204		7.658156		6.0680814		7.7677474		8.146572		8.0807085		7.7576804		8.012606		8.333892		7.9306893		7.8659616		7.964039		1.0968517		1.3402969		3.2256703		1.1849763		1.2489262		1.2079271		3.4770894		1.1457493		0.13336849		0.4225526		1.689599		0.24485826		0.32068825		0.27253342		1.7978802		0.19629145		No		Yes		Yes		CJ779165		TC382961		CJ779165 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl28a12 5', mRNA sequence [CJ779165]

		A_99_P034454		3.4175203		3.0409145		2.9568837		3.602973		6.8687687		9.38704		8.609186		5.3760185		8.814303		7.9405894		9.54326		5.9257197		10.937782		81.35311		50.293594		3.4177468		42.1302		29.850328		96.09412		5.002838		3.4512484		6.3461256		5.6523027		1.7730455		5.396783		4.899675		6.586376		2.3227468		Yes		Yes		Yes		BM138011		0		WHE0479_F12_K23ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0479_F12_K23, mRNA sequence [BM138011]

		A_99_P257386		10.889923		11.08239		10.78944		11.395091		10.242442		9.921306		9.633581		10.654205		10.217675		10.640082		9.899915		11.059242		-1.5664307		-2.2362542		-2.2281694		-1.6712016		-1.593554		-1.3587759		-1.8525666		-1.2621198		-0.64748096		-1.1610842		-1.155859		-0.74088573		-0.6722479		-0.44230747		-0.8895254		-0.3358488		No		Yes		Yes		AK332057		TC416309		Triticum aestivum cDNA, clone: WT003_A15, cultivar: Chinese Spring [AK332057]

		A_99_P326436		5.706426		2.1950862		3.2846992		1.8945837		7.51652		4.802492		8.3750305		6.828262		7.8421516		5.306104		7.736723		3.0186672		3.5066512		6.0940695		34.06766		30.562235		4.394581		8.63992		21.887321		2.1796305		1.8100939		2.607406		5.090331		4.933678		2.1357255		3.111018		4.4520235		1.1240835		Yes		Yes		Yes		TA89479_4565		TC417930		0

		A_99_P154267		8.013522		8.382922		9.128036		8.527926		7.3423753		7.256333		7.916326		8.033478		6.7134213		7.8938203		7.7688174		8.31019		-1.5923383		-2.1834195		-2.3161192		-1.4087822		-2.462461		-1.4035709		-2.5654612		-1.1629074		-0.67114687		-1.1265893		-1.2117095		-0.49444866		-1.3001008		-0.4891019		-1.3592181		-0.21773624		No		Yes		Yes		CJ949179		TC441782		CJ949179 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul25b10 5', mRNA sequence [CJ949179]

		A_99_P424247		1.7609628		2.6612508		1.2410264		1.3062428		2.9542682		5.060431		10.810374		7.918436		4.9025493		6.847246		10.170733		4.549832		2.2867606		5.275033		759.7323		97.82919		8.824939		18.201622		487.65146		9.471474		1.1933054		2.3991802		9.569347		6.612193		3.1415863		4.185995		8.929707		3.243589		Yes		Yes		Yes		CK207575		TC384116		Rep: Chitinase 3 - Triticum aestivum (Wheat), partial (60%) [TC384116]

		A_99_P003866		1.6443332		4.0379577		2.9186995		3.969504		3.905077		5.8373094		5.935312		4.998429		4.278739		4.6074195		5.637345		5.4811206		4.792384		3.4806378		8.09265		2.0405028		6.2091923		1.4839699		6.5825443		2.8512933		2.2607436		1.7993517		3.0166123		1.0289247		2.6344056		0.5694618		2.7186453		1.5116165		Yes		No		No		BE444504		TC440969		WHE1125_D07_G13ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1125_D07_G13, mRNA sequence [BE444504]

		A_99_P435062		8.588638		8.702484		8.96695		9.707038		8.469887		7.2149444		8.122535		8.625627		7.5305057		7.837967		7.704138		9.295267		-1.0857948		-2.8041039		-1.7955374		-2.1161053		-2.0822346		-1.8207303		-2.399631		-1.3303177		-0.118751526		-1.4875398		-0.84441566		-1.0814114		-1.0581326		-0.8645172		-1.2628126		-0.41177082		No		Yes		Yes		CD920907		TC392558		Rep: Auxin response factor 17 - Oryza sativa subsp. indica (Rice), partial (12%) [TC392558]

		A_99_P612492		9.255931		9.544737		9.054034		9.924008		10.444581		11.9174		11.730899		9.291945		10.781756		11.060489		11.596005		9.264373		2.2793937		5.1789637		6.3946466		-1.5497794		2.8795142		2.859478		5.823842		-1.5796835		1.1886501		2.3726635		2.6768646		-0.6320629		1.5258255		1.5157518		2.5419712		-0.65963554		Yes		Yes		Yes		AY836753		TC443593		Triticum aestivum calreticulin-like protein mRNA, complete cds [AY836753]

		A_99_P427147		6.617932		5.935929		5.671042		6.1255684		6.97159		7.518572		6.411569		5.661888		7.976443		7.024135		6.6323433		5.8618712		1.2777966		2.9951806		1.6707863		-1.3790553		2.564204		2.1260953		1.9470654		-1.2005514		0.3536582		1.582643		0.74052715		-0.46368027		1.358511		1.0882063		0.9613013		-0.26369715		No		Yes		Yes		TC386247		TC386247		0

		A_99_P493177		6.108166		6.7484264		7.946775		7.526195		6.261248		6.1066422		6.7963386		7.52601		5.852614		6.5895343		7.1955132		7.384854		1.1119423		-1.5602576		-2.2198102		-1.0001283		-1.1937927		-1.1164294		-1.6832643		-1.10293		0.1530819		-0.6417842		-1.1504364		-1.85E-04		-0.2555523		-0.15889215		-0.7512617		-0.14134121		No		Yes		Yes		TC428717		TC428717		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (6%) [TC428717]

		A_99_P345151		10.0659275		10.91956		9.559655		11.186803		9.79786		9.882838		8.821481		10.76585		9.237441		9.944245		8.716605		10.78558		-1.2041936		-2.051561		-1.6680638		-1.3388114		-1.7758213		-1.9660705		-1.7938385		-1.3206271		-0.26806736		-1.0367222		-0.73817444		-0.4209528		-0.82848644		-0.9753151		-0.84305		-0.40122318		No		Yes		Yes		TA95225_4565		TC417753		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC417753]

		A_99_P487442		3.22665		3.328617		1.9521924		3.0083106		3.846543		4.3788886		4.1617618		4.2027917		4.9409266		4.174808		4.193642		3.378885		1.5367613		2.0709195		4.6253724		2.288625		3.2813206		1.7977482		4.72872		1.2928675		0.6198931		1.0502715		2.2095695		1.1944811		1.7142766		0.8461909		2.2414498		0.37057447		Yes		No		No		CD891213		TC425944		Rep: Predicted membrane protein - Prochlorococcus marinus str. MIT 9211, partial (6%) [TC425944]

		A_99_P311321		1.3724779		1.386807		1.87179		2.000451		3.9204998		9.002711		9.96371		7.4004846		6.9045963		7.3889623		10.233498		7.411799		5.848318		196.16235		272.8416		42.22523		46.27363		64.09568		328.94617		42.55769		2.5480218		7.6159043		8.09192		5.4000335		5.5321183		6.0021553		8.361708		5.411348		Yes		Yes		Yes		TA85036_4565		0		0

		A_99_P138590		11.913174		11.24418		12.672881		13.582469		12.10789		11.878433		14.649589		13.137821		12.81083		11.552808		15.185178		13.038864		1.1444992		1.5521344		3.935938		-1.3609818		1.8630371		1.2385293		5.705276		-1.4576101		0.19471645		0.6342535		1.9767075		-0.4446478		0.89765644		0.30862808		2.5122967		-0.54360485		No		Yes		Yes		AK335462		TC371165		Triticum aestivum cDNA, clone: WT012_P10, cultivar: Chinese Spring [AK335462]

		A_99_P498457		8.029766		8.624964		10.031838		9.325501		7.9954376		10.059955		11.697398		10.602821		10.154017		8.35551		11.430028		10.366986		-1.02408		2.7038045		3.172367		2.4238827		4.359768		-1.2053516		2.6357062		2.058345		-0.03432846		1.4349909		1.6655598		1.2773199		2.1242514		-0.269454		1.3981895		1.0414848		Yes		No		No		AK333639		TC431053		Triticum aestivum cDNA, clone: WT006_P14, cultivar: Chinese Spring [AK333639]

		A_99_P266486		10.382726		10.047565		10.664471		11.490911		10.337784		9.20749		10.437795		11.2035475		9.505034		9.607468		9.548488		11.486445		-1.0316416		-1.7901438		-1.1701359		-1.2204076		-1.8374325		-1.3566962		-2.1674263		-1.0030998		-0.044941902		-0.8400755		-0.22667599		-0.28736305		-0.87769127		-0.4400978		-1.115983		-0.004465103		No		Yes		Yes		TA71842_4565		TC397207		Rep: Os04g0629500 protein - Oryza sativa subsp. japonica (Rice), partial (88%) [TC397207]

		A_99_P200406		5.2153597		4.745795		4.576685		4.741743		6.7543483		7.985167		7.214702		5.063174		8.141141		6.9258714		7.718342		5.0596013		2.9059072		9.443831		6.224756		1.249569		7.5988507		4.531776		8.825371		1.2464787		1.5389886		3.2393723		2.6380172		0.32143068		2.9257812		2.1800766		3.1416569		0.31785822		Yes		Yes		Yes		TA51063_4565		0		0

		A_99_P529747		4.5997605		4.178219		5.191941		4.263762		5.734239		6.9295707		6.242821		4.8994546		7.1229424		5.899855		6.8482604		4.774847		2.195392		6.7334776		2.0717938		1.5536834		5.7484856		3.2981026		3.1521137		1.4251217		1.1344786		2.7513518		1.0508804		0.6356926		2.523182		1.7216363		1.6563196		0.51108503		Yes		Yes		Yes		AK334688		TC444425		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P536057		3.374527		2.7647963		1.8915406		3.8286088		2.948555		2.0553055		3.3057282		4.76146		2.9013577		2.7325327		3.4671304		4.917942		-1.3434774		-1.6352268		2.665096		1.909045		-1.3881556		-1.0226153		2.9805732		2.1277568		-0.42597198		-0.7094908		1.4141876		0.9328511		-0.47316933		-0.032263517		1.5755898		1.0893333		No		Yes		Yes		TA69841_4565		TC446963		0

		A_99_P000246		4.084089		3.8997524		4.4577403		4.5069833		3.5995667		2.6748316		2.8446445		3.2191772		2.652714		2.4269516		2.4323018		2.4848993		-1.3991224		-2.3374262		-3.0590756		-2.4415648		-2.697036		-2.775602		-4.071156		-4.061701		-0.4845221		-1.2249207		-1.6130958		-1.287806		-1.4313748		-1.4728007		-2.0254385		-2.022084		Yes		No		No		AF002820		NP234380		Triticum aestivum starch branching enzyme I (wSBE I-D2) mRNA, complete cds [AF002820]

		A_99_P315746		13.290666		13.774196		13.691045		13.638345		12.635312		12.64494		11.993825		13.06805		12.836632		12.761047		12.241063		13.206714		-1.5750018		-2.187458		-3.2427547		-1.4848266		-1.3698652		-2.0183108		-2.732046		-1.3487576		-0.65535355		-1.1292553		-1.6972198		-0.5702944		-0.45403385		-1.0131483		-1.4499817		-0.4316311		Yes		Yes		Yes		TA86305_4565		TC429443		0

		A_99_P561122		8.212158		7.9809384		8.576366		7.851336		8.627026		9.389832		8.867729		8.030716		9.228504		8.453429		8.863914		7.9942627		1.3331761		2.6553335		1.2237958		1.132397		2.0227892		1.3875029		1.2205633		1.1041428		0.4148674		1.4088931		0.29136276		0.17937994		1.016346		0.4724908		0.2875471		0.1429267		No		Yes		Yes		CA653202		TC456524		Rep: Sperm histone - Gallus gallus (Chicken), partial (31%) [TC456524]

		A_99_P502642		4.528074		3.5451238		3.979006		4.908088		5.1270823		5.0610147		4.765678		5.701633		5.426558		5.6120205		5.209407		6.14741		1.5146753		2.8597536		1.7250903		1.7333281		1.8641064		4.1898446		2.3463216		2.3608751		0.59900856		1.5158908		0.7866719		0.79354477		0.89848423		2.0668967		1.2304008		1.2393217		Yes		Yes		Yes		TC432857		TC432857		Rep: Cys2/His2 zinc-finger transcription factor - Silene latifolia (White campion) (Bladder campion), partial (9%) [TC432857]

		A_99_P469182		10.917556		10.890508		6.6099257		10.352909		12.000561		10.303662		9.888569		10.857517		10.078107		10.117084		7.301895		10.509973		2.118444		-1.501959		9.704428		1.418738		-1.7893665		-1.709322		1.6154873		1.1150153		1.083005		-0.5868454		3.2786431		0.50460815		-0.8394489		-0.77342415		0.6919694		0.15706348		No		Yes		Yes		AK331977		TC416087		Triticum aestivum cDNA, clone: WT002_N12, cultivar: Chinese Spring [AK331977]

		A_99_P129530		6.685641		6.3982377		6.4127674		6.313605		7.2367043		7.9366055		7.1120067		6.4752426		7.9591613		7.183721		7.6708074		6.516687		1.4651654		2.904657		1.6236484		1.1185563		2.4175076		1.7236698		2.3917058		1.151155		0.55106354		1.5383677		0.69923925		0.16163778		1.2735205		0.78548336		1.25804		0.20308208		No		Yes		Yes		AW448132		TC393045		BRY_1726 BRY Triticum aestivum cDNA clone P46-11G, mRNA sequence [AW448132]

		A_99_P483032		5.55719		6.2069206		6.9495597		5.766503		5.045444		4.5943584		5.089017		5.106368		5.053103		5.3078265		5.387894		5.425747		-1.4257746		-3.0579443		-3.6314425		-1.5802302		-1.4182255		-1.8648946		-2.9519444		-1.26642		-0.5117459		-1.6125622		-1.8605428		-0.6601348		-0.504087		-0.8990941		-1.5616655		-0.34075594		Yes		Yes		Yes		TC423652		TC423652		Rep: Undecaprenyl pyrophosphate synthetase - Granulobacter bethesdensis (strain ATCC BAA-1260 / CGDNIH1), partial (5%) [TC423652]

		A_99_P330931		3.9649963		3.910063		4.816404		4.247903		5.565042		4.9678316		5.1082854		4.593146		6.0582523		5.3892264		5.5789742		4.4001656		3.0315292		2.0817091		1.2242359		1.2703649		4.2671003		2.7878702		1.6965106		1.1113111		1.6000457		1.0577686		0.29188156		0.34524298		2.093256		1.4791634		0.7625704		0.15226269		Yes		No		No		TA90827_4565		TC376524		Rep: Extra-large G-protein-like - Oryza sativa subsp. japonica (Rice), partial (21%) [TC376524]

		A_99_P456582		10.507713		11.241082		10.679931		11.657615		9.880901		10.028305		9.810845		10.750525		9.950777		10.275737		9.630604		10.932092		-1.544149		-2.317834		-1.8265045		-1.8752582		-1.4711417		-1.9525309		-2.069564		-1.6535		-0.626812		-1.2127771		-0.8690853		-0.90708923		-0.55693626		-0.9653454		-1.0493269		-0.725523		No		Yes		Yes		TA68562_4565		TC408162		Rep: Predicted protein - Monosiga brevicollis MX1, partial (3%) [TC408162]

		A_99_P291461		6.3796525		6.2454133		6.333263		5.848175		6.6557465		6.5705643		7.6665215		5.855616		7.388893		6.6037183		7.6317215		5.8923874		1.210912		1.2527956		2.5197117		1.0051711		2.0128512		1.2819189		2.4596593		1.0311201		0.27609396		0.32515097		1.3332586		0.007441044		1.0092406		0.35830498		1.2984586		0.04421234		No		Yes		Yes		TA79223_4565		TC378634		0

		A_99_P444502		8.571381		7.9286766		7.1769104		7.1080413		8.002753		7.447592		6.086716		6.758473		7.835078		7.605222		5.7466717		7.2133985		-1.4831119		-1.3957928		-2.129027		-1.2741793		-1.6659012		-1.2513231		-2.6949131		1.0757607		-0.56862736		-0.48108482		-1.0901942		-0.34956837		-0.73630285		-0.32345438		-1.4302387		0.10535717		No		Yes		Yes		TC399744		TC399744		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC399744]

		A_99_P280431		12.661626		12.554688		11.393161		11.4239435		11.83496		11.544304		10.282977		10.513858		11.775898		12.00595		10.47282		10.791863		-1.7735819		-2.014448		-2.1587315		-1.8791571		-1.8476967		-1.462806		-1.8925619		-1.5497979		-0.8266659		-1.0103846		-1.1101837		-0.9100857		-0.8857279		-0.5487385		-0.92034054		-0.6320801		No		Yes		Yes		TA76003_4565		TC445942		0

		A_99_P225401		5.5404305		4.665835		4.997169		5.4181046		9.273367		9.302666		13.581685		9.474304		10.55581		10.463062		13.082347		8.674867		13.296147		24.878555		383.88132		16.635572		32.342953		55.608265		271.56964		9.558352		3.7329364		4.636831		8.584517		4.0561996		5.0153794		5.7972274		8.085178		3.256762		Yes		Yes		Yes		X85228		TC382719		T.aestivum pox2 gene [X85228]

		A_99_P231011		7.452347		6.9451623		9.435161		9.321464		7.1739106		6.612594		7.9259963		8.785168		7.212198		6.914843		7.6604247		8.412048		-1.2128794		-1.259253		-2.846451		-1.4502442		-1.1811147		-1.0212381		-3.4217536		-1.878284		-0.27843618		-0.33256817		-1.5091643		-0.5362959		-0.24014902		-0.030319214		-1.7747359		-0.90941525		No		Yes		Yes		TA61829_4565		TC385834		0

		A_99_P236656		15.100001		15.236051		14.630288		14.059819		14.221524		14.296565		13.433694		12.787395		14.08062		14.629161		13.287453		14.231717		-1.8384336		-1.9178442		-2.2919796		-2.4156723		-2.0270498		-1.5229723		-2.5364935		1.1265395		-0.8784771		-0.93948555		-1.1965942		-1.2724247		-1.0193815		-0.6068897		-1.3428354		0.17189789		Yes		No		No		TA63511_4565		TC439847		0

		A_99_P180205		7.0875053		6.9319634		5.9209867		6.879026		6.707272		6.0391636		4.3733196		5.904901		7.40983		6.10304		4.823874		6.215122		-1.3015523		-1.8567761		-2.92344		-1.9644493		1.2503437		-1.7763591		-2.1392612		-1.5843638		-0.3802333		-0.89279985		-1.547667		-0.9741249		0.32232475		-0.8289232		-1.0971127		-0.6639037		No		Yes		Yes		0		0		0

		A_99_P358671		9.544184		9.332673		9.088889		9.104573		9.847793		9.99092		10.13096		9.331176		10.324589		9.746537		10.111693		8.89046		1.234228		1.5781639		2.059182		1.1700763		1.717613		1.3322494		2.0318646		-1.1599907		0.3036089		0.658247		1.0420713		0.22660255		0.78040504		0.41386414		1.0228043		-0.21411324		No		Yes		Yes		TA99555_4565		TC434078		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC434078]

		A_99_P275851		10.02465		9.509835		8.410881		8.495259		8.517905		8.257909		7.797999		7.6106205		8.555816		8.995158		7.843128		8.58302		-2.8416805		-2.3815923		-1.5293113		-1.8463023		-2.7679808		-1.4286743		-1.482213		1.0627196		-1.5067444		-1.2519264		-0.61288214		-0.8846388		-1.4688339		-0.51467705		-0.56775284		0.087760925		Yes		No		No		TA74688_4565		0		0

		A_99_P059030		3.1207945		3.1255548		3.380689		3.3089378		3.0400035		4.0532475		4.1866374		4.574854		3.5229588		4.4331565		4.5029106		4.532712		-1.0575978		1.9022312		1.7482948		2.4047987		1.3214889		2.475297		2.1768193		2.3355691		-0.080791		0.92769265		0.8059485		1.2659161		0.40216422		1.3076017		1.1222217		1.2237742		Yes		No		No		CA700635		0		wkm1c.pk006.j1 wkm1c Triticum aestivum cDNA clone wkm1c.pk006.j1 5' end, mRNA sequence [CA700635]

		A_99_P039594		10.638744		9.8933935		8.490816		8.552819		8.665603		8.0801		7.693117		7.8559055		8.820954		9.207149		8.029844		8.800965		-3.9262218		-3.5144367		-1.7383264		-1.6210333		-3.5254076		-1.60909		-1.3764688		1.1876799		-1.9731417		-1.8132935		-0.797699		-0.6969137		-1.81779		-0.68624496		-0.46097183		0.24814606		Yes		No		No		CV779475		TC394045		FGAS073884 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779475]

		A_99_P536197		5.812565		5.314358		4.6172466		5.012197		6.396337		6.517128		5.6115813		5.516381		6.781601		6.008681		5.8834286		5.7332344		1.498763		2.3018117		1.9921616		1.4183207		1.9575323		1.6181245		2.4052417		1.6483669		0.5837722		1.2027698		0.9943347		0.50418377		0.9690361		0.6943226		1.266182		0.7210374		No		Yes		Yes		TC447028		TC447028		0

		A_99_P528037		6.715277		6.594785		7.279953		7.1019263		6.327866		5.805494		5.7949777		6.7864		6.269804		6.3877506		6.26895		6.9123187		-1.3080441		-1.7282254		-2.7991238		-1.2444657		-1.3617607		-1.1543131		-2.0153117		-1.1404535		-0.38741112		-0.7892914		-1.4849753		-0.3155265		-0.4454732		-0.20703459		-1.011003		-0.18960762		No		Yes		Yes		TC443749		TC443749		Rep: Helicase domain protein - Opitutaceae bacterium TAV2, partial (11%) [TC443749]

		A_99_P439782		9.321443		7.3521285		5.0313754		7.633967		8.881706		7.480058		6.3299026		7.738106		8.829937		7.295063		6.278883		7.7482495		-1.3563565		1.0927244		2.4597764		1.0748526		-1.4059113		-1.0403475		2.3743088		1.0824367		-0.43973637		0.12792969		1.2985272		0.10413885		-0.49150562		-0.057065487		1.2475076		0.11428261		No		Yes		Yes		CK207493		TC396195		Rep: Small tumor anitgen t-ag - Simian virus 40 (SV40), partial (13%) [TC435037]

		A_99_P462407		1.5805336		2.1817067		1.8994776		2.63193		1.232798		3.0061524		2.864811		3.1851797		3.4882956		3.7307265		3.6462224		2.625489		-1.2725618		1.7708546		1.9525146		1.4673872		3.7522655		2.9261827		3.3560047		-1.0044746		-0.34773564		0.8244457		0.96533334		0.5532496		1.9077619		1.5490198		1.7467448		-0.0064411163		Yes		No		No		CD890446		TC412106		0

		A_99_P494042		10.198411		9.522285		8.8340845		9.086722		10.81062		11.354426		10.148152		9.130994		11.696782		11.00238		10.580341		9.194413		1.5285983		3.5606508		2.4864163		1.0311624		2.8252356		2.789671		3.3548698		1.0775023		0.6122093		1.8321409		1.3140678		0.04427147		1.4983711		1.4800949		1.7462568		0.10769081		Yes		Yes		Yes		TC429076		TC429076		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC429076]

		A_99_P407717		5.4816246		5.362757		4.032883		2.8504765		7.620501		7.4771156		6.9257464		5.041305		9.499554		6.6409736		7.316871		4.7208905		4.404189		4.329974		7.427431		4.565676		16.20008		2.4253893		9.740447		3.656375		2.1388764		2.1143584		2.8928633		2.1908286		4.017929		1.2782164		3.283988		1.870414		Yes		Yes		Yes		TC369813		TC369813		Rep: Probable glutathione S-transferase GSTF1 - Oryza sativa subsp. japonica (Rice), partial (69%) [TC369813]

		A_99_P574047		4.06805		3.5468512		2.5450022		2.381199		4.715507		4.8771405		3.6321905		3.7000191		5.5035567		4.4587827		3.9827087		3.1208696		1.5664048		2.5145311		2.1245956		2.4946203		2.7047718		1.881563		2.7088988		1.6697947		0.6474571		1.3302894		1.0871882		1.3188202		1.4355068		0.9119315		1.4377065		0.73967075		Yes		No		No		AK336082		TC461208		Triticum aestivum cDNA, clone: SET3_D01, cultivar: Chinese Spring [AK336082]

		A_99_P181175		6.671436		5.9470677		4.879822		6.234232		7.145952		7.9055123		6.1042714		6.190697		7.473675		7.301375		5.997322		6.512867		1.3894523		3.8864274		2.336663		-1.030636		1.7438053		2.5567431		2.169707		1.2130467		0.4745164		1.9584446		1.2244496		-0.043534756		0.80223894		1.3543072		1.1175003		0.27863503		No		Yes		Yes		CA653269		TC385034		wre1n.pk168.a12 wre1n Triticum aestivum cDNA clone wre1n.pk168.a12 5' end, mRNA sequence [CA653269]

		A_99_P424332		11.881701		12.464946		11.810463		12.537137		11.253236		11.188777		10.774892		11.262428		11.37119		11.504491		10.884624		11.512349		-1.54592		-2.4219496		-2.0499249		-2.4194996		-1.4245551		-1.9459234		-1.8997893		-2.0346603		-0.62846565		-1.2761688		-1.0355711		-1.2747087		-0.5105114		-0.96045494		-0.9258394		-1.0247879		Yes		Yes		Yes		CK207368		TC384186		Rep: Cellulose synthase BoCesA7 - Bambusa oldhamii (Giant timber bamboo), partial (20%) [TC384186]

		A_99_P326576		7.7467		8.204793		8.405818		8.11981		8.893538		10.335521		9.441551		8.761916		10.025742		9.499779		9.796892		8.598712		2.2142816		4.3793836		2.0501554		1.5606056		4.8535547		2.4537458		2.6227388		1.3936825		1.1468387		2.1307278		1.0357332		0.64210606		2.2790418		1.2949858		1.3910742		0.47890186		Yes		Yes		Yes		CK217796		TC420492		FGAS029798 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217796]

		A_99_P239411		11.632793		12.486016		11.612653		11.676587		10.034305		11.293923		10.696027		10.2712965		9.940867		11.668892		10.111407		11.604032		-3.0282595		-2.2848396		-1.8876954		-2.6487112		-3.2308774		-1.7618906		-2.83087		-1.0515778		-1.5984888		-1.1920929		-0.916626		-1.4052906		-1.691926		-0.81712437		-1.5012455		-0.07255554		Yes		No		No		TA64275_4565		TC374498		0

		A_99_P263401		11.08072		11.30041		10.546708		10.377643		9.633286		9.965656		9.110181		9.02287		9.27724		10.576409		8.760514		10.37233		-2.7272246		-2.5223246		-2.7066855		-2.5575678		-3.4906123		-1.6517564		-3.4490376		-1.0036894		-1.4474335		-1.334754		-1.4365273		-1.3547726		-1.8034801		-0.72400093		-1.7861938		-0.0053129196		Yes		No		No		TA70959_4565		TC434518		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC434518]

		A_99_P253856		10.977719		11.095062		11.002518		11.006335		10.602345		10.53521		10.049673		11.138164		10.694763		10.547782		9.917528		11.17907		-1.2971756		-1.4741186		-1.9356855		1.0956813		-1.2166854		-1.4613283		-2.12136		1.1271936		-0.37537384		-0.5598526		-0.9528446		0.13182831		-0.28295612		-0.5472803		-1.0849895		0.17273521		No		Yes		Yes		BT009476		TC398903		Triticum aestivum clone wr1.pk0033.c11:fis, full insert mRNA sequence [BT009476]

		A_99_P452302		9.222416		9.667294		10.365555		11.016174		8.87506		8.361249		9.309283		9.49128		8.841716		8.847148		9.257611		10.368741		-1.2722268		-2.472627		-2.0795503		-2.8776572		-1.3019736		-1.7655842		-2.155382		-1.566379		-0.34735584		-1.3060446		-1.0562716		-1.5248947		-0.3807001		-0.8201456		-1.1079435		-0.6474333		Yes		No		No		TC405303		TC405303		Rep: Mitogen-activated protein kinase 7 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC405303]

		A_99_P132845		1.2433308		1.3880874		2.1672466		1.7865729		5.1468573		8.561242		8.203296		4.7578187		8.252143		6.275152		9.070337		4.3008094		14.965061		144.32274		65.61932		7.842131		128.78421		29.590557		119.68433		5.712952		3.9035263		7.173155		6.036049		2.9712458		7.008812		4.887065		6.9030905		2.5142365		Yes		Yes		Yes		CJ628070		0		CJ628070 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs14b05 5', mRNA sequence [CJ628070]

		A_99_P448672		5.495846		5.820596		5.414145		5.370491		5.7578406		6.529802		6.6960526		6.0987563		5.8809733		6.1370163		6.9394536		6.0801377		1.1991357		1.6349037		2.4316027		1.6566459		1.3059752		1.2452368		2.8784828		1.6354036		0.26199484		0.7092056		1.2819076		0.7282653		0.38512754		0.31642008		1.5253086		0.7096467		No		Yes		Yes		DR736908		TC402418		FGAS082278 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736908]

		A_99_P223091		7.408507		7.428394		7.586506		7.5984797		8.812488		10.850804		9.265413		7.80068		9.345534		9.993331		9.727618		7.8437896		2.6463075		10.721319		3.2018538		1.1504517		3.8291588		5.917292		4.4110203		1.1853473		1.4039807		3.4224105		1.6789074		0.20220041		1.9370275		2.564937		2.1411123		0.24530983		Yes		Yes		Yes		TA59357_4565		TC450692		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (26%) [TC450692]

		A_99_P568507		7.004095		6.844698		6.2994466		6.1761374		7.8037066		8.657936		8.504944		6.999733		8.4156275		7.866095		8.479828		7.1757984		1.7406324		3.514302		4.6123347		1.7698113		2.6601958		2.0298839		4.5327334		1.9995301		0.79961157		1.8132381		2.2054973		0.8235955		1.4115324		1.0213971		2.1803813		0.99966097		Yes		Yes		Yes		TC459303		TC459303		0

		A_99_P183952		3.948246		5.5355797		6.7806983		3.648034		4.2357135		6.0768123		6.543398		5.945877		6.595713		6.4036484		7.3741627		5.091904		1.2204959		1.4552152		-1.1787848		4.91722		6.2656627		1.8252178		1.5088657		2.7204967		0.28746748		0.5412326		-0.2373004		2.297843		2.6474671		0.8680687		0.5934644		1.4438701		Yes		No		No		CK208047		TC378720		FGAS019725 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208047]

		A_99_P446452		9.086883		9.198951		9.351221		8.926746		8.87253		8.61895		8.072045		8.529899		8.992345		8.835038		8.30951		8.79684		-1.1601832		-1.4948502		-2.4270027		-1.316628		-1.0677233		-1.2869112		-2.0586674		-1.0942229		-0.21435261		-0.5800009		-1.2791758		-0.39684772		-0.094537735		-0.36391258		-1.0417109		-0.12990665		No		Yes		Yes		TC401202		TC401202		Rep: Predicted protein - Lodderomyces elongisporus (Yeast) (Saccharomyces elongisporus), partial (16%) [TC401202]

		A_99_P416252		13.039575		13.027051		13.880074		13.359281		12.965444		12.826558		12.789096		13.625312		13.1936035		13.079609		13.152129		13.339523		-1.0527267		-1.1490909		-2.1301835		1.2024953		1.1126724		1.0371021		-1.6562774		-1.0137889		-0.07413101		-0.20049286		-1.0909777		0.26603127		0.15402889		0.052557945		-0.7279444		-0.01975727		No		Yes		Yes		TA54627_4565		TC377511		Rep: Lipid transfer protein-like - Oryza sativa subsp. japonica (Rice), partial (77%) [TC377511]

		A_99_P536882		10.344033		10.043605		8.836614		8.160122		9.095159		8.617478		7.7408004		6.8692536		8.741103		9.1381		7.6959457		8.234649		-2.3765597		-2.6872425		-2.1373353		-2.4467528		-3.0375962		-1.8732003		-2.2048306		1.0530156		-1.2488747		-1.4261265		-1.0958133		-1.2908683		-1.6029301		-0.9055052		-1.1406679		0.07452679		Yes		No		No		TC418523		TC418523		AAC26697.1 - Arabidopsis thaliana (Mouse-ear cress), partial (12%) [TC418523]

		A_99_P245556		6.555942		6.8124714		6.839702		6.707807		7.156706		8.52095		7.9402466		6.5266247		7.761211		7.3721566		8.119864		6.465714		1.5165192		3.2681608		2.144356		-1.1338128		2.3058023		1.4739476		2.428663		-1.1827073		0.6007638		1.7084789		1.1005445		-0.18118238		1.2052689		0.55968523		1.2801623		-0.24209309		No		Yes		Yes		TA65888_4565		0		0

		A_99_P337961		7.993613		8.129336		9.883392		9.647786		7.8099694		7.045196		8.48935		9.086303		7.5269837		7.392015		8.329486		9.224505		-1.1357485		-2.1201117		-2.6281397		-1.4757859		-1.3818768		-1.6670778		-2.936111		-1.3409735		-0.18364334		-1.0841403		-1.394042		-0.5614834		-0.46662903		-0.7373214		-1.5539064		-0.42328072		No		Yes		Yes		TA92981_4565		TC409200		Rep: Major facilitator superfamily protein - Zea mays (Maize), partial (46%) [TC409200]

		A_99_P417792		5.1259685		4.7175374		5.4373136		5.160376		4.6783624		4.1866193		4.8411145		3.3931448		3.861523		3.3014097		3.801858		3.7546895		-1.3637754		-1.4448484		-1.5117285		-3.4040005		-2.4023488		-2.6686826		-3.1068566		-2.6494384		-0.4476061		-0.5309181		-0.59619904		-1.7672312		-1.2644455		-1.4161277		-1.6354556		-1.4056866		Yes		No		No		CV064397		TC378798		Rep: Alpha gliadin - Lophopyrum elongatum (Tall wheatgrass) (Argopyrum elongatum), partial (87%) [TC378798]

		A_99_P248201		10.031217		10.66245		10.186124		11.389053		8.601677		7.9779487		9.049526		9.150089		8.108251		8.651366		7.8695817		9.856888		-2.6936076		-6.4285846		-2.1986191		-4.7205796		-3.7920184		-4.0308485		-4.9813685		-2.8921964		-1.4295397		-2.6845012		-1.1365976		-2.238964		-1.922966		-2.0110836		-2.3165421		-1.5321655		Yes		No		No		DQ872388		TC410644		Triticum aestivum fasciclin-like protein FLA15 mRNA, complete cds [DQ872388]

		A_99_P520302		2.9429064		3.6986406		2.8841915		2.0575655		3.8587377		3.840215		3.644172		3.3450162		4.277582		3.6848087		4.1753597		3.7331345		1.8866559		1.1031083		1.6934676		2.4409635		2.522188		-1.0096337		2.4472613		3.1944532		0.9158313		0.14157438		0.75998044		1.2874508		1.3346758		-0.013831854		1.2911682		1.675569		Yes		No		No		BJ309064		TC440635		Rep: Heat shock protein 90 - Triticum aestivum (Wheat), partial (8%) [TC440635]

		A_99_P349986		4.9929233		5.576446		5.77882		5.839601		4.579409		4.397854		5.111819		5.503595		4.53326		5.150065		4.8169265		5.6086173		-1.3319262		-2.263558		-1.5877693		-1.2622575		-1.3752209		-1.3438584		-1.9478648		-1.1736349		-0.41351414		-1.1785922		-0.66700125		-0.33600616		-0.4596634		-0.4263811		-0.96189356		-0.23098373		No		Yes		Yes		TA96748_4565		TC397185		Rep: Os01g0126500 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC397185]

		A_99_P327036		3.9991055		3.7125294		2.6239612		2.3537593		4.7058163		5.6231093		4.144975		3.7844064		5.88862		5.4848037		4.7186637		3.8834693		1.6320789		3.7596018		2.869927		2.695676		3.705105		3.4159203		4.271381		2.887278		0.7067108		1.9105799		1.521014		1.4306471		1.8895144		1.7722743		2.0947025		1.52971		Yes		Yes		Yes		TA89645_4565		0		0

		A_99_P649102		1.7787613		1.3742882		1.3716506		1.37161		1.7469168		1.3841777		5.7232223		3.3869934		1.7442523		1.3973373		5.6592636		1.6098322		-1.0223184		1.0068784		20.415197		4.0428796		-1.0242082		1.0161047		19.529903		1.1795381		-0.031844497		0.009889483		4.3515716		2.0153832		-0.034508944		0.023049116		4.287613		0.23822212		Yes		Yes		Yes		AY596269		0		Triticum aestivum cultivar Glenlea polyphenol oxidase mRNA, partial cds [AY596269]

		A_99_P185814		1.36805		1.9846687		2.0156848		1.8733374		3.686658		7.001423		6.1626115		4.4754524		5.8600864		4.2267437		6.494395		4.2412834		4.988506		32.373787		17.715336		6.0717616		22.502857		4.7307696		22.295956		5.1620574		2.3186078		5.016754		4.146927		2.6021152		4.4920363		2.242075		4.47871		2.3679461		Yes		Yes		Yes		CJ907824		0		CJ907824 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8h19 5', mRNA sequence [CJ907824]

		A_99_P091060		8.033313		7.6801667		7.9092517		8.119287		7.408607		6.6161404		7.33734		5.67889		6.552527		6.7260246		6.5150146		6.7271047		-1.5418963		-2.0907583		-1.4864922		-5.427908		-2.7910073		-1.9374272		-2.628495		-2.6247535		-0.6247058		-1.0640264		-0.5719118		-2.4403963		-1.4807858		-0.9541421		-1.394237		-1.3921819		Yes		No		No		CV778789		0		FGAS073198 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV778789]

		A_99_P200466		12.348926		13.2677965		12.3502245		12.414105		11.683816		11.632878		10.800064		12.329713		11.350398		12.501069		10.6935835		12.232068		-1.5856887		-3.1056995		-2.928497		-1.0602412		-1.9979597		-1.701406		-3.152816		-1.1344849		-0.66510963		-1.6349182		-1.5501604		-0.08439255		-0.9985275		-0.76672745		-1.656641		-0.18203735		No		Yes		Yes		TA51080_4565		TC405407		Rep: Putaive subtilisin-like proteinase - Oryza sativa subsp. japonica (Rice), partial (10%) [TC405407]

		A_99_P160972		9.118229		9.145555		8.702323		8.278913		9.151732		9.87762		11.481286		9.499916		10.003781		10.296182		11.342069		9.008819		1.0234946		1.6610152		6.863589		2.331088		1.8474718		2.2201037		6.2322183		1.6585311		0.033503532		0.7320652		2.778963		1.2210035		0.8855524		1.1506271		2.6397457		0.7299061		Yes		Yes		Yes		CK161245		TC447464		FGAS013810 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161245]

		A_99_P430877		14.948662		15.4873705		15.183164		15.163895		13.785782		14.5813055		14.233737		14.050289		13.756301		15.065971		13.83413		15.240542		-2.2390394		-1.8739274		-1.931105		-2.1638575		-2.285264		-1.3392256		-2.5474138		1.0545648		-1.16288		-0.906065		-0.94942665		-1.1136055		-1.1923609		-0.42139912		-1.3490334		0.07664776		Yes		No		No		TA64269_4565		TC400413		0

		A_99_P325566		8.042914		7.8288264		7.439087		7.181132		6.903712		6.3859863		6.3821473		5.8380113		6.6732306		7.096926		6.230934		6.874138		-2.2025924		-2.7185552		-2.0805135		-2.536995		-2.584139		-1.6608251		-2.3104162		-1.2371273		-1.1392026		-1.4428401		-1.0569396		-1.3431206		-1.3696837		-0.7319002		-1.2081528		-0.30699396		Yes		No		No		TA89216_4565		TC429960		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC429960]

		A_99_P271081		8.441377		8.645038		8.557393		8.471664		9.306856		10.034045		9.609468		9.056962		9.932858		9.489452		9.969776		9.159195		1.8219451		2.6189847		2.0735106		1.5003484		2.8117762		1.7955362		2.6617649		1.6105244		0.86547947		1.3890076		1.0520754		0.5852976		1.4914818		0.8444147		1.4123831		0.6875305		Yes		Yes		Yes		TA73255_4565		0		0

		A_99_P118210		12.294293		11.884198		10.953548		10.7856245		10.993611		10.344086		9.963555		9.9048		10.718444		11.131242		10.090081		10.926776		-2.4634533		-2.908172		-1.9861755		-1.8414268		-2.9811099		-1.6852428		-1.8194057		1.1027849		-1.3006821		-1.5401125		-0.9899931		-0.8808241		-1.5758495		-0.7529564		-0.8634672		0.14115143		Yes		No		No		CJ674557		0		CJ674557 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17n03 5', mRNA sequence [CJ674557]

		A_99_P334801		2.128033		3.9664822		3.5749257		3.6808002		3.501016		6.004889		6.3505187		5.031059		4.8153253		4.6417193		6.5382447		5.251979		2.5900555		4.1079164		6.847574		2.5495782		6.4410343		1.5968592		7.799162		2.971474		1.372983		2.0384068		2.775593		1.3502586		2.6872923		0.6752372		2.963319		1.5711787		Yes		Yes		Yes		TA91994_4565		TC405725		Rep: Os06g0271000 protein - Oryza sativa subsp. japonica (Rice), partial (48%) [TC405725]

		A_99_P354941		5.6537585		4.8552322		4.598184		4.687646		8.07236		10.134052		9.583675		7.143978		9.38023		8.546394		9.77481		7.551477		5.346525		38.82247		31.679798		5.488197		13.236698		12.916669		36.167595		7.279458		2.4186015		5.27882		4.9854913		2.4563322		3.7264714		3.691162		5.1766257		2.863831		Yes		Yes		Yes		TA98285_4565		TC441988		Rep: Import inner membrane translocase, subunit Tim44 precursor - Rhodobacter sphaeroides (strain ATCC 17025 / ATH 2.4.3), partial (6%) [TC441988]

		A_99_P370637		2.5845616		2.6739924		1.7259251		1.7299395		4.8110976		5.8333383		4.3361106		1.7855037		5.3630347		5.0507145		5.5424404		2.1093032		4.680089		8.934245		6.1058226		1.0392655		6.861258		5.193554		14.089177		1.3007681		2.226536		3.1593459		2.6101856		0.055564284		2.7784731		2.376722		3.8165154		0.37936378		Yes		Yes		Yes		TA103245_4565		TC400902		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (10%) [TC400902]

		A_99_P325641		10.244656		10.473401		11.13047		10.797307		10.390354		10.7341		9.978139		10.65138		10.58002		10.288783		10.289528		10.680198		1.1062661		1.1980593		-2.222728		-1.1064417		1.261696		-1.136516		-1.7912198		-1.0845596		0.14569855		0.26069927		-1.1523314		-0.14592743		0.33536434		-0.184618		-0.8409424		-0.1171093		No		Yes		Yes		TA89243_4565		TC397632		Rep: F20B17.6 - Arabidopsis thaliana (Mouse-ear cress), partial (18%) [TC397632]

		A_99_P440037		7.993304		7.9835777		7.663937		7.5059924		8.150796		8.613396		8.3928385		7.856828		8.639058		8.293475		8.818513		7.8068185		1.1153467		1.5473697		1.6573765		1.2752992		1.5645571		1.2396196		2.2261887		1.2318496		0.15749216		0.62981796		0.7289014		0.3508358		0.64575434		0.30989742		1.1545758		0.30082607		No		Yes		Yes		TA71360_4565		TC396389		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC396389]

		A_99_P278226		3.725877		5.1861463		3.2448375		6.86504		1.8546864		2.0658035		2.4791725		3.9071467		2.2177517		2.8476715		2.6861694		4.47835		-3.6583438		-8.695945		-1.7001536		-7.7698846		-2.8444018		-5.0576763		-1.4729089		-5.2295604		-1.8711907		-3.1203427		-0.76566505		-2.9578931		-1.5081253		-2.3384748		-0.55866814		-2.3866897		Yes		No		No		TA75369_4565		TC372031		0

		A_99_P455257		10.6090765		10.788269		9.46664		11.401101		10.751404		10.954609		11.045173		11.29503		10.55886		11.093364		10.794623		11.50822		1.1036841		1.1222079		2.9866583		-1.0762935		-1.0354204		1.2354997		2.5105143		1.0770749		0.14232731		0.16633987		1.5785322		-0.10607147		-0.050216675		0.30509472		1.3279829		0.10711861		No		Yes		Yes		TA67095_4565		TC375200		0

		A_99_P499857		8.052381		7.9809012		7.9989896		8.217485		8.57235		9.378986		8.885906		8.82742		9.504527		8.710652		9.381155		8.665645		1.4339244		2.6355155		1.8492197		1.5261903		2.7361486		1.658353		2.6065931		1.3642983		0.519969		1.3980851		0.88691664		0.6099348		1.4521465		0.7297511		1.3821654		0.44815922		Yes		Yes		Yes		AK334194		TC431666		Triticum aestivum cDNA, clone: WT009_G06, cultivar: Chinese Spring [AK334194]

		A_99_P147367		6.4992294		6.0524354		6.617775		6.193081		5.7416854		5.165356		5.4696198		5.0791945		4.8420253		4.915013		4.7407355		4.8135424		-1.6906102		-1.8494282		-2.216303		-2.1642787		-3.154047		-2.1998765		-3.6732051		-2.6018512		-0.75754404		-0.88707924		-1.1481552		-1.1138864		-1.6572042		-1.1374226		-1.8770394		-1.3795385		Yes		Yes		Yes		DR732542		0		FGAS078462 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [DR732542]

		A_99_P151227		3.246425		1.5044149		1.5761238		2.0472496		4.8516088		7.3205743		6.813282		3.885266		6.696112		5.53328		7.161246		3.2063751		3.042345		56.342796		37.7174		3.5751815		10.925953		16.323345		48.00531		2.2332203		1.6051838		5.8161592		5.2371583		1.8380165		3.4496872		4.028865		5.585122		1.1591256		Yes		Yes		Yes		CJ803135		TC440596		CJ803135 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27b02 5', mRNA sequence [CJ803135]

		A_99_P251651		9.115235		8.424457		10.204939		9.838875		10.226142		11.190566		10.809704		10.033595		11.100986		10.290532		11.195702		10.117202		2.1598134		6.8027096		1.520731		1.1445023		3.9606857		3.645396		1.9872353		1.2127876		1.1109066		2.7661095		0.60476494		0.19472027		1.9857502		1.8660755		0.9907627		0.278327		Yes		Yes		Yes		TA67615_4565		0		0

		A_99_P378077		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547		2.3624194		2.4420087		6.1038814		3.7357495		6.1810718		1.0453405		7.709609		3.3545773		1.2402651		1.2880683		2.609727		1.9013977		2.627857		0.06397295		2.9466577		1.746131		Yes		Yes		Yes		TA105059_4565		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		A_99_P277076		9.935332		10.23178		9.963812		10.021676		9.838494		9.431		8.785174		9.801433		9.822438		9.63694		8.957644		9.763666		-1.069427		-1.742043		-2.263629		-1.1649301		-1.0813954		-1.5103052		-2.008568		-1.195828		-0.096838		-0.8007803		-1.1786375		-0.22024345		-0.11289406		-0.59484005		-1.0061674		-0.2580099		No		Yes		Yes		CJ782755		TC460764		CJ782755 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl39e20 5', mRNA sequence [CJ782755]

		A_99_P320346		7.9907823		8.26561		8.875549		8.384491		7.715221		7.2754135		7.611336		7.718126		7.423641		7.8314433		7.7479806		7.938137		-1.210465		-1.9864552		-2.4019616		-1.5870693		-1.4815847		-1.3511299		-2.1849022		-1.3625922		-0.27556133		-0.9901962		-1.2642131		-0.66636515		-0.56714106		-0.43416643		-1.1275687		-0.4463539		No		Yes		Yes		AK330482		TC441144		Triticum aestivum cDNA, clone: SET4_I24, cultivar: Chinese Spring [AK330482]

		A_99_P256946		6.7873254		7.3346725		7.250735		8.619502		6.5303307		6.258543		5.148407		6.8470764		5.8177705		6.193569		5.062525		7.8459573		-1.1949868		-2.108372		-4.294017		-3.4162786		-1.9582363		-2.205496		-4.557397		-1.7094649		-0.25699472		-1.0761294		-2.1023278		-1.7724257		-0.9695549		-1.1411033		-2.18821		-0.7735448		Yes		Yes		Yes		TA69097_4565		TC375539		Rep: Soluble inorganic pyrophosphatase - Papaver rhoeas, partial (83%) [TC375539]

		A_99_P001366		5.671493		6.474783		8.261852		5.9298725		8.064946		9.750543		8.999843		7.423191		9.125949		7.269134		9.814208		6.99934		5.2541347		9.685051		1.667851		2.8153584		10.962127		1.7342972		2.9329567		2.0986586		2.3934531		3.2757597		0.7379904		1.4933186		3.4544559		0.7943511		1.5523558		1.0694675		Yes		No		No		AK332751		TC440984		Triticum aestivum cDNA, clone: WT004_M12, cultivar: Chinese Spring [AK332751]

		A_99_P324006		5.2761407		5.481522		6.2650743		6.2894096		6.1826725		7.2504125		7.123359		6.52553		6.5176263		6.423116		6.8635383		7.001459		1.8745338		3.4079175		1.812882		1.1778209		2.3644187		1.9206493		1.5141037		1.6381296		0.9065318		1.7688904		0.85828495		0.23612022		1.2414856		0.9415941		0.598464		0.7120495		No		Yes		Yes		TA88722_4565		TC434418		Rep: Glucose transporter - Saccharum hybrid cultivar H65-7052, partial (26%) [TC434418]

		A_99_P260961		9.325814		8.702778		7.351227		6.6523414		7.78059		6.75737		6.0436244		6.010203		7.7126594		7.86458		6.594744		7.066666		-2.9184942		-3.8514664		-2.4752984		-1.5606408		-3.059201		-1.7878153		-1.6893668		1.3326747		-1.5452242		-1.9454079		-1.3076024		-0.6421385		-1.6131549		-0.8381977		-0.7564826		0.41432476		Yes		No		No		TA70266_4565		TC440905		0

		A_99_P220011		8.124444		7.962736		6.9888625		6.4812865		11.462125		14.00549		13.820611		10.019317		13.301242		12.927438		14.121452		9.614166		10.109788		65.92502		113.909836		11.615909		36.17191		31.226559		140.32126		8.771841		3.3376808		6.042754		6.8317485		3.5380301		5.176798		4.9647017		7.13259		3.1328797		Yes		Yes		Yes		TA58250_4565		TC380292		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), complete [TC380292]

		A_99_P473982		1.9654089		3.0896368		1.9494953		3.1113472		2.7224014		3.696926		3.9600983		4.5798144		3.7854214		3.1523807		3.85773		4.1151123		1.6899639		1.5233942		4.0295057		2.7672772		3.5308425		1.0444503		3.753495		2.0052264		0.75699246		0.6072893		2.010603		1.4684672		1.8200125		0.0627439		1.9082346		1.0037651		Yes		Yes		Yes		TA83208_4565		TC418845		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC418845]

		A_99_P351076		1.2888255		2.0062058		1.3165425		1.9157511		3.6536207		3.8413498		2.193258		5.7680945		1.9071101		1.3688718		1.3047811		1.2988334		5.1507955		3.5680704		1.8361902		14.443451		1.5350488		-1.5554521		-1.0081857		-1.5335952		2.3647952		1.835144		0.87671554		3.8523436		0.6182846		-0.637334		-0.011761427		-0.6169177		Yes		No		No		TA97086_4565		TC387759		Rep: Calmodulin-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC387759]

		A_99_P462667		3.2335446		1.5934101		1.6269555		1.3104674		3.9740622		2.785615		7.694567		5.1474886		5.0145187		1.8248836		6.513209		3.338625		1.6707752		2.285017		67.07075		14.290865		3.4365814		1.1740334		29.573915		4.0788364		0.7405176		1.1922048		6.0676117		3.8370214		1.7809741		0.23147345		4.8862534		2.0281577		Yes		Yes		Yes		TC412240		TC412240		Rep: Wali3 protein - Triticum aestivum (Wheat), partial (81%) [TC412240]

		A_99_P413587		5.0905833		6.914103		8.444598		8.45321		4.478774		4.7270646		7.4920974		7.644422		5.1644745		4.2876563		6.433683		8.150017		-1.5281744		-4.5536976		-1.9352243		-1.751739		1.0525517		-6.1750326		-4.0303783		-1.2338723		-0.61180925		-2.1870384		-0.9525008		-0.8087878		0.07389116		-2.6264467		-2.0109153		-0.3031931		Yes		No		No		CJ661947		TC375356		Rep: Fructan:fructan 1-fructosyltransferase - Triticum aestivum (Wheat), partial (38%) [TC375356]

		A_99_P327361		7.3456626		7.264431		7.9413033		8.1919985		6.487062		6.163582		5.7209296		7.16256		7.3138733		6.366821		6.3811817		7.4556236		-1.8132787		-2.144809		-4.660141		-2.0412297		-1.0222793		-1.8629774		-2.9487867		-1.6659844		-0.8586006		-1.1008492		-2.2203736		-1.0294385		-0.031789303		-0.8976102		-1.5601215		-0.73637486		Yes		Yes		Yes		TA89753_4565		TC431747		0

		A_99_P277071		10.244422		10.476079		10.29672		10.161977		10.093762		9.74918		8.908441		9.748895		10.045775		9.771577		8.974419		9.754518		-1.1100769		-1.6550779		-2.6176622		-1.3315274		-1.1476213		-1.6295822		-2.500646		-1.326348		-0.15065956		-0.72689915		-1.388279		-0.41308212		-0.19864655		-0.7045021		-1.3223009		-0.40745926		No		Yes		Yes		TA75040_4565		TC376118		Rep: Os04g0548000 protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC376118]

		A_99_P321116		5.1133513		5.398138		4.802976		5.1280184		6.0613403		6.0962086		6.7589602		6.644836		6.465922		5.0142784		6.3657527		6.293343		1.9291817		1.6223336		3.8798048		2.861591		2.5536673		-1.304828		2.9542186		2.242837		0.947989		0.6980705		1.9559841		1.5168176		1.3525705		-0.38385963		1.5627766		1.1653247		Yes		No		No		TA87863_4565		0		0

		A_99_P303246		5.3375516		5.389148		5.7370133		5.4229164		5.630024		5.7305903		6.7751603		6.065147		5.4729495		5.8194366		6.9455247		6.2163925		1.2247373		1.2670225		2.0535884		1.5607404		1.0983957		1.3475028		2.3109906		1.7332456		0.29247236		0.3414421		1.038147		0.6422305		0.13539791		0.4302883		1.2085114		0.7934761		No		Yes		Yes		TA82632_4565		TC458084		0

		A_99_P395852		4.8123317		4.6694818		5.061794		4.826885		3.1966136		3.7755356		4.0442805		2.5605772		2.3834178		3.2479143		2.591508		2.3637197		-3.064641		-1.858252		-2.0244265		-4.810904		-5.3848786		-2.6787639		-5.541536		-5.514253		-1.6157181		-0.8939462		-1.0175133		-2.266308		-2.4289138		-1.4215674		-2.470286		-2.4631655		Yes		Yes		Yes		TA109406_4565		TC449588		0

		A_99_P253926		3.5617135		3.4441574		1.6264257		1.6312455		3.3298626		4.0076127		4.054323		2.9339848		3.6179607		3.9332178		3.980856		2.6524732		-1.1743406		1.4778044		5.3810863		2.4669685		1.0397576		1.4035305		5.113922		2.0296454		-0.23185086		0.56345534		2.4278975		1.3027393		0.056247234		0.4890604		2.3544302		1.0212277		No		Yes		Yes		TA68251_4565		TC438363		Rep: Thaumatin-like protein TLP8 - Hordeum vulgare (Barley), partial (28%) [TC438363]

		A_99_P211316		10.288833		10.189501		10.159794		11.014393		9.898373		9.187744		8.5516615		9.955849		9.498582		9.7114		8.561024		10.382665		-1.3108113		-2.0024366		-3.0485694		-2.0828288		-1.729375		-1.3929088		-3.02885		-1.5494199		-0.39046		-1.0017567		-1.6081324		-1.0585442		-0.7902508		-0.47810078		-1.5987701		-0.6317282		Yes		Yes		Yes		AK334169		TC370843		Triticum aestivum cDNA, clone: SET2_E03, cultivar: Chinese Spring [AK334169]

		A_99_P550182		2.9585285		2.5854037		2.5504484		2.7145922		2.2666476		4.5285397		3.9027798		5.262159		5.2735686		3.49734		4.3911147		5.402614		-1.6153883		3.845406		2.5532439		5.846473		4.976185		1.8815691		3.5817542		6.444292		-0.69188094		1.943136		1.3523314		2.5475667		2.31504		0.9119363		1.8406663		2.688022		Yes		No		No		TC452343		TC452343		0

		A_99_P313091		2.4063284		3.906573		2.2322748		2.4938154		3.4283307		4.8502774		4.1728992		4.4546967		3.6227639		4.33116		4.464273		4.2642083		2.0307353		1.9234607		3.8387177		3.892997		2.3237188		1.3421882		4.697842		3.4114685		1.0220022		0.94370437		1.9406245		1.9608812		1.2164354		0.424587		2.2319982		1.7703929		Yes		No		No		AK334641		0		Triticum aestivum cDNA, clone: WT010_I23, cultivar: Chinese Spring [AK334641]

		A_99_P413307		7.5874114		7.1748085		6.052839		7.4741096		6.4679356		5.6187787		5.5632977		6.2631702		6.098126		6.2186275		5.143783		6.355696		-2.1726801		-2.9404354		-1.4039981		-2.3148832		-2.807499		-1.9401673		-1.877816		-2.1710808		-1.1194758		-1.5560298		-0.48954105		-1.2109394		-1.4892855		-0.95618105		-0.9090557		-1.1184134		Yes		Yes		Yes		TC375155		TC375155		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC375155]

		A_99_P218376		12.4959135		12.559918		11.567403		12.149913		12.831452		13.248165		13.003338		12.475632		13.396561		13.38306		13.3923		12.598824		1.2618487		1.6113241		2.7055745		1.2532887		1.8669033		1.769255		3.5428166		1.3650092		0.33553886		0.6882467		1.435935		0.32571888		0.90064716		0.82314205		1.8248968		0.4489107		No		Yes		Yes		TA57525_4565		TC401346		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC401346]

		A_99_P540117		9.829892		9.8834715		10.7599945		10.435994		10.5422		11.441463		10.848541		10.781299		10.964104		10.546501		11.1236		10.7229805		1.6384231		2.9444373		1.0632986		1.2704191		2.1949856		1.5834043		1.2866374		1.220089		0.71230793		1.557992		0.08854675		0.3453045		1.1342115		0.6630297		0.3636055		0.28698635		No		Yes		Yes		TC448522		TC448522		0

		A_99_P239701		5.054502		6.085594		2.6360152		6.2208533		4.3524756		5.3494515		2.335844		4.438977		3.7711294		4.9502797		1.5573254		5.5428314		-1.6267881		-1.6657162		-1.2312905		-3.4387317		-2.4340734		-2.1966643		-2.112117		-1.5999446		-0.70202637		-0.73614264		-0.30017114		-1.7818766		-1.2833726		-1.1353145		-1.0786898		-0.6780219		Yes		No		No		TA64357_4565		TC369886		0

		A_99_P436952		4.04441		4.3421726		1.5630506		3.2662659		6.993587		9.069695		9.349649		9.689157		8.953069		8.818887		9.788257		9.005982		7.7230825		26.492697		220.80035		85.7991		30.036785		22.265131		299.2498		53.435127		2.9491768		4.727523		7.7865987		6.4228907		4.9086585		4.476714		8.225206		5.7397165		Yes		Yes		Yes		TA71706_4565		TC394039		0

		A_99_P259471		6.713276		7.302111		7.3571496		7.441065		8.283605		9.963601		9.290306		6.9965606		8.7789545		8.477187		9.440942		6.9679637		2.9697237		6.3268614		3.8188982		-1.3608464		4.1863084		2.2580478		4.2392006		-1.38809		1.5703287		2.66149		1.9331565		-0.44450426		2.0656786		1.175076		2.0837922		-0.47310114		Yes		Yes		Yes		AK332193		TC409383		Triticum aestivum cDNA, clone: WT003_G03, cultivar: Chinese Spring [AK332193]

		A_99_P266366		9.717707		9.6008835		9.068051		8.581138		9.196191		8.781352		8.155355		8.477553		9.018165		9.200568		8.007674		8.629127		-1.4354627		-1.7648327		-1.88256		-1.0744395		-1.6239892		-1.3197963		-2.0854766		1.0338228		-0.52151585		-0.81953144		-0.9126959		-0.10358429		-0.69954205		-0.40031528		-1.0603771		0.04798889		No		Yes		Yes		TA71809_4565		0		0

		A_99_P321731		6.5789185		6.7780175		5.924577		5.969799		7.1340394		7.303285		7.231716		6.716469		7.129209		7.3598056		7.419748		6.901789		1.4692918		1.4392005		2.4745033		1.6779152		1.4643806		1.4967031		2.8189747		1.907906		0.55512094		0.5252676		1.3071389		0.74666977		0.5502906		0.58178806		1.4951706		0.93199015		No		Yes		Yes		TA88052_4565		TC384710		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC384710]

		A_99_P319876		5.1476693		6.1193786		4.0769873		4.548628		2.6202972		4.686272		2.9778202		4.257772		2.773023		5.287935		2.2376184		4.154936		-5.765206		-2.7002752		-2.1423097		-1.2233658		-5.186087		-1.7794653		-3.5785344		-1.3137511		-2.5273721		-1.4331064		-1.0991671		-0.29085588		-2.3746464		-0.8314438		-1.8393688		-0.39369202		Yes		No		No		TA87515_4565		TC429493		Rep: LigA - Methylobacterium sp. 4-46, partial (5%) [TC429493]

		A_99_P307501		8.643664		8.190249		11.726857		10.960729		8.866766		7.559681		10.71164		10.723106		8.167175		8.241572		10.931224		10.800721		1.1672403		-1.548175		-2.0212066		-1.1790478		-1.3913536		1.0362147		-1.7358392		-1.1172929		0.22310162		-0.6305685		-1.0152168		-0.23762226		-0.47648907		0.051322937		-0.7956333		-0.16000748		No		Yes		Yes		TA83905_4565		TC387448		Rep: Os03g0174800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC387448]

		A_99_P529537		5.668158		5.8477073		5.46174		5.735287		5.7201324		5.19777		3.7292855		5.074322		5.7141056		5.102465		4.578022		4.948945		1.0366826		-1.5690998		-3.3229268		-1.5811398		1.032361		-1.6762556		-1.8451244		-1.724696		0.051974297		-0.64993715		-1.7324545		-0.66096497		0.04594755		-0.7452421		-0.883718		-0.78634214		No		Yes		Yes		TC444356		TC444356		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC444356]

		A_99_P518722		7.575264		4.875788		2.2407496		4.4677453		7.9444084		7.773353		4.90416		6.265333		8.853263		6.6234264		5.406952		5.8183265		1.2915866		7.451676		6.335289		3.476385		2.4250238		3.3580837		8.976807		2.5501482		0.36914444		2.897565		2.6634104		1.7975879		1.2779989		1.7476382		3.1662023		1.3505812		Yes		Yes		Yes		TC439991		TC439991		0

		A_99_P175719		6.479421		6.6330447		6.4001803		6.2408757		7.76742		11.007084		13.089068		10.118023		10.213761		9.902349		13.63329		9.81397		2.4418907		20.735619		103.1706		14.693917		13.309092		9.641815		150.44684		11.901685		1.2879987		4.374039		6.688888		3.8771472		3.7343402		3.2693048		7.23311		3.573094		Yes		Yes		Yes		BQ744250		TC423415		WHE4113_D06_G11ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4113_D06_G11, mRNA sequence [BQ744250]

		A_99_P305511		7.718806		8.092631		9.385541		8.311714		8.325423		9.549706		10.601459		9.928975		9.5092		8.567719		11.012784		9.851285		1.5226849		2.7455118		2.3228848		3.0679202		3.4590943		1.3900031		3.089221		2.9070802		0.60661745		1.4570751		1.2159176		1.6172609		1.7903943		0.47508812		1.627243		1.5395708		Yes		Yes		Yes		TA83317_4565		TC383087		Rep: Ferulate-5-hydroxylase - Brassica napus (Rape), partial (24%) [TC383087]

		A_99_P241031		9.486217		9.706286		8.989998		9.2163725		8.63876		7.3317604		7.973068		7.953022		7.778254		8.386384		6.409094		8.590233		-1.7993264		-5.185654		-2.0236077		-2.4005258		-3.2669911		-2.4964921		-5.9831448		-1.5434296		-0.84745693		-2.374526		-1.0169296		-1.2633505		-1.7079625		-1.3199024		-2.580904		-0.62613964		Yes		No		No		TA64746_4565		TC384806		Rep: Cellulose synthase catalytic subunit 12 - Zea mays (Maize), partial (19%) [TC384806]

		A_99_P311986		8.314525		9.576043		8.767417		6.900947		7.4631786		7.7469826		7.122238		6.3033624		8.041268		8.577331		7.3703914		6.752497		-1.8041834		-3.5530562		-3.1278663		-1.5131812		-1.2085326		-1.998216		-2.6335804		-1.1083779		-0.851346		-1.8290606		-1.6451788		-0.5975847		-0.2732563		-0.99871254		-1.3970256		-0.1484499		Yes		No		No		TA85212_4565		TC398523		Rep: Protamine - Anthonomus grandis (Boll weevil), partial (17%) [TC425686]

		A_99_P509202		11.481017		12.522156		12.79996		11.856827		12.886078		14.51799		15.7332735		14.387988		14.11319		13.598001		15.888879		13.809247		2.6482894		3.988467		7.638627		5.780368		6.1995893		2.107956		8.508582		3.8702326		1.4050608		1.9958344		2.9333134		2.5311613		2.6321726		1.0758448		3.0889187		1.9524202		Yes		Yes		Yes		TA55707_4565		TC413450		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), partial (66%) [TC413450]

		A_99_P361806		8.957093		9.946553		9.553199		9.949693		8.357879		8.640751		8.563233		9.714038		7.9784284		9.082131		8.526183		9.544555		-1.5148916		-2.4722118		-1.9861374		-1.177441		-1.9706409		-1.8206099		-2.0378046		-1.3242155		-0.59921455		-1.3058023		-0.98996544		-0.23565483		-0.9786649		-0.86442184		-1.0270157		-0.40513802		No		Yes		Yes		AK335683		TC429959		Triticum aestivum cDNA, clone: WT013_I08, cultivar: Chinese Spring [AK335683]

		A_99_P060336		5.660641		5.7739425		6.185476		5.7653065		5.159677		4.759256		5.1960073		4.230894		4.9917593		4.728185		4.6836257		4.7166896		-1.415159		-2.020464		-1.9854535		-2.8967042		-1.5898403		-2.0644498		-2.8320568		-2.0685458		-0.50096416		-1.0146866		-0.9894686		-1.5344124		-0.6688819		-1.0457573		-1.5018501		-1.0486169		Yes		No		No		CA641795		0		wre1n.pk0048.d12 wre1n Triticum aestivum cDNA clone wre1n.pk0048.d12 5' end, mRNA sequence [CA641795]

		A_99_P339386		5.729225		4.4792957		3.487732		3.6007354		7.7239475		5.477491		3.8610315		6.59149		6.6936297		6.023088		3.2834854		3.999194		3.985394		1.9974996		1.2953119		7.9488955		1.9512581		2.9155989		-1.1520845		1.3180988		1.9947224		0.9981952		0.3732996		2.9907544		0.9644046		1.5437922		-0.20424652		0.39845848		Yes		No		No		TA93419_4565		TC407861		0

		A_99_P538662		9.999405		10.5748		10.152791		8.86706		9.017471		8.432827		9.236866		7.159851		9.1133585		9.665202		9.185497		8.068528		-1.9751108		-4.413651		-1.8867785		-3.2652843		-1.8481046		-1.8785212		-1.9551696		-1.7393298		-0.9819336		-2.1419725		-0.915925		-1.7072086		-0.8860464		-0.9095974		-0.96729374		-0.79853153		Yes		No		No		AK332892		TC378818		Triticum aestivum cDNA, clone: WT005_C03, cultivar: Chinese Spring [AK332892]

		A_99_P509767		8.130624		7.6906776		7.67565		8.758381		8.492688		8.791101		6.38985		8.490199		8.773838		7.6793838		6.498222		8.843318		1.2852637		2.1441767		-2.438172		-1.2042891		1.5618049		-1.007859		-2.2617323		1.0606415		0.36206436		1.1004238		-1.2858		-0.2681818		0.6432142		-0.011293888		-1.1774282		0.084937096		No		Yes		Yes		BQ620409		TC436015		Rep: Peroxidase 7 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (42%) [TC436015]

		A_99_P229451		11.043293		11.062219		9.965152		10.062736		9.6032		9.809334		9.107811		8.86019		9.529576		10.279258		9.046575		10.033275		-2.7133837		-2.383175		-1.8116959		-2.3014534		-2.8554473		-1.7206587		-1.8902502		-1.0206307		-1.440093		-1.2528849		-0.8573408		-1.2025452		-1.5137167		-0.7829609		-0.9185772		-0.029460907		Yes		No		No		TA61401_4565		TC421817		0

		A_99_P234746		11.894734		12.293426		12.301192		12.431127		12.757316		14.298001		13.432689		11.792071		13.187434		13.151241		13.679607		11.75135		1.8182887		4.0127068		2.1908586		-1.557309		2.4498608		1.8122925		2.599826		-1.6018913		0.86258125		2.0045757		1.1314964		-0.63905525		1.2926998		0.85781574		1.3784151		-0.6797762		No		Yes		Yes		TA62981_4565		TC450044		Rep: Mxi1 protein - Mus musculus (Mouse), partial (14%) [TC450044]

		A_99_P464492		6.9232535		6.410608		6.6311097		5.271511		6.9964576		7.239516		8.563015		7.341411		9.395701		6.093218		7.8580856		6.3109417		1.0520506		1.7763402		3.8155878		4.198576		5.5498466		-1.2460742		2.3407583		2.0554163		0.07320404		0.82890797		1.9319053		2.0699		2.4724479		-0.31738997		1.2269759		1.0394306		Yes		No		No		TC413124		TC413124		Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize), partial (53%) [TC413124]

		A_99_P246186		8.752422		8.3043785		9.094162		8.790619		9.742541		10.449899		9.6737585		9.016712		10.475381		9.8044615		9.896995		8.76859		1.9863487		4.4245176		1.4944313		1.1696633		3.3011267		2.8285897		1.7445229		-1.0153865		0.990119		2.1455202		0.5795965		0.22609329		1.7229586		1.500083		0.8028326		-0.022028923		Yes		Yes		Yes		EU082065		TC395464		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		A_99_P459637		1.3019198		1.294301		1.4975652		1.5638992		1.5618519		3.9553745		6.071377		4.7954483		2.3412485		2.6015613		5.8358274		5.724067		1.1974223		6.325035		23.815212		9.392761		2.0552711		2.4747114		20.227724		17.878677		0.25993204		2.6610734		4.5738115		3.2315493		1.0393287		1.3072603		4.338262		4.160168		Yes		Yes		Yes		CD454529		TC410329		0

		A_99_P609927		14.85036		14.984019		11.920932		12.68039		15.133388		14.989118		11.207797		13.807083		14.816453		15.114505		10.215122		12.805596		1.2167457		1.0035402		-1.6393623		2.183576		-1.0237808		1.0946621		-3.2621193		1.0906634		0.28302765		0.005098343		-0.71313477		1.1266928		-0.033906937		0.13048553		-1.7058096		0.125206		No		Yes		Yes		CK208553		TC445108		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P123805		7.3213615		6.802639		6.606196		6.9412293		6.1601996		5.9402213		5.3790727		5.185078		6.4736056		6.751208		5.8308754		6.4133773		-2.2363746		-1.8180826		-2.3409972		-3.3779576		-1.7996993		-1.0362924		-1.7115703		-1.441781		-1.1611619		-0.8624177		-1.2271233		-1.7561512		-0.8477559		-0.05143118		-0.77532053		-0.52785206		Yes		No		No		CA702371		0		wdk1c.pk005.e15 wdk1c Triticum aestivum cDNA clone wdk1c.pk005.e15 5' end, mRNA sequence [CA702371]

		A_99_P046242		8.810342		8.477483		8.353516		8.2886		9.390666		10.028609		8.840831		8.614854		9.51448		9.291369		9.123886		8.87614		1.4951851		2.9304585		1.4018337		1.2537537		1.6291708		1.757941		1.7057078		1.502682		0.5803242		1.5511265		0.48731518		0.3262539		0.7041378		0.81388664		0.7703705		0.5875397		No		Yes		Yes		CJ878784		TC397867		CJ878784 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls29l21 5', mRNA sequence [CJ878784]

		A_99_P453942		8.220294		8.134659		8.591335		8.675194		9.490169		9.748187		9.529758		8.861046		9.647831		9.46308		9.66554		9.388967		2.411406		3.0599928		1.9164325		1.1374886		2.689871		2.5112777		2.1055608		1.6400875		1.2698746		1.6135283		0.93842316		0.18585205		1.427537		1.3284216		1.0742044		0.7137728		Yes		No		No		TC406389		TC406389		0

		A_99_P565012		5.2365623		6.0886245		6.1410575		5.24789		4.5839014		3.9515464		4.5887637		4.181091		4.388609		5.323093		4.141751		4.234403		-1.572065		-4.3987026		-2.9328306		-2.0947807		-1.7999456		-1.6999962		-3.998078		-2.0187845		-0.65266085		-2.137078		-1.5522938		-1.0667992		-0.8479533		-0.76553154		-1.9993067		-1.0134869		Yes		No		No		TC457987		TC457987		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (7%) [TC457987]

		A_99_P249626		10.423365		10.889476		10.128356		10.82681		11.700635		13.975245		13.333335		10.461829		12.451402		13.155107		13.257179		10.433208		2.4237995		8.49003		9.221356		-1.2878644		4.0784955		4.808646		8.747212		-1.3136686		1.2772703		3.0857697		3.204979		-0.3649807		2.028037		2.2656307		3.1288233		-0.39360142		Yes		Yes		Yes		AK334521		0		Triticum aestivum cDNA, clone: WT010_C20, cultivar: Chinese Spring [AK334521]

		A_99_P570492		5.253176		5.397242		6.652188		7.7215233		6.810221		8.007278		9.253832		9.217002		6.7343197		6.502659		8.457595		9.216739		2.9425051		6.1051908		6.0697794		2.8195767		2.7916992		2.1516104		3.4952776		2.8190625		1.557045		2.6100364		2.601644		1.4954786		1.4811435		1.1054168		1.805407		1.4952154		Yes		Yes		Yes		CD874133		TC460006		Rep: Os06g0178600 protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC460006]

		A_99_P461732		3.881425		2.4555762		1.6875545		3.0857704		5.2082286		3.8849623		3.5474522		4.8414693		6.450489		2.304396		2.5603611		3.5482857		2.5084631		2.693321		3.6298194		3.3768988		5.9342437		-1.1104776		1.8312219		1.3779422		1.3268037		1.4293861		1.8598977		1.7556989		2.5690641		-0.15118027		0.87280667		0.46251535		Yes		No		No		TC411644		TC411644		Rep: Glutathione-S-transferase Cla47 - Triticum aestivum (Wheat), partial (37%) [TC411644]

		A_99_P444042		10.114654		10.321014		8.710198		8.143138		8.131738		8.537566		6.4503846		6.0176353		8.315976		9.294916		6.4646945		8.191089		-3.952912		-3.4424798		-4.7892966		-4.3635507		-3.4790115		-2.036509		-4.7420273		1.0337955		-1.9829159		-1.7834482		-2.2598138		-2.1255026		-1.7986774		-1.0260983		-2.245504		0.047950745		Yes		No		No		TA56048_4565		TC399401		Rep: Ribulose bisphosphate carboxylase small chain - Triticum aestivum (Wheat), complete [TC399401]

		A_99_P479387		5.0477443		4.8006473		5.057319		4.898091		4.553356		3.9148922		4.347187		3.5574267		3.6946228		3.6349738		3.461713		3.2379615		-1.4087231		-1.8477315		-1.6359539		-2.5326788		-2.5546427		-2.243379		-3.0222147		-3.1604486		-0.4943881		-0.88575506		-0.7101321		-1.3406641		-1.3531215		-1.1656735		-1.5956061		-1.6601293		Yes		No		No		CV773421		TC421787		Rep: Chloroplast light-harvesting chlorophyll a/b binding protein - Bambusa oldhamii (Giant timber bamboo), partial (67%) [TC421787]

		A_99_P250791		6.802473		7.811294		7.6754346		8.310191		7.245112		8.772923		10.145532		8.556403		7.510908		8.357082		9.805713		8.096396		1.359088		1.9475082		5.5408106		1.1860888		1.6340307		1.4598178		4.378019		-1.1597346		0.44263887		0.9616294		2.470097		0.246212		0.70843506		0.5457883		2.130278		-0.21379471		Yes		No		No		TA67397_4565		TC395885		Rep: Os06g0326400 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC395885]

		A_99_P289376		4.157857		2.4775736		1.774124		2.047468		1.9672146		3.6662242		8.650378		8.938913		4.22963		3.798109		9.308816		5.9878616		-4.565087		2.2793944		117.47859		118.72214		1.0510075		2.497588		185.42499		15.352415		-2.1906424		1.1886506		6.876254		6.891445		0.07177305		1.3205354		7.534692		3.9403937		Yes		Yes		Yes		TA78618_4565		TC404300		0

		A_99_P383582		4.895244		5.226627		7.714939		7.9835205		5.7026076		7.6126		9.081632		9.2928505		6.8959985		6.5462794		9.430679		9.470502		1.7500104		5.226963		2.5787868		2.478264		4.002092		2.49606		3.2846513		2.8030188		0.8073635		2.385973		1.3666925		1.30933		2.0007544		1.3196526		1.7157402		1.4869814		Yes		No		No		TA106410_4565		TC426480		Rep: Os01g0163000 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC426480]

		A_99_P230121		4.3038707		3.0031493		4.408192		4.1873183		3.4396143		2.8141346		3.056758		1.8574959		1.839354		1.870004		1.6879977		1.9929862		-1.8204011		-1.1399848		-2.5516567		-5.027435		-5.5194197		-2.193364		-6.589616		-4.5767775		-0.8642564		-0.18901467		-1.3514342		-2.3298225		-2.4645166		-1.1331452		-2.7201943		-2.1943321		Yes		No		No		TA61559_4565		TC429130		Rep: Gamma-thionin - Hordeum vulgare (Barley), partial (98%) [TC429130]

		A_99_P304011		7.1842704		7.996122		7.2951794		6.683746		9.232088		9.927577		8.290799		7.1948647		10.486909		9.701579		8.884154		7.194731		4.1348004		3.8143973		1.9939369		1.425155		9.867185		3.2613227		3.0083554		1.4250232		2.0478177		1.9314551		0.9956198		0.5111189		3.3026385		1.7054572		1.588975		0.5109854		Yes		Yes		Yes		TA82869_4565		TC400933		Rep: Hydrolase-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC400933]

		A_99_P144633		9.092677		8.892084		8.211736		8.919607		9.624093		10.349664		9.58722		9.617134		10.366965		9.900088		9.991356		9.903165		1.4453471		2.7464721		2.5945501		1.6217225		2.4187944		2.011127		3.4333577		1.9773356		0.53141594		1.4575796		1.3754845		0.69752693		1.2742882		1.0080042		1.7796202		0.9835577		Yes		Yes		Yes		CJ901722		TC430459		CJ901722 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles26n03 5', mRNA sequence [CJ901722]

		A_99_P377477		5.8155084		6.7532325		7.026898		6.6733804		6.0932813		5.6747346		5.806051		6.3218307		5.7212625		5.4113507		5.7284946		6.373022		1.212322		-2.1118362		-2.3308353		-1.2759304		-1.0675073		-2.5348172		-2.4595652		-1.2314502		0.2777729		-1.0784979		-1.2208471		-0.35154963		-0.09424591		-1.3418818		-1.2984033		-0.3003583		No		Yes		Yes		TA104908_4565		TC430606		Rep: KI domain interacting kinase 1 - Zea mays (Maize), partial (27%) [TC430606]

		A_99_P225431		5.6970806		4.5435114		3.4409993		2.6255624		7.178902		6.844582		9.373997		8.407621		6.8675		5.9348927		8.397027		4.08616		2.7930114		4.9282336		61.095646		55.026653		2.2507708		2.6232972		31.039383		2.7522237		1.4818215		2.3010707		5.9329977		5.7820587		1.1704192		1.3913813		4.956028		1.4605978		Yes		Yes		Yes		TA60100_4565		TC376697		Rep: Oxalate oxidase GF-2.8 precursor - Triticum aestivum (Wheat), partial (92%) [TC376697]

		A_99_P313821		4.855202		5.1952457		4.994476		5.2045035		5.699363		5.895031		5.9437656		5.249481		5.529264		5.8003635		6.0374045		5.37361		1.7952205		1.6242629		1.9309219		1.0316672		1.5955588		1.5211029		2.060406		1.1243619		0.84416103		0.69978523		0.9492898		0.044977665		0.6740618		0.6051178		1.0429287		0.16910648		No		Yes		Yes		TA85771_4565		TC454865		0

		A_99_P442622		8.112707		9.182193		9.209989		7.6443977		7.946562		7.566281		8.502971		7.3338504		7.257403		8.119771		8.569417		7.45076		-1.1220565		-3.065053		-1.6324264		-1.2401781		-1.8091402		-2.0884345		-1.5589467		-1.1436439		-0.16614532		-1.615912		-0.7070179		-0.31054735		-0.85530424		-1.0624218		-0.6405716		-0.19363785		No		Yes		Yes		TA70109_4565		TC398399		Rep: Homocysteine s-methyltransferase 3 - Oryza sativa subsp. indica (Rice), partial (78%) [TC398399]

		A_99_P561642		12.027554		12.346164		12.362136		12.506584		12.278598		12.535023		13.642052		12.510311		12.061109		12.456977		13.341624		12.517731		1.1900682		1.1398618		2.4282482		1.0025867		1.0235312		1.0798367		1.971766		1.0077561		0.25104427		0.18885899		1.2799158		0.0037269592		0.03355503		0.11081314		0.9794884		0.011146545		No		Yes		Yes		TA61156_4565		TC456686		0

		A_99_P404597		8.646239		8.331956		7.8885574		8.954162		7.9062424		6.1622157		6.3868623		6.940439		7.6233406		6.5641465		6.057406		7.744758		-1.6701722		-4.4994235		-2.8317525		-4.038228		-2.0319977		-3.405365		-3.5582097		-2.3124201		-0.7399969		-2.1697402		-1.5016952		-2.0137224		-1.0228987		-1.7678094		-1.8311515		-1.2094035		Yes		Yes		Yes		TA111551_4565		0		0

		A_99_P458027		10.763687		11.802793		11.308581		10.681264		9.991907		10.113759		10.113791		10.027549		9.289769		10.820274		9.6973505		10.415173		-1.707375		-3.2244062		-2.289115		-1.5732142		-2.7777524		-1.9759113		-3.0551238		-1.2025454		-0.77178		-1.6890335		-1.1947899		-0.65371513		-1.473918		-0.9825182		-1.6112309		-0.26609135		Yes		Yes		Yes		CA735950		TC409221		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC409221]

		A_99_P256371		7.6459613		6.4704003		6.7173004		7.4693437		9.056582		11.276214		9.529567		9.440183		10.020484		9.365788		9.76027		9.35459		2.658516		27.970097		7.023871		3.9199603		5.1856422		7.440441		8.2418585		3.694161		1.4106212		4.8058133		2.8122663		1.970839		2.3745227		2.8953881		3.0429697		1.8852468		Yes		Yes		Yes		AF110180		TC440513		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		A_99_P314036		3.2706249		2.7395742		4.0647693		4.9885902		4.8637886		5.0309134		7.1974835		5.4170403		4.180015		3.5293357		6.7799606		6.3765106		3.0171025		4.895103		8.770836		1.345787		1.8782514		1.7287887		6.566804		2.6170118		1.5931637		2.2913392		3.1327143		0.4284501		0.9093902		0.78976154		2.7151914		1.3879204		Yes		No		No		TA85834_4565		TC435268		Rep: Kinase R-like protein - Triticum aestivum (Wheat), complete [TC435268]

		A_99_P280901		8.908698		8.746986		7.347805		7.28487		7.57982		7.592131		6.2960324		6.0689216		7.502474		7.9778957		6.269272		7.482081		-2.512072		-2.2266197		-2.0730753		-2.3229346		-2.650426		-1.7041953		-2.1118877		1.1464797		-1.3288779		-1.1548553		-1.0517726		-1.2159486		-1.4062243		-0.76909065		-1.0785332		0.19721079		Yes		No		No		TA76143_4565		TC409977		Rep: Thylakoid membrane phosphoprotein 14 kDa, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (53%) [TC409977]

		A_99_P438712		10.598432		10.24316		9.140191		9.018966		9.197133		8.787395		8.465843		8.420579		9.226104		9.546884		8.586431		9.365058		-2.6413922		-2.743021		-1.5958753		-1.5140226		-2.5888796		-1.6203177		-1.467907		1.2711129		-1.4012985		-1.4557657		-0.6743479		-0.59838676		-1.3723278		-0.69627666		-0.5537605		0.34609222		Yes		No		No		CV761092		TC384126		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC384126]

		A_99_P535427		5.2232165		5.4503555		5.514582		5.3783174		4.238319		4.1777873		4.4342194		4.5915837		4.314508		4.798249		4.351121		5.105593		-1.9791728		-2.4159126		-2.1145678		-1.7251642		-1.8773643		-1.5714613		-2.2399418		-1.2080868		-0.9848976		-1.2725682		-1.0803628		-0.7867336		-0.9087086		-0.65210676		-1.1634612		-0.27272415		Yes		No		No		CV781156		TC446716		Rep: Chloroplast ribonuclease III domain protein - Zea mays (Maize), partial (8%) [TC446716]

		A_99_P242686		11.730582		12.593509		15.07388		14.087123		12.768781		12.876182		13.153855		13.361375		14.444054		11.9248		13.875992		13.183017		2.0536616		1.2164465		-3.7842958		-1.6537579		6.5589795		-1.5896496		-2.2940366		-1.8713846		1.0381985		0.28267288		-1.9200249		-0.72574806		2.7134714		-0.6687088		-1.1978884		-0.90410614		No		Yes		Yes		TA65150_4565		TC379880		0

		A_99_P314601		5.258688		4.254671		4.3868947		4.46236		5.843691		6.5724845		5.50073		4.4743996		6.6500525		6.4737306		5.5686784		4.887101		1.500042		4.9857597		2.1642022		1.0083802		2.623267		4.655898		2.268571		1.3423318		0.5850029		2.3178134		1.1138353		0.012039661		1.3913646		2.2190595		1.1817837		0.42474127		Yes		No		No		TA85990_4565		0		0

		A_99_P310211		4.2100964		3.6603405		4.3103576		4.069339		6.2870536		8.69438		8.609364		6.6240196		8.569293		7.567047		9.295625		6.6689186		4.2191644		32.763996		19.684744		5.8753743		20.523382		14.998087		31.674877		6.0611005		2.0769572		5.0340395		4.299006		2.5546808		4.3591967		3.9067066		4.985267		2.5995798		Yes		Yes		Yes		CV761530		TC413501		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		A_99_P293431		10.868093		11.215218		11.077035		11.17189		10.61021		10.470375		10.122611		10.888782		10.362634		11.014966		10.06972		11.009736		-1.1957221		-1.6757914		-1.9378057		-1.216814		-1.4195747		-1.1488987		-2.0101662		-1.1189567		-0.25788212		-0.7448425		-0.9544239		-0.2831087		-0.50545883		-0.20025158		-1.0073147		-0.1621542		No		Yes		Yes		TA79771_4565		TC400466		0

		A_99_P366592		1.7969295		1.3931284		3.5034885		1.9024897		4.141162		5.5879803		4.2498393		2.120142		4.5289764		4.4923606		4.517937		2.7219915		5.077902		18.313705		1.6775442		1.1628398		6.643977		8.569626		2.0201306		1.7647965		2.3442326		4.194852		0.74635077		0.21765232		2.732047		3.0992322		1.0144486		0.8195019		Yes		Yes		Yes		TA102243_4565		TC396576		0

		A_99_P250026		8.161288		8.660073		8.025953		8.36428		8.348299		8.98766		9.634912		8.783149		8.275786		9.10508		9.416898		8.662454		1.1384026		1.2549129		3.050315		1.3368791		1.0825983		1.3613201		2.622503		1.2295871		0.18701077		0.32758713		1.6089582		0.41886902		0.11449814		0.44500637		1.3909445		0.2981739		No		Yes		Yes		TA67150_4565		TC422319		Rep: Peptidyl-prolyl cis-trans isomerase - Hordeum vulgare (Barley), partial (89%) [TC422319]

		A_99_P210936		14.324017		14.201789		11.936549		12.475062		13.852462		13.090054		9.810004		13.380179		13.982984		13.2275505		9.993294		12.344849		-1.386603		-2.1610544		-4.3667045		1.8726964		-1.2666632		-1.9646038		-3.8457246		-1.0944558		-0.47155476		-1.1117353		-2.126545		0.90511703		-0.34103298		-0.9742384		-1.9432554		-0.13021374		No		Yes		Yes		TA54419_4565		TC402173		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (89%) [TC402173]

		A_99_P525152		13.459928		13.581092		13.322377		13.348092		12.7916765		12.267747		11.675586		12.799744		12.964988		13.050948		12.2123		12.865811		-1.5891453		-2.4851706		-3.1313646		-1.4624106		-1.409262		-1.4440731		-2.1585715		-1.3969504		-0.66825104		-1.313345		-1.6467915		-0.5483484		-0.4949398		-0.53014374		-1.1100769		-0.48228073		Yes		Yes		Yes		CK197296		TC442490		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (30%) [TC442490]

		A_99_P401407		1.2281252		1.6163794		3.0572731		1.2292008		1.8115612		2.7862961		5.518559		3.1468313		1.7164006		1.9705443		5.1563716		1.904574		1.4984137		2.2499871		5.5070734		3.7780201		1.4027671		1.2782456		4.2844157		1.5970098		0.583436		1.1699167		2.4612858		1.9176304		0.4882754		0.35416496		2.0990984		0.6753732		Yes		No		No		TA110792_4565		TC398720		Rep: Multidrug resistance associated protein 1 - Zea mays (Maize), partial (11%) [TC398720]

		A_99_P301436		11.496457		11.351758		11.2548		11.582127		10.980225		10.323861		9.880069		10.615459		10.996699		10.6762495		10.767362		11.016335		-1.4302155		-2.0390496		-2.5931957		-1.9543207		-1.4139761		-1.5971596		-1.4019532		-1.4801999		-0.5162325		-1.0278969		-1.3747311		-0.9666672		-0.49975777		-0.6755085		-0.4874382		-0.5657921		No		Yes		Yes		TA82095_4565		TC422747		Rep: Acid phosphatase - Oryza sativa subsp. japonica (Rice), partial (20%) [TC422747]

		A_99_P133600		4.956039		5.080231		5.172425		5.1711535		4.627272		4.0145416		4.027929		4.909144		4.606764		4.45499		3.7412536		4.9783196		-1.2559394		-2.0931702		-2.2106888		-1.1991479		-1.2739204		-1.5424688		-2.6966555		-1.1430067		-0.32876682		-1.0656896		-1.144496		-0.26200962		-0.3492751		-0.6252413		-1.4311712		-0.1928339		No		Yes		Yes		CK162669		TC380488		FGAS015268 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162669]

		A_99_P141803		4.596723		5.0995793		4.359764		5.6893005		8.536634		9.199719		13.749183		8.473152		10.326675		9.365681		13.148995		7.4906673		15.347283		17.150042		670.6511		6.886885		53.074696		19.24086		442.4073		3.485503		3.9399114		4.10014		9.389419		2.7838516		5.7299523		4.2661014		8.789231		1.8013668		Yes		Yes		Yes		X85229		TC378627		T.aestivum pox3 gene [X85229]

		A_99_P428537		10.956402		11.152874		11.104665		11.196765		11.483043		12.681774		12.466015		11.384003		11.815812		11.854198		12.559678		11.264178		1.4405711		2.8856575		2.5692549		1.1385816		1.8142966		1.6259968		2.7415907		1.0478363		0.5266409		1.5289001		1.36135		0.18723774		0.8594103		0.70132446		1.4550133		0.06741333		No		Yes		Yes		TA62153_4565		TC444401		0

		A_99_P409722		7.018652		5.604567		2.5789516		4.9799857		7.902621		7.773659		5.5861106		5.0957885		8.44937		7.2189965		6.195717		5.6733785		1.8454452		4.497403		8.039797		1.0835779		2.6958094		3.061905		12.267465		1.6170819		0.88396883		2.1690922		3.007159		0.115802765		1.4307184		1.6144295		3.6167653		0.69339275		Yes		Yes		Yes		TC371784		TC371784		0

		A_99_P550912		8.238025		8.950754		8.710916		8.351223		6.5264115		7.3765907		8.068831		7.1137843		6.086651		8.291077		7.607435		8.180535		-3.2752686		-2.9776278		-1.5605819		-2.3577957		-4.4425063		-1.5797294		-2.1487243		-1.1255949		-1.7116132		-1.5741634		-0.6420841		-1.2374387		-2.1513739		-0.6596775		-1.1034803		-0.17068768		Yes		No		No		TC452644		TC452644		0

		A_99_P526212		5.873695		3.2821589		6.9562798		3.6726406		5.164628		5.5351434		4.283274		9.673244		4.4798646		5.717762		4.0783706		5.1027484		-1.6347464		4.7666793		-6.3775644		64.02679		-2.6277542		5.4099045		-7.35084		2.6946685		-0.70906687		2.2529845		-2.6730056		6.0006037		-1.3938303		2.4356031		-2.8779092		1.4301078		No		Yes		Yes		TC443019		TC443019		Rep: Glycin-rich protein - Vigna unguiculata (Cowpea), partial (15%) [TC443019]

		A_99_P422457		3.701564		4.143035		5.716971		4.3197556		4.806112		6.0504766		6.252051		7.434941		5.518042		6.4233665		6.3580537		6.444532		2.1503146		3.7514327		1.4490224		8.664913		3.522203		4.857896		1.5594991		4.361355		1.1045477		1.9074416		0.53507996		3.1151853		1.816478		2.2803316		0.64108276		2.1247764		Yes		No		No		CK214896		TC382648		0

		A_99_P437842		10.866565		10.227792		9.238059		9.703453		10.815713		11.0585165		10.057782		9.383723		11.549553		10.828697		10.478647		9.7672205		-1.0358764		1.7785786		1.7650672		-1.2480968		1.6054616		1.5166681		2.3629484		1.0451916		-0.050851822		0.8307247		0.8197231		-0.3197298		0.68298817		0.6009054		1.2405882		0.06376743		No		Yes		Yes		TA71993_4565		TC394947		Rep: Cellulose synthase-like protein D4 - Populus tremuloides (Quaking aspen), partial (15%) [TC394947]

		A_99_P328581		5.511106		5.7921767		5.840771		4.066397		4.856032		3.9641373		4.155413		3.6309414		4.5934844		4.5642524		3.7424686		3.8371315		-1.5746969		-3.5505424		-3.216202		-1.3523381		-1.8889986		-2.3422976		-4.282053		-1.1722381		-0.6550741		-1.8280394		-1.685358		-0.4354558		-0.9176216		-1.2279243		-2.0983026		-0.22926569		Yes		Yes		Yes		TA90106_4565		0		0

		A_99_P104055		1.5486253		3.1000535		1.9531541		1.436838		2.258376		3.2711449		4.582888		3.402696		2.969063		1.9867382		4.0004983		3.2236679		1.6355213		1.1259098		6.189119		3.9064493		2.676667		-2.1634223		4.133444		3.4505584		0.70975053		0.17109132		2.629734		1.9658579		1.4204377		-1.1133153		2.0473442		1.7868298		Yes		No		No		CK193234		TC392418		FGAS001648 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK193234]

		A_99_P184532		4.6084433		4.61025		5.124614		4.598305		4.7945976		3.8065794		4.448214		3.9495838		3.696871		3.3772247		4.0454907		2.8009813		1.1377269		-1.7455367		-1.5981466		-1.5677782		-1.8810943		-2.3505938		-2.1127515		-3.475749		0.18615437		-0.80367064		-0.6763997		-0.64872146		-0.9115722		-1.2330253		-1.079123		-1.797324		Yes		No		No		TC405979		TC405979		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (6%) [TC405979]

		A_99_P117725		1.9220723		4.1771617		6.413178		4.4547687		3.2382119		5.6182294		6.8904223		5.2826214		4.4739275		4.0398097		7.467758		5.62629		2.4899893		2.7152174		1.3920822		1.7750415		5.863878		-1.0998845		2.0771136		2.2524908		1.3161396		1.4410677		0.47724438		0.8278527		2.551855		-0.13735199		1.0545802		1.1715212		Yes		No		No		CJ721099		TC422109		CJ721099 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh10l22 5', mRNA sequence [CJ721099]

		A_99_P148927		12.324422		12.272084		11.447151		10.872249		10.897044		10.751746		9.28691		9.337722		10.525317		11.426247		9.038781		10.890847		-2.689574		-2.8685825		-4.4698954		-2.896934		-3.480042		-1.797308		-5.308742		1.012975		-1.4273777		-1.520338		-2.1602411		-1.5345268		-1.7991047		-0.8458376		-2.40837		0.018598557		Yes		No		No		CJ903405		TC391822		CJ903405 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles31d01 5', mRNA sequence [CJ903405]

		A_99_P089915		7.2246776		7.3706603		7.651055		7.373986		6.9118824		6.749794		6.448631		6.9970703		7.0191674		6.96834		6.5613027		7.2598987		-1.2421119		-1.5377983		-2.30126		-1.2985625		-1.153094		-1.3216319		-2.1283748		-1.0822899		-0.31279516		-0.6208663		-1.202424		-0.37691545		-0.20551014		-0.40232038		-1.0897522		-0.114087105		No		Yes		Yes		CA632919		TC438199		wle1n.pk0064.a3 wle1n Triticum aestivum cDNA clone wle1n.pk0064.a3 5' end, mRNA sequence [CA632919]

		A_99_P284791		9.066726		10.5501795		11.813617		11.317912		8.728471		9.077195		10.372684		11.088632		9.077785		9.589755		10.666226		11.232239		-1.2642264		-2.7759552		-2.7149644		-1.1722502		1.0076948		-1.9458823		-2.2151284		-1.0611829		-0.33825493		-1.4729843		-1.4409332		-0.22928047		0.011058807		-0.9604244		-1.1473904		-0.08567333		No		Yes		Yes		TA77295_4565		TC421891		Rep: 3-ketoacyl-CoA synthase - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (8%) [TC421891]

		A_99_P248866		10.828342		10.571868		10.016503		10.469292		10.160572		9.113654		8.836663		9.29966		9.35762		10.129128		8.138355		10.248978		-1.5886159		-2.7476797		-2.2655168		-2.249543		-2.771606		-1.3591828		-3.6760287		-1.1649871		-0.6677704		-1.4582138		-1.1798401		-1.169632		-1.4707222		-0.4427395		-1.8781481		-0.22031403		Yes		No		No		CA746392		TC371208		wri2s.pk007.m7 wri2s Triticum aestivum cDNA clone wri2s.pk007.m7 5' end, mRNA sequence [CA746392]

		A_99_P469092		1.6235172		1.6472543		1.340846		1.6949345		1.3403668		1.4511982		3.269415		1.5597407		1.8789238		1.8536052		4.011009		2.0740256		-1.2168491		-1.1455624		3.8067741		-1.0982404		1.1936722		1.1537662		6.3650117		1.3005223		-0.28315032		-0.19605613		1.928569		-0.13519382		0.25540662		0.2063508		2.6701632		0.37909114		No		Yes		Yes		TC416051		TC416051		0

		A_99_P244361		4.7490125		5.1090884		7.2930107		5.040191		7.1149178		8.825108		8.128301		6.351223		8.260067		6.336128		8.947161		5.900643		5.15476		13.141146		1.7842156		2.4811893		11.400732		2.3408618		3.147377		1.8156067		2.3659053		3.7160192		0.83528996		1.3110318		3.5110545		1.2270398		1.65415		0.8604517		Yes		No		No		AK332751		TC402433		Triticum aestivum cDNA, clone: WT004_M12, cultivar: Chinese Spring [AK332751]

		A_99_P006971		13.474374		13.755436		13.25016		13.38079		12.890347		12.817412		12.420226		12.733792		12.545818		13.353744		12.157393		13.279008		-1.499028		-1.9159018		-1.7776042		-1.5659058		-1.9033693		-1.3210567		-2.1328268		-1.0730981		-0.5840273		-0.93802357		-0.8299341		-0.64699745		-0.9285555		-0.4016924		-1.0927668		-0.101781845		No		Yes		Yes		CK162590		TC368547		FGAS015187 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162590]

		A_99_P535312		4.82871		3.9158459		3.1592453		4.078758		5.626556		5.1531315		6.5823274		5.669663		5.650371		5.5581956		7.2764053		4.9696255		1.7385033		2.3575456		10.726312		3.012383		1.7674397		3.1217387		17.353561		1.8542911		0.79784584		1.2372856		3.423082		1.5909052		0.821661		1.6423497		4.11716		0.8908677		Yes		No		No		TC446674		TC446674		Rep: Histone H2A - Oryza sativa subsp. japonica (Rice), partial (38%) [TC446674]

		A_99_P214061		8.0021		8.714263		5.875875		6.3935685		10.054278		12.222922		13.659438		10.437028		11.77288		11.83876		13.3828		8.807475		4.147317		11.38182		220.33626		16.489313		13.649532		8.721024		181.89034		5.329154		2.0521784		3.5086594		7.783563		4.0434594		3.7707796		3.1244974		7.506925		2.4139066		Yes		Yes		Yes		TA55650_4565		TC381268		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), complete [TC381268]

		A_99_P199261		10.19932		10.533505		11.771611		11.193169		11.081576		12.373738		12.088814		11.230098		11.74101		11.351155		12.446078		11.328873		1.8432561		3.5806782		1.2459123		1.0259278		2.911353		1.7625325		1.5960071		1.0986288		0.8822565		1.8402328		0.31720257		0.03692913		1.5416899		0.81764984		0.6744671		0.13570404		No		Yes		Yes		TA50699_4565		0		0

		A_99_P496402		10.009503		9.710854		9.467857		9.490512		10.47396		10.791919		10.3186455		9.758437		11.231509		10.076443		10.560812		9.651231		1.3797975		2.1155975		1.8034859		1.204075		2.3327081		1.2884077		2.1331046		1.117844		0.46445656		1.0810652		0.8507881		0.26792526		1.2220058		0.36558914		1.0929546		0.16071892		No		Yes		Yes		TA92641_4565		TC406496		0

		A_99_P302831		10.955426		10.639827		10.849266		10.455626		11.583398		12.16626		11.507859		10.722844		12.194652		11.350551		11.943461		10.5921		1.5453907		2.880727		1.5785426		1.2034854		2.3607175		1.636625		2.1349397		1.0992157		0.62797165		1.526433		0.6585932		0.2672186		1.2392254		0.7107239		1.0941954		0.13647461		No		Yes		Yes		TA82515_4565		TC443023		Rep: Os06g0714200 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC443023]

		A_99_P231016		8.470496		7.985868		10.753906		10.438508		8.120881		7.5869927		9.126652		10.011928		8.254671		7.825727		8.885071		9.445336		-1.2742206		-1.3184795		-3.0892453		-1.3440441		-1.1613679		-1.1173964		-3.6523764		-1.9905564		-0.3496151		-0.39887524		-1.6272545		-0.42658043		-0.21582508		-0.16014099		-1.8688354		-0.9931717		No		Yes		Yes		TA61830_4565		TC390968		0

		A_99_P158612		12.920587		13.156123		12.472228		12.2888		13.544314		14.085338		14.038452		13.341458		14.258934		13.653251		14.387988		12.48491		1.5408515		1.9042389		2.9612865		2.0743482		2.528615		1.4114006		3.7731254		1.1456051		0.6237278		0.9292145		1.5662241		1.0526581		1.3383474		0.49712753		1.91576		0.19610977		Yes		Yes		Yes		BT009287		TC407541		Triticum aestivum clone wlm0.pk0014.b1:fis, full insert mRNA sequence [BT009287]

		A_99_P568127		7.573606		6.6330223		5.3251653		6.323568		7.9720154		8.1132765		7.1651726		6.7724185		8.8003645		8.053401		7.1247888		6.61492		1.3180538		2.7899787		3.5801184		1.3649524		2.3404055		2.6765575		3.4812937		1.2237868		0.39840937		1.4802542		1.8400073		0.44885063		1.2267585		1.4203787		1.7996235		0.29135227		Yes		Yes		Yes		CA690198		0		0

		A_99_P293196		9.467746		10.549823		10.1465845		10.4343		8.946641		9.237859		9.643139		9.848019		8.872464		9.76374		9.539715		9.982054		-1.4350538		-2.482793		-1.4175951		-1.5013723		-1.5107675		-1.7243866		-1.5229511		-1.3681692		-0.5211048		-1.311964		-0.5034456		-0.5862818		-0.5952816		-0.7860832		-0.6068697		-0.45224667		No		Yes		Yes		TA79706_4565		TC457833		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC457833]

		A_99_P098910		5.922804		5.3488007		5.1366487		5.0844445		5.247395		3.976136		3.5007603		4.638776		5.1243873		5.057478		4.3915524		4.691911		-1.5970492		-2.589484		-3.1077886		-1.3619453		-1.7391913		-1.2237618		-1.6760861		-1.3126965		-0.67540884		-1.3726647		-1.6358883		-0.4456687		-0.7984166		-0.2913227		-0.7450962		-0.3925333		Yes		No		No		CV767209		0		FGAS061597 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV767209]

		A_99_P310891		4.179338		3.6389782		4.009167		4.5778213		2.8364413		2.4672291		3.7285967		3.0550423		3.1439636		2.7319603		2.4808443		2.5878668		-2.536601		-2.2528467		-1.2146751		-2.87344		-2.0496454		-1.8751655		-2.8845034		-3.9722447		-1.3428967		-1.1717491		-0.2805705		-1.522779		-1.0353744		-0.90701795		-1.5283229		-1.9899545		Yes		Yes		Yes		TA84919_4565		0		0

		A_99_P454027		6.0280967		5.9990706		7.4481835		6.682844		5.570696		4.9178557		5.7115045		6.011727		5.285618		5.9330325		5.9544015		6.199991		-1.3730658		-2.115817		-3.3326714		-1.5923057		-1.673048		-1.0468379		-2.816263		-1.3975044		-0.4574008		-1.0812149		-1.7366791		-0.6711173		-0.74247885		-0.06603813		-1.493782		-0.48285294		No		Yes		Yes		TC406447		TC406447		Rep: Os05g0406200 protein - Oryza sativa subsp. japonica (Rice), partial (3%) [TC406447]

		A_99_P434987		5.693004		4.9321322		6.636383		5.959169		5.1681333		4.680385		5.1184597		5.455204		4.8604083		4.829985		5.211538		5.665642		-1.4388047		-1.1906482		-2.8637853		-1.4181055		-1.7808868		-1.0733697		-2.684857		-1.225633		-0.5248709		-0.25174713		-1.5179234		-0.5039649		-0.8325958		-0.1021471		-1.4248452		-0.29352713		No		Yes		Yes		TC392489		TC392489		0

		A_99_P119504		6.451258		6.0416145		6.28554		6.2085705		6.032158		5.3536325		5.339098		5.8018055		5.913639		5.741015		5.255821		6.087808		-1.3370935		-1.6110286		-1.9271142		-1.3257098		-1.451575		-1.2316562		-2.0416265		-1.0873092		-0.41910028		-0.6879821		-0.9464421		-0.40676498		-0.5376191		-0.30059958		-1.0297189		-0.12076235		No		Yes		Yes		CJ712210		TC386621		CJ712210 Y.Ogihara unpublished cDNA library Wh_VABA Triticum aestivum cDNA clone whva12e09 5', mRNA sequence [CJ712210]

		A_99_P506427		10.542564		10.781606		10.749284		10.63896		10.89526		11.725379		11.965797		11.184258		11.490523		11.280232		12.111995		11.078808		1.2769442		1.9235526		2.3238447		1.4593223		1.9291415		1.412868		2.5716796		1.3564614		0.35269547		0.94377327		1.2165136		0.5452986		0.94795895		0.4986267		1.362711		0.43984795		No		Yes		Yes		AK331955		TC434544		Triticum aestivum cDNA, clone: WT002_M14, cultivar: Chinese Spring [AK331955]

		A_99_P220251		10.367789		10.8503065		11.252107		11.420257		11.767623		12.649457		11.89553		11.936511		11.947242		11.999199		12.412377		11.653652		2.6387117		3.4801524		1.562031		1.4302372		2.9885643		2.2174358		2.2349937		1.1755986		1.3998337		1.7991505		0.6434231		0.5162544		1.5794525		1.1488924		1.1602707		0.23339558		Yes		Yes		Yes		TA58321_4565		TC403588		0

		A_99_P290971		4.688062		5.331483		5.077793		5.112465		5.410795		6.5228915		7.219501		5.5846314		6.359116		6.0983434		7.549601		5.2573156		1.6503054		2.2837563		4.4128413		1.387191		3.1844714		1.7015629		5.547385		1.1056162		0.722733		1.1914086		2.141708		0.47216654		1.6710539		0.7668605		2.471808		0.14485073		Yes		No		No		TA79083_4565		TC408898		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC408898]

		A_99_P354726		6.1287236		6.6196723		8.487723		8.102794		5.0767665		3.8439415		6.6847873		7.2050815		5.8731475		3.719342		7.58931		7.33882		-2.0733407		-6.8482285		-3.4892962		-1.8631092		-1.1938124		-7.465973		-1.8640146		-1.6981616		-1.0519571		-2.7757308		-1.8029361		-0.89771223		-0.25557613		-2.9003303		-0.8984132		-0.7639737		Yes		Yes		Yes		TA98221_4565		TC430873		Rep: Pollen allergen Tri a 4 precursor - Triticum aestivum (Wheat), partial (25%) [TC430873]

		A_99_P408767		8.206658		7.869408		7.0388503		7.068329		8.467288		8.791871		7.789186		7.3306575		8.941449		8.318698		8.174945		7.2636085		1.1980015		1.8953482		1.6821842		1.1994131		1.6641562		1.365368		2.1978526		1.144946		0.26062965		0.92246294		0.7503357		0.26232862		0.7347908		0.4492898		1.1360946		0.1952796		No		Yes		Yes		TA85689_4565		TC370792		Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC370792]

		A_99_P133905		2.0959733		1.9046816		1.5935732		4.663916		1.5131994		2.2729268		5.097549		5.211079		1.7805783		1.5533444		2.4570987		5.764833		-1.4977261		1.2907819		11.344931		1.4612094		-1.2443523		-1.2757425		1.8194791		2.1449096		-0.5827738		0.36824524		3.5039759		0.547163		-0.315395		-0.3513372		0.8635255		1.1009169		No		Yes		Yes		AB029887		TC427838		Triticum aestivum 6-SFT mRNA for sucrose:fructan 6-fructosyltransferase, complete cds [AB029887]

		A_99_P512357		12.182927		12.207286		12.587987		12.1388235		11.918618		10.990631		10.344856		11.409329		11.3613205		11.39321		10.352788		11.400632		-1.2010605		-2.3240721		-4.734233		-1.6580576		-1.7673731		-1.7581711		-4.7082763		-1.6680837		-0.26430893		-1.2166548		-2.2431307		-0.7294941		-0.82160664		-0.81407547		-2.235199		-0.7381916		Yes		Yes		Yes		CA612835		TC437105		Rep: Abscisic stress ripening protein-like protein - Musa acuminata (Banana), partial (60%) [TC418893]

		A_99_P222746		12.301417		12.60101		13.361115		13.138672		11.917058		11.888217		12.001751		13.064587		12.017723		12.038329		12.290501		12.974179		-1.3052801		-1.6389744		-2.5657213		-1.0526934		-1.217308		-1.4770117		-2.1003282		-1.1207719		-0.38435936		-0.71279335		-1.3593645		-0.074085236		-0.28369427		-0.5626812		-1.0706148		-0.1644926		No		Yes		Yes		TA59280_4565		TC372562		0

		A_99_P446442		4.6680894		3.6700804		1.7428404		2.0609708		4.980517		4.797872		6.481243		3.9407737		5.670489		4.6848145		7.144276		3.5802155		1.2417954		2.1852398		26.693247		3.6802478		2.003329		2.0205305		42.266296		2.8664093		0.31242752		1.1277916		4.738403		1.879803		1.0023994		1.014734		5.401436		1.5192447		Yes		Yes		Yes		CK163947		TC401188		0

		A_99_P348666		4.792566		2.078762		2.4586706		1.8581623		8.632571		10.04469		10.033399		7.4370065		10.546332		9.28809		10.127927		6.9612355		14.320455		250.02492		190.64278		47.796864		53.958057		147.9871		203.55237		34.369884		3.8400054		7.965928		7.574728		5.578844		5.7537665		7.2093277		7.669256		5.103073		Yes		Yes		Yes		TA96313_4565		TC382674		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC382674]

		A_99_P386622		2.3637588		1.6133958		3.284916		4.4062486		4.614203		3.7023475		6.408993		6.6833286		3.9087665		4.6582804		6.4404454		6.652416		4.758293		4.254388		8.718481		4.8469596		2.9180562		8.252806		8.910643		4.7442093		2.2504442		2.0889516		3.1240768		2.27708		1.5450077		3.0448847		3.1555295		2.2461677		Yes		Yes		Yes		TA107160_4565		TC406471		0

		A_99_P454872		3.9688873		4.567528		4.646322		4.383014		3.5666065		3.1088293		3.7107143		2.050491		2.9053733		2.9237068		3.4830332		3.1086063		-1.3215957		-2.7486029		-1.9126958		-5.0368547		-2.0900161		-3.1249237		-2.2396739		-2.4189951		-0.4022808		-1.4586985		-0.93560743		-2.332523		-1.063514		-1.643821		-1.1632886		-1.2744079		Yes		No		No		CV773600		TC407010		Rep: Chromosome chr14 scaffold_190, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC407010]

		A_99_P138825		10.130851		9.729209		9.91343		9.855813		11.275253		12.360504		11.852336		10.724033		11.828687		11.32206		12.308957		10.681811		2.2105455		6.19582		3.8341472		1.8254098		3.2441397		3.016448		5.2616925		1.7727613		1.1444025		2.6312952		1.9389057		0.8682203		1.6978359		1.5928507		2.395527		0.8259983		Yes		Yes		Yes		TA95683_4565		TC428299		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		A_99_P363291		5.358091		5.5068946		4.8507466		3.0497305		3.5662823		3.039275		3.0092366		2.4691608		3.8999348		4.1924276		2.7352388		2.3987694		-3.462487		-5.531304		-3.5838494		-1.4954396		-2.7475698		-2.4871042		-4.3334255		-1.5702139		-1.7918086		-2.4676197		-1.84151		-0.58056974		-1.4581561		-1.314467		-2.1155078		-0.65096116		Yes		No		No		TA101139_4565		TC379869		Rep: S222 - Triticum aestivum (Wheat), partial (21%) [TC379869]

		A_99_P505352		5.1787534		3.5170898		2.3656805		1.9370409		5.4758277		5.4819565		3.9687347		3.7215672		6.36228		5.1888924		4.214692		3.3347547		1.2286502		3.9037662		3.0378578		3.445053		2.271313		3.1861243		3.602533		2.6348372		0.29707432		1.9648666		1.6030543		1.7845262		1.1835265		1.6718025		1.8490117		1.3977138		Yes		Yes		Yes		TC434068		TC434068		Rep: Wall-associated kinase 2 - Triticum aestivum (Wheat), partial (16%) [TC434068]

		A_99_P201401		8.099294		8.420765		8.016717		8.687114		9.402916		11.445271		10.414313		8.047572		10.355134		10.376412		10.755855		8.185892		2.4684787		8.137049		5.269245		-1.5578341		4.776124		3.8788996		6.676711		-1.4154116		1.3036222		3.0245056		2.3975964		-0.6395416		2.2558403		1.9556475		2.7391376		-0.50122166		Yes		Yes		Yes		TA51386_4565		0		0

		A_99_P201706		6.952925		7.3694215		6.422266		6.9338136		6.4132857		6.213572		4.8914595		7.105638		7.152107		6.090481		5.0610204		6.724871		-1.4536092		-2.228155		-2.8894732		1.1264821		1.1480469		-2.4266074		-2.569069		-1.1558405		-0.5396395		-1.1558495		-1.5308065		0.17182446		0.19918156		-1.2789407		-1.3612456		-0.20894241		No		Yes		Yes		TA51479_4565		TC419165		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC419165]

		A_99_P473522		6.638334		5.5495687		6.801628		6.605964		8.645074		8.980041		9.164376		7.3549175		9.696275		8.28229		10.506884		7.4691753		4.018731		10.781395		5.1434917		1.6805731		8.327832		6.647085		13.0434675		1.8190827		2.00674		3.430472		2.3627481		0.74895334		3.057941		2.7327218		3.7052555		0.86321115		Yes		Yes		Yes		TC418609		TC418609		0

		A_99_P467507		7.141983		7.0061097		6.986679		7.0347404		7.41959		8.421552		8.092776		7.1207848		7.855264		7.476835		8.294416		7.2234406		1.2121825		2.6674144		2.1526253		1.0614558		1.6395288		1.3858057		2.47553		1.1397364		0.27760696		1.415442		1.1060972		0.08604431		0.71328115		0.47072506		1.3077374		0.1887002		No		Yes		Yes		BQ171151		TC415104		0

		A_99_P210341		12.273154		10.39473		10.62267		10.695671		12.175137		11.151481		13.022006		11.215306		12.024433		11.342484		12.814065		11.465699		-1.0703018		1.6896812		5.2756023		1.4335927		-1.1881534		1.9288685		4.5674686		1.7053031		-0.09801769		0.75675106		2.3993359		0.5196352		-0.24872112		0.94775486		2.1913948		0.7700281		No		Yes		Yes		TA54237_4565		TC417874		0

		A_99_P532207		2.8128622		2.7969487		4.670924		5.6206455		5.06236		4.680709		7.426677		7.0143013		5.1664333		3.4015694		7.5539775		6.7471366		4.7551723		3.6903565		6.7540507		2.6274364		5.110878		1.5205789		7.3770976		2.1832707		2.2494977		1.8837602		2.755753		1.3936558		2.3535712		0.6046207		2.8830533		1.1264911		Yes		Yes		Yes		CD876487		TC445408		Rep: Cytochrome P450 71C4 - Zea mays (Maize), partial (9%) [TC445408]

		A_99_P115890		3.4848607		4.628272		3.896808		3.1622746		1.8577749		2.4451969		3.0076761		1.5464257		2.0221522		3.7225208		2.398145		4.0261135		-3.0888844		-4.541205		-1.8520613		-3.064919		-2.7562532		-1.8735198		-2.825807		1.8198744		-1.6270858		-2.1830752		-0.8891318		-1.6158489		-1.4627085		-0.9057512		-1.498663		0.8638389		Yes		No		No		CJ718286		TC432777		CJ718286 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd19d10 5', mRNA sequence [CJ718286]

		A_99_P214021		14.268245		14.363194		14.692894		14.571396		14.273639		13.679897		13.822337		14.325923		13.864601		13.953956		13.564534		14.494862		1.0037458		-1.6058055		-1.8283684		-1.1854813		-1.3228446		-1.3279849		-2.1861007		-1.0544819		0.005393982		-0.68329716		-0.87055683		-0.24547291		-0.4036436		-0.40923882		-1.1283598		-0.07653427		No		Yes		Yes		TA55635_4565		TC452776		0

		A_99_P176896		6.5051727		6.5523496		6.7754707		6.5070662		6.1613603		5.6128716		5.7977448		5.1272807		5.62916		5.5452237		5.1719356		5.2589393		-1.2691059		-1.917834		-1.9693588		-2.6022968		-1.835296		-2.009903		-3.0388706		-2.3753283		-0.34381247		-0.9394779		-0.977726		-1.3797855		-0.8760128		-1.0071259		-1.6035352		-1.248127		Yes		Yes		Yes		DR733898		0		0

		A_99_P026169		8.552106		7.709368		7.650055		8.496701		9.78086		12.171428		10.466624		10.408364		10.745091		10.276624		10.628281		10.34611		2.343645		22.04011		7.044852		3.7624257		4.5725074		5.926809		7.880164		3.6035256		1.228754		4.4620595		2.8165693		1.911663		2.1929855		2.5672555		2.9782257		1.8494091		Yes		Yes		Yes		AF110180		0		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		A_99_P494142		11.705738		12.226157		10.546466		10.586273		10.057349		10.620472		9.109038		9.747134		9.918715		11.323094		9.050213		10.987161		-3.1348336		-3.0434027		-2.708375		-1.7889822		-3.4510217		-1.8700318		-2.8210907		1.3203199		-1.6483889		-1.6056852		-1.4374275		-0.839139		-1.7870235		-0.9030628		-1.496253		0.4008875		Yes		No		No		TA89084_4565		TC429116		Rep: S-adenosyl-L-methionine Mg-protoporphyrin IX methyltranserase - Nicotiana tabacum (Common tobacco), partial (51%) [TC429116]

		A_99_P141898		10.162088		10.082328		9.249806		9.189445		8.992687		8.93418		8.467747		8.236159		8.80374		9.598622		8.409881		9.143815		-2.2491832		-2.2162914		-1.7195841		-1.9362768		-2.5639157		-1.3983307		-1.789958		-1.0321335		-1.1694012		-1.1481476		-0.78205967		-0.9532852		-1.3583488		-0.48370552		-0.83992577		-0.0456295		Yes		No		No		CJ925420		TC438694		CJ925420 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan27g01 5', mRNA sequence [CJ925420]

		A_99_P502447		8.3970995		7.747499		9.238285		9.495167		7.735703		6.543512		7.9074826		8.139648		7.4174843		7.182941		7.5600305		8.85061		-1.5816128		-2.3037548		-2.5154254		-2.5588903		-1.9719394		-1.4789344		-3.2004054		-1.5632592		-0.6613965		-1.2039871		-1.3308024		-1.3555183		-0.9796152		-0.564558		-1.6782546		-0.644557		Yes		No		No		AK332762		0		Triticum aestivum cDNA, clone: WT004_N01, cultivar: Chinese Spring [AK332762]

		A_99_P312261		8.55987		9.349129		9.837133		9.436934		8.039922		8.020036		9.242892		8.366128		7.810169		8.265349		8.548686		9.269745		-1.4339036		-2.5124466		-1.5096782		-2.1006074		-1.6814438		-2.1195815		-2.4426503		-1.122869		-0.519948		-1.329093		-0.59424114		-1.0708065		-0.74970055		-1.0837793		-1.2884474		-0.1671896		No		Yes		Yes		TA85297_4565		TC412402		0

		A_99_P297691		7.979634		7.6106343		8.245009		7.8832436		7.738859		7.007565		7.1014886		7.7447057		7.8942113		6.8768845		7.337752		7.416506		-1.1816269		-1.5189446		-2.2091951		-1.100789		-1.0609984		-1.6629559		-1.875477		-1.381981		-0.24077463		-0.6030693		-1.1435208		-0.13853788		-0.085422516		-0.73374987		-0.90725756		-0.46673775		No		Yes		Yes		TA81002_4565		TC432142		Rep: Phosphoglyceride transfer protein - Oryza sativa subsp. indica (Rice), partial (31%) [TC432142]

		A_99_P087995		4.4250646		3.4754047		3.9011173		3.355715		2.551469		2.9086714		2.7199318		2.7694643		2.9464371		2.4423363		2.1591337		2.4229386		-3.6644468		-1.481166		-2.2676303		-1.50134		-2.7868347		-2.046372		-3.3449478		-1.9089462		-1.8735955		-0.56673336		-1.1811855		-0.5862508		-1.4786274		-1.0330684		-1.7419837		-0.93277645		Yes		No		No		BE402600		TC387003		CSB009F06F990908 ITEC CSB Wheat Endosperm Library Triticum aestivum cDNA clone CSB009F06, mRNA sequence [BE402600]

		A_99_P539747		8.969021		8.076455		8.071782		8.437638		9.551454		10.013278		9.246915		9.00827		10.146136		9.195221		9.608167		8.902903		1.497372		3.828616		2.2581365		1.4851741		2.2612422		2.1716113		2.9006667		1.3805703		0.58243275		1.9368229		1.1751328		0.570632		1.1771154		1.1187658		1.5363846		0.46526432		Yes		Yes		Yes		AK331293		TC448412		Triticum aestivum cDNA, clone: WT007_C01, cultivar: Chinese Spring [AK331293]

		A_99_P150747		5.990188		6.5414233		8.3254595		7.254084		4.800609		5.006464		6.6521344		7.052729		4.606537		5.5869637		6.855882		7.29804		-2.2808619		-2.8978026		-3.1894884		-1.1497778		-2.6092792		-1.9378537		-2.7694075		1.0309367		-1.189579		-1.5349593		-1.6733251		-0.20135498		-1.3836513		-0.95445967		-1.4695773		0.043955803		Yes		Yes		Yes		TC440729		TC440729		0

		A_99_P207416		6.9487987		5.423153		5.1530976		5.3150187		4.069012		4.2531934		2.2296717		3.2477968		5.1846366		5.296271		2.4280949		3.8241327		-7.3604116		-2.250054		-7.586455		-4.1907887		-3.3967664		-1.0919313		-6.611615		-2.8106153		-2.8797865		-1.1699595		-2.923426		-2.0672219		-1.7641621		-0.12688208		-2.7250028		-1.490886		Yes		No		No		TA53275_4565		0		0

		A_99_P538712		6.938852		7.130634		8.327081		8.006602		6.1565948		5.659929		6.5336494		7.1834087		6.403305		6.152199		6.6207786		6.9214725		-1.7198194		-2.771573		-3.4663835		-1.7693182		-1.4494914		-1.9703269		-3.2632334		-2.1215663		-0.7822571		-1.470705		-1.7934313		-0.82319355		-0.5355468		-0.97843504		-1.7063022		-1.0851297		Yes		Yes		Yes		CJ831809		TC435546		CJ831809 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal36i05 5', mRNA sequence [CJ831809]

		A_99_P622228		11.681998		11.413671		13.10318		12.510583		11.796684		11.177775		11.664803		12.101218		12.286128		11.395878		11.875768		12.18662		1.0827394		-1.1776372		-2.7101588		-1.3281008		1.5200616		-1.0124093		-2.3414662		-1.2517645		0.11468601		-0.23589516		-1.4383774		-0.4093647		0.6041298		-0.017792702		-1.2274122		-0.32396317		No		Yes		Yes		AK333035		TC385571		Triticum aestivum cDNA, clone: WT005_H19, cultivar: Chinese Spring [AK333035]

		A_99_P186982		10.186462		10.126611		6.7981415		6.7248893		9.312459		9.710362		5.3722744		6.392994		9.234853		9.785597		4.7311387		6.003817		-1.8327416		-1.3344529		-2.6867592		-1.2586659		-1.9340292		-1.2666465		-4.1901526		-1.6484066		-0.8740034		-0.41624832		-1.4258671		-0.33189535		-0.9516096		-0.3410139		-2.0670028		-0.7210722		Yes		No		No		CJ670634		TC440478		CJ670634 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv3b15 5', mRNA sequence [CJ670634]

		A_99_P131595		2.20033		2.2210267		2.3531373		3.5648174		3.2417402		5.0670514		4.556852		4.160635		4.4424357		4.135902		4.9798493		4.0189776		2.0582385		7.1901646		4.6066394		1.5113288		4.7308707		3.770812		6.1761684		1.3699851		1.0414102		2.8460248		2.2037146		0.59581757		2.2421057		1.9148753		2.626712		0.4541602		Yes		No		No		CJ706444		TC427699		CJ706444 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n6d07 5', mRNA sequence [CJ706444]

		A_99_P040565		4.970493		4.648496		7.8114343		6.8262177		7.656648		9.30296		9.561818		7.815577		8.533563		8.142798		9.725205		8.174008		6.43596		25.184502		3.3644807		1.9853033		11.819277		11.2691145		3.7679274		2.5452206		2.6861553		4.6544642		1.7503839		0.9893594		3.5630698		3.4943023		1.9137712		1.3477907		Yes		Yes		Yes		CV766649		TC386103		FGAS061036 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV766649]

		A_99_P127355		7.3565345		7.62108		6.793738		7.3367753		7.18479		6.6267905		5.9788094		7.0642395		6.420714		6.8437786		5.532889		7.0331535		-1.1264195		-1.992099		-1.759211		-1.2079291		-1.9129784		-1.7139218		-2.3963673		-1.234239		-0.17174435		-0.9942894		-0.81492853		-0.2725358		-0.9358206		-0.7773013		-1.260849		-0.30362177		No		Yes		Yes		CJ671103		TC394445		CJ671103 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv4l17 5', mRNA sequence [CJ671103]

		A_99_P508407		4.4848027		3.5915062		2.2405076		2.7463357		4.190134		5.259062		2.8066351		2.9001071		5.543764		5.549524		2.9659462		3.5934498		-1.2266033		3.1767588		1.4805442		1.1124738		2.083431		3.8852773		1.6534032		1.7988988		-0.29466867		1.6675556		0.56612754		0.1537714		1.0589614		1.9580176		0.7254386		0.8471141		Yes		No		No		CK212220		0		0

		A_99_P472127		2.8790085		1.9521772		1.3873497		1.9250045		3.6648357		4.629803		4.184073		2.2309053		4.5881796		4.5703588		5.1013236		2.7199478		1.7240806		6.3980227		6.948605		1.2361903		3.269729		6.1397576		13.12253		1.7350092		0.78582716		2.6776261		2.7967234		0.3059008		1.709171		2.6181817		3.713974		0.79494333		Yes		Yes		Yes		TC417978		TC417978		Rep: LigA - Methylobacterium sp. 4-46, partial (3%) [TC417978]

		A_99_P098315		5.565632		5.1076837		3.706688		4.6183457		6.214079		6.6697083		5.2279525		5.6461577		6.6700363		5.9905972		5.8006516		5.250469		1.56748		2.9526792		2.8704255		2.0389297		2.150101		1.8440958		4.2691936		1.5498445		0.64844704		1.5620246		1.5212646		1.027812		1.1044044		0.8829136		2.0939636		0.6321235		Yes		Yes		Yes		DR741786		TC377381		FGAS030830 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741786]

		A_99_P222071		14.318231		14.20108		14.244892		13.938526		13.973217		13.438042		12.87072		14.475858		13.589181		14.177071		13.074958		14.488225		-1.2701629		-1.6970613		-2.5921912		1.4512857		-1.6575469		-1.0167816		-2.2500145		1.46378		-0.34501362		-0.76303864		-1.3741722		0.5373316		-0.7290497		-0.024009705		-1.1699343		0.5496988		No		Yes		Yes		TA59060_4565		TC372962		Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar, partial (76%) [TC372962]

		A_99_P567537		2.0880978		2.1869266		3.4702952		2.8657305		2.225555		3.4372919		5.150697		6.4994864		3.3483658		1.668286		4.6543584		3.3628871		1.0999646		2.3790164		3.2051725		12.412793		2.3954022		-1.4326048		2.2721581		1.411429		0.13745713		1.2503653		1.680402		3.633756		1.260268		-0.51864064		1.1840632		0.49715662		Yes		No		No		TC458930		TC458930		0

		A_99_P510277		3.6910374		3.1588833		2.8578289		4.5960803		8.183204		9.850753		10.049256		9.338314		10.1051445		7.6268716		10.364334		7.4337096		22.504889		103.38404		146.16228		26.764221		85.278336		22.130867		181.83739		7.148444		4.4921665		6.6918697		7.191427		4.7422338		6.4141073		4.467988		7.506505		2.8376293		Yes		Yes		Yes		TC436213		TC436213		Rep: Os07g0550400 protein - Oryza sativa subsp. japonica (Rice), partial (66%) [TC436213]

		A_99_P151362		1.5377765		1.4634331		2.0363092		1.9369049		1.4485966		4.079199		4.8574853		4.458721		1.5028974		2.8650608		5.279293		4.124319		-1.0637653		6.1294837		7.067383		5.7430468		-1.0244709		2.641995		9.467502		4.5548835		-0.08917987		2.6157656		2.821176		2.5218163		-0.03487909		1.4016277		3.2429838		2.1874142		Yes		Yes		Yes		CJ808814		0		CJ808814 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct6h07 5', mRNA sequence [CJ808814]

		A_99_P277346		8.730236		9.273685		9.547182		9.143698		8.554615		7.7099113		8.517222		8.213101		7.9167237		8.444936		7.938109		8.824803		-1.1294504		-2.9562619		-2.0419672		-1.9060637		-1.7574849		-1.7761453		-3.050558		-1.2473743		-0.17562103		-1.5637741		-1.0299597		-0.93059635		-0.8135123		-0.82874966		-1.6090732		-0.3188944		No		Yes		Yes		AK333025		TC405588		Triticum aestivum cDNA, clone: SET1_P10, cultivar: Chinese Spring [AK333025]

		A_99_P366697		1.9028105		1.3498186		1.540994		1.3878604		1.3703403		3.608076		3.932002		1.359046		3.8237896		1.8202143		4.398115		1.3538623		-1.4464035		4.7841325		5.245237		-1.0201734		3.7867997		1.3854895		7.2456794		-1.0238456		-0.5324701		2.2582574		2.391008		-0.028814435		1.9209791		0.47039568		2.857121		-0.03399813		Yes		Yes		Yes		TA102272_4565		0		0

		A_99_P363771		6.4666715		6.431972		6.4955		6.2563515		7.134056		7.7230225		7.3854957		6.627295		7.9411736		7.040935		7.582672		6.7682457		1.5881913		2.4470615		1.8531704		1.2931983		2.7788773		1.5251626		2.1245718		1.4259212		0.6673846		1.2910504		0.8899956		0.37094355		1.4745021		0.608963		1.087172		0.5118942		No		Yes		Yes		TA101293_4565		TC415940		Rep: Speckle-type POZ protein-like - Oryza sativa subsp. japonica (Rice), partial (42%) [TC415940]

		A_99_P228801		8.802424		8.816473		8.819112		8.790055		9.829071		9.959527		10.510376		9.126969		11.083768		9.302865		10.790363		8.69571		2.0372834		2.2084804		3.2293956		1.263052		4.8613043		1.400937		3.921081		-1.0675807		1.0266466		1.143054		1.6912642		0.33691406		2.2813435		0.48639202		1.9712515		-0.09434509		Yes		Yes		Yes		TA61229_4565		TC402771		Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Oryza sativa (Rice), complete [TC402771]

		A_99_P250731		9.429119		10.451457		10.240447		10.744714		8.435067		8.674533		8.260924		9.848105		8.429652		9.9035635		8.517348		10.226879		-1.9917712		-3.4269476		-3.943626		-1.8616842		-1.9992611		-1.4619496		-3.3014476		-1.4318047		-0.99405193		-1.7769241		-1.9795227		-0.89660835		-0.9994669		-0.5478935		-1.7230988		-0.51783466		Yes		Yes		Yes		TA67370_4565		TC443259		0

		A_99_P021949		12.78753		12.894039		11.622157		10.737256		12.608979		13.151715		13.468719		11.696331		13.099032		13.380009		13.674916		11.466239		-1.1317464		1.1955514		3.5964198		1.944063		1.2409995		1.4005268		4.1489873		1.6574702		-0.17855072		0.25767612		1.8465614		0.959075		0.31150246		0.48596954		2.0527592		0.7289829		No		Yes		Yes		AK334061		TC379318		Triticum aestivum cDNA, clone: WT009_A19, cultivar: Chinese Spring [AK334061]

		A_99_P000381		11.057536		10.087592		11.111321		10.463521		12.158885		13.971812		13.066589		11.895307		13.139346		12.087113		13.114831		11.458412		2.145552		14.766132		3.8778794		2.697804		4.23338		3.998673		4.0097423		1.9929302		1.1013489		3.8842201		1.9552679		1.4317856		2.08181		1.9995213		2.0035095		0.99489117		Yes		Yes		Yes		AF112963		TC371620		Triticum aestivum chitinase II precursor (Cht2) mRNA, complete cds [AF112963]

		A_99_P505707		12.465564		13.155533		12.388356		12.610379		12.3072		11.985265		11.518799		12.484359		11.770023		12.230343		10.88646		12.568906		-1.1160203		-2.250535		-1.8271023		-1.0912794		-1.619491		-1.8989342		-2.8321464		-1.0291643		-0.15836334		-1.170268		-0.8695574		-0.12602043		-0.6955404		-0.92519		-1.5018959		-0.04147339		No		Yes		Yes		CA726382		TC434215		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), partial (60%) [TC434215]

		A_99_P309261		9.321977		11.042506		10.3778		7.795904		8.407708		9.139758		8.602506		6.692583		9.249331		9.966828		8.937298		7.6698747		-1.8846133		-3.7392478		-3.4230783		-2.148487		-1.0516431		-2.1077123		-2.7141533		-1.0912862		-0.9142685		-1.9027481		-1.7752943		-1.1033211		-0.07264519		-1.0756779		-1.4405022		-0.12602949		Yes		No		No		TA84426_4565		TC410640		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (3%) [TC410640]

		A_99_P213501		11.089595		11.969429		12.768481		12.11599		10.324021		10.900022		11.449181		10.934799		11.003682		11.163091		11.589226		11.751423		-1.7000457		-2.0985713		-2.4954512		-2.2676382		-1.0613589		-1.7487673		-2.2645988		-1.287495		-0.7655735		-1.0694075		-1.3193007		-1.1811905		-0.085912704		-0.8063383		-1.1792555		-0.3645668		Yes		No		No		AK336031		TC372640		Triticum aestivum cDNA, clone: SET1_D05, cultivar: Chinese Spring [AK336031]

		A_99_P545872		7.3700213		7.258511		8.715955		7.9633126		8.164548		8.97747		8.753945		7.8038316		9.466388		8.198607		8.675438		8.106845		1.7345082		3.2919886		1.0266829		-1.1168853		4.27631		1.9186565		-1.0284822		1.1046063		0.7945266		1.7189593		0.03799057		-0.15948105		2.0963664		0.9400964		-0.040516853		0.14353228		No		Yes		Yes		CD921138		TC450704		Rep: Os01g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (51%) [TC450704]

		A_99_P304496		7.4874816		7.760466		8.215193		7.8908906		6.596594		6.5048923		7.015143		7.3143153		6.726277		6.8615155		6.850408		7.8619647		-1.8543168		-2.387621		-2.297476		-1.4913049		-1.6949054		-1.8647091		-2.575379		-1.0202522		-0.89088774		-1.2555737		-1.2000499		-0.5765753		-0.7612047		-0.8989506		-1.3647847		-0.028925896		No		Yes		Yes		TA83006_4565		TC375907		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC375907]

		A_99_P172124		8.592174		7.227398		6.9595585		7.8155837		9.099572		9.523255		8.494254		8.685143		10.905461		7.482344		9.031151		8.260296		1.4214847		4.9104576		2.897273		1.8271053		4.9701443		1.1932913		4.2035036		1.3610425		0.5073986		2.2958574		1.5346956		0.86955976		2.3132877		0.25494623		2.0715923		0.44471216		Yes		Yes		Yes		CV765350		TC411783		FGAS059735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765350]

		A_99_P377017		3.7472792		3.4336636		3.707461		3.9066937		3.1162148		4.9413466		5.0229645		4.2187634		4.790491		4.700424		5.254468		3.9888535		-1.5487072		2.84353		2.4888916		1.2414874		2.0608106		2.4062066		2.9221027		1.0586016		-0.6310644		1.507683		1.3155034		0.31206965		1.0432119		1.2667606		1.5470068		0.08215976		No		Yes		Yes		AK331695		TC435946		Triticum aestivum cDNA, clone: WT002_C04, cultivar: Chinese Spring [AK331695]

		A_99_P150987		2.1974828		2.8100538		3.3773975		2.8612773		2.3463383		3.8567085		4.295439		3.9801471		3.4744987		3.4673607		4.6735654		3.726741		1.1086895		2.0657344		1.8895481		2.1717677		2.423372		1.5771358		2.4557571		1.8219252		0.14885545		1.0466547		0.9180412		1.1188698		1.2770159		0.6573069		1.2961679		0.86546373		Yes		No		No		CJ855080		TC396738		CJ855080 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal32p11 5', mRNA sequence [CJ855080]

		A_99_P194783		14.052371		14.144979		14.599196		14.487792		13.729281		13.227139		13.298499		14.658726		14.258197		13.03349		13.424573		14.285774		-1.2510067		-1.8892833		-2.4634793		1.1257869		1.1533463		-2.1606843		-2.2573397		-1.1503061		-0.3230896		-0.91783905		-1.3006973		0.17093372		0.2058258		-1.1114883		-1.1746235		-0.20201778		No		Yes		Yes		U73210		0		Triticum aestivum cold acclimation protein WCOR410b (Wcor410b) mRNA, complete cds [U73210]

		A_99_P221751		5.1169124		4.6028867		4.8179374		4.916163		3.867237		3.4906857		3.9705753		2.7380779		3.9104567		3.0796788		3.5284998		3.3959045		-2.377879		-2.161752		-1.799208		-4.5255246		-2.3077		-2.8742945		-2.4443274		-2.8684242		-1.2496753		-1.112201		-0.84736204		-2.178085		-1.2064557		-1.5232079		-1.2894375		-1.5202584		Yes		No		No		TA58957_4565		TC451938		Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar, partial (51%) [TC451938]

		A_99_P326326		8.15256		7.9549165		8.397248		8.181127		7.892689		7.2405167		7.3538976		7.827765		7.460298		7.712024		7.2022767		7.9921303		-1.1973716		-1.6408005		-2.061009		-1.2775339		-1.6158152		-1.1833626		-2.2894032		-1.1399703		-0.259871		-0.7143998		-1.0433507		-0.3533616		-0.6922622		-0.24289227		-1.1949716		-0.18899632		No		Yes		Yes		TA89447_4565		TC371050		0

		A_99_P297176		4.764327		4.9519944		4.4672585		4.489613		4.3629136		3.4917653		3.2176044		3.8700979		4.295413		3.6168993		4.1196775		3.4357986		-1.3208013		-2.7515206		-2.3778439		-1.5363588		-1.3840673		-2.5229213		-1.2724253		-2.0760114		-0.40141344		-1.4602292		-1.249654		-0.6195152		-0.46891403		-1.3350952		-0.3475809		-1.0538144		No		Yes		Yes		TA80847_4565		TC425144		Rep: Os04g0608100 protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC425144]

		A_99_P359241		3.6010578		3.7543209		2.4130023		3.3333762		3.6142514		4.103111		4.2104154		3.5580885		2.894942		4.0605636		4.5150323		3.7060165		1.0091871		1.273492		3.4759638		1.1685443		-1.6314058		1.2364832		4.2931304		1.2947202		0.013193607		0.34878993		1.7974131		0.22471237		-0.7061157		0.3062427		2.10203		0.37264037		No		Yes		Yes		TA99753_4565		0		0

		A_99_P212241		11.5252495		11.56947		11.745696		11.980347		12.375233		13.413823		13.293278		11.958438		12.936958		12.569133		13.416408		12.012582		1.80248		3.590918		2.9232671		-1.015302		2.660521		1.999532		3.1837158		1.0225952		0.8499832		1.8443527		1.5475817		-0.02190876		1.4117088		0.9996624		1.6707115		0.032235146		Yes		Yes		Yes		AK332520		TC426805		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		A_99_P382547		9.834653		9.690059		10.39203		9.882932		9.403756		9.037957		9.21512		9.440762		9.534077		9.402947		9.559117		9.462724		-1.3480712		-1.5714556		-2.2609193		-1.3586465		-1.2316363		-1.2201946		-1.7812777		-1.3381205		-0.43089676		-0.6521015		-1.1769094		-0.44217014		-0.3005762		-0.28711128		-0.83291245		-0.42020798		No		Yes		Yes		TA106159_4565		TC403745		0

		A_99_P309926		12.825038		12.585346		11.834084		11.131416		11.669384		11.16302		10.071175		9.489027		11.395556		11.834839		10.101956		10.962853		-2.2278528		-2.680173		-3.3938174		-3.1218243		-2.6934988		-1.6823844		-3.3221729		-1.1239383		-1.155654		-1.4223261		-1.7629089		-1.6423893		-1.4294815		-0.75050735		-1.7321272		-0.16856289		Yes		No		No		AK333058		0		Triticum aestivum cDNA, clone: SET1_P15, cultivar: Chinese Spring [AK333058]

		A_99_P227396		13.600415		12.954715		12.088581		12.132892		12.254097		11.744924		10.626416		9.929536		12.257861		12.35797		10.939416		11.739907		-2.5426242		-2.3130414		-2.755215		-4.6054935		-2.5359988		-1.5123001		-2.2178552		-1.3131069		-1.3463182		-1.2097912		-1.4621649		-2.2033558		-1.3425541		-0.59674454		-1.1491652		-0.3929844		Yes		No		No		TA60806_4565		TC368968		Rep: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II - Hordeum vulgare (Barley), complete [TC368968]

		A_99_P558812		6.489243		6.706244		6.4328237		5.520818		7.5448055		8.673047		7.8847556		6.4439335		8.607243		7.6976185		8.371932		6.2665763		2.0785284		3.9090095		2.7357416		1.8962054		4.340916		1.9880782		3.8346858		1.6768551		1.0555625		1.9668031		1.451932		0.92311525		2.1179996		0.9913745		1.9391084		0.74575806		Yes		Yes		Yes		TC455568		TC455568		0

		A_99_P278716		6.3959317		5.6549897		7.487806		7.7184925		9.937008		11.170967		10.908278		9.739526		11.689534		9.721785		11.272212		9.88962		11.64046		45.7588		10.706927		4.058744		39.222305		16.758196		13.779066		4.5037518		3.5410762		5.5159774		3.4204726		2.0210333		5.2936025		4.066795		3.7844062		2.1711273		Yes		Yes		Yes		TA75514_4565		TC378353		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		A_99_P473697		6.210036		6.0318933		6.770907		6.6585426		6.611466		7.1722164		8.364598		6.574888		7.9395967		6.5961437		9.007264		6.465759		1.3208165		2.204304		3.0182061		-1.0596989		3.3162687		1.4786191		4.7120576		-1.1429671		0.40143013		1.1403232		1.5936913		-0.0836544		1.7295609		0.56425047		2.2363572		-0.19278383		Yes		Yes		Yes		TC418711		TC418711		Rep: Leucine Rich Repeat domain protein - Aspergillus clavatus, partial (4%) [TC418711]

		A_99_P015139		2.6710637		2.1612413		4.854895		4.230767		3.4484186		4.3840766		5.7257695		4.468169		4.5457296		4.244127		5.9047475		4.462757		1.7139856		4.6680994		1.828771		1.1788682		3.667167		4.236537		2.070318		1.1744541		0.77735496		2.2228353		0.8708744		0.23740244		1.874666		2.0828855		1.0498524		0.23199034		Yes		No		No		CJ834599		0		CJ834599 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal6o14 5', mRNA sequence [CJ834599]

		A_99_P526007		13.4604845		13.177581		12.252683		12.125947		12.17802		11.571476		11.232117		11.097848		11.927666		12.3680315		11.311465		12.151539		-2.4325426		-3.044288		-2.0287147		-2.0393355		-2.8935063		-1.7526639		-1.9201479		1.0178971		-1.282465		-1.6061049		-1.020566		-1.0280991		-1.5328188		-0.80954933		-0.9412174		0.02559185		Yes		No		No		AK334098		TC442929		Triticum aestivum cDNA, clone: WT009_G15, cultivar: Chinese Spring [AK334098]

		A_99_P558442		4.2505302		3.3836832		4.346418		3.493604		3.1058178		3.771474		3.4371364		2.3551524		2.662056		2.979409		2.7903645		2.6876297		-2.2110205		1.3083882		-1.8781099		-2.2014463		-3.0073113		-1.323423		-2.9404836		-1.7483261		-1.1447124		0.38779068		-0.9092815		-1.1384516		-1.5884743		-0.40427423		-1.5560534		-0.80597425		Yes		No		No		BJ315689		TC455446		BJ315689 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf19k20 5', mRNA sequence [BJ315689]

		A_99_P363086		9.026711		7.4701905		7.2182336		7.1578355		10.10135		11.243283		10.22729		8.545341		11.549942		10.675973		10.639823		8.204613		2.106194		13.671434		8.050378		2.6162584		5.748679		9.226493		10.715219		2.0659099		1.0746384		3.7730927		3.0090566		1.387505		2.5232306		3.2057824		3.4215894		1.0467772		Yes		Yes		Yes		TA101066_4565		TC407451		0

		A_99_P270281		12.012488		12.897025		10.968404		10.595227		10.4246025		11.293225		9.647157		9.761222		10.093341		11.802124		9.332458		10.954277		-3.0060852		-3.039428		-2.4988203		-1.7826276		-3.781995		-2.1359844		-3.1079133		1.2825809		-1.5878859		-1.6037998		-1.3212471		-0.83400536		-1.9191475		-1.0949011		-1.6359463		0.3590498		Yes		No		No		TA73038_4565		TC438323		0

		A_99_P434612		13.876072		14.008812		14.256709		14.336459		14.519475		15.355756		14.389749		14.635606		15.174225		14.438656		14.547833		14.42246		1.5620093		2.543727		1.0966016		1.2304164		2.4591384		1.3470879		1.2235935		1.0614235		0.64340305		1.3469439		0.13303947		0.29914665		1.2981529		0.4298439		0.29112434		0.08600044		No		Yes		Yes		TA56721_4565		TC392235		0

		A_99_P470437		9.0487995		6.999256		5.082403		7.96748		8.841243		8.620468		7.484487		7.9623694		9.3369465		7.722483		7.920435		7.963701		-1.1547309		3.0763338		5.2856607		-1.0035487		1.2210709		1.6508706		7.150439		-1.0026231		-0.20755672		1.621212		2.4020839		-0.0051107407		0.28814697		0.723227		2.8380318		-0.0037794113		No		Yes		Yes		TC416821		TC416821		0

		A_99_P244661		4.3575253		3.951598		8.188381		4.625463		6.5517635		8.713142		8.269887		7.4498916		7.6004386		5.4004455		9.379269		5.9509826		4.5764794		27.124868		1.0581218		7.083334		9.467039		2.729899		2.2829313		2.5062313		2.1942382		4.761544		0.081505775		2.8244286		3.2429132		1.4488475		1.1908875		1.3255196		Yes		No		No		TA65662_4565		TC427159		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC427159]

		A_99_P469137		4.8210583		4.6402464		5.5210967		5.067702		4.2439933		4.44817		4.4752297		3.8777864		3.6098688		3.9804657		4.487723		3.9264705		-1.4918113		-1.1424066		-2.0646067		-2.2813938		-2.3152845		-1.5798424		-2.0468051		-2.2056918		-0.577065		-0.1920762		-1.045867		-1.1899154		-1.2111895		-0.65978074		-1.0333738		-1.1412313		Yes		No		No		0		0		0

		A_99_P436087		9.284702		9.212666		9.815155		9.125623		8.838485		8.669673		8.803516		8.768882		8.701062		9.169507		8.789577		9.00341		-1.3624635		-1.4569917		-2.0161998		-1.2805299		-1.4986258		-1.0303671		-2.0357754		-1.0884026		-0.44621754		-0.5429926		-1.0116386		-0.35674095		-0.5836401		-0.04315853		-1.0255785		-0.12221241		No		Yes		Yes		TA89300_4565		TC393388		0

		A_99_P310606		3.76746		3.2135365		3.1611836		3.3552217		6.01515		5.76257		5.096413		7.0748653		2.5271187		2.996125		3.0281532		3.8288317		4.749218		5.8524203		3.8243897		13.174201		-2.3625443		-1.1626457		-1.0965947		1.3885796		2.24769		2.5490334		1.9352295		3.7196436		-1.2403414		-0.21741152		-0.13303041		0.47360992		Yes		No		No		TA84834_4565		0		0

		A_99_P424262		11.576034		10.433845		12.281116		11.879802		10.486195		9.463817		11.745784		10.171535		10.46931		9.561428		11.472438		11.4440155		-2.1285028		-1.9588785		-1.4492754		-3.2676811		-2.1535604		-1.8307267		-1.7516053		-1.3526478		-1.089839		-0.9700279		-0.5353317		-1.7082672		-1.1067238		-0.8724165		-0.8086777		-0.43578625		Yes		No		No		CK212581		TC384139		Rep: Photosystem II reaction center psb28 protein - Vitis vinifera (Grape), partial (61%) [TC384139]

		A_99_P487482		8.782694		9.121745		7.054613		9.13299		12.265262		14.082416		13.949333		12.226016		13.384949		14.355244		13.963517		12.208707		11.177827		31.139427		118.99194		8.532841		24.289398		37.62184		120.167595		8.431077		3.4825678		4.9606705		6.89472		3.0930262		4.602255		5.2334986		6.908904		3.075717		Yes		Yes		Yes		TA66654_4565		TC425963		0

		A_99_P353536		3.5000455		2.831997		5.603182		6.603872		4.9121785		8.039659		9.068755		7.8410897		6.215588		6.197069		8.327878		8.333915		2.6613033		36.95408		11.046927		2.3574347		6.568403		10.303569		6.6102104		3.3173769		1.412133		5.2076616		3.4655733		1.2372179		2.7155426		3.3650723		2.7246962		1.7300429		Yes		Yes		Yes		TA97863_4565		TC418049		0

		A_99_P424187		13.804313		13.922539		12.910819		12.749893		13.439049		12.970352		10.961582		12.571457		12.960327		13.668648		10.879973		12.6506815		-1.2881173		-1.9348029		-3.861702		-1.1316566		-1.7950021		-1.1924188		-4.086443		-1.071188		-0.36526394		-0.9521866		-1.9492369		-0.17843628		-0.84398556		-0.253891		-2.0308456		-0.09921169		No		Yes		Yes		TC437293		TC437293		0

		A_99_P259131		9.238171		10.063649		9.144149		9.685556		9.576657		10.841441		10.876865		10.255367		10.001152		10.469171		10.953041		9.998173		1.2644296		1.7145048		3.3235304		1.484329		1.696994		1.3245676		3.5037315		1.241958		0.33848667		0.777792		1.7327166		0.56981087		0.7629814		0.4055214		1.8088923		0.31261635		No		Yes		Yes		AK331808		TC405263		Triticum aestivum cDNA, clone: WT002_G14, cultivar: Chinese Spring [AK331808]

		A_99_P216541		7.1698785		7.0987954		5.895078		6.866571		4.9714193		5.713797		5.2262692		4.594095		4.9000993		6.312336		4.793842		6.3812256		-4.5898886		-2.6117165		-1.58976		-4.8315153		-4.822493		-1.7248363		-2.1453846		-1.399921		-2.1984591		-1.3849983		-0.66880894		-2.2724757		-2.2697792		-0.78645945		-1.1012363		-0.48534536		Yes		No		No		TA56829_4565		0		0

		A_99_P487032		8.289916		8.131117		8.472509		8.432673		9.121692		10.123679		9.169896		8.465443		10.186876		9.107254		9.600185		8.557355		1.7798747		3.9794314		1.6215649		1.0229738		3.7242768		1.9671912		2.1850648		1.090267		0.83177567		1.9925623		0.69738674		0.032769203		1.8969603		0.97613716		1.127676		0.12468147		Yes		Yes		Yes		CJ528462		TC425124		Rep: Cyclin-like F-box - Medicago truncatula (Barrel medic), partial (27%) [TC425124]

		A_99_P422327		3.7136657		3.9296153		4.253698		4.6693006		4.8971696		6.482983		5.332936		4.832169		5.750116		5.3137016		5.739015		5.5514183		2.2712774		5.87003		2.1129198		1.1195109		4.102349		2.6100662		2.7997873		1.8430789		1.1835039		2.5533679		1.0792379		0.1628685		2.0364501		1.3840864		1.4853172		0.88211775		Yes		Yes		Yes		TC382533		TC382533		Rep: 12K movement protein - Cowpea mild mottle virus, partial (12%) [TC382533]

		A_99_P488467		6.639372		6.577263		6.183662		6.181494		6.558458		7.0162144		7.381796		6.701874		6.5938544		7.1835446		7.4712625		6.614568		-1.0576879		1.3556187		2.2944272		1.4343325		-1.0320532		1.5223306		2.441217		1.3501072		-0.08091402		0.4389515		1.198134		0.52037954		-0.045517445		0.60628176		1.2876005		0.433074		No		Yes		Yes		CK205875		TC426405		Rep: Os08g0398700 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC426405]

		A_99_P296756		6.1413426		5.662874		5.6397915		5.2563715		6.698517		7.215882		7.0417113		5.789355		7.1148		6.447384		7.2167573		6.008282		1.4713844		2.934282		2.64253		1.4469181		1.9635404		1.7225068		2.9834173		1.6840216		0.5571742		1.5530076		1.4019198		0.5329833		0.97345734		0.78450966		1.5769658		0.7519107		Yes		Yes		Yes		TA80722_4565		0		0

		A_99_P484672		13.247532		13.468389		12.771033		12.612519		13.903473		14.488419		14.364437		13.687657		14.623943		14.064054		14.777432		12.856158		1.5756433		2.0279613		3.0176046		2.1069238		2.5962179		1.511169		4.0177817		1.1839753		0.655941		1.02003		1.5934038		1.0751381		1.3764114		0.595665		2.0063992		0.24363899		Yes		Yes		Yes		TA59927_4565		TC424561		0

		A_99_P356686		4.8108544		4.695976		4.245117		4.98551		6.2505035		8.390342		7.704437		5.546187		7.4876723		6.65443		8.24256		5.6573014		2.7125487		12.945385		10.9991455		1.4749613		6.394439		3.8864532		15.971669		1.59305		1.4396491		3.694366		3.4593196		0.56067705		2.676818		1.9584541		3.9974432		0.67179155		Yes		Yes		Yes		TA98861_4565		TC446688		Rep: Allergen V5/Tpx-1 related precursor - Frankia sp. (strain CcI3), partial (6%) [TC446688]

		A_99_P562492		1.5672331		1.3024043		1.5033392		1.236839		1.4291795		1.9582428		4.00958		1.2423745		1.5775906		1.5124861		4.4363694		3.3692675		-1.1004194		1.5755314		5.681378		1.0038443		1.0072051		1.1567538		7.6371274		4.3845487		-0.13805354		0.6558385		2.5062408		0.0055354834		0.010357499		0.21008182		2.9330301		2.1324284		No		Yes		Yes		EB513086		0		0

		A_99_P466027		4.952421		5.637482		5.8004494		6.331884		4.550008		3.5854387		4.5871406		5.1933956		3.583576		4.54707		3.4541435		6.078092		-1.321717		-4.1469293		-2.3186882		-2.2015023		-2.5826375		-2.1293485		-5.0852046		-1.1923368		-0.40241337		-2.0520434		-1.2133088		-1.1384883		-1.3688452		-1.0904121		-2.3463058		-0.2537918		Yes		No		No		TC414262		TC414262		Rep: CG4645-PA - Drosophila melanogaster (Fruit fly), partial (6%) [TC414262]

		A_99_P280411		9.783776		11.196785		12.120954		11.266021		10.441532		12.136325		12.828236		11.579651		12.257304		11.336614		13.261036		11.5792885		1.5776267		1.9179165		1.6327252		1.242831		5.554003		1.1017742		2.203936		1.2425188		0.65775585		0.9395399		0.70728207		0.3136301		2.473528		0.13982868		1.1400824		0.3132677		Yes		No		No		TA75997_4565		0		0

		A_99_P364021		4.750706		4.346735		4.2257085		3.654096		3.2613556		2.9949176		2.6541197		1.8596268		2.7991512		2.9079921		2.4569254		3.3468378		-2.8076255		-2.5523343		-2.9723186		-3.468878		-3.867912		-2.7108455		-3.407664		-1.2373538		-1.4893506		-1.3518174		-1.5715888		-1.7944691		-1.951555		-1.4387429		-1.7687831		-0.30725813		Yes		No		No		TA101363_4565		0		0

		A_99_P486982		7.1466317		5.3651795		6.593881		6.756352		10.675181		10.634433		14.936829		10.816998		11.884501		11.739188		14.570934		10.070354		11.539826		38.565884		324.69626		16.686918		26.683384		82.94072		251.96039		9.945214		3.5285497		5.2692533		8.342947		4.0606456		4.7378697		6.3740087		7.977053		3.3140025		Yes		Yes		Yes		X85228		TC425707		T.aestivum pox2 gene [X85228]

		A_99_P293611		7.794886		8.307275		7.719627		7.978245		6.1189227		7.512263		3.9447181		7.9760437		6.907786		6.396551		3.9638603		7.8516355		-3.1953266		-1.7350918		-13.688655		-1.0015268		-1.849455		-3.7599766		-13.508229		-1.0917249		-1.6759634		-0.795012		-3.7749088		-0.0022010803		-0.8871002		-1.9107237		-3.7557666		-0.12660933		Yes		Yes		Yes		TA79831_4565		TC414899		Rep: Legumain precursor - Saccharum officinarum (Sugarcane), partial (82%) [TC414899]

		A_99_P307301		11.517662		11.738827		9.380216		10.994545		10.96167		10.662698		9.236002		10.840377		10.813169		11.483661		9.105764		10.90426		-1.4701793		-2.1083713		-1.1051282		-1.1127797		-1.6295725		-1.1934731		-1.2095339		-1.0645807		-0.5559921		-1.076129		-0.14421368		-0.15416813		-0.7044935		-0.25516605		-0.27445126		-0.0902853		No		Yes		Yes		AK335357		TC372113		Triticum aestivum cDNA, clone: SET1_C10, cultivar: Chinese Spring [AK335357]

		A_99_P242871		11.231796		11.09032		11.629754		11.513772		11.607113		12.434695		12.668912		11.683742		12.487111		12.007756		12.902463		11.551941		1.2971241		2.5392027		2.0550277		1.1250347		2.3871922		1.8887564		2.4161482		1.0268098		0.37531662		1.3443756		1.0391579		0.16996956		1.2553148		0.9174366		1.2727089		0.038168907		No		Yes		Yes		GU564292		TC446507		Triticum aestivum Bax inhibitor 1 mRNA, complete cds [GU564292]

		A_99_P565607		9.719131		9.667783		9.72856		9.625729		9.218322		8.631997		8.425411		9.230034		9.08821		8.826899		8.337303		9.240114		-1.4150075		-2.0502298		-2.4676695		-1.3155761		-1.5485537		-1.7911476		-2.6230717		-1.306416		-0.50080967		-1.0357857		-1.3031492		-0.39569473		-0.63092136		-0.8408842		-1.3912573		-0.3856144		No		Yes		Yes		TA50175_4565		TC458215		Rep: Extensin - Hordeum vulgare (Barley), partial (21%) [TC458215]

		A_99_P174849		12.979092		12.541844		15.045796		14.585116		11.717593		9.423808		11.3510895		13.986241		12.912399		9.430555		12.005245		13.808326		-2.3974462		-8.682054		-12.948444		-1.5145352		-1.0473127		-8.641543		-8.228053		-1.7133152		-1.2614985		-3.1180363		-3.694707		-0.59887505		-0.06669235		-3.111289		-3.0405512		-0.7767906		Yes		Yes		Yes		CJ662941		TC385194		CJ662941 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp14k08 5', mRNA sequence [CJ662941]

		A_99_P469957		7.0186305		9.224071		12.308585		10.798347		9.082562		9.622338		9.555388		9.849347		11.102791		8.565152		10.157448		9.119191		4.181243		1.3179245		-6.742094		-1.9305345		16.96113		-1.5788984		-4.441778		-3.2024062		2.063932		0.39826775		-2.7531967		-0.94900036		4.0841603		-0.6589184		-2.1511374		-1.6791563		No		Yes		Yes		TA63215_4565		TC416532		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (30%) [TC416532]

		A_99_P467022		9.569027		9.295593		9.907313		9.560307		9.495542		8.765733		9.090566		8.431759		8.615998		8.654433		8.358222		8.501026		-1.0522557		-1.4437896		-1.7614306		-2.1863854		-1.9359325		-1.5595827		-2.9263277		-2.0838919		-0.073485374		-0.5298605		-0.81674767		-1.1285477		-0.9530287		-0.64116		-1.5490913		-1.0592804		Yes		No		No		CV767574		TC414817		Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC414817]

		A_99_P024459		10.97306		11.311261		11.542338		11.122193		10.557915		10.013627		10.509862		10.951154		10.188533		10.622852		10.331882		10.922191		-1.3334327		-2.4582543		-2.0455325		-1.1258695		-1.7225273		-1.6115052		-2.3141074		-1.1487005		-0.41514492		-1.2976341		-1.0324764		-0.17103958		-0.7845268		-0.68840885		-1.2104559		-0.20000267		No		Yes		Yes		CJ778251		TC371059		CJ778251 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl25p09 5', mRNA sequence [CJ778251]

		A_99_P510762		14.011741		14.272141		12.548798		13.132113		13.290185		13.026118		10.946652		12.612058		13.187009		13.495457		10.6166115		12.365307		-1.6489592		-2.3718672		-3.035944		-1.4340106		-1.7712058		-1.7131895		-3.8163304		-1.7014993		-0.7215557		-1.2460232		-1.6021452		-0.5200558		-0.8247318		-0.77668476		-1.9321861		-0.7668066		Yes		Yes		Yes		TC436391		TC436391		0

		A_99_P179276		7.14452		6.7854285		5.9298897		6.178471		5.4821224		5.338242		4.712441		3.2454894		5.902247		5.986612		5.0820317		5.463417		-3.165421		-2.7267575		-2.3253512		-7.6368713		-2.3657093		-1.7396736		-1.7998266		-1.6415447		-1.6623974		-1.4471865		-1.2174487		-2.9329817		-1.2422729		-0.7988167		-0.84785795		-0.71505404		Yes		No		No		CA622799		0		0

		A_99_P458802		7.532785		6.788448		7.891514		6.7108116		9.835799		9.720422		9.101228		7.697596		11.527176		8.936598		8.849277		7.3320847		4.9348774		7.6315384		2.3129177		1.981763		15.937915		4.43259		1.9422956		1.538232		2.3030143		2.931974		1.2097139		0.98678446		3.994391		2.14815		0.9577627		0.62127304		Yes		Yes		Yes		TC409727		TC409727		Rep: Protein synthesis inhibitor II - Hordeum vulgare (Barley), partial (21%) [TC409727]

		A_99_P511947		3.8033864		3.598487		4.41518		3.908435		3.518629		2.7669556		6.0495486		4.0543666		2.629469		2.337755		4.636429		4.6098523		-1.2182053		-1.7795732		3.104516		1.1064448		-2.2562354		-2.3961728		1.165742		1.6261014		-0.28475738		-0.8315313		1.6343684		0.14593148		-1.1739175		-1.2607319		0.22124863		0.7014172		No		Yes		Yes		AL811512		0		0

		A_99_P312001		1.9918548		1.6107842		2.0326557		1.2890779		2.3978443		3.867213		4.1659265		3.0876067		3.3224876		2.344964		4.190519		1.5288285		1.3249974		4.7780724		4.3871098		3.478653		2.5151298		1.6634516		4.462534		1.1807885		0.40598953		2.2564287		2.1332707		1.7985288		1.3306328		0.73417985		2.1578631		0.23975062		Yes		No		No		TA85217_4565		TC370866		0

		A_99_P344451		7.938026		6.9427905		7.1215096		7.9234166		10.092631		11.891236		10.330226		9.340558		11.678685		10.021854		10.908338		8.948696		4.4524684		30.876682		9.245276		2.6705585		13.367514		8.450659		13.802217		2.0353537		2.1546054		4.948446		3.2087164		1.4171414		3.7406592		3.079064		3.786828		1.0252795		Yes		Yes		Yes		TA95013_4565		TC422479		0

		A_99_P456122		5.166808		5.1846824		6.16118		8.13871		5.4295464		7.5997033		10.54531		11.478271		5.974842		6.570418		9.777192		12.036064		1.1997536		5.333272		20.88116		10.122969		1.7508239		2.6130514		12.261063		14.901175		0.26273823		2.415021		4.38413		3.3395605		0.80803394		1.3857355		3.616012		3.8973541		Yes		No		No		TC407844		TC407844		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC407844]

		A_99_P281866		7.0116844		7.5686364		6.841375		7.5124245		7.45346		8.530968		8.433881		7.879654		7.6913095		8.378685		8.495868		7.928145		1.3582752		1.9484559		3.0157273		1.2898734		1.6017234		1.7532705		3.1481252		1.3339647		0.4417758		0.9623313		1.5925059		0.36722946		0.67962503		0.8100486		1.6544929		0.41572046		No		Yes		Yes		CV780442		TC402113		FGAS074852 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV780442]

		A_99_P494292		4.6038804		4.022997		5.44937		4.734526		4.5819407		3.8611805		4.7496266		2.888057		3.1154163		3.0839787		3.7407608		3.409839		-1.0153238		-1.1186947		-1.6242157		-3.5961897		-2.805901		-1.9172231		-3.2684555		-2.5047858		-0.021939754		-0.16181636		-0.6997433		-1.8464692		-1.4884641		-0.93901825		-1.7086091		-1.3246872		Yes		No		No		BE443619		TC429190		WHE1116_B08_D16ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1116_B08_D16, mRNA sequence [BE443619]

		A_99_P465227		12.273674		12.264354		12.141624		11.677417		11.568896		11.305424		10.598666		11.654431		11.804555		11.505549		10.951237		11.481711		-1.6298935		-1.9438677		-2.913914		-1.0160599		-1.384264		-1.6920877		-2.2821407		-1.145284		-0.7047777		-0.95893		-1.5429583		-0.022985458		-0.46911907		-0.7588043		-1.1903877		-0.19570541		No		Yes		Yes		TA79106_4565		TC413768		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC413768]

		A_99_P355581		2.2430232		1.5526441		2.2476885		1.6598586		2.6267712		3.2559233		4.243754		1.9952193		3.5446243		1.774847		4.885905		2.2941		1.3047271		3.2564027		3.9891057		1.2616929		2.465023		1.1665134		6.2256145		1.5521215		0.38374805		1.7032791		1.9960654		0.33536077		1.3016012		0.2222029		2.6382163		0.63424146		Yes		Yes		Yes		TA98508_4565		TC382743		Rep: TNP2-like protein - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (13%) [TC382743]

		A_99_P080715		1.7175852		2.0074546		2.5886118		1.8017173		5.9867244		8.875058		7.3411503		4.3188157		7.8182507		8.033687		7.6526966		4.682714		19.281418		116.77627		26.956078		5.7242966		68.62515		65.174324		33.453495		7.3665886		4.2691393		6.8676033		4.7525387		2.5170984		6.1006656		6.026232		5.064085		2.8809967		Yes		Yes		Yes		CN011019		0		WHE3878_H09_P18ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3878_H09_P18, mRNA sequence [CN011019]

		A_99_P140483		7.3534966		7.7154694		7.3367996		8.087604		6.2319684		5.7207146		6.595989		6.775011		5.69931		6.4481225		5.9148846		7.236473		-2.1757731		-3.9854836		-1.6711143		-2.4838748		-3.1474571		-2.4071848		-2.6794095		-1.803914		-1.1215281		-1.9947548		-0.7408104		-1.3125925		-1.6541867		-1.2673469		-1.421915		-0.8511305		Yes		Yes		Yes		DQ872400		NP9351269		Triticum aestivum fasciclin-like protein FLA27 mRNA, complete cds [DQ872400]

		A_99_P349896		7.7231693		7.489656		7.66851		7.58995		7.359816		6.85549		6.737471		7.4220653		7.3610635		7.022738		6.637056		7.526983		-1.2864125		-1.55204		-1.9066484		-1.1234102		-1.2853006		-1.3821536		-2.0440834		-1.044612		-0.36335325		-0.63416576		-0.93103886		-0.16788483		-0.36210585		-0.466918		-1.0314541		-0.0629673		No		Yes		Yes		TA96722_4565		TC407910		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC407910]

		A_99_P512267		12.318736		11.800614		11.261371		11.6906805		10.848855		10.783619		10.128071		9.528072		11.042388		11.214198		10.148292		10.90112		-2.7699904		-2.0237		-2.193599		-4.4772353		-2.4222505		-1.5015123		-2.163068		-1.7285476		-1.469881		-1.0169954		-1.1332998		-2.1626081		-1.2763481		-0.58641624		-1.1130791		-0.7895603		Yes		No		No		CK215021		0		0

		A_99_P294496		7.8732533		7.590733		7.0884705		6.4121575		8.840873		10.022552		9.189675		8.168706		10.008541		9.03447		9.386753		7.5581155		1.955611		5.3957314		4.2906756		3.3788877		4.3932476		2.720245		4.918719		2.2129302		0.9676194		2.4318185		2.1012049		1.7565484		2.1352878		1.4437366		2.2982826		1.145958		Yes		Yes		Yes		TA80078_4565		TC380591		Rep: WRKY DNA binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC380591]

		A_99_P143423		5.417793		5.354898		5.713144		6.154658		4.994589		4.785442		4.797803		6.004328		5.2740855		5.1049047		4.5437984		5.9476604		-1.3409021		-1.483964		-1.8860147		-1.1098233		-1.1047403		-1.1892016		-2.2490962		-1.1542833		-0.42320395		-0.5694561		-0.9153409		-0.15033007		-0.14370728		-0.24999332		-1.1693454		-0.2069974		No		Yes		Yes		BQ839108		TC438073		WHE3589_D10_H19ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3589_D10_H19, mRNA sequence [BQ839108]

		A_99_P136255		2.5565271		1.7406106		3.0414426		2.209482		2.0258706		2.7322428		3.3045967		2.4702463		3.4882421		6.8054085		5.5877686		3.0472705		-1.4445865		1.9884334		1.2000995		1.1981133		1.9075422		33.470028		5.8414474		1.7873083		-0.5306566		0.9916322		0.26315403		0.26076436		0.931715		5.064798		2.546326		0.8377886		Yes		Yes		Yes		BQ169432		0		WHE1772_A03_A06ZT Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE1772_A03_A06, mRNA sequence [BQ169432]

		A_99_P260411		14.089824		14.420029		12.91201		13.207175		14.131553		15.220548		13.789037		13.099284		14.784101		14.962794		14.67014		13.351792		1.0293467		1.7417276		1.8365861		-1.0776517		1.6180731		1.4567624		3.382594		1.1054372		0.041728973		0.800519		0.87702656		-0.10789108		0.6942768		0.5427656		1.7581301		0.14461708		No		Yes		Yes		TA70111_4565		TC407094		Rep: O-methyltransferase ZRP4 - Zea mays (Maize), partial (37%) [TC407094]

		A_99_P226051		5.1244326		3.4257538		4.025025		3.240276		6.3053575		6.9233513		6.7393174		4.6693954		7.0135193		5.783687		6.7334085		4.4040327		2.2672207		11.294884		6.5627136		2.692823		3.7040067		5.1263547		6.535889		2.2404003		1.1809249		3.4975975		2.7142925		1.4291193		1.8890867		2.3579333		2.7083836		1.1637566		Yes		Yes		Yes		DR737456		TC450396		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		A_99_P257986		4.558866		4.3329644		5.388889		5.488005		4.106503		3.1508887		4.8450813		4.8071227		4.3493557		3.0348365		4.189335		4.542245		-1.3682796		-2.26903		-1.4578148		-1.6031201		-1.1562957		-2.4590957		-2.2966866		-1.9262036		-0.452363		-1.1820757		-0.5438075		-0.68088245		-0.20951033		-1.2981279		-1.199554		-0.94576025		No		Yes		Yes		TA69400_4565		TC391749		Rep: Protein HVA22 - Hordeum vulgare (Barley), complete [TC391749]

		A_99_P233221		2.6505644		2.3788042		3.960124		2.3955715		4.824475		4.7530236		4.6858087		5.8423944		2.7843444		1.6846842		2.5931532		2.4050672		4.5124483		5.184552		1.6536852		10.904282		1.0971646		-1.6178973		-2.5792842		1.0066036		2.1739104		2.3742194		0.72568464		3.446823		0.13378		-0.69412005		-1.3669708		0.009495735		Yes		No		No		TA62541_4565		TC393359		Rep: Em protein CS41 - Triticum aestivum (Wheat), complete [TC393359]

		A_99_P532047		5.704842		5.4044785		5.724032		5.9161663		6.940499		6.8723397		6.459474		5.541641		7.881661		6.9697757		6.274058		6.022412		2.354885		2.7661152		1.6649077		-1.2964127		4.5215545		2.9593844		1.464112		1.0764233		1.2356567		1.4678612		0.73544216		-0.37452507		2.1768188		1.5652971		0.55002594		0.10624552		Yes		No		No		TC445340		TC445340		Rep: 40S ribosomal protein S11 - Zea mays (Maize), partial (18%) [TC445340]

		A_99_P129640		8.039461		8.352397		7.5621796		7.481512		8.68762		10.52728		8.727469		8.548499		9.846226		9.759748		9.235827		8.321657		1.5671672		4.515491		2.2427828		2.0950534		3.498568		2.6524978		3.1902022		1.7902302		0.648159		2.174883		1.1652899		1.066987		1.8067646		1.4073515		1.6736479		0.8401451		Yes		Yes		Yes		CJ665567		TC388910		CJ665567 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp4a15 5', mRNA sequence [CJ665567]

		A_99_P380457		6.137539		5.9317985		5.8795605		5.3972716		7.486258		8.063331		6.74525		5.802149		8.144083		7.5149045		6.9775844		5.3853087		2.546859		4.381826		1.8222107		1.3239762		4.018185		2.9961421		2.1406128		-1.0083265		1.3487191		2.1315322		0.86568975		0.4048772		2.006544		1.583106		1.0980239		-0.011962891		Yes		No		No		TA105644_4565		TC435449		Rep: Leucine Rich Repeat family protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC435449]

		A_99_P252931		11.904007		12.928455		12.234487		12.759042		11.223304		11.82664		10.726013		12.660104		11.418223		12.819888		11.458552		12.860457		-1.6029208		-2.1462457		-2.8450882		-1.0709848		-1.4003463		-1.078157		-1.7122985		1.0728257		-0.68070316		-1.1018152		-1.5084734		-0.09893799		-0.48578358		-0.10856724		-0.7759342		0.101415634		No		Yes		Yes		TA67950_4565		TC381821		Rep: 37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach), partial (35%) [TC381821]

		A_99_P363536		11.847789		11.047638		11.297322		11.825527		11.983181		10.549532		9.364856		11.206311		11.605144		11.337207		9.926866		11.492928		1.0983914		-1.4123582		-3.8170724		-1.5360402		-1.1831601		1.222275		-2.585524		-1.2592804		0.13539219		-0.498106		-1.9324665		-0.61921597		-0.24264526		0.2895689		-1.3704567		-0.33259964		No		Yes		Yes		TA101211_4565		TC441405		Rep: Os02g0647900 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC441405]

		A_99_P309601		12.164844		13.58702		12.606472		11.036827		11.424701		12.372181		11.154363		10.170837		12.235335		12.769025		11.212231		10.7587		-1.6703411		-2.3211486		-2.736078		-1.8225895		1.0500746		-1.7629542		-2.6285028		-1.2126193		-0.7401428		-1.214839		-1.4521093		-0.8659897		0.07049179		-0.8179951		-1.3942413		-0.27812672		Yes		No		No		TA84527_4565		TC400838		Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC400838]

		A_99_P229316		2.016925		1.258076		1.2717735		1.4343991		2.6856527		4.9773073		6.970918		5.2087827		3.532898		3.0784981		6.8814006		4.7066383		1.5896704		13.170438		51.95335		13.683672		2.8599162		3.5318453		48.82768		9.661447		0.66872764		3.7192314		5.699145		3.7743835		1.5159729		1.8204222		5.6096272		3.2722392		Yes		Yes		Yes		TA61368_4565		0		0

		A_99_P044075		3.3396308		2.5351732		1.6822281		1.9065262		4.060593		4.7598453		3.2062237		2.0392787		4.5535083		3.7362778		3.4991672		2.6720724		1.6482811		4.6740465		2.8758643		1.0963836		2.3196023		2.2991564		3.5233288		1.7000135		0.7209623		2.224672		1.5239956		0.13275254		1.2138774		1.2011046		1.8169391		0.7655462		Yes		No		No		CA601627		0		wr1.pk0002.g4 wr1 Triticum aestivum cDNA clone wr1.pk0002.g4 5' end, mRNA sequence [CA601627]

		A_99_P123530		10.766873		11.423245		13.427788		12.679593		9.624218		8.281735		9.9142885		11.783593		10.7581835		8.735862		10.62272		11.543727		-2.2078702		-8.824472		-11.420068		-1.8608992		-1.0060415		-6.441442		-6.9889126		-2.1975045		-1.1426554		-3.14151		-3.5134993		-0.8959999		-0.00868988		-2.6873837		-2.805068		-1.1358662		Yes		Yes		Yes		DR737834		TC393917		FGAS083051 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737834]

		A_99_P141873		7.3484845		7.5771174		7.7055144		7.0510883		6.901726		6.8704586		6.179956		7.1628594		6.886266		7.103148		6.5079703		7.106343		-1.3629746		-1.6320201		-2.8789814		1.080554		-1.3776585		-1.3889258		-2.2934892		1.0390424		-0.44675875		-0.70665884		-1.5255585		0.11177111		-0.46221828		-0.47396946		-1.1975441		0.05525446		No		Yes		Yes		CJ945561		TC433359		CJ945561 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul14k14 5', mRNA sequence [CJ945561]

		A_99_P270461		8.280726		8.058118		8.465607		8.893052		7.5894876		6.160951		6.5014825		7.5397696		7.596166		6.487098		5.9322166		7.8674545		-1.6146694		-3.7248096		-3.9017577		-2.5549276		-1.6072121		-2.9711463		-5.7893047		-2.0358024		-0.6912389		-1.8971667		-1.9641242		-1.3532825		-0.6845603		-1.5710196		-2.53339		-1.0255976		Yes		Yes		Yes		TA73086_4565		TC412239		0

		A_99_P344321		9.214024		8.707256		8.116729		8.501404		9.927176		10.503334		9.126418		8.775149		10.8838		9.476861		9.541001		8.953782		1.639383		3.472748		2.0134776		1.2089424		3.1816518		1.7048026		2.6837914		1.368294		0.7131529		1.7960777		1.0096893		0.27374554		1.669776		0.7696047		1.4242725		0.45237827		Yes		No		No		TA94975_4565		0		0

		A_99_P404732		4.5287137		3.944339		7.0285244		7.563274		3.7163293		2.0289733		6.060749		6.861028		4.959969		2.4843895		6.378115		7.245934		-1.7561114		-3.7720942		-1.9558223		-1.6270355		1.3484063		-2.7509873		-1.5696133		-1.2460309		-0.81238437		-1.9153657		-0.96777534		-0.7022457		0.43125534		-1.4599495		-0.6504092		-0.3173399		Yes		No		No		TA111585_4565		TC382313		0

		A_99_P402547		5.1689124		5.6883655		6.3716507		6.2944713		4.263244		3.3985894		5.0248704		5.3196864		4.5379987		3.5541344		4.7829843		5.7892976		-1.873412		-4.889802		-2.5434387		-1.9653481		-1.5485455		-4.390031		-3.0077121		-1.4192942		-0.90566826		-2.289776		-1.3467803		-0.97478485		-0.63091373		-2.134231		-1.5886664		-0.5051737		Yes		No		No		TA111060_4565		TC461309		Rep: 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3 - Oryza sativa subsp. japonica (Rice), partial (8%) [TC461309]

		A_99_P265961		6.642306		6.444645		6.331629		5.81921		6.958773		6.9472747		7.7908044		6.2737412		7.342819		6.7926216		7.7431245		6.1273456		1.2452775		1.4167937		2.749512		1.3703375		1.625083		1.2727743		2.660128		1.2381066		0.3164673		0.50262976		1.4591756		0.4545312		0.70051336		0.34797668		1.4114957		0.3081355		No		Yes		Yes		TA71686_4565		TC409871		Rep: N-acetyl-gamma-glutamyl-phosphate reductase - Oryza sativa subsp. indica (Rice), partial (82%) [TC409871]

		A_99_P067070		8.173709		8.886684		8.499752		8.844508		8.505908		9.530131		9.518331		9.153193		8.64125		9.306714		9.490914		9.1733055		1.2589309		1.5620568		2.0259218		1.2385784		1.3827504		1.337955		1.9877858		1.255966		0.3321991		0.6434469		1.0185785		0.3086853		0.46754074		0.42002964		0.9911623		0.32879734		No		Yes		Yes		AK333054		TC413676		Triticum aestivum cDNA, clone: WT005_I14, cultivar: Chinese Spring [AK333054]

		A_99_P440812		5.7933183		5.810896		5.139832		4.4687657		6.0103164		6.2863693		5.8422375		4.9831367		6.042879		6.0822625		6.1896205		4.873133		1.1623126		1.3903744		1.6272156		1.4283712		1.1888452		1.2069505		2.0702262		1.3235085		0.2169981		0.4754734		0.70240545		0.5143709		0.24956083		0.2713666		1.0497885		0.40436745		No		Yes		Yes		TC397028		TC397028		0

		A_99_P267036		6.089872		6.246277		9.979087		9.124608		6.5748196		6.073257		8.533627		8.613834		6.5786185		5.1389127		8.632629		8.518811		1.3995351		-1.1274159		-2.7234972		-1.4248141		1.4032253		-2.1545165		-2.5428696		-1.521819		0.48494768		-0.17301989		-1.4454603		-0.51077366		0.48874664		-1.1073642		-1.3464575		-0.6057968		No		Yes		Yes		TA72021_4565		TC439110		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC439110]

		A_99_P148637		7.4028068		6.484932		6.117162		6.5282845		9.276011		10.551091		9.002024		7.3718457		9.928644		10.217828		9.033462		7.1371284		3.6634545		16.750813		7.386349		1.7944742		5.759076		13.2957735		7.5490723		1.5250366		1.8732047		4.0661592		2.8848615		0.8435612		2.5258374		3.7328959		2.9162993		0.6088438		Yes		Yes		Yes		AK335019		TC453350		Triticum aestivum cDNA, clone: WT011_N09, cultivar: Chinese Spring [AK335019]

		A_99_P431937		10.367101		9.133201		4.2917004		9.408729		10.164098		9.4068575		8.659037		8.527526		10.211637		10.613754		9.462983		8.851084		-1.1510918		1.2088681		20.639502		-1.8419101		-1.1137799		2.790558		36.033897		-1.4718645		-0.20300293		0.27365685		4.3673363		-0.8812027		-0.15546417		1.4805536		5.171283		-0.55764484		No		Yes		Yes		BQ161851		TC390065		Rep: Peroxidase - Populus kitakamiensis (Aspen) (Populus sieboldii x Populusgrandidentata), partial (60%) [TC390065]

		A_99_P393567		11.367177		10.157523		13.121234		12.944237		10.367268		7.4788017		10.111847		11.837379		11.754561		7.0517616		10.792182		11.966953		-1.9998744		-6.402882		-8.052222		-2.1537597		1.3080199		-8.608498		-5.0247507		-1.9687549		-0.9999094		-2.6787214		-3.009387		-1.1068573		0.3873844		-3.1057615		-2.329052		-0.9772835		Yes		Yes		Yes		TA108866_4565		TC386703		Rep: Chalcone synthase 2 - Secale cereale (Rye), partial (61%) [TC386703]

		A_99_P092220		7.95894		7.0245423		6.8012447		7.8837647		8.535706		8.864796		7.9438653		8.389542		9.080375		8.516819		8.268657		8.69503		1.4915016		3.580729		2.2078168		1.4198878		2.1756322		2.813326		2.765254		1.75475		0.57676554		1.8402534		1.1426206		0.5057769		1.1214347		1.4922767		1.467412		0.81126547		Yes		Yes		Yes		CJ878374		TC439876		CJ878374 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls28e21 5', mRNA sequence [CJ878374]

		A_99_P353046		4.8069954		3.028307		4.6455326		3.845431		5.7032447		4.874806		5.3993354		4.4816437		5.764797		4.0283012		5.362612		3.7511108		1.861221		3.5962641		1.6862317		1.5542436		1.9423481		1.999992		1.6438506		-1.0675623		0.8962493		1.846499		0.7538028		0.6362126		0.9578018		0.9999943		0.71707916		-0.0943203		Yes		No		No		TA97705_4565		TC386269		0

		A_99_P336361		3.2524884		4.251858		3.2720726		3.4530518		4.2777467		4.879804		5.0497246		5.316878		4.0431256		4.8364277		5.653395		5.1314015		2.0353239		1.5453632		3.428677		3.6397164		1.7298384		1.4995914		5.2101417		3.2006164		1.0252583		0.6279459		1.777652		1.863826		0.79063725		0.58456945		2.3813226		1.6783497		Yes		Yes		Yes		TA92483_4565		TC398278		Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC398278]

		A_99_P429692		10.091144		8.9044		9.225333		6.7391667		8.6762495		7.361939		6.188082		7.1824794		9.232051		8.453859		6.468881		6.2607517		-2.6664016		-2.9129095		-8.209253		1.3597229		-1.8138973		-1.3665522		-6.757324		-1.3932122		-1.4148941		-1.5424609		-3.037251		0.44331264		-0.8590927		-0.45054054		-2.756452		-0.478415		Yes		Yes		Yes		TC388261		TC388261		0

		A_99_P018834		7.447761		7.2651935		7.4880104		7.525685		6.845299		6.6608996		6.5900497		5.935203		6.103679		6.727635		6.1044693		6.1794395		-1.5183057		-1.5202345		-1.86343		-3.011499		-2.5386858		-1.4515141		-2.6090798		-2.5424957		-0.6024623		-0.6042938		-0.89796066		-1.5904818		-1.3440819		-0.53755856		-1.3835411		-1.3462453		Yes		No		No		BJ278640		TC419809		BJ278640 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr17c08 5', mRNA sequence [BJ278640]

		A_99_P559982		3.2087567		3.5717163		2.494359		5.2838936		6.5458837		9.297442		8.247494		7.5965004		7.3369126		7.183885		8.698364		7.617948		10.105907		52.91945		53.934433		4.967799		17.486332		12.228443		73.72108		5.042204		3.337127		5.725726		5.7531347		2.3126068		4.1281557		3.6121688		6.2040052		2.3340545		Yes		Yes		Yes		BI479551		TC450425		Rep: ORF1 - Torque teno virus, partial (4%) [TC450425]

		A_99_P431247		12.737739		12.669589		12.554264		12.079739		12.077904		11.802689		11.096478		12.209825		12.316392		12.01299		11.468375		11.968173		-1.5799018		-1.8237405		-2.7468643		1.0943589		-1.339177		-1.5763621		-2.1226828		-1.0804		-0.65983486		-0.86690044		-1.4577856		0.13008595		-0.42134666		-0.65659904		-1.0858889		-0.11156559		No		Yes		Yes		TA79106_4565		TC389508		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC389508]

		A_99_P500042		4.2066836		3.282418		1.9610853		3.2194989		4.892185		4.7630916		3.7368648		3.5253115		5.1431675		3.8479836		4.0440955		2.605222		1.608261		2.79079		3.4242296		1.2361147		1.913858		1.4799676		4.236903		-1.5307906		0.6855016		1.4806736		1.7757795		0.3058126		0.93648386		0.5655656		2.0830102		-0.6142769		Yes		Yes		Yes		TC431734		TC431734		Rep: C2 domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (24%) [TC431734]

		A_99_P002546		5.184102		4.95211		5.0760155		4.5383954		4.3936944		3.757843		4.036777		4.281677		4.4446435		3.8514764		3.4315922		4.1700234		-1.7295631		-2.288285		-2.0551426		-1.1947582		-1.6695491		-2.144488		-3.1262286		-1.2908952		-0.79040766		-1.1942668		-1.0392385		-0.25671864		-0.73945856		-1.1006334		-1.6444232		-0.36837196		No		Yes		Yes		BE419250		TC434828		WWR021.H2R000101 ITEC WWR Wheat Root Library Triticum aestivum cDNA clone WWR021.H2, mRNA sequence [BE419250]

		A_99_P112385		6.3337035		7.951753		6.6607666		8.688905		4.6177564		4.9491334		2.6435623		5.806431		4.7960696		5.073963		2.7149658		5.829471		-3.2851224		-8.01454		-16.191944		-7.3741355		-2.9031796		-7.350233		-15.410062		-7.2573037		-1.7159472		-3.0026197		-4.0172043		-2.882474		-1.5376339		-2.87779		-3.9458008		-2.8594337		Yes		Yes		Yes		DR739237		TC369175		FGAS084454 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739237]

		A_99_P451897		13.081571		12.946983		11.999644		11.41875		11.838352		11.784393		11.443379		10.077134		11.638424		12.3083725		11.142766		11.467368		-2.3672605		-2.2385895		-1.4704573		-2.53435		-2.719133		-1.5568293		-1.8111151		1.0342739		-1.2432184		-1.16259		-0.5562649		-1.3416157		-1.4431467		-0.63861084		-0.8568783		0.048618317		Yes		No		No		TA53235_4565		TC405017		0

		A_99_P278731		9.094848		8.866485		8.806687		8.23127		9.519972		9.6309805		9.775285		8.638883		9.59541		9.471108		9.817222		8.411145		1.3426881		1.6987762		1.9569372		1.3264891		1.4147652		1.5205822		2.014657		1.132786		0.42512417		0.76449585		0.9685974		0.4076128		0.50056267		0.6046238		1.0105343		0.17987537		No		Yes		Yes		TA75517_4565		TC453124		0

		A_99_P360176		8.933055		8.787998		8.524083		8.50998		9.653945		9.884642		10.148126		9.664059		9.660107		9.705307		10.315834		9.567493		1.6481986		2.1385655		3.0823753		2.2254212		1.6552529		1.888589		3.4623485		2.0813408		0.72089005		1.0966434		1.6240425		1.1540785		0.72705173		0.9173088		1.7917509		1.0575132		Yes		Yes		Yes		TA100055_4565		TC375025		0

		A_99_P617907		4.3768854		4.3104196		4.2867646		5.65877		4.3404117		5.570633		5.9197254		5.056146		4.689043		5.109843		6.4315886		5.267457		-1.025604		2.3953116		3.1014886		-1.5184758		1.2415631		1.7404052		4.4223833		-1.3115866		-0.03647375		1.2602134		1.6329608		-0.60262394		0.31215763		0.7994232		2.144824		-0.39131308		No		Yes		Yes		CK210989		TC398633		FGAS022816 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210989]

		A_99_P248351		6.4955444		6.5911674		4.0871186		6.670816		9.902417		11.63227		11.519023		9.745918		10.940567		11.9558		11.365371		9.66121		10.60647		32.924793		172.67368		8.427486		21.781366		41.201717		155.22876		7.9469104		3.4068727		5.0411024		7.4319043		3.0751023		4.4450226		5.3646326		7.278252		2.990394		Yes		Yes		Yes		TA66654_4565		0		0

		A_99_P030129		7.318156		6.7961965		6.669147		6.580271		7.19812		6.074257		5.5323806		6.1442475		6.758217		6.4914393		5.931221		6.1962013		-1.0867617		-1.649398		-2.1988764		-1.35287		-1.4742068		-1.2352107		-1.6677766		-1.3050177		-0.12003565		-0.72193956		-1.1367664		-0.43602324		-0.5599389		-0.30475712		-0.737926		-0.38406944		No		Yes		Yes		TA90954_4565		TC412187		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (53%) [TC412187]

		A_99_P575407		3.4071462		2.3234272		2.6900442		2.4563878		4.2119937		5.078995		4.19558		2.4705708		6.7464585		4.4883194		4.0926003		3.5128508		1.7469611		6.753185		2.839301		1.0098795		10.121227		4.484329		2.6436958		2.0798264		0.8048475		2.755568		1.5055358		0.014183044		3.3393123		2.1648922		1.4025562		1.056463		Yes		No		No		TA100255_4565		TC461681		Rep: FAD binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (26%) [TC461681]

		A_99_P235516		6.4422965		8.253003		11.983466		10.43219		8.968765		9.382389		9.216301		9.497792		10.991977		8.125964		9.821956		8.610892		5.761597		2.1876562		-6.807689		-1.9110926		23.42018		-1.0920501		-4.47383		-3.5339892		2.5264688		1.129386		-2.7671652		-0.9343977		4.54968		-0.12703896		-2.1615105		-1.8212976		No		Yes		Yes		TA63215_4565		0		0

		A_99_P386567		10.872417		10.588845		10.980209		10.997505		10.381648		9.204161		10.048068		10.730168		9.698907		10.121523		9.766859		10.945134		-1.405194		-2.6111486		-1.908106		-1.203584		-2.255599		-1.3825411		-2.318755		-1.0369678		-0.4907694		-1.3846846		-0.9321413		-0.26733685		-1.1735106		-0.46732235		-1.2133503		-0.052371025		No		Yes		Yes		TA107147_4565		0		0

		A_99_P002961		9.92472		9.251294		8.3750925		8.507121		8.4566965		7.8792396		7.8575516		7.674145		8.450736		8.76978		7.9544272		8.682465		-2.7664258		-2.5883892		-1.4315132		-1.781356		-2.777879		-1.396208		-1.3385446		1.1292332		-1.4680233		-1.3720546		-0.51754093		-0.83297586		-1.4739838		-0.48151398		-0.42066526		0.17534351		Yes		No		No		CK217765		TC370160		FGAS029767 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217765]

		A_99_P316626		7.127445		7.4906945		5.541166		5.9028335		5.6323724		5.733688		5.1166787		5.2719874		5.5467625		6.2847466		4.7368054		6.157085		-2.8187838		-3.379961		-1.3420953		-1.5484728		-2.9911137		-2.3068879		-1.7463714		1.1927167		-1.4950728		-1.7570066		-0.4244871		-0.630846		-1.5806828		-1.2059479		-0.8043604		0.25425148		Yes		No		No		TA86556_4565		TC388789		0

		A_99_P002726		5.638001		5.4882584		6.682012		6.2662926		5.3691616		5.022597		5.529446		5.9388967		5.362087		5.314401		5.580601		6.075741		-1.2048382		-1.3809505		-2.2230895		-1.2547464		-1.2107611		-1.1280705		-2.1456442		-1.1412001		-0.26883936		-0.46566153		-1.152566		-0.32739592		-0.2759142		-0.17385721		-1.1014109		-0.19055176		No		Yes		Yes		BE423535		0		WHE0071_F06_K11ZS Wheat endosperm cDNA library Triticum aestivum cDNA clone WHE0071_F06_K11, mRNA sequence [BE423535]

		A_99_P548727		4.2795157		4.6842976		4.9812837		4.5533586		4.157324		3.47144		4.162021		3.575199		3.9052267		2.932927		3.352087		3.3336236		-1.0883873		-2.317963		-1.7645037		-1.9699509		-1.2962006		-3.366783		-3.093407		-2.329039		-0.122191906		-1.2128575		-0.8192625		-0.97815967		-0.37428904		-1.7513707		-1.6291966		-1.2197349		Yes		No		No		CV776017		TC451751		0

		A_99_P618717		14.951634		15.096147		12.013326		12.818566		15.208065		15.133609		11.327357		13.913308		14.978742		15.215622		10.313769		12.924005		1.1945196		1.0263069		-1.6087815		2.1357486		1.0189669		1.0863397		-3.2480106		1.0758212		0.25643063		0.037462234		-0.6859684		1.0947418		0.027107239		0.119475365		-1.6995564		0.10543823		No		Yes		Yes		CK208553		TC445108		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P361556		4.156343		3.4368916		4.3135915		4.0864124		4.0029693		5.0682125		5.213778		5.4581523		4.8885074		4.6287203		5.8226314		5.6287856		-1.1121672		3.0979652		1.8663073		2.5878246		1.6611294		2.2844212		2.8462057		2.9127324		-0.15337372		1.631321		0.90018654		1.3717399		0.7321644		1.1918287		1.5090399		1.5423732		Yes		No		No		TA100547_4565		TC397342		Rep: BRCA1 C Terminus domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (11%) [TC397342]

		A_99_P341011		10.231416		10.137937		9.785083		10.099277		9.581577		9.143462		9.21405		8.137782		9.106074		9.147767		8.7094345		9.126646		-1.5689925		-1.9923545		-1.4855864		-3.8946521		-2.1815317		-1.9864184		-2.1076689		-1.9624155		-0.64983845		-0.9944744		-0.5710325		-1.9614944		-1.1253414		-0.9901695		-1.0756483		-0.9726305		Yes		No		No		TA93901_4565		TC393806		Rep: Cytochrome c biogenesis protein ccsA - Triticum aestivum (Wheat), complete [TC393806]

		A_99_P385237		1.3883677		1.7576156		1.3899155		1.3814615		1.4162049		5.2150226		3.525755		1.4714946		1.9303756		2.420143		4.801527		1.940869		1.0194827		10.984574		4.394928		1.0643946		1.4559976		1.5828531		10.641367		1.4736638		0.027837276		3.457407		2.1358395		0.090033054		0.5420079		0.6625273		3.4116116		0.5594075		Yes		Yes		Yes		TA106814_4565		TC448097		0

		A_99_P449767		6.346428		7.0089517		5.555437		5.4976106		4.7627254		5.7983804		4.27366		4.1993985		4.828327		6.4408283		4.4123464		5.695967		-2.9973812		-2.3142927		-2.4313827		-2.4592392		-2.8641374		-1.4825938		-2.2085366		1.1473906		-1.5837026		-1.2105713		-1.2817769		-1.298212		-1.5181007		-0.56812334		-1.1430907		0.19835663		Yes		No		No		TA92708_4565		TC403541		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC403541]

		A_99_P325276		6.5294952		7.8183804		10.757464		10.527527		4.676413		4.72996		6.8988194		9.901907		6.1389065		4.0171776		7.5336633		9.250007		-3.612712		-8.505644		-14.506675		-1.5428736		-1.3109282		-13.940426		-9.342451		-2.4242191		-1.8530822		-3.0884204		-3.858645		-0.6256199		-0.39058876		-3.8012028		-3.2238011		-1.2775202		Yes		No		No		TA89121_4565		0		0

		A_99_P440057		10.680547		9.434133		9.239022		9.508836		10.714862		10.536209		9.936103		9.334241		11.496426		10.317749		10.255136		9.580512		1.0240705		2.1466343		1.6212208		-1.1286474		1.7603703		1.8449944		2.0224628		1.050937		0.03431511		1.1020765		0.6970806		-0.17459488		0.81587887		0.88361645		1.0161133		0.071676254		No		Yes		Yes		TA75135_4565		TC396406		Rep: Hydroxyanthranilate hydroxycinnamoyltransferase 3 - Avena sativa (Oat), partial (98%) [TC396406]

		A_99_P150422		2.6125696		1.6351415		1.8096317		2.7789023		4.9461637		7.078234		6.5363927		5.575737		6.588869		5.3894024		6.979143		5.4069467		5.040595		43.5045		26.478708		6.949141		15.739301		13.494139		35.989677		6.1818743		2.333594		5.443093		4.726761		2.7968347		3.9762995		3.754261		5.1695113		2.6280444		Yes		Yes		Yes		CJ806976		TC397069		CJ806976 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct38g24 5', mRNA sequence [CJ806976]

		A_99_P351016		2.7153466		2.4403162		4.8008847		3.3911903		2.8010056		3.7267358		4.891542		3.7881653		4.687559		3.8537586		5.201878		4.101151		1.0611724		2.4392195		1.0648552		1.3167441		3.9236941		2.66372		1.3204168		1.6357596		0.08565903		1.2864196		0.090657234		0.39697504		1.9722126		1.4134424		0.40099335		0.7099607		Yes		No		No		TA97066_4565		TC382779		Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC382779]

		A_99_P412472		12.101581		11.391693		11.498225		11.32613		13.083954		13.034981		13.015987		12.2274065		13.946239		12.231965		12.824031		11.839261		1.9757128		3.1237688		2.8634653		1.867718		3.59168		1.7903876		2.5067284		1.4271442		0.98237324		1.6432877		1.5177622		0.9012766		1.8446589		0.84027195		1.3258057		0.51313114		Yes		Yes		Yes		TA52369_4565		TC374467		0

		A_99_P246176		12.81438		12.371777		12.921636		12.822028		13.251199		14.176582		13.162629		12.823901		14.485274		13.048007		13.983875		12.636833		1.3536165		3.4938211		1.1818062		1.0012991		3.1841197		1.597959		2.0881708		-1.1369706		0.43681908		1.8048058		0.2409935		0.0018730164		1.6708946		0.67623043		1.0622396		-0.18519497		No		Yes		Yes		TA66050_4565		TC382147		0

		A_99_P538147		1.2410059		1.6573232		2.3067408		1.2458426		1.2452812		2.232045		3.9846299		3.315753		2.7675827		2.1733496		4.1506286		3.753641		1.0029678		1.4893901		3.1995945		4.1986065		2.881014		1.4300112		3.589761		5.687514		0.004275322		0.5747217		1.6778891		2.0699105		1.5265768		0.5160264		1.8438878		2.5077982		Yes		No		No		TC447756		TC447756		Rep: Contig An10c0020, complete genome. precursor - Aspergillus niger, partial (10%) [TC447756]

		A_99_P375787		8.045947		8.44358		8.384681		8.601066		8.086152		8.81014		9.299367		8.051072		7.9928856		8.760483		9.481293		8.111084		1.0282599		1.2892749		1.885159		-1.4640791		-1.0374641		1.2456537		2.1385188		-1.404427		0.040205		0.36655998		0.9146862		-0.5499935		-0.053061485		0.3169031		1.096612		-0.48998165		No		Yes		Yes		TA104513_4565		TC421565		Rep: Tetratricopeptide repeat protein 2-like - Oryza sativa subsp. japonica (Rice), partial (15%) [TC421565]

		A_99_P130580		4.565644		4.611469		5.0945916		5.174562		4.0575824		3.2531998		4.227051		4.6174703		3.955354		4.1466074		4.1442604		4.8045974		-1.422138		-2.5637739		-1.8245502		-1.4713002		-1.5265658		-1.3801848		-1.9323162		-1.2923211		-0.5080614		-1.358269		-0.86754084		-0.5570917		-0.6102898		-0.4648614		-0.9503312		-0.3699646		No		Yes		Yes		AK336241		TC390573		Triticum aestivum cDNA, clone: SET3_J07, cultivar: Chinese Spring [AK336241]

		A_99_P487227		10.644868		10.52455		10.554141		10.653333		11.16199		12.339908		12.129247		10.589722		11.593147		11.776151		12.174995		10.424828		1.4310977		3.5194676		2.9795732		-1.0450783		1.92957		2.381054		3.0755713		-1.1716204		0.51712227		1.8153572		1.5751057		-0.06361103		0.9482794		1.2516003		1.6208544		-0.22850513		No		Yes		Yes		TA55957_4565		TC425845		Rep: Os01g0565900 protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC425845]

		A_99_P185892		2.6163142		2.3611653		1.763554		2.532056		7.269707		7.382927		11.634494		6.750704		8.624312		8.0687685		10.9498415		5.4262886		25.165804		32.486355		936.3734		18.61828		64.35581		52.25885		582.5701		7.4344835		4.653393		5.021762		9.87094		4.218648		6.0079985		5.7076035		9.186288		2.8942325		Yes		Yes		Yes		CV763406		0		FGAS057795 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763406]

		A_99_P361821		9.372058		9.701304		9.692555		9.04074		8.971095		9.097318		8.559417		8.964225		9.225673		9.12534		9.162575		8.563519		-1.3203888		-1.5199109		-2.193354		-1.0544679		-1.1067928		-1.4906732		-1.4439099		-1.39206		-0.40096283		-0.60398674		-1.1331387		-0.0765152		-0.1463852		-0.575964		-0.52998066		-0.4772215		No		Yes		Yes		TA100628_4565		TC421211		0

		A_99_P270251		10.011628		8.830443		7.798185		7.4493256		11.451996		10.959689		14.109592		10.945931		12.933327		10.933969		14.983651		9.712745		2.7139003		4.374887		79.41874		11.287123		7.5773773		4.297582		145.55962		4.80128		1.4403677		2.1292458		6.3114076		3.4966059		2.9216986		2.1035252		7.1854663		2.2634192		Yes		Yes		Yes		AJ878510		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		A_99_P188177		6.5154343		8.378856		9.892447		9.846593		5.6242275		6.337914		9.001285		9.243626		6.454514		6.0218616		7.8962646		9.638865		-1.8547269		-4.1151404		-1.8546704		-1.5188372		-1.0431309		-5.1230187		-3.989431		-1.1548675		-0.89120674		-2.0409417		-0.8911629		-0.60296726		-0.06092024		-2.3569942		-1.9961829		-0.20772743		Yes		No		No		CK162998		TC394180		FGAS015610 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162998]

		A_99_P449212		8.936167		9.138363		8.990911		9.09196		9.40127		10.489231		10.296692		9.166526		9.745967		9.684329		10.341133		9.217353		1.380416		2.5506558		2.4721758		1.0530441		1.7529685		1.4599978		2.5495145		1.0908048		0.46510315		1.3508682		1.3057814		0.07456589		0.80980015		0.54596615		1.3502226		0.12539291		No		Yes		Yes		DR739068		TC376783		FGAS084285 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739068]

		A_99_P104045		6.759608		6.860885		6.6495233		6.5928802		7.3548827		8.01603		7.51592		6.825354		7.6859226		7.4740214		7.6764417		6.7673054		1.5107604		2.2270672		1.823104		1.1748478		1.9004154		1.5295807		2.037667		1.1285146		0.5952749		1.1551452		0.8663969		0.23247385		0.92631483		0.6131363		1.0269184		0.17442513		No		Yes		Yes		CJ660114		TC451710		CJ660114 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg2m21 5', mRNA sequence [CJ660114]

		A_99_P550852		10.261909		10.397852		10.305784		9.518174		9.4882		9.787293		7.135605		8.372502		10.333217		9.533973		8.074307		8.15311		-1.7096587		-1.5268502		-9.001587		-2.2124915		1.050669		-1.8199253		-4.6961446		-2.5758786		-0.77370834		-0.6105585		-3.1701794		-1.1456718		0.071308136		-0.8638792		-2.2314768		-1.3650646		Yes		Yes		Yes		TC452585		TC452585		Rep: Aquaporin NIP3-1 - Oryza sativa subsp. japonica (Rice), partial (20%) [TC452585]

		A_99_P239127		8.072735		7.8111854		5.847582		4.715827		6.6571517		5.8369827		5.1862826		2.7368698		6.1514726		7.351822		5.370359		2.8728466		-2.6676755		-3.9291103		-1.5815063		-3.9420803		-3.787543		-1.374935		-1.3920615		-3.587504		-1.4155831		-1.9742026		-0.6612992		-1.9789572		-1.9212623		-0.45936346		-0.47722292		-1.8429804		Yes		No		No		X98504		TC461235		T.aestivum mRNA for beta-amylase [X98504]

		A_99_P400397		6.8869457		7.108919		9.0337105		8.121749		6.7655125		6.955562		8.012433		8.297167		6.6700363		7.148107		7.987562		8.439677		-1.087815		-1.1121544		-2.0297153		1.1292915		-1.1622411		1.0275353		-2.0650094		1.2465392		-0.12143326		-0.15335703		-1.0212774		0.1754179		-0.21690941		0.03918791		-1.0461483		0.3179283		No		Yes		Yes		TA110541_4565		TC397949		Rep: ABA responsive element binding factor 2 - Hordeum vulgare var. distichum (Two-rowed barley), partial (34%) [TC397949]

		A_99_P225546		2.3131719		1.6433358		1.7100815		1.8734757		5.6470165		6.18197		10.279443		5.3695664		7.5171638		6.489183		9.672479		3.471936		10.082941		23.241549		379.86993		11.283094		36.8602		28.757116		249.41373		3.0281997		3.3338447		4.5386343		8.569362		3.496091		5.203992		4.845847		7.962397		1.5984603		Yes		Yes		Yes		CV763406		TC379342		FGAS057795 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763406]

		A_99_P256836		10.349406		9.783473		9.736287		10.046631		10.845311		11.323273		10.7714		10.515698		11.644492		10.352395		11.099216		10.212782		1.410205		2.9075413		2.0492747		1.3842145		2.453916		1.4834148		2.572069		1.1220609		0.49590492		1.5397997		1.0351133		0.46906757		1.2950859		0.56892204		1.3629293		0.16615105		No		Yes		Yes		TA69065_4565		TC381624		Rep: Isoform 2 of Q0JGZ6  - Oryza sativa subsp. japonica (Rice), partial (54%) [TC381624]

		A_99_P333871		8.430562		8.832321		8.851006		8.95621		7.5976186		7.114727		7.37503		8.173012		7.3282065		8.032183		7.4904294		8.291162		-1.7813159		-3.2888749		-2.7817168		-1.7209419		-2.1470494		-1.7412683		-2.567877		-1.5856217		-0.83294344		-1.7175941		-1.4759755		-0.78319836		-1.1023555		-0.8001385		-1.3605762		-0.6650486		Yes		Yes		Yes		TA91724_4565		0		0

		A_99_P119674		6.7280655		7.9023566		9.696134		8.273677		4.962977		6.9480095		8.151132		8.291499		6.402472		6.4031963		8.346497		8.157924		-3.3989487		-1.9377025		-2.9180448		1.0124301		-1.2531798		-2.8267813		-2.54848		-1.0835406		-1.7650886		-0.95434713		-1.545002		0.017822266		-0.32559347		-1.4991603		-1.349637		-0.115753174		Yes		No		No		CJ730994		TC447072		CJ730994 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh18i17 5', mRNA sequence [CJ730994]

		A_99_P562522		10.871735		10.5668125		9.606526		9.598571		9.757886		9.415595		8.777381		8.147056		9.479183		9.882222		8.552819		9.185782		-2.1642222		-2.2210124		-1.7766327		-2.7349515		-2.6254258		-1.6072456		-2.0758572		-1.3312564		-1.1138487		-1.1512175		-0.82914543		-1.4515152		-1.3925514		-0.68459034		-1.0537071		-0.4127884		Yes		No		No		BG313178		TC457023		Rep: Two-component response regulator - Pseudomonas aeruginosa (strain PA7), partial (4%) [TC457023]

		A_99_P421873		6.619181		6.815496		9.900912		8.053756		7.823183		9.620647		9.980611		8.743628		8.396263		7.607736		9.97354		8.638465		2.3037784		6.989317		1.0567973		1.6131401		3.4273226		1.7317613		1.0516306		1.4997367		1.2040019		2.8051515		0.07969856		0.6898718		1.777082		0.79224014		0.07262802		0.58470917		Yes		No		No		AF104108		TC459063		Triticum aestivum small heat shock protein Hsp23.6 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104108]

		A_99_P260221		9.651642		11.322778		11.305824		11.286757		8.962527		9.720853		10.178805		10.194793		8.440604		10.390034		10.029445		10.594027		-1.6122937		-3.0354805		-2.1840696		-2.1316414		-2.3150408		-1.9089034		-2.4223034		-1.6163403		-0.6891146		-1.6019249		-1.1270189		-1.0919647		-1.2110376		-0.932744		-1.2763796		-0.6927309		Yes		Yes		Yes		TA70063_4565		TC445177		0

		A_99_P429062		11.790914		11.092608		10.702461		10.769441		11.858111		11.625859		11.89059		10.831584		11.716518		11.2395735		11.894944		10.475118		1.0476798		1.4471865		2.2785697		1.0440156		-1.0529195		1.1072377		2.2854574		-1.2263093		0.0671978		0.5332508		1.1881285		0.062143326		-0.07439518		0.14696503		1.192483		-0.29432297		No		Yes		Yes		CA637295		TC387699		0

		A_99_P324746		5.3771615		5.42548		6.1706176		5.170362		4.968597		4.9989614		5.1216154		5.452989		5.72004		4.8697515		5.124735		5.2071157		-1.3273644		-1.3439863		-2.0690982		1.2164079		1.2682844		-1.4699106		-2.0646293		1.025803		-0.40856457		-0.42651844		-1.0490022		0.2826271		0.34287834		-0.55572844		-1.0458827		0.036753654		No		Yes		Yes		TA88965_4565		TC394112		Rep: 2,3-bisphosphoglycerate-independent phosphoglycerate mutase - Ricinus communis (Castor bean), partial (35%) [TC394112]

		A_99_P392517		5.552034		5.7564735		6.5224013		5.935711		5.426716		5.3384557		5.574079		5.276619		5.039335		5.551827		5.391358		5.3534646		-1.0907482		-1.3360906		-1.9296274		-1.5790884		-1.4267169		-1.1524041		-2.1901708		-1.4971786		-0.12531805		-0.41801786		-0.9483223		-0.65909195		-0.5126991		-0.20464659		-1.1310434		-0.5822463		No		Yes		Yes		TA108608_4565		TC402125		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC402125]

		A_99_P294096		5.954661		5.9080024		7.050354		7.41431		5.2623296		4.6347175		4.7868876		6.8439555		5.07492		5.376709		5.0519824		7.4510555		-1.6158926		-2.417113		-4.8014374		-1.4848883		-1.8400446		-1.4452243		-3.9954877		1.0257972		-0.6923313		-1.2732849		-2.2634664		-0.57035446		-0.8797407		-0.5312934		-1.9983716		0.03674555		Yes		Yes		Yes		TA79966_4565		0		0

		A_99_P553437		4.938111		4.995745		4.4822626		3.9210184		5.4385276		6.902342		6.1489863		4.707812		5.9693437		5.7300453		6.040643		5.0081058		1.4146222		3.749236		3.1749277		1.7252357		2.04377		1.6635902		2.9452307		2.124447		0.50041676		1.9065967		1.6667237		0.7867935		1.0312328		0.73430014		1.5583806		1.0870874		Yes		No		No		TC453542		TC453542		0

		A_99_P414642		12.347542		12.612068		12.082779		12.181294		11.851883		11.574117		11.071027		12.037593		11.776859		12.053307		11.307335		11.996858		-1.4099646		-2.05331		-2.0163584		-1.104736		-1.485226		-1.4730042		-1.7117168		-1.1363733		-0.49565887		-1.0379515		-1.0117521		-0.14370155		-0.5706825		-0.5587616		-0.77544403		-0.1844368		No		Yes		Yes		TA98386_4565		TC376610		0

		A_99_P324301		10.358671		9.673543		7.5208297		9.673762		8.920184		7.910425		6.4296474		8.467455		8.002568		8.662177		6.1214027		9.459338		-2.7103648		-3.3943088		-2.1304855		-2.307463		-5.119855		-2.0158186		-2.6379678		-1.1602407		-1.438487		-1.7631178		-1.0911822		-1.2063074		-2.356103		-1.0113659		-1.3994269		-0.21442413		Yes		No		No		TA88817_4565		TC390202		0

		A_99_P301486		9.616532		9.582854		8.40094		8.007778		8.228485		8.177033		7.6169267		6.7289696		8.229815		8.645875		7.5100093		7.799296		-2.6172419		-2.649685		-1.7219142		-2.4263852		-2.6148312		-1.9145155		-1.8543719		-1.1554719		-1.3880472		-1.4058208		-0.7840133		-1.2788086		-1.3867178		-0.9369793		-0.89093065		-0.20848227		Yes		No		No		TA82109_4565		TC405712		Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC405712]

		A_99_P211256		13.374153		13.698917		13.5687475		13.574285		13.261993		13.24787		12.549182		13.588407		13.344368		13.278911		12.706685		13.652719		-1.0808451		-1.3670319		-2.0273085		1.0098367		-1.0208601		-1.3379338		-1.8176349		1.0558712		-0.11215973		-0.45104694		-1.0195656		0.014122009		-0.029785156		-0.42000675		-0.86206245		0.07843399		No		Yes		Yes		TA54528_4565		TC382539		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC382539]

		A_99_P471912		7.9495964		7.8361435		7.230963		6.336618		6.273813		6.4399343		5.0546565		4.6491714		6.6793084		7.2433496		5.799549		6.4558187		-3.1949284		-2.6320908		-4.51995		-3.2208614		-2.4120972		-1.5081646		-2.6971095		1.086133		-1.6757836		-1.3962092		-2.1763067		-1.6874466		-1.270288		-0.59279394		-1.4314141		0.11920071		Yes		No		No		CD874897		TC417662		Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC417662]

		A_99_P316776		5.088798		4.6443653		5.9871163		6.4272056		6.819491		8.74704		6.465214		6.3640404		7.0197043		7.457672		6.506788		6.5235443		3.3188717		17.180195		1.3929056		-1.0447553		3.8129466		7.0289383		1.4336287		1.069057		1.7306929		4.1026745		0.47809744		-0.06316519		1.9309063		2.8133068		0.51967144		0.09633875		Yes		Yes		Yes		TA86597_4565		TC437522		Rep: No apical meristem protein, expressed - Oryza sativa subsp. japonica (Rice), partial (70%) [TC437522]

		A_99_P151722		4.381988		4.255398		4.208244		5.2558665		2.1808994		3.1089509		3.9574966		4.495413		4.396261		2.8725722		3.913291		5.151499		-4.598262		-2.2136805		-1.1898232		-1.6940233		1.0099425		-2.6077862		-1.2268449		-1.0750232		-2.2010887		-1.146447		-0.2507472		-0.7604537		0.014273167		-1.3828256		-0.29495287		-0.10436773		Yes		No		No		CJ827955		TC455891		CJ827955 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal24j12 5', mRNA sequence [CJ827955]

		A_99_P556627		8.916717		8.414402		7.5012703		8.041728		8.042413		6.5160737		5.001862		6.7627463		7.896029		7.7865567		5.3119645		7.132422		-1.8331233		-3.72781		-5.6545343		-2.4266763		-2.0288856		-1.5452554		-4.5608597		-1.8781419		-0.8743038		-1.8983283		-2.4994082		-1.2789817		-1.0206876		-0.6278453		-2.1893058		-0.90930605		Yes		No		No		TC454769		TC454769		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC454769]

		A_99_P509987		5.6496944		6.1304398		5.317314		6.028324		4.289369		5.038112		3.6707466		5.0119605		5.16761		5.4857445		5.5021515		5.415848		-2.5674307		-2.1321776		-3.1308787		-2.022814		-1.3967601		-1.5634091		1.1366888		-1.5288812		-1.3603253		-1.0923276		-1.6465676		-1.0163636		-0.48208427		-0.6446953		0.18483734		-0.61247635		Yes		No		No		CK207171		TC436116		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC436116]

		A_99_P096240		3.4959981		4.738476		4.452804		4.1702485		3.7603645		3.7516098		3.2756474		3.5046558		3.2927225		3.953068		3.3821087		3.2977135		1.2011085		-1.9818751		-2.2613068		-1.5862198		-1.1513095		-1.7235794		-2.1004455		-1.8308772		0.2643664		-0.986866		-1.1771567		-0.6655927		-0.20327568		-0.7854078		-1.0706954		-0.872535		No		Yes		Yes		CB307460		TC436905		HFIG445 Hessian fly infested cDNA library Triticum aestivum cDNA, mRNA sequence [CB307460]

		A_99_P558562		4.607233		5.667246		2.7300618		3.7089574		4.0595226		2.299425		1.4050676		1.3236514		2.2962706		3.5146477		1.3250984		1.4043518		-1.461764		-10.323219		-2.5053189		-5.224547		-4.96214		-4.446278		-2.6481106		-4.9403234		-0.5477104		-3.367821		-1.3249942		-2.385306		-2.3109624		-2.1525981		-1.4049634		-2.3046055		Yes		No		No		TC455481		TC455481		0

		A_99_P283171		10.399554		9.779575		10.777408		10.627057		10.389159		10.00429		9.686764		10.546693		9.884021		9.573852		9.352035		10.403843		-1.0072314		1.1685458		-2.1296906		-1.057285		-1.4295226		-1.1532648		-2.6858394		-1.1673313		-0.01039505		0.22471428		-1.0906439		-0.08036423		-0.51553345		-0.20572376		-1.4253731		-0.22321415		No		Yes		Yes		TA76825_4565		TC446388		0

		A_99_P231561		7.0570416		7.600105		6.552275		6.5051003		5.850797		5.9727387		4.749637		6.3148823		6.748785		5.7800655		4.0246587		6.0785394		-2.307362		-3.0894845		-3.4885755		-1.1409361		-1.2382106		-3.530908		-5.7661824		-1.3440259		-1.2062445		-1.6273661		-1.802638		-0.19021797		-0.30825663		-1.8200393		-2.5276165		-0.42656088		Yes		Yes		Yes		TA61960_4565		TC416366		Rep: Legumain-like protease precursor - Zea mays (Maize), partial (17%) [TC416366]

		A_99_P399997		11.53215		10.87016		11.012932		11.023834		12.214025		13.420147		12.440078		11.699443		12.60068		12.406093		12.841504		11.912116		1.6042225		5.8562894		2.689142		1.5972705		2.0972955		2.899758		3.551854		1.8509704		0.6818743		2.5499868		1.427146		0.67560863		1.0685301		1.5359325		1.8285723		0.8882818		Yes		Yes		Yes		TA110439_4565		TC415495		Rep: Aspartic proteinase nepenthesin II-like - Oryza sativa subsp. japonica (Rice), partial (17%) [TC415495]

		A_99_P512312		5.990332		5.5614457		2.817378		1.8480569		3.272496		2.9325848		1.5328814		1.3103027		2.699691		5.4313474		2.023471		1.4264184		-6.578853		-6.1853747		-2.4359705		-1.4517109		-9.785469		-1.0943683		-1.7337632		-1.339448		-2.7178361		-2.628861		-1.2844967		-0.5377542		-3.290641		-0.13009834		-0.7939069		-0.4216385		Yes		No		No		CA631576		TC437076		Rep: Iron ABC transporter permease component - Sodalis glossinidius (strain morsitans), partial (5%) [TC437076]

		A_99_P278711		9.031947		8.257431		10.08318		10.043287		12.239886		13.573723		13.101651		12.085579		14.153104		12.200394		13.789176		12.25959		9.240296		39.844032		8.103082		4.118993		34.80341		15.379777		13.050159		4.6470103		3.2079391		5.316292		3.0184708		2.0422916		5.1211567		3.9429626		3.7059956		2.2163029		Yes		Yes		Yes		TA75513_4565		TC444729		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		A_99_P412072		7.1055293		6.8229575		6.8765755		7.215763		6.8350577		8.093837		8.517478		6.5206146		7.215837		7.9567585		8.363		6.962877		-1.206202		2.413086		3.1186087		-1.6190511		1.0794585		2.1943612		2.8019369		-1.1915886		-0.27047157		1.2708793		1.6409025		-0.69514847		0.11030769		1.133801		1.4864244		-0.2528863		No		Yes		Yes		DR736369		TC374074		Rep: Phosphomannomutase - Triticum aestivum (Wheat), complete [TC374074]

		A_99_P272236		11.136349		11.09472		10.745792		10.606705		11.005916		10.916371		9.663385		10.743282		11.00959		11.018642		10.184642		10.417138		-1.0946223		-1.1315879		-2.117566		1.0992943		-1.0918378		-1.0541481		-1.4754454		-1.140421		-0.13043308		-0.17834854		-1.082407		0.1365776		-0.12675858		-0.07607746		-0.56115055		-0.18956661		No		Yes		Yes		AK333933		TC383080		Triticum aestivum cDNA, clone: WT008_N19, cultivar: Chinese Spring [AK333933]

		A_99_P389527		9.24185		9.479568		11.18036		10.459029		9.30173		9.069507		10.045119		10.622972		8.969139		9.479729		9.981654		10.647658		1.0423793		-1.3287419		-2.1965518		1.1203444		-1.2080756		1.0001117		-2.2953365		1.1396803		0.059880257		-0.41006088		-1.1352406		0.16394234		-0.2727108		1.61E-04		-1.1987057		0.18862915		No		Yes		Yes		BE446620		0		WHE1458_C05_F10ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1458_C05_F10, mRNA sequence [BE446620]

		A_99_P291771		10.787819		9.867121		12.859736		12.333041		10.165733		8.557508		11.465968		11.205868		10.175607		8.919583		11.149592		11.804641		-1.5390985		-2.478749		-2.6276412		-2.1843038		-1.5286013		-1.9285779		-3.271935		-1.4423292		-0.6220856		-1.3096123		-1.3937683		-1.1271734		-0.6122122		-0.9475374		-1.710144		-0.5284004		Yes		Yes		Yes		TA79306_4565		TC430427		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC430427]

		A_99_P371677		1.4710083		1.3615307		2.2797148		1.268109		3.6978264		3.693098		4.0004215		1.8399426		6.2230797		3.9426181		4.2161865		1.9150611		4.681004		5.033519		3.2959783		1.4864116		26.947348		5.9839063		3.827684		1.5658567		2.226818		2.3315673		1.7207067		0.5718336		4.7520714		2.5810876		1.9364717		0.64695215		Yes		Yes		Yes		TA103506_4565		TC396226		Rep: Septum formation protein Maf - Alteromonas macleodii 'Deep ecotype', partial (5%) [TC396226]

		A_99_P232801		11.887111		11.430271		10.172047		10.754002		10.542648		10.225341		9.26295		8.898011		10.578397		10.742442		9.193305		10.523589		-2.5393555		-2.3052614		-1.8778694		-3.6200018		-2.4772062		-1.6108576		-1.9707457		-1.1731703		-1.3444624		-1.2049303		-0.9090967		-1.8559904		-1.3087139		-0.687829		-0.97874165		-0.23041248		Yes		No		No		TA62372_4565		0		0

		A_99_P223231		12.54849		12.591212		11.890262		11.691424		11.338418		11.480824		10.872939		10.294164		11.252683		11.857887		10.497425		11.543331		-2.313491		-2.1590366		-2.024159		-2.6340096		-2.4551427		-1.6624662		-2.6259449		-1.108104		-1.2100716		-1.1103878		-1.0173225		-1.3972607		-1.2958069		-0.733325		-1.3928366		-0.14809322		Yes		No		No		TA59424_4565		TC441548		Rep: Chromosome chr14 scaffold_190, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC441548]

		A_99_P172714		6.3227544		6.546949		7.133178		6.9483695		6.1733074		6.042429		5.903401		6.2195797		6.0385947		6.0001473		6.315684		6.358494		-1.1091442		-1.4186512		-2.3453078		-1.6572484		-1.2177007		-1.4608434		-1.7623426		-1.505117		-0.14944696		-0.50451994		-1.2297773		-0.7287898		-0.28415966		-0.54680157		-0.8174944		-0.5898757		No		Yes		Yes		CJ688158		TC437635		CJ688158 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd12p11 5', mRNA sequence [CJ688158]

		A_99_P407432		12.565445		13.268804		13.077405		13.825676		13.169503		14.437526		14.527986		13.94575		13.401974		14.15657		14.775155		13.774037		1.5199863		2.2481248		2.7331803		1.0867908		1.7857484		1.8503098		3.2439466		-1.0364414		0.60405827		1.1687222		1.4505806		0.12007427		0.8365288		0.88776684		1.6977501		-0.051638603		No		Yes		Yes		Y18626		TC369507		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		A_99_P206446		11.717941		11.17186		9.973072		10.527143		11.214229		10.379028		8.947633		10.98075		11.287491		10.691673		9.070321		10.211474		-1.4178576		-1.7324712		-2.035579		1.3694605		-1.3476542		-1.3949239		-1.8696276		-1.2445879		-0.50371265		-0.7928314		-1.0254393		0.45360756		-0.43045044		-0.48018646		-0.90275097		-0.3156681		No		Yes		Yes		TA52995_4565		TC380205		Rep: Serine/threonine-protein kinase SAPK4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC380205]

		A_99_P248901		8.5918255		8.821702		8.375778		8.740241		8.979911		10.198197		9.881481		8.434436		9.218012		9.708541		9.923963		8.500367		1.3086555		2.5963688		2.8396301		-1.2361083		1.5434796		1.84912		2.9244885		-1.1808895		0.38808537		1.3764954		1.505703		-0.3058052		0.6261864		0.8868389		1.5481844		-0.23987389		No		Yes		Yes		TA66807_4565		TC372355		0

		A_99_P310866		10.037272		9.853076		9.663672		10.056193		10.133418		10.622893		10.493873		10.150921		10.527904		10.387707		10.826945		10.236333		1.0689139		1.7050539		1.777932		1.0678637		1.4050593		1.4485713		2.2396493		1.1329935		0.09614563		0.76981735		0.8302002		0.094727516		0.4906311		0.5346308		1.1632729		0.18013954		No		Yes		Yes		TA84912_4565		TC396586		0

		A_99_P100305		9.555863		8.698068		8.326319		8.5019045		10.197974		11.10498		9.6311		8.547822		11.098209		10.007965		9.920133		8.509366		1.5606109		5.3033824		2.470462		1.0323395		2.9126775		2.4792392		3.0184624		1.0051854		0.6421108		2.4069128		1.304781		0.04591751		1.542346		1.3098974		1.5938139		0.007461548		Yes		Yes		Yes		BQ806475		0		WHE3579_E04_I07ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3579_E04_I07, mRNA sequence [BQ806475]

		A_99_P207821		11.841114		12.0355		10.412671		10.647298		12.024388		12.771066		12.33285		11.596104		12.940927		11.795871		12.86732		10.794454		1.135458		1.6650507		3.784701		1.9302742		2.1432683		-1.1806889		5.481797		1.1073841		0.18327427		0.73556614		1.9201794		0.9488058		1.0998125		-0.23962879		2.454649		0.14715576		No		Yes		Yes		AK333770		TC381728		Triticum aestivum cDNA, clone: WT008_C16, cultivar: Chinese Spring [AK333770]

		A_99_P064680		13.298561		13.19564		12.807813		12.7129135		12.261665		11.231109		9.585755		11.80931		12.317693		12.493617		10.136939		11.9856615		-2.051808		-3.902858		-9.331166		-1.8707329		-1.973653		-1.6267838		-6.368147		-1.6554828		-1.0368958		-1.964531		-3.2220573		-0.90360355		-0.98086834		-0.70202255		-2.6708736		-0.727252		Yes		Yes		Yes		CJ718480		TC434217		CJ718480 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd19o17 5', mRNA sequence [CJ718480]

		A_99_P236856		6.3409843		6.7787576		8.823559		7.931366		6.1668897		5.6819253		6.5494533		7.093224		6.0136924		6.4918303		6.599121		7.4090705		-1.1282562		-2.1388454		-4.8369765		-1.7877462		-1.2546561		-1.220039		-4.6732874		-1.4362386		-0.17409468		-1.0968323		-2.2741055		-0.8381419		-0.32729197		-0.28692722		-2.2244377		-0.5222955		Yes		No		No		TA63562_4565		TC369295		0

		A_99_P418947		1.7929808		2.019199		2.5655687		1.9529656		1.557819		4.6280417		3.4825523		2.5434415		3.2837827		3.6387825		4.063612		4.28562		-1.1770387		6.100142		1.8881633		1.5057434		2.8104515		3.0728633		2.8245935		5.0373135		-0.23516178		2.6088428		0.9169836		0.5904759		1.4908019		1.6195836		1.4980433		2.3326545		Yes		No		No		CK162975		TC379820		FGAS015586 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162975]

		A_99_P045517		6.487286		7.172146		6.9831557		6.72288		6.0497355		6.2765236		5.868563		6.525602		5.615084		6.4879704		5.7459006		6.4962115		-1.354303		-1.8604121		-2.1653385		-1.1465331		-1.8304545		-1.6067834		-2.3574955		-1.1701297		-0.43755054		-0.89562225		-1.1145926		-0.19727802		-0.8722019		-0.6841755		-1.2372551		-0.22666836		No		Yes		Yes		CA610828		0		wr1.pk0124.b1 wr1 Triticum aestivum cDNA clone wr1.pk0124.b1 5' end, mRNA sequence [CA610828]

		A_99_P368422		5.265119		3.0705109		4.96432		4.196876		8.077996		8.516171		10.017833		7.2891803		7.877952		7.803206		9.207741		7.951893		7.0268455		43.582005		33.209236		8.528572		6.1170373		26.587849		18.940737		13.50121		2.8128772		5.4456606		5.0535126		3.0923042		2.612833		4.732695		4.2434206		3.7550168		Yes		Yes		Yes		TA102705_4565		TC454900		0

		A_99_P196651		8.682296		7.892948		8.040275		8.691458		9.779185		10.094597		9.845337		8.503895		10.762393		10.727931		9.990432		8.882912		2.1389303		4.6000476		3.4944425		-1.1388383		4.228357		7.1353436		3.8641663		1.1419139		1.0968895		2.2016487		1.8050623		-0.18756294		2.0800972		2.8349829		1.9501572		0.19145393		Yes		No		No		EU665453		0		Triticum aestivum WRKY38 transcription factor mRNA, partial cds [EU665453]

		A_99_P364006		7.462403		8.657149		9.251073		8.795868		6.97234		6.6089234		7.9772453		8.174005		6.5970993		7.242617		7.712045		8.44152		-1.404506		-4.1359706		-2.4180224		-1.5388615		-1.8217229		-2.6657329		-2.9059858		-1.2784078		-0.4900627		-2.0482259		-1.2738276		-0.62186337		-0.8653035		-1.4145322		-1.5390277		-0.35434818		Yes		Yes		Yes		TA101358_4565		TC437226		Rep: Os02g0466400 protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC437226]

		A_99_P344981		8.456595		9.948005		10.236688		9.491055		7.941672		8.292354		8.84583		9.403411		7.1606216		9.543		8.752803		9.564521		-1.4289185		-3.1506536		-2.6223454		-1.0626332		-2.4554267		-1.324093		-2.7970088		1.0522418		-0.5149236		-1.6556511		-1.3908577		-0.08764362		-1.2959738		-0.4050045		-1.4838848		0.0734663		No		Yes		Yes		TA95165_4565		TC450502		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC450502]

		A_99_P426912		12.707597		12.729889		12.046173		11.867035		11.496535		11.251929		10.44697		10.364866		11.346713		11.666869		10.138099		11.868871		-2.315079		-2.785545		-3.0297592		-2.832682		-2.5684247		-2.0893002		-3.7530782		1.0012733		-1.2110615		-1.4779596		-1.5992031		-1.5021687		-1.3608837		-1.0630198		-1.9080744		0.0018358231		Yes		No		No		TC386078		TC386078		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC386078]

		A_99_P271241		7.547561		7.9493995		6.5593853		8.1421995		8.583435		9.615112		10.449646		8.838459		8.991214		9.425303		10.137961		9.149975		2.0503552		3.1727037		14.828088		1.6202984		2.7200866		2.7815788		11.946997		2.010808		1.0358739		1.6657128		3.8902607		0.6962595		1.4436526		1.475904		3.578576		1.0077753		Yes		Yes		Yes		TA73313_4565		0		0

		A_99_P483952		7.3663306		7.463993		7.829863		7.7495275		8.679164		8.377496		9.3579445		9.150232		7.458655		7.9761796		8.982536		8.7455435		2.4842894		1.8836131		2.8840206		2.6403055		1.0660863		1.42621		2.2232547		1.9944847		1.3128333		0.9135027		1.5280814		1.4007049		0.09232426		0.5121865		1.1526732		0.996016		Yes		No		No		CA611106		TC424157		0

		A_99_P353556		6.719484		6.5463142		6.788321		6.4728456		6.3451996		5.8063912		5.4994864		6.0621247		5.952974		6.2309203		5.6902213		6.47352		-1.2961963		-1.6700867		-2.443306		-1.3293499		-1.7011496		-1.2443514		-2.1407254		1.0004674		-0.37428427		-0.739923		-1.2888346		-0.41072083		-0.76651		-0.31539392		-1.0980997		6.74E-04		No		Yes		Yes		CK153554		TC413447		FGAS032185 Triticum aestivum FGAS: TaLt2 Triticum aestivum cDNA, mRNA sequence [CK153554]

		A_99_P371232		6.751288		6.853758		7.359812		7.802007		6.151013		6.1830387		6.2131734		7.152654		6.4324183		6.676708		6.7752852		7.517327		-1.5160055		-1.5918663		-2.2139742		-1.5684646		-1.2473528		-1.1305695		-1.4995468		-1.2181404		-0.60027504		-0.67071915		-1.1466384		-0.649353		-0.3188696		-0.17704964		-0.58452654		-0.28468037		No		Yes		Yes		TA103394_4565		TC397706		0

		A_99_P287581		10.549782		10.334132		10.361585		10.296086		9.963078		9.487374		9.364474		9.688708		9.851169		9.992549		9.320206		10.072164		-1.501812		-1.7984548		-1.9959981		-1.5234878		-1.622944		-1.2671465		-2.058194		-1.1679049		-0.58670425		-0.8467579		-0.99711037		-0.607378		-0.69861317		-0.34158325		-1.041379		-0.22392273		No		Yes		Yes		TA78093_4565		TC446356		Rep: Os02g0805800 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC446356]

		A_99_P540152		10.218258		10.030994		9.350128		8.984673		9.016254		8.940723		8.567213		7.7085137		8.825669		9.348784		8.28653		8.84134		-2.3005893		-2.1291404		-1.7206041		-2.4219327		-2.6254935		-1.6045959		-2.0901387		-1.1044533		-1.2020035		-1.090271		-0.7829151		-1.2761588		-1.3925886		-0.68220997		-1.0635986		-0.14333248		Yes		No		No		TC448537		TC448537		0

		A_99_P284736		12.028797		12.028961		11.088384		10.65887		10.725011		10.861176		9.815384		9.155524		10.549667		11.349331		9.669692		10.50747		-2.4687595		-2.246666		-2.4166353		-2.8349936		-2.7878053		-1.6017293		-2.6734295		-1.1106465		-1.3037863		-1.1677856		-1.2729998		-1.5033455		-1.4791298		-0.6796303		-1.4186916		-0.15139961		Yes		No		No		TA77282_4565		TC419482		0

		A_99_P263106		12.334723		12.5271635		12.513004		12.34479		12.774562		13.691594		13.242192		12.574939		12.870534		13.256639		13.522728		12.570941		1.3564523		2.2414474		1.6577058		1.1729555		1.4497564		1.6580356		2.0135255		1.1697097		0.4398384		1.1644306		0.72918797		0.23014832		0.5358105		0.729475		1.0097237		0.22615051		No		Yes		Yes		TA70866_4565		0		0

		A_99_P167814		4.039806		4.9606185		2.3584394		5.0562234		6.968661		10.135438		13.402535		8.321174		8.126995		9.859387		12.815621		7.659151		7.6150575		36.12234		2111.5637		9.612757		16.996777		29.831589		1405.8062		6.0751824		2.928855		5.1748195		11.044096		3.2649503		4.087189		4.898769		10.457182		2.6029277		Yes		Yes		Yes		DQ090946		TC368669		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		A_99_P221666		14.352474		14.196236		14.306842		13.965121		14.145233		13.594724		13.044028		14.640579		13.718884		14.268468		13.147555		14.595008		-1.1544783		-1.5173059		-2.3996327		1.5971037		-1.5514205		1.0513421		-2.2334695		1.5474434		-0.20724106		-0.60151196		-1.2628136		0.67545795		-0.63358974		0.07223225		-1.1592865		0.6298866		No		Yes		Yes		TA58922_4565		0		0

		A_99_P502112		1.4223142		1.4180069		1.4177142		1.8851424		4.588177		3.7667582		4.64962		2.6167886		8.45546		4.457976		5.1848454		1.9208288		8.974696		5.0938315		9.395083		1.6605327		130.9748		8.224733		13.615059		1.0250443		3.165863		2.3487513		3.231906		0.7316462		7.0331454		3.039969		3.7671313		0.035686374		Yes		Yes		Yes		TC432654		TC432654		Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC432654]

		A_99_P227876		7.991709		8.755685		8.845463		8.795571		7.705015		7.564747		6.9987063		7.689632		8.047858		7.6725516		7.424787		7.8257775		-1.2198418		-2.2830112		-3.596906		-2.1523898		1.0396868		-2.1186323		-2.6771088		-1.9585606		-0.28669405		-1.190938		-1.8467565		-1.1059394		0.056149006		-1.0831332		-1.4206758		-0.9697938		Yes		Yes		Yes		TA61002_4565		TC379841		0

		A_99_P243371		6.1716695		6.2491384		5.7347755		5.016449		5.952066		5.581578		7.161955		5.8929467		5.5480785		5.9962955		6.9040084		5.3995605		-1.1644136		-1.588385		2.6892042		1.8359131		-1.5407053		-1.1915529		2.2489207		1.3041515		-0.21960354		-0.6675606		1.4271793		0.87649775		-0.62359095		-0.2528429		1.1692328		0.38311148		No		Yes		Yes		AY091513		TC392446		Triticum aestivum beta-D-glucan exohydrolase mRNA, complete cds [AY091513]

		A_99_P163992		12.10142		12.339328		11.365304		10.969241		11.502484		11.856967		13.0143585		11.197719		11.860073		12.280463		12.829337		11.031785		-1.5145992		-1.3970279		3.1362803		1.1715978		-1.1820961		-1.0416456		2.7587852		1.0443056		-0.5989361		-0.48236084		1.6490545		0.22847748		-0.24134731		-0.058864594		1.4640331		0.06254387		No		Yes		Yes		AF442967		TC378613		Triticum aestivum clone WAS-3a thaumatin-like protein mRNA, complete cds [AF442967]

		A_99_P254871		10.325272		10.723667		10.108113		10.833835		9.356615		9.765849		9.2715		9.539191		9.333582		10.020062		8.730306		10.8293		-1.9570173		-1.9423699		-1.7858534		-2.4531636		-1.9885125		-1.6285689		-2.5987315		-1.0031482		-0.96865654		-0.95781803		-0.83661366		-1.2946434		-0.9916897		-0.7036047		-1.3778076		-0.0045347214		Yes		No		No		TA68526_4565		TC374354		Rep: Peroxisomal biogenesis factor 11 - Medicago truncatula (Barrel medic), partial (76%) [TC374354]

		A_99_P318221		8.231642		8.341264		7.5070195		7.695217		6.9537354		6.7302203		6.1153274		6.684606		6.9022784		7.489961		6.211387		7.8170733		-2.4248683		-3.054727		-2.6238625		-2.0147643		-2.5129175		-1.8041291		-2.4548457		1.0881339		-1.2779064		-1.6110435		-1.3916922		-1.010611		-1.3293633		-0.8513026		-1.2956324		0.12185621		Yes		No		No		TA87000_4565		TC406593		Rep: Chromosome chr11 scaffold_177, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC406593]

		A_99_P021179		3.5771906		3.4866517		3.2853186		3.952819		3.017336		9.099338		10.175344		6.3525004		5.81221		6.110166		9.838916		5.9922943		-1.4741207		48.931316		118.605415		5.276866		4.7076902		6.162494		93.935425		4.1109595		-0.55985475		5.612686		6.890026		2.3996813		2.2350194		2.6235144		6.5535975		2.0394752		Yes		Yes		Yes		TA90844_4565		TC439141		Rep: Ent-copalyl diphosphate synthase - Oryza sativa subsp. indica (Rice), partial (9%) [TC439141]

		A_99_P359001		3.7599676		2.6730614		7.0087166		7.8508277		6.600824		8.602521		9.459559		9.507604		7.630913		6.504869		9.771328		9.41328		7.1644516		60.946		5.4673543		3.153111		14.630886		14.239313		6.786235		2.9535537		2.8408563		5.9294596		2.4508429		1.656776		3.8709452		3.8318076		2.7626114		1.5624518		Yes		Yes		Yes		TA99672_4565		TC394619		Rep: Os04g0307500 protein - Oryza sativa subsp. japonica (Rice), partial (55%) [TC394619]

		A_99_P252311		10.213425		10.526641		10.467744		10.414733		10.508155		11.075855		12.095294		10.903893		10.46878		11.032532		11.957585		10.97421		1.2266556		1.4632887		3.0898786		1.4036279		1.1936293		1.42		2.808581		1.4737347		0.2947302		0.54921436		1.6275501		0.48916054		0.25535488		0.50589085		1.4898415		0.55947685		No		Yes		Yes		AK332384		TC395238		Triticum aestivum cDNA, clone: WT003_N15, cultivar: Chinese Spring [AK332384]

		A_99_P522732		6.618019		5.658796		4.348652		3.3177865		5.782968		3.5926182		9.12443		4.1103206		4.110352		4.3198338		7.0359254		5.2609177		-1.7839202		-4.1877565		27.393806		1.7321143		-5.686997		-2.5296926		6.44095		3.8453934		-0.83505106		-2.0661776		4.775778		0.7925341		-2.507667		-1.3389621		2.6872735		1.9431312		No		Yes		Yes		CA645592		TC441537		Rep: Photosystem I P700 chlorophyll A apoprotein - Anthoceros punctatus (Hornwort), partial (12%) [TC441537]

		A_99_P047520		12.481308		12.565903		11.064342		10.774402		11.263574		11.501678		9.886916		9.531095		10.872246		12.117909		9.320488		10.910344		-2.3258119		-2.0910451		-2.2617278		-2.367406		-3.0505347		-1.3641415		-3.349286		1.0988104		-1.2177343		-1.0642242		-1.1774254		-1.2433071		-1.6090622		-0.44799328		-1.7438536		0.13594246		Yes		No		No		AK336188		TC386045		Triticum aestivum cDNA, clone: SET3_H02, cultivar: Chinese Spring [AK336188]

		A_99_P435397		6.5231056		6.756645		5.8896694		6.672193		8.159429		9.210507		9.500587		8.154944		8.621825		9.069893		9.822112		7.592303		3.1087248		5.4788084		12.217846		2.7948122		4.283291		4.9700065		15.268037		1.8922592		1.636323		2.4538622		3.610918		1.4827514		2.0987196		2.3132477		3.9324427		0.92010975		Yes		Yes		Yes		TC392871		TC392871		Rep: Nitrate transporter - Xerophyta humilis, partial (47%) [TC392871]

		A_99_P430342		14.176412		14.038913		14.155064		13.864086		13.839649		13.228123		12.664603		14.185722		13.39754		13.951007		12.883899		14.277179		-1.2629193		-1.7541718		-2.8097863		1.2497472		-1.7157882		-1.0628264		-2.4135637		1.3315371		-0.33676243		-0.81079006		-1.4904604		0.3216362		-0.77887154		-0.087905884		-1.2711649		0.4130926		No		Yes		Yes		0		0		0

		A_99_P438292		13.787048		13.860507		13.138965		13.518715		12.833079		13.081543		12.16013		12.005275		12.800739		13.248085		11.768505		13.379758		-1.9371947		-1.7158983		-1.9708734		-2.8549		-1.9811101		-1.5288236		-2.585529		-1.1011088		-0.953969		-0.77896404		-0.9788351		-1.5134401		-0.98630905		-0.612422		-1.3704596		-0.13895702		Yes		No		No		TA55544_4565		TC395027		Rep: Argonaute-like protein - Chlamydomonas reinhardtii, partial (3%) [TC395027]

		A_99_P565347		10.442427		9.874253		11.417537		11.042382		10.440144		9.666464		10.257003		10.595432		10.1905		9.739445		10.565858		10.898456		-1.0015838		-1.1549172		-2.2354014		-1.3631554		-1.1907961		-1.0979471		-1.8045996		-1.1049082		-0.0022830963		-0.20778942		-1.1605339		-0.44694996		-0.25192642		-0.13480854		-0.85167885		-0.14392662		No		Yes		Yes		TC458106		TC458106		Rep: Chromosome undetermined scaffold_504, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC458106]

		A_99_P204366		5.9001994		6.5688186		6.6249733		6.9993224		6.2616706		7.280474		7.6884685		6.781092		6.551506		7.118389		7.7198253		6.7377114		1.2847353		1.6376824		2.0899887		-1.1633056		1.57059		1.46365		2.1359117		-1.1988167		0.36147118		0.7116556		1.0634952		-0.21823025		0.6513066		0.54957056		1.094852		-0.26161098		No		Yes		Yes		TA52361_4565		TC387098		Rep: ATP-citrate lyase/succinyl-CoA ligase - Medicago truncatula (Barrel medic), partial (23%) [TC387098]

		A_99_P433577		5.343502		5.6635666		6.2224946		6.1032996		6.3279285		7.4571357		7.2458844		6.109628		7.313259		7.0629687		7.8183913		6.783114		1.9785266		3.4667146		2.0326893		1.0043963		3.9170215		2.6379225		3.0228233		1.6019336		0.9844265		1.7935691		1.0233898		0.0063285828		1.9697571		1.3994021		1.5958967		0.67981434		Yes		Yes		Yes		BT009296		TC391381		Triticum aestivum clone wlm1.pk0005.g3:fis, full insert mRNA sequence [BT009296]

		A_99_P223026		10.920268		11.163861		10.88239		11.219501		12.195563		14.327583		12.943873		11.354038		12.745364		13.590613		13.347671		11.50524		2.4204836		8.961387		4.174153		1.097741		3.543306		5.376816		5.522343		1.2190353		1.2752953		3.163722		2.0614834		0.1345377		1.8250961		2.426752		2.4652805		0.2857399		Yes		Yes		Yes		TA59341_4565		TC383406		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (20%) [TC383406]

		A_99_P196433		8.030025		7.6478252		7.2064285		6.7004485		8.91442		9.937019		9.21374		8.412808		10.01015		9.094611		9.468623		7.7881207		1.8459911		4.88783		4.020324		3.2769642		3.9452739		2.7260008		4.797207		2.1253085		0.8843956		2.289194		2.0073118		1.7123599		1.9801254		1.4467859		2.2621946		1.0876722		Yes		Yes		Yes		TA80078_4565		TC380591		Rep: WRKY DNA binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC380591]

		A_99_P304546		6.553246		7.5787773		10.423117		8.723887		6.8012595		7.0304437		8.413386		8.080393		7.456388		6.7432213		8.782607		8.132342		1.1875708		-1.4623957		-4.0270696		-1.5621084		1.8701345		-1.7845447		-3.1177595		-1.5068597		0.2480135		-0.54833364		-2.0097303		-0.6434946		0.903142		-0.83555603		-1.6405096		-0.5915451		No		Yes		Yes		TA83019_4565		TC414162		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC414162]

		A_99_P311741		8.365348		8.604373		9.617236		8.93311		8.188959		8.080621		8.347337		8.907365		7.955133		8.418		8.323815		8.995754		-1.1300516		-1.4376895		-2.4114475		-1.0180055		-1.3288838		-1.1378992		-2.4510856		1.044378		-0.17638874		-0.5237522		-1.2698994		-0.025745392		-0.4102149		-0.18637276		-1.2934208		0.062644005		No		Yes		Yes		TA85143_4565		TC389879		0

		A_99_P271316		8.430448		8.371053		8.219384		9.118169		7.4426293		6.8190894		5.77297		7.6188445		7.6441903		6.9529233		5.583571		7.8809056		-1.9831836		-2.932159		-5.450596		-2.8271027		-1.7245946		-2.6723878		-6.2152534		-2.357509		-0.98781824		-1.5519633		-2.446414		-1.4993243		-0.78625727		-1.4181294		-2.6358132		-1.2372632		Yes		Yes		Yes		TA73337_4565		TC372534		Rep: Membrane protein - Saccharum hybrid cultivar H65-7052, partial (74%) [TC372534]

		A_99_P240816		14.716785		14.844551		15.408267		15.26755		14.347931		13.8980055		14.073449		15.516647		15.027789		13.805324		14.362312		15.064988		-1.2913271		-1.9272525		-2.5224364		1.1884629		1.2405704		-2.055127		-2.0647323		-1.1507404		-0.36885452		-0.9465456		-1.3348179		0.24909687		0.31100368		-1.0392275		-1.0459547		-0.20256233		No		Yes		Yes		TA64693_4565		0		0

		A_99_P074255		5.727968		5.6520615		6.481831		5.7841797		5.6637654		4.753671		5.557461		4.537649		5.140058		4.5497828		4.5496745		4.5008473		-1.0455071		-1.8639851		-1.8978556		-2.3727014		-1.5030679		-2.1469352		-3.8162522		-2.4340053		-0.064202785		-0.8983903		-0.9243703		-1.2465305		-0.5879102		-1.1022787		-1.9321566		-1.2833323		Yes		Yes		Yes		CB307696		0		HFIG681 Hessian fly infested cDNA library Triticum aestivum cDNA, mRNA sequence [CB307696]

		A_99_P461867		1.314453		1.2900621		2.4543905		3.0331528		2.5951192		6.237387		5.760284		5.475289		4.679678		3.712822		6.176699		5.828729		2.4295115		30.852709		9.889471		5.434458		10.304659		5.3619585		13.19856		6.943083		1.2806662		4.947325		3.3058934		2.442136		3.3652248		2.42276		3.7223086		2.7955763		Yes		Yes		Yes		TC411743		TC411743		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC411743]

		A_99_P119110		8.290626		8.759574		8.818088		8.968526		8.048974		7.64074		6.7625866		8.95505		7.7642455		8.491779		6.8954444		8.947532		-1.1823454		-2.1717138		-4.1568794		-1.0093842		-1.4403107		-1.203966		-3.7911701		-1.0146585		-0.24165154		-1.118834		-2.055501		-0.013475418		-0.52638006		-0.2677946		-1.9226432		-0.020994186		No		Yes		Yes		CJ668177		TC441464		CJ668177 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv13o19 5', mRNA sequence [CJ668177]

		A_99_P077360		1.3822094		1.5600048		1.8953456		1.3933879		1.3441025		1.3582243		4.650993		2.6287415		2.3062897		1.3986434		5.771521		2.8579795		-1.0267656		-1.1501169		6.7535553		2.3543904		1.8974742		-1.118342		14.684023		2.7598534		-0.03810692		-0.20178056		2.7556472		1.2353536		0.92408025		-0.16136146		3.8761754		1.4645916		Yes		Yes		Yes		CV765010		0		FGAS059395 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765010]

		A_99_P491802		3.6114397		3.1417253		1.4566394		2.9380262		3.606572		3.255389		3.853114		3.489958		2.382465		3.1844265		3.4729984		3.5202763		-1.0033798		1.0819724		5.265149		1.4660475		-2.3440037		1.0300406		4.0456147		1.4971825		-0.004867792		0.11366367		2.3964744		0.55193186		-1.2289748		0.042701244		2.0163589		0.5822501		No		Yes		Yes		TC421678		TC421678		0

		A_99_P334846		9.894052		9.641938		8.494704		8.321723		8.392546		8.239665		7.8949065		7.3807864		8.2116375		9.116675		7.7419076		8.599681		-2.8313808		-2.6431773		-1.5155041		-1.919774		-3.2096457		-1.4391958		-1.6850561		1.2124774		-1.5015059		-1.4022732		-0.5997977		-0.94093657		-1.682414		-0.52526283		-0.75279665		0.27795792		Yes		No		No		TA92006_4565		TC425347		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC425347]

		A_99_P320681		6.7750854		6.3411202		5.7951226		5.923077		6.8037395		7.630865		7.3681703		6.0961556		7.8413196		6.95147		7.489969		6.2109776		1.0200601		2.444848		2.9753258		1.1274618		2.0939603		1.5266292		3.2374237		1.2208623		0.028654099		1.2897449		1.5730476		0.17307854		1.0662341		0.61034966		1.6948462		0.28790045		No		Yes		Yes		TA87736_4565		TC448079		Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat), partial (63%) [TC448079]

		A_99_P357551		10.757188		10.432617		9.910024		10.035099		9.830052		9.298338		8.576908		8.659915		9.467265		9.694976		8.349664		9.725437		-1.9014968		-2.1950886		-2.5194619		-2.59401		-2.4451497		-1.6674474		-2.9492743		-1.2394172		-0.92713547		-1.1342793		-1.3331156		-1.375184		-1.2899227		-0.73764133		-1.56036		-0.30966187		Yes		No		No		TA99165_4565		TC427186		Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC427186]

		A_99_P222576		3.4246979		3.3763294		3.911252		2.8104572		7.404901		10.550689		8.531789		6.176491		8.678044		8.497024		7.912146		6.1005116		15.781945		144.44328		24.599154		10.310437		38.143		34.79225		16.009918		9.78149		3.9802032		7.1743593		4.620537		3.3660336		5.2533464		5.120694		4.000894		3.2900543		Yes		Yes		Yes		TA59212_4565		TC393117		Rep: Chitinase II - Triticum aestivum (Wheat), partial (70%) [TC393117]

		A_99_P226696		7.1032977		7.250173		6.6943336		6.97311		7.1856008		6.349724		5.342888		6.543556		6.016462		6.59963		4.6206555		6.4863715		1.0587068		-1.8666472		-2.551677		-1.3468171		-2.1240766		-1.5697591		-4.209585		-1.4012736		0.08230305		-0.9004493		-1.3514457		-0.429554		-1.0868359		-0.6505432		-2.073678		-0.48673868		Yes		No		No		CK210229		TC409095		FGAS022027 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210229]

		A_99_P405302		2.369546		1.8090893		2.0129921		1.6622394		2.4807298		3.995746		2.539776		2.9688883		3.0390692		3.099202		2.35777		4.067586		1.0801142		4.552492		1.440714		2.4736629		1.5905472		2.4454715		1.2699554		5.2976274		0.11118388		2.1866565		0.52678394		1.3066489		0.66952324		1.2901126		0.34477782		2.4053464		Yes		No		No		TA111726_4565		TC423983		0

		A_99_P348051		5.8562913		5.8816853		6.2443104		5.7631		5.4493995		5.074013		5.063706		5.1550307		5.3110585		5.5524197		5.34301		5.496502		-1.3258263		-1.7503847		-2.2667172		-1.5242182		-1.4592558		-1.2563736		-1.8677487		-1.202968		-0.40689182		-0.807672		-1.1806045		-0.6080694		-0.5452328		-0.3292656		-0.90130043		-0.26659822		No		Yes		Yes		TA96119_4565		TC405874		Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC405874]

		A_99_P133120		1.3282758		1.6497197		1.3732461		1.8856865		4.7361903		3.792696		2.6662276		1.514894		4.3793545		2.7876565		4.1351204		1.3849854		10.614133		4.416723		2.4503393		-1.2930629		8.288315		2.200661		6.7827682		-1.414901		3.4079146		2.1429763		1.2929815		-0.3707925		3.0510788		1.1379368		2.7618742		-0.50070107		Yes		Yes		Yes		CJ631651		TC406737		CJ631651 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs8j08 5', mRNA sequence [CJ631651]

		A_99_P211026		15.465365		15.390754		13.116333		13.785843		15.154101		14.49073		11.08109		14.840657		15.419968		14.633086		11.216655		13.714269		-1.2407944		-1.8660964		-4.098918		2.0774508		-1.0319676		-1.6907549		-3.7312996		-1.0508627		-0.31126404		-0.90002346		-2.035243		1.0548143		-0.04539776		-0.75766754		-1.8996782		-0.07157421		No		Yes		Yes		TA54447_4565		TC407422		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC407422]

		A_99_P116035		4.6032557		3.8987076		4.7377825		5.1149406		5.134812		5.170032		9.692429		7.1706123		5.9239807		5.5839057		10.113735		6.684885		1.4454875		2.4138305		31.009666		4.1573715		2.497916		3.2158453		41.52628		2.9689326		0.5315561		1.2713244		4.954646		2.0556717		1.320725		1.6851981		5.3759527		1.5699444		Yes		No		No		CJ692214		TC451925		CJ692214 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd8g24 5', mRNA sequence [CJ692214]

		A_99_P248846		13.435921		12.981072		12.932027		12.963717		13.478653		11.849617		11.485348		12.079215		12.317084		12.612529		10.758091		12.610362		1.0300628		-2.1907964		-2.7257988		-1.8461277		-2.1717174		-1.2910489		-4.512528		-1.2775284		0.04273224		-1.1314554		-1.4466791		-0.8845024		-1.1188364		-0.36854362		-2.173936		-0.3533554		Yes		No		No		AK331877		TC371208		Triticum aestivum cDNA, clone: WT002_J12, cultivar: Chinese Spring [AK331877]

		A_99_P526692		6.3089848		6.117205		6.55291		6.3675733		5.4205203		4.9657993		5.023808		5.180084		6.553398		5.3525767		5.812815		5.6677155		-1.8512048		-2.2213025		-2.8860612		-2.27756		1.184611		-1.6989324		-1.6702855		-1.6243446		-0.88846445		-1.1514058		-1.5291018		-1.187489		0.24441338		-0.7646284		-0.74009466		-0.6998577		Yes		No		No		CO346126		TC443251		Rep: ESTs AU078251 - Oryza sativa subsp. japonica (Rice), partial (64%) [TC443251]

		A_99_P145772		7.8745646		6.574777		6.034138		7.1598687		8.676723		9.528714		7.646913		8.136827		9.139686		8.688412		7.9828544		7.9849567		1.7437073		7.7486076		3.0583951		1.9683118		2.4034736		4.327802		3.8603086		1.7716432		0.8021579		2.953937		1.6127748		0.97695875		1.265121		2.1136346		1.9487162		0.825088		Yes		Yes		Yes		CJ902900		TC377874		CJ902900 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles2g14 5', mRNA sequence [CJ902900]

		A_99_P344036		6.079228		6.580707		8.676118		7.414577		6.02023		6.240607		7.0745473		7.3312907		5.8523884		6.7189946		7.0817847		7.3100686		-1.0417421		-1.2658446		-3.0347352		-1.0594286		-1.1702685		1.100598		-3.0195491		-1.075128		-0.058998108		-0.3401003		-1.6015706		-0.083286285		-0.22683954		0.13828754		-1.5943332		-0.1045084		No		Yes		Yes		TA94883_4565		TC404257		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC404257]

		A_99_P526882		6.38512		6.433191		6.237926		5.9272118		7.1147246		7.9341464		7.3172283		6.5752444		7.7989674		7.2436357		7.6779466		6.212712		1.6581848		2.8303013		2.113014		1.5670298		2.6644678		1.7537521		2.7132473		1.2188326		0.7296047		1.5009556		1.0793023		0.64803267		1.4138474		0.81044483		1.4400206		0.28550005		No		Yes		Yes		TC444636		TC444636		Rep: Spermidine synthase - Nocardia farcinica, partial (3%) [TC444636]

		A_99_P118450		5.7079873		5.435177		6.9939938		6.1023498		6.297697		7.371119		9.033027		6.6941476		7.0260415		6.3270984		9.457317		6.0556526		1.504944		3.8262792		4.1096997		1.5071237		2.4932961		1.855646		5.5148573		-1.0328976		0.58970976		1.9359422		2.039033		0.5917978		1.3180542		0.8919215		2.4633236		-0.04669714		Yes		Yes		Yes		CJ688843		TC458122		CJ688843 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd15j19 5', mRNA sequence [CJ688843]

		A_99_P356796		8.322118		7.738093		9.494557		10.272179		9.938801		11.081017		10.786605		10.597781		10.964068		9.785951		11.319096		10.612952		3.0666914		10.146594		2.4487534		1.2531877		6.2417502		4.1349154		3.5419362		1.2664355		1.616683		3.3429236		1.2920475		0.32560253		2.6419506		2.0478578		1.8245382		0.34077358		Yes		Yes		Yes		TA98913_4565		TC386290		0

		A_99_P323596		9.460898		9.01358		9.233429		9.523197		9.563746		10.432072		9.7318735		9.5234785		10.033814		9.663039		10.136594		9.6925125		1.0738914		2.6730585		1.4126897		1.000195		1.4875271		1.5685798		1.870164		1.1245247		0.10284805		1.4184914		0.49844456		2.81E-04		0.57291603		0.6494589		0.90316486		0.16931534		No		Yes		Yes		TA88616_4565		TC379702		0

		A_99_P465642		12.954894		13.406621		13.249805		13.607123		12.358814		11.768674		12.4516115		12.898552		11.601283		12.587174		11.541355		13.594573		-1.5116036		-3.1122265		-1.7389228		-1.6341851		-2.5555096		-1.7647289		-3.268096		-1.0087372		-0.5960798		-1.6379471		-0.79819393		-0.70857143		-1.353611		-0.81944656		-1.7084503		-0.012550354		No		Yes		Yes		AK332332		TC413705		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P429347		13.57238		13.850137		13.7692995		13.719678		14.235808		15.398812		14.555516		14.169858		14.667815		15.141835		15.257241		14.031232		1.5838419		2.9254844		1.7245462		1.3662107		2.1367753		2.4481611		2.8048851		1.2410437		0.6634283		1.5486755		0.78621674		0.45018005		1.0954351		1.2916985		1.4879417		0.31155396		Yes		Yes		Yes		TA63772_4565		TC387943		Rep: Calmodulin - Zea mays (Maize), complete [TC387943]

		A_99_P005951		7.548515		5.750538		6.770534		5.6499634		11.242469		11.579056		10.778577		7.467956		12.988242		10.341125		11.277812		7.0789237		12.941689		56.827522		16.089447		3.5259027		43.403133		24.093744		22.741854		2.692526		3.693954		5.828518		4.008043		1.8179927		5.4397273		4.5905867		4.507278		1.4289603		Yes		Yes		Yes		BQ744001		TC432498		WHE4110_F04_K08ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_F04_K08, mRNA sequence [BQ744001]

		A_99_P196568		6.1834717		5.3894615		5.1899304		5.066637		7.4797187		7.005526		6.42239		5.3205104		8.141682		7.2700005		6.810409		5.885878		2.4558918		3.065377		2.3496723		1.1924042		3.8857956		3.6821258		3.0747702		1.7644775		1.296247		1.6160645		1.2324595		0.25387335		1.95821		1.880539		1.6204786		0.81924105		Yes		Yes		Yes		DR741385		0		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		A_99_P487232		5.759756		6.4536285		7.1297345		6.9298973		5.8504043		5.582905		6.8829913		7.082415		4.534773		6.2141724		6.0455685		7.0349956		1.0648485		-1.82858		-1.1865256		1.1115075		-2.3375273		-1.1805476		-2.1201496		1.0755676		0.090648174		-0.8707237		-0.2467432		0.1525178		-1.2249832		-0.23945618		-1.084166		0.10509825		No		Yes		Yes		TC425844		TC425844		Rep: Predicted protein - Ostreococcus lucimarinus (strain CCE9901), partial (6%) [TC425844]

		A_99_P135765		4.817206		4.085523		4.0425477		4.1183834		2.9654157		3.3466856		3.4407997		1.7843729		3.1637857		3.5965805		3.166379		3.267989		-3.609478		-1.6688305		-1.5175542		-5.042051		-3.1457853		-1.4034159		-1.8354944		-1.8029939		-1.8517902		-0.7388375		-0.601748		-2.3340106		-1.6534202		-0.48894262		-0.8761687		-0.8503945		Yes		No		No		DR736310		TC452431		FGAS081680 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736310]

		A_99_P228046		3.0049877		2.8203285		2.8388147		2.9472282		6.176687		7.39107		9.854889		6.423406		7.4993		7.0797405		9.833259		6.102367		9.011074		23.764591		129.43413		11.128428		22.538385		19.15185		127.507996		8.90823		3.171699		4.5707417		7.016074		3.476178		4.4943123		4.259412		6.994444		3.1551387		Yes		No		No		TA61055_4565		TC384618		Rep: Wheatwin-1 precursor - Triticum aestivum (Wheat), complete [TC384618]

		A_99_P559987		7.671476		8.036026		6.2379355		5.207905		6.7610893		6.8145165		3.809452		4.825457		6.665239		7.2639804		3.8686821		4.682917		-1.879549		-2.3319056		-5.3832726		-1.3035517		-2.008665		-1.7076894		-5.1667366		-1.4389213		-0.91038656		-1.2215095		-2.4284835		-0.38244772		-1.006237		-0.7720456		-2.3692534		-0.5249877		Yes		Yes		Yes		AK333773		TC456042		Triticum aestivum cDNA, clone: WT008_C22, cultivar: Chinese Spring [AK333773]

		A_99_P479777		6.463814		5.5308776		4.732925		5.368055		8.8657		9.678487		8.527514		6.524369		10.442282		9.555961		8.4099655		6.765722		5.284936		17.723717		13.87667		2.2288723		15.762975		16.280613		12.7908535		2.6347516		2.401886		4.147609		3.7945895		1.1563139		3.978468		4.025083		3.6770406		1.3976669		Yes		Yes		Yes		TC421985		TC421985		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC421985]

		A_99_P000576		2.4715977		2.4461994		3.8878028		3.1175728		3.1848743		5.802179		5.2172747		2.6114485		3.7341576		2.85705		5.2117724		4.1506352		1.6395235		10.238833		2.5131066		-1.4202297		2.3992107		1.3294693		2.5035403		2.0463636		0.7132766		3.3559794		1.3294718		-0.50612426		1.2625599		0.41085052		1.3239696		1.0330625		Yes		No		No		BF482605		TC431776		WHE2301-2304_K06_K06ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE2301-2304_K06_K06, mRNA sequence [BF482605]

		A_99_P415712		3.1551247		2.4699554		2.4533527		4.1228347		1.805164		3.326974		3.3356555		3.4432926		2.2575		3.271259		3.4589207		3.6134968		-2.5490518		1.8112911		1.8433151		-1.6016313		-1.8629962		1.7426751		2.0077338		-1.4233968		-1.3499607		0.8570185		0.88230276		-0.67954206		-0.89762473		0.8013036		1.005568		-0.5093379		No		Yes		Yes		TC377047		TC377047		Rep: Os07g0227700 protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC377047]

		A_99_P463632		7.093689		7.4281707		7.338428		7.301932		7.63938		8.1052065		8.2887535		7.9464116		7.6557517		7.708526		8.514342		7.645782		1.4597193		1.5988513		1.9323086		1.5631754		1.4763786		1.2144941		2.25936		1.269139		0.545691		0.6770358		0.9503255		0.64447975		0.56206274		0.28035545		1.1759143		0.34385014		No		Yes		Yes		TA84174_4565		TC412856		Rep: Chromosome undetermined scaffold_296, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC412856]

		A_99_P415907		3.097798		3.2926328		2.4799056		3.5890672		4.7535653		6.281349		4.8274627		4.524327		5.2739415		5.447655		4.987839		4.589571		3.150907		7.9376745		5.089617		1.9122347		4.5194383		4.4537554		5.688048		2.0006986		1.6557672		2.9887164		2.347557		0.9352596		2.1761434		2.1550224		2.5079336		1.0005038		Yes		No		No		TC377201		TC377201		Rep: Os10g0125300 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC377201]

		A_99_P263516		10.261596		9.225774		10.414361		9.496841		11.340233		12.414626		11.951549		11.088016		12.462655		10.816157		12.453069		10.865054		2.11204		9.118853		2.9022818		3.0129445		4.5981684		3.011294		4.108773		2.5815055		1.0786371		3.1888523		1.5371876		1.5911741		2.2010593		1.5903835		2.0387077		1.3682127		Yes		Yes		Yes		TA70991_4565		TC443159		0

		A_99_P584847		8.697724		7.074735		6.4112735		7.113775		7.5545783		6.6124763		4.964192		4.6158166		7.300178		7.0506463		4.753774		5.936175		-2.2086213		-1.3776972		-2.7265594		-5.648854		-2.6345313		-1.0168374		-3.1546924		-2.2620015		-1.143146		-0.46225882		-1.4470816		-2.4979582		-1.3975463		-0.02408886		-1.6574993		-1.1775999		Yes		No		No		AB100035		TC382658		Triticum aestivum TaGlu1a mRNA for beta-glucosidase, complete cds [AB100035]

		A_99_P037589		9.681114		8.859512		8.925029		9.330012		10.470505		11.551469		10.268842		9.800044		11.353249		10.38805		10.577117		9.831664		1.7283442		6.4618917		2.5382125		1.38514		3.1868572		2.8849328		3.142882		1.4158336		0.78939056		2.6919565		1.343813		0.47003174		1.6721344		1.5285378		1.6520882		0.50165176		Yes		Yes		Yes		BQ744506		TC409203		WHE4116_D05_H10ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4116_D05_H10, mRNA sequence [BQ744506]

		A_99_P427482		6.2611976		6.3058286		6.063417		6.775192		5.8631644		5.3004537		4.5251083		5.5430455		5.590609		5.5214806		3.9444554		6.233228		-1.3177103		-2.0074651		-2.904538		-2.349162		-1.5917221		-1.7223138		-4.3438115		-1.4559528		-0.39803314		-1.0053749		-1.5383086		-1.2321463		-0.6705885		-0.784348		-2.1189616		-0.5419636		Yes		Yes		Yes		DR740116		TC386569		Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley), partial (98%) [TC386569]

		A_99_P236041		10.870917		10.253835		10.186219		10.375648		9.75153		9.143847		9.677395		8.796455		9.43641		9.647284		9.240052		10.2342005		-2.1725473		-2.1584375		-1.4228902		-2.988025		-2.7028985		-1.522615		-1.9267468		-1.1030109		-1.1193876		-1.1099873		-0.50882435		-1.5791922		-1.4345074		-0.6065512		-0.946167		-0.14144707		Yes		No		No		AK331887		TC417711		Triticum aestivum cDNA, clone: WT002_J22, cultivar: Chinese Spring [AK331887]

		A_99_P234336		8.615803		8.095814		7.892208		7.3387985		9.505753		9.40894		13.2389145		10.994615		10.623159		9.982781		12.950192		10.374471		1.8531116		2.4847946		40.692932		12.604055		4.020449		3.6985703		33.31233		8.200274		0.8899498		1.3131266		5.3467064		3.655816		2.0073566		1.8869677		5.0579844		3.0356722		Yes		Yes		Yes		TA62837_4565		0		0

		A_99_P269971		4.2489905		3.2520778		2.9317408		3.2235231		2.8562186		1.6190392		6.1043377		1.8802754		2.8832886		2.7894466		4.3974595		2.3382497		-2.625827		-3.101656		9.016684		-2.5372186		-2.5770168		-1.3780528		2.7620103		-1.8471147		-1.392772		-1.6330386		3.172597		-1.3432478		-1.3657019		-0.46263123		1.4657187		-0.88527346		No		Yes		Yes		TA72937_4565		TC452270		Rep: OJ991214_12.12 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC414675]

		A_99_P340276		11.739215		10.386149		7.9478035		10.347819		11.535926		11.67477		10.229533		10.521352		11.979627		11.006291		10.711532		10.62888		-1.1513201		2.4429443		4.862606		1.1278166		1.1813297		1.5370264		6.79149		1.2150875		-0.20328903		1.288621		2.2817297		0.17353249		0.24041176		0.620142		2.7637281		0.28106022		No		Yes		Yes		TA93692_4565		0		0

		A_99_P134410		4.831619		3.989672		4.0595827		4.21417		3.0495503		3.6015131		3.030317		3.0248883		3.2780762		3.2793543		3.6640542		2.776502		-3.4391892		-1.3087221		-2.040985		-2.2803917		-2.9353704		-1.6361643		-1.3154246		-2.7088268		-1.7820685		-0.3881588		-1.0292656		-1.1892817		-1.5535426		-0.7103176		-0.39552855		-1.4376681		Yes		No		No		TA111462_4565		0		0

		A_99_P288216		6.6518245		7.3792768		6.5852485		6.920864		6.845513		7.646656		7.7640457		7.482822		6.7416005		7.691316		7.7995973		7.4019585		1.1436839		1.2036194		2.2638795		1.4762713		1.0642049		1.2414614		2.3203602		1.395802		0.1936884		0.26737928		1.1787972		0.56195784		0.08977604		0.31203938		1.2143488		0.48109436		No		Yes		Yes		TA78292_4565		TC379317		Rep: Os01g0593500 protein - Oryza sativa subsp. japonica (Rice), partial (84%) [TC379317]

		A_99_P649022		4.033105		3.343815		2.8735063		3.249369		3.251917		2.8159523		7.1391435		2.8585956		3.820964		2.882405		6.443394		2.2918456		-1.7185454		-1.4417918		19.234673		-1.311096		-1.1584059		-1.3768868		11.875266		-1.9419733		-0.781188		-0.5278628		4.2656374		-0.3907733		-0.2121408		-0.46141005		3.5698879		-0.95752335		No		Yes		Yes		AF005089		TC461225		Triticum aestivum phenylalanine ammonia lyase (War7.2) mRNA, partial cds [AF005089]

		A_99_P543487		5.0798244		4.9189153		7.882562		5.070043		6.46821		8.149845		7.721859		5.8875465		7.0261955		6.239783		8.219009		5.7611594		2.617856		9.388729		-1.1178318		1.7623537		3.8540387		2.498163		1.2626433		1.6145324		1.3883858		3.2309299		-0.16070318		0.81750345		1.9463711		1.3208675		0.33644724		0.69111633		Yes		No		No		AF104107		TC449824		Triticum aestivum small heat shock protein Hsp23.5 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104107]

		A_99_P028994		2.2869549		1.2691323		1.9731878		1.885986		1.9221712		8.8670845		7.741951		3.9191198		5.777063		5.4676547		7.9733467		3.7428815		-1.2876885		193.73656		54.521866		4.09293		11.236401		18.360361		64.00704		3.6222737		-0.36478364		7.5979524		5.768763		2.033134		3.490108		4.1985226		6.000159		1.8568956		Yes		Yes		Yes		BM140585		TC445155		WHE0485_d08_h15zS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0485_d08_h15, mRNA sequence [BM140585]

		A_99_P119894		7.639244		7.5907083		6.6107306		7.046907		6.69331		6.2287292		5.492754		6.263263		6.5133233		7.250704		5.6418204		6.804704		-1.9264361		-2.5703752		-2.1704237		-1.7214732		-2.1824079		-1.2657605		-1.9573615		-1.1827972		-0.9459343		-1.361979		-1.1179767		-0.7836437		-1.1259208		-0.34000444		-0.9689102		-0.24220276		Yes		Yes		Yes		CJ731962		0		CJ731962 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh5p01 5', mRNA sequence [CJ731962]

		A_99_P555822		11.648201		11.590238		10.669379		11.191326		11.135307		10.323855		10.1609535		10.470548		10.627319		11.523094		10.449679		10.576191		-1.4269093		-2.4055758		-1.4224972		-1.648071		-2.0291586		-1.0476403		-1.1644913		-1.5317016		-0.5128937		-1.2663822		-0.5084257		-0.72077847		-1.0208817		-0.06714344		-0.21969986		-0.6151352		No		Yes		Yes		TA70588_4565		TC451101		Rep: Ribulose bisphosphate carboxylase large chain - Doryanthes palmeri, partial (19%) [TC451101]

		A_99_P408737		11.757968		11.6922		11.4642		11.701626		11.21441		10.447087		9.599565		11.245865		11.229436		10.940122		9.593198		11.30667		-1.4575629		-2.3703701		-3.641759		-1.371506		-1.4424607		-1.684217		-3.657866		-1.3149023		-0.5435581		-1.2451124		-1.8646355		-0.45576096		-0.528532		-0.75207806		-1.8710022		-0.39495564		Yes		Yes		Yes		TC370775		TC370775		Rep: Remorin 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (78%) [TC370775]

		A_99_P459692		14.692342		14.4179945		15.025844		14.873004		15.345038		16.480753		15.46896		15.19207		16.597357		15.312898		16.292097		14.799499		1.572104		4.1778436		1.3595377		1.2475227		3.745128		1.8594851		2.4053612		-1.0522703		0.6526966		2.0627584		0.4431162		0.31906605		1.905015		0.8949032		1.2662535		-0.0735054		No		Yes		Yes		EU082065		TC410333		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		A_99_P566792		6.0141487		7.121031		7.4471717		6.7344537		5.2741103		4.1093497		6.268749		4.7976837		4.119744		6.1334343		5.7247524		6.680242		-1.6702203		-8.065037		-2.2632916		-3.8284752		-3.717686		-1.9828788		-3.2998931		-1.0382916		-0.7400384		-3.011681		-1.1784225		-1.93677		-1.8944049		-0.9875965		-1.7224193		-0.054211617		Yes		No		No		CJ608690		TC458658		Rep: Predicted protein - Aspergillus terreus (strain NIH 2624), partial (9%) [TC458658]

		A_99_P230586		14.781543		14.759915		14.932107		15.643727		15.049382		15.816516		17.161406		16.139448		15.361748		15.342816		17.31725		16.061363		1.2040033		2.0800245		4.6890597		1.4100251		1.4950616		1.4978582		5.2239547		1.335737		0.26783943		1.0566006		2.2292986		0.49572086		0.58020496		0.582901		2.3851423		0.41763592		Yes		Yes		Yes		TA61666_4565		0		0

		A_99_P388767		1.4495159		1.4108654		2.7761621		2.0381138		2.1575966		2.118748		3.8046665		3.423329		3.0281181		1.8264561		4.4253325		3.2185276		1.6336293		1.633405		2.0399084		2.6121094		2.9868033		1.3338447		3.1365323		2.2664175		0.70808065		0.7078825		1.0285044		1.3852153		1.5786022		0.41559064		1.6491704		1.1804137		Yes		No		No		TA107688_4565		TC417057		Rep: Chromosome undetermined scaffold_744, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC417057]

		A_99_P239741		11.535588		12.30722		8.930271		11.705405		10.655337		11.044751		8.470802		10.52634		10.051177		11.579987		7.3553486		11.426613		-1.8406954		-2.39906		-1.3750355		-2.2643008		-2.7980297		-1.655462		-2.979195		-1.213179		-0.88025093		-1.2624693		-0.45946884		-1.1790657		-1.4844112		-0.7272339		-1.5749226		-0.27879238		Yes		No		No		TA64366_4565		TC457432		0

		A_99_P297491		7.8042626		7.857022		7.617269		7.491352		7.7402387		7.6259995		8.5830145		7.7621665		8.212108		7.7745743		8.699657		7.7162423		-1.0453775		-1.1736664		1.9530724		1.2064887		1.3267026		-1.0588127		2.1175387		1.1686883		-0.06402397		-0.23102236		0.96574545		0.27081442		0.40784502		-0.08244753		1.0823884		0.22489023		No		Yes		Yes		TA80947_4565		0		0

		A_99_P431472		5.7519507		7.2599654		4.8653407		6.154881		5.351429		6.284563		6.5328937		6.2907867		5.151398		6.763684		6.2208805		6.4225183		-1.3199852		-1.9661895		3.176753		1.0987824		-1.5162972		-1.4105732		2.5589285		1.2038347		-0.40052176		-0.97540236		1.667553		0.13590574		-0.60055256		-0.49628162		1.3555398		0.26763725		No		Yes		Yes		TA70902_4565		TC389710		Rep: Os09g0498800 protein - Oryza sativa subsp. japonica (Rice), partial (50%) [TC389710]

		A_99_P073020		3.069825		4.939008		6.1316376		4.4264827		3.4903076		4.762491		4.5214043		4.305998		4.1950407		4.477304		4.5398464		3.7214603		1.3383752		-1.1301521		-3.0530121		-1.0871001		2.1813416		-1.3771677		-3.0142334		-1.6301699		0.42048264		-0.17651701		-1.6102333		-0.12048483		1.1252158		-0.46170425		-1.5917912		-0.70502234		No		Yes		Yes		BQ903908		0		Ta03_16d12_R Ta03_AAFC_ECORC_Fusarium_graminearum_inoculated_wheat_heads Triticum aestivum cDNA clone Ta03_16d12, mRNA sequence [BQ903908]

		A_99_P100415		4.5555577		5.308211		7.040182		6.8728356		5.5746837		8.193614		8.278199		6.634256		6.527455		5.6817985		9.029151		6.2228227		2.0266907		7.389123		2.358741		-1.1798307		3.9228363		1.2955706		3.9695318		-1.5691823		1.0191259		2.8854032		1.2380171		-0.23857975		1.9718971		0.3735876		1.9889688		-0.65001297		Yes		Yes		Yes		CD868971		TC429150		AZO2.110F05F010115 AZO2 Triticum aestivum cDNA clone AZO2110F05, mRNA sequence [CD868971]

		A_99_P149162		10.189298		9.57731		9.264548		9.330286		9.889483		10.313504		10.9046335		9.888938		11.5274935		10.242964		11.347797		9.854596		-1.2309859		1.6657763		3.1168425		1.4728923		2.5283494		1.5862874		4.237605		1.4382457		-0.29981422		0.7361946		1.6400852		0.5586519		1.3381958		0.6656542		2.083249		0.5243101		Yes		Yes		Yes		CJ849756		TC457214		CJ849756 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal13a04 5', mRNA sequence [CJ849756]

		A_99_P326036		1.374462		1.6098995		1.7783791		2.507984		1.3325101		3.565384		9.318898		6.204256		2.3693411		2.1811023		9.304841		6.738795		-1.0295057		3.8784614		186.17548		12.962501		1.9929136		1.4857618		184.37025		18.775913		-0.041951895		1.9554844		7.540519		3.6962721		0.9948791		0.57120275		7.526462		4.230811		Yes		Yes		Yes		TA89362_4565		TC431718		0

		A_99_P574802		2.7194402		3.2034943		5.71174		4.1393623		3.7331455		7.1593995		7.1982574		6.2860665		4.928407		5.722536		7.1816907		6.3139954		2.01909		15.518371		2.8021173		4.42815		4.6234407		5.7320127		2.7701242		4.514709		1.0137053		3.9559052		1.4865174		2.1467042		2.208967		2.5190418		1.4699507		2.174633		Yes		Yes		Yes		CJ595133		TC461458		0

		A_99_P093900		10.361825		10.45869		10.280949		10.34703		10.146037		9.600108		9.270891		9.938119		9.614543		9.947447		9.17833		10.007526		-1.161338		-1.8132546		-2.0139914		-1.327683		-1.6786274		-1.4252775		-2.1474407		-1.2653209		-0.21578789		-0.85858154		-1.0100574		-0.40891075		-0.747282		-0.51124287		-1.1026182		-0.3395033		No		Yes		Yes		CK209420		TC391185		FGAS021184 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209420]

		A_99_P098065		6.3945603		5.1089587		4.801592		5.1966853		6.785929		6.6351447		5.3092713		5.6105194		7.052194		5.9027734		5.500609		5.5290284		1.3116373		2.880234		1.4217615		1.3322216		1.5774932		1.7336524		1.6233983		1.2590566		0.39136887		1.526186		0.50767946		0.4138341		0.6576338		0.79381466		0.69901705		0.3323431		No		Yes		Yes		TA95372_4565		TC409145		0

		A_99_P329666		6.84384		6.31249		3.9170482		5.6891217		7.1491985		7.657438		5.0596886		6.4002395		7.7586036		6.114174		5.1677637		5.6487174		1.2357256		2.54021		2.207847		1.637072		1.88526		-1.1473584		2.379594		-1.028402		0.3053584		1.3449478		1.1426404		0.71111774		0.91476345		-0.1983161		1.2507155		-0.04040432		No		Yes		Yes		TA90439_4565		TC370892		0

		A_99_P540682		11.508835		11.52993		10.531121		10.401367		10.019805		10.018775		9.072885		9.03341		9.897056		10.636426		9.135124		10.313478		-2.8070016		-2.8503816		-2.7477233		-2.5810483		-3.0562854		-1.8576827		-2.6317036		-1.0628136		-1.4890299		-1.5111551		-1.4582367		-1.3679571		-1.6117792		-0.89350414		-1.395997		-0.08788872		Yes		No		No		TA67377_4565		TC396049		Rep: Cp31BHv - Hordeum vulgare (Barley), partial (66%) [TC396049]

		A_99_P127995		7.8708515		7.2352886		8.30936		7.5052056		9.112133		9.947911		9.635051		9.988112		9.866993		9.46062		10.144036		9.682054		2.3640842		6.555122		2.5065296		5.5902267		3.989316		4.6761827		3.5669148		4.5216455		1.2412815		2.7126226		1.3256912		2.4829068		1.9961414		2.2253313		1.8346767		2.176848		Yes		Yes		Yes		TA96601_4565		TC415425		0

		A_99_P420342		9.317207		8.555839		9.929028		9.93006		9.957927		10.772163		10.301906		9.528577		10.519904		9.693696		10.293338		9.879238		1.5591065		4.647081		1.2949336		-1.3208655		2.301695		2.2005398		1.287266		-1.0358552		0.6407194		2.2163248		0.37287807		-0.40148354		1.2026968		1.1378574		0.36431026		-0.050822258		No		Yes		Yes		TC380923		TC380923		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (57%) [TC380923]

		A_99_P030164		9.045438		9.294053		9.552751		8.49984		8.996392		8.820392		8.351384		8.053915		8.4973345		9.52304		8.13106		8.043259		-1.0345802		-1.3886292		-2.2995737		-1.362187		-1.4621621		1.1720115		-2.6789932		-1.372286		-0.049045563		-0.47366142		-1.2013664		-0.44592476		-0.54810333		0.22898674		-1.421691		-0.45658112		No		Yes		Yes		TA74236_4565		TC372278		0

		A_99_P401467		4.6919804		3.8506324		2.289586		4.5383735		7.6196237		9.38512		9.25262		7.970608		9.562062		8.394069		9.723686		7.8753495		7.608665		46.34969		124.7619		10.794577		29.244267		23.319033		172.93669		10.104851		2.9276433		5.5344877		6.9630337		3.4322348		4.870082		4.543436		7.4341		3.336976		Yes		Yes		Yes		TA110806_4565		TC442159		0

		A_99_P265531		13.732334		13.720474		13.791688		13.447498		13.349278		12.791673		12.053768		13.269875		13.487793		13.436437		12.478438		12.924769		-1.3041011		-1.9036939		-3.3355389		-1.1310195		-1.1847159		-1.2175977		-2.4850063		-1.4366702		-0.3830557		-0.92880154		-1.7379198		-0.17762375		-0.24454117		-0.2840376		-1.3132496		-0.5227289		No		Yes		Yes		AK334014		TC395635		Triticum aestivum cDNA, clone: WT008_L02, cultivar: Chinese Spring [AK334014]

		A_99_P242531		8.182067		8.073409		8.862021		8.5449		9.115867		9.408374		10.763232		9.104512		10.495842		8.456088		10.738735		9.0454		1.9103007		2.5226932		3.7352655		1.473873		4.971823		1.3037606		3.672376		1.4147035		0.93379974		1.3349648		1.9012108		0.5596123		2.313775		0.382679		1.8767138		0.5004997		Yes		No		No		TA65118_4565		TC408322		0

		A_99_P285796		12.043454		11.651833		10.729531		10.728241		10.667867		10.306397		9.448789		9.639361		10.514247		10.982385		9.621609		10.949359		-2.5947354		-2.5410683		-2.42964		-2.1270878		-2.886272		-1.5904642		-2.1553507		1.1656365		-1.3755875		-1.3454351		-1.2807426		-1.0888796		-1.5292072		-0.6694479		-1.1079226		0.22111797		Yes		No		No		AK330979		TC400860		Triticum aestivum cDNA, clone: SET5_M12, cultivar: Chinese Spring [AK330979]

		A_99_P491142		3.347292		3.4733741		3.4409828		4.0486336		5.798469		4.1161537		5.942976		5.95126		5.396581		4.2525654		5.207071		4.5631948		5.4686213		1.5613344		5.6646748		3.7389328		4.13902		1.7161685		3.401304		1.4285595		2.4511771		0.6427796		2.5019932		1.9026265		2.0492892		0.77919126		1.766088		0.5145612		Yes		No		No		BJ285849		0		0

		A_99_P449567		5.9828324		5.468723		6.5418663		6.125033		5.9469743		5.1433344		5.637338		4.7989235		4.9809937		5.1229057		4.8643513		4.836571		-1.0251664		-1.2530018		-1.8719321		-2.5072563		-2.0025506		-1.2708706		-3.198765		-2.4426746		-0.035858154		-0.32538843		-0.90452814		-1.3261094		-1.0018387		-0.3458171		-1.677515		-1.2884617		Yes		No		No		TC403399		TC403399		Rep: Response regulator - Zea mays (Maize), partial (61%) [TC403399]

		A_99_P287801		8.190918		7.7872353		7.5310097		8.343841		7.96565		7.7883854		8.905597		7.501448		8.6661415		7.6948967		8.718299		8.150746		-1.1689943		1.0007975		2.5929368		-1.7930211		1.3901336		-1.0660969		2.2772446		-1.143213		-0.22526789		0.0011501312		1.374587		-0.84239244		0.47522354		-0.09233856		1.1872892		-0.19309425		No		Yes		Yes		AK334323		TC388470		Triticum aestivum cDNA, clone: WT009_L07, cultivar: Chinese Spring [AK334323]

		A_99_P393962		5.417742		5.3656406		6.1230626		5.567099		5.2562943		4.598063		4.9976325		5.051741		5.002026		5.213757		5.296074		5.3074117		-1.1184087		-1.7024089		-2.181666		-1.4293487		-1.3339603		-1.1110191		-1.7739787		-1.1972193		-0.16144753		-0.76757765		-1.1254301		-0.515358		-0.4157157		-0.1518836		-0.8269887		-0.25968742		No		Yes		Yes		TA108960_4565		TC455115		0

		A_99_P360366		10.938882		10.520543		10.940292		11.095555		10.921638		9.887881		9.102978		10.503372		10.685032		10.57692		9.778729		10.701389		-1.0120246		-1.5504229		-3.5734425		-1.5075263		-1.1923848		1.0398507		-2.2369964		-1.3141829		-0.017244339		-0.6326618		-1.8373146		-0.5921831		-0.25384998		0.056376457		-1.1615629		-0.394166		No		Yes		Yes		TA100119_4565		TC374609		Rep: Fatty aldehyde dehydrogenase 1 - Zea mays (Maize), partial (34%) [TC374609]

		A_99_P152292		4.950686		4.1520696		4.977928		5.997004		6.4018188		6.042438		6.4147553		7.4103756		5.6949143		5.4108906		6.587351		6.4705176		2.7342265		3.707299		2.7072482		2.6635892		1.6750782		2.393001		3.0512972		1.388487		1.4511328		1.8903685		1.4368272		1.4133716		0.74422836		1.258821		1.6094227		0.4735136		Yes		No		No		CJ853697		TC432893		CJ853697 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal29k09 5', mRNA sequence [CJ853697]

		A_99_P483017		10.462989		10.656151		10.431016		10.799614		9.541459		9.737156		9.540175		9.494301		9.440732		10.126209		8.920102		10.739848		-1.8941227		-1.8907975		-1.8542562		-2.4713736		-2.0310938		-1.4438707		-2.849905		-1.0422965		-0.92152977		-0.9189949		-0.89084053		-1.3053131		-1.0222569		-0.52994156		-1.5109138		-0.059765816		Yes		No		No		AK332776		TC423647		Triticum aestivum cDNA, clone: WT004_N15, cultivar: Chinese Spring [AK332776]

		A_99_P196518		7.966358		7.9572883		9.940995		9.651802		7.0657153		7.165624		8.559716		9.155265		8.122176		6.72592		8.523582		9.610243		-1.8668977		-1.73107		-2.6049922		-1.4108232		1.1140531		-2.3478954		-2.6710608		-1.0292256		-0.9006429		-0.7916641		-1.381279		-0.4965372		0.15581799		-1.2313681		-1.4174128		-0.04155922		No		Yes		Yes		CD866662		0		AZO2.104B07F001128 AZO2 Triticum aestivum cDNA clone AZO2104B07, mRNA sequence [CD866662]

		A_99_P202706		12.1811285		11.239597		13.027152		12.723262		11.06718		10.235242		11.872943		12.344762		11.776345		9.529381		12.1313715		12.247754		-2.1643724		-2.006047		-2.225623		-1.2999895		-1.32389		-3.2720993		-1.8606163		-1.3904074		-1.1139488		-1.0043554		-1.1542091		-0.37849998		-0.40478325		-1.7102165		-0.89578056		-0.47550774		No		Yes		Yes		TA51822_4565		TC376436		0

		A_99_P193608		4.503745		4.192442		5.501222		5.342327		4.0241675		3.5809014		4.726858		4.1616707		3.5129995		3.2677448		3.381334		4.431276		-1.3943353		-1.5278898		-1.7104359		-2.266799		-1.9872117		-1.8982857		-4.3466024		-1.8804152		-0.47957754		-0.61154056		-0.774364		-1.1806564		-0.99074554		-0.92469716		-2.119888		-0.9110513		Yes		No		No		CJ860037		TC441325		CJ860037 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal9l20 5', mRNA sequence [CJ860037]

		A_99_P375912		5.105749		4.1952167		4.742968		5.4237075		6.563427		6.845571		6.506651		6.010195		6.919475		5.970835		6.8691235		5.6572356		2.746659		6.278215		3.3956385		1.5015862		3.5154903		3.4238477		4.3655257		1.1757066		1.4576778		2.6503544		1.7636828		0.5864873		1.813726		1.7756186		2.1261554		0.23352814		Yes		No		No		TA104544_4565		TC422116		0

		A_99_P548177		6.5709934		6.550616		6.0785275		6.0717316		5.2568955		5.604216		5.1082473		4.7578673		6.1970325		6.083229		5.675264		5.7273974		-2.486468		-1.9270576		-1.959221		-2.4860654		-1.295906		-1.3826028		-1.3224962		-1.2695649		-1.3140979		-0.9463997		-0.9702802		-1.3138642		-0.37396097		-0.46738672		-0.40326357		-0.34433413		Yes		No		No		CA735086		TC451601		0

		A_99_P274576		12.2417145		12.462257		12.721199		12.373387		12.226207		11.882324		11.540397		12.228398		12.222142		11.852512		11.702685		12.186994		-1.010807		-1.49478		-2.2670283		-1.1057222		-1.0136589		-1.5259895		-2.0258307		-1.1379157		-0.015507698		-0.57993317		-1.1808023		-0.14498901		-0.019572258		-0.609745		-1.0185137		-0.18639374		No		Yes		Yes		TA74300_4565		TC381900		Rep: Membrane protein - Magnetospirillum gryphiswaldense, partial (14%) [TC419455]

		A_99_P268121		10.02116		10.284062		10.015163		9.700282		9.527972		9.45132		8.364101		9.100207		9.654097		9.640391		8.763265		9.255308		-1.4075516		-1.7810681		-3.1406474		-1.5157951		-1.2897251		-1.5622995		-2.3815465		-1.3612895		-0.4931879		-0.8327427		-1.651062		-0.60007477		-0.36706352		-0.64367104		-1.2518988		-0.44497395		No		Yes		Yes		TA72343_4565		TC424062		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC424062]

		A_99_P036334		4.492313		3.6069438		3.544875		2.99222		3.7391741		3.4997482		1.2967883		3.1959884		3.5341465		3.5402634		2.6182225		4.152506		-1.6854558		-1.0771325		-4.750523		1.1517028		-1.942839		-1.0473042		-1.9008602		2.2350173		-0.7531388		-0.107195616		-2.2480865		0.20376849		-0.95816636		-0.06668043		-0.92665243		1.160286		No		Yes		Yes		BJ270556		TC416886		BJ270556 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh8g02 5', mRNA sequence [BJ270556]

		A_99_P309731		6.372753		6.1853127		6.190267		6.1373286		5.356894		5.2172675		4.9834347		6.0940948		5.662517		5.6029143		5.160801		6.10591		-2.0221066		-1.9561883		-2.3083026		-1.030421		-1.6360718		-1.4973364		-2.0412688		-1.0220168		-1.0158591		-0.96804523		-1.2068324		-0.04323387		-0.7102361		-0.5823984		-1.0294662		-0.0314188		No		Yes		Yes		TA84568_4565		TC386049		0

		A_99_P231006		7.511104		7.0773883		9.942935		9.611454		7.281896		6.71893		8.318431		9.273597		7.2177787		6.889055		7.940783		8.608639		-1.1721913		-1.2820554		-3.0833616		-1.263878		-1.2254617		-1.1394467		-4.005971		-2.0039065		-0.229208		-0.35845852		-1.6245041		-0.33785725		-0.29332542		-0.18833351		-2.002152		-1.0028152		No		Yes		Yes		TA61828_4565		TC390968		Rep: Non-specific lipid-transfer protein - Triticum aestivum (Wheat), complete [TC390968]

		A_99_P459937		5.9117274		5.7283916		5.311811		6.4494743		6.94892		8.036358		8.052897		6.1308103		9.236881		7.937805		8.225826		6.5927467		2.05223		4.951845		6.6857367		-1.2471751		10.022384		4.624872		7.53713		1.1044073		1.0371923		2.3079662		2.7410865		-0.31866407		3.3251538		2.2094135		2.9140153		0.1432724		Yes		Yes		Yes		CA692139		TC410507		0

		A_99_P132175		2.5414522		1.7352873		1.434409		1.5827065		2.6147172		4.8671527		2.7971935		1.8790945		3.9415872		2.913522		2.4664402		1.6274275		1.052095		8.7656765		2.5718107		1.228066		2.639263		2.2629972		2.0449014		1.0314837		0.073265076		3.1318655		1.3627845		0.29638803		1.400135		1.1782347		1.0320312		0.044721007		No		Yes		Yes		CV758588		TC391999		FGAS053033 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV758588]

		A_99_P207711		6.4827294		7.213618		7.569879		7.44535		6.2290435		6.031719		7.2758174		7.03818		5.844851		6.836647		7.141214		7.604067		-1.1922493		-2.2687514		-1.2260872		-1.3260822		-1.5560392		-1.2986122		-1.3459877		1.1162937		-0.25368595		-1.1818986		-0.29406166		-0.4071703		-0.6378784		-0.37697077		-0.42866516		0.15871668		No		Yes		Yes		TA53366_4565		TC380761		Rep: Protein kinase G11A - Oryza sativa subsp. indica (Rice), partial (38%) [TC380761]

		A_99_P420312		9.124682		8.278374		9.751603		10.131446		8.652797		7.84444		8.508563		9.574276		8.542474		8.259964		8.089337		9.349238		-1.386921		-1.350912		-2.366968		-1.47138		-1.4971395		-1.0128424		-3.1651323		-1.7197603		-0.47188568		-0.43393373		-1.2430401		-0.5571699		-0.58220863		-0.018409729		-1.6622658		-0.7822075		No		Yes		Yes		TA61831_4565		TC391801		0

		A_99_P239376		10.739152		11.795581		10.677545		10.557855		8.777657		10.293866		9.66578		8.987123		8.709489		10.7285		8.984313		10.416634		-3.8946548		-2.831791		-2.0163758		-2.970554		-4.083095		-2.095189		-3.2338026		-1.1028382		-1.9614954		-1.5017147		-1.0117645		-1.5707321		-2.029663		-1.0670805		-1.6932316		-0.14122105		Yes		No		No		TA64268_4565		TC376307		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (62%) [TC376307]

		A_99_P311591		10.696576		10.308372		10.033424		10.213622		10.308811		9.721634		8.963684		9.326002		10.352111		9.932244		9.201696		9.474373		-1.3083649		-1.5018468		-2.0990555		-1.8501215		-1.2696803		-1.2978532		-1.7798159		-1.6693069		-0.38776493		-0.58673763		-1.0697403		-0.88762		-0.34446526		-0.37612724		-0.831728		-0.7392492		No		Yes		Yes		TA85104_4565		TC375178		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC375178]

		A_99_P266571		10.496005		9.834725		9.862222		9.674492		10.470371		10.346463		10.848789		9.623473		10.468072		9.935075		10.892278		9.421227		-1.0179268		1.4257666		1.981465		-1.0359962		-1.0195504		1.072033		2.0421035		-1.191901		-0.025633812		0.5117378		0.9865675		-0.051018715		-0.02793312		0.100349426		1.030056		-0.25326443		No		Yes		Yes		AK331682		TC387699		Triticum aestivum cDNA, clone: WT002_B17, cultivar: Chinese Spring [AK331682]

		A_99_P120274		9.257435		8.235255		6.798029		8.426507		8.889403		7.3001437		5.385458		7.990681		8.586178		7.7150993		4.998096		7.788323		-1.2905906		-1.9120384		-2.6621115		-1.3526849		-1.5924599		-1.4341102		-3.4820404		-1.556369		-0.3680315		-0.9351115		-1.412571		-0.43582582		-0.671257		-0.5201559		-1.799933		-0.6381841		No		Yes		Yes		CJ693910		TC453600		CJ693910 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc15c05 5', mRNA sequence [CJ693910]

		A_99_P357966		6.986429		7.98371		8.4165945		8.289026		7.0090866		7.184295		7.4670525		8.134332		6.326992		7.7460403		7.215488		8.0293045		1.0158288		-1.7403948		-1.9312595		-1.1131859		-1.5794663		-1.1790864		-2.2991595		-1.1972477		0.022657394		-0.79941463		-0.94954205		-0.15469456		-0.6594372		-0.23766947		-1.2011065		-0.25972176		No		Yes		Yes		TA99313_4565		TC376581		Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC376581]

		A_99_P115510		5.798414		7.2759438		7.2961707		8.3784075		5.1074266		5.535006		5.3794217		7.006138		5.247639		6.036407		5.6565204		7.013043		-1.6143882		-3.3425236		-3.7757127		-2.5887752		-1.4648725		-2.361227		-3.1159031		-2.576414		-0.6909876		-1.7409377		-1.916749		-1.3722696		-0.55077505		-1.2395368		-1.6396503		-1.3653646		Yes		Yes		Yes		CJ732717		TC441770		CJ732717 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh10f24 5', mRNA sequence [CJ732717]

		A_99_P556507		6.9279766		7.4732323		7.3607287		7.624311		6.8527756		6.148819		6.642799		7.1848636		6.3963914		6.7571473		6.527897		6.9025216		-1.0535078		-2.5043101		-1.6448201		-1.3560848		-1.4455166		-1.6427181		-1.7811782		-1.6492263		-0.075201035		-1.3244133		-0.71792984		-0.4394474		-0.5315852		-0.71608496		-0.83283186		-0.72178936		No		Yes		Yes		TA74727_4565		TC454722		0

		A_99_P309301		8.162923		8.198886		6.748041		7.8710175		8.149995		8.846581		8.782135		8.596584		8.245392		8.598941		8.983356		8.650695		-1.0090013		1.5666637		4.095654		1.6535503		1.0588286		1.3195581		4.708656		1.7167469		-0.012928009		0.64769554		2.0340939		0.72556686		0.08246899		0.40005493		2.2353153		0.7796774		No		Yes		Yes		TA84439_4565		TC436912		Rep: Chromosome undetermined scaffold_298, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC436912]

		A_99_P011754		11.402411		11.472229		11.283862		11.393413		12.182235		12.799858		12.113682		11.692067		13.355144		12.150227		12.336785		11.68668		1.7169206		2.5098987		1.7774632		1.2299968		3.8710692		1.5999175		2.0747294		1.2254124		0.7798233		1.3276291		0.8298197		0.29865456		1.9527321		0.6779976		1.0529232		0.29326725		No		Yes		Yes		CJ856658		TC377487		CJ856658 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal37j19 5', mRNA sequence [CJ856658]

		A_99_P323771		6.4615006		7.2058754		5.9633794		5.8206463		6.17438		6.3166428		5.0045667		5.5598598		5.666761		6.419945		4.388184		5.640064		-1.2202027		-1.8521907		-1.9437096		-1.1981317		-1.7347643		-1.7242042		-2.9797583		-1.1333414		-0.28712082		-0.88923264		-0.9588127		-0.26078653		-0.7947397		-0.78593063		-1.5751953		-0.18058252		No		Yes		Yes		TA88662_4565		TC424976		Rep: Chromosome undetermined scaffold_119, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC424976]

		A_99_P337596		13.991527		13.998113		13.955243		13.9044075		13.28629		13.030785		13.087578		11.6933365		13.205504		13.393014		13.087585		13.005638		-1.6304119		-1.955216		-1.8247076		-4.630189		-1.7243136		-1.5210829		-1.824698		-1.8644749		-0.70523643		-0.9673281		-0.8676653		-2.211071		-0.7860222		-0.6050987		-0.86765766		-0.8987694		Yes		No		No		TA92874_4565		0		0

		A_99_P392787		4.9530816		4.454958		4.658262		3.7373421		3.6570046		3.0668309		3.3829334		3.2567549		3.5934546		3.4149292		3.369199		3.3850605		-2.4556024		-2.6173868		-2.4205391		-1.3953115		-2.5661883		-2.0562687		-2.4436924		-1.276578		-1.296077		-1.3881271		-1.2753284		-0.48058724		-1.359627		-1.0400288		-1.2890627		-0.35228157		Yes		No		No		TA108676_4565		TC379513		Rep: Xylanase inhibitor 801OS - Triticum aestivum (Wheat), partial (33%) [TC379513]

		A_99_P292561		11.694613		10.980031		10.513455		11.103103		11.863715		11.91788		11.091923		10.8102865		12.485527		11.814887		11.5538225		10.954057		1.1243582		1.91567		1.493262		-1.2250292		1.7301698		1.783679		2.056751		-1.1088359		0.16910172		0.93784904		0.57846737		-0.29281616		0.7909136		0.83485603		1.0403671		-0.14904594		No		Yes		Yes		TA79525_4565		TC375443		Rep: SNAP-34 - Hordeum vulgare var. distichum (Two-rowed barley), partial (87%) [TC375443]

		A_99_P368342		3.8660288		3.389899		3.3242414		3.3019373		7.8238297		10.079166		8.458561		6.780124		9.391238		7.8872848		9.038893		6.5945325		15.538775		103.19771		35.122395		11.143935		46.05256		22.586456		52.514763		9.798733		3.9578009		6.689267		5.1343193		3.4781868		5.5252094		4.497386		5.714651		3.2925951		Yes		Yes		Yes		TA102685_4565		TC451986		0

		A_99_P221806		13.178612		12.918964		12.913227		12.619072		12.626691		11.929612		11.348746		12.8235235		12.216634		12.812371		11.600759		13.083232		-1.4660363		-1.9852934		-2.9577103		1.1522483		-1.9479787		-1.0766827		-2.4836614		1.3795139		-0.5519209		-0.9893522		-1.5644808		0.20445156		-0.96197796		-0.10659313		-1.3124685		0.46415997		No		Yes		Yes		TA58980_4565		0		0

		A_99_P262921		7.5165977		5.189686		3.765365		8.744896		9.833206		8.610431		7.782786		7.673546		8.8242235		7.4528556		8.0824585		8.72618		4.9815974		10.708948		16.194374		-2.101399		2.4753385		4.8004503		19.933096		-1.0130574		2.3166084		3.420745		4.017421		-1.0713501		1.3076258		2.2631698		4.317094		-0.018715858		Yes		Yes		Yes		TA70813_4565		TC406689		Rep: Uncharacterized plant-specific domain TIGR01589 family protein, expressed - Oryza sativa subsp. japonica (Rice), complete [TC406689]

		A_99_P203556		9.485967		9.453317		9.362584		9.301658		9.127383		8.505696		8.338807		8.991925		8.860549		9.109838		8.371264		8.959334		-1.2821664		-1.9286888		-2.033235		-1.2394778		-1.5426574		-1.2688128		-1.9880027		-1.2677966		-0.35858345		-0.9476204		-1.023777		-0.30973244		-0.6254177		-0.34347916		-0.99131966		-0.3423233		No		Yes		Yes		TA52088_4565		TC393089		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC393089]

		A_99_P129015		8.457		9.606174		9.087595		8.789463		7.629373		7.7353616		8.04284		7.790741		6.8541374		8.6781435		7.222486		8.873328		-1.7747633		-3.657386		-2.063016		-1.9982293		-3.0374537		-1.9026774		-3.6429546		1.0598537		-0.8276267		-1.8708129		-1.044755		-0.9987221		-1.6028624		-0.92803097		-1.865109		0.083865166		Yes		Yes		Yes		CJ699273		TC399188		CJ699273 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd16f22 5', mRNA sequence [CJ699273]

		A_99_P367657		10.16119		10.123873		10.068195		10.016324		9.343927		9.39207		8.888335		9.182747		9.35371		9.393637		8.695535		9.817426		-1.7620596		-1.6607132		-2.265548		-1.7820987		-1.7501515		-1.6589105		-2.5894768		-1.1478215		-0.81726265		-0.73180294		-1.1798601		-0.83357716		-0.80747986		-0.73023605		-1.3726606		-0.19889832		No		Yes		Yes		TA102524_4565		TC441192		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC441192]

		A_99_P387057		8.330245		8.062311		8.838927		8.640057		9.009517		8.034475		10.982895		10.2644205		8.431791		7.638632		9.646611		9.850115		1.6013311		-1.0194817		4.419759		3.083062		1.0729228		-1.3413441		1.7503991		2.3134696		0.6792717		-0.027835846		2.1439676		1.6243639		0.10154629		-0.42367935		0.80768394		1.2100582		Yes		No		No		TA107260_4565		TC428037		Rep: AAA-type ATPase-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC428037]

		A_99_P430162		12.946472		13.07124		13.457364		13.503348		13.611093		13.915569		14.7106695		13.658227		13.970776		13.549095		14.742615		13.615818		1.5851511		1.7954293		2.38387		1.113328		2.033977		1.3926712		2.437244		1.0810773		0.6646204		0.8443289		1.2533054		0.15487862		1.0243034		0.47785473		1.2852507		0.11246967		No		Yes		Yes		TA62077_4565		TC388612		0

		A_99_P223661		6.149343		6.8014374		9.200349		7.1660056		7.921188		10.377376		9.738064		8.366229		8.659865		8.416558		10.132778		8.37395		3.4149036		11.925173		1.4516715		2.2977526		5.6982636		3.0633726		1.908487		2.3100824		1.7718449		3.5759382		0.53771496		1.2002234		2.5105224		1.6151209		0.9324293		1.2079444		Yes		No		No		TA59588_4565		TC435298		Rep: 22.3kDa heat-shock protein - Aegilops longissima (Goatgrass), partial (26%) [TC435298]

		A_99_P353296		10.088225		9.77755		9.510774		11.3786955		9.222653		7.912802		8.441104		9.904312		8.279412		8.639003		7.6901956		10.785927		-1.8220619		-3.642042		-2.0989528		-2.7786486		-3.5035393		-2.2015917		-3.532227		-1.5081382		-0.865572		-1.8647475		-1.0696697		-1.4743834		-1.8088131		-1.138547		-1.8205781		-0.59276867		Yes		No		No		TA97786_4565		TC447394		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC447394]

		A_99_P229586		12.478833		9.275849		9.97533		13.021136		12.840228		10.615495		12.903981		11.903684		12.653979		11.105018		12.1961775		12.485217		1.2846674		2.530891		7.6139803		-2.1696353		1.1290787		3.5533218		4.6616707		-1.4498656		0.36139488		1.3396454		2.9286509		-1.1174526		0.1751461		1.8291683		2.2208471		-0.5359192		No		Yes		Yes		TA61435_4565		TC407750		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (49%) [TC407750]

		A_99_P223486		10.20221		10.807236		10.48529		10.589737		9.535373		8.907086		9.336533		9.786746		8.940692		9.750541		8.673001		10.432828		-1.5875893		-3.7325184		-2.2172277		-1.7447144		-2.3974795		-2.0801606		-3.5119889		-1.1148959		-0.6668377		-1.9001493		-1.148757		-0.8029909		-1.2615185		-1.056695		-1.8122883		-0.15690899		Yes		Yes		Yes		TA59549_4565		TC373171		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (43%) [TC373171]

		A_99_P556177		13.037147		13.231617		12.053411		12.929844		13.579449		14.002461		14.006011		13.431355		13.992027		14.315567		14.167915		13.484553		1.4562945		1.7062682		3.870716		1.415696		1.9384193		2.1198323		4.3304133		1.4688728		0.54230213		0.77084446		1.9526005		0.5015116		0.9548807		1.08395		2.1145048		0.55470943		Yes		Yes		Yes		TC454610		TC454610		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), partial (31%) [TC454610]

		A_99_P330606		7.309242		6.50613		8.397606		7.1012745		6.0798774		3.5384643		6.5845294		5.545664		4.817961		5.192941		5.4656773		5.9104843		-2.3446367		-7.822696		-3.5139081		-2.9395812		-5.622768		-2.4849021		-7.631299		-2.2827773		-1.2293644		-2.967666		-1.8130765		-1.5556107		-2.4912806		-1.313189		-2.9319286		-1.1907902		Yes		No		No		TA90721_4565		TC440341		Rep: Flavonoid 3'-hydroxylase - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (44%) [TC440341]

		A_99_P325046		9.065722		9.020017		9.219504		8.787368		9.531017		10.379496		10.115253		9.319176		10.247489		9.550559		10.688451		9.446118		1.3805995		2.565925		1.8605757		1.4457397		2.2685437		1.4444722		2.7681966		1.5787147		0.46529484		1.359479		0.8957491		0.5318079		1.1817665		0.5305424		1.4689465		0.65875053		No		Yes		Yes		TA89057_4565		TC380284		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC380284]

		A_99_P261796		6.76671		7.341831		6.833163		7.053887		7.7778397		8.893932		8.792716		7.9113526		8.988404		7.8561974		9.302811		7.3798733		2.0154889		2.932439		3.8894153		1.8118528		4.6644096		1.4283664		5.539086		1.2535212		1.0111299		1.5521011		1.9595532		0.85746574		2.2216945		0.51436615		2.469648		0.3259864		Yes		Yes		Yes		TA70489_4565		TC375684		0

		A_99_P336176		2.32319		2.7431965		1.747611		1.3891315		4.7891984		5.1544194		2.433286		2.324862		5.9601173		3.418494		4.5551486		1.4032053		5.5251303		5.31925		1.6084542		1.9128588		12.44011		1.5969261		7.000886		1.0098029		2.4660084		2.411223		0.6856749		0.93573046		3.6369274		0.6752975		2.8075376		0.0140737295		Yes		No		No		TA92425_4565		TC386202		0

		A_99_P553087		1.4241949		1.4223986		1.4243644		1.8859094		1.5395145		3.44917		4.643536		4.463198		3.0780318		2.6159422		5.286944		4.85373		1.083215		4.074919		9.312519		5.96817		3.146694		2.2871385		14.54629		7.823535		0.11531961		2.0267715		3.2191715		2.5772886		1.6538368		1.1935437		3.8625793		2.9678206		Yes		Yes		Yes		CD884310		TC453470		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (81%) [TC453470]

		A_99_P246401		6.8354774		8.232809		7.9628434		8.8137045		6.623953		6.729233		7.210085		7.325131		6.170929		6.9241295		6.6433196		7.620991		-1.1579111		-2.835447		-1.6850116		-2.806114		-1.585072		-2.477147		-2.4958372		-2.2858224		-0.21152449		-1.5035763		-0.7527585		-1.4885736		-0.6645484		-1.3086796		-1.3195238		-1.1927133		Yes		Yes		Yes		AK332079		TC379942		Triticum aestivum cDNA, clone: WT003_B13, cultivar: Chinese Spring [AK332079]

		A_99_P419112		7.374729		7.3036494		7.706864		7.3050995		6.50804		6.5781784		6.3369765		6.04332		6.0748525		6.222891		5.986326		6.089627		-1.8234735		-1.6534404		-2.584504		-2.397913		-2.4620783		-2.1151478		-3.295592		-2.3221686		-0.8666892		-0.725471		-1.3698874		-1.2617793		-1.2998767		-1.0807586		-1.7205377		-1.2154727		Yes		No		No		CK210635		TC379991		Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC379991]

		A_99_P430232		11.679424		11.825066		11.973775		11.872525		12.188413		12.984557		12.905118		12.039361		12.318902		12.424809		13.111323		11.907889		1.423052		2.2337868		1.9070505		1.1225936		1.5577651		1.5154475		2.2000685		1.0248154		0.5089884		1.1594915		0.9313431		0.16683578		0.6394777		0.59974384		1.1375484		0.03536415		No		Yes		Yes		TC388653		TC388653		0

		A_99_P231436		11.832349		11.919688		9.598362		11.085883		10.892447		10.590713		9.075116		11.075668		10.849395		11.152512		9.281374		11.018466		-1.9183971		-2.5122423		-1.437185		-1.0071055		-1.9765083		-1.7019358		-1.2457271		-1.047839		-0.93990135		-1.3289757		-0.5232458		-0.010214806		-0.982954		-0.7671766		-0.316988		-0.067417145		No		Yes		Yes		TA61933_4565		TC411493		Rep: Legumain-like protease precursor - Zea mays (Maize), partial (16%) [TC411493]

		A_99_P264346		11.657399		12.106006		11.239624		11.120468		10.835561		10.713851		9.076983		10.66952		11.2833395		10.919673		9.786535		10.533872		-1.767657		-2.624704		-4.477336		-1.366938		-1.2959945		-2.2757351		-2.737936		-1.5016998		-0.8218384		-1.3921547		-2.1626406		-0.45094776		-0.37405968		-1.1863327		-1.4530888		-0.5865965		Yes		Yes		Yes		TA71220_4565		TC386881		0

		A_99_P200431		8.087034		8.268748		8.146835		8.67032		8.762719		9.108264		9.5362215		9.607131		8.741773		8.781848		9.998281		9.566623		1.5973549		1.7894493		2.619672		1.9142927		1.5743304		1.427113		3.608615		1.8612905		0.6756849		0.8395157		1.3893862		0.93681145		0.6547384		0.5130997		1.8514452		0.8963032		No		Yes		Yes		TA51069_4565		0		0

		A_99_P385867		9.4508705		8.941226		9.660211		9.106659		8.434559		7.537567		7.5517273		8.440555		7.908278		8.327987		7.0206776		8.475376		-2.022741		-2.6457171		-4.312377		-1.5867825		-2.9131753		-1.52969		-6.2312994		-1.5489416		-1.0163116		-1.4036589		-2.1084833		-0.6661043		-1.5425925		-0.6132393		-2.639533		-0.6312828		Yes		No		No		TA106966_4565		TC446083		Rep: UDP-glucoronosyl and UDP-glucosyl transferase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (23%) [TC446083]

		A_99_P103260		2.8963747		2.2200377		1.3212862		2.0312803		5.954945		6.2797456		5.583262		7.8422837		7.586271		7.503512		6.199646		4.4561634		8.331466		16.676073		19.185917		56.14181		25.810677		38.94791		29.412546		5.369855		3.0585704		4.0597076		4.261976		5.8110037		4.689896		5.283474		4.87836		2.4248831		Yes		Yes		Yes		BQ903693		0		Ta03_17g05_R Ta03_AAFC_ECORC_Fusarium_graminearum_inoculated_wheat_heads Triticum aestivum cDNA clone Ta03_17g05, mRNA sequence [BQ903693]

		A_99_P364046		8.446525		8.720375		7.504809		7.594793		7.243731		7.7253456		6.713642		6.5814643		7.071325		8.098643		6.518999		7.707237		-2.3018496		-1.9931213		-1.7304734		-2.0185628		-2.5940382		-1.5387211		-1.9804246		1.081058		-1.2027936		-0.99502945		-0.7911668		-1.0133286		-1.3751998		-0.62173176		-0.9858098		0.112443924		Yes		No		No		TA101370_4565		TC391526		Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC391526]

		A_99_P251661		12.035298		11.442473		13.048504		12.609474		13.320267		14.482877		14.102483		13.3153715		14.022099		13.41895		14.580711		13.244891		2.436767		8.227211		2.0762482		1.631159		3.9635692		3.9353082		2.8922806		1.5533867		1.2849684		3.0404034		1.0539789		0.70589733		1.9868002		1.9764767		1.5322075		0.635417		Yes		Yes		Yes		TA67617_4565		TC448563		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC448563]

		A_99_P209636		6.5631485		6.7841077		5.880863		5.2789903		6.7362537		8.123732		10.585807		6.4990954		7.161155		7.9432297		9.884319		6.288461		1.1274827		2.5308533		26.081297		2.329637		1.5136238		2.2332149		16.038376		2.0131726		0.17310524		1.3396239		4.7049437		1.2201052		0.5980067		1.159122		4.003456		1.0094709		Yes		Yes		Yes		DQ090946		TC368669		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		A_99_P135240		8.350129		8.735936		8.186601		8.846936		7.7014275		7.484442		7.659464		8.158732		7.408306		7.720608		7.4251366		8.20877		-1.5677567		-2.3808784		-1.4410664		-1.6112761		-1.920954		-2.0213623		-1.6952101		-1.5563499		-0.64870167		-1.2514939		-0.5271368		-0.6882038		-0.941823		-1.0153279		-0.7614641		-0.6381664		No		Yes		Yes		BT009517		TC395332		Triticum aestivum clone wr1.pk0101.c2:fis, full insert mRNA sequence [BT009517]

		A_99_P268211		12.70272		13.468712		14.725038		14.07711		12.816907		12.528824		13.671327		13.877052		12.278697		12.910403		14.100175		13.830934		1.0823652		-1.9183793		-2.0758626		-1.1487445		-1.3416634		-1.4725418		-1.5420641		-1.1860598		0.11418724		-0.939888		-1.0537109		-0.20005798		-0.42402267		-0.5583086		-0.6248627		-0.24617672		No		Yes		Yes		TA72368_4565		TC378992		0

		A_99_P398747		10.360456		10.391733		10.602998		10.40034		10.216357		9.739982		9.508696		10.20371		10.320762		9.842324		9.547019		10.200954		-1.1050406		-1.5710744		-2.1350977		-1.1460186		-1.0278963		-1.463486		-2.0791283		-1.1482093		-0.14409924		-0.6517515		-1.0943022		-0.19663048		-0.039694786		-0.5494089		-1.0559788		-0.19938564		No		Yes		Yes		TA110130_4565		TC381900		0

		A_99_P570052		2.5153239		3.2763817		4.983549		4.335239		2.0257494		2.4322057		2.6913555		2.9942582		3.7546978		2.5701199		3.895279		2.9771855		-1.4040307		-1.7952392		-4.898003		-2.5332348		2.3609605		-1.6315712		-2.1261895		-2.5633907		-0.48957443		-0.84417605		-2.2921937		-1.3409808		1.2393739		-0.7062619		-1.0882702		-1.3580534		Yes		No		No		TC459814		TC459814		0

		A_99_P230906		5.074471		4.6007333		4.8067956		4.920592		4.1267295		4.402558		4.232538		3.6888466		3.9433758		4.16013		3.1302135		4.147534		-1.9288508		-1.1472465		-1.4889108		-2.3485093		-2.1902494		-1.3571717		-3.1966972		-1.708888		-0.9477415		-0.19817543		-0.5742574		-1.2317452		-1.1310952		-0.44060326		-1.6765821		-0.77305794		Yes		No		No		CK212477		TC448106		FGAS024350 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212477]

		A_99_P259426		6.9382		7.061409		7.2518144		6.904528		6.649916		6.06884		6.3007236		5.6616683		5.7644725		5.45736		5.6243463		5.331755		-1.2211868		-1.9897249		-1.9333339		-2.366672		-2.255938		-3.0399535		-3.0897028		-2.9747593		-0.28828382		-0.99256897		-0.9510908		-1.2428598		-1.1737275		-1.6040492		-1.6274681		-1.572773		Yes		No		No		TA69839_4565		TC393321		0

		A_99_P328396		9.876727		9.94724		9.007004		9.306337		8.698672		8.881767		8.242642		8.0808		8.347712		9.295322		7.8428574		9.381761		-2.2627149		-2.0928555		-1.6986179		-2.3384252		-2.8858886		-1.5712551		-2.241006		1.05367		-1.1780548		-1.0654726		-0.7643614		-1.2255373		-1.5290155		-0.65191746		-1.1641464		0.07542324		Yes		No		No		TA90050_4565		TC369828		0

		A_99_P377682		3.971837		5.9357886		4.7230835		5.41238		4.229585		6.635035		6.438769		6.7601333		5.138079		6.3919926		6.7692523		6.362734		1.195611		1.6236565		3.2845263		2.545154		2.2442636		1.3719273		4.1300774		1.9323462		0.25774813		0.6992464		1.7156854		1.347753		1.1662421		0.45620394		2.0461688		0.9503536		Yes		No		No		TA104965_4565		TC436169		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC436169]

		A_99_P245576		8.549935		8.695198		8.790097		8.729603		9.250501		10.658633		10.056618		8.881858		9.711839		9.463248		10.146851		8.592023		1.6251415		3.8998947		2.4058063		1.1113052		2.2375243		1.7029667		2.561082		-1.1000582		0.70056534		1.9634352		1.2665205		0.15225506		1.1619034		0.7680502		1.3567533		-0.13757992		Yes		Yes		Yes		TA65892_4565		TC426381		0

		A_99_P240151		12.185203		12.470383		12.293962		11.441185		11.814461		12.258092		13.061521		13.002468		12.085202		12.876813		13.898223		13.125839		-1.2930175		-1.1585263		1.702387		2.951162		-1.0717738		1.3254023		3.0404005		3.2146335		-0.37074184		-0.21229076		0.76755905		1.5612831		-0.10000038		0.40643024		1.6042614		1.6846542		No		Yes		Yes		TA64523_4565		0		0

		A_99_P334811		8.602916		8.652062		7.6269836		7.1757426		7.2044616		7.4277225		6.780824		5.6725063		7.1137643		8.074599		6.5771384		7.091633		-2.6361897		-2.3364854		-1.797709		-2.834779		-2.807238		-1.492223		-2.0703077		-1.0600334		-1.3984542		-1.22434		-0.84615946		-1.5032363		-1.4891515		-0.57746315		-1.0498452		-0.08410978		Yes		No		No		TA91996_4565		TC412570		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC412570]

		A_99_P645836		8.213172		6.600344		6.2279162		6.6142964		7.218373		6.1319356		4.5410256		4.2231336		7.0791264		6.7869515		4.41182		5.3329597		-1.9928031		-1.3835825		-3.2196205		-5.2458		-2.1947331		1.1380843		-3.521271		-2.430641		-0.99479914		-0.46840858		-1.6868906		-2.3911629		-1.1340456		0.18660736		-1.8160963		-1.2813368		Yes		No		No		AB236422		TC383752		Triticum aestivum Taglu1b mRNA for beta-glucosidase, complete cds [AB236422]

		A_99_P419162		7.0613136		7.3166738		8.025903		8.303652		6.5041046		6.524069		7.2179008		8.029878		5.542353		6.815512		6.04907		8.453036		-1.4714199		-1.7321993		-1.7507851		-1.2089664		-2.8658447		-1.4153527		-3.93628		1.1090962		-0.557209		-0.7926049		-0.808002		-0.27377415		-1.5189605		-0.5011616		-1.9768329		0.1493845		No		Yes		Yes		TC380025		TC380025		Rep: Os04g0412300 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC380025]

		A_99_P282976		6.2881756		6.6819377		6.339311		5.535515		4.709692		6.2345634		2.55906		4.6848054		5.7176414		4.812262		3.3572445		4.569318		-2.9865577		-1.3635564		-13.739437		-1.8033875		-1.4850734		-3.654504		-7.9011717		-1.9536839		-1.5784836		-0.44737434		-3.780251		-0.85070944		-0.5705342		-1.8696756		-2.9820666		-0.966197		Yes		Yes		Yes		TA76765_4565		0		0

		A_99_P232211		9.54721		9.74514		9.524922		9.60938		10.066592		11.266945		10.914501		9.830727		10.492115		10.419671		11.067021		9.660629		1.4333416		2.8715005		2.6200218		1.1658214		1.9250625		1.5960778		2.912179		1.0361619		0.5193825		1.5218048		1.3895788		0.22134686		0.9449053		0.674531		1.542099		0.051249504		No		Yes		Yes		TA62153_4565		TC405978		0

		A_99_P322501		7.242775		6.419966		6.9403996		6.4575944		8.291587		8.72535		7.248219		6.621573		9.241726		7.6821213		7.5677905		6.120954		2.0688255		4.942991		1.2378353		1.1203725		3.9970925		2.3985376		1.5447687		-1.2628124		1.0488119		2.3053842		0.30781937		0.16397858		1.998951		1.262155		0.62739086		-0.33664036		No		Yes		Yes		TA88291_4565		TC438020		0

		A_99_P399402		5.167993		2.0131757		2.2329109		3.4308894		6.033732		6.6837487		5.584101		4.453298		6.94919		5.5576415		5.926365		4.8312316		1.8222727		25.467285		10.204902		2.0313077		3.4371126		11.667842		12.937204		2.639642		0.86573887		4.670573		3.3511903		1.0224087		1.7811971		3.5444658		3.693454		1.4003422		Yes		Yes		Yes		TA110290_4565		TC444512		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (8%) [TC444512]

		A_99_P431047		8.386219		7.486103		7.496342		7.4440217		8.9588995		8.048007		9.864282		8.26312		9.90916		7.9557533		10.218074		7.638241		1.4872843		1.4762161		5.1620336		1.7643026		2.8737621		1.3847737		6.5966415		1.1441047		0.5726805		0.56190395		2.3679395		0.819098		1.5229406		0.46965027		2.7217317		0.19421911		Yes		Yes		Yes		AK336179		TC389312		Triticum aestivum cDNA, clone: SET3_G19, cultivar: Chinese Spring [AK336179]

		A_99_P281531		7.528862		7.178438		8.693774		9.265233		6.7307467		5.5466437		7.6017566		9.562234		6.5247		5.9718184		7.198423		8.610707		-1.7388281		-3.098982		-2.1317196		1.2285877		-2.0057778		-2.3079624		-2.819328		-1.5740985		-0.79811525		-1.6317945		-1.0920177		0.29700089		-1.0041618		-1.2066197		-1.4953513		-0.65452576		Yes		No		No		TA76321_4565		0		0

		A_99_P123835		8.633306		8.375581		7.638804		7.6774597		8.966443		9.704696		8.532818		8.117566		9.769025		9.08966		9.065903		8.191112		1.25975		2.5124848		1.8583392		1.3567044		2.197281		1.6404356		2.689054		1.4276594		0.3331375		1.3291149		0.8940139		0.4401064		1.1357193		0.7140789		1.4270988		0.51365185		No		Yes		Yes		CK210950		0		FGAS022777 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210950]

		A_99_P473572		11.542168		11.121555		10.906815		10.738121		10.395442		9.835055		10.246461		9.437926		9.93971		10.571226		9.761021		10.795825		-2.214108		-2.4393554		-1.58047		-2.4626212		-3.0366023		-1.4644198		-2.2126787		1.040808		-1.1467257		-1.2865		-0.66035366		-1.3001947		-1.602458		-0.5503292		-1.1457939		0.057703972		Yes		No		No		TC418642		TC418642		0

		A_99_P491687		11.873149		10.485554		11.359408		11.756501		11.194283		9.464843		9.395295		10.230218		11.047732		9.755924		9.322379		11.170902		-1.6008813		-2.0289185		-3.9017282		-2.880428		-1.7720467		-1.6582133		-4.103996		-1.5006618		-0.6788664		-1.020711		-1.9641132		-1.5262833		-0.82541656		-0.7296295		-2.0370293		-0.58559895		Yes		Yes		Yes		TA90985_4565		TC428069		Rep: Glutathione peroxidase-like protein GPX15Hv - Hordeum vulgare (Barley), partial (61%) [TC428069]

		A_99_P265096		10.8586		10.898521		10.788995		10.526031		11.42027		11.976124		11.789908		10.813586		11.544169		11.278937		11.9314165		10.688039		1.4759771		2.1105256		2.001267		1.2205706		1.608337		1.301717		2.2075126		1.1188436		0.5616703		1.0776024		1.0009136		0.2875557		0.68556976		0.38041592		1.1424217		0.16200829		No		Yes		Yes		TA71434_4565		TC392599		Rep: Sec61beta family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (98%) [TC392599]

		A_99_P258776		6.588885		6.088566		5.751347		3.2359188		6.562313		7.1298447		8.48738		7.1985283		6.977964		7.016596		8.478957		5.447153		-1.0185888		2.058051		6.6623583		15.590653		1.3095572		1.9026761		6.623575		4.630713		-0.02657175		1.0412788		2.736033		3.9626095		0.3890791		0.92803		2.72761		2.2112343		Yes		Yes		Yes		TA69647_4565		TC434821		0

		A_99_P188037		4.3022046		4.1250706		4.234714		4.1078744		3.5846052		3.4841979		2.847147		3.234238		3.4863417		3.82508		2.6963139		3.5396702		-1.6444434		-1.5592722		-2.616371		-1.8322755		-1.7603507		-1.2311364		-2.9047222		-1.4826769		-0.7175994		-0.6408727		-1.387567		-0.8736365		-0.8158629		-0.29999065		-1.5384002		-0.56820416		No		Yes		Yes		CK160661		0		FGAS042275 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK160661]

		A_99_P527787		4.955188		5.110517		4.8033605		4.694027		4.948799		5.615105		6.110016		5.115678		4.760444		5.7663264		6.065744		5.230655		-1.0044382		1.4187182		2.473674		1.3394594		-1.1445208		1.5754997		2.3989174		1.4505783		-0.0063886642		0.5045881		1.3066554		0.4216509		-0.19474363		0.6558094		1.2623835		0.53662825		No		Yes		Yes		TC443653		TC443653		Rep: UPF0466 protein C22orf32 homolog, mitochondrial precursor - Xenopus tropicalis (Western clawed frog) (Silurana tropicalis), partial (10%) [TC443653]

		A_99_P551782		12.755402		11.781432		12.727513		12.172718		11.722717		9.279629		8.92844		9.294131		12.014904		10.053714		9.743476		9.700616		-2.0458272		-5.66393		-13.919864		-7.3542933		-1.6707519		-3.312036		-7.9119725		-5.5485168		-1.0326843		-2.5018034		-3.7990732		-2.8785868		-0.7404976		-1.7277184		-2.9840374		-2.4721022		Yes		Yes		Yes		TA81323_4565		TC453497		Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat), partial (26%) [TC453497]

		A_99_P316491		6.9529853		6.781564		5.437374		6.366344		7.9544816		9.2967		7.9756446		7.063784		9.528036		7.931263		8.393859		7.3579197		2.0020754		5.7165127		5.8089223		1.621625		5.95892		2.2186756		7.7623034		1.9883555		1.0014963		2.5151353		2.5382705		0.69744015		2.5750508		1.1496987		2.9564848		0.9915757		Yes		Yes		Yes		TA86521_4565		TC446342		0

		A_99_P347696		4.830579		4.312267		4.548158		4.2022724		7.178486		10.1274		9.696822		7.4696274		8.640984		8.969099		10.033195		7.518936		5.090852		56.302753		35.47336		9.628793		14.029627		25.225872		44.787876		9.963576		2.347907		5.8151336		5.148664		3.267355		3.8104048		4.656832		5.4850364		3.3166637		Yes		Yes		Yes		TA96011_4565		TC440737		0

		A_99_P343316		8.282193		8.428023		8.256528		7.972525		7.8233876		7.35108		7.1549535		8.197185		7.577411		7.991079		7.4024525		8.12947		-1.3744035		-2.109562		-2.1458874		1.1685014		-1.6298983		-1.3537341		-1.8076		1.1149235		-0.45880556		-1.0769434		-1.1015744		0.22465944		-0.704782		-0.43694448		-0.85407543		0.15694475		No		Yes		Yes		TA94630_4565		TC426352		Rep: Hox6 - Oryza sativa subsp. indica (Rice), partial (37%) [TC426352]

		A_99_P058426		6.1051097		6.4140396		6.5548577		5.4783287		5.780571		4.7755556		4.803615		5.034834		5.1905665		5.577881		4.565197		5.027228		-1.252264		-3.113385		-3.3664842		-1.3598945		-1.8849721		-1.7852904		-3.971436		-1.367083		-0.3245387		-1.638484		-1.7512426		-0.4434948		-0.91454315		-0.83615875		-1.9896607		-0.45110083		Yes		Yes		Yes		CJ880733		TC404675		CJ880733 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls34j20 5', mRNA sequence [CJ880733]

		A_99_P144118		9.950638		10.099282		10.136121		10.332472		9.784293		9.390733		8.288644		10.161204		9.967552		9.658201		8.765234		10.059205		-1.1222116		-1.6341603		-3.598703		-1.1260474		1.0117931		-1.3576212		-2.586295		-1.2085413		-0.16634464		-0.7085495		-1.847477		-0.17126751		0.016914368		-0.44108105		-1.3708868		-0.2732668		No		Yes		Yes		CJ946514		TC408958		CJ946514 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul17h06 5', mRNA sequence [CJ946514]

		A_99_P422357		5.661775		5.3552322		5.599934		5.7824364		5.17322		4.1812286		4.297077		5.337501		5.30029		5.032702		4.346024		5.336847		-1.4030389		-2.2563698		-2.4671698		-1.3612531		-1.2847476		-1.2505219		-2.384869		-1.3618705		-0.48855495		-1.1740036		-1.3028569		-0.44493532		-0.361485		-0.32253027		-1.2539101		-0.44558954		No		Yes		Yes		TA83553_4565		TC382573		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC382573]

		A_99_P005116		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856		3.7384458		6.7095313		4.7747493		2.7713761		13.697559		2.3122926		7.2072635		2.125593		1.9024386		2.746212		2.255425		1.4706025		3.775847		1.2093239		2.8494515		1.0878654		Yes		Yes		Yes		AB055077		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		A_99_P292611		8.72639		9.042312		7.8472323		8.166085		7.56127		6.9603786		5.964643		6.9249215		6.7663383		7.649526		6.0522523		7.3485694		-2.2425182		-4.233741		-3.6873627		-2.3638914		-3.8907588		-2.6258519		-3.4701068		-1.7623688		-1.1651196		-2.081933		-1.8825893		-1.2411637		-1.9600515		-1.3927855		-1.79498		-0.81751585		Yes		Yes		Yes		TA79535_4565		TC395312		0

		A_99_P442392		8.217107		7.8778434		8.342986		8.38237		8.567372		9.467538		9.400204		8.460472		8.930989		8.693204		10.132209		9.172269		1.2747952		3.009856		2.0809143		1.0556284		1.6402122		1.7597378		3.4562862		1.7289532		0.3502655		1.5896945		1.0572176		0.07810211		0.71388245		0.81536055		1.7892227		0.7898989		Yes		Yes		Yes		TC375627		TC375627		MISCREPU2 T.aestivum mitochondrion fMet, 18S, 5S repeat unit DNA, partial (21%) [TC375627]

		A_99_P261481		13.879703		13.859627		13.134885		12.457806		12.964593		12.915803		11.547025		11.125283		12.699189		13.260831		11.410912		12.107055		-1.8857124		-1.92362		-3.0060315		-2.5184262		-2.2665741		-1.514452		-3.3034494		-1.2752242		-0.91510963		-0.9438238		-1.5878601		-1.3325224		-1.1805134		-0.5987959		-1.7239733		-0.35075092		Yes		No		No		TA70405_4565		TC455360		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (83%) [TC455360]

		A_99_P331816		7.362682		7.486531		6.729313		6.389666		7.6743546		8.810082		8.172879		7.023046		8.386706		8.513482		8.601716		7.032041		1.2411458		2.502815		2.719924		1.5511949		2.0335839		2.0377135		3.6614196		1.5608966		0.3116727		1.3235517		1.4435663		0.63337994		1.0240245		1.0269513		1.8724031		0.642375		Yes		Yes		Yes		TA91094_4565		0		0

		A_99_P106440		6.192077		6.129563		6.0955787		6.413101		7.0816593		9.294603		8.741626		6.203663		8.1562195		7.543665		8.7211		6.179949		1.8526394		8.969581		6.2594986		-1.156238		3.9018068		2.6649382		6.171072		-1.1754005		0.88958216		3.1650405		2.646047		-0.20943832		1.9641423		1.4141021		2.6255212		-0.23315239		Yes		Yes		Yes		AK335918		TC397983		Triticum aestivum cDNA, clone: SET2_M14, cultivar: Chinese Spring [AK335918]

		A_99_P504077		5.889885		5.9726276		8.168981		8.010505		4.578659		4.217268		6.415447		7.0266666		4.401668		5.5944114		6.755709		7.579557		-2.481523		-3.3761046		-3.3718336		-1.9777199		-2.8054202		-1.2997339		-2.6634042		-1.3481189		-1.3112259		-1.7553596		-1.7535334		-0.9838381		-1.4882169		-0.37821627		-1.4132714		-0.43094778		Yes		Yes		Yes		BQ172290		TC433496		Rep: Selenium-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC433496]

		A_99_P448382		9.2884655		9.57277		9.234294		9.727084		10.316748		11.903739		11.956153		9.596015		10.689025		11.357864		11.97725		9.3727255		2.0395942		5.031431		6.5972233		-1.0951049		2.6400394		3.4464097		6.6944065		-1.2784171		1.0282822		2.3309689		2.721859		-0.13106918		1.4005594		1.7850943		2.7429562		-0.35435867		Yes		Yes		Yes		TC402579		TC402579		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC402579]

		A_99_P547392		2.2534251		1.5825686		1.4007226		1.7052096		1.367638		3.5564983		5.404062		2.9089005		3.534442		3.1705425		5.839506		2.073846		-1.8477725		3.928367		16.037077		2.3032818		2.4301019		3.0062685		21.687376		1.291132		-0.8857871		1.9739296		4.0033393		1.2036909		1.2810168		1.5879738		4.4387836		0.3686365		Yes		Yes		Yes		CV779028		TC451377		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), complete [TC451377]

		A_99_P385447		3.9344623		4.223308		4.534976		5.6106987		4.6960664		5.6238995		6.092818		6.3132057		5.260635		4.9990706		6.2484565		5.858949		1.6953746		2.6400979		2.944131		1.6273302		2.507366		1.7120948		3.2795105		1.1877658		0.7616041		1.4005914		1.5578418		0.702507		1.3261726		0.77576256		1.7134805		0.24825048		Yes		Yes		Yes		TA106868_4565		TC450608		0

		A_99_P170184		6.2902637		7.0023494		7.1633563		6.635628		5.4491134		5.674682		4.9215245		6.1583824		5.813844		5.478049		5.0278068		5.787557		-1.7914779		-2.509965		-4.7299724		-1.3920835		-1.3912864		-2.8764722		-4.394045		-1.8000926		-0.8411503		-1.3276672		-2.2418318		-0.4772458		-0.47641945		-1.5243006		-2.1355495		-0.8480711		Yes		Yes		Yes		TA77999_4565		TC446529		0

		A_99_P513467		13.074513		13.588982		15.241994		14.923238		12.940864		12.387103		14.386556		14.987737		12.952413		12.803218		14.132438		14.820386		-1.0970656		-2.30039		-1.8093083		1.0457217		-1.0883185		-1.7240047		-2.1577926		-1.0738941		-0.13364983		-1.2018785		-0.85543823		0.0644989		-0.12210083		-0.78576374		-1.1095562		-0.10285187		No		Yes		Yes		TA64625_4565		TC437632		Rep: Plasma membrane intrinsic protein - Triticum aestivum (Wheat), partial (8%) [TC437632]

		A_99_P255466		9.362053		10.150606		10.006039		10.876396		8.936328		8.678886		8.588658		9.8287325		8.648621		9.152568		8.440526		9.980922		-1.3432473		-2.773523		-2.6710007		-2.0671794		-1.6397005		-1.9972824		-2.9598267		-1.8602215		-0.42572498		-1.4717197		-1.4173803		-1.0476637		-0.7134323		-0.9980383		-1.5655127		-0.89547443		Yes		Yes		Yes		TA68682_4565		TC416952		0

		A_99_P007261		8.791108		8.172931		8.73636		8.817742		8.4727745		7.361749		7.47294		8.164532		7.934606		7.8751903		7.43057		8.406115		-1.2468895		-1.7546479		-2.400641		-1.5726641		-1.810643		-1.2292178		-2.4721897		-1.3301858		-0.31833363		-0.81118155		-1.2634196		-0.65321064		-0.85650206		-0.29774046		-1.3057895		-0.41162777		No		Yes		Yes		BJ213313		TC428348		BJ213313 Y. Ogihara unpublished cDNA library, Wh Triticum aestivum cDNA clone wh21n10 5', mRNA sequence [BJ213313]

		A_99_P466157		4.8519354		4.8722014		5.456022		4.8812947		4.6026306		3.968355		4.5796666		3.6975534		3.7253106		3.7318885		3.6448622		3.3755302		-1.1886342		-1.8710479		-1.8357316		-2.2716513		-2.183473		-2.2042882		-3.5092423		-2.839751		-0.24930477		-0.9038465		-0.8763552		-1.1837413		-1.1266248		-1.1403129		-1.8111596		-1.5057645		Yes		No		No		DR736991		TC414335		Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC414335]

		A_99_P257731		15.211619		14.464114		15.913604		15.428014		14.639694		11.892344		12.007889		13.98151		15.671519		12.197205		12.561313		13.509227		-1.4865059		-5.945383		-14.987782		-2.7254674		1.3754464		-4.8129106		-10.21269		-3.7810502		-0.57192516		-2.5717697		-3.905715		-1.4465036		0.4598999		-2.2669096		-3.352291		-1.918787		Yes		Yes		Yes		AK333375		TC457050		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P080065		3.6370592		2.5961568		2.098502		4.222569		4.162247		5.3237042		5.512581		5.3320203		4.7275906		5.022838		6.186583		5.042795		1.4391211		6.623287		10.659582		2.1576357		2.1295245		5.376552		17.00729		1.7656828		0.52518797		2.7275474		3.414079		1.1094513		1.0905313		2.4266813		4.0880814		0.8202262		Yes		Yes		Yes		DR741583		TC377431		FGAS030637 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741583]

		A_99_P478522		6.1037955		5.8709884		7.1093554		6.728246		5.541567		4.912541		2.622389		4.4559293		5.7125893		4.8176		3.2470443		4.681606		-1.4765484		-1.9432176		-22.423912		-4.8309836		-1.3114895		-2.075399		-14.543586		-4.131428		-0.5622287		-0.95844746		-4.486966		-2.272317		-0.39120626		-1.0533886		-3.8623111		-2.0466404		Yes		Yes		Yes		TA81095_4565		TC421304		Rep: Beta-amyrin synthase - Avena prostrata, partial (40%) [TC421304]

		A_99_P236106		11.105746		11.380935		11.40714		12.238617		11.449908		12.048195		12.788429		12.243108		11.470975		11.945557		12.571343		12.252591		1.2694134		1.5880542		2.605011		1.0031177		1.2880858		1.4789999		2.2410948		1.0097332		0.344162		0.66726017		1.3812895		0.0044908524		0.36522865		0.5646219		1.1642036		0.01397419		No		Yes		Yes		TA63357_4565		0		0

		A_99_P467172		7.1117477		7.6539626		7.8907685		7.679995		8.418969		9.839511		8.866395		8.2107		9.452904		8.948722		9.212087		8.061387		2.4746447		4.5489964		1.9664949		1.4446349		5.067085		2.4533606		2.4989433		1.3025981		1.3072214		2.1855483		0.97562647		0.530705		2.341156		1.2947593		1.3213181		0.381392		Yes		Yes		Yes		TC420492		TC420492		Rep: Os07g0187900 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC420492]

		A_99_P555182		3.551799		2.6455755		1.6589661		2.176461		4.563433		4.8548617		5.2496142		2.8851538		6.443998		3.67647		5.9084573		2.4213989		2.0161934		4.624464		12.047385		1.6343226		7.4240108		2.0432909		19.020605		1.1850418		1.0116341		2.2092862		3.5906482		0.7086928		2.8921988		1.0308945		4.249491		0.2449379		Yes		Yes		Yes		BQ161999		TC454248		0

		A_99_P011064		9.597331		10.378979		9.718019		10.967182		8.733043		7.9529285		8.607632		8.952033		7.885002		8.765162		7.051293		9.497284		-1.8204415		-5.374201		-2.1590354		-4.0422235		-3.2768939		-3.0606036		-6.3498635		-2.7700236		-0.86428833		-2.4260502		-1.1103868		-2.015149		-1.7123289		-1.6138163		-2.6667256		-1.4698982		Yes		No		No		AK335072		TC386635		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		A_99_P218921		6.009878		5.812611		6.039068		5.7697577		6.5624084		7.869783		6.808617		5.7997417		7.157383		6.760946		7.1640716		5.879687		1.4666557		4.161697		1.7047367		1.0210007		2.2153041		1.929644		2.1810205		1.0791752		0.5525303		2.0571718		0.7695489		0.029983997		1.1475048		0.9483347		1.1250033		0.109929085		No		Yes		Yes		TA57700_4565		TC383180		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC383180]

		A_99_P426847		4.8037477		4.088201		3.4597042		5.1191063		2.198634		2.6619155		4.072679		4.0825515		3.972644		2.086253		4.706225		4.9387975		-6.084395		-2.6875386		1.5294096		-2.0513232		-1.7790457		-4.005405		2.3726852		-1.1331264		-2.6051137		-1.4262855		0.6129749		-1.0365548		-0.83110356		-2.001948		1.2465208		-0.18030882		Yes		No		No		TC385519		TC385519		0

		A_99_P514302		6.71104		6.8562417		7.5658054		6.990354		6.534022		6.0466857		6.3700843		6.52424		5.947929		6.583943		6.5894623		6.5568066		-1.1305448		-1.752672		-2.290593		-1.3813837		-1.6971465		-1.2077308		-1.9674721		-1.3505504		-0.17701817		-0.809556		-1.1957211		-0.46611404		-0.7631111		-0.2722988		-0.97634315		-0.4335475		No		Yes		Yes		TC437995		TC437995		0

		A_99_P168854		13.642753		13.983945		11.17056		12.103561		13.167625		13.647601		9.513738		12.824599		12.832904		13.2009535		9.265498		10.61012		-1.3900408		-1.2625529		-3.153212		1.6483674		-1.7530277		-1.720695		-3.7452493		-2.8155985		-0.47512722		-0.33634377		-1.6568222		0.72103786		-0.8098488		-0.7829914		-1.9050617		-1.4934416		Yes		No		No		CV780031		TC396440		FGAS074440 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV780031]

		A_99_P240061		11.727942		11.223327		11.686219		10.204892		11.657489		10.651978		9.279557		10.577466		11.551511		10.423776		9.166466		9.165187		-1.0500468		-1.4859124		-5.3024607		1.2946606		-1.1300852		-1.7405593		-5.734841		-2.0558076		-0.070453644		-0.57134914		-2.406662		0.37257385		-0.17643166		-0.799551		-2.5197535		-1.0397053		Yes		No		No		TA64490_4565		TC399701		Rep: Cold acclimation protein WCOR726 - Triticum aestivum (Wheat), complete [TC399701]

		A_99_P496532		13.527976		14.062423		13.61814		13.766019		13.512184		13.159595		12.43327		13.683136		13.105232		13.258446		12.017638		13.611436		-1.0110062		-1.8697277		-2.2734287		-1.0591323		-1.3404745		-1.7459073		-3.032488		-1.1130998		-0.015791893		-0.9028282		-1.1848698		-0.08288288		-0.4227438		-0.803977		-1.600502		-0.15458298		No		Yes		Yes		TA60299_4565		TC430195		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), partial (51%) [TC430195]

		A_99_P499177		3.6066751		3.3944387		2.7951472		3.2307312		5.432537		6.129969		4.8303323		3.8586447		6.345576		5.973969		5.1607685		4.0674534		3.5451875		6.660038		4.098753		1.5453284		6.6756144		5.9774504		5.1537457		1.7859877		1.8258619		2.7355304		2.035185		0.6279135		2.7389007		2.5795302		2.3656213		0.83672214		Yes		No		No		TC431378		TC431378		0

		A_99_P516327		10.773507		10.963059		11.116295		10.75835		10.8017		10.599695		10.11084		10.646826		10.771153		10.674823		10.273152		10.694351		1.0197338		-1.2864223		-2.0075765		-1.0803694		-1.0016328		-1.2211468		-1.7939535		-1.0453595		0.02819252		-0.36336422		-1.005455		-0.11152458		-0.0023536682		-0.28823662		-0.8431425		-0.063999176		No		Yes		Yes		TC438929		TC438929		Rep: Predicted protein - Monosiga brevicollis MX1, partial (23%) [TC438929]

		A_99_P536302		6.16264		7.1386795		4.550558		5.2146325		6.5131664		8.183765		7.229114		6.2544556		6.9630504		8.174288		7.253605		7.0081058		1.2750257		2.0634892		6.402148		2.0559754		1.7415963		2.0499778		6.511757		3.4664843		0.35052633		1.0450859		2.678556		1.039823		0.8004103		1.0356083		2.7030468		1.7934732		Yes		Yes		Yes		BJ225210		TC447070		BJ225210 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl21a21 5', mRNA sequence [BJ225210]

		A_99_P460172		3.7360651		2.6332738		7.46316		1.9068284		5.663486		6.3393464		7.076082		5.7250657		5.1843367		3.9852903		7.802799		4.523758		3.8037457		13.050857		-1.3077419		14.106003		2.728809		2.5526867		1.2654401		6.134431		1.9274209		3.7060726		-0.3870778		3.8182373		1.4482715		1.3520164		0.3396392		2.6169295		Yes		No		No		CJ729538		TC410661		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC410661]

		A_99_P552992		8.301572		8.371346		4.0317564		6.484609		7.537952		7.563143		2.6090634		6.228672		7.214749		7.007574		1.9962311		5.3585606		-1.6977451		-1.7510298		-2.6808546		-1.1941111		-2.1240578		-2.5735724		-4.09972		-2.1826012		-0.7636199		-0.8082037		-1.422693		-0.2559371		-1.086823		-1.3637724		-2.0355253		-1.1260486		Yes		No		No		DY741715		TC453427		Rep: Cold-responsive protein COR14a - Triticum aestivum (Wheat), partial (45%) [TC453427]

		A_99_P117090		3.7949955		3.3586655		1.736111		3.5027707		5.4874096		6.996929		5.679609		4.634926		7.6894813		6.4512067		6.9279695		6.26577		3.2319705		12.451638		15.385481		2.1918592		14.871576		8.529973		36.55149		6.7880597		1.692414		3.6382637		3.9434977		1.1321552		3.8944857		3.0925412		5.1918583		2.7629993		Yes		Yes		Yes		CJ668780		TC370808		CJ668780 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16d15 5', mRNA sequence [CJ668780]

		A_99_P187147		1.6730415		1.4743391		2.7639236		1.8256339		1.8932024		4.3216286		5.180054		4.1433163		3.2231853		1.472916		5.2077117		3.2385647		1.1648636		7.1964707		5.3373756		4.9853067		2.9284635		-1.0009869		5.440684		2.6627755		0.22016096		2.8472896		2.4161305		2.3176823		1.5501438		-0.0014231205		2.443788		1.4129308		Yes		Yes		Yes		TA87036_4565		TC456369		0

		A_99_P213956		8.74026		8.274199		9.336089		9.341759		9.983554		12.06987		12.330781		10.084771		11.973882		10.197928		12.64137		10.319336		2.367384		13.887081		7.9706197		1.673667		9.406262		3.7940269		9.885272		1.9691557		1.2432938		3.7956715		2.9946918		0.7430124		3.2336216		1.9237299		3.3052807		0.9775772		Yes		Yes		Yes		TA55608_4565		TC370171		0

		A_99_P357116		2.8090572		2.8464072		2.1781805		2.1643395		3.2712786		4.210539		4.494372		2.2306576		5.2068324		3.4833565		5.146615		1.9181032		1.3776615		2.5742135		4.980158		1.047041		5.2698984		1.5550374		7.826865		-1.1861088		0.46222138		1.3641317		2.3161914		0.066318035		2.3977752		0.6369493		2.9684346		-0.24623632		Yes		Yes		Yes		TA99014_4565		0		0

		A_99_P413502		11.442571		11.340028		11.875816		11.694125		11.077568		10.497029		10.646549		11.83213		11.406104		10.248174		10.572892		11.566913		-1.287884		-1.7937745		-2.3444786		1.1003826		-1.0255989		-2.1314778		-2.4672847		-1.0921814		-0.36500263		-0.8429985		-1.2292671		0.13800526		-0.0364666		-1.0918541		-1.3029242		-0.12721252		No		Yes		Yes		U73210		TC452005		Triticum aestivum cold acclimation protein WCOR410b (Wcor410b) mRNA, complete cds [U73210]

		A_99_P472537		7.2864013		7.042347		6.9585967		7.7783027		6.3773856		6.243215		6.2340007		5.691427		6.400644		6.277464		5.9940553		6.8675475		-1.8777639		-1.7400538		-1.6524378		-4.24827		-1.8477345		-1.6992322		-1.9514432		-1.8800293		-0.90901566		-0.7991319		-0.724596		-2.0868754		-0.88575745		-0.76488304		-0.96454144		-0.91075516		Yes		No		No		DR738770		TC418052		Rep: 26S protease regulatory subunit 4 homolog - Oryza sativa subsp. japonica (Rice), partial (78%) [TC418052]

		A_99_P039439		7.66795		7.15123		9.535794		10.834399		8.489659		9.981164		12.097953		10.956508		8.364738		9.230418		11.760724		11.966083		1.7674987		7.110417		5.9059067		1.0883243		1.6208924		4.225694		4.6748815		2.1911426		0.82170916		2.8299341		2.5621586		0.12210846		0.6967883		2.0791883		2.2249298		1.1316833		Yes		No		No		CA681046		0		wlm24.pk0022.d12 wlm24 Triticum aestivum cDNA clone wlm24.pk0022.d12 5' end, mRNA sequence [CA681046]

		A_99_P134585		9.669129		10.193149		12.104328		11.255469		10.239651		10.447776		11.078346		10.702629		11.135489		9.9609995		11.370842		10.584279		1.4850601		1.1930275		-2.0363448		-1.4669709		2.7632384		-1.1745834		-1.6626519		-1.5923862		0.57052135		0.25462723		-1.0259819		-0.55284023		1.4663601		-0.23214912		-0.7334862		-0.67119026		No		Yes		Yes		BT009607		TC453392		Triticum aestivum clone wre1n.pk0094.e6:fis, full insert mRNA sequence [BT009607]

		A_99_P448827		8.883907		9.093601		8.029925		6.376394		8.818971		9.634437		9.423961		8.033465		9.378585		10.390534		10.374193		7.991959		-1.046039		1.4548147		2.6281276		3.153757		1.4090058		2.45706		5.0780263		3.0643165		-0.06493664		0.5408354		1.3940353		1.6570716		0.49467754		1.2969332		2.3442678		1.6155653		Yes		Yes		Yes		TC402826		TC402826		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC402826]

		A_99_P347296		6.439129		5.8427353		5.432468		5.2501197		5.23422		4.787901		4.4806023		3.9159615		5.146248		5.4380226		4.379374		5.0185323		-2.305227		-2.0774796		-1.9343725		-2.5212831		-2.4501686		-1.3238252		-2.074975		-1.1741261		-1.2049088		-1.0548344		-0.9518657		-1.3341582		-1.292881		-0.40471268		-1.0530939		-0.23158741		Yes		No		No		TA95897_4565		0		0

		A_99_P039309		12.227725		12.325806		12.723228		12.413665		11.309593		11.079853		11.035174		12.4058485		11.897233		11.4470825		11.730794		12.1045685		-1.8896668		-2.371751		-3.222218		-1.0054326		-1.2574421		-1.8387471		-1.9895394		-1.2389314		-0.9181318		-1.2459526		-1.6880541		-0.007816315		-0.33049202		-0.87872314		-0.9924345		-0.30909634		No		Yes		Yes		CA679812		TC441307		wlm4.pk0021.d6 wlm4 Triticum aestivum cDNA clone wlm4.pk0021.d6 5' end, mRNA sequence [CA679812]

		A_99_P214876		9.799632		8.314767		4.4773583		2.6821678		7.0274315		4.5412292		3.0753124		1.4054385		5.3168364		6.825924		2.2377315		1.4844079		-6.8314915		-13.675652		-2.642761		-2.4228904		-22.359186		-2.806638		-4.722749		-2.2938323		-2.7722006		-3.7735376		-1.402046		-1.2767292		-4.4827957		-1.488843		-2.239627		-1.1977599		Yes		No		No		TA56005_4565		TC410006		Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley), partial (65%) [TC410006]

		A_99_P213066		8.264905		8.413498		8.130992		7.896725		8.719895		9.465004		9.73724		8.486885		9.152876		9.059584		9.861083		8.182134		1.3707737		2.0726924		3.0445898		1.5054135		1.8505715		1.5649166		3.3174877		1.2187552		0.4549904		1.051506		1.6062479		0.5901599		0.8879709		0.64608574		1.7300911		0.2854085		No		Yes		Yes		TA55298_4565		TC383480		0

		A_99_P081725		4.0288973		4.0699787		4.3801303		4.126586		3.2972796		3.1349201		3.5080013		2.5837214		3.7358592		3.7635777		3.1780236		3.1202075		-1.6604999		-1.9119682		-1.830362		-2.9137247		-1.2252177		-1.236619		-2.300754		-2.008862		-0.7316177		-0.9350586		-0.87212896		-1.5428646		-0.29303813		-0.306401		-1.2021067		-1.0063784		Yes		No		No		0		0		0

		A_99_P075700		5.0774097		4.2810717		4.487037		4.385632		4.3764486		3.8060246		4.140573		3.8566735		3.6381197		3.3428078		3.4448593		3.0188205		-1.6255873		-1.3899636		-1.2714406		-1.4428872		-2.7118738		-1.9162209		-2.059334		-2.5789995		-0.7009611		-0.4750471		-0.34646416		-0.52895856		-1.43929		-0.9382639		-1.0421779		-1.3668115		Yes		No		No		CK160357		0		0

		A_99_P326361		1.4922222		1.4208485		2.207266		1.4141763		5.0970674		4.7127547		7.1107445		5.237546		8.712126		5.113655		7.097418		3.3665645		12.166523		9.794055		29.929134		14.156272		149.07593		12.931401		29.653942		3.8701465		3.604845		3.2919064		4.9034786		3.8233695		7.2199035		3.6928067		4.890152		1.9523882		Yes		Yes		Yes		TA89457_4565		TC383235		Rep: Os04g0136500 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC383235]

		A_99_P341956		7.202498		7.792994		9.49176		9.050705		5.85845		6.013719		8.702221		8.337428		5.340326		7.3066516		8.571631		9.135812		-2.5386262		-3.4325361		-1.7285224		-1.6395239		-3.6355462		-1.4008888		-1.8922843		1.0607663		-1.344048		-1.779275		-0.78953934		-0.71327686		-1.8621721		-0.48634243		-0.9201288		0.08510685		Yes		No		No		CJ674454		TC443397		CJ674454 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17g10 5', mRNA sequence [CJ674454]

		A_99_P259341		10.692624		10.251012		11.057034		11.130515		12.249622		13.476505		14.468575		13.328491		13.345833		12.258502		14.960244		13.153968		2.94241		9.353416		10.640846		4.588352		6.2906485		4.020821		14.961787		4.065556		1.5569983		3.2254934		3.411541		2.197976		2.6532087		2.0074902		3.9032106		2.0234528		Yes		Yes		Yes		TA69818_4565		TC450494		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (32%) [TC450494]

		A_99_P044862		5.8586082		5.508573		7.3164744		5.9109898		4.8168736		4.12796		6.2466407		4.694126		4.967811		5.033893		6.0787272		5.6255345		-2.0587015		-2.6037896		-2.0991914		-2.3244085		-1.8542004		-1.3896099		-2.3583		-1.2187948		-1.0417347		-1.3806129		-1.0698338		-1.2168636		-0.89079714		-0.47467995		-1.2377472		-0.28545523		Yes		No		No		AB158404		TC369033		Triticum aestivum expB mRNA for putative beta-expansin, complete cds [AB158404]

		A_99_P260246		10.353328		12.011696		11.927871		11.938888		9.708667		10.467724		10.992055		10.892987		9.171542		11.093526		10.762124		11.290119		-1.5633718		-2.9159622		-1.9129721		-2.0646544		-2.2685738		-1.8897167		-2.243493		-1.5678293		-0.64466095		-1.543972		-0.9358158		-1.0459003		-1.1817856		-0.91817		-1.1657467		-0.6487684		Yes		Yes		Yes		TA70068_4565		TC428468		0

		A_99_P499417		4.7350516		6.892994		6.9514136		6.3004174		4.0358896		3.9085054		5.9201837		5.8482194		3.3984146		5.3249726		6.6342263		6.227617		-1.6235615		-7.914447		-2.043766		-1.368123		-2.525619		-2.9649777		-1.2458992		-1.0517564		-0.699162		-2.9844885		-1.03123		-0.45219803		-1.336637		-1.5680213		-0.3171873		-0.07280064		Yes		No		No		TC431487		TC431487		Rep: Myb-like DNA-binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (5%) [TC431487]

		A_99_P187067		8.620928		8.63113		8.635849		8.722406		8.5051565		8.38241		7.1430244		8.10477		8.480866		8.202313		7.7719445		8.359514		-1.0835541		-1.1881527		-2.8143945		-1.5343597		-1.101952		-1.3461291		-1.8199571		-1.2860013		-0.11577129		-0.24872017		-1.4928246		-0.6176367		-0.14006138		-0.4288168		-0.8639045		-0.36289215		No		Yes		Yes		CD934657		0		OV.001J16F000912 OV Triticum aestivum cDNA clone OV001J16, mRNA sequence [CD934657]

		A_99_P508072		12.834859		13.08535		12.797897		12.573895		12.426266		12.465426		11.602264		12.31361		12.624705		12.625431		11.880935		12.396716		-1.3273908		-1.5367938		-2.290453		-1.1977156		-1.1568114		-1.3754646		-1.8881359		-1.1306711		-0.40859318		-0.6199236		-1.1956329		-0.26028538		-0.21015358		-0.45991898		-0.9169626		-0.17717934		No		Yes		Yes		TA72341_4565		TC435207		0

		A_99_P514862		7.0849977		8.210462		8.06607		7.0803237		6.549974		6.270098		5.380398		5.7336044		5.9578776		7.050247		4.955013		6.183141		-1.4489659		-3.8380232		-6.433803		-2.5433311		-2.1842227		-2.2349064		-8.640153		-1.8624252		-0.5350237		-1.9403634		-2.6856718		-1.3467193		-1.12712		-1.1602144		-3.1110568		-0.89718246		Yes		Yes		Yes		CJ733083		TC447367		Rep: Fasciclin-like protein FLA14 - Triticum aestivum (Wheat), partial (11%) [TC447367]

		A_99_P433587		9.038444		8.730797		7.3984666		7.687033		8.058857		7.2815557		7.1724935		7.087457		8.071727		7.8377743		7.0229907		7.432118		-1.9719003		-2.7306437		-1.1695659		-1.5152712		-1.9543878		-1.8570627		-1.2972674		-1.1932657		-0.9795866		-1.4492412		-0.22597313		-0.599576		-0.96671677		-0.89302254		-0.37547588		-0.25491524		No		Yes		Yes		AK335831		TC391388		Triticum aestivum cDNA, clone: WT013_O03, cultivar: Chinese Spring [AK335831]

		A_99_P155822		6.98909		7.218727		7.440458		7.283516		6.133833		5.642029		5.931211		5.1473355		5.669586		5.8112493		5.6488266		5.491901		-1.8090811		-2.9828641		-2.846614		-4.3959665		-2.4958024		-2.65273		-3.4620612		-3.4620223		-0.85525703		-1.5766983		-1.5092468		-2.1361804		-1.3195038		-1.4074779		-1.7916312		-1.791615		Yes		No		No		0		0		0

		A_99_P125835		9.075929		9.143979		9.62133		8.984826		8.628468		7.993284		8.28304		8.884294		8.39371		8.351636		8.269723		8.870675		-1.3636384		-2.220208		-2.5285149		-1.0721692		-1.6046054		-1.731885		-2.5519629		-1.082338		-0.44746113		-1.1506948		-1.3382902		-0.10053253		-0.68221855		-0.79234314		-1.3516073		-0.114151		No		Yes		Yes		CD891479		0		G118.117G17F010723 G118 Triticum aestivum cDNA clone G118117G17, mRNA sequence [CD891479]

		A_99_P303706		1.4855801		1.4690164		3.1314003		2.706231		2.483669		7.5526085		9.848184		7.7880473		6.399446		5.6757064		10.510163		6.9879813		1.9973525		67.817795		105.18488		33.867184		30.145401		18.464596		166.42902		19.4507		0.99808896		6.083592		6.7167835		5.081816		4.913866		4.20669		7.378763		4.28175		Yes		Yes		Yes		TA82784_4565		TC452465		Rep: Cycloartenol synthase - Olea europaea (Common olive), partial (72%) [TC452465]

		A_99_P281411		11.030892		10.7015505		9.696086		10.3236885		10.531486		10.139592		12.077012		11.01373		9.883009		9.625053		12.078052		10.631717		-1.4136322		-1.4762717		5.20871		1.61333		-2.2158856		-2.1089094		5.2124643		1.2380145		-0.4994068		-0.5619583		2.3809261		0.69004154		-1.1478834		-1.0764971		2.3819656		0.30802822		No		Yes		Yes		TA76282_4565		TC386564		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (8%) [TC386564]

		A_99_P283611		7.997908		6.9114738		11.445113		10.189918		6.7712016		6.4320426		10.404714		8.87287		7.69606		5.8288236		10.214671		9.661646		-2.340321		-1.3941939		-2.0567973		-2.4915562		-1.2327224		-2.117923		-2.3463888		-1.4422004		-1.2267065		-0.47943115		-1.0403996		-1.3170471		-0.30184793		-1.0826502		-1.230442		-0.5282717		Yes		No		No		TA76944_4565		TC377228		Rep: High molecular mass early light-inducible protein HV58, chloroplast precursor - Hordeum vulgare (Barley), partial (80%) [TC377228]

		A_99_P228891		8.324123		8.611874		9.985243		9.688288		8.7126465		9.227379		11.07932		9.223161		9.8201685		8.731712		10.869892		9.02661		1.3090526		1.5320945		2.1347647		-1.3804388		2.8206842		1.0866134		1.8463157		-1.5819207		0.3885231		0.6155052		1.0940771		-0.465127		1.4960451		0.119838715		0.8846493		-0.66167736		No		Yes		Yes		TA61272_4565		TC373895		Rep: 3-phosphoshikimate 1-carboxyvinyltransferase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (53%) [TC373895]

		A_99_P338656		10.155657		9.576035		7.124048		8.91375		8.69048		7.627581		4.1278405		5.4116		9.323671		8.644321		5.726168		6.0664773		-2.7609727		-3.8596056		-7.9789987		-11.330578		-1.7801335		-1.9075397		-2.635141		-7.196385		-1.4651766		-1.9484534		-2.9962077		-3.5021496		-0.8319855		-0.9317131		-1.3978801		-2.8472724		Yes		No		No		TA93206_4565		TC371576		Rep: O-methyltransferase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC371576]

		A_99_P325987		5.1791234		4.6293726		5.9840794		5.1763916		6.840833		6.5551953		7.129728		6.503618		7.036831		7.067083		6.6057773		6.2615733		3.1639128		3.7995346		2.2124555		2.5091977		3.6243129		5.417812		1.538685		2.1216426		1.6617098		1.9258227		1.1456485		1.3272262		1.8577075		2.4377103		0.6216979		1.0851817		Yes		No		No		TA89349_4565		TC429796		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC429796]

		A_99_P103780		7.205179		8.811977		7.558581		7.5229583		6.5394597		7.2331524		7.1795783		6.681875		6.247429		7.824173		6.643503		7.2102084		-1.5863593		-2.9872646		-1.3004425		-1.7913945		-1.9422789		-1.9831645		-1.8856707		-1.2420729		-0.6657195		-1.578825		-0.37900257		-0.84108305		-0.9577503		-0.9878044		-0.9150777		-0.31274986		No		Yes		Yes		BE489865		TC421861		WHE1071-1074_D22_D22ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1071-1074_D22_D22, mRNA sequence [BE489865]

		A_99_P024234		7.3333488		6.912758		6.521517		6.0023475		8.666373		8.711888		7.9741807		6.676512		9.508783		8.5361395		8.01411		6.857879		2.5193028		3.480104		2.73713		1.5956721		4.517218		3.0809636		2.8139424		1.8094255		1.3330245		1.7991304		1.4526639		0.6741643		2.1754346		1.6233816		1.4925928		0.8555317		Yes		No		No		AK333763		TC393819		Triticum aestivum cDNA, clone: WT008_C04, cultivar: Chinese Spring [AK333763]

		A_99_P210876		1.481369		1.4687223		1.4747571		1.938043		1.9740313		4.401531		7.3848777		2.5482602		3.0002937		4.0968723		6.5715013		1.6087613		1.407039		7.6359563		60.13448		1.526489		2.8657737		6.1823273		34.219437		-1.2563877		0.4926623		2.9328089		5.9101205		0.6102172		1.5189247		2.62815		5.096744		-0.3292817		Yes		Yes		Yes		DQ090946		TC368669		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		A_99_P307466		6.782904		6.882341		7.3220725		7.029997		6.153994		5.9948006		5.987189		5.8311257		5.816383		5.7533417		5.8051567		5.5915437		-1.5463963		-1.8500193		-2.5225515		-2.2955997		-1.954123		-2.1870697		-2.8617861		-2.7103012		-0.62891006		-0.88754034		-1.3348837		-1.1988711		-0.96652126		-1.1289992		-1.5169158		-1.4384532		Yes		No		No		TA83892_4565		TC400098		Rep: Defensin - Setaria italica (Foxtail millet), partial (96%) [TC400098]

		A_99_P250726		4.055568		4.7731676		5.0266194		5.3191905		1.8775944		3.022128		3.4518993		4.141774		2.3556478		4.324473		3.526274		4.910088		-4.5251756		-3.3660102		-2.978777		-2.2617137		-3.2488303		-1.3648049		-2.8291044		-1.3278594		-2.1779737		-1.7510395		-1.5747201		-1.1774163		-1.6999204		-0.4486947		-1.5003455		-0.40910244		Yes		Yes		Yes		TA67369_4565		0		0

		A_99_P417152		6.8741937		6.9045196		6.70795		6.844523		7.16363		7.4473343		7.8896337		6.9628205		7.628996		7.1591434		7.9926467		6.9374423		1.2221627		1.456812		2.2684133		1.0854533		1.6874002		1.1930246		2.4363081		1.0665262		0.28943634		0.54281473		1.1816835		0.11829758		0.7548022		0.2546239		1.2846966		0.09291935		No		Yes		Yes		CK210455		TC378244		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		A_99_P301891		1.6814041		1.5776399		2.1012557		2.013431		1.3348323		1.4110664		9.51188		8.297333		1.5888333		1.5623173		9.53625		7.8622384		-1.2715355		-1.1223896		170.14542		77.918915		-1.0662686		-1.0106775		173.04395		57.632366		-0.3465718		-0.16657352		7.4106245		6.2839017		-0.09257078		-0.015322685		7.4349947		5.8488073		Yes		Yes		Yes		TA82238_4565		TC383575		Rep: Chalcone synthase - Triticum aestivum (Wheat), partial (38%) [TC383575]

		A_99_P562412		12.647876		12.017651		11.346335		11.293155		11.549214		10.458188		10.70597		10.119372		11.023708		11.453462		10.38855		11.470578		-2.141559		-2.9474401		-1.5587242		-2.256024		-3.082642		-1.478556		-1.9423263		1.1308625		-1.0986614		-1.5594625		-0.6403656		-1.1737823		-1.6241674		-0.56418896		-0.9577856		0.17742348		Yes		No		No		TC457046		TC457046		Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC457046]

		A_99_P053427		6.1386075		5.593714		5.945083		5.486241		4.784984		4.0925336		4.878947		4.4931545		4.572637		4.6853156		4.783118		5.0518994		-2.5555315		-2.8307428		-2.0938184		-1.9904386		-2.9607658		-1.876961		-2.2376206		-1.3512938		-1.3536234		-1.5011806		-1.0661364		-0.99308634		-1.5659704		-0.9083986		-1.1619654		-0.43434143		Yes		No		No		AK335898		0		Triticum aestivum cDNA, clone: SET1_C17, cultivar: Chinese Spring [AK335898]

		A_99_P562987		7.7053237		8.140004		9.639996		10.442699		8.643353		9.432068		12.48759		11.213254		8.398549		9.863509		12.234024		11.414599		1.91591		2.448781		7.197991		1.7059253		1.6168944		3.3023775		6.037823		1.9614221		0.93802977		1.2920637		2.8475943		0.77055454		0.6932254		1.723505		2.5940285		0.9719		Yes		Yes		Yes		CA677337		0		0

		A_99_P442997		15.070763		14.2578535		15.681672		15.30418		14.491958		11.777568		11.925179		13.807895		15.519051		12.096428		12.408073		13.440877		-1.4936116		-5.5800796		-13.515038		-2.821154		1.3644202		-4.473567		-9.670555		-3.6383975		-0.57880497		-2.4802856		-3.7564936		-1.4962854		0.44828796		-2.1614256		-3.2735987		-1.8633032		Yes		Yes		Yes		AK333375		TC398654		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P036184		10.178798		10.581207		10.183254		11.216208		11.57666		14.434064		13.760758		11.1796465		12.181866		13.34761		13.729909		11.1466255		2.6351087		14.448588		11.938124		-1.0256667		4.0085154		6.804095		11.685557		-1.0494133		1.3978624		3.8528566		3.5775042		-0.036561966		2.003068		2.7664032		3.5466547		-0.06958294		Yes		Yes		Yes		AF262980		TC408715		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P346496		6.686245		6.2140183		3.8939779		4.5677		6.76618		7.3162103		6.2778645		6.1068573		7.1060653		6.9464135		6.5109982		5.947016		1.0569705		2.1468062		5.2194095		2.9062471		1.3377609		1.6613951		6.134817		2.6014497		0.079935074		1.1021919		2.3838866		1.5391574		0.4198203		0.7323952		2.6170204		1.3793159		Yes		No		No		TA95650_4565		TC398962		Rep: F-box family protein - Oryza brachyantha, partial (62%) [TC398962]

		A_99_P013134		2.2327983		2.6433074		2.1581104		2.6417093		1.8813502		2.2987137		7.396946		4.914037		3.1342986		3.4804847		6.4921646		2.496666		-1.2758406		-1.2697934		37.76127		4.8310204		1.8680074		1.7865512		20.16881		-1.1057639		-0.35144818		-0.34459376		5.2388353		2.272328		0.9015002		0.8371773		4.334054		-0.14504337		No		Yes		Yes		CV771134		TC374528		FGAS065527 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771134]

		A_99_P445367		14.676379		15.1868105		14.879585		14.961328		13.496882		14.298115		13.95131		13.731477		13.457546		14.758351		13.5859785		14.935479		-2.2649775		-1.8515015		-1.9029994		-2.3454273		-2.3275836		-1.3457955		-2.4514015		-1.0180782		-1.1794968		-0.8886957		-0.9282751		-1.2298508		-1.218833		-0.42845917		-1.2936068		-0.025848389		Yes		No		No		TA64269_4565		TC400413		0

		A_99_P043841		5.6678567		5.702295		5.6924477		5.631005		6.515375		7.4888825		6.684204		5.6504574		6.789728		6.694429		7.043125		5.5880713		1.7994032		3.4499793		1.9886045		1.0135748		2.176291		1.9891253		2.5503187		-1.0302064		0.84751844		1.7865877		0.99175644		0.019452572		1.1218715		0.9921341		1.3506775		-0.042933464		No		Yes		Yes		CA597620		0		wpa1c.pk015.d4 wpa1c Triticum aestivum cDNA clone wpa1c.pk015.d4 5' end, mRNA sequence [CA597620]

		A_99_P059401		6.741497		6.045288		7.292223		6.7518945		6.5761847		5.331473		6.192866		4.576315		4.6404862		5.1587663		4.8116384		4.8845143		-1.1214088		-1.6401358		-2.142592		-4.517672		-4.2900987		-1.8487136		-5.581236		-3.648694		-0.16531229		-0.7138152		-1.0993571		-2.1755795		-2.1010108		-0.8865218		-2.4805846		-1.8673801		Yes		No		No		CA708496		0		wdk2c.pk009.b7 wdk2c Triticum aestivum cDNA clone wdk2c.pk009.b7 5' end, mRNA sequence [CA708496]

		A_99_P464282		15.185025		15.305402		16.563332		16.904066		16.470453		16.191101		16.42399		17.678703		15.041484		15.44674		15.1933365		17.330664		2.4375436		1.84766		-1.1014022		1.7107598		-1.1046133		1.1029278		-2.584697		1.3440601		1.285428		0.8856993		-0.13934135		0.7746372		-0.14354134		0.14133835		-1.3699951		0.4265976		No		Yes		Yes		TA62365_4565		TC413275		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (53%) [TC413275]

		A_99_P258011		13.300302		13.104061		11.734863		10.900902		12.017899		11.817951		11.156765		9.564964		11.824746		12.530557		11.017617		10.936611		-2.432438		-2.438696		-1.4928801		-2.5243948		-2.780907		-1.488134		-1.6440407		1.0250608		-1.282403		-1.2861099		-0.5780983		-1.3359375		-1.4755554		-0.57350445		-0.71724606		0.03570938		Yes		No		No		TA69406_4565		TC370403		0

		A_99_P317576		6.505091		6.656723		6.6966233		6.3585334		5.9236045		5.923716		5.7862396		6.01577		5.4768767		6.5349097		5.6823688		6.3201547		-1.4963905		-1.6620997		-1.8795453		-1.2681835		-2.0394986		-1.0881016		-2.019859		-1.0269591		-0.5814867		-0.73300695		-0.9103837		-0.34276342		-1.0282145		-0.1218133		-1.0142546		-0.038378716		No		Yes		Yes		TA86830_4565		TC399181		0

		A_99_P011629		7.235642		7.1479096		7.40658		6.723657		7.20725		6.6574016		6.0466766		6.6459002		7.1512017		6.915375		6.2453327		6.6413975		-1.0198747		-1.4049395		-2.5666797		-1.0553758		-1.0602763		-1.1748971		-2.236507		-1.0586749		-0.028391838		-0.49050808		-1.3599033		-0.07775688		-0.08444023		-0.23253441		-1.1612473		-0.082259655		No		Yes		Yes		BJ226566		TC406539		BJ226566 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl18a15 5', mRNA sequence [BJ226566]

		A_99_P462322		1.7268604		2.1718264		1.8392906		1.427475		1.7331977		3.7637703		3.4980018		2.1023088		3.7493248		2.9758737		4.446808		1.9688454		1.0044023		3.0145528		3.1573434		1.5964128		4.062772		1.7459924		6.0945396		1.4553543		0.006337285		1.591944		1.6587112		0.6748338		2.0224643		0.80404735		2.6075172		0.5413704		Yes		Yes		Yes		BQ743308		TC412036		0

		A_99_P473667		3.7079542		3.206708		4.7051024		3.3623993		5.1060414		6.2988815		5.398934		4.1724925		5.552604		4.651772		5.600844		4.0012836		2.6355193		8.5278		1.6175737		1.7533246		3.591658		2.7227492		1.8605659		1.5571245		1.3980873		3.0921736		0.69383144		0.81009316		1.84465		1.4450641		0.89574146		0.6388843		Yes		No		No		BE442523		TC418698		Rep: Ribosomal protein L35A - Zea mays (Maize), partial (89%) [TC418698]

		A_99_P360386		5.4311843		5.818188		5.894348		6.038374		5.926232		7.1215725		6.8255115		6.6323266		6.6384406		6.616894		7.456678		6.7589726		1.4093672		2.4680717		1.9068129		1.5093764		2.308981		1.7395396		2.9533038		1.6478658		0.49504757		1.3033843		0.9311633		0.59395266		1.2072563		0.7987056		1.5623298		0.7205987		Yes		Yes		Yes		TA100128_4565		TC451720		Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC451720]

		A_99_P247921		4.388436		5.0756607		4.3771048		4.9729266		3.9001672		3.6428516		2.5126553		3.6851788		2.1576965		3.001107		2.0903065		4.2218804		-1.4027604		-2.6997187		-3.6412897		-2.4414663		-4.6937447		-4.212141		-4.8797197		-1.6830128		-0.4882686		-1.4328091		-1.8644495		-1.2877479		-2.2307394		-2.0745537		-2.2867982		-0.7510462		Yes		No		No		TA66542_4565		TC392055		0

		A_99_P274261		11.881752		11.610008		11.83514		12.373412		12.68687		13.581741		12.78616		12.714023		13.03091		12.475432		13.412189		12.866385		1.7472882		3.9223902		1.9332393		1.2662923		2.2178435		1.8218752		2.983588		1.4073423		0.8051176		1.9717331		0.95102024		0.3406105		1.1491575		0.86542416		1.5770483		0.49297333		Yes		Yes		Yes		BT009435		0		Triticum aestivum clone wlmk4.pk0004.a4:fis, full insert mRNA sequence [BT009435]

		A_99_P218506		11.882558		11.744601		11.568504		11.719833		11.452164		10.853284		10.130255		11.1161995		11.468235		11.053014		10.081737		11.16496		-1.3476018		-1.8548691		-2.7099187		-1.5195392		-1.3326731		-1.6150596		-2.8026037		-1.4690398		-0.43039417		-0.89131737		-1.4382496		-0.6036339		-0.41432285		-0.69158745		-1.4867678		-0.55487347		No		Yes		Yes		TA57559_4565		TC440201		0

		A_99_P504017		7.525809		6.105454		5.4866014		7.4332376		7.828463		7.756742		7.0434833		7.0082917		8.467831		7.9859753		6.9414144		7.2627006		1.2334116		3.1411395		2.9421725		-1.3425221		1.9212189		3.6820807		2.7412102		-1.1254773		0.30265427		1.651288		1.5568819		-0.42494583		0.94202185		1.8805213		1.454813		-0.170537		Yes		Yes		Yes		EU665427		TC433461		Triticum aestivum WRKY14 transcription factor mRNA, complete cds [EU665427]

		A_99_P354041		7.794792		7.7913823		7.5513954		8.118572		9.168759		12.15549		10.677872		9.382127		10.210731		10.376916		11.127004		9.611882		2.5918229		20.593365		8.732994		2.4008656		5.3366647		6.0023756		11.922445		2.8153415		1.3739672		4.3641076		3.1264763		1.2635546		2.4159384		2.5855336		3.5756083		1.49331		Yes		Yes		Yes		TA97994_4565		TC384022		Rep: Pleiotropic drug resistance protein 3 - Nicotiana tabacum (Common tobacco), partial (14%) [TC384022]

		A_99_P056886		3.9528263		4.8693013		4.7044425		4.4289155		4.8079205		5.757398		5.718672		4.8966727		5.3573327		5.542767		6.087591		5.048644		1.8088769		1.850733		2.0198236		1.3829579		2.647272		1.5948998		2.6083703		1.536586		0.8550942		0.8880968		1.0142293		0.46775723		1.4045064		0.6734657		1.3831487		0.61972857		Yes		Yes		Yes		CA608124		TC451779		wr1.pk0085.c8 wr1 Triticum aestivum cDNA clone wr1.pk0085.c8 5' end, mRNA sequence [CA608124]

		A_99_P576377		5.519215		5.599565		5.961403		5.880385		5.2572074		4.821944		5.160012		5.059726		4.991253		5.027119		4.8950815		5.356704		-1.1991463		-1.7143015		-1.7427808		-1.7662122		-1.4418911		-1.4870425		-2.094087		-1.4376183		-0.2620077		-0.7776208		-0.8013911		-0.8206587		-0.5279622		-0.57244587		-1.0663214		-0.5236807		No		Yes		Yes		0		0		0

		A_99_P391512		4.1962113		3.5927696		4.413959		3.0505		3.0092666		2.0468824		2.7590702		2.3724654		2.8144722		2.4510307		3.8441594		2.9490511		-2.2767007		-2.9198358		-3.1489894		-1.5999585		-2.605823		-2.206468		-1.4843174		-1.0728503		-1.1869447		-1.5458872		-1.6548889		-0.67803454		-1.3817391		-1.1417389		-0.56979966		-0.101448774		Yes		No		No		TA108364_4565		TC394340		0

		A_99_P095210		10.42354		10.104673		9.267205		10.134403		10.505445		11.391553		10.86439		11.394382		12.17175		10.134356		11.060416		10.957482		1.0584142		2.4399972		3.0255241		2.394923		3.3594148		1.0207872		3.4658542		1.7691779		0.08190441		1.2868795		1.5971851		1.2599792		1.74821		0.02968216		1.793211		0.8230791		Yes		Yes		Yes		BQ743841		TC422367		WHE4108_G08_N16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4108_G08_N16, mRNA sequence [BQ743841]

		A_99_P084630		3.4501126		2.3659759		4.1985517		4.413813		5.124119		2.7469158		7.879708		4.689621		3.6836767		2.8971074		6.4047794		4.9867597		3.1909947		1.30219		12.827394		1.2106718		1.175736		1.4450622		4.6146708		1.4875586		1.6740062		0.38093996		3.6811562		0.27580786		0.23356414		0.5311315		2.2062278		0.57294655		Yes		No		No		CV764116		TC444572		FGAS058499 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV764116]

		A_99_P108795		10.611777		10.011315		9.350114		9.596616		11.785764		12.817782		12.075782		11.031634		12.63475		11.954525		12.507964		10.982434		2.2563431		6.995693		6.6146646		2.7038565		4.0642047		3.8456025		8.924988		2.6132016		1.1739864		2.806467		2.725668		1.4350185		2.022973		1.9432096		3.1578503		1.3858185		Yes		Yes		Yes		CJ876829		TC389034		CJ876829 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls22g14 5', mRNA sequence [CJ876829]

		A_99_P392227		11.850159		11.3635645		10.17989		10.634031		12.450925		12.663249		11.775805		11.166949		12.914719		11.939109		12.047169		11.3437805		1.5165217		2.4617505		3.0228634		1.4468526		2.0915318		1.4902396		3.6484382		1.6355197		0.6007662		1.2996845		1.5959158		0.532918		1.0645599		0.57554436		1.867279		0.7097492		Yes		Yes		Yes		TA108535_4565		TC387334		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC387334]

		A_99_P000396		5.450045		4.5663853		3.7231762		4.5485225		5.870198		6.114525		4.7767506		5.329016		6.217304		5.8179283		4.7827373		4.838281		1.3380691		2.9243977		2.075666		1.7177186		1.7020332		2.3809595		2.0842972		1.2224358		0.42015266		1.5481396		1.0535743		0.78049374		0.7672591		1.251543		1.059561		0.28975868		No		Yes		Yes		U34402		TC377460		Triticum aestivum single-subunit RNA polymerase C mRNA, complete cds [U34402]

		A_99_P136205		11.362172		11.062753		11.885562		12.02842		12.416537		13.9574		13.050973		12.634652		13.019017		12.176162		13.244353		12.586032		2.0768042		7.4366226		2.242971		1.5222778		3.1532621		2.1635628		2.5647023		1.4718305		1.0543652		2.8946476		1.165411		0.6062317		1.6568451		1.113409		1.3587914		0.55761147		Yes		Yes		Yes		BT009242		TC383538		Triticum aestivum clone wlk1.pk0013.f1:fis, full insert mRNA sequence [BT009242]

		A_99_P239471		13.773557		13.669177		12.7418585		12.356476		12.66465		12.436153		11.971161		10.981322		12.4835615		12.963683		11.846337		12.214825		-2.1568215		-2.3505912		-1.7060945		-2.5939553		-2.4452724		-1.6307029		-1.8602818		-1.1031669		-1.1089067		-1.2330236		-0.7706976		-1.3751535		-1.2899952		-0.7054939		-0.89552116		-0.14165115		Yes		No		No		TA64290_4565		0		0

		A_99_P548097		6.6832776		6.512924		6.8735623		6.916506		7.539526		8.44781		8.004876		6.8803506		7.7574387		7.788864		8.244809		7.0033116		1.8103245		3.8234792		2.1905813		-1.0253775		2.1054974		2.4215653		2.5869403		1.0620162		0.8562484		1.934886		1.1313138		-0.036155224		1.074161		1.27594		1.3712468		0.08680582		No		Yes		Yes		TA92457_4565		0		0

		A_99_P565952		10.539166		10.473929		9.446529		9.189423		9.550542		9.26699		8.586345		7.8063445		9.0808735		9.831651		8.192501		9.214645		-1.9842923		-2.3084743		-1.8152707		-2.6082428		-2.7478304		-1.5607924		-2.3850646		1.0176368		-0.9886246		-1.2069397		-0.86018467		-1.3830781		-1.458293		-0.6422787		-1.2540283		0.025222778		Yes		No		No		TA67042_4565		TC458346		Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC458346]

		A_99_P414977		14.015521		14.50767		14.102315		14.15168		12.676927		13.388417		13.087319		12.763839		12.631818		13.930837		12.707844		14.151742		-2.529048		-2.172345		-2.0208967		-2.616868		-2.609373		-1.4915721		-2.6289217		1.0000429		-1.3385944		-1.1192532		-1.0149956		-1.3878412		-1.3837032		-0.5768337		-1.3944712		6.20E-05		Yes		No		No		TA64275_4565		TC374977		0

		A_99_P243141		11.409873		11.221801		11.583425		11.304116		12.186923		13.501983		13.254024		11.718768		12.587361		12.369647		13.620796		11.645012		1.7136233		4.857392		3.1834674		1.3329769		2.2618265		2.2158284		4.10497		1.2665427		0.77705		2.280182		1.670599		0.41465187		1.1774883		1.1478462		2.0373716		0.34089565		Yes		Yes		Yes		TA65275_4565		TC396826		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		A_99_P315011		4.7427144		5.484129		4.164534		4.878448		5.3468146		6.251841		7.2482667		5.641033		6.2962203		6.187038		7.6131387		5.596325		1.5200305		1.7025677		8.478051		1.696528		2.9352958		1.6277837		10.917757		1.6447598		0.6041002		0.7677121		3.0837326		0.76258516		1.5535059		0.702909		3.4486046		0.7178769		Yes		Yes		Yes		TA86104_4565		TC391953		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC391953]

		A_99_P507147		5.6545224		4.9180684		4.446476		2.5896475		5.450138		5.9919944		7.387661		6.0322595		5.911335		5.7722306		7.418501		4.382358		-1.1521945		2.1051543		7.680419		10.872501		1.194836		1.8077087		7.8463674		3.4646523		-0.20438433		1.073926		2.941185		3.442612		0.25681257		0.8541622		2.972025		1.7927105		Yes		Yes		Yes		CJ637836		TC434821		0

		A_99_P354486		3.1634085		3.4518127		4.221972		3.4606802		2.3312428		2.7886417		3.2215946		1.9078794		3.2725124		2.5295594		3.5211933		2.7373412		-1.7803559		-1.5835595		-2.0005233		-2.9338617		1.0785581		-1.8950729		-1.625382		-1.6509988		-0.8321657		-0.66317105		-1.0003774		-1.5528009		0.10910392		-0.9222534		-0.7007787		-0.7233391		Yes		No		No		TA98141_4565		TC454133		Rep: Os04g0636000 protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC454133]

		A_99_P074065		9.344227		9.784721		9.397035		9.879505		9.42485		10.487454		10.256658		9.754138		9.769486		10.094167		10.463298		9.781741		1.0574751		1.6275852		1.814564		-1.0907853		1.3428141		1.2392312		2.0940025		-1.0701137		0.08062363		0.70273304		0.85962296		-0.12536716		0.4252596		0.30944538		1.0662632		-0.097764015		No		Yes		Yes		CJ854668		TC384563		CJ854668 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal31m11 5', mRNA sequence [CJ854668]

		A_99_P404687		2.5373003		4.0250163		4.4868054		4.723925		1.5178112		2.7157192		3.5252666		2.9093666		1.4624153		2.9118412		3.1783745		3.4793518		-2.027201		-2.4782076		-1.9473859		-3.5175197		-2.1065543		-2.163212		-2.4767203		-2.3694847		-1.0194892		-1.3092971		-0.9615388		-1.8145585		-1.074885		-1.1131752		-1.3084309		-1.2445734		Yes		No		No		TA111575_4565		TC393200		0

		A_99_P193978		6.9080634		7.096887		7.4907646		7.0185876		7.316216		10.474778		9.929341		8.833538		8.739423		8.013465		10.017877		8.458382		1.3269855		10.395528		5.4210663		3.5184755		3.5587223		1.8876324		5.7641664		2.7128215		0.40815258		3.377891		2.4385767		1.8149505		1.8313594		0.9165778		2.527112		1.4397941		Yes		Yes		Yes		TA69810_4565		TC371933		0

		A_99_P448817		10.88488		11.838879		11.235924		12.562823		9.587028		9.341941		10.408264		10.439738		9.056697		10.008761		9.160542		11.217026		-2.4586263		-5.64486		-1.7748039		-4.3562446		-3.5508962		-3.5556595		-4.2145605		-2.5417066		-1.2978525		-2.4969378		-0.8276596		-2.123085		-1.8281832		-1.8301172		-2.0753822		-1.3457975		Yes		Yes		Yes		TC402824		TC402824		Rep: Fasciclin-like protein FLA15 - Triticum aestivum (Wheat), partial (65%) [TC402824]

		A_99_P375997		9.266323		8.874411		7.8565164		7.7169566		7.9791694		7.8206573		7.0640035		6.4510846		7.913643		8.387591		7.0477376		7.5142384		-2.4404612		-2.0759237		-1.7320888		-2.404725		-2.5538614		-1.4013519		-1.7517279		-1.1508647		-1.2871537		-1.0537534		-0.7925129		-1.265872		-1.3526802		-0.48681927		-0.80877876		-0.20271826		Yes		No		No		TA104561_4565		TC430600		Rep: Os08g0242700 protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC430600]

		A_99_P385717		6.73218		6.0635		6.042183		6.2760167		6.9802246		7.504956		7.1199646		6.3956056		7.723126		7.207518		7.687414		6.6529603		1.1875963		2.7159479		2.1107879		1.0864252		1.9874876		2.209957		3.12798		1.2985878		0.24804449		1.4414558		1.0777817		0.11958885		0.9909458		1.1440182		1.6452312		0.3769436		Yes		Yes		Yes		TA106931_4565		TC399757		Rep: Polyprotein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC399757]

		A_99_P004496		11.278642		11.614612		11.27119		12.205991		12.781761		15.31729		14.581609		12.012179		13.392642		14.248547		14.825215		12.038727		2.8345494		13.020191		9.920543		-1.1437814		4.3288994		6.207167		11.745414		-1.1229268		1.5031195		3.7026787		3.310419		-0.19381142		2.1140003		2.633935		3.5540257		-0.16726398		Yes		Yes		Yes		U11496		TC395657		Triticum aestivum Chinese spring protein disulfide isomerase (PDI) mRNA, complete cds [U11496]

		A_99_P242176		3.8886516		4.272528		4.278831		3.872412		2.788346		2.3184016		2.8133945		2.3172874		2.8031158		3.1130412		3.0246313		2.2502873		-2.144001		-3.8748128		-2.76147		-2.938591		-2.1221635		-2.23378		-2.385348		-3.0782804		-1.1003056		-1.9541266		-1.4654365		-1.5551245		-1.0855358		-1.159487		-1.2541997		-1.6221247		Yes		Yes		Yes		TA65039_4565		TC407192		Rep: Fiber protein - Hyacinthus orientalis (Common hyacinth), partial (50%) [TC407192]

		A_99_P508312		7.3373694		5.627566		3.748307		4.5434184		8.124138		8.038515		7.553005		6.86595		10.380688		6.9225802		8.005181		6.40706		1.7252058		5.318241		13.974243		5.0020924		8.24385		2.4537945		19.11819		3.6392515		0.78676844		2.4109492		3.8046982		2.3225317		3.0433183		1.2950144		4.256874		1.8636417		Yes		Yes		Yes		TC435322		TC435322		0

		A_99_P008576		4.6805406		4.8837543		4.5310845		4.9931884		4.4238167		3.9869568		2.1064467		4.2303066		4.292476		4.270685		2.8399076		4.2283254		-1.1947625		-1.8619282		-5.368942		-1.6968768		-1.3086364		-1.5295095		-3.2292001		-1.6992086		-0.25672388		-0.8967974		-2.4246378		-0.76288176		-0.38806438		-0.61306906		-1.6911769		-0.764863		Yes		Yes		Yes		BJ257240		TC431430		BJ257240 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh20i04 5', mRNA sequence [BJ257240]

		A_99_P518102		6.023291		6.598329		6.0116596		7.490767		6.1962295		5.3616753		4.9292836		6.071009		5.254498		5.457747		3.6098003		6.210031		1.1273522		-2.3565133		-2.1175206		-2.675406		-1.7038438		-2.2046995		-5.284838		-2.4296288		0.17293835		-1.2366538		-1.082376		-1.4197578		-0.7687931		-1.1405821		-2.4018593		-1.280736		Yes		No		No		0		0		0

		A_99_P163037		13.56841		13.59582		16.263123		15.733338		12.899743		10.493476		12.583752		14.854583		14.128094		10.741006		13.337764		14.496681		-1.5896034		-8.588133		-12.81153		-1.8387885		1.4739461		-7.234105		-7.596626		-2.3565187		-0.66866684		-3.1023445		-3.6793709		-0.87875557		0.5596838		-2.8548145		-2.9253588		-1.2366571		Yes		Yes		Yes		AY286098		TC368698		Triticum aestivum chalcone synthase (CHS1) mRNA, complete cds [AY286098]

		A_99_P474452		10.438306		10.698952		9.607842		9.421375		11.602704		10.476783		12.5907135		10.958977		9.752736		10.5124655		11.105419		10.079806		2.241397		-1.1664859		7.9055786		2.9031146		-1.608337		-1.1379887		2.8236802		1.5783652		1.1643982		-0.22216892		2.982871		1.5376015		-0.68556976		-0.18648624		1.4975767		0.65843105		Yes		No		No		CJ697887		TC419118		Rep: Plasma membrane-bound peroxidase 1 - Zea mays (Maize), partial (28%) [TC419118]

		A_99_P214976		12.29658		12.750095		11.812249		10.726745		10.914753		11.66658		9.99672		9.668532		10.703431		12.071265		9.992482		11.015752		-2.6059825		-2.1191933		-3.5198865		-2.0823495		-3.0170722		-1.6008412		-3.5302417		1.2217991		-1.3818274		-1.0835152		-1.8155289		-1.0582123		-1.5931492		-0.67883015		-1.819767		0.2890072		Yes		No		No		TA56033_4565		0		0

		A_99_P213846		13.977777		13.993569		13.679928		13.608384		12.729843		12.792724		12.728901		12.3547945		12.50813		13.2686205		12.50042		13.593842		-2.3750098		-2.298744		-1.9332483		-2.3843393		-2.76954		-1.652842		-2.2649956		-1.0101311		-1.2479334		-1.2008457		-0.9510269		-1.2535896		-1.4696465		-0.7249489		-1.1795082		-0.01454258		Yes		No		No		AK332341		TC383177		Triticum aestivum cDNA, clone: WT003_M01, cultivar: Chinese Spring [AK332341]

		A_99_P217756		2.059101		3.7205982		4.460638		2.9591835		3.4824011		4.5341434		4.8847623		4.069368		4.196755		3.9477222		5.3977513		4.1901507		2.681983		1.757525		1.3417578		2.1587324		4.4004583		1.1704992		1.9146932		2.347243		1.4233		0.8135452		0.42412424		1.1101844		2.1376538		0.22712398		0.9371133		1.2309673		Yes		No		No		TA57371_4565		TC402939		Rep: Phosphate/phosphoenolpyruvate translocator - Zea mays (Maize), partial (32%) [TC402939]

		A_99_P193778		12.214507		11.826097		10.474294		11.327648		11.646671		10.759182		8.626592		10.966754		11.34581		10.900264		8.283845		11.287903		-1.4822983		-2.0949483		-3.5992641		-1.2842216		-1.8260132		-1.8997805		-4.5644746		-1.0279324		-0.5678358		-1.0669146		-1.847702		-0.3608942		-0.86869717		-0.92583275		-2.1904488		-0.03974533		Yes		Yes		Yes		CJ948388		0		CJ948388 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul23g21 5', mRNA sequence [CJ948388]

		A_99_P198236		9.577076		9.704244		9.629223		9.923687		10.12564		10.069553		10.741416		10.708615		9.793218		10.289259		10.9984045		10.701261		1.4626291		1.2881582		2.16174		1.7230067		1.1616228		1.5000548		2.5832398		1.7142453		0.54856396		0.36530972		1.1121931		0.7849283		0.2161417		0.5850153		1.3691816		0.7775736		No		Yes		Yes		AK331387		TC385576		Triticum aestivum cDNA, clone: WT007_F23, cultivar: Chinese Spring [AK331387]

		A_99_P026384		3.6682422		4.9266143		4.5743785		5.380818		4.7089877		6.3287086		5.9037223		6.0614777		5.119469		5.344256		6.476523		5.782003		2.0572906		2.6428497		2.5128834		1.6028726		2.734405		1.3357422		3.7376835		1.3205922		1.0407455		1.4020944		1.3293438		0.6806598		1.451227		0.41764164		1.9021444		0.40118504		Yes		No		No		AL819737		TC410598		AL819737 n:129 Triticum aestivum cDNA clone C12_n129_plate_4, mRNA sequence [AL819737]

		A_99_P359051		1.5002956		1.7267767		1.821402		1.7817217		5.815071		6.985827		7.3464966		4.9974647		8.163091		6.2324715		7.836592		3.8633416		19.901089		38.294106		46.04889		9.290415		101.321396		22.716913		64.677414		4.232822		4.3147755		5.2590504		5.5250945		3.215743		6.662795		4.505695		6.01519		2.0816197		Yes		Yes		Yes		TA99687_4565		TC434768		Rep: Os09g0341100 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC434768]

		A_99_P532142		9.529748		10.04189		10.399336		9.668728		9.187607		9.450147		8.31192		9.331492		9.087256		9.769983		8.794816		9.474918		-1.2676365		-1.507067		-4.2498612		-1.2633334		-1.3589492		-1.2074026		-3.0409453		-1.14378		-0.34214115		-0.59174347		-2.0874157		-0.33723545		-0.44249153		-0.27190685		-1.6045198		-0.19380951		No		Yes		Yes		TC440841		TC440841		Rep: Tegument phosphoprotein VP13/14 - Cercopithecine herpesvirus 2, partial (6%) [TC440841]

		A_99_P264476		8.126619		8.678515		11.66441		8.763425		10.762856		11.984439		11.291618		9.985364		11.214261		9.85193		12.115963		9.454349		6.217076		9.889677		-1.2948557		2.3326004		8.501054		2.2554483		1.3675119		1.6143167		2.6362362		3.3059235		-0.3727913		1.2219391		3.0876417		1.1734142		0.45155334		0.6909237		Yes		No		No		AF104107		TC433554		Triticum aestivum small heat shock protein Hsp23.5 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104107]

		A_99_P136460		3.8560421		3.6760302		4.383159		4.3022714		2.959235		3.8561928		1.7066532		3.7824376		3.9709415		3.8336709		2.443433		3.9384928		-1.8619407		1.1330116		-6.3930573		-1.4337901		1.0828996		1.1154615		-3.836328		-1.2867918		-0.8968072		0.18016267		-2.676506		-0.5198338		0.1148994		0.1576407		-1.9397261		-0.3637786		No		Yes		Yes		CJ718950		TC375207		CJ718950 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd20p12 5', mRNA sequence [CJ718950]

		A_99_P023884		2.3983748		2.3090963		2.4917412		2.4041984		2.7268174		3.4974496		3.9437993		4.2511		3.5158665		3.108775		4.286928		3.7795563		1.2556571		2.2789247		2.7359807		3.597268		2.1696942		1.7407132		3.4706047		2.5943224		0.32844257		1.1883533		1.4520581		1.8469017		1.1174917		0.79967856		1.795187		1.3753579		Yes		No		No		CK170733		TC403969		FGAS045721 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170733]

		A_99_P395857		8.647625		8.188231		8.151765		7.468289		9.338119		10.251539		10.180422		8.862464		9.72948		9.398347		10.307105		8.797772		1.6138356		4.1794343		4.0802484		2.6283822		2.1167557		2.3135614		4.4547367		2.5131269		0.6904936		2.0633078		2.028657		1.394175		1.0818548		1.2101154		2.1553402		1.3294835		Yes		Yes		Yes		TA109408_4565		TC409797		0

		A_99_P236746		12.197255		12.148389		11.441551		10.985053		11.037486		10.90471		10.127369		9.484943		10.78663		11.304704		9.932977		10.847482		-2.2342167		-2.3680162		-2.4866135		-2.8286421		-2.658524		-1.7946284		-2.8452876		-1.1000518		-1.159769		-1.243679		-1.3141823		-1.5001097		-1.4106255		-0.84368515		-1.5085745		-0.13757133		Yes		No		No		TA63529_4565		0		0

		A_99_P423722		1.4577152		2.1647804		4.338626		4.30438		1.8931481		4.575621		8.673084		4.7695723		3.0516965		3.9351742		8.339288		5.558811		1.3523166		5.3178415		20.174463		1.3805014		3.018813		3.4114707		16.007341		2.3857307		0.4354329		2.4108407		4.3344584		0.46519232		1.5939814		1.7703938		4.000662		1.2544312		Yes		No		No		AJ888648		TC383711		AJ888648 Triticum aestivum cv. Fidel leaf Triticum aestivum cDNA clone OA_a3G11, mRNA sequence [AJ888648]

		A_99_P116610		7.5618606		6.71895		7.104647		7.213245		7.122702		6.7766113		5.6780033		6.0153117		7.7889743		6.690584		6.042786		6.4736085		-1.3558133		1.0407774		-2.6882062		-2.294108		1.1704909		-1.0198561		-2.087623		-1.669755		-0.43915844		0.057661533		-1.4266438		-1.1979332		0.22711372		-0.028365612		-1.061861		-0.7396364		No		Yes		Yes		CJ698858		TC404328		CJ698858 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd14j24 5', mRNA sequence [CJ698858]

		A_99_P348536		4.8150687		4.5157948		4.6643243		4.74528		2.9065094		3.4594803		3.3144865		2.2771006		2.2306879		2.1770465		3.038678		1.9664717		-3.75434		-2.079612		-2.5488346		-5.53345		-5.9975815		-5.058635		-3.0858037		-6.8628516		-1.9085593		-1.0563145		-1.3498378		-2.4681792		-2.5843809		-2.3387482		-1.6256464		-2.778808		Yes		No		No		TA96271_4565		TC405322		0

		A_99_P427757		3.737097		4.1852393		4.818333		4.113361		3.951177		2.834853		3.7781591		3.1026928		3.376775		3.77762		3.2503045		3.1636524		1.1599638		-2.549804		-2.0564756		-2.014844		-1.2837124		-1.326495		-2.964993		-1.9314823		0.21407986		-1.3503864		-1.040174		-1.010668		-0.360322		-0.40761924		-1.5680287		-0.94970846		No		Yes		Yes		CK206501		TC386786		0

		A_99_P480347		11.147178		10.295083		9.397695		9.020606		11.219167		11.218596		10.145794		10.017278		11.625851		10.630563		10.527467		9.184876		1.051165		1.8967288		1.6795787		1.9953912		1.3934613		1.261797		2.1882417		1.1205993		0.07198906		0.9235134		0.7480993		0.9966717		0.47867298		0.33547974		1.1297722		0.1642704		No		Yes		Yes		TC422313		TC422313		0

		A_99_P424462		9.518224		8.749415		10.09265		10.086353		10.318362		11.083737		10.642651		9.953631		10.895775		10.068622		10.753128		10.150656		1.7412683		5.043139		1.4640859		-1.0963602		2.5982695		2.495288		1.5806059		1.0455793		0.8001385		2.334322		0.5500002		-0.1327219		1.3775511		1.3192062		0.66047764		0.064302444		No		Yes		Yes		CV773032		TC384287		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (53%) [TC384287]

		A_99_P410957		7.127997		7.5764694		7.343811		6.932918		6.137552		6.1952033		5.8037133		8.1141405		6.6036363		6.000145		6.2124214		7.3127046		-1.9867979		-2.6049688		-2.908142		2.2676885		-1.4382961		-2.9820914		-2.1906965		1.3011492		-0.99044514		-1.3812661		-1.5400977		1.1812224		-0.52436066		-1.5763245		-1.1313896		0.3797865		No		Yes		Yes		CK214166		TC373015		Rep: Dehydrin - Triticum turgidum subsp. durum (durum wheat), complete [TC373015]

		A_99_P134320		1.8961983		2.98847		2.037839		3.1132376		1.5333253		3.8146226		4.0635266		5.2713265		2.5789998		4.0901775		3.8045719		4.6693854		-1.2859843		1.7729509		4.0718594		4.4632325		1.6052539		2.1460853		3.4028249		2.940676		-0.36287296		0.82615256		2.0256877		2.158089		0.6828015		1.1017075		1.7667329		1.5561478		Yes		No		No		BT009323		0		Triticum aestivum clone wlm24.pk0013.d6:fis, full insert mRNA sequence [BT009323]

		A_99_P418177		9.375414		9.256698		8.214427		8.491496		9.614675		10.166055		9.554589		8.575355		10.261045		9.418351		9.990288		8.633168		1.1803876		1.8782083		2.531798		1.0598488		1.8475733		1.1185684		3.4244227		1.103183		0.23926067		0.9093571		1.3401623		0.08385849		0.88563156		0.16165352		1.7758608		0.14167213		No		Yes		Yes		TC394608		TC394608		0

		A_99_P487017		5.6696873		6.2758346		7.4100966		6.180987		5.3988667		5.0389667		6.050747		6.2627296		4.526542		5.606022		6.156874		6.085968		-1.2064939		-2.356863		-2.565695		1.0582957		-2.2086198		-1.5908664		-2.3837328		-1.0680794		-0.27082062		-1.2368679		-1.3593497		0.08174276		-1.1431451		-0.6698127		-1.2532225		-0.09501886		No		Yes		Yes		AK334962		TC425724		Triticum aestivum cDNA, clone: WT011_J24, cultivar: Chinese Spring [AK334962]

		A_99_P326856		7.729655		8.699311		10.368066		9.549102		7.437094		7.1893334		9.263486		9.21326		6.8576293		7.730123		9.25185		9.5155325		-1.2248123		-2.8480566		-2.1503625		-1.2621139		-1.8302307		-1.9577386		-2.167776		-1.0235413		-0.29256058		-1.5099778		-1.1045799		-0.33584213		-0.8720255		-0.9691882		-1.1162157		-0.033569336		No		Yes		Yes		TA89598_4565		TC376216		0

		A_99_P513312		6.515951		5.978124		5.5140853		5.348766		7.0702095		8.067269		6.5794544		5.7675223		7.6319594		6.879427		7.211332		5.5346513		1.4684136		4.2549586		2.0927052		1.3367748		2.1674645		1.8677518		3.2428145		1.137515		0.55425835		2.0891452		1.0653691		0.41875648		1.1160083		0.9013028		1.6972466		0.18588543		Yes		No		No		BJ260250		TC437560		0

		A_99_P536312		11.227389		10.832382		10.80293		10.65269		12.313487		12.337868		12.612561		11.654945		13.080998		11.418208		12.203754		11.128428		2.1229901		2.8392022		3.505527		2.0031292		3.6140316		1.500898		2.6405246		1.3906299		1.0860977		1.5054855		1.8096313		1.0022554		1.8536091		0.5858259		1.4008245		0.47573853		Yes		Yes		Yes		TC447091		TC447091		0

		A_99_P253286		7.255432		7.8677316		8.142279		7.322983		8.99138		10.615609		10.1416025		7.987066		10.872888		9.529048		10.715767		7.70262		3.3309822		6.717282		3.9981258		1.5845608		12.273335		3.1630502		5.9524693		1.3010147		1.7359476		2.7478776		1.9993238		0.664083		3.6174555		1.6613164		2.5734882		0.37963724		Yes		Yes		Yes		TA68050_4565		0		0

		A_99_P244651		5.047648		4.377006		7.8575206		5.313627		7.490293		10.006735		9.105557		8.50103		8.35749		6.1293807		10.056357		6.4737015		5.436375		49.51277		2.37518		9.109698		9.916573		3.3691266		4.59109		2.23469		2.442645		5.629729		1.2480369		3.1874032		3.3098416		1.7523746		2.1988368		1.1600747		Yes		No		No		TA65660_4565		0		0

		A_99_P216011		5.8484116		4.4753737		4.918757		3.6245434		5.2589893		3.7965393		1.9041401		2.7346623		4.923983		4.855631		2.437803		2.57177		-1.504644		-1.6008459		-8.081466		-1.8530234		-1.8979322		1.3015738		-5.582665		-2.0745142		-0.5894222		-0.67883444		-3.014617		-0.88988113		-0.92442846		0.38025713		-2.480954		-1.0527735		Yes		Yes		Yes		TA56527_4565		TC400199		0

		A_99_P156742		11.983532		12.087593		12.265243		12.468723		12.87412		13.745498		13.724683		12.429711		13.360676		12.909015		13.762227		12.389195		1.8539313		3.1555789		2.7500165		-1.0274099		2.5975363		1.7671465		2.8225212		-1.0566722		0.8905878		1.6579046		1.4594402		-0.039011955		1.3771439		0.8214216		1.4969845		-0.079527855		No		Yes		Yes		AK332520		TC423675		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		A_99_P043631		4.934369		4.871989		5.137196		5.166554		5.031601		3.7295444		2.7105324		4.735164		4.7651925		4.145086		3.4686134		4.4442954		1.069719		-2.2075474		-5.3764863		-1.3485321		-1.1244166		-1.6550823		-3.1790214		-1.6497627		0.097231865		-1.1424444		-2.4266636		-0.4313898		-0.16917658		-0.72690296		-1.6685827		-0.72225857		No		Yes		Yes		CA594630		0		wpa1c.pk008.m24 wpa1c Triticum aestivum cDNA clone wpa1c.pk008.m24 5' end, mRNA sequence [CA594630]

		A_99_P468162		9.757617		11.596906		13.155908		12.080189		8.040975		8.498881		10.299649		11.278454		8.760815		8.885163		11.03247		11.248652		-3.286706		-8.562454		-7.2413487		-1.7431961		-1.995572		-6.5511236		-4.3573103		-1.7795794		-1.7166424		-3.0980244		-2.8562584		-0.8017349		-0.99680233		-2.7117424		-2.123438		-0.8315363		Yes		Yes		Yes		CA632797		TC415742		Rep: UDP-glucose glucosyltransferase - Triticum aestivum (Wheat), partial (22%) [TC415742]

		A_99_P410057		13.079441		12.90021		12.344802		12.413368		12.101299		11.898236		11.466556		11.03139		11.99022		12.282071		11.218105		12.174576		-1.9699265		-2.0027385		-1.8381395		-2.6062546		-2.1275911		-1.5348942		-2.1835818		-1.1800046		-0.9781418		-1.0019741		-0.8782463		-1.381978		-1.089221		-0.61813927		-1.1266966		-0.23879242		Yes		No		No		AK332643		TC372122		Triticum aestivum cDNA, clone: WT004_I03, cultivar: Chinese Spring [AK332643]

		A_99_P397337		7.5745645		8.148982		7.876266		7.2387757		6.9033456		6.859963		6.744634		6.2409844		6.041263		7.708284		6.3575478		7.302956		-1.5924177		-2.4436185		-2.1910644		-1.9969404		-2.8944743		-1.357261		-2.8653636		1.0454909		-0.6712189		-1.2890191		-1.1316319		-0.9977913		-1.5333014		-0.44069815		-1.5187182		0.064180374		Yes		No		No		TA109782_4565		TC421895		Rep: Os02g0741700 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC421895]

		A_99_P455187		5.0395107		6.240129		6.369083		5.1413007		2.9352105		4.585001		5.358006		3.6414268		3.1894267		5.2039304		4.9167867		5.28805		-4.2998915		-3.1495113		-2.015415		-2.8281798		-3.605212		-2.0508168		-2.7364326		1.1070724		-2.1043003		-1.655128		-1.0110769		-1.4998739		-1.8500841		-1.0361986		-1.4522963		0.1467495		Yes		No		No		TC407208		TC407208		Rep: Os01g0108400 protein - Oryza sativa subsp. japonica (Rice), partial (57%) [TC407208]

		A_99_P332981		9.631864		9.333589		8.116706		9.170598		9.791873		11.337238		10.103526		9.637937		10.88224		10.126539		10.237302		9.746971		1.1172944		4.010132		3.9636242		1.3825567		2.3790352		1.7326144		4.3487353		1.4910959		0.16000938		2.0036497		1.9868202		0.46733856		1.2503767		0.79295063		2.120596		0.5763731		Yes		Yes		Yes		TA91457_4565		TC393203		Rep: Allene oxide synthase - Glycine max (Soybean), partial (32%) [TC393203]

		A_99_P370152		3.607169		3.501027		3.5846841		3.8265305		3.7923985		4.8302493		4.3684497		4.4111953		3.8842323		4.7948575		4.8416095		4.880251		1.1369978		2.5126717		1.7216185		1.4996905		1.2117258		2.4517815		2.3898587		2.0758762		0.18522954		1.3292222		0.78376555		0.5846648		0.27706337		1.2938304		1.2569253		1.0537205		No		Yes		Yes		TA103124_4565		TC414161		0

		A_99_P159072		12.871104		12.771965		11.827393		11.899823		11.874404		11.756572		10.93015		10.298627		11.806048		12.164006		10.762128		11.746628		-1.9954308		-2.0214539		-1.8625027		-3.033948		-2.0922508		-1.5241013		-2.0925539		-1.1120298		-0.9967003		-1.0153933		-0.89724255		-1.6011963		-1.0650558		-0.6079588		-1.0652647		-0.15319538		Yes		No		No		DR740471		TC379021		FGAS000418 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740471]

		A_99_P447707		9.659917		9.536504		8.385903		8.845988		9.868848		10.469888		9.789959		8.900346		10.60237		9.762894		10.163628		8.932717		1.1558315		1.9097502		2.6464448		1.0383966		1.9217936		1.1699038		3.4288487		1.0619597		0.20893097		0.93338394		1.4040556		0.05435753		0.9424534		0.22638988		1.7777243		0.08672905		No		Yes		Yes		CA609618		TC402158		Rep: Plasma membrane protein 3 - Leymus chinensis, partial (98%) [TC402158]

		A_99_P281516		7.0944023		6.931896		6.9630885		7.8671575		6.068544		4.9198055		5.410881		5.930653		5.627027		5.517545		5.0680566		6.4007344		-2.0361705		-4.0336633		-2.9326553		-3.8277705		-2.7651837		-2.6653981		-3.7193022		-2.763359		-1.0258584		-2.0120907		-1.5522075		-1.9365044		-1.4673753		-1.414351		-1.8950319		-1.466423		Yes		Yes		Yes		AK332995		TC458826		Triticum aestivum cDNA, clone: WT005_G07, cultivar: Chinese Spring [AK332995]

		A_99_P463067		6.6270814		6.885328		6.857366		8.669861		6.2263207		5.5085473		5.979522		7.253906		5.2744155		5.667185		4.750145		8.494346		-1.3202038		-2.596882		-1.8376268		-2.6683633		-2.553836		-2.3264706		-4.3086057		-1.1293676		-0.40076065		-1.3767805		-0.87784386		-1.4159551		-1.3526659		-1.218143		-2.1072211		-0.17551517		Yes		No		No		TC412450		TC412450		0

		A_99_P537987		7.81242		8.064933		7.982905		8.202493		6.9668355		5.715133		5.450836		5.844452		7.466024		6.308758		4.6749563		6.1025796		-1.7969925		-5.0975347		-5.7840047		-5.1267366		-1.2713805		-3.3780134		-9.903569		-4.2868357		-0.8455844		-2.3497996		-2.5320687		-2.3580408		-0.34639597		-1.756175		-3.3079486		-2.0999131		Yes		Yes		Yes		GU452717		TC447730		Triticum aestivum putative small GTP-binding protein mRNA, complete cds [GU452717]

		A_99_P296791		12.13392		11.325803		9.046542		9.504322		10.147121		8.536029		5.38582		6.720115		10.2635145		10.275346		7.1506577		6.960714		-3.9635642		-6.915214		-12.646991		-6.8885813		-3.6563525		-2.0711858		-3.7215006		-5.830454		-1.9867983		-2.789774		-3.6607223		-2.7842069		-1.8704052		-1.050457		-1.8958845		-2.5436082		Yes		No		No		TA80735_4565		TC449843		Rep: Disease resistance response protein 206 - Oryza sativa subsp. indica (Rice), partial (44%) [TC449843]

		A_99_P337481		8.848142		8.663146		8.996417		9.219934		10.3958235		11.892175		11.112526		10.54461		10.779961		10.508184		11.424502		10.561519		2.92347		9.376365		4.3352313		2.5047655		3.8153594		3.5926251		5.3817873		2.5342946		1.5476818		3.2290287		2.116109		1.3246756		1.931819		1.8450384		2.4280853		1.3415842		Yes		Yes		Yes		TA92844_4565		TC371111		Rep: Protein kinase domain containing protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC371111]

		A_99_P320831		1.3203027		2.0130742		2.36848		2.486127		2.203894		3.8198478		8.43618		4.446045		4.036951		2.6625307		8.724324		2.756631		1.8449621		3.4985902		67.07487		3.8903987		6.573439		1.5685772		81.90301		1.2062291		0.8835912		1.8067737		6.0677004		1.959918		2.7166483		0.6494565		6.3558445		0.270504		Yes		Yes		Yes		TA87783_4565		TC422760		Rep: P450 monooxygenase - Hordeum vulgare var. distichum (Two-rowed barley), partial (35%) [TC422760]

		A_99_P541627		6.6666675		7.1870723		6.151909		8.31715		5.630747		5.2685494		7.000034		6.6293244		5.2762246		5.4302363		5.716127		7.2323594		-2.0504217		-3.7803578		1.8001598		-3.2217078		-2.6215913		-3.3795612		-1.3526437		-2.1210678		-1.0359206		-1.9185228		0.848125		-1.6878257		-1.3904428		-1.7568359		-0.43578196		-1.0847907		Yes		No		No		TA85555_4565		TC449136		0

		A_99_P249026		9.739459		10.425712		10.115967		9.9159355		9.692006		10.37758		11.189705		11.202464		10.120548		10.02818		10.947224		10.869281		-1.0334388		-1.0339253		2.10488		2.4394038		1.3023248		-1.3172522		1.7792348		1.9363575		-0.047452927		-0.048131943		1.0737381		1.2865286		0.3810892		-0.3975315		0.83125687		0.9533453		No		Yes		Yes		TA66844_4565		TC381771		Rep: Cinnamyl-alcohol dehydrogenase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (97%) [TC381771]

		A_99_P492652		4.5028543		4.8275723		5.050438		4.3301625		3.5021715		3.725766		2.3887384		4.156666		4.1802535		4.1405635		3.3014507		4.1844864		-2.0009468		-2.1462326		-6.3277802		-1.1277887		-1.250583		-1.6099422		-3.3612251		-1.106249		-1.0006828		-1.1018064		-2.6616995		-0.17349672		-0.32260084		-0.68700886		-1.7489872		-0.14567614		Yes		No		No		TC428488		TC428488		Rep: Predicted protein - Sclerotinia sclerotiorum (strain ATCC 18683 / 1980 / Ss-1) (Whitemold) (Whetzelinia sclerotiorum), partial (22%) [TC428488]

		A_99_P448412		4.0479712		3.6490953		2.0987673		2.4415083		4.66217		5.284248		4.4646244		3.806041		5.4586234		4.6387186		4.71843		2.8099244		1.5307076		3.106204		5.154588		2.574929		2.6585732		1.9856665		6.146064		1.2909347		0.6141987		1.6351526		2.3658571		1.3645327		1.4106522		0.9896233		2.6196628		0.36841607		Yes		Yes		Yes		TC402592		TC402592		0

		A_99_P165192		9.103177		9.192538		8.56396		9.290837		8.453039		7.6086507		7.8847427		8.820975		7.774847		8.791482		7.4329834		8.988507		-1.5693182		-2.9977655		-1.6012708		-1.384977		-2.5111184		-1.3204744		-2.1900694		-1.2331344		-0.6501379		-1.5838876		-0.67921734		-0.46986198		-1.32833		-0.4010563		-1.1309767		-0.30233002		No		Yes		Yes		M28059		TC373557		Wheat ubiquitin carrier protein (E2) mRNA, complete cds [M28059]

		A_99_P240576		11.058736		11.685162		13.577843		13.071759		10.911115		10.596036		12.570033		12.991452		11.030532		10.906013		12.351907		12.928521		-1.1077415		-2.1274507		-2.010856		-1.057243		-1.0197419		-1.7161183		-2.3390715		-1.1043811		-0.14762115		-1.0891256		-1.0078096		-0.08030701		-0.028203964		-0.77914906		-1.2259359		-0.14323807		No		Yes		Yes		TA64626_4565		TC408309		Rep: Plasma membrane intrinsic protein - Triticum aestivum (Wheat), partial (47%) [TC408309]

		A_99_P569872		6.738943		6.444742		5.7966785		5.6132603		5.011509		5.22745		4.9930873		4.7460113		4.9504313		5.9995666		5.0701327		5.700258		-3.3113837		-2.3250992		-1.7454406		-1.8241812		-3.4545834		-1.3614799		-1.6546726		1.0621574		-1.7274342		-1.2172923		-0.80359125		-0.867249		-1.7885118		-0.44517565		-0.7265458		0.08699751		Yes		No		No		CA697793		TC459761		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC459761]

		A_99_P495072		12.829953		13.122005		11.987567		12.630706		13.127983		13.654195		13.51003		13.142842		13.521281		13.851242		13.656685		13.120499		1.2294643		1.446122		2.8728106		1.4261606		1.6147693		1.6577617		3.180201		1.4042432		0.2980299		0.53218937		1.5224628		0.51213646		0.69132805		0.7292366		1.6691179		0.48979282		No		Yes		Yes		TA57507_4565		TC372351		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		A_99_P417057		7.1217895		6.1425705		8.010077		7.9951606		10.164109		11.282261		11.234482		10.1707945		12.104557		10.105543		11.78318		10.372491		8.238147		35.2534		9.346358		4.5178423		31.620047		15.594579		13.67153		5.195744		3.0423198		5.1396904		3.2244043		2.175634		4.9827676		3.9629726		3.7731028		2.3773303		Yes		Yes		Yes		TA75511_4565		TC378153		0

		A_99_P507322		8.517131		7.927925		7.314331		6.7075486		10.284184		11.3282585		9.732066		8.506284		11.030253		11.927548		10.605332		7.745951		3.4035814		10.558503		5.343315		3.4791505		5.708543		15.995823		9.787913		2.0539522		1.7670536		3.4003334		2.417735		1.7987351		2.5131226		3.9996233		3.2910013		1.0384026		Yes		Yes		Yes		TC434894		TC434894		Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC434894]

		A_99_P043051		4.132248		4.5411334		4.6585574		4.391899		5.6557198		8.298047		7.910668		6.499862		6.276032		6.8552127		8.29528		6.929968		2.8748205		13.518973		9.527584		4.3108225		4.4191966		4.972872		12.438349		5.8081098		1.5234718		3.7569137		3.2521105		2.107963		2.143784		2.3140793		3.636723		2.5380688		Yes		Yes		Yes		CA498017		TC446815		WHE3237_B06_C11ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3237_B06_C11, mRNA sequence [CA498017]

		A_99_P361781		4.7105145		3.607814		4.870449		5.728142		4.914812		5.1433673		7.5440583		7.9225373		5.1483665		5.090778		7.465851		8.1936035		1.1521252		2.8989956		6.380234		4.5769787		1.3545859		2.7952237		6.043573		5.523037		0.20429754		1.5355532		2.6736093		2.1943955		0.4378519		1.4829638		2.5954018		2.4654617		Yes		Yes		Yes		TA100618_4565		TC375658		Rep: Coatomer subunit beta'-2 - Oryza sativa subsp. japonica (Rice), partial (6%) [TC375658]

		A_99_P146757		4.238376		3.6135447		4.226801		4.7214084		4.065278		3.431647		3.8530362		3.2897234		3.0969417		3.4959314		2.830972		3.3272352		-1.127477		-1.134375		-1.2957296		-2.6976159		-2.2060025		-1.0849385		-2.631397		-2.6283786		-0.17309809		-0.18189764		-0.37376475		-1.431685		-1.1414344		-0.117613316		-1.395829		-1.3941731		Yes		No		No		CV065241		TC461000		Rep: Os04g0658100 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC461000]

		A_99_P462302		1.3322474		1.3308058		1.3531332		1.3284909		1.3914336		4.3595214		1.7342294		1.4016954		1.568123		1.5206194		1.5302819		1.6830848		1.0418779		8.160829		1.3023311		1.052051		1.1776212		1.1406163		1.1306471		1.2786257		0.05918622		3.0287156		0.38109624		0.07320452		0.2358756		0.18981361		0.1771487		0.354594		No		Yes		Yes		TC412043		TC412043		Rep: IP09321p - Drosophila melanogaster (Fruit fly), partial (6%) [TC412043]

		A_99_P210296		8.70769		8.477096		11.851424		12.200252		7.9957027		7.6027055		10.894176		10.558048		8.0802965		7.7678285		10.276694		11.706618		-1.6380591		-1.833233		-1.9416035		-3.1214218		-1.5447718		-1.6349734		-2.9787972		-1.4079863		-0.7119875		-0.8743901		-0.9572487		-1.6422033		-0.6273937		-0.70926714		-1.5747299		-0.49363327		Yes		No		No		TA54226_4565		TC394857		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC394857]

		A_99_P517302		9.132971		8.486878		9.734309		10.129593		11.510142		13.613145		12.8728485		11.560848		12.44756		12.253719		13.017441		11.885716		5.195172		34.926895		8.80632		2.6968126		9.949262		13.612319		9.734667		3.3778927		2.3771715		5.1262665		3.1385393		1.4312553		3.3145895		3.766841		3.2831316		1.7561235		Yes		Yes		Yes		TC439416		TC439416		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (89%) [TC439416]

		A_99_P563092		5.66443		6.299805		6.2713485		5.974039		4.445686		5.1395326		4.847731		4.915165		4.6929235		5.8736005		4.938216		5.35943		-2.3274405		-2.2349966		-2.6825728		-2.0833051		-1.9608873		-1.3436941		-2.519491		-1.5311432		-1.2187443		-1.1602726		-1.4236174		-1.0588741		-0.9715066		-0.42620468		-1.3331323		-0.61460924		Yes		No		No		TC457229		TC457229		Rep: ABC transporter related precursor - Methylobacterium sp. 4-46, partial (4%) [TC457229]

		A_99_P003671		5.887316		5.3626084		5.5971427		5.5586963		7.402365		8.300571		10.722318		7.7829013		9.067466		7.066933		10.988816		6.5040035		2.8580854		7.6632853		34.900482		4.6725335		9.064011		3.2587636		41.98126		1.925599		1.515049		2.937963		5.125175		2.224205		3.1801496		1.7043247		5.3916736		0.94530725		Yes		Yes		Yes		CD937018		0		OV.105M08F010220 OV Triticum aestivum cDNA clone OV105M08, mRNA sequence [CD937018]

		A_99_P063602		1.5024313		1.4215811		1.6753391		2.76665		4.375771		4.4468217		3.8372767		5.398697		3.312701		3.2211838		2.2633135		1.8436035		7.3275943		8.141194		4.4751554		6.199049		3.5070784		3.4812434		1.5031348		-1.896115		2.8733397		3.0252404		2.1619377		2.632047		1.8102697		1.7996026		0.5879744		-0.92304647		Yes		No		No		DR739935		0		0

		A_99_P279651		10.07433		10.873363		11.773819		12.140369		9.471234		9.310503		10.5703535		11.507893		9.177284		10.147602		10.29128		11.91478		-1.5189728		-2.9543884		-2.3029218		-1.5502241		-1.8622491		-1.6537721		-2.7944012		-1.1692551		-0.603096		-1.5628595		-1.2034655		-0.6324768		-0.8970461		-0.72576046		-1.4825392		-0.22558975		Yes		Yes		Yes		AK332783		TC393588		Triticum aestivum cDNA, clone: WT004_N21, cultivar: Chinese Spring [AK332783]

		A_99_P310786		5.7217593		5.677298		6.1286473		6.0798874		4.9496417		4.895077		4.731588		5.2342763		4.913115		5.131065		4.8393598		5.3772964		-1.7077746		-1.7197762		-2.6336424		-1.7970258		-1.7515647		-1.460268		-2.4440734		-1.6274248		-0.7721176		-0.78222084		-1.3970594		-0.8456111		-0.8086443		-0.5462332		-1.2892876		-0.70259094		No		Yes		Yes		TA84891_4565		TC391676		Rep: Lipase-like - Oryza sativa subsp. japonica (Rice), partial (86%) [TC391676]

		A_99_P063757		11.264789		10.716335		11.056648		11.409558		10.896518		9.874974		9.934936		10.678726		10.5246105		10.063786		9.590852		11.226181		-1.2908049		-1.7917397		-2.1760514		-1.659596		-1.670382		-1.5719439		-2.762159		-1.135539		-0.36827087		-0.84136105		-1.1217127		-0.7308321		-0.7401781		-0.65254974		-1.4657965		-0.18337727		No		Yes		Yes		DR737871		TC387078		FGAS083088 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737871]

		A_99_P507232		1.4556412		1.3704128		1.4025807		1.9806029		2.7861927		1.8742276		7.05875		5.1114383		2.6893876		1.3807989		7.3374085		2.034939		2.514988		1.417958		50.42857		8.759421		2.351769		1.007225		61.1732		1.0383812		1.3305515		0.5038148		5.6561694		3.1308355		1.2337464		0.010386109		5.934828		0.05433619		Yes		Yes		Yes		TC428716		TC428716		Rep: Phosphatidylinositol-4-phosphate 5-kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC428716]

		A_99_P532422		5.846147		6.3437867		8.127548		9.415807		7.094854		7.0333		11.582501		10.746289		6.258075		6.9042263		10.070249		10.631154		2.3762832		1.6127392		10.965907		2.5148675		1.3304628		1.4747185		3.8442452		2.3219666		1.2487068		0.6895132		3.4549532		1.3304825		0.41192818		0.5604396		1.9427004		1.2153473		Yes		No		No		TA61467_4565		TC445481		0

		A_99_P404247		6.0757694		3.767102		2.440932		4.2927194		6.1970344		6.0617547		5.143964		3.6895058		7.06502		6.934361		5.2910943		4.8239493		1.0876881		4.9063587		6.5116887		-1.5190965		1.9851537		8.983384		7.2108145		1.4451607		0.121264935		2.2946527		2.7030318		-0.60321355		0.98925066		3.167259		2.8501623		0.53123		Yes		Yes		Yes		TA111468_4565		TC433136		0

		A_99_P163772		5.8596997		5.6437416		6.417623		8.092711		7.1452537		9.353078		12.079724		10.510472		8.222497		8.42629		11.5030365		11.351822		2.4377563		13.080414		50.63634		5.3434105		5.143667		6.880665		33.951736		9.573925		1.2855539		3.7093363		5.6621013		2.4177608		2.3627973		2.782548		5.0854135		3.2591105		Yes		Yes		Yes		DQ208192		TC376864		Triticum aestivum flavanone 3-hydroxylase mRNA, partial cds [DQ208192]

		A_99_P157602		10.4100895		10.680203		10.68206		10.967624		10.967902		11.800292		11.665208		11.228696		11.085841		11.254371		11.814029		10.984952		1.4720358		2.173603		1.9767736		1.1983689		1.5974289		1.4888178		2.1915758		1.0120834		0.5578127		1.1200886		0.9831476		0.26107216		0.6757517		0.57416725		1.1319685		0.017328262		No		Yes		Yes		AF176226		TC402675		Triticum aestivum COP alpha homolog mRNA, partial cds [AF176226]

		A_99_P096245		7.7674356		8.07392		8.39677		8.110656		8.317087		8.945938		10.651874		9.60096		8.384915		9.275083		10.443705		9.919549		1.4637322		1.8302209		4.7736874		2.8094816		1.5341928		2.2992485		4.132272		3.5037339		0.5496516		0.87201786		2.255104		1.490304		0.6174798		1.2011623		2.046935		1.8088932		Yes		Yes		Yes		EU200974		TC368943		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		A_99_P546737		8.533471		8.8365345		7.6190095		8.250443		7.990662		7.686436		6.480224		8.639565		8.494281		7.668344		6.542578		8.14935		-1.4568063		-2.2192903		-2.2019556		1.3095962		-1.027537		-2.2472966		-2.108813		-1.0725859		-0.542809		-1.1500983		-1.1387854		0.389122		-0.039190292		-1.1681905		-1.0764313		-0.10109329		No		Yes		Yes		TC450812		TC450812		0

		A_99_P154252		1.4683652		1.4668164		1.4669784		1.4664387		5.4481874		6.9677143		7.3897386		4.449704		8.80896		6.0415497		7.930247		2.4694135		15.777779		45.28301		60.663635		7.9077396		162.08365		23.830433		88.23434		2.0041282		3.9798222		5.500898		5.92276		2.9832654		7.340595		4.5747333		6.4632683		1.0029749		Yes		Yes		Yes		CJ948971		TC402288		CJ948971 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul25e23 5', mRNA sequence [CJ948971]

		A_99_P152122		7.360227		7.0185475		5.877083		6.419649		6.7285132		6.1643825		4.4036		6.222876		6.545755		6.301912		4.018815		5.9982066		-1.5494045		-1.8077123		-2.7769141		-1.1461319		-1.7586546		-1.6433454		-3.6257207		-1.339266		-0.63171387		-0.8541651		-1.4734826		-0.19677305		-0.8144722		-0.7166357		-1.8582678		-0.4214425		No		Yes		Yes		CJ835466		0		CJ835466 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal9h01 5', mRNA sequence [CJ835466]

		A_99_P145737		2.6745765		1.7039032		2.2461517		1.9504267		3.913329		3.6630905		4.8443036		3.5806339		5.1083407		1.8544723		5.020518		3.7355747		2.3599436		3.8884287		6.0551047		3.0955746		5.403013		1.1100073		6.8417535		3.4465382		1.2387524		1.9591873		2.598152		1.6302072		2.4337642		0.15056908		2.7743661		1.785148		Yes		Yes		Yes		CJ905038		TC410526		CJ905038 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles37a15 5', mRNA sequence [CJ905038]

		A_99_P337691		6.725634		6.61824		6.1627192		5.805083		6.3282533		5.5823493		4.985951		5.7290225		6.31703		6.3613625		5.4481015		5.8432465		-1.3171146		-2.050379		-2.260698		-1.0541354		-1.3274009		-1.1948897		-1.6410483		1.026806		-0.39738083		-1.0358906		-1.1767683		-0.076060295		-0.40860415		-0.25687742		-0.7146177		0.038163662		No		Yes		Yes		TA92901_4565		TC447115		0

		A_99_P442142		5.8636346		5.844721		5.644233		5.0514894		5.0739827		4.5353103		4.6992345		2.838711		4.821002		4.908219		4.490539		3.6593392		-1.7286572		-2.4784026		-1.9251872		-4.6356716		-2.0599833		-1.9138821		-2.2248285		-2.6246958		-0.7896519		-1.3094106		-0.94499874		-2.2127783		-1.0426326		-0.936502		-1.1536942		-1.3921502		Yes		No		No		CK161563		TC397994		Rep: Plasma membrane ATPase - Triticum aestivum (Wheat), complete [TC397994]

		A_99_P358676		6.9387546		6.369534		6.9031205		6.8335395		6.450798		6.056751		5.8604054		6.612266		6.513614		6.1490593		6.1131763		6.471327		-1.402457		-1.2421017		-2.060101		-1.1657621		-1.3427031		-1.1651169		-1.7290076		-1.2853957		-0.48795652		-0.31278324		-1.0427151		-0.22127342		-0.42514038		-0.22047472		-0.7899442		-0.36221266		No		Yes		Yes		TA99557_4565		TC416537		0

		A_99_P399992		4.070423		6.3156133		7.1934943		8.32066		4.835218		7.6375484		9.545169		8.845661		5.593282		7.449333		9.180692		9.410878		1.6991284		2.5000122		5.1041636		1.4389352		2.8735998		2.194238		3.9646606		2.129063		0.7647948		1.3219352		2.3516746		0.5250015		1.5228591		1.1337199		1.9871974		1.0902185		Yes		No		No		TA110438_4565		TC430353		0

		A_99_P003481		2.758769		3.8768857		3.2861078		3.7043822		4.0567765		4.8869495		4.533737		4.6982775		4.2193246		4.631368		4.8412685		4.252825		2.4588904		2.0140002		2.3745093		1.991555		2.7521431		1.6870264		2.9386647		1.462506		1.2980075		1.0100639		1.2476294		0.9938953		1.4605556		0.7544825		1.5551608		0.5484426		Yes		No		No		TA91408_4565		TC395586		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC395586]

		A_99_P346691		7.515251		8.477025		9.471554		8.64785		6.2861075		6.503775		8.241264		8.276886		7.4135556		6.334194		8.480409		8.22842		-2.3442779		-3.9265163		-2.3461406		-1.2932167		-1.0730338		-4.4162774		-1.9877621		-1.3373989		-1.2291436		-1.9732499		-1.2302895		-0.37096405		-0.10169554		-2.1428308		-0.99114513		-0.41942978		Yes		No		No		TA95712_4565		0		0

		A_99_P301211		10.795661		9.999349		9.30109		9.450892		11.677585		12.510425		11.498841		9.396092		13.048867		11.416229		11.930107		9.541954		1.8428309		5.7004504		4.5876365		-1.0387151		4.7674117		2.6700757		6.1860433		1.0651537		0.8819237		2.511076		2.197751		-0.054800034		2.2532063		1.4168806		2.6290169		0.09106159		Yes		Yes		Yes		TA82026_4565		TC392501		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (71%) [TC392501]

		A_99_P475712		5.192963		5.9123034		5.942594		5.936278		3.5295193		4.424092		5.4804287		4.9432917		3.7220504		5.3240843		5.217697		6.033465		-3.1677177		-2.80541		-1.377608		-1.9903004		-2.771972		-1.5033898		-1.6527826		1.0696858		-1.6634438		-1.4882116		-0.46216536		-0.9929862		-1.4709127		-0.58821917		-0.7248969		0.09718704		Yes		No		No		TC419806		TC419806		0

		A_99_P363021		7.5402565		7.885134		8.227637		8.470815		7.306544		6.9489274		6.6632123		8.571483		7.5235386		6.9103208		6.44051		8.367837		-1.1758571		-1.9134907		-2.957596		1.0722698		-1.0116553		-1.9653871		-3.4512703		-1.073988		-0.23371267		-0.9362068		-1.564425		0.10066795		-0.01671791		-0.97481346		-1.7871275		-0.10297775		No		Yes		Yes		AK331168		TC408837		Triticum aestivum cDNA, clone: SET6_I14, cultivar: Chinese Spring [AK331168]

		A_99_P529457		1.4770918		1.4799566		1.5020967		1.8879037		1.8025395		4.970606		10.697995		7.7708592		2.91133		3.8092537		10.89627		6.9279876		1.2530532		11.240616		586.46375		59.012783		2.7023942		5.0256042		672.86475		32.901554		0.32544768		3.4906492		9.195898		5.8829556		1.4342382		2.329297		9.394173		5.040084		Yes		Yes		Yes		TA78115_4565		TC444325		Rep: O-methyltransferase 5 - Triticum aestivum (Wheat), partial (21%) [TC444325]

		A_99_P502262		8.402285		8.88515		9.084839		9.218693		7.915938		7.595982		7.7524476		8.212802		7.5226865		7.9305816		7.973985		8.479816		-1.400893		-2.4438705		-2.5181973		-2.0081832		-1.8398627		-1.9379997		-2.159734		-1.6688755		-0.48634672		-1.2891679		-1.3323913		-1.0058908		-0.87959814		-0.9545684		-1.1108537		-0.73887634		Yes		Yes		Yes		AK332539		TC432697		Triticum aestivum cDNA, clone: WT004_D19, cultivar: Chinese Spring [AK332539]

		A_99_P275151		8.826748		9.316452		9.906011		9.696677		8.31564		8.087501		9.195208		9.096032		8.04647		8.909908		9.303994		9.378554		-1.4251437		-2.3439658		-1.6367149		-1.5163944		-1.7174621		-1.3255064		-1.5178366		-1.2467073		-0.51110744		-1.2289515		-0.71080303		-0.60064507		-0.7802782		-0.40654373		-0.60201645		-0.31812286		No		Yes		Yes		TA74470_4565		TC376704		Rep: Cyclin-P3-1 - Oryza sativa subsp. japonica (Rice), partial (80%) [TC376704]

		A_99_P286226		4.3960814		4.119772		2.7467403		2.6004202		3.6838868		2.4310899		1.8832769		1.4624668		3.0793028		4.6301203		1.9915112		2.163169		-1.6382945		-3.223621		-1.8194008		-2.2006862		-2.4910927		1.424394		-1.6878996		-1.3540221		-0.7121947		-1.6886821		-0.8634634		-1.1379534		-1.3167787		0.5103483		-0.7552291		-0.43725133		Yes		No		No		TA77700_4565		TC392118		Rep: Thaumatin-like protein - Cryptomeria japonica (Japanese cedar), partial (71%) [TC392118]

		A_99_P045932		6.620281		6.769155		6.8344245		6.4783244		7.23255		8.163798		7.3926225		7.0726438		7.49641		7.549848		7.6425643		6.7334867		1.5286615		2.6292353		1.4724289		1.5097601		1.8354435		1.717956		1.7509524		1.19347		0.6122689		1.3946433		0.558198		0.59431934		0.8761287		0.78069305		0.8081398		0.25516224		No		Yes		Yes		CA613111		0		wr1.pk0150.f9 wr1 Triticum aestivum cDNA clone wr1.pk0150.f9 5' end, mRNA sequence [CA613111]

		A_99_P402222		4.941355		6.142575		7.2612014		6.379975		4.235741		4.9104757		4.003302		5.8290887		4.518865		5.2518578		5.0614877		5.7950616		-1.6308386		-2.3490853		-9.56589		-1.4649853		-1.3402388		-1.8540974		-4.5938816		-1.4999487		-0.7056141		-1.232099		-3.2578993		-0.55088615		-0.42249012		-0.890717		-2.1997137		-0.58491325		Yes		Yes		Yes		TA110983_4565		TC438309		Rep: Lectin-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC438309]

		A_99_P229416		10.818767		8.049207		8.314359		11.07751		11.545677		9.807776		11.04202		9.5438595		11.719952		9.813882		10.631974		10.141156		1.655091		3.383625		6.6238093		-2.8951747		1.8675994		3.3979747		4.985076		-1.9136854		0.7269106		1.7585697		2.7276611		-1.5336504		0.90118504		1.7646751		2.3176155		-0.9363537		No		Yes		Yes		TA61392_4565		TC373287		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC373287]

		A_99_P095945		1.3676633		1.3636883		1.6827072		1.3597646		1.8434633		4.7507663		6.4866652		3.6594257		4.376117		2.3406813		6.7662883		2.521371		1.3906893		10.461935		27.934149		4.9234214		8.047016		1.9683584		33.908638		2.2370636		0.47580004		3.3870778		4.803958		2.2996612		3.0084538		0.97699296		5.083581		1.1616063		Yes		Yes		Yes		DN829606		TC432364		KUCD01_06_D05_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829606]

		A_99_P095970		6.4755607		5.6285973		5.1584587		6.2619367		4.9396286		4.993094		4.1964154		3.741273		5.2522974		5.2999616		4.2955246		5.57435		-2.8997571		-1.5534796		-1.948067		-5.7384605		-2.3347423		-1.2558253		-1.8187335		-1.6105872		-1.5359321		-0.6355033		-0.9620433		-2.5206637		-1.2232633		-0.3286357		-0.8629341		-0.6875868		Yes		No		No		CV776942		TC414550		FGAS071346 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776942]

		A_99_P328976		5.293405		4.9964414		5.5537133		5.90573		6.6171093		8.239385		7.1821437		6.8764863		7.5111613		6.794973		7.820905		6.9648356		2.5030797		9.467236		3.0917645		1.9598681		4.6516943		3.4786596		4.8138523		2.0836399		1.3237042		3.2429433		1.6284304		0.97075653		2.2177563		1.7985315		2.267192		1.0591059		Yes		Yes		Yes		TA90233_4565		TC432811		0

		A_99_P142423		7.964943		6.3837295		4.778279		6.7314982		8.543606		8.408523		6.9820156		7.1864605		9.317577		7.7355995		7.2392907		7.1458435		1.4934645		4.0693355		4.60671		1.370747		2.5537803		2.5524275		5.5060277		1.3326937		0.5786629		2.0247931		2.2037368		0.45496225		1.3526344		1.3518701		2.461012		0.41434526		Yes		Yes		Yes		TA104904_4565		TC372586		Rep: Wall-associated kinase-like 1 - Triticum aestivum (Wheat), partial (55%) [TC372586]

		A_99_P428187		9.506627		9.1368265		9.965817		9.193412		9.447653		7.817879		8.7637825		8.591269		8.85709		8.445014		8.395671		8.449318		-1.0417248		-2.4948401		-2.3006396		-1.51797		-1.5686648		-1.6153116		-2.9693487		-1.674922		-0.058974266		-1.3189473		-1.202035		-0.6021433		-0.6495371		-0.6918125		-1.5701466		-0.7440939		No		Yes		Yes		DN949107		TC387096		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC387096]

		A_99_P485292		8.619609		8.339633		8.75256		8.382303		7.501161		6.986122		7.889666		7.683342		7.2712502		7.7093353		7.9101768		8.185531		-2.1711326		-2.5553322		-1.8186823		-1.6233356		-2.5462227		-1.5478843		-1.7930092		-1.1461315		-1.1184478		-1.3535109		-0.8628936		-0.69896126		-1.3483586		-0.63029766		-0.8423829		-0.19677258		Yes		No		No		CJ553324		TC424802		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC424802]

		A_99_P227381		6.0254216		6.3168354		5.7789364		5.6049385		6.1690903		7.212761		7.851236		6.282892		6.695108		6.688522		7.763163		6.143603		1.1047107		1.8608032		4.2055645		1.5998689		1.5907271		1.2938644		3.9565053		1.4526271		0.14366865		0.8959255		2.0722995		0.6779537		0.6696863		0.37168646		1.9842267		0.53866434		No		Yes		Yes		TA60803_4565		TC439822		Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC439822]

		A_99_P202686		11.284635		11.632835		11.265247		11.911343		12.894832		14.883682		13.867641		11.471328		13.756908		13.780937		14.26814		11.45269		3.0529354		9.519243		6.0729356		-1.3566183		5.549177		4.432442		8.016055		-1.3742577		1.6101971		3.2508469		2.602394		-0.44001484		2.4722738		2.1481018		3.0028925		-0.4586525		Yes		Yes		Yes		TA51815_4565		TC374867		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (32%) [TC374867]

		A_99_P465927		2.7689388		1.7926172		3.637812		2.2337797		8.252973		9.527131		8.942615		5.921726		10.680809		7.4394546		9.618474		5.3456783		44.756756		212.97108		39.527996		12.887911		240.82979		50.10342		63.147877		8.645196		5.4840336		7.7345138		5.304803		3.6879466		7.91187		5.646837		5.9806623		3.1118987		Yes		Yes		Yes		TC414181		TC414181		Rep: Glutathione S-transferase GST 42 - Zea mays (Maize), partial (84%) [TC414181]

		A_99_P223581		11.275741		11.705681		11.561759		11.965989		10.29111		9.646098		10.388951		10.878064		9.898799		10.702011		9.846908		11.5395155		-1.9788066		-4.1686573		-2.2545004		-2.1256807		-2.5971723		-2.0050938		-3.2826283		-1.3439445		-0.9846306		-2.0595827		-1.1728077		-1.087925		-1.3769417		-1.0036697		-1.7148514		-0.42647362		Yes		Yes		Yes		TA59570_4565		TC446541		0

		A_99_P435382		1.3259155		1.4116303		1.3503846		1.3248272		2.8798225		2.9648762		4.2687902		1.3474187		4.888766		3.3253555		4.7702136		1.3403927		2.9361122		2.9347668		7.560101		1.0157825		11.81748		3.7678075		10.702151		1.0108476		1.553907		1.5532459		2.9184055		0.022591472		3.5628505		1.9137253		3.419829		0.015565515		Yes		Yes		Yes		TC392845		TC392845		0

		A_99_P477992		6.643728		7.2780685		6.787603		5.9397845		6.186727		5.2793765		5.1220317		5.457819		5.63193		6.2124352		5.132767		5.439586		-1.3726851		-3.996375		-3.1723924		-1.3966452		-2.0164225		-2.0930884		-3.1488733		-1.414408		-0.45700073		-1.998692		-1.6655712		-0.48196554		-1.0117979		-1.0656333		-1.6548357		-0.50019836		Yes		Yes		Yes		CJ880733		TC421025		CJ880733 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls34j20 5', mRNA sequence [CJ880733]

		A_99_P472762		9.297939		9.653417		8.770558		9.865075		8.358741		8.516865		7.6017723		9.412491		8.822018		8.806941		7.671702		9.691556		-1.9174627		-2.1985493		-2.2482245		-1.3684894		-1.3908064		-1.798103		-2.1418486		-1.1278062		-0.9391985		-1.1365519		-1.168786		-0.45258427		-0.47592163		-0.8464756		-1.0988564		-0.17351913		No		Yes		Yes		TC418179		TC418179		Rep: GRAB2 protein - Triticum sp, partial (43%) [TC418179]

		A_99_P456762		8.570243		7.473646		7.918699		8.0894985		9.7645		10.860878		9.334296		8.713214		11.300162		10.226691		9.729415		8.68372		2.2882693		10.463052		2.667702		1.5408382		6.634186		6.7413855		3.508164		1.5096574		1.1942568		3.3872318		1.4155974		0.6237154		2.7299194		2.753045		1.8107162		0.5942211		Yes		Yes		Yes		TA77983_4565		TC408291		0

		A_99_P506142		4.697778		3.472821		3.9582593		3.3633177		4.577821		5.1615663		5.072404		3.830923		4.837877		4.5914407		5.072824		4.5064697		-1.0867028		3.223762		2.1646662		1.3828123		1.1019804		2.1713912		2.1652966		2.2086303		-0.11995745		1.6887453		1.1141446		0.46760535		0.14009857		1.1186197		1.1145647		1.143152		No		Yes		Yes		TC434415		TC434415		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (7%) [TC434415]

		A_99_P040778		2.9032269		3.6556377		1.4828658		2.528381		6.3616014		8.910111		11.237109		8.777256		8.811851		8.19103		11.013822		7.5110574		10.991942		38.172813		863.6146		76.04991		60.07212		23.189371		739.7819		31.61805		3.4583745		5.2544737		9.754244		6.2488747		5.9086237		4.535392		9.530956		4.9826765		Yes		Yes		Yes		CJ944178		TC439327		CJ944178 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul10e19 5', mRNA sequence [CJ944178]

		A_99_P445327		7.6366386		7.1424217		6.0298467		6.914135		6.2008953		6.503708		4.5922923		3.8868008		6.5285797		6.31254		4.6621537		5.837605		-2.7052152		-1.5569406		-2.7086132		-8.153018		-2.1555543		-1.7775396		-2.5805757		-2.1089575		-1.4357433		-0.63871384		-1.4375544		-3.0273342		-1.1080589		-0.82988167		-1.367693		-1.07653		Yes		No		No		TC400396		TC400396		Rep: Ent-kaurene synthase-like protein 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC400396]

		A_99_P082150		5.025047		5.4527016		5.921671		5.403057		4.432366		3.9850018		4.2005773		3.8732567		3.9650059		4.183575		4.0072846		4.128493		-1.5080465		-2.7658057		-3.2968624		-2.8874588		-2.0849907		-2.4101558		-3.769534		-2.4192574		-0.59268093		-1.4676998		-1.7210937		-1.5298004		-1.060041		-1.2691264		-1.9143863		-1.2745643		Yes		No		No		CV776803		0		FGAS071207 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776803]

		A_99_P162117		7.790156		8.078784		6.3371644		6.6479397		7.8785653		8.457069		7.172095		6.623442		8.127423		8.353883		7.6446967		6.5322013		1.0631974		1.2997962		1.783771		-1.0171254		1.2633615		1.2100769		2.475178		-1.0835295		0.088409424		0.3782854		0.8349304		-0.024497509		0.3372674		0.2750988		1.3075323		-0.11573839		No		Yes		Yes		TA81713_4565		TC432855		0

		A_99_P351946		3.7407234		2.757007		3.3381596		2.7146652		5.999786		7.5605264		6.8253136		6.30071		7.155951		6.3421454		7.272733		5.727513		4.7868032		27.925655		11.213416		12.009007		10.668073		12.001465		15.290606		8.071561		2.2590625		4.8035192		3.487154		3.586045		3.4152277		3.5851386		3.9345737		3.0128477		Yes		Yes		Yes		TA97352_4565		TC372621		0

		A_99_P586952		6.686661		6.233168		6.370405		6.503372		4.8912435		5.5773425		4.176433		4.5823016		5.412274		6.1172214		5.4063983		6.494208		-3.4711587		-1.5755173		-4.5756354		-3.7870398		-2.4189599		-1.083686		-1.9507203		-1.0063725		-1.7954173		-0.6558256		-2.193972		-1.9210706		-1.2743869		-0.11594677		-0.9640069		-0.009164333		Yes		No		No		DR741041		TC386997		FGAS000972 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741041]

		A_99_P316006		9.389785		9.227625		8.461356		9.047262		10.030179		10.601448		10.308888		9.606868		10.582686		10.061196		10.620149		9.6532135		1.558755		2.5915642		3.5988407		1.4738662		2.2861207		1.7820915		4.4654098		1.521982		0.6403942		1.3738232		1.8475323		0.5596056		1.1929016		0.83357143		2.1587925		0.6059513		Yes		Yes		Yes		TA86381_4565		TC392433		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC392433]

		A_99_P388917		4.515135		4.254836		4.648449		4.0296693		3.7861912		3.2589233		3.5540094		3.3226936		3.252032		3.2756815		3.1479847		2.9318552		-1.657425		-1.994342		-2.135301		-1.6323786		-2.4001138		-1.9713099		-2.8293374		-2.1403015		-0.7289436		-0.9959128		-1.0944395		-0.7069757		-1.2631028		-0.9791546		-1.5004642		-1.0978141		Yes		No		No		TA107722_4565		0		0

		A_99_P501837		11.616104		11.370236		10.896434		10.606625		10.509833		10.1354		9.1854925		8.688535		10.210056		10.504485		9.039405		10.161174		-2.1528842		-2.3535469		-3.2737436		-3.7792237		-2.650102		-1.8222884		-3.6226087		-1.3617395		-1.1062708		-1.2348366		-1.7109413		-1.9180899		-1.4060478		-0.86575127		-1.857029		-0.44545078		Yes		No		No		TC432524		TC432524		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC432524]

		A_99_P151922		4.0979934		6.3918934		6.540029		5.5364		1.5991434		4.111605		2.5304198		3.1303768		2.3443244		4.2092876		3.5988472		4.336151		-5.652346		-4.85775		-16.106926		-5.3001127		-3.3721507		-4.5397277		-7.6804023		-2.297793		-2.4988499		-2.2802882		-4.009609		-2.406023		-1.753669		-2.1826057		-2.941182		-1.2002487		Yes		Yes		Yes		CJ832469		TC454242		CJ832469 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal38m05 5', mRNA sequence [CJ832469]

		A_99_P255736		2.2980778		3.0704262		5.5243735		2.9306297		5.3999133		5.420708		7.033363		7.603378		6.8415656		3.7746964		7.8797975		4.857364		8.585103		5.099239		2.8461058		25.505705		23.319866		1.6293201		5.117446		3.8019366		3.1018355		2.350282		1.5089893		4.672748		4.5434875		0.7042701		2.355424		1.9267344		Yes		Yes		Yes		TA68757_4565		TC413534		Rep: Predicted protein - Coprinopsis cinerea okayama7#130, partial (12%) [TC413534]

		A_99_P416087		5.509588		5.143142		5.2414994		3.9422238		6.191632		6.791836		6.778788		5.547531		7.4693656		6.655619		7.3122344		4.688494		1.6044112		3.1354957		2.9024851		3.0426056		3.8900206		2.8529944		4.2010064		1.6774508		0.682044		1.6486936		1.5372887		1.6053073		1.9597778		1.5124769		2.070735		0.7462704		Yes		Yes		Yes		TA108995_4565		TC377351		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (40%) [TC377351]

		A_99_P112780		4.607733		4.483288		4.717224		4.7162566		5.0790524		5.9644027		6.0037837		5.3542213		5.7784877		5.364638		6.5364666		5.528234		1.3863771		2.7916439		2.4394562		1.5561323		2.2512946		1.8420982		3.5289586		1.7556161		0.47131968		1.4811149		1.2865596		0.6379647		1.1707549		0.88135004		1.8192425		0.8119774		Yes		Yes		Yes		CD886203		TC437170		G118.101K08F010601 G118 Triticum aestivum cDNA clone G118101K08, mRNA sequence [CD886203]

		A_99_P514047		6.658415		6.5337586		6.5445995		6.4421864		7.551475		8.925426		7.638153		6.296472		8.17388		7.6993103		7.8943524		6.4020767		1.8571112		5.2476335		2.1339903		-1.1062782		2.8589091		2.2431898		2.5486846		-1.0281919		0.8930602		2.391667		1.0935535		-0.14571428		1.5154648		1.1655517		1.3497529		-0.040109634		Yes		Yes		Yes		TA74605_4565		TC437879		0

		A_99_P324391		11.528104		11.595223		11.188649		11.206433		10.98806		10.9466505		12.404944		11.160716		11.517181		11.134858		11.596766		11.225422		-1.4540167		-1.5676168		2.323493		-1.0321962		-1.0075996		-1.3758901		1.326953		1.0132489		-0.54004383		-0.6485729		1.2162952		-0.04571724		-0.010922432		-0.4603653		0.4081173		0.01898861		No		Yes		Yes		TA88843_4565		TC394950		0

		A_99_P284881		3.423917		4.9338527		3.6793773		2.5261445		6.5193563		9.0302305		10.326283		8.476713		9.019683		7.217331		10.515945		6.1501136		8.547125		17.105375		100.21162		61.8443		48.360794		4.868503		114.29099		12.328874		3.0954392		4.096378		6.646906		5.9505687		5.595766		2.2834783		6.836568		3.623969		Yes		Yes		Yes		TA77319_4565		TC443766		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (9%) [TC443766]

		A_99_P012614		5.0201774		5.57848		5.59423		5.377641		4.944963		4.5644765		5.111578		5.0532494		4.5394306		5.056366		4.4099197		5.1913667		-1.0535176		-2.0195072		-1.39731		-1.2521365		-1.3954657		-1.4360578		-2.2725475		-1.1378217		-0.075214386		-1.0140033		-0.4826522		-0.32439184		-0.48074675		-0.5221138		-1.1843104		-0.18627453		No		Yes		Yes		BJ277397		TC398896		BJ277397 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr11e16 5', mRNA sequence [BJ277397]

		A_99_P383512		4.495154		5.3809395		4.9614387		5.4803524		4.7758846		5.365442		6.0187516		5.4379735		4.8757033		5.400963		5.7633114		5.297295		1.21481		-1.0108001		2.0810518		-1.0298105		1.3018376		1.0139759		1.7433627		-1.1352872		0.28073072		-0.0154976845		1.057313		-0.042378902		0.38054943		0.020023346		0.80187273		-0.18305731		No		Yes		Yes		TA106395_4565		TC460863		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (49%) [TC460863]

		A_99_P318016		2.5927882		4.8066134		4.131767		4.3250394		3.7466338		5.601311		5.593275		5.4803185		4.541605		5.1446424		5.9287925		5.167297		2.2250621		1.7347139		2.7539613		2.2272742		3.8605778		1.2640284		3.4750307		1.7928534		1.1538455		0.79469776		1.4615083		1.1552792		1.9488168		0.3380289		1.7970257		0.8422575		Yes		Yes		Yes		AK335576		TC376472		Triticum aestivum cDNA, clone: WT013_E04, cultivar: Chinese Spring [AK335576]

		A_99_P452502		4.2406263		3.7626803		4.3680077		4.031395		3.399566		2.7475889		2.4109037		3.614749		3.5827897		3.7041788		3.2530088		3.8021135		-1.7913663		-2.021031		-3.8828177		-1.3348207		-1.577715		-1.0413835		-2.1659484		-1.172251		-0.8410604		-1.0150914		-1.957104		-0.416646		-0.6578367		-0.058501482		-1.1149988		-0.22928143		Yes		No		No		TC405445		TC405445		Rep: PE-PGRS family protein - Mycobacterium tuberculosis (strain F11), partial (3%) [TC405445]

		A_99_P517027		5.8796153		6.007241		5.924544		5.730538		7.4496474		9.518744		10.707474		8.245534		8.514318		8.839031		11.051625		7.339315		2.9691133		11.404282		27.529947		5.715961		6.210473		7.1195717		34.94663		3.049932		1.5700321		3.5115037		4.78293		2.514996		2.6347032		2.8317904		5.1270814		1.608777		Yes		Yes		Yes		TC439275		TC439275		Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC439275]

		A_99_P348596		8.456798		10.522722		12.327397		11.244693		6.876741		7.6400146		9.011456		9.921684		7.849871		7.408403		9.876163		10.109809		-2.989816		-7.37533		-9.958592		-2.501873		-1.5230111		-8.659714		-5.4688396		-2.196009		-1.5800567		-2.8827076		-3.3159418		-1.3230085		-0.60692644		-3.1143193		-2.4512348		-1.1348839		Yes		Yes		Yes		TA96287_4565		TC407480		Rep: UDP-glucose glucosyltransferase - Triticum aestivum (Wheat), partial (61%) [TC407480]

		A_99_P385162		7.1221585		7.4020085		7.6719074		7.4985504		7.485872		6.8133597		6.573871		7.644692		7.034458		6.911568		6.4171157		7.282228		1.2867335		-1.5038376		-2.1406312		1.1066059		-1.062675		-1.4048736		-2.386327		-1.1617683		0.36371326		-0.5886488		-1.0980363		0.14614153		-0.08770037		-0.49044037		-1.2547917		-0.21632242		No		Yes		Yes		TA106795_4565		TC434812		0

		A_99_P324761		12.350339		11.954033		11.039036		10.87177		11.022507		10.081969		9.774232		9.66204		10.558594		10.88016		9.655133		10.990827		-2.510252		-3.6605582		-2.4029455		-2.3129437		-3.4623346		-2.1050763		-2.6097336		1.0860245		-1.3278322		-1.8720636		-1.2648039		-1.2097301		-1.7917452		-1.0738726		-1.3839025		0.1190567		Yes		No		No		AK333660		0		Triticum aestivum cDNA, clone: WT008_A19, cultivar: Chinese Spring [AK333660]

		A_99_P223846		9.078788		9.460448		11.74787		9.907038		10.301106		12.470117		12.27662		10.913109		10.988373		10.548238		12.521783		10.844169		2.333214		8.053793		1.4426781		2.008434		3.7570102		2.1254814		1.7099006		1.9147167		1.2223186		3.0096684		0.52874947		1.0060711		1.909585		1.0877895		0.77391243		0.9371309		Yes		No		No		TA59638_4565		TC385158		0

		A_99_P256271		10.62265		10.427063		10.431921		10.307016		10.226811		9.743607		9.478535		9.978356		9.977361		9.821723		9.394999		10.074197		-1.3157074		-1.6059828		-1.9364125		-1.2558464		-1.564053		-1.5213373		-2.051846		-1.1751293		-0.39583874		-0.6834564		-0.9533863		-0.32866		-0.6452894		-0.60534		-1.0369225		-0.23281956		No		Yes		Yes		AK333182		TC372269		Triticum aestivum cDNA, clone: WT005_N15, cultivar: Chinese Spring [AK333182]

		A_99_P274356		9.847557		10.059001		10.296143		9.200317		9.564397		9.456489		8.968907		8.495467		9.197595		10.074304		8.828784		8.591206		-1.2168574		-1.5183583		-2.5092134		-1.6299754		-1.5691273		1.0106634		-2.7651517		-1.5253198		-0.2831602		-0.60251236		-1.3272352		-0.7048502		-0.6499624		0.015302658		-1.4673586		-0.6091118		No		Yes		Yes		TA74235_4565		0		0

		A_99_P147232		6.504631		6.5691013		6.7568345		6.4843373		5.776798		5.402368		5.6071243		5.072526		5.3190427		5.4631767		5.4138713		5.242087		-1.6561499		-2.2450278		-2.2186933		-2.66071		-2.2745614		-2.1523678		-2.5367181		-2.3656726		-0.7278333		-1.1667333		-1.1497102		-1.4118114		-1.1855884		-1.1059246		-1.3429632		-1.2422504		Yes		No		No		DR732180		0		FGAS078100 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [DR732180]

		A_99_P272941		7.4713025		7.554626		6.970347		7.0199947		6.4863915		6.3262267		6.2825375		5.992775		6.294145		6.6473756		5.9321194		6.7688026		-1.9791912		-2.3430688		-1.6108358		-2.0380929		-2.261308		-1.8754677		-2.053703		-1.1901902		-0.98491096		-1.2283993		-0.68780947		-1.0272198		-1.1771574		-0.9072504		-1.0382276		-0.2511921		No		Yes		Yes		TA73801_4565		TC416183		Rep: Translation initiation factor IF-3-like - Oryza sativa subsp. japonica (Rice), partial (48%) [TC416183]

		A_99_P196881		12.661284		12.847302		10.521058		11.548451		11.73614		11.356078		7.8570523		10.814382		11.658425		11.729777		8.0522175		10.496306		-1.898874		-2.8112745		-6.337904		-1.6633247		-2.0039675		-2.1697445		-5.5359874		-2.0736105		-0.9251442		-1.4912243		-2.6640058		-0.7340698		-1.0028591		-1.1175251		-2.4688406		-1.052145		Yes		Yes		Yes		TA49780_4565		TC433827		0

		A_99_P175034		5.1156936		5.2600403		5.2849364		5.028275		4.567902		4.279653		4.5066605		3.557799		4.3130517		3.9981887		4.268156		4.0636477		-1.4618461		-1.9729949		-1.7150801		-2.771133		-1.7442924		-2.3980331		-2.0233984		-1.9515593		-0.5477915		-0.9803872		-0.77827597		-1.4704759		-0.80264187		-1.2618515		-1.0167804		-0.96462727		Yes		No		No		0		0		0

		A_99_P251706		9.571019		9.604041		8.631499		8.525596		13.05119		13.956608		13.75111		10.755157		14.354675		13.3804655		14.504482		10.564385		11.159273		20.429283		34.766136		4.689915		27.543808		13.703043		58.606266		4.109007		3.4801712		4.3525667		5.119611		2.2295618		4.783656		3.7764244		5.872983		2.0387897		Yes		Yes		Yes		TA67633_4565		TC375903		Rep: Germin-like protein 4 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (87%) [TC375903]

		A_99_P010504		3.6507428		4.255278		3.878713		3.8647366		3.4741123		3.8535535		4.866448		4.096081		3.4851072		4.0941734		5.042067		4.684048		-1.130241		-1.3210862		1.9830692		1.1739283		-1.1216601		-1.118143		2.2397757		1.7645638		-0.1766305		-0.40172458		0.98773503		0.23134422		-0.16563559		-0.16110468		1.1633542		0.8193116		No		Yes		Yes		AK335449		TC427279		Triticum aestivum cDNA, clone: WT012_O22, cultivar: Chinese Spring [AK335449]

		A_99_P563527		6.936878		7.5561433		8.234433		8.576236		5.9150405		6.287296		6.952347		6.984083		6.0193715		6.8866754		6.8537765		8.004109		-2.0305037		-2.40969		-2.431904		-3.0149887		-1.8888481		-1.5904863		-2.6038687		-1.4867132		-1.0218377		-1.2688475		-1.2820864		-1.5921526		-0.9175067		-0.6694679		-1.3806567		-0.5721264		Yes		No		No		CJ601841		TC457372		Rep: Serine/threonine protein phosphatase - Oryza sativa subsp. japonica (Rice), partial (98%) [TC457372]

		A_99_P213466		13.727071		13.971794		14.574773		15.075213		13.295211		12.940624		14.024551		14.449346		13.212333		13.3900795		12.991483		14.889119		-1.3489716		-2.043681		-1.4643104		-1.5431389		-1.4287348		-1.496627		-2.9965243		-1.1376796		-0.43185997		-1.0311699		-0.55022144		-0.62586784		-0.5147381		-0.58171463		-1.5832901		-0.18609428		No		Yes		Yes		TA55441_4565		TC422437		0

		A_99_P040376		2.378837		1.5015321		2.7867596		3.060935		2.3240767		2.9496124		4.940388		4.3555775		3.5282984		2.6026084		6.159317		4.4675717		-1.0386866		2.7284474		4.449455		2.453162		2.2183104		2.1451468		10.357166		2.6511838		-0.054760456		1.4480803		2.1536286		1.2946424		1.1494613		1.1010764		3.3725574		1.4066367		Yes		Yes		Yes		BQ744395		TC382181		WHE4115_B03_D05ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4115_B03_D05, mRNA sequence [BQ744395]

		A_99_P376377		7.281473		6.569378		5.2790837		8.675246		5.831447		4.2695246		4.0671544		6.439045		5.759787		5.735943		3.7465096		7.059744		-2.7321298		-4.924077		-2.316472		-4.7115483		-2.8712642		-1.781923		-2.8930159		-3.0641828		-1.450026		-2.2998533		-1.2119293		-2.2362013		-1.5216861		-0.83343506		-1.5325742		-1.6155024		Yes		No		No		TA104654_4565		TC448801		Rep: O-methyltransferase 3 - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (50%) [TC448801]

		A_99_P414262		2.2609904		1.6207491		2.3247056		2.4781559		2.5999734		5.5809784		5.249499		4.821792		1.9623066		3.6567676		4.0356903		3.6308763		1.2648647		15.564954		7.5936484		5.0758038		-1.2300217		4.101121		3.273842		2.2233274		0.33898306		3.9602294		2.9247932		2.3436363		-0.29868376		2.0360184		1.7109847		1.1527205		Yes		Yes		Yes		TC375893		TC375893		Rep: Serine/threonine-specific receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC375893]

		A_99_P151282		5.1304913		5.5252023		5.190842		5.92363		4.430259		4.78282		3.4702857		5.3994637		4.831049		4.77729		3.815754		5.781025		-1.6247661		-1.6729357		-3.295635		-1.4381026		-1.2306685		-1.679361		-2.5938377		-1.1038969		-0.700232		-0.74238205		-1.7205565		-0.5241666		-0.2994423		-0.7479124		-1.3750882		-0.1426053		No		Yes		Yes		CJ808109		TC422150		CJ808109 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct4k05 5', mRNA sequence [CJ808109]

		A_99_P350346		8.282632		8.01246		7.6777034		8.9295845		7.8571763		6.572123		7.234249		7.6022544		7.198499		7.2298446		6.047428		8.008113		-1.3429965		-2.713842		-1.3598564		-2.5093784		-2.1201005		-1.7202463		-3.0957205		-1.8940463		-0.42545557		-1.4403367		-0.44345427		-1.3273301		-1.0841327		-0.7826152		-1.6302752		-0.9214716		Yes		No		No		TA96866_4565		TC427293		Rep: Kinesin heavy chain - Zea mays (Maize), partial (8%) [TC427293]

		A_99_P570357		1.6451378		1.7044977		1.5901647		2.168708		3.411754		5.074557		4.094434		3.1400785		4.3301644		4.0467496		5.0340304		2.2339535		3.4025495		10.339246		5.6736183		1.9607022		6.430927		5.070935		10.881954		1.0462629		1.7666161		3.370059		2.5042691		0.97137046		2.6850266		2.3422518		3.4438658		0.06524539		Yes		Yes		Yes		DR734174		TC459824		FGAS079930 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR734174]

		A_99_P509672		13.701214		13.734403		14.178737		14.071378		13.431903		12.958022		13.191067		14.384309		13.899063		12.760372		13.104283		14.088378		-1.205232		-1.7128283		-1.9829798		1.2422289		1.1469872		-1.9643207		-2.105924		1.0118533		-0.26931095		-0.77638054		-0.98766994		0.31293106		0.19784927		-0.9740305		-1.0744534		0.017000198		No		Yes		Yes		U73211		TC426938		Triticum aestivum cold acclimation protein WCOR410c (Wcor410c) mRNA, complete cds [U73211]

		A_99_P558872		8.947686		9.119797		9.526774		9.324975		9.551411		10.669847		10.569606		9.969708		10.3139105		10.00575		10.952522		10.003729		1.5196346		2.9282725		2.0602672		1.5634503		2.57795		1.8479849		2.6865373		1.6007565		0.6037245		1.5500498		1.0428314		0.6447334		1.3662243		0.88595295		1.4257479		0.67875385		Yes		Yes		Yes		TA67025_4565		TC455592		0

		A_99_P440062		4.005676		4.4916134		4.028956		4.4801497		3.9281845		5.392306		5.5899086		6.375444		6.078302		4.6187134		6.4326186		5.7208915		-1.0551816		1.8669618		2.9504862		3.7199783		4.2065167		1.0920962		5.2914486		2.3632		-0.07749128		0.90069246		1.5609527		1.8952942		2.072626		0.12709999		2.4036627		1.2407417		Yes		No		No		CK152720		TC396408		FGAS035794 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [CK152720]

		A_99_P261596		8.009683		8.455867		7.8974075		8.115888		8.315761		8.988523		8.875427		8.702549		8.283569		8.875692		9.04685		8.452136		1.2363421		1.4465896		1.9697598		1.5017674		1.2090607		1.3377658		2.2182817		1.2624694		0.30607796		0.5326557		0.9780197		0.58666134		0.27388668		0.41982555		1.1494427		0.3362484		No		Yes		Yes		CK171168		TC423493		FGAS046315 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK171168]

		A_99_P309161		6.107235		5.5928307		4.0934443		4.2841587		5.646914		6.328769		6.118618		4.728384		5.7278132		5.602999		5.632997		5.0409455		-1.3758478		1.6654806		4.070409		1.3605833		-1.3008204		1.0070732		2.9070435		1.689723		-0.46032095		0.73593855		2.0251737		0.4442253		-0.3794217		0.010168552		1.5395527		0.7567868		No		Yes		Yes		TA84403_4565		TC377445		Rep: Serine carboxypeptidase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (67%) [TC377445]

		A_99_P143803		12.69559		12.64878		11.716544		11.237854		11.790562		11.215874		11.478962		9.679413		11.192403		11.549571		11.0417595		10.335269		-1.8725812		-2.6999004		-1.1790152		-2.9453542		-2.8346825		-2.1423717		-1.5963585		-1.8694127		-0.90502834		-1.4329062		-0.2375822		-1.5584412		-1.5031872		-1.0992088		-0.67478466		-0.902585		Yes		No		No		CJ732898		TC413345		CJ732898 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh11e05 5', mRNA sequence [CJ732898]

		A_99_P456142		5.0959506		4.9570894		6.5206723		5.6820374		4.575807		3.641134		4.457571		4.89352		4.6600995		4.4818845		5.1678348		4.913515		-1.4340979		-2.4896715		-4.1788363		-1.7272986		-1.3527086		-1.3901157		-2.5541399		-1.703524		-0.5201435		-1.3159554		-2.0631013		-0.7885175		-0.4358511		-0.47520494		-1.3528376		-0.76852226		Yes		Yes		Yes		TC407851		TC407851		0

		A_99_P348021		6.719086		7.37853		6.5645995		6.6801505		7.5280666		8.411945		8.411817		7.5845666		7.5782723		7.852864		8.515766		7.2101307		1.7519729		2.046864		3.5980546		1.8717867		1.8140147		1.3892765		3.8668709		1.4439094		0.80898046		1.0334153		1.8472171		0.9044161		0.8591862		0.47433376		1.9511666		0.5299802		Yes		No		No		TA96108_4565		TC400273		Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC400273]

		A_99_P308651		12.0646515		12.253169		12.731275		12.403653		12.632497		12.795321		13.85756		12.45132		13.191068		12.612039		13.935973		12.228699		1.4823081		1.4561434		2.1829598		1.0335919		2.1831574		1.2824206		2.304891		-1.1289288		0.56784534		0.5421524		1.1262856		0.04766655		1.1264162		0.35886955		1.2046986		-0.17495441		No		Yes		Yes		AK334206		TC415081		Triticum aestivum cDNA, clone: WT009_I04, cultivar: Chinese Spring [AK334206]

		A_99_P280911		9.010135		9.725216		7.1237564		8.75001		8.51294		8.475094		8.163501		8.637909		8.645952		9.375381		8.929862		8.676041		-1.4114659		-2.3786154		2.0558634		-1.0808008		-1.287152		-1.2744144		3.4969704		-1.0526085		-0.4971943		-1.2501221		1.0397444		-0.1121006		-0.36418247		-0.34983444		1.8061056		-0.07396889		No		Yes		Yes		TA76145_4565		TC386944		Rep: Os05g0134400 protein - Oryza sativa subsp. japonica (Rice), partial (71%) [TC386944]

		A_99_P248881		8.4182825		8.592162		8.198331		8.614745		9.182427		10.630935		10.331101		8.48434		9.462645		10.161885		10.317299		8.35381		1.6983631		4.108958		4.3855886		-1.0946013		2.0624542		2.9684775		4.343831		-1.198255		0.7641449		2.0387726		2.1327705		-0.13040543		1.0443621		1.5697231		2.118968		-0.26093483		Yes		Yes		Yes		TA66802_4565		0		0

		A_99_P127500		8.321635		9.077919		8.652778		8.714595		7.7993455		7.621322		8.324822		8.085727		7.0512137		8.385848		8.079592		8.432216		-1.4362329		-2.7446017		-1.255233		-1.5463513		-2.4123204		-1.6156011		-1.4878055		-1.2161989		-0.52228975		-1.4565969		-0.32795525		-0.6288681		-1.2704215		-0.69207096		-0.5731859		-0.28237915		No		Yes		Yes		CK206333		TC396077		FGAS017922 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206333]

		A_99_P223601		10.965014		11.261893		9.748824		11.312629		10.124949		9.773895		8.290977		10.963902		10.290238		10.316948		8.552494		11.24282		-1.7901309		-2.8049946		-2.7469823		-1.2734358		-1.596349		-1.925116		-2.29156		-1.0495777		-0.840065		-1.487998		-1.4578476		-0.34872627		-0.6747761		-0.94494534		-1.1963301		-0.06980896		Yes		Yes		Yes		TA59576_4565		TC451202		Rep: Cytochrome b561 - Zea mays (Maize), partial (79%) [TC451202]

		A_99_P242126		13.348325		13.428055		13.529542		13.536271		13.682944		14.373027		14.327759		13.6057205		13.712929		13.719452		14.587447		13.335332		1.2610447		1.9251516		1.7389505		1.0493162		1.2875282		1.2238249		2.0819063		-1.1494464		0.33461952		0.94497204		0.7982168		0.069449425		0.364604		0.2913971		1.0579052		-0.20093918		No		Yes		Yes		TA65027_4565		TC421943		0

		A_99_P328791		10.355832		10.6538315		9.972635		10.4731		9.861835		9.349698		9.162915		10.279258		9.856257		10.25369		9.580944		10.105488		-1.4083419		-2.4693537		-1.7528713		-1.1438056		-1.4137967		-1.3196375		-1.3119304		-1.2902154		-0.49399757		-1.3041334		-0.80972004		-0.19384193		-0.49957466		-0.40014172		-0.3916912		-0.36761189		No		Yes		Yes		TA90176_4565		TC415776		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC415776]

		A_99_P503357		6.3303084		8.564472		8.388322		8.936224		5.1042156		6.5451965		7.3145776		7.2547975		5.1478553		7.160478		7.4868636		7.6548443		-2.339326		-4.053802		-2.1048892		-3.2074494		-2.2696238		-2.646332		-1.8679532		-2.4307132		-1.2260928		-2.0192757		-1.0737443		-1.6814265		-1.1824532		-1.4039941		-0.90145826		-1.2813797		Yes		Yes		Yes		TC433133		TC433133		0

		A_99_P240966		11.727376		11.971236		11.427723		11.316636		11.469768		11.112493		10.453227		11.656758		11.454384		10.690681		10.243844		11.487525		-1.1954952		-1.8134584		-1.9649545		1.2658638		-1.2083112		-2.4293237		-2.2718678		1.1257519		-0.2576084		-0.85874367		-0.9744959		0.34012222		-0.27299213		-1.2805548		-1.1838789		0.1708889		No		Yes		Yes		TA64731_4565		TC418413		Rep: Low temperature and salt responsive protein - Pennisetum americanum (Pearl millet), partial (63%) [TC425130]

		A_99_P460137		5.340313		4.2420363		5.374167		4.153728		8.615411		9.448117		9.145608		4.5621796		9.797988		9.442875		9.64094		5.250087		9.68061		36.91361		13.655791		1.3272605		21.973228		36.77972		19.249817		2.1381435		3.2750978		5.206081		3.771441		0.40845156		4.457675		5.2008386		4.2667727		1.0963588		Yes		Yes		Yes		CK214178		TC410569		0

		A_99_P410912		7.62344		7.816073		10.212033		7.897618		10.145045		11.886691		11.089683		9.279999		11.097298		9.226677		11.928		8.586759		5.7422075		16.802666		1.8373791		2.6069827		11.110546		2.6584845		3.2851682		1.612323		2.5216055		4.070618		0.8776493		1.382381		3.4738579		1.410604		1.7159672		0.6891408		Yes		No		No		AK332751		TC372983		Triticum aestivum cDNA, clone: WT004_M12, cultivar: Chinese Spring [AK332751]

		A_99_P199941		11.604896		11.36092		10.248624		10.678439		11.646558		11.94553		11.403198		10.731891		12.220529		11.47525		11.914634		10.6511965		1.029299		1.4996336		2.2261865		1.0377446		1.5322301		1.0824724		3.1733572		-1.0190626		0.041662216		0.58461		1.1545744		0.053451538		0.615633		0.11433029		1.6660099		-0.02724266		No		Yes		Yes		TA50920_4565		0		0

		A_99_P488277		14.459572		14.661434		12.786544		13.545995		13.683419		13.486789		10.954841		13.087631		13.713112		13.958317		10.814186		12.786515		-1.7125577		-2.257374		-3.5595706		-1.3739824		-1.6776712		-1.6280189		-3.924089		-1.6928798		-0.7761526		-1.1746454		-1.8317032		-0.45836353		-0.74645996		-0.7031174		-1.9723577		-0.7594795		Yes		Yes		Yes		CK208537		TC426329		FGAS020251 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208537]

		A_99_P430397		5.4591465		5.568048		4.9909444		5.5180507		6.1747155		7.588845		7.596371		6.8333907		7.6763954		6.6571794		8.26986		6.503153		1.6421307		4.0580783		6.0857153		2.4886098		4.6500587		2.127459		9.706263		1.9794534		0.715569		2.0207968		2.6054268		1.31534		2.217249		1.0891314		3.278916		0.9851022		Yes		Yes		Yes		CV764228		TC388797		Rep: Cytochrome b5 - Ananas comosus (Pineapple), partial (67%) [TC388797]

		A_99_P140588		11.859539		10.669131		8.790778		10.774133		10.897312		9.763211		7.0923743		10.299534		10.567567		10.275683		7.6119895		10.36385		-1.9483149		-1.873739		-3.2454169		-1.3895319		-2.4486256		-1.3135289		-2.2638662		-1.3289466		-0.96222687		-0.90592		-1.6984038		-0.47459888		-1.2919722		-0.39344788		-1.1787887		-0.4102831		Yes		No		No		EF028755		NP9351108		Triticum aestivum CBFIIIa-6.1 mRNA, complete cds [EF028755]

		A_99_P214111		8.9211		8.46399		9.524327		9.551397		10.175883		12.303978		12.560921		10.327462		12.154222		10.393852		12.854786		10.529389		2.3863137		14.320279		8.205512		1.7124536		9.403005		3.8101876		10.059304		1.969722		1.2547836		3.8399878		3.0365934		0.7760649		3.2331219		1.929862		3.3304586		0.97799206		Yes		Yes		Yes		TA55696_4565		TC369736		0

		A_99_P442547		3.3719718		3.6750686		3.7161233		3.3131857		4.223854		4.553517		4.4241633		4.350391		4.507935		4.4808564		4.748006		4.846142		1.8048542		1.8383969		1.6335833		2.0522482		2.1976523		1.7481002		2.0446906		2.8937817		0.8518822		0.87844825		0.70804		1.0372052		1.1359632		0.8057878		1.0318825		1.5329561		Yes		Yes		Yes		TC398321		TC398321		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC398321]

		A_99_P272256		10.175421		10.110644		9.85879		9.617265		9.865582		9.664853		8.722535		9.519553		9.906543		9.920052		9.3205		9.263118		-1.2395687		-1.3620609		-2.1980972		-1.0700748		-1.2048705		-1.1412325		-1.4522502		-1.2782296		-0.3098383		-0.44579124		-1.1362553		-0.09771156		-0.26887798		-0.19059277		-0.53829		-0.35414696		No		Yes		Yes		TA73598_4565		0		0

		A_99_P164952		2.94055		2.8582923		2.1773348		2.3057818		3.6014984		4.8260674		5.2673087		5.5374737		5.2121797		2.0526528		4.1464887		5.785668		1.5811216		3.911644		8.514808		9.393689		4.8286824		-1.7479204		3.9153843		11.157068		0.6609483		1.9677751		3.089974		3.2316918		2.2716296		-0.8056395		1.9691539		3.479886		Yes		No		No		CV774705		0		FGAS069105 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774705]

		A_99_P270871		9.579148		9.672369		10.0933		9.689728		9.373818		8.850085		9.206563		8.922027		8.667626		8.836942		8.738968		8.887012		-1.1529499		-1.7682028		-1.8489892		-1.7025547		-1.8810288		-1.7843854		-2.556787		-1.7443823		-0.2053299		-0.82228374		-0.88673687		-0.76770115		-0.9115219		-0.8354273		-1.354332		-0.80271626		No		Yes		Yes		TA73204_4565		TC393490		Rep: Os05g0323800 protein - Oryza sativa subsp. japonica (Rice), complete [TC393490]

		A_99_P007161		7.4541316		7.101286		6.95439		7.2193217		7.287935		8.280812		8.549281		6.9022427		7.48988		8.197721		8.426527		7.2457137		-1.1220965		2.265024		3.0207171		-1.2458057		1.0250885		2.138256		2.7743254		1.0184618		-0.16619682		1.1795263		1.5948911		-0.31707907		0.03574848		1.0964346		1.472137		0.026391983		No		Yes		Yes		DR739170		TC377454		FGAS084387 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739170]

		A_99_P114865		1.403595		1.7612681		1.4175377		2.1945894		2.0878904		3.694156		2.791376		3.239808		3.6578472		3.1456869		3.9977503		2.6992245		1.606917		3.818187		2.5915916		2.0636792		4.7708693		2.6106675		5.980278		1.4187645		0.6842954		1.9328878		1.3738384		1.0452187		2.2542522		1.3844187		2.5802126		0.5046351		Yes		Yes		Yes		DR741676		TC386416		FGAS030727 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741676]

		A_99_P528587		6.5392528		5.953369		5.5397086		6.14426		9.030783		11.646702		11.278312		10.649809		11.184148		10.9478		11.694982		9.929804		5.62374		51.744465		53.3939		22.714615		25.01801		31.876703		71.27247		13.789937		2.49153		5.6933327		5.738603		4.505549		4.644895		4.9944305		6.155273		3.785544		Yes		Yes		Yes		BJ305611		TC443966		BJ305611 Y. Ogihara unpublished cDNA library, Wh_yd Triticum aestivum cDNA clone whyd26l14 5', mRNA sequence [BJ305611]

		A_99_P289151		9.229257		9.191304		9.3728285		9.510605		8.978656		8.559411		8.607187		9.202028		8.528717		8.632779		8.218528		9.505986		-1.1897025		-1.5495971		-1.7001255		-1.2384852		-1.6251125		-1.4727628		-2.225764		-1.0032065		-0.2506008		-0.63189316		-0.7656412		-0.30857658		-0.7005396		-0.5585251		-1.1543007		-0.0046186447		No		Yes		Yes		AK333682		TC427575		Triticum aestivum cDNA, clone: WT008_E11, cultivar: Chinese Spring [AK333682]

		A_99_P360396		5.140619		5.111834		4.4687405		4.8346252		2.423062		3.2439308		3.4360907		4.1050134		2.8573902		4.3887563		3.8166935		4.581116		-6.577579		-3.650017		-2.0457783		-1.6581929		-4.867661		-1.6506999		-1.5713961		-1.1921031		-2.7175567		-1.8679032		-1.0326498		-0.7296119		-2.2832286		-0.7230778		-0.6520469		-0.25350904		Yes		Yes		Yes		TA100130_4565		TC378239		Rep: Os02g0696700 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC378239]

		A_99_P257296		8.259862		9.01336		8.350726		7.805403		7.5765915		6.8141236		7.4108977		6.9074397		7.2684913		7.65509		6.751558		7.0996537		-1.6057758		-4.592362		-1.9183		-1.8634337		-1.9880729		-2.563776		-3.029686		-1.6309918		-0.68327045		-2.1992364		-0.9398284		-0.8979635		-0.9913707		-1.3582702		-1.5991683		-0.7057495		Yes		No		No		TA69204_4565		TC397159		Rep: Isoflavone reductase homolog IRL - Zea mays (Maize), partial (73%) [TC397159]

		A_99_P327386		11.257739		11.634074		11.290141		11.052218		10.755169		9.8293705		9.0295105		9.998188		10.390473		10.699948		9.093612		10.240027		-1.4167352		-3.4935741		-4.792009		-2.0763223		-1.8242023		-1.9107326		-4.583753		-1.7558761		-0.50257015		-1.8047037		-2.2606306		-1.0540304		-0.8672657		-0.9341259		-2.1965294		-0.812191		Yes		Yes		Yes		DR738050		TC423251		FGAS083267 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738050]

		A_99_P525902		4.4030056		4.901672		4.0720944		4.1109414		2.963438		3.5881479		3.62128		3.4645631		2.4425414		4.1063046		3.0276425		3.443249		-2.7123954		-2.485479		-1.3668116		-1.565234		-3.891872		-1.735519		-2.0625827		-1.5885301		-1.4395676		-1.313524		-0.4508145		-0.6463783		-1.9604642		-0.79536724		-1.044452		-0.6676924		Yes		No		No		AK334745		TC442888		Triticum aestivum cDNA, clone: WT010_O13, cultivar: Chinese Spring [AK334745]

		A_99_P115140		6.2005105		5.9259353		5.5198836		5.331667		5.1674905		4.8383126		4.6261563		3.9949634		5.1611695		5.2100034		4.587215		4.768719		-2.0463033		-2.1252353		-1.8579701		-2.5257354		-2.0552886		-1.6425439		-1.9088036		-1.4772846		-1.03302		-1.0876226		-0.8937273		-1.3367035		-1.039341		-0.7159319		-0.9326687		-0.56294775		Yes		No		No		CJ598904		0		CJ598904 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone rwhv16n18d08 3', mRNA sequence [CJ598904]

		A_99_P242556		9.967643		9.881523		10.64011		10.176385		10.879922		11.257144		12.357163		10.937679		12.159298		10.2766695		12.440308		10.804596		1.8820163		2.5947955		3.2876425		1.6950107		4.568293		1.3150762		3.4826791		1.5456471		0.9122791		1.3756208		1.7170534		0.76129436		2.1916552		0.39514637		1.8001976		0.628211		Yes		No		No		TA65123_4565		TC393315		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC393315]

		A_99_P245726		2.7562885		4.5012527		2.4099395		5.1182537		6.4366155		10.558299		13.716598		9.200938		8.770706		10.032989		13.220567		8.84295		12.820023		66.58136		2533.0464		16.943789		64.64279		46.261364		1796.0688		13.220421		3.680327		6.0570464		11.306658		4.0826845		6.0144176		5.531736		10.810627		3.7246962		Yes		Yes		Yes		TA65929_4565		TC376573		Rep: Pathogenisis-related protein 1.1 precursor - Triticum aestivum (Wheat), complete [TC376573]

		A_99_P341711		6.6810317		6.3229337		5.254749		4.0744176		4.335172		4.737287		3.6896136		2.4562302		4.947682		5.5795684		3.2254322		4.4602056		-5.0836315		-3.001423		-2.9590523		-3.069891		-3.3249896		-1.6740763		-4.0821147		1.3065732		-2.3458595		-1.5856466		-1.5651352		-1.6181874		-1.7333498		-0.7433653		-2.0293167		0.38578796		Yes		No		No		TA94106_4565		TC453917		Rep: Chromosome chr4 scaffold_73, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC453917]

		A_99_P344911		9.242349		9.2923355		9.03954		8.850104		8.780894		9.06882		10.80056		9.062095		9.240684		8.920398		9.904586		9.010262		-1.3769292		-1.1675752		3.389376		1.158285		-1.0011548		-1.2940898		1.8213972		1.1174089		-0.4614544		-0.22351551		1.7610197		0.21199036		-0.0016651154		-0.37193775		0.86504555		0.1601572		No		Yes		Yes		TA95146_4565		TC417465		0

		A_99_P244941		9.990656		10.634814		9.331604		8.9103		9.22819		9.394981		8.323292		8.459689		9.649028		9.918769		9.057201		8.403148		-1.6963872		-2.3617117		-2.0115564		-1.366619		-1.2671858		-1.642673		-1.2094932		-1.4212424		-0.7624655		-1.2398329		-1.0083122		-0.4506111		-0.34162807		-0.7160454		-0.27440262		-0.50715256		No		Yes		Yes		TA65741_4565		0		0

		A_99_P164917		8.365605		7.5970917		6.4027824		7.5306153		8.743905		9.086191		8.208067		7.863279		9.568112		9.132626		8.094845		7.7859206		1.2998091		2.807137		3.4949808		1.2593362		2.3013926		2.898957		3.2311828		1.1935883		0.3782997		1.4890995		1.8052845		0.33266354		1.202507		1.5355339		1.6920624		0.2553053		Yes		No		No		CV779880		TC385218		FGAS074289 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779880]

		A_99_P012394		2.1016366		2.6860535		3.2977688		1.5643772		4.372904		4.133063		5.984244		4.299896		5.639814		4.3490486		6.1906257		4.100189		4.82747		2.7264228		6.437386		6.6599827		11.617093		3.1667328		7.4273977		5.7990313		2.2712672		1.4470093		2.686475		2.7355185		3.5381773		1.6629951		2.8928568		2.535812		Yes		Yes		Yes		BJ281432		TC405980		BJ281432 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr22a05 5', mRNA sequence [BJ281432]

		A_99_P373347		7.14078		7.8661704		9.410657		8.811233		7.22541		6.3794255		8.285229		8.227325		6.560495		6.9101157		8.210059		8.279331		1.0604157		-2.8025594		-2.1816628		-1.4989032		-1.4951446		-1.9399973		-2.298349		-1.4458334		0.08463001		-1.4867449		-1.1254282		-0.5839071		-0.5802851		-0.9560547		-1.2005978		-0.53190136		No		Yes		Yes		TA103895_4565		TC436890		Rep: Os01g0775100 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC436890]

		A_99_P479437		7.285976		7.8641047		7.093225		6.804751		6.0753307		5.7190742		4.063137		5.4791265		6.082956		6.5989013		4.6618123		5.8938537		-2.3144112		-4.423016		-8.168595		-2.5064135		-2.302211		-2.4036112		-5.3942137		-1.8802145		-1.2106452		-2.1450305		-3.030088		-1.3256245		-1.2030201		-1.2652035		-2.4314127		-0.91089725		Yes		Yes		Yes		TC421810		TC421810		Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC421810]

		A_99_P071535		10.833955		9.656798		8.857282		9.816039		11.045448		11.502126		10.719285		9.979523		11.885663		11.448723		10.753577		10.164132		1.1578863		3.5933447		3.6351209		1.1199883		2.072983		3.462765		3.7225611		1.272877		0.21149349		1.8453274		1.8620033		0.16348362		1.0517082		1.7919245		1.8962955		0.34809303		Yes		Yes		Yes		BT009397		TC372192		Triticum aestivum clone wlm96.pk039.k12:fis, full insert mRNA sequence [BT009397]

		A_99_P043396		9.858087		8.803691		9.173402		9.232934		10.377492		11.234277		10.798612		10.230882		11.199403		10.223354		11.042296		10.368945		1.4333644		5.3911233		3.0848703		1.997157		2.5338237		2.675231		3.6525261		2.1977253		0.51940536		2.4305859		1.6252098		0.9979477		1.3413162		1.4196634		1.8688946		1.1360111		Yes		Yes		Yes		CA501927		0		WHE4040_D11_H22ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4040_D11_H22, mRNA sequence [CA501927]

		A_99_P378277		3.9878628		3.085799		2.5716174		4.7487826		3.4812376		4.457968		3.7058914		3.4422271		5.8165574		3.9552453		4.693548		4.694844		-1.4207228		2.588595		2.1950808		-2.4735029		3.552155		1.8269615		4.3527613		-1.0380952		-0.5066252		1.3721693		1.134274		-1.3065555		1.8286946		0.8694463		2.1219308		-0.053938866		Yes		No		No		TA105110_4565		0		0

		A_99_P175729		9.970456		9.8228655		11.008294		10.238589		10.678353		10.633355		12.171463		10.749885		11.355248		10.211624		12.582093		10.464827		1.6334215		1.7538066		2.239488		1.4253293		2.6113436		1.3092663		2.976876		1.16978		0.7078972		0.81048965		1.1631689		0.5112953		1.3847923		0.38875866		1.5737991		0.2262373		No		Yes		Yes		CK210388		TC394054		FGAS022195 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210388]

		A_99_P370317		8.327209		5.313082		4.642405		4.2764144		8.9026375		8.361052		6.997394		5.1722736		10.043597		8.694954		6.9829698		5.2826953		1.4901195		8.27047		5.1159034		1.8607178		3.286126		10.42425		5.0650086		2.0087261		0.575428		3.0479693		2.354989		0.89585924		1.7163877		3.3818717		2.3405647		1.0062809		Yes		No		No		TA103165_4565		TC413262		0

		A_99_P345371		10.735993		11.360906		12.41887		11.355811		10.651837		10.20133		11.406773		10.95382		10.035798		10.768848		11.534709		11.206817		-1.0600674		-2.2339168		-2.016841		-1.3213301		-1.6247247		-1.5073947		-1.845691		-1.1087964		-0.08415604		-1.1595755		-1.0120974		-0.4019909		-0.7001953		-0.5920572		-0.884161		-0.14899445		No		Yes		Yes		TA95290_4565		0		0

		A_99_P412782		3.9569483		4.266051		3.5262568		3.5859435		4.2760224		5.190101		4.9005566		5.028389		4.2144966		5.0206027		5.122701		4.9328933		1.2475297		1.8974348		2.5924206		2.7178118		1.1954454		1.6871074		3.023971		2.5437374		0.31907415		0.92405033		1.3742998		1.4424455		0.25754833		0.7545519		1.5964444		1.3469498		Yes		No		No		TA82496_4565		TC374717		Rep: DNA-directed RNA polymerase - Oryza sativa subsp. japonica (Rice), partial (37%) [TC374717]

		A_99_P378982		1.9878602		1.6016852		1.9894114		1.3536538		4.8080063		4.6988487		4.730895		4.318607		5.7982707		4.154856		5.2560487		3.0017395		7.062339		8.557347		6.6875772		7.8079996		14.029683		5.86923		9.624004		3.134175		2.820146		3.0971637		2.7414837		2.964953		3.8104105		2.5531712		3.2666373		1.6480857		Yes		Yes		Yes		TA105278_4565		TC427336		0

		A_99_P012504		9.211652		7.758468		6.241711		7.7950053		10.932094		10.904083		15.30476		10.532001		12.201379		11.54041		14.7603035		9.639389		3.2953732		8.849618		534.87177		6.6668034		7.943237		13.755549		366.73468		3.590995		1.7204418		3.145615		9.063049		2.7369952		2.989727		3.781942		8.518593		1.8443837		Yes		Yes		Yes		AY506509		TC395358		Triticum aestivum root peroxidase (prc4) mRNA, complete cds [AY506509]

		A_99_P270216		1.3484902		1.3483201		1.3707151		1.3446592		4.2362585		2.777519		6.4221864		2.6105058		6.953972		3.2688675		5.0496545		1.3842688		7.4012465		2.6929712		33.162277		2.4046829		48.687572		3.7856667		12.807698		1.0278356		2.8877683		1.4291989		5.051471		1.2658466		5.6054816		1.9205474		3.6789393		0.03960955		Yes		Yes		Yes		TA73021_4565		TC408095		0

		A_99_P200871		14.576614		14.73687		14.641974		14.677924		13.966239		13.5533285		13.04045		14.192986		14.277247		14.3466215		13.663487		14.179275		-1.5266564		-2.2713363		-3.034638		-1.3995264		-1.2306043		-1.310619		-1.970398		-1.4128904		-0.6103754		-1.1835413		-1.6015244		-0.48493862		-0.29936695		-0.3902483		-0.978487		-0.4986496		No		Yes		Yes		TA51217_4565		TC418806		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (46%) [TC418806]

		A_99_P247941		4.7293334		5.4765		4.1701884		5.167111		4.401274		3.3987224		2.972553		3.8699691		2.6074674		3.9726002		2.4279048		4.7163544		-1.2553235		-4.2215643		-2.2936344		-2.4574156		-4.3525653		-2.8360832		-3.3456433		-1.3667568		-0.3280592		-2.0777776		-1.1976354		-1.2971418		-2.121866		-1.5038998		-1.7422836		-0.45075655		Yes		No		No		TA66546_4565		TC392055		0

		A_99_P552132		11.265056		11.615628		11.316947		11.608279		11.606845		12.503713		12.405482		11.799024		11.780786		12.122955		12.527817		11.5396385		1.2673274		1.8507172		2.1265802		1.1413525		1.4297173		1.4214143		2.3147714		-1.0487281		0.34178925		0.8880844		1.0885353		0.1907444		0.5157299		0.5073271		1.2108698		-0.06864071		No		Yes		Yes		AK331746		TC453113		Triticum aestivum cDNA, clone: WT002_E04, cultivar: Chinese Spring [AK331746]

		A_99_P157972		6.1750546		5.6067023		6.148932		6.0535035		5.6300063		4.963174		5.648716		4.11301		4.5642915		4.819754		4.585506		4.9043403		-1.4590691		-1.5621451		-1.4144254		-3.8383694		-3.0541334		-1.7254207		-2.9555488		-2.217852		-0.54504824		-0.64352846		-0.500216		-1.9404936		-1.6107631		-0.7869482		-1.563426		-1.1491632		Yes		No		No		CD897937		TC425003		G174.107J05F010823 G174 Triticum aestivum cDNA clone G174107J05, mRNA sequence [CD897937]

		A_99_P433012		4.3898544		5.7071233		6.2462525		5.5413995		3.7159412		5.658563		3.1037986		3.3460715		5.422196		3.7117894		1.6679506		3.6638937		-1.5953945		-1.0342323		-8.830248		-4.579938		2.045341		-3.9870837		-23.889452		-3.6743927		-0.67391324		-0.048560143		-3.142454		-2.195328		1.0323415		-1.9953339		-4.578302		-1.8775058		No		Yes		Yes		CJ524892		TC390888		Rep: Cysteine proteinase - Hemerocallis sp. (Daylily), partial (48%) [TC390888]

		A_99_P008426		12.883565		12.590645		11.649104		11.461434		11.598834		10.65301		10.300217		10.27981		11.14339		11.501645		10.279999		11.608609		-2.436366		-3.8307703		-2.5471563		-2.2683203		-3.3407574		-2.127265		-2.5831034		1.1073987		-1.2847309		-1.9376345		-1.3488874		-1.1816244		-1.7401752		-1.0889997		-1.3691053		0.14717484		Yes		No		No		TA88969_4565		TC416761		Rep: Mitochondrial carnitine/acylcarnitine carrier-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (47%) [TC416761]

		A_99_P218451		11.925681		11.834836		10.97227		11.396024		12.414413		12.756153		12.5169325		11.785245		13.056953		12.607758		12.878563		11.774451		1.4032114		1.8938435		2.9173582		1.3096862		2.1905184		1.7087265		3.7484467		1.2999243		0.48873234		0.9213171		1.5446625		0.3892212		1.1312723		0.77292156		1.9062929		0.3784275		Yes		Yes		Yes		TA57544_4565		0		0

		A_99_P306471		4.015959		4.295867		5.228208		4.7986274		3.631357		5.003945		7.635206		6.6263747		5.209636		5.2035294		8.138832		6.754749		-1.3054994		1.6336262		5.303696		3.5498235		2.2873504		1.8760034		7.519434		3.8801742		-0.38460183		0.7080779		2.4069982		1.8277473		1.1936774		0.9076624		2.910624		1.9561214		Yes		Yes		Yes		TA83605_4565		0		0

		A_99_P355396		10.37716		10.407368		10.247539		10.308212		11.075154		11.708672		11.067291		10.590091		12.214649		11.123584		11.246074		10.581588		1.6222478		2.4645152		1.7651033		1.2157769		3.573875		1.6428674		1.9979703		1.2086323		0.69799423		1.3013039		0.8197527		0.28187847		1.8374891		0.7162161		0.99853516		0.2733755		No		Yes		Yes		TA98434_4565		TC439505		Rep: Anthocyanin biosynthetic gene regulator PAC1 - Zea mays (Maize), partial (15%) [TC439505]

		A_99_P328456		9.348878		9.562926		8.857544		8.256417		8.360461		7.6308417		6.9006476		6.565977		8.3333025		8.360673		6.9525123		6.6790013		-1.9840064		-3.816062		-3.882259		-3.2275517		-2.021709		-2.3009877		-3.7451713		-2.9843483		-0.9884167		-1.9320846		-1.9568963		-1.6904402		-1.0155754		-1.2022533		-1.9050317		-1.577416		Yes		No		No		TA90065_4565		TC451409		0

		A_99_P471932		12.707103		12.857314		12.535558		12.3080635		13.31852		14.045544		13.57486		12.831857		13.739467		13.984512		14.2137575		12.58467		1.5277588		2.2787292		2.0552328		1.4377304		2.045373		2.1843412		3.2002835		1.2113422		0.6114168		1.1882296		1.0393019		0.5237932		1.0323639		1.1271982		1.6781998		0.27660656		Yes		Yes		Yes		CD905913		TC417676		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC417676]

		A_99_P265771		5.1728954		2.891505		3.6967144		2.393751		4.475802		4.0234904		6.1371512		7.547751		4.462767		3.0835629		5.9023423		5.1770644		-1.6212353		2.1916013		5.4280605		35.604813		-1.6359496		1.142392		4.6127524		6.884317		-0.6970935		1.1319854		2.4404368		5.1540003		-0.7101283		0.19205785		2.205628		2.7833135		Yes		No		No		TA71622_4565		TC424744		Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC424744]

		A_99_P198256		1.6271318		2.080968		1.9156666		2.3596246		3.2469108		5.97597		9.231896		4.89562		3.9216404		5.528127		8.484998		4.804561		3.0732796		14.876899		159.3693		5.7997684		4.905868		10.906825		94.96547		5.445017		1.619779		3.895002		7.31623		2.5359952		2.2945085		3.4471593		6.569331		2.4449365		Yes		Yes		Yes		AB244640		TC368883		Triticum aestivum TaGlb2d mRNA for endo-beta-1,3-glucanase, complete cds [AB244640]

		A_99_P261116		5.914142		5.921391		6.8624167		7.402324		5.934687		5.6979623		4.407847		6.0076923		5.8010993		5.9665203		4.3341117		6.6769505		1.0143425		-1.167505		-5.4814963		-2.6292145		-1.0815068		1.0317756		-5.768935		-1.6533289		0.020545006		-0.22342873		-2.4545698		-1.3946319		-0.11304283		0.0451293		-2.528305		-0.72537374		Yes		Yes		Yes		TA70308_4565		0		0

		A_99_P234791		6.9373784		7.509187		7.463211		7.9346085		8.705089		10.777771		9.47512		7.3739257		9.730246		9.231475		9.893457		7.3779054		3.4051309		9.636998		4.033154		-1.4749671		6.930057		3.299592		5.3898544		-1.470904		1.7677102		3.2685838		2.0119085		-0.5606828		2.7928672		1.7222877		2.4302464		-0.5567031		Yes		Yes		Yes		TA62992_4565		TC371168		Rep: Calnexin - Zea mays (Maize), partial (46%) [TC371168]

		A_99_P217736		5.1503515		5.874042		6.9623947		6.5912113		5.403194		6.7433496		8.146683		6.78071		6.4182076		6.5496345		8.095117		6.910875		1.1915524		1.8267858		2.2725122		1.1403675		2.4080346		1.5972525		2.1927204		1.2480395		0.25284243		0.8693075		1.184288		0.1894989		1.2678561		0.6755924		1.1327219		0.31966352		No		Yes		Yes		TA57364_4565		0		0

		A_99_P268051		11.104974		11.051178		11.704202		11.521275		11.03994		10.358597		10.5276375		11.304286		10.753773		10.727853		10.793733		11.335129		-1.0461096		-1.6161724		-2.2603784		-1.1623049		-1.2756221		-1.251211		-1.8796566		-1.1377202		-0.06503391		-0.6925812		-1.1765642		-0.21698856		-0.35120106		-0.32332516		-0.91046906		-0.18614578		No		Yes		Yes		TA72328_4565		0		0

		A_99_P151842		2.171261		2.130871		2.3289382		2.3272111		3.436128		3.35433		3.8118696		3.9243355		5.41036		3.2899673		3.6793106		1.8656039		2.4030502		2.335059		2.795161		3.0253968		9.442041		2.2331748		2.5497792		-1.3770751		1.2648668		1.223459		1.4829314		1.5971243		3.2390988		1.1590962		1.3503723		-0.46160722		Yes		No		No		CJ830314		TC453175		CJ830314 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal31f15 5', mRNA sequence [CJ830314]

		A_99_P419137		4.6177845		4.0548882		3.233647		4.2831354		8.569566		8.64692		12.853887		8.5333395		9.967343		9.669434		12.299351		7.7642026		15.474075		24.117893		787.0106		19.030006		40.773468		48.99441		535.8567		11.166206		3.9517813		4.592032		9.620239		4.250204		5.349559		5.6145453		9.065703		3.4810672		Yes		Yes		Yes		X85228		TC380012		T.aestivum pox2 gene [X85228]

		A_99_P465667		9.7711115		9.512328		9.987896		9.976196		9.827442		10.43881		10.942424		9.911246		10.546226		10.105961		11.26537		9.865166		1.0398177		1.900636		1.9379454		-1.0460486		1.7113253		1.5090417		2.4241424		-1.0799994		0.05633068		0.9264822		0.95452785		-0.06494999		0.77511406		0.5936327		1.2774744		-0.11103058		No		Yes		Yes		TC414021		TC414021		Rep: BAX inhibitor 1 - Hordeum vulgare (Barley), partial (45%) [TC414021]

		A_99_P290196		10.478854		10.512638		10.501124		10.537988		11.094452		11.837636		11.160519		10.790405		11.606206		11.281796		11.540848		10.777965		1.5321927		2.5053253		1.5794194		1.1912016		2.1845737		1.7042753		2.0558333		1.1809738		0.6155977		1.3249979		0.65939426		0.25241756		1.1273518		0.76915836		1.0397234		0.23997688		No		Yes		Yes		TA78849_4565		0		0

		A_99_P298901		7.7840195		8.5207815		8.380417		8.225017		8.547211		10.202004		9.776708		8.717763		9.556275		9.3038225		10.287765		8.719982		1.6972407		3.206997		2.6322396		1.407121		3.4158766		1.7207541		3.7511883		1.4092871		0.7631912		1.6812229		1.3962908		0.49274635		1.7722559		0.783041		1.9073477		0.49496555		Yes		Yes		Yes		TA81355_4565		TC433188		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC433188]

		A_99_P507332		8.170652		8.140667		8.1958475		8.086637		8.770833		9.624935		8.974578		8.433457		9.08936		8.926669		9.195325		8.518168		1.5159063		2.7977521		1.7156204		1.2717551		1.8904214		1.7242897		1.9992757		1.3486649		0.6001806		1.4842682		0.7787304		0.34682083		0.91870785		0.78600216		0.9994774		0.4315319		No		Yes		Yes		TC434897		TC434897		Rep: Prolyl 4-hydroxylase - Nicotiana tabacum (Common tobacco), partial (29%) [TC434897]

		A_99_P234111		12.491237		12.555312		14.251035		14.117011		12.183568		11.382297		13.9906435		14.189854		11.917553		11.80368		13.593986		14.213936		-1.2377061		-2.254825		-1.1978035		1.051787		-1.4883189		-1.683696		-1.5768541		1.0694913		-0.3076687		-1.1730156		-0.26039124		0.0728426		-0.57368374		-0.75163174		-0.6570492		0.09692478		No		Yes		Yes		TA62780_4565		TC439279		0

		A_99_P399187		6.9495335		7.0019183		7.6084704		7.374409		6.6391444		6.4856935		6.337833		7.0543895		7.2866893		6.7351418		6.904239		6.9698844		-1.2400421		-1.4302078		-2.4126816		-1.2483476		1.2632637		-1.2031167		-1.6292763		-1.3236529		-0.31038904		-0.51622486		-1.2706375		-0.32001972		0.33715582		-0.26677656		-0.70423126		-0.4045248		No		Yes		Yes		TA110236_4565		0		0

		A_99_P285386		10.237378		9.727064		9.323764		9.3242655		10.699406		11.282204		10.312256		9.571707		11.704846		10.396657		10.828021		9.495883		1.3774763		2.9386215		1.98411		1.1870998		2.7653618		1.590624		2.8367858		1.1263206		0.46202755		1.5551395		0.988492		0.24744129		1.4674683		0.66959286		1.5042572		0.17161751		No		Yes		Yes		TA77448_4565		TC433754		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), partial (58%) [TC433754]

		A_99_P429372		5.7167373		5.566319		5.4057984		4.9891753		4.821261		4.2946086		2.7926261		4.290626		5.899084		4.8002987		4.0971546		4.7833886		-1.860224		-2.4144764		-6.118476		-1.6228721		1.1347282		-1.7005723		-2.4770858		-1.1533151		-0.89547634		-1.2717104		-2.6131723		-0.6985493		0.18234682		-0.7660203		-1.3086438		-0.2057867		Yes		Yes		Yes		TC387964		TC387964		0

		A_99_P463042		6.0492992		6.4411826		5.9748588		6.8312383		5.344484		5.1301727		5.4747086		5.860308		5.2226853		5.5766053		5.5020905		5.992651		-1.6299361		-2.4811516		-1.4143608		-1.9601039		-1.773518		-1.8208061		-1.3877698		-1.7882981		-0.7048154		-1.3110099		-0.5001502		-0.9709301		-0.8266139		-0.8645773		-0.4727683		-0.8385873		No		Yes		Yes		TC412431		TC412431		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC412431]

		A_99_P273431		11.301904		11.340114		11.229541		10.954679		11.160237		10.493396		9.725638		10.398726		10.828697		10.592189		9.271663		10.540557		-1.1031786		-1.7984048		-2.8360882		-1.4701385		-1.3881915		-1.6793754		-3.8849018		-1.3324871		-0.14166641		-0.84671783		-1.5039024		-0.5559521		-0.47320652		-0.7479248		-1.9578781		-0.41412163		No		Yes		Yes		AK332757		TC399431		Triticum aestivum cDNA, clone: WT004_M18, cultivar: Chinese Spring [AK332757]

		A_99_P449707		6.6943817		5.3613343		7.6516385		7.4733806		6.67891		5.8818107		6.0308495		6.559		6.600121		5.0850444		5.9623146		6.448381		-1.010782		1.4344288		-3.075432		-1.8847597		-1.0675182		-1.2110765		-3.2250552		-2.0349588		-0.015471935		0.52047634		-1.620789		-0.91438055		-0.09426069		-0.27628994		-1.6893239		-1.0249996		No		Yes		Yes		TC403484		TC403484		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (5%) [TC403484]

		A_99_P149432		3.225725		4.296576		4.8995123		4.8913302		4.0276504		5.1231833		5.6478977		4.874332		5.242924		5.2420044		6.01722		5.199462		1.7434263		1.7735097		1.6799117		-1.011852		4.0479717		1.9257606		2.1700191		1.2381033		0.8019254		0.8266072		0.7483854		-0.016998291		2.0171993		0.9454284		1.1177077		0.3081317		Yes		No		No		CJ904219		TC420491		CJ904219 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles34g07 5', mRNA sequence [CJ904219]

		A_99_P256516		12.046445		12.128554		12.198689		12.409966		11.383831		11.035665		11.07232		11.849426		11.172284		11.244906		11.135609		12.129434		-1.582948		-2.1330087		-2.1830869		-1.4748213		-1.8329415		-1.8450347		-2.0893886		-1.2146434		-0.66261387		-1.0928898		-1.1263695		-0.5605402		-0.87416077		-0.8836479		-1.0630808		-0.28053284		No		Yes		Yes		TA68976_4565		TC372153		0

		A_99_P287566		6.9200883		7.3197236		6.850073		6.9386725		5.6400466		5.666771		5.785419		5.7477193		5.0152698		6.307554		5.0740395		6.599543		-2.42846		-3.144766		-2.091668		-2.2830355		-3.744618		-2.0169423		-3.4248323		-1.2649931		-1.2800417		-1.6529527		-1.0646539		-1.1909533		-1.9048185		-1.0121698		-1.7760334		-0.33912945		Yes		No		No		AB124855		TC380212		Triticum aestivum CYP71C6v3 mRNA for P450, complete cds [AB124855]

		A_99_P299231		5.78297		5.893765		6.5610814		5.6365585		4.445849		5.86174		2.6920898		4.480118		5.4039307		4.80192		2.1198084		4.6632		-2.5264664		-1.0224462		-14.611087		-2.2290683		-1.3004756		-2.1314645		-21.724827		-1.9634061		-1.337121		-0.03202486		-3.8689916		-1.1564407		-0.3790393		-1.091845		-4.4412727		-0.97335863		Yes		Yes		Yes		TA81456_4565		TC394933		0

		A_99_P208591		11.253133		11.3299265		11.668076		11.845416		11.338162		10.961609		10.657706		11.367447		11.088345		11.098126		10.724513		11.63635		1.0607095		-1.2908466		-2.0144267		-1.3927817		-1.1210015		-1.1742992		-1.9232715		-1.1559399		0.0850296		-0.3683176		-1.0103693		-0.47796917		-0.16478825		-0.23180008		-0.9435625		-0.20906639		No		Yes		Yes		AK331474		TC382184		Triticum aestivum cDNA, clone: WT007_J10, cultivar: Chinese Spring [AK331474]

		A_99_P216246		11.643495		11.841869		11.61999		11.58652		12.488406		13.807931		12.626277		12.070624		13.115651		12.785992		13.066506		12.029874		1.7961546		3.907001		2.0087342		1.398717		2.774363		1.924018		2.7254908		1.3597615		0.8449116		1.9660616		1.0062866		0.48410416		1.4721565		0.9441223		1.446516		0.44335365		Yes		Yes		Yes		TA56664_4565		TC382988		0

		A_99_P144503		7.94999		7.849318		7.8350368		7.7853217		8.694553		9.105213		8.169581		7.94756		9.755833		8.209478		8.663001		7.723019		1.6754674		2.3881528		1.2609794		1.1190218		3.4963336		1.2835685		1.7751788		-1.0441309		0.7445636		1.2558951		0.33454466		0.16223812		1.8058429		0.36016035		0.8279643		-0.06230259		No		Yes		Yes		CJ777726		TC391660		CJ777726 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl23o12 5', mRNA sequence [CJ777726]

		A_99_P472027		5.3211565		5.3696656		5.9588885		5.4967384		5.1609397		4.941668		4.8812776		4.9428296		4.960097		5.0687976		4.9480376		5.099793		-1.117455		-1.3453649		-2.1105382		-1.4680579		-1.2843689		-1.2318854		-2.0150993		-1.3167171		-0.16021681		-0.4279976		-1.077611		-0.5539088		-0.36105967		-0.30086803		-1.0108509		-0.39694548		No		Yes		Yes		TA97324_4565		TC417706		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (7%) [TC417706]

		A_99_P543757		5.2196565		6.163067		5.332152		5.9624305		7.4693513		9.794534		8.3030815		5.485863		8.468741		8.461589		8.463712		5.3740745		4.755822		12.393114		7.8404126		-1.391429		9.507625		4.919535		8.76382		-1.5035324		2.2496948		3.6314669		2.9709296		-0.47656727		3.249085		2.298522		3.1315598		-0.588356		Yes		Yes		Yes		TC409537		TC409537		Rep: Protein disulfide isomerase - Zea mays (Maize), partial (98%) [TC409537]

		A_99_P363486		1.3622847		1.3673344		1.392272		1.5625571		3.0729494		7.5884476		9.5796995		6.9389033		5.776562		7.2474785		10.186156		6.079597		3.273116		74.60049		291.51526		41.537605		21.3221		58.897892		443.83643		22.896255		1.7106647		6.221113		8.1874275		5.376346		4.4142776		5.880144		8.793884		4.51704		Yes		Yes		Yes		CV759795		TC446122		FGAS054179 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV759795]

		A_99_P439727		11.003845		11.330117		9.746999		10.190797		9.5267		9.778914		8.050649		10.730813		10.369843		9.284457		7.6592317		9.672509		-2.783973		-2.9306135		-3.2408001		1.4539888		-1.5518646		-4.128621		-4.2508965		-1.4322543		-1.4771452		-1.5512028		-1.6963501		0.5400162		-0.6340027		-2.04566		-2.0877671		-0.51828766		Yes		No		No		BJ282273		TC396129		0

		A_99_P281781		12.514282		12.26244		13.792763		13.106587		11.719085		11.047417		12.96849		12.428033		11.2982025		11.88533		12.631683		13.029377		-1.7353148		-2.321445		-1.7706426		-1.6005354		-2.3231459		-1.2987372		-2.2362468		-1.0549762		-0.7951975		-1.215023		-0.8242731		-0.67855453		-1.2160797		-0.37710953		-1.1610794		-0.07721043		No		Yes		Yes		AK333394		TC440919		Triticum aestivum cDNA, clone: WT006_F22, cultivar: Chinese Spring [AK333394]

		A_99_P275036		6.0612607		5.7909875		4.8914266		5.0670924		6.8111024		7.6502624		6.2180724		5.7470284		7.3297143		6.6890035		6.637405		5.7932916		1.6816083		3.6282525		2.5081887		1.6020687		2.409032		1.8635015		3.3542223		1.6542751		0.7498417		1.8592749		1.3266459		0.67993593		1.2684536		0.898016		1.7459784		0.72619915		Yes		Yes		Yes		TA74436_4565		TC384196		0

		A_99_P513047		11.324954		11.117791		10.624962		10.822291		10.099483		10.073998		9.3727255		9.04843		10.010444		10.429771		9.008725		10.5275955		-2.3383186		-2.0616405		-2.382104		-3.4196792		-2.487179		-1.6110706		-3.0657427		-1.2266264		-1.2254715		-1.0437927		-1.2522364		-1.7738609		-1.3145103		-0.68801975		-1.6162367		-0.29469585		Yes		No		No		TA73223_4565		TC437432		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC437432]

		A_99_P040525		4.110436		4.2813587		4.5063114		4.1223626		2.9462788		2.9744465		2.699708		2.7934077		2.5854633		2.4728403		2.0065753		2.0951235		-2.2410226		-2.4741144		-3.4981773		-2.5122063		-2.8778126		-3.5028238		-5.6558194		-4.07624		-1.1641572		-1.3069122		-1.8066034		-1.3289549		-1.5249727		-1.8085184		-2.499736		-2.027239		Yes		No		No		CK216153		0		FGAS028137 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK216153]

		A_99_P037229		5.0463448		6.6432877		4.1290517		4.737599		3.8213825		3.6669424		2.8667371		2.3787196		3.294996		4.696419		1.555292		3.4190066		-2.3374934		-7.8698997		-2.3988028		-5.1297174		-3.3667316		-3.8553689		-5.9535885		-2.4942262		-1.2249622		-2.9763453		-1.2623146		-2.3588793		-1.7513487		-1.9468689		-2.5737596		-1.3185923		Yes		No		No		TA91530_4565		TC422846		0

		A_99_P204606		7.4273868		7.284687		8.443877		8.211801		8.388752		9.134774		9.025901		8.299939		9.324858		8.794803		9.38816		8.284087		1.9471517		3.6052196		1.4969475		1.0629978		3.7255952		2.8483286		1.9242316		1.0513817		0.9613652		1.8500872		0.5820236		0.08813858		1.897471		1.5101156		0.94428253		0.072286606		Yes		No		No		CA742299		TC459026		wfl1c.pk001.l4 wfl1c Triticum aestivum cDNA clone wfl1c.pk001.l4 5' end, mRNA sequence [CA742299]

		A_99_P227076		6.9715943		6.587335		4.965113		4.311744		5.4612007		5.079286		4.473349		2.4466674		5.785979		6.237408		4.789418		4.0404468		-2.8488777		-2.8442514		-1.4061632		-3.6428733		-2.2746043		-1.2744961		-1.1295084		-1.2068927		-1.5103936		-1.508049		-0.49176407		-1.8650768		-1.1856155		-0.34992695		-0.17569494		-0.27129745		Yes		No		No		TA60710_4565		0		0

		A_99_P258786		8.011369		8.8329115		8.72631		8.73993		7.6566052		7.8418593		7.5630684		8.631416		7.8863807		8.011512		7.767179		8.286468		-1.2787759		-1.9876341		-2.2396004		-1.078117		-1.0904987		-1.7671196		-1.9441382		-1.3693228		-0.3547635		-0.99105215		-1.1632414		-0.10851383		-0.12498808		-0.8213997		-0.95913076		-0.4534626		No		Yes		Yes		TA69652_4565		TC387738		Rep: Chromosome undetermined scaffold_259, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC387738]

		A_99_P505232		12.955522		11.738461		9.808735		10.747871		13.206841		13.721069		11.669251		11.73982		13.592845		13.011391		11.882474		11.589226		1.1902956		3.9520707		3.6313765		1.9888688		1.5554407		2.4165187		4.209763		1.7917314		0.2513199		1.9826088		1.8605165		0.9919481		0.6373234		1.2729301		2.073739		0.84135437		Yes		Yes		Yes		AK331260		TC434026		Triticum aestivum cDNA, clone: WT007_A18, cultivar: Chinese Spring [AK331260]

		A_99_P354136		7.826542		8.047826		6.908138		7.1121693		8.086142		8.430364		8.291819		7.547722		8.237771		8.552165		8.250745		7.584499		1.1971465		1.3036331		2.6093326		1.3524288		1.3298182		1.4184735		2.5360918		1.3873479		0.2595997		0.38253784		1.3836808		0.4355526		0.41122913		0.5043392		1.342607		0.47232962		No		Yes		Yes		TA98022_4565		TC445868		Rep: Glucosamine-6-phosphate acetyltransferase - Oryza sativa subsp. japonica (Rice), partial (53%) [TC445868]

		A_99_P392512		9.8173065		11.455887		11.202782		10.756508		9.354142		9.870446		9.211029		10.389012		8.884244		10.342549		9.251612		10.402966		-1.3785622		-3.0009944		-3.9771986		-1.2901113		-1.9093248		-2.1634557		-3.86688		-1.277694		-0.46316433		-1.5854406		-1.9917526		-0.36749554		-0.93306255		-1.1133375		-1.95117		-0.35354233		Yes		Yes		Yes		TA108607_4565		0		0

		A_99_P459822		10.013543		9.625239		6.6994953		7.7346478		9.043405		8.143342		4.158163		8.574397		9.283238		7.5177093		3.6994689		7.4333024		-1.9590287		-2.7931583		-5.8212633		1.7897391		-1.6589894		-4.309529		-8.000147		-1.232293		-0.97013855		-1.4818974		-2.5413322		0.83974934		-0.7303047		-2.10753		-3.0000265		-0.30134535		Yes		Yes		Yes		TC410428		TC410428		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC410428]

		A_99_P300571		9.091308		8.846321		8.896863		8.908083		8.961009		7.954909		8.003625		8.653733		8.497218		8.379105		7.7422986		8.710915		-1.0945202		-1.8549911		-1.8573402		-1.192798		-1.5095196		-1.3824396		-2.226171		-1.146446		-0.13029861		-0.89141226		-0.89323807		-0.2543497		-0.5940895		-0.4672165		-1.1545644		-0.19716835		No		Yes		Yes		TA81840_4565		TC438603		0

		A_99_P455507		4.116806		3.349082		3.285559		2.0662045		5.397177		6.3534546		6.2427306		3.7410011		6.332318		5.1019244		6.461853		3.4302595		2.4290147		8.024283		7.766		3.1927433		4.644463		3.3702192		9.039821		2.5740764		1.2803712		3.0043726		2.9571717		1.6747966		2.2155118		1.7528424		3.176294		1.3640549		Yes		Yes		Yes		BQ620057		TC407425		CAB83315.1 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC407425]

		A_99_P496107		1.9144279		4.1122775		3.1867836		2.6230056		2.7199411		4.3256083		5.2256145		5.7375183		3.8535416		4.466073		5.822714		4.6952167		1.7477674		1.1593617		4.109124		8.660874		3.8347		1.2779182		6.215758		4.2053065		0.80551326		0.21333075		2.038831		3.1145127		1.9391137		0.35379553		2.6359303		2.072211		Yes		No		No		TC429975		TC429975		0

		A_99_P346236		3.4060342		2.9479835		3.5664768		3.6104088		5.518477		5.29022		4.7396317		6.6194777		3.5369742		3.4389057		3.0654042		3.4396565		4.3242283		5.0708804		2.2550428		8.050447		1.095007		1.4053429		-1.4152654		-1.1256453		2.1124427		2.3422363		1.1731548		3.009069		0.13093996		0.4909222		-0.50107265		-0.17075229		Yes		No		No		TA95568_4565		TC404850		0

		A_99_P352286		1.5819114		2.3601463		2.0794535		1.9913603		1.5261225		5.7360616		8.4831915		3.2700853		3.5294685		4.956026		8.593684		2.9168918		-1.0394274		10.381301		84.667595		2.4262447		3.8572085		6.045576		91.406876		1.8993839		-0.055788994		3.3759153		6.403738		1.278725		1.9475571		2.5958798		6.5142307		0.9255315		Yes		Yes		Yes		TA97457_4565		TC379396		Rep: GTP-binding protein SAR1A - Arabidopsis thaliana (Mouse-ear cress), complete [TC379396]

		A_99_P464582		10.32124		9.496151		8.356385		9.103556		10.912225		11.843991		10.041608		9.82492		11.473247		10.789643		10.375336		9.676221		1.5062741		5.090616		3.2159002		1.6487402		2.2222269		2.451207		4.0528884		1.4872686		0.59098434		2.3478403		1.6852226		0.721364		1.1520061		1.2934923		2.0189505		0.5726652		Yes		Yes		Yes		TC377704		TC377704		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC377704]

		A_99_P313661		9.830809		9.650838		9.367557		10.419058		10.635459		11.293574		11.247594		10.954261		10.550555		10.42011		11.406891		10.866519		1.7467223		3.1225755		3.6808457		1.449146		1.6468928		1.7044094		4.110558		1.3636384		0.8046503		1.6427364		1.8800373		0.535203		0.7197466		0.76927185		2.0393343		0.44746113		Yes		Yes		Yes		TA85724_4565		TC401796		0

		A_99_P084410		2.0424178		2.865907		1.9159493		2.9356115		2.4414313		4.798158		5.4688478		3.188204		4.199695		4.100533		5.078694		3.0104206		1.318606		3.8165028		11.73624		1.191346		4.4607224		2.3532035		8.9553175		1.0532217		0.39901352		1.9322512		3.5528984		0.25259256		2.1572773		1.234626		3.1627445		0.074809074		Yes		Yes		Yes		AK330331		TC392099		Triticum aestivum cDNA, clone: SET4_D06, cultivar: Chinese Spring [AK330331]

		A_99_P256846		11.090851		10.469897		10.383746		11.078631		11.6328		12.031648		11.830976		11.425281		12.502803		11.176231		11.983192		11.03965		1.4559383		2.9521182		2.7268388		1.2716037		2.6609695		1.6316528		3.0302699		-1.0273882		0.5419493		1.5617504		1.4472294		0.34664917		1.411952		0.7063341		1.5994463		-0.038981438		No		Yes		Yes		TA69068_4565		0		0

		A_99_P434872		1.7404886		2.481414		2.3914745		2.191836		2.9829571		3.720618		4.0700326		3.5870316		3.0914495		2.8817284		4.5529056		2.633887		2.3660302		2.3606822		3.2010787		2.6302419		2.5508196		1.3197955		4.4735837		1.3585342		1.2424685		1.2392039		1.6785581		1.3951955		1.3509609		0.40031433		2.161431		0.44205093		Yes		No		No		CJ547746		TC392402		Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC392402]

		A_99_P415352		5.549488		4.8801427		6.1249175		5.6365323		5.6759715		4.6357265		5.575783		3.7463748		4.2555265		4.626816		4.4299455		3.9340198		1.0916296		-1.1846133		-1.4632078		-3.7067568		-2.4520044		-1.1919526		-3.2377062		-3.2546728		0.12648344		-0.24441624		-0.54913473		-1.8901575		-1.2939615		-0.2533269		-1.694972		-1.7025125		Yes		No		No		TC376804		TC376804		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC376804]

		A_99_P472327		7.586947		7.069809		7.0326195		7.7906284		8.233563		8.271442		8.720584		8.047328		9.143641		7.881849		8.935872		8.150455		1.5654924		2.2999992		3.2220178		1.1947423		2.9417906		1.7556921		3.7405558		1.283272		0.64661646		1.2016335		1.6879644		0.25669956		1.5566945		0.81203985		1.9032526		0.35982704		Yes		Yes		Yes		TC417746		TC417746		Rep: Os04g0667600 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC417746]

		A_99_P478892		1.373587		1.3732796		1.6614977		1.3657085		1.4491696		2.0243616		5.708733		2.539221		1.7098631		1.952599		6.2456164		1.3939918		1.0537865		1.5703455		16.532528		2.2556021		1.2624936		1.4941443		23.98597		1.0197979		0.07558262		0.65108204		4.0472355		1.1735126		0.33627605		0.5793195		4.584119		0.028283358		Yes		Yes		Yes		BQ166045		TC421527		Rep: Asparaginyl-tRNA synthetase, cytoplasmic 3 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC421527]

		A_99_P357221		7.9215336		7.4264464		7.4137073		7.4635262		8.634979		9.61013		7.6813493		7.7243896		8.979287		7.9951987		7.700663		7.6897125		1.6397157		4.5431213		1.2038386		1.1981955		2.0816877		1.4832402		1.2200632		1.1697387		0.71344566		2.1836839		0.26764202		0.2608633		1.0577536		0.5687523		0.28695583		0.22618628		No		Yes		Yes		TA99059_4565		TC439097		Rep: ABC-2 type transporter - Salinispora arenicola CNS-205, partial (6%) [TC439097]

		A_99_P225531		8.564069		6.515038		4.996257		6.549483		8.958882		8.221339		11.918462		8.0218		9.687681		8.87065		11.167926		7.65803		1.3147728		3.2632313		121.2806		2.774672		2.1789188		5.118114		72.08709		2.156284		0.39481354		1.7063012		6.922205		1.4723172		1.1236124		2.3556123		6.171669		1.1085472		Yes		Yes		Yes		X85228		TC438180		T.aestivum pox2 gene [X85228]

		A_99_P414682		6.653191		7.802372		8.644436		7.525795		5.9669037		6.939626		6.1217422		6.9552836		5.76384		6.84594		6.755123		6.9592853		-1.6091373		-1.818496		-5.74654		-1.4850498		-1.8523425		-1.9405047		-3.704587		-1.4809364		-0.6862874		-0.86274576		-2.5226936		-0.57051134		-0.8893509		-0.95643187		-1.8893127		-0.5665097		Yes		Yes		Yes		DR736988		TC376234		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (44%) [TC376234]

		A_99_P314306		3.4796503		4.5637774		4.866424		4.236043		4.246219		5.6355777		6.2173486		4.8672547		4.4755235		6.042769		7.0500865		5.342211		1.7012191		2.1020548		2.5507553		1.5488654		1.9942873		2.787538		4.543054		2.1527307		0.7665689		1.0718002		1.3509245		0.63121176		0.9958732		1.4789915		2.1836624		1.1061678		Yes		Yes		Yes		TA85906_4565		TC380238		Rep: Predicted protein - Nematostella vectensis (Starlet sea anemone), partial (3%) [TC370857]

		A_99_P020014		4.684878		4.728919		4.8000603		4.802217		2.3786964		3.2030628		2.7846909		2.0185792		1.7884498		2.231469		2.4898953		1.7515554		-4.945723		-2.8795757		-4.042841		-6.8858643		-7.4458065		-5.646865		-4.959398		-8.285918		-2.3061814		-1.5258563		-2.0153694		-2.7836378		-2.896428		-2.49745		-2.310165		-3.0506616		Yes		Yes		Yes		BJ272584		0		BJ272584 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh12i24 3', mRNA sequence [BJ272584]

		A_99_P259221		10.10757		10.249021		9.922767		9.996343		10.177279		9.2572565		8.936932		9.762723		9.393025		9.745021		8.200481		10.076119		1.0495056		-1.9886152		-1.9804593		-1.1757812		-1.6409647		-1.4181397		-3.2995865		1.0568545		0.06970978		-0.99176407		-0.9858351		-0.23361969		-0.7145443		-0.5039997		-1.7222853		0.079776764		No		Yes		Yes		TA69787_4565		0		0

		A_99_P223891		4.0348015		4.1401124		4.0049524		4.063536		2.9135273		3.2479448		3.079312		2.612218		3.8558102		3.3272038		4.0735364		3.6559331		-2.1753902		-1.8559625		-1.8995272		-2.7345781		-1.1320921		-1.7567497		1.0486869		-1.3264802		-1.1212742		-0.89216757		-0.92564034		-1.4513183		-0.17899132		-0.81290865		0.068583965		-0.40760303		Yes		No		No		TA59649_4565		0		0

		A_99_P414837		6.412838		4.927374		4.523998		5.730331		6.85014		7.434565		6.238985		5.920667		7.702144		6.574593		6.643799		6.0564504		1.3540698		5.6851215		3.2829375		1.1410296		2.444105		3.132293		4.34634		1.2536368		0.4373021		2.5071912		1.7149873		0.19033623		1.2893062		1.6472192		2.119801		0.32611942		Yes		Yes		Yes		CA621806		TC376335		Rep: NPR1-like 1 protein - Hordeum vulgare (Barley), partial (54%) [TC376335]

		A_99_P220026		7.6375985		7.0102906		6.3574142		6.0097866		10.289802		12.709691		12.632382		8.7574625		12.112901		11.778901		12.86638		8.538861		6.286265		51.962555		77.43791		6.716343		22.243351		27.25805		91.07388		5.7720137		2.652203		5.6994004		6.274968		2.747676		4.475302		4.7686105		6.5089655		2.5290747		Yes		Yes		Yes		TA58253_4565		0		0

		A_99_P307351		8.7729		9.464363		9.6401415		9.921157		9.744245		12.726016		12.520794		12.121882		11.031762		11.9628935		12.948642		12.516465		1.9606676		9.590812		7.364831		4.597105		4.7861395		5.651095		9.907357		6.0431814		0.97134495		3.261653		2.8806524		2.2007256		2.2588625		2.4985304		3.3085003		2.5953083		Yes		Yes		Yes		TA83850_4565		TC400285		0

		A_99_P483512		6.658905		6.4642425		7.233747		6.822006		6.5426707		5.6666684		6.3076425		5.4252067		5.4454722		5.36136		5.462333		5.252665		-1.083902		-1.7381759		-1.9001385		-2.633168		-2.3188875		-2.1478338		-3.4138834		-2.9676917		-0.1162343		-0.79757404		-0.92610455		-1.3967996		-1.2134328		-1.1028824		-1.7714138		-1.5693412		Yes		No		No		TC423913		TC423913		0

		A_99_P432137		5.9266467		5.037992		2.3767421		2.0310955		3.2237089		3.0450642		2.125783		1.8279113		4.3932843		4.747112		2.7106094		1.3981504		-6.511265		-3.9804397		-1.189998		-1.1512365		-2.8945968		-1.2233864		1.2603874		-1.5507274		-2.7029378		-1.9929278		-0.25095916		-0.20318425		-1.5333624		-0.2908802		0.3338673		-0.63294506		Yes		No		No		TC390208		TC390208		Rep: Proline-rich protein - Triticum aestivum (Wheat), partial (34%) [TC390208]

		A_99_P487532		8.121949		6.981621		7.631197		7.7754703		10.033082		12.437863		11.788254		9.996371		11.806537		10.900219		12.382393		9.863371		3.761043		43.902847		17.840162		4.6618447		12.857939		15.122221		26.931		4.25129		1.9111328		5.4562426		4.157057		2.220901		3.6845875		3.9185982		4.751196		2.0879006		Yes		Yes		Yes		CV761530		TC425981		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		A_99_P322796		8.252563		8.431778		8.603363		8.097847		7.9054146		7.6786118		7.5163217		8.084611		7.8063016		7.9767365		7.5756316		8.054206		-1.2720443		-1.6854879		-2.1243794		-1.0092168		-1.3625053		-1.3708222		-2.0388157		-1.0307119		-0.3471489		-0.7531662		-1.0870414		-0.013236046		-0.44626188		-0.4550414		-1.0277314		-0.04364109		No		Yes		Yes		TA88381_4565		TC392135		Rep: CRP1 - Zea mays (Maize), partial (4%) [TC392135]

		A_99_P427382		14.186237		14.73365		12.602704		14.093516		13.486206		13.226696		10.763062		13.362153		13.239249		13.509834		10.709007		13.468586		-1.62454		-2.842094		-3.5792134		-1.6602072		-1.9278437		-2.3356369		-3.7158616		-1.5421364		-0.7000313		-1.5069542		-1.8396425		-0.7313633		-0.9469881		-1.2238159		-1.8936968		-0.6249304		Yes		Yes		Yes		CK212980		TC386490		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (58%) [TC386490]

		A_99_P217206		10.283859		6.575003		14.237404		13.552865		10.59771		6.0028358		12.729729		13.019451		10.909488		5.691426		13.078316		13.276134		1.2430208		-1.4867555		-2.8435144		-1.44735		1.5428828		-1.8449444		-2.2331624		-1.2114471		0.3138504		-0.5721674		-1.5076752		-0.5334139		0.6256285		-0.88357735		-1.1590881		-0.2767315		No		Yes		Yes		TA57151_4565		TC381292		Rep: Os08g0157600 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC381292]

		A_99_P344721		7.1938424		7.209554		6.4669976		6.7397823		6.2773414		6.106867		5.165779		5.945587		6.204521		6.541163		5.127755		6.0675454		-1.8875319		-2.1475434		-2.4643693		-1.7341098		-1.9852507		-1.5892997		-2.5301843		-1.5935419		-0.91650105		-1.1026874		-1.3012185		-0.7941952		-0.98932123		-0.6683912		-1.3392425		-0.6722369		Yes		Yes		Yes		TA95094_4565		TC387745		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC387745]

		A_99_P407847		13.896828		14.315959		13.462741		13.60805		13.362953		13.182683		11.842723		13.572517		13.649976		13.395785		12.245744		13.290614		-1.4478122		-2.1935627		-3.0737886		-1.0249354		-1.186615		-1.892343		-2.3246236		-1.2461141		-0.5338745		-1.133276		-1.620018		-0.03553295		-0.24685192		-0.92017365		-1.2169971		-0.31743622		No		Yes		Yes		TC369910		TC369910		0

		A_99_P556742		9.52259		8.901772		8.83646		9.461084		9.815782		10.258727		9.591892		8.862069		10.481904		9.69894		9.91951		9.263881		1.2253484		2.5614407		1.6881372		-1.5146823		1.9443856		1.7376876		2.1185098		-1.146474		0.2931919		1.3569555		0.7554321		-0.59901524		0.95931435		0.79716873		1.0830498		-0.19720364		No		Yes		Yes		AL828471		TC454871		AL828471 p:739 Triticum aestivum cDNA clone C09_p739_plate_1, mRNA sequence [AL828471]

		A_99_P342271		9.040391		9.010129		9.466568		9.60018		8.874335		8.417247		8.261646		9.126495		8.827305		8.693938		8.513236		9.0105715		-1.1219867		-1.5082569		-2.3052475		-1.3886513		-1.1591651		-1.2450389		-1.9363395		-1.504838		-0.16605568		-0.59288216		-1.2049217		-0.4736843		-0.21308613		-0.31619072		-0.95333195		-0.5896082		No		Yes		Yes		TA94285_4565		TC444520		Rep: Probable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat), partial (9%) [TC444520]

		A_99_P222611		5.8016324		5.426693		5.9575562		5.4565396		6.561027		6.708439		7.714264		5.8966527		6.83203		6.164732		7.8986135		5.6883583		1.6927801		2.4313302		3.3792608		1.3567107		2.0425868		1.6679072		3.8398693		1.1743144		0.75939465		1.2817459		1.7567077		0.44011307		1.0303974		0.738039		1.9410572		0.23181868		Yes		Yes		Yes		TA59222_4565		TC373937		0

		A_99_P319451		4.3807645		4.1448436		4.3769617		4.1211658		4.242206		2.6909568		3.5953572		2.520886		3.0558805		2.4718974		2.8977318		2.5739224		-1.1008046		-2.739451		-1.7190417		-3.032021		-2.5051274		-3.188651		-2.7879987		-2.9225817		-0.13855839		-1.4538867		-0.7816045		-1.6002798		-1.3248839		-1.6729462		-1.4792299		-1.5472434		Yes		No		No		BQ805009		TC406325		WHE3561_F10_L19ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3561_F10_L19, mRNA sequence [BQ805009]

		A_99_P091150		4.038186		4.7935085		5.5564876		5.324793		4.1073337		5.7550626		7.2736955		7.4281693		4.181872		5.812301		7.085818		6.712614		1.0490967		1.9474065		3.2879946		4.2971387		1.1047239		2.0262225		2.886518		2.6168318		0.06914759		0.96155405		1.7172079		2.1033764		0.14368582		1.0187926		1.5293303		1.3878212		Yes		No		No		BQ804451		0		WHE3554_G07_N14ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3554_G07_N14, mRNA sequence [BQ804451]

		A_99_P267551		11.253601		9.991359		10.797755		10.8486185		10.4281		9.199208		9.822965		9.105449		10.271564		9.378423		9.291573		10.34699		-1.7721509		-1.7316538		-1.9653559		-3.347699		-1.9752531		-1.5293684		-2.8405743		-1.4158112		-0.82550144		-0.7921505		-0.9747906		-1.7431698		-0.98203754		-0.612936		-1.5061827		-0.5016289		Yes		No		No		AK332594		TC419490		Triticum aestivum cDNA, clone: WT004_F24, cultivar: Chinese Spring [AK332594]

		A_99_P324876		4.5185294		1.7423376		1.8698268		1.7148448		2.8924515		5.070343		3.9709778		1.5290403		4.7573943		4.5132008		4.711642		1.9627994		-3.086727		10.0422125		4.2905154		-1.137451		1.1800638		6.825161		7.1692142		1.1875223		-1.6260779		3.3280053		2.101151		-0.18580449		0.2388649		2.770863		2.841815		0.2479546		Yes		Yes		Yes		TA89007_4565		TC435478		Rep: Os02g0597900 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC435478]

		A_99_P372167		8.469901		7.736622		7.656794		8.176452		9.583467		10.596745		8.864812		7.953483		10.516071		9.804555		9.707515		7.738033		2.1637974		7.260771		2.3102002		-1.1671327		4.1300817		4.1928554		4.143129		-1.3551184		1.1135654		2.8601227		1.2080178		-0.22296858		2.0461702		2.067933		2.0507207		-0.43841887		Yes		Yes		Yes		TA103617_4565		TC429134		0

		A_99_P000481		5.2890797		5.415673		9.1013155		6.037155		6.7707863		7.713182		8.469041		8.063618		6.3804946		5.799091		8.858781		6.9093604		2.792789		4.916083		-1.5500069		4.0740466		2.130829		1.3044287		-1.1830693		1.8304588		1.4817066		2.2975092		-0.6322746		2.0264626		1.0914149		0.38341808		-0.24253464		0.87220526		Yes		No		No		AK333710		TC408716		Triticum aestivum cDNA, clone: WT008_I17, cultivar: Chinese Spring [AK333710]

		A_99_P536062		8.959043		9.752076		9.481536		9.140694		7.7241135		8.6424465		8.607081		8.210392		7.6923842		8.916694		8.139081		8.961478		-2.3536978		-2.1579025		-1.8333148		-1.9056745		-2.4060361		-1.78433		-2.5358245		-1.132268		-1.2349291		-1.1096296		-0.8744545		-0.93030167		-1.2666583		-0.83538246		-1.3424549		-0.17921543		Yes		No		No		CJ680154		TC446973		0

		A_99_P256956		7.428682		8.15002		7.887354		9.150451		7.109823		6.715834		4.7011604		7.4514694		6.0694804		6.894671		4.4674983		8.48772		-1.2473433		-2.7022955		-9.102062		-3.2467163		-2.5654314		-2.3872483		-10.702349		-1.5830767		-0.31885862		-1.4341855		-3.1861935		-1.6989813		-1.3592014		-1.2553487		-3.4198556		-0.6627312		Yes		Yes		Yes		TA69100_4565		TC416716		0

		A_99_P538297		5.4972014		5.8577847		5.3794456		4.725108		4.5530357		4.5742683		3.8028386		3.6761773		4.7952266		4.838823		3.9473717		4.3766804		-1.9240758		-2.434316		-2.9826753		-2.068996		-1.6267301		-2.0264604		-2.698343		-1.2731724		-0.9441657		-1.2835164		-1.576607		-1.0489309		-0.70197487		-1.0189619		-1.4320738		-0.34842777		Yes		No		No		TC447798		TC447798		Rep: Os01g0845000 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC447798]

		A_99_P298216		10.762428		11.125012		11.274925		10.915849		10.311587		9.746201		10.254851		10.690303		9.903839		10.434735		10.132459		10.656247		-1.3668368		-2.600541		-2.0280228		-1.1692196		-1.8132643		-1.6135935		-2.2075813		-1.1971481		-0.45084095		-1.3788118		-1.0200739		-0.22554588		-0.8585892		-0.6902771		-1.1424665		-0.2596016		No		Yes		Yes		TA81153_4565		TC371059		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC371059]

		A_99_P120189		5.0425706		5.3931937		5.301872		5.0959287		5.4124913		6.4195995		5.8850656		5.8936043		6.721679		5.8995576		6.3062706		6.1512733		1.2922819		2.0369432		1.4981622		1.7382982		3.2023003		1.4204656		2.0061073		2.0782144		0.36992073		1.0264058		0.5831938		0.7976756		1.6791086		0.50636387		1.0043988		1.0553446		Yes		No		No		CJ665776		TC386253		CJ665776 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp4n06 5', mRNA sequence [CJ665776]

		A_99_P001771		11.001718		11.682191		10.791275		12.252046		12.2640915		15.585678		14.912456		12.263106		12.870194		14.641659		14.9976225		12.214629		2.3989015		14.964656		17.40199		1.0076962		3.6514688		7.77837		18.460215		-1.0262743		1.2623739		3.9034872		4.1211805		0.011060715		1.8684769		2.959468		4.2063475		-0.037416458		Yes		Yes		Yes		AF262981		TC439870		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P129265		3.2282515		3.705902		3.296644		4.3842783		5.3458195		7.381445		6.980726		6.266897		6.0793304		6.19988		7.4186006		6.4462285		4.3396177		12.777581		12.853433		3.6874382		7.215398		5.6332912		17.411358		4.1755037		2.117568		3.6755428		3.6840818		1.8826189		2.851079		2.493978		4.121957		2.0619502		Yes		Yes		Yes		DQ120791		NP9351615		Triticum aestivum STK protein kinase gene, partial cds [DQ120791]

		A_99_P177564		4.579867		5.908567		4.4281898		4.441036		5.4483466		4.9386497		2.5630167		3.809077		3.3410072		4.777535		2.5478528		4.275622		1.825738		-1.9587283		-3.6431165		-1.5496681		-2.360119		-2.1901536		-3.6816106		-1.1214881		0.8684797		-0.9699173		-1.8651731		-0.6319592		-1.2388597		-1.131032		-1.880337		-0.16541433		Yes		No		No		TA63281_4565		TC442343		0

		A_99_P062203		7.6438394		7.664215		8.102868		7.6851287		7.468824		6.8115273		7.1966934		6.435324		6.610334		6.547708		6.5591464		6.543012		-1.1289765		-1.8058622		-1.8740698		-2.378092		-2.046992		-2.1682138		-2.9154563		-2.2070458		-0.17501545		-0.85268784		-0.90617466		-1.2498045		-1.0335054		-1.116507		-1.5437217		-1.1421165		Yes		No		No		CV782292		TC400786		Rep: Ferredoxin-thioredoxin reductase, variable chain - Zea mays (Maize), partial (93%) [TC400786]

		A_99_P120424		7.174976		6.916619		8.33517		8.082456		6.6190376		5.2642612		5.350161		6.815227		7.179682		5.675739		5.9954343		6.2842445		-1.4701244		-3.143469		-7.917301		-2.4069874		1.0032672		-2.3634264		-5.062098		-3.4778872		-0.55593824		-1.6523576		-2.9850087		-1.2672286		0.004705906		-1.24088		-2.3397355		-1.7982111		Yes		Yes		Yes		CJ731816		TC454243		CJ731816 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh5e11 5', mRNA sequence [CJ731816]

		A_99_P240241		12.547225		13.135127		12.220899		11.7960205		11.228469		11.670685		10.797473		10.465355		10.949269		12.211098		10.405339		11.782998		-2.4945095		-2.7595677		-2.6822164		-2.5151868		-3.0271406		-1.8974072		-3.5199609		-1.0090673		-1.3187561		-1.4644423		-1.4234257		-1.3306656		-1.5979557		-0.92402935		-1.8155594		-0.013022423		Yes		No		No		TA64544_4565		TC371259		Rep: Mitochondrial lipoamide dehydrogenase - Populus tremuloides (Quaking aspen), partial (86%) [TC371259]

		A_99_P252306		9.597819		9.903733		9.839911		9.703933		9.794717		10.349946		11.50956		10.17665		9.630412		10.335854		11.323833		10.173369		1.1462307		1.362459		3.18137		1.3877207		1.0228487		1.349215		2.797081		1.3845687		0.1968975		0.44621277		1.6696482		0.4727173		0.032592773		0.43212032		1.483922		0.46943665		No		Yes		Yes		AK332384		TC395238		Triticum aestivum cDNA, clone: WT003_N15, cultivar: Chinese Spring [AK332384]

		A_99_P491052		5.754109		4.892149		4.4756675		4.870746		4.424767		3.7402012		3.908929		2.9692895		4.438885		4.7705865		3.8945305		4.3963294		-2.51288		-2.222137		-1.4811711		-3.735902		-2.488409		-1.0879124		-1.4960277		-1.3893564		-1.3293419		-1.1519477		-0.56673837		-1.9014566		-1.3152237		-0.12156248		-0.58113694		-0.47441673		Yes		No		No		CK211650		0		0

		A_99_P555412		7.0244193		7.2962475		7.5558		6.936746		6.4365783		6.470348		6.540276		7.042269		6.541488		6.67427		6.305389		7.096621		-1.5029958		-1.77264		-2.021637		1.0758845		-1.3975803		-1.538983		-2.379092		1.1171902		-0.58784103		-0.8258996		-1.0155239		0.10552311		-0.48293114		-0.6219773		-1.250411		0.15987492		No		Yes		Yes		TC454290		TC454290		0

		A_99_P117685		10.8221245		10.637187		10.908145		10.562678		10.188736		9.6125765		9.868033		9.960961		9.76547		9.829947		9.704926		10.260342		-1.5512041		-2.03441		-2.0563867		-1.5175215		-2.080103		-1.74986		-2.302529		-1.2331401		-0.6333885		-1.0246105		-1.0401115		-0.601717		-1.0566549		-0.80723953		-1.2032194		-0.3023367		No		Yes		Yes		CJ668535		TC410064		CJ668535 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv15e20 5', mRNA sequence [CJ668535]

		A_99_P302186		6.692515		7.2367263		6.3103967		7.3944035		7.1805806		9.358434		8.863168		7.874157		7.2850704		8.766744		9.062444		7.8735805		1.4025631		4.352087		5.8676023		1.3945054		1.5079154		2.8878932		6.7367234		1.3939482		0.48806572		2.1217074		2.552771		0.4797535		0.5925555		1.5300174		2.752047		0.479177		Yes		Yes		Yes		AK336029		TC392596		Triticum aestivum cDNA, clone: SET3_A23, cultivar: Chinese Spring [AK336029]

		A_99_P267001		10.369605		9.976445		10.664899		10.483878		10.22042		9.210654		9.425256		9.88765		9.882821		9.426303		9.547345		9.869361		-1.108943		-1.7003019		-2.361401		-1.5117594		-1.4013176		-1.4642301		-2.1697874		-1.5310456		-0.14918518		-0.76579094		-1.2396431		-0.5962286		-0.48678398		-0.5501423		-1.1175537		-0.6145172		No		Yes		Yes		TA72013_4565		TC389497		Rep: SacIy domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (18%) [TC419845]

		A_99_P324611		9.438842		7.095186		6.2087836		7.3967805		9.992887		9.71864		7.9777427		6.903006		10.820104		9.432295		7.8978353		7.551603		1.4681962		6.1622367		3.4080796		-1.408124		2.6049612		5.0528893		3.2244468		1.1132845		0.5540447		2.623454		1.768959		-0.4937744		1.3812618		2.3371086		1.6890516		0.15482235		Yes		No		No		TA88924_4565		TC415984		0

		A_99_P440842		8.792575		8.998308		8.677897		8.598795		8.531138		7.9694753		7.7693105		8.038352		8.10701		8.383997		7.642306		8.109124		-1.1986716		-2.040373		-1.877206		-1.4747219		-1.6083317		-1.5308269		-2.0499542		-1.4041244		-0.26143646		-1.0288329		-0.908587		-0.5604429		-0.685565		-0.6143112		-1.0355916		-0.48967075		No		Yes		Yes		CV782294		TC397063		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC397063]

		A_99_P126600		8.579436		7.38447		9.448108		9.2010355		6.8468246		5.825791		7.5553813		7.6886272		7.993586		5.3870273		8.088906		7.9876385		-3.3232887		-2.9458401		-3.7133632		-2.8528585		-1.5009233		-3.992916		-2.5654314		-2.31883		-1.7326117		-1.5586791		-1.8927264		-1.5124083		-0.58585024		-1.9974427		-1.3592014		-1.213397		Yes		Yes		Yes		TA100702_4565		TC408830		Rep: Glutathione transferase - Hordeum vulgare var. distichum (Two-rowed barley), partial (95%) [TC408830]

		A_99_P367182		4.7359905		5.806849		5.355867		6.437577		4.981459		6.1176085		7.8956413		7.250443		5.996958		5.7763214		7.959568		7.1055813		1.1854777		1.2403605		5.814981		1.756698		2.3965635		-1.0213856		6.07844		1.5888737		0.24546862		0.31075954		2.5397744		0.8128662		1.2609673		-0.030527592		2.603701		0.6680045		Yes		Yes		Yes		TA102408_4565		TC418157		Rep: Cyclase-like protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC418157]

		A_99_P408577		8.344475		7.8020005		7.9276576		7.5169454		7.02787		5.9826913		6.245352		6.1479015		6.837705		6.637396		6.13695		7.2546287		-2.490792		-3.5291219		-3.209405		-2.5829933		-2.8417304		-2.2417178		-3.4598455		-1.1994032		-1.3166046		-1.8193092		-1.6823058		-1.3690438		-1.5067697		-1.1646047		-1.7907076		-0.2623167		Yes		No		No		TA69780_4565		TC370646		Rep: Chromosome 11 SCAF14479, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (5%) [TC370646]

		A_99_P004926		12.481664		11.495542		11.613426		10.043915		12.521823		12.532052		13.605674		11.445142		12.611886		11.573486		13.612969		10.756188		1.0282273		2.0512602		3.9785633		2.6412613		1.0944624		1.0555133		3.9987338		1.6383841		0.040159225		1.0365105		1.9922476		1.401227		0.13022232		0.077944756		1.9995432		0.7122736		Yes		No		No		BT009245		TC379783		Triticum aestivum clone wlk1.pk0018.d4:fis, full insert mRNA sequence [BT009245]

		A_99_P286316		8.404851		8.16244		7.1140075		8.805969		7.3653674		6.3950214		6.239216		7.0989423		7.0122085		7.1703343		5.76994		7.4451118		-2.0554917		-3.4044433		-1.8337432		-3.2648733		-2.6255915		-1.9890864		-2.5386608		-2.568378		-1.0394835		-1.7674189		-0.8747916		-1.707027		-1.3926425		-0.99210596		-1.3440676		-1.3608575		Yes		No		No		TA77725_4565		TC382479		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC382479]

		A_99_P355916		3.5340605		3.6677074		5.512958		4.8102074		2.827685		3.8022633		3.1888437		3.768484		4.387455		2.937547		4.4503636		4.6578517		-1.6316994		1.0977548		-5.0075827		-2.0586853		1.806747		-1.6588236		-2.0886843		-1.1113827		-0.70637536		0.13455582		-2.3241143		-1.0417233		0.8533945		-0.7301605		-1.0625944		-0.15235567		No		Yes		Yes		TA98617_4565		TC440161		0

		A_99_P248331		8.58417		8.879059		7.6026406		8.893598		11.86638		13.672421		13.568202		11.829132		12.926556		13.93699		13.436454		11.725987		9.728446		27.729748		62.490345		7.6503963		20.285618		33.311096		57.036488		7.12253		3.2822094		4.7933626		5.9655614		2.9355345		4.3423853		5.057931		5.833813		2.8323898		Yes		Yes		Yes		TA66650_4565		0		0

		A_99_P394382		9.018932		7.9234185		6.9166946		7.704454		9.805427		9.821506		9.370078		8.458833		10.296784		8.914682		9.597688		8.224216		1.724878		3.7271864		5.4769907		1.686905		2.424777		1.9879258		6.412972		1.4337193		0.78649426		1.898087		2.4533834		0.7543788		1.277852		0.99126387		2.680993		0.5197625		Yes		Yes		Yes		TA109056_4565		TC373156		0

		A_99_P349471		8.792069		8.953256		8.450186		8.06338		7.8011947		7.5260105		7.1924253		7.2521815		7.588305		8.476256		7.257286		8.067954		-1.9873897		-2.689327		-2.3912427		-1.7546687		-2.303399		-1.3918457		-2.2861178		1.0031754		-0.99087477		-1.4272451		-1.2577605		-0.8111987		-1.2037644		-0.47699928		-1.1928997		0.004573822		Yes		No		No		TA96584_4565		TC403247		Rep: Os11g0676800 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC403247]

		A_99_P326031		2.6793487		2.6131182		2.4038768		3.5298455		1.9651593		4.773464		10.366117		7.114284		4.541818		3.5072381		10.345235		7.4642205		-1.6405612		4.4702206		249.38654		11.995643		3.6362956		1.8584759		245.80289		15.288501		-0.7141894		2.160346		7.9622397		3.5844386		1.8624694		0.89412		7.941358		3.934375		Yes		Yes		Yes		TA89361_4565		TC431718		0

		A_99_P280581		11.10445		10.946114		10.34125		9.441655		10.0382805		9.141907		9.10702		7.7830644		9.471633		9.828907		8.940636		8.689168		-2.0938668		-3.492371		-2.3525577		-3.15708		-3.10118		-2.1692655		-2.6401405		-1.6846948		-1.0661697		-1.8042068		-1.23423		-1.6585908		-1.6328173		-1.1172066		-1.4006147		-0.7524872		Yes		No		No		TA76046_4565		0		0

		A_99_P428752		12.821805		12.618505		11.849239		11.461418		11.983016		11.624019		10.999505		9.968604		11.696469		12.007792		10.78479		11.194072		-1.7885482		-1.9923704		-1.802169		-2.814374		-2.181523		-1.5270127		-2.0913715		-1.203592		-0.838789		-0.99448586		-0.8497343		-1.4928141		-1.1253357		-0.61071205		-1.0644493		-0.26734638		Yes		No		No		TA60078_4565		TC431447		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC431447]

		A_99_P265581		9.562886		8.996888		7.8886237		7.707733		7.86923		7.226578		7.053356		6.9754434		7.810364		8.085639		7.196214		8.015079		-3.234755		-3.4112723		-1.7841879		-1.6612737		-3.3694718		-1.8806732		-1.6159801		1.2374287		-1.6936564		-1.7703099		-0.83526754		-0.7322898		-1.7525225		-0.91124916		-0.6924095		0.3073454		Yes		No		No		TA71576_4565		TC426804		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC426804]

		A_99_P415477		11.517757		8.340061		9.049872		12.146388		11.821163		9.439372		11.842702		10.859833		11.5737295		9.996112		11.116318		11.4419985		1.2340542		2.1425233		6.929876		-2.4394488		1.0395594		3.1515262		4.188534		-1.6294551		0.30340576		1.0993109		2.7928295		-1.2865553		0.0559721		1.6560507		2.0664454		-0.7043896		No		Yes		Yes		TA61435_4565		TC407750		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (49%) [TC407750]

		A_99_P257111		10.505392		11.344392		9.98135		10.2766905		10.830619		12.669289		11.686241		11.319987		10.874318		11.635434		11.850964		11.349342		1.2528614		2.5051496		3.2600434		2.060932		1.2913911		1.223524		3.654347		2.103296		0.32522678		1.3248968		1.7048912		1.0432968		0.36892605		0.29104233		1.8696136		1.0726519		Yes		No		No		TA69151_4565		TC415544		0

		A_99_P334236		3.513284		4.0618167		4.338798		3.851801		4.3007092		5.3014073		5.0622		4.3879676		4.9119225		4.6805463		5.884147		4.598255		1.7259914		2.3613153		1.6510708		1.4501144		2.6365266		1.5355225		2.918747		1.6776645		0.7874253		1.2395906		0.723402		0.53616667		1.3986385		0.6187296		1.5453491		0.74645424		Yes		No		No		TA91835_4565		TC399559		Rep: Os04g0650600 protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC399559]

		A_99_P343211		7.5738254		8.107232		9.237834		9.762849		7.5766826		7.060759		10.101422		9.193986		7.355268		7.3149676		8.917527		9.901023		1.0019825		-2.0654743		1.8195584		-1.483354		-1.1635695		-1.7317905		-1.2485961		1.1005114		0.0028572083		-1.046473		0.86358833		-0.5688629		-0.21855736		-0.79226446		-0.32030678		0.13817406		No		Yes		Yes		AK331635		TC426801		Triticum aestivum cDNA, clone: WT007_P23, cultivar: Chinese Spring [AK331635]

		A_99_P400307		9.015688		8.887571		7.9694576		7.6506104		7.771563		7.542543		7.1258616		6.523065		7.645415		8.193704		7.194502		7.42597		-2.3687482		-2.5403519		-1.7945175		-2.184867		-2.585195		-1.6176144		-1.7111375		-1.1684859		-1.2441249		-1.3450284		-0.843596		-1.1275454		-1.3702731		-0.6938677		-0.77495575		-0.22464037		Yes		No		No		TA110520_4565		TC416799		Rep: Peptidyl-prolyl cis-trans isomerase - Vitis vinifera (Grape), partial (39%) [TC416799]

		A_99_P492642		7.305925		6.371248		6.532864		6.894014		7.6534157		8.65575		7.60017		7.076608		7.844715		7.518524		7.830269		7.1197143		1.2723458		4.8719606		2.0955167		1.1349229		1.4527538		2.2149534		2.4578633		1.1693448		0.3474908		2.2845025		1.067306		0.1825943		0.5387902		1.1472764		1.2974048		0.22570038		No		Yes		Yes		TA84408_4565		TC428482		Rep: 2 coiled coil domains of eukaryotic origin (31.3 kD)-like protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC428482]

		A_99_P235521		7.610784		10.364072		12.418571		11.023486		8.417289		9.157178		9.691532		9.983632		10.338809		8.514913		10.334458		9.516522		1.748969		-2.308401		-6.620955		-2.0560195		6.6254797		-3.6029015		-4.240144		-2.8421125		0.8065047		-1.2068939		-2.7270393		-1.039854		2.728025		-1.8491592		-2.0841131		-1.5069637		No		Yes		Yes		AK331065		TC419090		Triticum aestivum cDNA, clone: SET5_P18, cultivar: Chinese Spring [AK331065]

		A_99_P304931		8.382555		5.937334		5.434057		3.986578		9.4335165		10.218622		10.070025		7.9064326		10.559016		9.672611		10.848859		8.104158		2.0719101		19.444471		24.863686		15.135397		4.520434		13.317739		42.65969		17.358622		1.0509615		4.281288		4.635968		3.9198546		2.1764612		3.7352772		5.4148016		4.1175804		Yes		Yes		Yes		TA83149_4565		TC403898		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC403898]

		A_99_P255791		11.591586		11.079735		11.212924		11.5533495		10.915463		10.188731		9.951321		10.637925		10.795235		10.537087		9.788972		11.314125		-1.5978397		-1.8544657		-2.3976204		-1.8861238		-1.7367034		-1.456643		-2.6831954		-1.1803579		-0.67612267		-0.8910036		-1.2616034		-0.91542435		-0.79635143		-0.54264736		-1.4239521		-0.23922443		No		Yes		Yes		TA68774_4565		TC413191		Rep: 50S ribosomal protein L1, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (69%) [TC413191]

		A_99_P061253		2.3448045		2.338189		4.5046377		4.390146		3.734003		9.039796		8.842351		7.2630963		6.7716317		7.309195		9.17809		8.0182295		2.6193314		104.08416		20.22003		7.3256183		21.508387		31.36332		25.51816		12.364086		1.3891985		6.7016068		4.3377132		2.8729506		4.4268274		4.9710064		4.6734524		3.6280837		Yes		Yes		Yes		CV768582		0		FGAS062973 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768582]

		A_99_P129230		6.1861854		4.9528213		5.0646634		4.5288696		7.3055444		7.8874936		6.55748		5.494827		7.779058		6.4823937		7.0631347		5.1084023		2.1725042		7.645826		2.8143787		1.953359		3.0164938		2.8870027		3.9957638		1.4943651		1.119359		2.9346724		1.4928164		0.96595716		1.5928726		1.5295725		1.9984713		0.5795326		Yes		Yes		Yes		DQ019636		NP9351242		Triticum aestivum U2AF large subunit (U2AF65a) mRNA, complete cds [DQ019636]

		A_99_P211321		10.001599		10.209531		10.766071		10.182801		9.870044		9.795486		9.548281		10.01955		10.234378		9.686099		9.972753		9.679184		-1.0954742		-1.3324158		-2.3259025		-1.1198076		1.1750959		-1.4373703		-1.7330565		-1.4177638		-0.13155556		-0.41404438		-1.2177906		-0.16325092		0.23277855		-0.5234318		-0.79331875		-0.5036173		No		Yes		Yes		TA54552_4565		0		0

		A_99_P278751		11.759792		12.475764		12.597222		12.638339		12.1015625		11.927146		12.012229		12.85392		10.883021		11.611783		10.915504		12.8007555		1.2673106		-1.4626842		-1.5000321		1.1611714		-1.8362608		-1.8200539		-3.2080972		1.1191602		0.34177017		-0.5486183		-0.58499336		0.21558094		-0.876771		-0.86398125		-1.6817179		0.16241646		No		Yes		Yes		TA75524_4565		TC414179		0

		A_99_P449177		9.595519		9.473869		9.218029		9.4094925		9.966915		10.86028		9.769797		9.377527		10.546966		9.873311		10.170915		9.426628		1.293604		2.6142747		1.4658813		-1.022404		1.9338106		1.3189974		1.9357406		1.0119483		0.37139606		1.3864107		0.5517683		-0.031965256		0.95144653		0.39944172		0.9528856		0.01713562		No		Yes		Yes		TA83495_4565		TC403115		Rep: UDP-D-glucose epimerase 2 - Hordeum vulgare (Barley), partial (30%) [TC403115]

		A_99_P151002		3.9031389		4.371596		3.8090794		3.6201832		4.83203		5.279363		5.1174335		4.11361		5.4961815		4.6474805		5.589954		4.254723		1.9038119		1.8761398		2.4765885		1.4077846		3.0168493		1.2107363		3.4363441		1.5524426		0.92889094		0.9077673		1.3083541		0.49342656		1.5930426		0.27588463		1.7808745		0.63453984		Yes		No		No		CJ809856		TC394485		CJ809856 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct9e08 5', mRNA sequence [CJ809856]

		A_99_P248241		9.460788		9.790452		9.1031685		9.229424		9.095932		8.790278		8.709872		9.019955		8.796737		9.45768		8.358379		9.171481		-1.2877529		-2.0002406		-1.3133907		-1.1562631		-1.5845257		-1.2594311		-1.6757293		-1.0409807		-0.36485577		-1.0001736		-0.39329624		-0.2094698		-0.66405106		-0.33277225		-0.7447891		-0.057943344		No		Yes		Yes		TA66622_4565		TC442790		0

		A_99_P389042		3.0829446		1.7336231		2.3935726		4.2898803		4.7005954		5.5590744		8.179062		7.2357802		6.8245945		5.654761		8.400474		7.281817		3.0687492		14.176715		55.15765		7.7055607		13.376696		15.148865		64.30686		7.9554124		1.6176507		3.8254514		5.785489		2.9459		3.7416499		3.9211378		6.006901		2.9919367		Yes		Yes		Yes		TA107752_4565		TC397456		Rep: WRKY transcription factor - Triticum aestivum (Wheat), complete [TC397456]

		A_99_P549322		8.532326		8.875023		8.867589		9.075088		8.760972		8.369859		8.299903		9.081852		8.0940695		8.56339		7.765308		9.031022		1.1717349		-1.4192848		-1.4821445		1.0046997		-1.3549657		-1.2411119		-2.1469388		-1.0310152		0.22864628		-0.50516415		-0.5676861		0.006764412		-0.43825626		-0.3116331		-1.1022811		-0.044065475		No		Yes		Yes		0		0		0

		A_99_P510607		13.314181		13.3365135		12.394993		12.793469		13.029346		11.622407		10.419513		11.869052		12.702287		12.619739		10.705772		11.890061		-1.2182708		-3.2809339		-3.9325907		-1.8979177		-1.5282649		-1.643504		-3.224824		-1.8704793		-0.28483486		-1.7141066		-1.9754801		-0.9244175		-0.6118946		-0.71677494		-1.6892204		-0.90340805		Yes		Yes		Yes		TC436337		TC436337		Rep: COG2931: RTX toxins and related Ca2+-binding proteins - Nostoc punctiforme PCC 73102, partial (7%) [TC436337]

		A_99_P262051		3.1699874		2.5118		5.619688		5.0789237		5.374592		5.6072598		9.110081		8.396412		6.8615246		5.1091795		8.856747		7.160933		4.6094813		8.547246		11.238618		9.969273		12.920027		6.0518637		9.428699		4.233965		2.2046044		3.0954597		3.4903927		3.3174882		3.6915371		2.5973794		3.2370586		2.0820093		Yes		No		No		TA70561_4565		TC451937		Rep: Peroxidase - Nicotiana tabacum (Common tobacco), partial (10%) [TC451937]

		A_99_P160912		4.9962716		5.3991737		5.4488435		5.1897626		4.139544		4.326667		3.848811		3.456504		3.685888		4.6585693		4.100862		4.636948		-1.810926		-2.1030846		-3.0315015		-3.324779		-2.4800746		-1.6708757		-2.5455573		-1.4669447		-0.8567276		-1.0725069		-1.6000326		-1.7332585		-1.3103836		-0.7406044		-1.3479815		-0.5528145		Yes		No		No		CV769273		TC448914		FGAS063664 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV769273]

		A_99_P022269		3.5518398		4.991504		4.9023013		4.5666122		5.1477003		4.264576		3.2520826		3.8333786		3.5384104		4.483298		3.6674445		4.226346		3.0227475		-1.6551113		-3.1388123		-1.662361		-1.009352		-1.4222808		-2.35358		-1.2659901		1.5958605		-0.72692823		-1.6502187		-0.7332337		-0.013429403		-0.50820637		-1.2348568		-0.34026623		No		Yes		Yes		AK335358		TC437004		Triticum aestivum cDNA, clone: SET2_I18, cultivar: Chinese Spring [AK335358]

		A_99_P204936		10.865593		9.964578		11.96148		11.715603		9.5094		8.709739		9.90011		10.632957		10.402413		7.5039926		10.188611		10.46548		-2.5600865		-2.386405		-4.1738243		-2.117916		-1.3785768		-5.5043993		-3.4173288		-2.378617		-1.3561926		-1.254839		-2.06137		-1.0826454		-0.4631796		-2.460585		-1.7728691		-1.250123		Yes		Yes		Yes		TA52534_4565		0		0

		A_99_P249861		8.901513		9.307335		8.013972		9.60553		9.097688		9.38742		9.390165		9.762389		9.024124		9.476196		9.211311		9.893024		1.1456566		1.0570801		2.595825		1.1148576		1.0887035		1.1241709		2.2931633		1.220519		0.19617462		0.0800848		1.376193		0.1568594		0.122611046		0.16886139		1.197339		0.28749466		No		Yes		Yes		TA67096_4565		TC404627		Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC404627]

		A_99_P209806		3.9020832		3.98468		3.7692223		3.9383237		2.7662766		2.5362616		3.2221649		2.2474737		2.1617467		2.8920014		2.5765905		2.9392912		-2.1974137		-2.7290869		-1.4611025		-3.2284687		-3.3411307		-2.1326964		-2.2856932		-1.9986593		-1.1358066		-1.4484184		-0.5470574		-1.69085		-1.7403364		-1.0926785		-1.1926317		-0.9990325		Yes		No		No		TA54079_4565		TC430233		Rep: CI2C - Hordeum vulgare (Barley), partial (86%) [TC430233]

		A_99_P415342		6.4972396		6.3065186		4.7818236		5.2723503		7.3245506		8.174663		7.5315423		7.1318116		7.587705		7.555054		7.789631		6.853752		1.7743751		3.6506264		6.7258596		3.6287215		2.1294274		2.3760014		8.04341		2.992605		0.82731104		1.868144		2.7497187		1.8594613		1.0904655		1.2485356		3.0078073		1.5814018		Yes		Yes		Yes		TC376782		TC376782		Rep: Os07g0132500 protein - Oryza sativa subsp. japonica (Rice), partial (73%) [TC376782]

		A_99_P093810		7.634195		6.5747943		4.3346553		5.3406196		8.545418		8.376043		10.106367		9.577385		8.650944		7.398478		8.988113		6.1041694		1.880639		3.4852183		54.63342		18.853563		2.0233543		1.7699195		25.166945		1.6976627		0.91122293		1.801249		5.771712		4.2367654		1.0167489		0.82368374		4.653458		0.7635498		Yes		Yes		Yes		Y09917		TC451466		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P245731		4.6628346		4.68239		2.9604673		5.8587165		6.6780877		11.156417		14.480536		11.11991		9.512232		11.063556		14.144257		11.090106		4.042515		88.894775		2936.881		38.35104		28.827967		83.35319		2326.248		37.566883		2.015253		6.4740267		11.520069		5.2611938		4.849397		6.3811655		11.183789		5.2313895		Yes		Yes		Yes		DR740800		TC375912		FGAS000735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740800]

		A_99_P533447		3.4611378		3.7218144		3.8885212		4.1952567		4.4126887		5.3348975		4.4897623		3.9357493		5.256309		4.8158736		4.896065		4.234015		1.9339507		3.059049		1.5170211		-1.1970699		3.4705667		2.1347382		2.0104856		1.0272293		0.95155096		1.6130831		0.6012411		-0.25950742		1.7951713		1.0940592		1.007544		0.038758278		No		Yes		Yes		TC445816		TC445816		Rep: E4 protein - Human papillomavirus type 61, partial (21%) [TC445816]

		A_99_P427227		6.24591		6.153055		5.803083		5.645548		4.71216		4.390846		4.5524526		4.2265315		4.65212		5.7918525		5.1092343		5.186165		-2.8953748		-3.392172		-2.3794537		-2.6740313		-3.0184126		-1.2844963		-1.6175929		-1.3749536		-1.53375		-1.7622094		-1.2506304		-1.4190164		-1.59379		-0.36120272		-0.6938486		-0.459383		Yes		No		No		TA101519_4565		TC386314		Rep: Os07g0665700 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC386314]

		A_99_P509877		4.6724434		4.203512		5.0193496		4.769043		3.925686		3.621829		3.9658077		2.7448165		3.299387		3.818269		3.846711		3.4398835		-1.6780173		-1.4965943		-2.0756195		-4.067737		-2.5901873		-1.3060799		-2.2542362		-2.5125625		-0.7467575		-0.58168316		-1.0535419		-2.0242264		-1.3730564		-0.38524318		-1.1726387		-1.3291595		Yes		No		No		TC436059		TC436059		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC436059]

		A_99_P223461		14.277921		14.894669		14.899138		15.036815		13.904672		13.275048		14.063338		14.581708		13.135441		14.064008		13.126119		14.9853735		-1.2952666		-3.0729415		-1.7848467		-1.3708842		-2.2076018		-1.7784998		-3.4176857		-1.0362996		-0.37324905		-1.6196203		-0.8358002		-0.45510674		-1.1424799		-0.8306608		-1.7730198		-0.051441193		No		Yes		Yes		AK332332		TC446541		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P231241		9.502448		10.393431		10.708336		10.00488		8.85549		7.9124503		10.021122		8.891097		7.708572		9.193339		8.925399		10.144797		-1.5658634		-5.582767		-1.610171		-2.1641235		-3.4674525		-2.297542		-3.4412603		1.101842		-0.64695835		-2.4809804		-0.6872139		-1.1137829		-1.7938762		-1.2000914		-1.782937		0.13991737		Yes		No		No		TA61883_4565		TC402265		Rep: Sterol desaturase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (97%) [TC402265]

		A_99_P541867		7.480116		7.2381854		8.316583		8.464808		7.3205566		5.923492		7.310573		7.8123336		6.9503937		6.733479		7.3177776		8.0939665		-1.1169459		-2.4874947		-2.0083485		-1.5718623		-1.4436512		-1.4188346		-1.9983442		-1.2931073		-0.15955925		-1.3146935		-1.0060096		-0.6524749		-0.5297222		-0.5047064		-0.99880505		-0.37084198		No		Yes		Yes		CJ707174		TC449206		Rep: Os04g0304200 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC449206]

		A_99_P224726		6.3663497		5.9283223		5.3716044		5.248308		6.824447		7.2371635		6.068329		5.621838		7.6019483		6.379604		6.61606		5.5230365		1.373729		2.4774246		1.6208206		1.2955188		2.3547902		1.3672543		2.3692908		1.2097663		0.45809746		1.3088412		0.6967244		0.3735299		1.2355986		0.45128155		1.2444553		0.2747283		No		Yes		Yes		TA59924_4565		TC418483		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (57%) [TC418483]

		A_99_P563447		2.3447297		3.3792484		2.6026707		1.6659312		5.429754		6.4374924		4.287186		2.5666678		6.3043523		5.3582063		5.6420646		3.357693		8.485643		8.329581		3.2143242		1.8670189		15.558409		3.9420824		8.221456		3.2305095		3.085024		3.058244		1.6845155		0.9007366		3.9596226		1.9789579		3.039394		1.6917617		Yes		No		No		TC457390		TC457390		Rep: Chromosome undetermined scaffold_151, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC457390]

		A_99_P416462		1.8458323		1.9970536		1.5118204		1.4789864		4.234547		3.927553		7.7192254		2.7190835		5.8286614		5.088751		7.5457077		1.6102343		5.2369065		3.811871		73.89501		2.3621445		15.810698		8.524984		65.52109		1.0952406		2.3887148		1.9304993		6.207405		1.2400972		3.982829		3.0916972		6.0338874		0.13124788		Yes		Yes		Yes		X53675		TC377676		Wheat (T. aesitvum) mRNA for peroxidase (EC 1.11.1.7) [X53675]

		A_99_P358866		3.0991795		4.694943		1.5059422		3.5274374		1.479797		2.323803		3.0558255		4.560927		2.196761		1.8264046		1.4777464		1.7226719		-3.0724351		-5.1734977		2.9279344		2.0469694		-1.869197		-7.303249		-1.0197362		-3.4937239		-1.6193825		-2.37114		1.5498832		1.0334895		-0.9024186		-2.8685384		-0.028195858		-1.8047656		Yes		No		No		TA99618_4565		0		0

		A_99_P072545		2.4341862		4.1358457		1.4759932		2.1459713		4.6795387		7.918953		6.7495637		6.275366		5.4187927		8.29102		5.7771645		4.3003964		4.7415295		13.766665		38.681465		17.501352		7.915094		17.816904		19.71431		4.4519124		2.2453525		3.7831073		5.2735705		4.1293945		2.9846065		4.1551747		4.3011713		2.1544251		Yes		Yes		Yes		CD862488		TC413865		AZO1.103K14F010126 AZO1 Triticum aestivum cDNA clone AZO1103K14, mRNA sequence [CD862488]

		A_99_P480952		6.7461357		6.759814		6.3952866		5.0200586		7.4500413		8.893803		11.191119		8.861703		8.994716		8.951476		11.878369		7.917459		1.6289085		4.3892937		27.777266		14.336732		4.7521486		4.5683155		44.72727		7.450826		0.7039056		2.1339889		4.7958326		3.8416443		2.24858		2.1916623		5.483083		2.8974004		Yes		Yes		Yes		TC422666		TC422666		Rep: Subtilisin-chymotrypsin inhibitor 2 - Hordeum vulgare (Barley), complete [TC422666]

		A_99_P183077		9.5149145		9.494769		9.482092		8.997673		10.008102		10.777656		10.469239		9.761046		10.708476		10.031345		11.039296		9.888745		1.4075516		2.4332533		1.9822615		1.697455		2.2871668		1.4505261		2.94283		1.8545539		0.4931879		1.2828865		0.98714733		0.7633734		1.1935616		0.5365763		1.5572042		0.8910723		Yes		Yes		Yes		DR741528		TC380284		FGAS030583 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741528]

		A_99_P021939		5.4333816		5.639097		5.715752		5.6490464		6.761551		9.627971		12.4275055		8.513435		9.910197		7.69068		12.778725		7.2558074		2.5108387		15.877078		104.81878		7.282274		22.266697		4.1456056		133.71083		3.045673		1.3281693		3.9888735		6.7117534		2.864389		4.4768157		2.0515828		7.0629725		1.606761		Yes		Yes		Yes		CA688352		0		wlm96.pk040.k4 wlm96 Triticum aestivum cDNA clone wlm96.pk040.k4 5' end, mRNA sequence [CA688352]

		A_99_P238151		6.9171977		8.198754		8.967213		7.8784423		6.321768		7.2921944		6.3901505		7.372047		6.301274		7.361692		7.044822		7.4524593		-1.5109228		-1.8745704		-5.967233		-1.4204966		-1.5325391		-1.7864089		-3.7905061		-1.3434875		-0.5954299		-0.90655994		-2.5770621		-0.50639534		-0.6159239		-0.83706236		-1.9223905		-0.42598295		Yes		Yes		Yes		TA63935_4565		TC376234		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (44%) [TC376234]

		A_99_P535752		8.974193		10.891034		11.815228		12.306083		7.811601		8.968963		10.650904		11.041954		8.153556		9.678987		10.534066		11.758666		-2.2385917		-3.789668		-2.241283		-2.4018211		-1.7661854		-2.316662		-2.430347		-1.4614664		-1.1625915		-1.9220715		-1.1643248		-1.2641287		-0.82063675		-1.2120476		-1.2811623		-0.5474167		Yes		No		No		TC446835		TC446835		0

		A_99_P175584		9.803159		9.690501		9.559588		9.871486		10.015564		10.460219		10.440504		10.048944		10.287126		10.147035		10.730515		9.931819		1.1586182		1.7049367		1.8415437		1.1308901		1.3985839		1.3722405		2.2515619		1.0427066		0.2124052		0.76971817		0.88091564		0.17745876		0.48396683		0.45653343		1.1709261		0.060333252		No		Yes		Yes		0		0		0

		A_99_P575677		5.734388		5.4925175		5.5040855		5.8776965		5.524348		5.296765		4.3638797		4.5385003		5.914183		5.332624		4.9603486		5.3101974		-1.1567203		-1.1453215		-2.2041247		-2.5301032		1.1327231		-1.1172047		-1.4577435		-1.4819524		-0.21004009		-0.19575262		-1.1402059		-1.3391962		0.17979527		-0.15989351		-0.54373693		-0.56749916		No		Yes		Yes		BQ905264		TC461624		Rep: Mitogen-activated protein kinase 16 - Oryza sativa subsp. japonica (Rice), partial (52%) [TC461624]

		A_99_P224411		13.582013		13.656448		13.119446		12.902397		13.74751		13.714535		13.664986		12.749616		14.007497		13.852693		14.127509		12.436427		1.1215522		1.0410839		1.4595664		-1.1117108		1.3430227		1.1457119		2.0112095		-1.3812457		0.16549683		0.058086395		0.54553986		-0.15278149		0.4254837		0.19624424		1.0080633		-0.46597004		No		Yes		Yes		TA59838_4565		TC442729		0

		A_99_P414057		6.52317		6.0643845		5.399858		4.9719133		6.3949523		6.8889413		6.2952476		5.8936787		7.3946037		6.131769		6.78961		5.4175267		-1.0929426		1.770991		1.8601121		1.894432		1.8294802		1.0478156		2.620336		1.361893		-0.1282177		0.8245568		0.89538956		0.9217653		0.87143373		0.06738472		1.3897519		0.44561338		No		Yes		Yes		TC375704		TC375704		0

		A_99_P447372		7.110396		7.0628395		7.5713615		7.084709		8.150017		9.626203		9.562688		8.035281		9.338447		8.293734		9.912151		7.8935204		2.0556874		5.9108396		3.9760237		1.9326388		4.685005		2.347124		5.0657988		1.7517674		1.0396209		2.563363		1.9913263		0.950572		2.2280507		1.2308941		2.3407898		0.8088112		Yes		Yes		Yes		TC401847		TC401847		0

		A_99_P421932		8.300868		8.248322		8.316514		9.610153		9.094687		10.378449		11.708744		9.231452		10.366637		9.336362		11.75394		10.396803		1.7336581		4.377563		10.499364		-1.3001709		4.186571		2.125851		10.833486		1.7250638		0.7938194		2.130128		3.39223		-0.3787012		2.0657692		1.0880404		3.4374256		0.7866497		Yes		Yes		Yes		AY196004		TC416656		Triticum aestivum allene oxide synthase (TaAOS) mRNA, complete cds [AY196004]

		A_99_P439057		15.171688		14.906615		13.949912		14.343849		14.309094		13.977571		12.959115		12.7998705		14.254326		14.448036		12.847237		14.368668		-1.8183043		-1.9040148		-1.9872826		-2.9159756		-1.888659		-1.3741877		-2.1475258		1.0173516		-0.86259365		-0.9290447		-0.99079704		-1.5439787		-0.9173622		-0.45857906		-1.1026754		0.02481842		Yes		No		No		CK215749		TC395607		Rep: Photosystem I reaction center subunit II, chloroplast precursor - Hordeum vulgare (Barley), partial (94%) [TC395607]

		A_99_P618662		11.387146		11.610428		11.074422		12.006886		12.550822		14.060155		13.973052		11.620923		12.937711		13.339905		14.074536		11.578292		2.2402756		5.463127		7.45718		-1.3067312		2.929318		3.3160756		8.000634		-1.3459209		1.1636763		2.449727		2.8986301		-0.3859625		1.5505648		1.7294769		3.0001144		-0.42859364		Yes		Yes		Yes		AY836753		TC457832		Triticum aestivum calreticulin-like protein mRNA, complete cds [AY836753]

		A_99_P149517		3.2435255		3.4352143		3.9104164		3.5130475		4.391313		4.526968		4.6423078		4.480673		6.0457807		4.264152		4.710504		4.1360226		2.2157385		2.1313295		1.660815		1.9556191		6.9752994		1.776377		1.741207		1.5400478		1.1477876		1.0917537		0.7318914		0.9676254		2.8022552		0.82893777		0.8000877		0.6229751		Yes		No		No		CJ777287		TC397336		CJ777287 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl22f01 5', mRNA sequence [CJ777287]

		A_99_P000366		13.967972		14.675532		16.26238		15.104667		15.752469		17.34339		17.08661		15.985374		16.496609		15.739749		17.5082		15.235288		3.444984		6.354846		1.7705901		1.8412783		5.7702622		2.0910342		2.3715315		1.0947648		1.7844973		2.6678572		0.8242302		0.88070774		2.528637		1.0642166		1.2458191		0.13062096		Yes		No		No		U55859		TC398641		Triticum aestivum heat shock protein 80 mRNA, complete cds [U55859]

		A_99_P022119		7.0153046		6.855782		6.9695554		7.0746307		6.1197853		5.425368		6.032076		4.5001035		5.8356285		5.7880807		5.3645344		5.6618686		-1.8602793		-2.6952407		-1.9151794		-5.9567575		-2.265259		-2.096091		-3.0420017		-2.6624644		-0.89551926		-1.4304142		-0.9374795		-2.5745273		-1.179676		-1.0677013		-1.605021		-1.4127622		Yes		No		No		BQ162156		0		WHE0498_E01_J02ZT Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0498_E01_J02, mRNA sequence [BQ162156]

		A_99_P195648		7.2245955		6.272763		6.1203046		6.109327		7.57857		7.199164		9.319394		7.224148		8.455501		7.501736		9.695369		6.5890203		1.2780766		1.9005291		9.183789		2.1656814		2.347142		2.3440013		11.91795		1.3944473		0.35397434		0.92640114		3.1990895		1.114821		1.230905		1.2289734		3.5750642		0.4796934		Yes		Yes		Yes		DR739303		TC395069		FGAS084520 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739303]

		A_99_P254656		11.29855		10.86498		9.947461		10.437251		11.619488		12.360881		11.160258		10.833889		12.812145		11.93131		11.656581		10.509397		1.2491425		2.8204026		2.317866		1.3164365		2.8552074		2.0940995		3.2696128		1.051279		0.3209381		1.4959011		1.2127972		0.39663792		1.5135956		1.06633		1.7091198		0.07214546		Yes		Yes		Yes		AK331659		TC392699		Triticum aestivum cDNA, clone: WT002_A20, cultivar: Chinese Spring [AK331659]

		A_99_P335781		5.195514		5.416521		5.830066		5.3173695		4.5398464		3.9601333		4.3662486		3.9249058		4.316832		4.314955		4.3598022		4.016355		-1.5753449		-2.744204		-2.758373		-2.625266		-1.8386949		-2.1458747		-2.7707257		-2.4640207		-0.6556678		-1.4563878		-1.4638176		-1.3924637		-0.87868214		-1.1015658		-1.470264		-1.3010144		Yes		Yes		Yes		CK163421		TC422934		FGAS016048 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK163421]

		A_99_P365121		3.386871		1.9685408		2.9519012		1.4848257		4.1768746		4.7904286		5.396288		2.2512352		6.3131785		5.0558786		5.8167305		2.5557954		1.7290787		7.0708714		5.442942		1.7010311		7.6016226		8.499265		7.284497		2.1008449		0.79000354		2.821888		2.4443867		0.7664095		2.9263074		3.087338		2.8648293		1.0709697		Yes		Yes		Yes		TA101741_4565		TC449327		0

		A_99_P336866		9.456792		9.161447		8.924763		9.015199		9.93801		10.271674		9.892387		9.187767		10.799859		9.582088		10.181695		9.156843		1.3959221		2.158797		1.9556181		1.1270632		2.536901		1.338523		2.3898702		1.1031618		0.48121834		1.1102276		0.96762466		0.17256832		1.3430672		0.4206419		1.2569323		0.14164448		No		Yes		Yes		AK333696		TC406496		Triticum aestivum cDNA, clone: WT008_G11, cultivar: Chinese Spring [AK333696]

		A_99_P179121		10.623861		11.221401		10.226901		10.149714		9.580478		8.877168		8.243216		7.7863173		9.177416		9.632468		8.8328085		9.3933115		-2.061056		-5.077905		-3.9550214		-5.1458063		-2.7253575		-3.0082679		-2.6282318		-1.6892736		-1.0433836		-2.3442335		-1.9836855		-2.3633971		-1.4464455		-1.588933		-1.3940926		-0.75640297		Yes		No		No		CK163011		TC384666		FGAS015624 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK163011]

		A_99_P309481		9.028094		8.842761		8.435071		8.634083		8.379389		7.9969006		7.38209		7.6017747		8.563914		8.069928		7.278601		8.090783		-1.5677608		-1.7973365		-2.0748124		-2.0452938		-1.379533		-1.7086215		-2.229113		-1.4573017		-0.6487055		-0.8458605		-1.0529809		-1.0323081		-0.46418		-0.7728329		-1.1564698		-0.5432997		No		Yes		Yes		TA84493_4565		0		0

		A_99_P350621		5.1240525		3.661349		4.0988135		5.8232746		7.4277267		8.888032		7.1583724		6.6026053		8.467555		7.4668384		7.7575345		6.4238567		4.937135		37.44452		8.337176		1.7163345		10.150666		13.981908		12.629459		1.5163283		2.3036742		5.2266827		3.0595589		0.77933073		3.3435025		3.8054893		3.658721		0.6005821		Yes		Yes		Yes		TA96952_4565		TC425132		0

		A_99_P522682		10.82146		10.804181		9.854931		9.822525		9.583346		9.720586		8.976711		8.415688		9.487775		9.97635		8.630378		9.592762		-2.3588986		-2.1193109		-1.8381056		-2.6515527		-2.5204563		-1.7750151		-2.3368306		-1.1726424		-1.2381134		-1.0835953		-0.8782196		-1.4068375		-1.3336849		-0.82783127		-1.2245531		-0.22976303		Yes		No		No		CD864078		TC441548		Rep: Chromosome chr14 scaffold_190, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC441548]

		A_99_P167869		8.932784		8.748759		8.571499		8.238729		7.9087014		6.039867		4.702776		6.8112416		7.9904137		8.00203		4.8769717		6.366484		-2.033666		-6.5381947		-14.608366		-2.6897776		-1.9216831		-1.6779839		-12.946832		-3.6610167		-1.0240827		-2.7088923		-3.868723		-1.4274869		-0.9423704		-0.7467289		-3.6945271		-1.8722444		Yes		Yes		Yes		U76384		TC381404		Triticum aestivum o-methyltransferase mRNA, complete cds [U76384]

		A_99_P140618		6.9278374		6.6489677		7.0922127		6.8170204		8.432992		9.763221		8.86026		7.955626		9.277101		8.682509		9.443337		7.7908425		2.8385508		8.659316		3.4059265		2.2016811		5.095639		4.0940866		5.1022186		1.9640371		1.5051546		3.114253		1.7680473		1.1386056		2.3492632		2.0335417		2.3511248		0.9738221		Yes		Yes		Yes		EF394367		NP9351190		Triticum aestivum clone ZZS860 Taxa-1 (Taxa-1) mRNA, complete cds [EF394367]

		A_99_P374667		8.890388		8.503727		6.7390122		8.175127		7.7215285		6.879913		5.363331		6.5137353		5.7770114		6.9690166		4.923467		7.1870937		-2.2483382		-3.0818872		-2.5949044		-3.1632152		-8.654054		-2.8973026		-3.519926		-1.9834793		-1.168859		-1.6238141		-1.3756814		-1.6613917		-3.1133761		-1.5347104		-1.8155451		-0.9880333		Yes		Yes		Yes		TA104232_4565		TC370142		0

		A_99_P530637		3.674738		4.1933703		4.05308		5.1238112		3.7515442		4.6892657		4.8802814		5.2730126		4.4676676		4.9033074		5.387533		5.1466136		1.0546807		1.4101957		1.7742403		1.1089554		1.7325892		1.6357328		2.5217986		1.015931		0.07680631		0.4958954		0.82720137		0.1492014		0.79292965		0.7099371		1.3344531		0.022802353		No		Yes		Yes		TC444794		TC444794		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (28%) [TC444794]

		A_99_P555867		8.380036		8.751395		9.311263		8.929808		8.4130335		9.902901		10.692222		11.078153		9.792703		8.449748		10.380405		10.762372		1.0231354		2.2214558		2.6044135		4.4331894		2.6622875		-1.2325509		2.0981858		3.5616958		0.03299713		1.1515055		1.3809586		2.148345		1.4126663		-0.3016472		1.0691423		1.8325644		Yes		No		No		0		0		0

		A_99_P367907		3.1587403		4.1584387		1.786626		2.9612439		3.5616915		4.9176598		4.2696457		4.159312		3.6835887		5.0964346		4.3324203		3.7684448		1.32221		1.6925765		5.590665		2.294322		1.4387825		1.9158651		5.8392963		1.7498132		0.40295124		0.7592211		2.4830198		1.1980679		0.52484846		0.9379959		2.5457945		0.8072009		Yes		No		No		TA102577_4565		TC373155		Rep: Os08g0193100 protein - Oryza sativa subsp. japonica (Rice), partial (95%) [TC373155]

		A_99_P272976		2.5350997		4.9833603		6.3958473		4.8792863		2.4386184		3.6360514		4.822581		4.870644		2.9423625		7.804731		6.576692		5.294026		-1.0691626		-2.5443707		-2.9757771		-1.0060083		1.3261673		7.068336		1.1335474		1.333058		-0.09648132		-1.3473089		-1.5732665		-0.008642197		0.4072628		2.8213706		0.18084478		0.4147396		No		Yes		Yes		AK331946		TC394498		Triticum aestivum cDNA, clone: WT002_M06, cultivar: Chinese Spring [AK331946]

		A_99_P409217		9.84051		10.529129		9.766544		9.854287		10.079239		10.54483		11.164605		10.323296		10.010905		10.783689		11.117848		10.341399		1.1799523		1.0109427		2.6354709		1.3841578		1.1253664		1.1929715		2.5514264		1.4016362		0.23872852		0.015701294		1.3980608		0.46900845		0.1703949		0.25455952		1.351304		0.48711205		No		Yes		Yes		TA56103_4565		TC371247		0

		A_99_P502962		5.0168567		5.077532		5.3779106		5.082618		4.988338		4.973491		7.7023416		8.757623		4.49858		4.5496793		7.392113		8.926642		-1.0199643		-1.0747794		5.008682		12.772814		-1.4322433		-1.4417815		4.0395722		14.360401		-0.028518677		-0.10404062		2.324431		3.6750045		-0.5182767		-0.52785254		2.0142026		3.8440242		Yes		Yes		Yes		BE444499		TC433005		Rep: biliverdin reductase B (flavin reductase (NADPH)) - Mus musculus, partial (12%) [TC433005]

		A_99_P316521		9.03918		8.859441		8.549869		8.745438		8.295548		7.897152		7.709263		8.342448		8.30169		8.265006		7.4788136		8.396381		-1.6743851		-1.9483986		-1.7908019		-1.3222449		-1.6672722		-1.5098809		-2.100969		-1.2737272		-0.74363136		-0.96228886		-0.84060574		-0.4029894		-0.7374897		-0.59443474		-1.0710549		-0.34905624		No		Yes		Yes		TA86531_4565		TC398571		Rep: Homoserine dehydrogenase - Oryza sativa subsp. japonica (Rice), partial (98%) [TC398571]

		A_99_P327316		2.5309494		2.2755773		2.2287028		2.8405027		4.5248146		5.129271		4.137053		2.4908073		5.971495		3.9520442		4.574131		2.0915349		3.983027		7.228487		3.7537959		-1.2742916		10.856941		3.1964421		5.0821123		-1.6805902		1.9938653		2.8536937		1.9083502		-0.34969544		3.4405458		1.676467		2.3454282		-0.7489679		Yes		No		No		TA89742_4565		0		0

		A_99_P272241		11.14103		11.128882		10.858093		10.587266		11.042011		10.772224		9.61616		10.698384		10.93233		10.911698		10.099481		10.304881		-1.0710449		-1.2804563		-2.365152		1.0800651		-1.1556466		-1.1624624		-1.6918628		-1.2162037		-0.09901905		-0.35665798		-1.2419329		0.11111832		-0.20870018		-0.21718407		-0.75861263		-0.28238487		No		Yes		Yes		TA73595_4565		TC399082		0

		A_99_P321121		1.5615091		2.7430527		2.3918564		2.8588617		3.246713		3.8318202		5.136931		4.9196243		4.5059037		2.7676735		4.5945735		4.558513		3.2158582		2.1269226		6.704243		4.172068		7.6975245		1.0172123		4.603455		3.2482247		1.6852038		1.0887675		2.7450745		2.0607626		2.9443946		0.024620771		2.202717		1.6996515		Yes		No		No		TA87864_4565		TC420098		Rep: Os08g0543900 protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC420098]

		A_99_P235616		2.2802522		3.9718711		3.17146		5.1356225		1.9080356		4.4914293		4.952786		5.7964416		2.928836		4.745397		5.60617		6.337164		-1.2943399		1.4335161		3.43742		1.58098		1.5676287		1.7094426		5.4065576		2.2998526		-0.37221658		0.5195582		1.781326		0.66081905		0.6485839		0.77352595		2.4347103		1.2015414		Yes		No		No		TA63238_4565		0		0

		A_99_P179031		5.598854		4.748469		2.3526728		4.4665103		5.1996903		6.013475		2.575719		3.8403113		6.3606267		6.427458		4.272346		4.4206543		-1.3187432		2.4032822		1.1671956		-1.543493		1.6955727		3.2020347		3.7833736		-1.0322955		-0.39916372		1.2650061		0.2230463		-0.626199		0.76177263		1.6789889		1.9196732		-0.045856		Yes		No		No		CA618807		0		wl1n.pk0044.e2 wl1n Triticum aestivum cDNA clone wl1n.pk0044.e2 5' end, mRNA sequence [CA618807]

		A_99_P449382		14.342026		14.113656		14.663699		14.560691		14.953445		15.984688		15.057227		14.824836		16.155703		14.816109		15.733693		14.4051285		1.5277618		3.6579409		1.3136017		1.200924		3.5153706		1.6272689		2.0994246		-1.1138557		0.6114197		1.8710318		0.39352798		0.2641449		1.8136768		0.70245266		1.069994		-0.1555624		No		Yes		Yes		BJ254417		TC403257		Rep: NADP-dependent malic enzyme - Triticum aestivum (Wheat), partial (38%) [TC403257]

		A_99_P004121		4.990915		6.084726		5.79929		3.6993446		3.3792684		3.0833843		3.806342		2.8376825		2.3177285		4.466129		1.8438634		3.8830135		-3.056004		-8.007442		-3.9804962		-1.8171307		-6.3783636		-3.0707626		-15.513225		1.1357685		-1.6116464		-3.0013416		-1.9929483		-0.86166215		-2.6731863		-1.618597		-3.9554267		0.18366885		Yes		Yes		Yes		TA101563_4565		TC430868		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC430868]

		A_99_P262956		5.6603293		5.4781957		6.819351		5.9813724		5.502405		5.5576797		4.116774		5.5139847		5.8843703		5.0384007		4.471151		5.4677315		-1.1156807		1.05664		-6.509637		-1.3826036		1.1680006		-1.3564116		-5.0918865		-1.4276485		-0.15792418		0.079483986		-2.702577		-0.46738768		0.22404099		-0.43979502		-2.3482003		-0.5136409		No		Yes		Yes		TA70824_4565		0		0

		A_99_P230576		13.475095		13.324771		13.389951		14.173878		13.577782		14.103482		15.558887		14.352921		13.783546		13.671321		15.750465		14.527694		1.0737714		1.7155977		4.4969153		1.1321325		1.2383779		1.2715163		5.1355352		1.2779363		0.10268688		0.7787113		2.1689358		0.17904282		0.30845165		0.34655		2.3605146		0.35381603		No		Yes		Yes		TA61664_4565		0		0

		A_99_P566407		1.56589		2.1383648		4.807194		2.2900562		1.8174137		3.9398086		7.7905364		5.369755		4.6320033		2.791371		6.7440925		4.8446403		1.1904638		3.485689		7.9081607		8.454378		8.375141		1.5724415		3.8288157		5.8749804		0.25152373		1.8014438		2.9833422		3.0796986		3.0661135		0.6530063		1.9368982		2.554584		Yes		No		No		TC458552		TC458552		0

		A_99_P508077		6.401455		6.3044267		5.9862123		6.1739383		5.787824		5.360929		5.382998		5.8764553		5.3967385		5.965185		5.6331267		5.954004		-1.5301051		-1.9231851		-1.5190973		-1.2289983		-2.0065491		-1.2650913		-1.2772895		-1.1646807		-0.6136308		-0.94349766		-0.60321426		-0.29748297		-1.0047164		-0.3392415		-0.35308552		-0.21993446		No		Yes		Yes		AL821116		TC435222		0

		A_99_P446917		1.5591244		1.5604986		1.5946046		1.5571779		3.5634506		4.697295		6.1594853		3.6953542		6.7435718		2.4494987		6.865488		4.647069		4.012013		8.795689		23.668245		4.402053		36.36421		1.8518921		38.60949		8.5143175		2.0043263		3.1367965		4.564881		2.1381764		5.1844473		0.88900006		5.2708836		3.089891		Yes		Yes		Yes		TC401490		TC401490		0

		A_99_P287591		9.438456		9.219813		9.054139		9.047238		8.548791		8.060833		7.748287		8.08559		8.499167		8.543183		7.7297797		8.698699		-1.8527454		-2.2329955		-2.4722967		-1.9475332		-1.9175818		-1.5984017		-2.5042167		-1.2732708		-0.88966465		-1.1589804		-1.3058519		-0.961648		-0.93928814		-0.67663		-1.3243594		-0.34853935		Yes		No		No		AK331619		TC372554		Triticum aestivum cDNA, clone: WT007_P08, cultivar: Chinese Spring [AK331619]

		A_99_P536322		4.030365		3.9258788		2.454057		4.6714616		4.48358		4.208199		5.02659		4.349027		5.0943637		4.475748		5.591684		5.2760687		1.3690879		1.2161492		5.948529		-1.2504388		2.0907183		1.463953		8.800753		1.5205646		0.45321512		0.28232026		2.572533		-0.32243443		1.0639987		0.5498693		3.137627		0.6046071		Yes		No		No		TC447090		TC447090		0

		A_99_P087675		5.7215		6.8911176		6.6477456		6.1468215		5.475752		5.357613		4.9843464		5.359738		5.008282		5.8186836		5.0679936		6.4122887		-1.1857074		-2.894882		-3.16762		-1.7255827		-1.6394566		-2.1029782		-2.9891846		1.2020252		-0.24574804		-1.5335045		-1.6633992		-0.7870836		-0.71321774		-1.072434		-1.579752		0.26546717		Yes		Yes		Yes		CF133962		TC422414		WHE4365_G09_N17ZT Wheat meiotic floret cDNA library Triticum aestivum cDNA clone WHE4365_G09_N17, mRNA sequence [CF133962]

		A_99_P471612		8.621109		6.471807		2.9555318		6.8698425		9.267057		10.226994		7.65856		8.928109		10.026976		8.778072		7.9183135		8.003895		1.5647676		13.502799		26.046682		4.164856		2.649769		4.9460106		31.185034		2.1947434		0.6459484		3.7551866		4.7030277		2.0582666		1.4058666		2.3062654		4.962782		1.1340523		Yes		Yes		Yes		AK335187		TC417456		Triticum aestivum cDNA, clone: WT012_E13, cultivar: Chinese Spring [AK335187]

		A_99_P320271		7.730475		7.6494384		8.4493065		7.632441		7.4509263		6.129103		7.8431983		7.5895867		6.735144		7.1622906		7.6850734		7.83594		-1.2138151		-2.868577		-1.5221475		-1.0301499		-1.9935375		-1.401671		-1.6984669		1.1514876		-0.27954865		-1.5203352		-0.6061082		-0.04285431		-0.9953308		-0.4871478		-0.7642331		0.20349884		No		Yes		Yes		TA87627_4565		TC437541		Rep: RING-H2 zinc finger protein-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC437541]

		A_99_P231496		2.2312553		3.3642285		3.5825863		4.718433		3.4284744		5.518683		6.0390687		5.051027		4.8570824		4.8700156		6.3727975		4.6227307		2.2929726		4.4520025		5.488768		1.2592754		6.172381		2.8397956		6.91731		-1.0685854		1.1972191		2.1544545		2.4564824		0.33259392		2.625827		1.5057871		2.7902112		-0.09570217		Yes		No		No		TA61946_4565		TC392402		Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC392402]

		A_99_P447002		11.8107195		12.16796		12.158356		13.028201		12.161648		12.721497		13.474589		12.995883		12.175156		12.561292		13.274193		12.951402		1.275381		1.4676789		2.4901516		-1.022654		1.2873784		1.3134229		2.1672072		-1.0546757		0.3509283		0.5535364		1.3162336		-0.032318115		0.36443615		0.39333153		1.1158371		-0.07679939		No		Yes		Yes		TA63356_4565		TC369621		Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley), partial (76%) [TC369621]

		A_99_P226161		9.016922		9.055045		9.259021		9.321113		9.200351		8.645087		8.643634		9.112079		8.429957		8.742101		8.019958		9.216941		1.1355796		-1.328647		-1.5319688		-1.155914		-1.5020831		-1.2422404		-2.3604522		-1.0748771		0.18342876		-0.4099579		-0.61538696		-0.20903397		-0.5869646		-0.3129444		-1.2390633		-0.10417175		No		Yes		Yes		TA60300_4565		TC442978		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), partial (22%) [TC442978]

		A_99_P248341		7.73187		8.111286		5.5041604		7.894848		11.283088		13.173828		12.789405		10.948157		12.422601		13.405786		12.908291		10.71326		11.722574		33.417732		155.98294		8.30114		25.825611		39.2467		169.38126		7.0538545		3.5512176		5.062542		7.2852445		3.0533094		4.6907306		5.2944994		7.4041305		2.8184118		Yes		Yes		Yes		TA66652_4565		TC401757		Rep: Protein WIR1B - Triticum aestivum (Wheat), partial (65%) [TC401757]

		A_99_P487287		12.000697		10.115071		8.340516		9.329556		11.3279915		8.955922		7.401352		8.845695		11.0727		9.1128435		6.1759324		8.941187		-1.5940597		-2.2332568		-1.917417		-1.3984822		-1.9026334		-2.0030909		-4.4833703		-1.3089134		-0.67270565		-1.1591492		-0.93916416		-0.48386192		-0.9279976		-1.0022278		-2.1645837		-0.38836956		Yes		No		No		BJ245772		TC425858		BJ245772 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf20b07 5', mRNA sequence [BJ245772]

		A_99_P240286		13.631286		14.143176		13.433017		13.2835455		13.953201		14.0043955		12.979987		13.530312		13.368339		14.011289		12.411654		13.414422		1.2499892		-1.1009742		-1.368912		1.1865444		-1.1999273		-1.0957263		-2.0298347		1.0949588		0.32191563		-0.1387806		-0.45302963		0.24676609		-0.26294708		-0.13188744		-1.0213623		0.13087654		No		Yes		Yes		TA64556_4565		TC382525		0

		A_99_P342631		4.496986		3.9566762		4.896401		5.506664		3.302253		2.1465454		4.64991		4.129602		3.9261494		3.252629		4.0400314		4.899523		-2.2890246		-3.5067408		-1.1863182		-2.5973885		-1.4853846		-1.6290684		-1.8104765		-1.5232376		-1.1947329		-1.8101308		-0.24649096		-1.3770618		-0.57083654		-0.7040472		-0.8563695		-0.607141		Yes		No		No		TA94419_4565		TC399672		Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC399672]

		A_99_P206676		11.972505		10.961514		10.492656		11.691028		12.474397		12.488181		12.434138		11.604777		13.312218		11.687753		12.355222		11.607277		1.4160695		2.8811936		3.8410015		-1.0616074		2.53101		1.6543199		3.636539		-1.0597696		0.5018921		1.5266666		1.9414825		-0.086250305		1.3397131		0.72623825		1.862566		-0.083750725		No		Yes		Yes		AK330213		TC415297		Triticum aestivum cDNA, clone: SET3_O13, cultivar: Chinese Spring [AK330213]

		A_99_P401812		1.5881166		2.109584		1.8057675		1.3945007		2.3811264		4.067289		5.280674		2.787885		3.4080791		2.6660998		5.455216		3.8058662		1.7326854		3.884435		11.118625		2.6269417		3.5307202		1.4707129		12.548547		5.319776		0.79300976		1.9577048		3.4749064		1.3933842		1.8199625		0.5565157		3.6494484		2.4113655		Yes		Yes		Yes		TA110885_4565		TC381484		0

		A_99_P000441		11.075658		11.335292		8.118992		9.449113		10.445146		11.033936		6.8919544		9.83898		10.244512		10.527248		6.527317		8.249237		-1.5481145		-1.2323024		-2.340858		1.3102725		-1.7790983		-1.7508354		-3.0139904		-2.297199		-0.63051224		-0.30135632		-1.2270374		0.38986683		-0.83114624		-0.8080435		-1.5916748		-1.1998758		Yes		No		No		DR740224		TC396440		FGAS085152 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740224]

		A_99_P257736		10.037033		9.239985		11.571297		10.7452345		9.593853		6.29974		7.4776626		9.352848		10.020218		6.68216		7.6759777		9.095019		-1.3595979		-7.67542		-17.072876		-2.6251256		-1.0117236		-5.8881955		-14.880169		-3.1388044		-0.44318008		-2.9402456		-4.093634		-1.3923864		-0.016815186		-2.5578256		-3.895319		-1.6502151		Yes		Yes		Yes		AK333375		TC420170		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P432322		10.932308		11.765016		14.075128		12.529857		11.971364		12.297691		12.519		12.237797		13.37803		11.550926		12.945144		12.161243		2.0548823		1.4466097		-2.9406347		-1.2243872		5.447981		-1.1599715		-2.1885629		-1.2911112		1.0390558		0.53267574		-1.5561275		-0.2920599		2.4457216		-0.2140894		-1.1299839		-0.36861324		No		Yes		Yes		TA77389_4565		TC390317		Rep: Cytochrome P450 reductase - Triticum aestivum (Wheat), partial (32%) [TC390317]

		A_99_P560602		9.809791		9.044252		7.806404		7.374054		9.09681		6.9777904		6.8353844		7.1533237		8.503109		9.229744		7.1371574		6.5596027		-1.6391867		-4.1885824		-1.9602257		-1.1653234		-2.4737191		1.1372044		-1.5902424		-1.7586291		-0.7129803		-2.066462		-0.97101974		-0.2207303		-1.3066816		0.18549156		-0.6692467		-0.8144512		No		Yes		Yes		TA65567_4565		TC456251		Rep: Beta-galactosidase 4 precursor - Oryza sativa subsp. indica (Rice), partial (8%) [TC456251]

		A_99_P330231		4.9541216		4.7527595		5.407366		4.7906566		4.264731		3.7348106		5.0317364		3.735819		3.9076977		3.7410746		3.8854072		3.9031532		-1.6126022		-2.0250378		-1.2974055		-2.0774841		-2.065404		-2.0162644		-2.8718066		-1.8499719		-0.68939066		-1.0179489		-0.37562943		-1.0548375		-1.0464239		-1.0116849		-1.5219586		-0.8875034		Yes		No		No		TA90606_4565		TC411838		Rep: 120 kDa pistil extensin-like protein - Nicotiana tabacum (Common tobacco), partial (10%) [TC411838]

		A_99_P324136		5.1500816		4.9158187		5.820869		6.1798096		9.092021		12.904606		12.313376		8.922951		11.431069		10.121513		12.675377		8.681998		15.368872		254.01805		90.04083		6.6952653		77.761696		36.90373		115.721085		5.6654425		3.9419394		7.988787		6.4925075		2.7431412		6.2809877		5.2056947		6.854508		2.5021887		Yes		Yes		Yes		TA88763_4565		TC451509		0

		A_99_P127005		6.555923		6.172107		7.0198617		7.476713		8.409253		9.51477		8.501305		7.9211864		8.797639		8.258023		8.923981		8.088429		3.6133327		10.144756		2.7922788		1.3608172		4.729593		4.2454457		3.7428029		1.5280759		1.8533301		3.3426623		1.4814429		0.44447327		2.241716		2.085916		1.904119		0.6117163		Yes		Yes		Yes		CK152077		0		FGAS034979 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [CK152077]

		A_99_P557847		4.388342		4.1492515		3.747081		4.2981157		2.5360157		2.6219118		2.7644975		2.0080888		2.7564812		2.752758		2.5967135		2.7689686		-3.610819		-2.882538		-1.9760008		-4.890652		-3.0991244		-2.6326094		-2.2197044		-2.8861518		-1.8523262		-1.5273397		-0.9825835		-2.290027		-1.6318607		-1.3964934		-1.1503675		-1.5291471		Yes		No		No		CJ638928		TC455228		CJ638928 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec15b19 5', mRNA sequence [CJ638928]

		A_99_P153287		1.9944859		4.188875		3.899025		3.8738964		2.7183743		3.4122684		2.245458		3.8273623		2.8103266		3.0439775		2.945803		3.8959436		1.6516275		-1.713097		-3.1461055		-1.0327808		1.7603236		-2.2113044		-1.936192		1.0153993		0.7238884		-0.7766068		-1.6535671		-0.04653406		0.8158407		-1.1448977		-0.95322204		0.022047281		No		Yes		Yes		CJ898587		TC443065		CJ898587 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles16h10 5', mRNA sequence [CJ898587]

		A_99_P381512		10.32351		10.5677		12.915938		11.814995		9.794333		9.484688		11.667619		11.300424		9.473598		10.280536		11.882905		11.381303		-1.4431055		-2.1184552		-2.3756456		-1.4285694		-1.8023918		-1.2202398		-2.0463223		-1.3506857		-0.5291767		-1.0830126		-1.2483196		-0.5145712		-0.84991264		-0.2871647		-1.0330334		-0.43369198		No		Yes		Yes		TA105900_4565		TC444829		Rep: Diaminopimelate decarboxylase - Burkholderia thailandensis (strain E264 / ATCC 700388 / DSM 13276 /CIP 106301), partial (3%) [TC444829]

		A_99_P554627		9.801012		9.177377		9.465753		8.723674		10.132054		9.787222		10.858502		9.911415		10.702449		10.226309		11.192508		8.84573		1.2579218		1.5260954		2.6257868		2.2779582		1.8679254		2.0689979		3.3098254		1.0882847		0.3310423		0.60984516		1.3927498		1.1877413		0.9014368		1.0489321		1.7267551		0.12205601		No		Yes		Yes		CA631423		TC454033		0

		A_99_P203546		8.819622		8.948945		8.243518		9.023128		8.497122		7.271848		8.087137		7.9671645		7.3048973		7.544722		6.932112		8.546892		-1.2504958		-3.197838		-1.1144876		-2.0791056		-2.857443		-2.6467519		-2.4818323		-1.3911089		-0.32250023		-1.6770968		-0.15638065		-1.055963		-1.5147247		-1.404223		-1.3114057		-0.4762354		Yes		No		No		TA52086_4565		TC371783		0

		A_99_P010649		4.967886		4.591404		5.4207654		4.8962493		4.4381223		4.2296205		4.4190793		3.895588		4.2016234		4.372175		4.3243284		4.4120545		-1.4436927		-1.2850134		-2.002339		-2.000917		-1.7008578		-1.1641111		-2.1382596		-1.3988049		-0.5297637		-0.3617835		-1.0016861		-1.0006614		-0.76626253		-0.21922874		-1.096437		-0.48419476		No		Yes		Yes		CK207663		0		FGAS019313 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207663]

		A_99_P404752		8.546721		8.509555		6.3804717		6.0851555		7.288097		7.346254		4.5829062		4.5058184		6.9545574		7.744738		4.6361327		6.0255375		-2.3926752		-2.239693		-3.476331		-2.988325		-3.0150125		-1.6991541		-3.350413		-1.0421897		-1.2586246		-1.163301		-1.7975655		-1.5793371		-1.592164		-0.76481676		-1.744339		-0.059617996		Yes		No		No		TA111590_4565		TC452341		Rep: Thioredoxin-like 5 - Oryza sativa subsp. indica (Rice), partial (74%) [TC452341]

		A_99_P242846		10.372205		10.33994		10.721912		10.305572		10.726687		11.483846		11.462844		10.562448		11.575782		11.178676		11.850315		10.335856		1.278527		2.2097845		1.6712546		1.1948885		2.3030999		1.788482		2.1861656		1.0212138		0.35448265		1.1439056		0.7409315		0.256876		1.203577		0.8387356		1.1284027		0.030284882		No		Yes		Yes		TA65194_4565		0		0

		A_99_P236486		8.713719		7.980263		8.592406		8.330291		9.893094		10.343993		13.229913		11.169563		11.352946		10.343228		13.424354		9.576232		2.264786		5.1469936		24.89021		7.156591		6.229977		5.1442657		28.481384		2.3717322		1.1793747		2.36373		4.6375065		2.8392725		2.639227		2.362965		4.8319473		1.2459412		Yes		Yes		Yes		TA63458_4565		0		0

		A_99_P334286		7.3550887		7.729689		8.522743		8.034921		7.349384		7.161091		7.0278187		7.1402783		7.3221245		7.0745816		7.2796407		7.2334366		-1.0039622		-1.4830819		-2.818494		-1.859149		-1.023112		-1.5747333		-2.3670702		-1.7428931		-0.0057048798		-0.5685983		-1.4949245		-0.89464235		-0.03296423		-0.6551075		-1.2431026		-0.8014841		No		Yes		Yes		TA91849_4565		TC417481		Rep: Nuclear matrix constituent protein 1-like - Coriandrum sativum (Coriander), partial (12%) [TC417481]

		A_99_P209041		11.576336		11.877289		12.128959		11.886584		12.691058		14.113312		13.167338		11.895974		12.926655		13.222801		13.399525		12.005462		2.165533		4.710966		2.0539196		1.0065298		2.5496848		2.5412045		2.412562		1.0858896		1.1147223		2.236023		1.0383797		0.009389877		1.3503189		1.3455124		1.270566		0.11887741		Yes		Yes		Yes		AK332726		TC369211		Triticum aestivum cDNA, clone: WT004_L11, cultivar: Chinese Spring [AK332726]

		A_99_P258581		9.143262		9.695027		9.261815		9.734886		9.228733		10.207188		10.083908		9.647567		9.499154		9.869576		10.269549		9.675675		1.0610342		1.4261842		1.767969		-1.0623944		1.2797768		1.1286116		2.0107508		-1.0418956		0.08547115		0.5121603		0.822093		-0.087319374		0.35589218		0.1745491		1.0077343		-0.059210777		No		Yes		Yes		TA69595_4565		0		0

		A_99_P428297		5.1906323		5.7174683		5.1952085		4.9279017		6.5576577		6.7399173		5.877207		4.1945043		7.7869873		5.9893417		6.6946697		4.653198		2.579382		2.0313644		1.6043603		-1.6625497		6.0475674		1.2073747		2.827371		-1.2097459		1.3670254		1.022449		0.68199825		-0.7333975		2.596355		0.27187347		1.4994612		-0.27470398		No		Yes		Yes		TC422993		TC422993		Rep: L-allo-threonine aldolase-related protein - Solanum tuberosum (Potato), partial (77%) [TC422993]

		A_99_P280791		10.420291		9.700954		11.315307		10.984498		10.412566		9.626449		10.145113		10.506862		10.126769		9.664669		10.500649		10.735168		-1.0053687		-1.0530002		-2.2504191		-1.3924605		-1.2256286		-1.0254701		-1.7588801		-1.1886547		-0.007724762		-0.074505806		-1.1701937		-0.47763634		-0.29352188		-0.0362854		-0.8146572		-0.24932957		No		Yes		Yes		TA76110_4565		0		0

		A_99_P251916		13.40578		13.230521		11.730575		13.20679		12.000466		11.298946		8.090676		11.332522		12.531234		11.480064		9.157814		11.147991		-2.6487534		-3.8147137		-12.4657545		-3.6661544		-1.8334311		-3.364651		-5.9494677		-4.166393		-1.4053135		-1.9315748		-3.6398983		-1.8742676		-0.87454605		-1.7504568		-2.5727606		-2.0587988		Yes		No		No		TA67693_4565		0		0

		A_99_P045122		4.3277345		2.9416945		2.882991		2.3544166		4.4281673		4.22365		4.5871615		3.3763316		5.202572		4.047356		5.1487727		3.1392174		1.072095		2.4316835		3.2584152		2.0306125		1.8338014		2.1519754		4.8091493		1.7228544		0.10043287		1.2819555		1.7041705		1.021915		0.8748374		1.1056616		2.2657816		0.78480077		Yes		No		No		CA608013		0		wr1.pk0086.b1 wr1 Triticum aestivum cDNA clone wr1.pk0086.b1 5' end, mRNA sequence [CA608013]

		A_99_P210721		12.22947		11.430584		10.559609		10.362885		12.961449		13.622833		11.893123		11.27826		13.717723		12.717651		12.315876		11.013221		1.6609153		4.5701747		2.5201564		1.8860589		2.8054898		2.440315		3.3782277		1.569533		0.7319784		2.1922493		1.3335133		0.91537476		1.4882526		1.2870674		1.7562666		0.6503353		Yes		Yes		Yes		TA54349_4565		0		0

		A_99_P156862		6.2069335		5.835348		5.6831055		5.665112		5.1485515		4.372913		5.132159		3.71898		4.777801		4.9775434		4.2111683		4.4335723		-2.0825946		-2.7557313		-1.4650463		-3.8534		-2.6928475		-1.8122786		-2.773941		-2.3481746		-1.058382		-1.4624352		-0.55094624		-1.946132		-1.4291325		-0.8578048		-1.4719372		-1.2315397		Yes		No		No		CK161670		0		FGAS014241 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161670]

		A_99_P390162		6.8562493		6.7983627		7.756344		8.125257		6.242579		5.873689		6.699597		6.468229		6.0169864		5.8923836		6.4581285		7.188357		-1.5301471		-1.8982546		-2.0802357		-3.1536613		-1.7891359		-1.8738158		-2.459245		-1.9144098		-0.61367035		-0.92467356		-1.056747		-1.6570277		-0.83926296		-0.90597916		-1.2982154		-0.93689966		Yes		Yes		Yes		TA108028_4565		0		0

		A_99_P265861		6.026693		5.9006004		6.276745		5.9289837		5.7613587		5.149414		5.3277583		5.078042		5.0059304		5.1159434		4.9942136		4.897907		-1.2019144		-1.6831764		-1.930516		-1.8036778		-2.028991		-1.7226827		-2.4326541		-2.043549		-0.26533413		-0.7511864		-0.94898653		-0.85094166		-1.0207624		-0.784657		-1.2825313		-1.0310769		Yes		No		No		TA71651_4565		TC397325		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC397325]

		A_99_P367447		9.53132		10.161308		11.427505		11.0620165		10.556229		12.387315		12.59031		12.358577		11.632358		11.089772		13.229779		12.082417		2.034831		4.678372		2.238924		2.4564252		4.2901793		1.9032485		3.487697		2.0284812		1.024909		2.2260065		1.1628056		1.2965603		2.101038		0.92846394		1.8022747		1.0204		Yes		No		No		TA102474_4565		TC440022		0

		A_99_P264276		8.258912		8.601575		8.589053		8.682479		8.827815		9.446879		9.697042		9.220183		8.879369		9.273736		9.65492		9.029651		1.4833952		1.7966439		2.1554503		1.4516609		1.5373617		1.5934582		2.0934267		1.2720644		0.56890297		0.8453045		1.1079893		0.53770447		0.6204567		0.6721611		1.0658665		0.34717178		No		Yes		Yes		TA71204_4565		TC398300		Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC398300]

		A_99_P157267		8.809735		8.136344		7.8036995		8.078514		9.164535		9.422199		9.079043		7.954633		10.076744		9.018837		9.672904		8.16591		1.2788076		2.4382656		2.4205651		-1.0896621		2.4066207		1.8435583		3.6533108		1.0624505		0.35479927		1.2858553		1.2753439		-0.12388086		1.2670088		0.882493		1.8692045		0.08739567		Yes		Yes		Yes		DR735495		TC370729		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		A_99_P273956		2.3627183		2.9821312		3.4789753		3.8735418		4.1606402		4.735781		5.7368827		4.791304		3.7882297		4.4021697		5.6426034		4.4682508		3.47719		3.372106		4.7829723		1.8891828		2.686097		2.6759264		4.4804015		1.5101678		1.7979219		1.75365		2.2579074		0.9177623		1.4255114		1.4200385		2.163628		0.5947089		Yes		Yes		Yes		TA74112_4565		TC417821		Rep: GDSL-motif lipase/hydrolase protein-like - Oryza sativa subsp. japonica (Rice), partial (77%) [TC417821]

		A_99_P281436		4.061251		4.3368464		4.093836		3.5451643		4.690853		4.857328		5.406916		4.868253		3.927047		5.3137956		5.3550973		4.4261956		1.5471381		1.434434		2.484715		2.5020123		-1.0974872		1.9682988		2.3970525		1.8416914		0.62960196		0.5204816		1.3130803		1.3230889		-0.13420415		0.9769492		1.2612615		0.8810313		No		Yes		Yes		TA76291_4565		TC393349		Rep: Protein disulfide isomerase - Zea mays (Maize), partial (81%) [TC393349]

		A_99_P421337		1.4501147		1.4650637		1.4866829		1.6140374		3.5494325		4.2886443		8.558019		3.3546522		5.959703		4.5347037		8.505902		2.525667		4.285067		7.0791726		134.4882		3.3417754		22.778301		8.395639		129.71661		1.8811691		2.0993178		2.8235807		7.071336		1.7406148		4.5095882		3.0696402		7.0192194		0.91162956		Yes		Yes		Yes		TC381810		TC381810		Rep: Peroxidase precursor - Triticum aestivum (Wheat), partial (97%) [TC381810]

		A_99_P171729		5.2173953		5.1832004		6.459722		6.789253		5.9724755		6.7051826		8.191849		6.8365006		6.7393136		5.5451317		8.241065		7.2050242		1.6877254		2.8718536		3.322172		1.0332916		2.8717263		1.2851452		3.4374602		1.3340114		0.7550802		1.5219822		1.7321267		0.04724741		1.5219183		0.36193132		1.781343		0.415771		Yes		Yes		Yes		DR737965		TC378097		FGAS083182 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737965]

		A_99_P298981		3.6347806		1.935387		6.34602		6.8340325		5.153114		3.7733414		8.422321		7.858753		5.942736		2.3478308		8.462846		7.343359		2.864599		3.5750277		4.2172456		2.0345654		4.9518085		1.3309383		4.337385		1.4233855		1.5183332		1.8379544		2.076301		1.0247207		2.3079555		0.41244376		2.1168256		0.50932646		Yes		No		No		TA81379_4565		TC374422		Rep: Os03g0805600 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC374422]

		A_99_P050749		7.4410396		6.79172		5.276237		5.257063		5.727306		4.9494605		4.537303		4.5131493		5.5101037		6.029321		4.883578		5.268408		-3.280086		-3.5857115		-1.6689422		-1.6747128		-3.8130248		-1.6963087		-1.312811		1.0078946		-1.7137337		-1.8422594		-0.73893404		-0.74391365		-1.9309359		-0.7623987		-0.3926592		0.01134491		Yes		No		No		CK162014		0		FGAS014598 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162014]

		A_99_P274486		12.620631		11.888722		12.816341		12.485961		11.694669		10.812855		11.850182		11.564578		11.271904		11.375335		11.436841		12.426327		-1.8999513		-2.1079895		-1.9536334		-1.8939298		-2.5468733		-1.427398		-2.6017826		-1.0422015		-0.92596245		-1.0758677		-0.9661598		-0.9213829		-1.3487272		-0.5133877		-1.3795004		-0.05963421		No		Yes		Yes		TA74269_4565		TC378240		Rep: Plastid omega-3 fatty acid desaturase - Triticum aestivum (Wheat), partial (41%) [TC378240]

		A_99_P346831		9.163431		8.733645		9.043851		8.873982		8.390893		7.7464333		7.8458085		8.325321		8.253481		8.028213		7.749386		8.831613		-1.7082726		-1.9823507		-2.2942815		-1.4627277		-1.8789808		-1.6306338		-2.4528604		-1.029804		-0.7725382		-0.9872122		-1.1980424		-0.54866123		-0.90995026		-0.7054329		-1.2944651		-0.042369843		No		Yes		Yes		CD884500		TC424578		F1.116N02F010507 F1 Triticum aestivum cDNA clone F1116N02, mRNA sequence [CD884500]

		A_99_P250986		7.268868		6.8000045		6.587105		6.9943786		7.670625		8.409322		8.216065		6.693887		8.70534		7.287829		8.639931		6.7640967		1.3211161		3.0510743		3.092901		-1.2315638		2.7065825		1.4023286		4.149179		-1.1730641		0.40175724		1.6093173		1.6289606		-0.30049133		1.4364724		0.48782444		2.052826		-0.23028183		No		Yes		Yes		BT009313		TC384942		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P000256		9.573512		8.865238		8.832637		8.743777		13.874408		14.856601		15.19839		11.7938		15.214337		14.319304		15.863945		11.524886		19.710545		63.617977		82.46747		8.282252		49.895065		43.83667		130.8081		6.8738046		4.3008957		5.9913626		6.365753		3.050023		5.6408253		5.4540663		7.031308		2.7811089		Yes		Yes		Yes		DR740444		TC370210		FGAS000391 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740444]

		A_99_P465737		9.160093		9.23274		8.8901005		9.323764		8.41953		7.8305373		7.228686		8.586404		8.384416		8.3013525		6.693615		8.795844		-1.6708282		-2.6430488		-3.1632655		-1.6671224		-1.711994		-1.9071097		-4.583614		-1.4418486		-0.7405634		-1.4022031		-1.6614146		-0.73736		-0.7756777		-0.9313879		-2.1964855		-0.52791977		Yes		Yes		Yes		AK331206		TC414048		Triticum aestivum cDNA, clone: SET6_M08, cultivar: Chinese Spring [AK331206]

		A_99_P336941		7.8390617		9.215274		10.94731		9.876121		7.913816		8.129245		9.890403		9.69164		7.6476226		8.680437		10.233637		9.75134		1.0531816		-2.1228893		-2.0804675		-1.1364079		-1.1419022		-1.4487783		-1.6399747		-1.0903419		0.07475424		-1.086029		-1.0569077		-0.18448067		-0.19143915		-0.53483677		-0.7136736		-0.124780655		No		Yes		Yes		TA92670_4565		TC381215		Rep: Os03g0174800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC381215]

		A_99_P435667		1.4761337		1.5005001		1.8650336		1.4842609		1.4314203		1.4453634		4.2899303		1.7472425		1.4874783		1.4977986		4.143846		1.4757653		-1.0314783		-1.0389575		5.3699055		1.199956		1.0078944		-1.0018743		4.852783		-1.0059061		-0.044713378		-0.05513668		2.4248967		0.26298153		0.011344552		-0.002701521		2.2788124		-0.008495569		No		Yes		Yes		BJ286825		TC393059		Rep: Asparagine synthetase [glutamine-hydrolyzing] - Zea mays (Maize), partial (18%) [TC393059]

		A_99_P509062		13.147483		13.32396		12.639926		12.192752		13.483432		13.869576		14.810849		13.972584		13.985634		14.062825		15.153249		13.486281		1.2622074		1.4596436		4.5031147		3.4338615		1.7877574		1.6688622		5.7093353		2.45127		0.33594894		0.54561615		2.1709232		1.7798319		0.838151		0.7388649		2.5133228		1.2935295		Yes		Yes		Yes		TC435645		TC435645		Rep: Subtilisin-chymotrypsin inhibitor 2 - Hordeum vulgare (Barley), partial (74%) [TC435645]

		A_99_P545347		6.189844		6.1159043		5.3152866		5.9473596		6.091572		5.7650113		6.582796		5.73121		6.740677		5.709146		6.8623366		5.6231637		-1.0704907		-1.2753499		2.4074562		-1.161629		1.464931		-1.3257036		2.92219		-1.2519664		-0.09827232		-0.35089302		1.2675095		-0.21614933		0.55083275		-0.4067583		1.54705		-0.32419586		No		Yes		Yes		CA651020		0		0

		A_99_P231316		5.2601156		4.683267		1.4866558		2.6229255		5.133797		4.303729		1.6211287		2.4383185		4.596319		4.7608523		3.2565196		2.1975682		-1.0915048		-1.3009253		1.0976917		-1.1365074		-1.584246		1.0552503		3.4102175		-1.342905		-0.12631845		-0.37953806		0.13447285		-0.18460703		-0.6637964		0.07758522		1.7698637		-0.42535734		No		Yes		Yes		TA61902_4565		TC412908		Rep: AGAP009230-PA - Anopheles gambiae str. PEST, partial (9%) [TC412908]

		A_99_P072015		9.763925		9.988698		10.292145		9.849363		8.874288		8.389536		8.339726		8.944869		8.608994		9.223208		8.714928		9.17794		-1.8527099		-3.029673		-3.8702273		-1.8718882		-2.2267368		-1.6999468		-2.983937		-1.592643		-0.889637		-1.5991621		-1.9524183		-0.9044943		-1.1549311		-0.7654896		-1.5772171		-0.67142296		Yes		Yes		Yes		BT009343		TC455326		Triticum aestivum clone wlm4.pk0021.h10:fis, full insert mRNA sequence [BT009343]

		A_99_P442867		8.212413		7.545418		8.11114		7.7705407		9.313782		9.798053		12.559627		10.676243		10.824895		9.807761		12.793212		9.145236		2.1455817		4.7655244		21.833725		7.493824		6.115549		4.7977014		25.671072		2.5931313		1.1013689		2.252635		4.4484863		2.905702		2.612482		2.2623434		4.6820717		1.3746953		Yes		Yes		Yes		TC398551		TC398551		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC398551]

		A_99_P296601		9.36818		9.2648535		11.1608095		10.652865		8.98393		8.726092		10.115635		10.11661		8.9831915		8.935612		10.19441		10.480192		-1.3051816		-1.4527245		-2.063616		-1.450204		-1.3058497		-1.2563529		-1.9539577		-1.127145		-0.38425064		-0.53876114		-1.0451746		-0.53625584		-0.38498878		-0.32924175		-0.9663992		-0.17267323		No		Yes		Yes		TA80678_4565		TC421687		Rep: Os12g0134000 protein - Oryza sativa subsp. japonica (Rice), partial (63%) [TC421687]

		A_99_P071965		7.3900504		7.723781		7.533648		7.0030704		7.637942		8.206275		9.748908		7.1587873		9.048835		7.79934		9.745765		7.2646446		1.1874703		1.3971567		4.6436524		1.113975		3.1575036		1.053769		4.633546		1.1987861		0.24789143		0.48249388		2.21526		0.1557169		1.6587844		0.07555866		2.2121167		0.26157427		Yes		Yes		Yes		AK330368		TC370938		Triticum aestivum cDNA, clone: SET4_E15, cultivar: Chinese Spring [AK330368]

		A_99_P423387		7.923141		7.279856		8.658614		8.451828		8.99313		10.413425		9.953492		9.067021		9.885166		9.172731		10.3913555		9.151869		2.099417		8.776034		2.4535625		1.5317633		3.896085		3.713746		3.3235877		1.6245507		1.0699887		3.1335692		1.294878		0.61519337		1.9620252		1.8928752		1.7327414		0.7000408		Yes		Yes		Yes		TC383498		TC383498		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC383498]

		A_99_P142383		5.1912837		5.6248126		3.8846667		3.6562955		4.270662		5.5265007		5.1283984		4.72629		4.756038		5.548041		5.3805184		4.6354146		-1.8929311		-1.0705202		2.3681028		2.0994256		-1.3521409		-1.0546554		2.820306		1.9712614		-0.9206219		-0.0983119		1.2437317		1.0699947		-0.4352455		-0.076771736		1.4958518		0.97911906		No		Yes		Yes		BJ278959		TC391998		BJ278959 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr18i10 5', mRNA sequence [BJ278959]

		A_99_P461507		10.368966		11.08195		10.045247		11.275543		10.221603		10.0476465		9.631981		11.049838		9.337799		10.609641		9.042024		10.996635		-1.107543		-2.0481248		-1.3316973		-1.1693486		-2.0436769		-1.3873281		-2.0044737		-1.213276		-0.14736271		-1.0343037		-0.41326618		-0.22570515		-1.031167		-0.4723091		-1.0032234		-0.27890778		No		Yes		Yes		TC411507		TC411507		Rep: Associated with HOX family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (10%) [TC411507]

		A_99_P057771		4.5736685		4.628069		4.4774356		4.632038		3.6401417		2.9073658		3.864857		2.209922		3.2703369		3.1131876		3.5005531		2.4345827		-1.9099393		-3.29597		-1.5289897		-5.3595653		-2.4679816		-2.8577533		-1.9682077		-4.586696		-0.93352675		-1.7207031		-0.61257863		-2.422116		-1.3033316		-1.5148814		-0.97688246		-2.1974554		Yes		No		No		CK208202		0		FGAS019885 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208202]

		A_99_P525757		9.973147		9.8258915		10.368884		10.953678		9.52567		8.744033		9.55888		10.232438		9.425872		9.335628		9.539933		10.621223		-1.3636538		-2.1167614		-1.7532166		-1.6485984		-1.4613235		-1.4047018		-1.776393		-1.259154		-0.44747734		-1.0818586		-0.81000423		-0.72124004		-0.54727554		-0.49026394		-0.8289509		-0.33245468		No		Yes		Yes		TA72259_4565		TC442825		0

		A_99_P216526		14.635844		14.981734		13.974601		14.129056		13.628823		14.092322		12.879796		12.627998		13.509784		14.292385		12.668065		14.048134		-2.0097568		-1.8524209		-2.1358418		-2.8305013		-2.1826193		-1.6125559		-2.4734688		-1.0576938		-1.007021		-0.8894119		-1.0948048		-1.5010576		-1.1260605		-0.6893492		-1.3065357		-0.08092213		Yes		No		No		TA56826_4565		TC411092		0

		A_99_P058026		6.935125		7.1437745		6.7862163		7.0127664		7.9608154		8.7583065		8.324309		7.4783764		9.249368		8.141553		8.666312		7.4011254		2.0359337		3.0621226		2.904104		1.3809011		4.973436		1.9969226		3.6809955		1.3089038		1.0256906		1.614532		1.5380931		0.46561003		2.3142428		0.9977784		1.880096		0.38835907		Yes		Yes		Yes		CJ727167		TC404503		CJ727167 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs16j11 5', mRNA sequence [CJ727167]

		A_99_P471192		8.718949		9.103652		7.923838		9.8694105		8.149067		7.705992		6.7214036		8.855221		8.038432		8.229592		6.468867		9.095102		-1.4844025		-2.6347384		-2.301277		-2.0197682		-1.6027142		-1.8328131		-2.741511		-1.7103697		-0.5698824		-1.3976598		-1.2024345		-1.0141897		-0.6805172		-0.8740597		-1.4549713		-0.7743082		Yes		Yes		Yes		TA70050_4565		TC417230		Rep: Probable 6-phosphogluconolactonase 2 - Oryza sativa subsp. indica (Rice), partial (24%) [TC417230]

		A_99_P581292		13.826842		12.931072		11.345715		12.955302		14.129327		14.541314		12.69368		13.200236		14.817861		13.937375		13.173152		13.0336		1.2332665		3.0530303		2.5455287		1.1850386		1.9875873		2.0087566		3.549061		1.0557715		0.3024845		1.6102419		1.3479652		0.24493408		0.9910183		1.0063028		1.8274374		0.078297615		No		Yes		Yes		AF361932		TC375583		Triticum aestivum seven transmembrane-spanning protein (Mlo2) mRNA, complete cds [AF361932]

		A_99_P446572		8.056089		8.316209		8.304984		8.298008		8.30432		9.236735		8.934197		8.446456		8.699864		8.826088		9.336841		8.444719		1.1877497		1.8928059		1.5467213		1.1083765		1.562412		1.4239309		2.0446537		1.107043		0.24823093		0.9205265		0.62921333		0.14844799		0.643775		0.5098791		1.0318565		0.14671135		No		Yes		Yes		CA600714		TC401283		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC401283]

		A_99_P464142		5.438543		3.8589935		4.554334		3.7039502		6.4807286		6.3353457		6.0028586		4.4667606		7.510012		5.904349		6.6479354		4.552851		2.0593452		5.564886		2.7292876		1.6967928		4.203145		4.1277494		4.2681212		1.8011284		1.0421858		2.4763522		1.4485245		0.76281047		2.0714693		2.0453553		2.0936012		0.84890103		Yes		Yes		Yes		CK163085		TC413181		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		A_99_P241881		13.152512		13.182889		12.040463		11.854411		12.73165		12.168628		10.360365		11.838387		12.139888		12.871646		10.088529		11.814976		-1.3387265		-2.0198684		-3.2044983		-1.0111693		-2.0175772		-1.2407763		-3.8689306		-1.0277115		-0.42086124		-1.0142612		-1.6800985		-0.01602459		-1.0126238		-0.31124306		-1.9519348		-0.039435387		No		Yes		Yes		TA64962_4565		0		0

		A_99_P268376		7.3095512		7.377554		7.2772603		7.3062806		7.66905		8.736973		8.561553		7.5495205		8.246128		7.8547044		8.681325		7.575523		1.2829803		2.565818		2.435626		1.1836479		1.9139814		1.3919915		2.6464615		1.2051747		0.35949898		1.3594189		1.2842927		0.24323988		0.93657684		0.47715044		1.4040647		0.2692423		No		Yes		Yes		TA72408_4565		TC415104		0

		A_99_P444137		6.035402		6.7994194		7.014136		5.5328193		5.739722		6.028394		5.514446		5.1450996		5.9639716		6.078523		5.835509		5.2845097		-1.2274635		-1.7064819		-2.8278196		-1.3083237		-1.0507579		-1.6482056		-2.2636125		-1.1878146		-0.29568005		-0.7710252		-1.49969		-0.38771963		-0.07143021		-0.72089624		-1.178627		-0.24830961		No		Yes		Yes		CJ641955		TC416272		Rep: Zinc finger protein-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC416272]

		A_99_P563832		9.913148		9.991744		8.482387		8.785613		9.889428		10.476238		10.050031		9.249554		10.794156		9.636726		10.713304		8.622161		-1.0165772		1.3990953		2.9642026		1.3793042		1.8416618		-1.2790012		4.6943226		-1.1199639		-0.023719788		0.4844942		1.5676441		0.46394062		0.88100815		-0.35501766		2.230917		-0.16345215		No		Yes		Yes		CJ554114		TC457520		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC457520]

		A_99_P009801		9.67019		9.819722		8.238729		10.416106		9.294263		8.353534		5.3670216		8.9867735		7.3520713		8.322932		5.8370843		9.854187		-1.2976731		-2.7629097		-7.3193064		-2.6932213		-4.9868145		-2.8221407		-5.2840505		-1.4762317		-0.37592697		-1.4661884		-2.871707		-1.4293327		-2.3181186		-1.4967899		-2.4016442		-0.5619192		Yes		No		No		DY761266		TC391662		EST162 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone C65R1L1-81, mRNA sequence [DY761266]

		A_99_P452572		7.9538636		7.7709084		6.5763226		5.8505588		6.879848		6.380818		5.635534		5.1617627		7.015346		7.3841248		6.1483235		5.742241		-2.1052852		-2.6209512		-1.9195774		-1.6119378		-1.9165579		-1.3074752		-1.3453662		-1.0779706		-1.0740156		-1.3900905		-0.94078875		-0.68879604		-0.9385176		-0.3867836		-0.42799902		-0.10831785		Yes		No		No		CK154140		TC442225		Rep: Amino acid selective channel protein - Hordeum vulgare (Barley), complete [TC442225]

		A_99_P331551		7.9068093		8.300311		8.7280855		8.448287		7.714058		7.0003147		7.240286		8.437069		7.300581		7.197614		6.903258		8.197064		-1.1429414		-2.4622827		-2.804609		-1.0078061		-1.5222743		-2.1475577		-3.542647		-1.1902153		-0.19275141		-1.2999964		-1.4877996		-0.011218071		-0.60622835		-1.1026969		-1.8248277		-0.2512226		No		Yes		Yes		TA91018_4565		TC399114		Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC399114]

		A_99_P460657		12.192912		11.732353		10.474856		9.763803		10.88826		10.346637		9.713716		8.397054		10.603855		11.206383		9.851566		9.541125		-2.4702418		-2.6130168		-1.6948303		-2.5788875		-3.0085263		-1.4399018		-1.540384		-1.166897		-1.3046522		-1.3857164		-0.7611408		-1.3667488		-1.589057		-0.52597046		-0.62329006		-0.22267723		Yes		No		No		TA69009_4565		TC410964		Rep: Ribosome recycling factor, chloroplast precursor - Oryza sativa subsp. indica (Rice), partial (36%) [TC410964]

		A_99_P464117		8.491619		8.405686		8.87066		8.445191		8.781066		9.62041		9.594701		8.444261		9.709231		9.1837		9.981941		8.389424		1.2221715		2.3209631		1.6518023		-1.0006454		2.325615		1.7147678		2.1603744		-1.0394115		0.28944683		1.2147236		0.724041		-9.31E-04		1.2176123		0.7780132		1.1112814		-0.05576706		No		Yes		Yes		CD899566		TC413163		Rep: BAX inhibitor 1 - Hordeum vulgare (Barley), partial (51%) [TC413163]

		A_99_P387037		8.980132		7.739022		8.030152		8.240157		10.32974		11.187001		10.293095		9.648343		11.172856		10.029698		10.638481		9.450856		2.5484278		10.913027		4.7996936		2.6540325		4.5716796		4.892855		6.097969		2.3144977		1.3496075		3.4479795		2.2629423		1.408186		2.1927242		2.2906766		2.6083288		1.2106991		Yes		Yes		Yes		TA107256_4565		TC373632		Rep: Serine/threonine-specific protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (39%) [TC373632]

		A_99_P246846		12.74992		12.725369		13.23119		12.853343		12.925536		12.213604		12.473491		12.837134		12.413517		12.338813		12.042374		12.849803		1.1294467		-1.4257939		-1.6907918		-1.0112983		-1.2626046		-1.3072696		-2.279656		-1.0024568		0.17561626		-0.5117655		-0.757699		-0.016208649		-0.3364029		-0.38655663		-1.1888161		-0.003540039		No		Yes		Yes		TA66232_4565		0		0

		A_99_P322181		8.386992		8.753484		8.793687		8.960897		9.641903		10.35855		10.624421		9.08461		10.585017		9.785482		10.584816		9.062131		2.3865235		3.0420973		3.5571806		1.089535		4.5885067		2.044855		3.4608564		1.0726902		1.2549105		1.6050663		1.8307343		0.12371254		2.1980247		1.0319986		1.7911291		0.10123348		Yes		Yes		Yes		TA88197_4565		TC403983		0

		A_99_P439242		5.4363747		5.917313		8.10713		5.5376134		7.7058196		10.323522		9.14922		7.4772468		9.131243		7.0053964		10.27233		6.3438396		4.821376		21.203176		2.059209		3.8360815		12.949891		2.125914		4.4852867		1.7486315		2.269445		4.4062085		1.0420904		1.9396334		3.694868		1.0880833		2.1652002		0.80622625		Yes		No		No		CD898363		TC395745		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC395745]

		A_99_P572642		6.6191745		8.259918		8.2272835		8.503869		5.730559		6.2049613		6.961679		6.6278667		5.23838		6.4071145		6.9854198		6.7921867		-1.8513987		-4.1553125		-2.4042792		-3.6705654		-2.6041174		-3.6120145		-2.3650386		-3.2754254		-0.8886156		-2.054957		-1.2656045		-1.8760023		-1.3807945		-1.8528037		-1.2418637		-1.7116823		Yes		Yes		Yes		CJ736700		TC460714		0

		A_99_P230846		14.373212		14.422261		14.406041		14.437508		13.553075		13.540849		13.144409		12.991254		13.498287		13.859225		12.886113		14.247926		-1.7655736		-1.8421781		-2.3976681		-2.7249954		-1.8339124		-1.4773749		-2.8677673		-1.1404332		-0.820137		-0.8814125		-1.261632		-1.4462538		-0.87492466		-0.56303596		-1.519928		-0.18958187		Yes		No		No		TA61742_4565		0		0

		A_99_P494887		10.319461		9.72989		9.517094		10.061851		9.297946		8.750478		8.183312		8.455882		9.19856		9.0372		7.811527		9.736575		-2.0300496		-1.9716618		-2.5206246		-3.0440001		-2.1748278		-1.6162943		-3.2615707		-1.2529036		-1.0215149		-0.9794121		-1.3337812		-1.6059685		-1.1209011		-0.6926899		-1.7055669		-0.32527542		Yes		No		No		AK332839		TC429467		Triticum aestivum cDNA, clone: WT005_A02, cultivar: Chinese Spring [AK332839]

		A_99_P356456		3.8898754		2.6360598		1.4440452		1.9856014		4.880375		5.821238		3.2096508		2.1075988		5.340183		4.831652		3.656417		3.1460016		1.9868728		9.095659		3.400167		1.0882405		2.7326627		4.580777		4.6343656		2.2351942		0.9904995		3.1851783		1.7656056		0.12199736		1.4503074		2.1955924		2.2123718		1.1604002		Yes		Yes		Yes		TA98781_4565		TC405101		0

		A_99_P386992		7.862798		7.683876		8.320422		7.912416		8.96889		10.063229		9.497757		9.321147		10.842746		9.237124		10.071388		9.338511		2.1526175		5.203032		2.261586		2.6550353		7.889575		2.934772		3.3658388		2.6871848		1.106092		2.3793526		1.1773348		1.408731		2.9799476		1.5532484		1.7509661		1.4260955		Yes		Yes		Yes		TA107247_4565		TC398509		Rep: Acrosin precursor  [Contains: Acrosin light chain; Acrosin heavy chain] - Homo sapiens (Human), partial (8%) [TC398509]

		A_99_P414842		9.210441		8.809639		8.550607		9.050645		9.672242		10.322822		9.289523		9.035017		10.138688		9.692997		9.807547		9.481627		1.3772606		2.8543904		1.6689218		-1.0108913		1.9029629		1.844664		2.3898828		1.3481514		0.46180153		1.5131826		0.7389164		-0.015627861		0.92824745		0.883358		1.2569399		0.4309826		No		Yes		Yes		TC376355		TC376355		0

		A_99_P495517		7.79944		7.569305		6.753924		7.5264497		7.3860226		6.5135903		5.2009907		6.704884		8.009377		6.8904724		5.376301		6.9401608		-1.3318368		-2.0787475		-2.934131		-1.7673229		1.1566373		-1.6008438		-2.5983992		-1.5013797		-0.41341734		-1.0557146		-1.5529332		-0.8215656		0.20993662		-0.67883253		-1.3776231		-0.5862889		No		Yes		Yes		AK333756		TC429739		Triticum aestivum cDNA, clone: WT008_A14, cultivar: Chinese Spring [AK333756]

		A_99_P313606		8.959641		9.037076		9.505539		9.629567		8.3903055		8.043387		8.624339		9.093492		8.268693		8.409194		8.489419		9.275684		-1.4838405		-1.9912696		-1.8419065		-1.4500228		-1.6143445		-1.5452948		-2.0224724		-1.2779956		-0.56933594		-0.9936886		-0.88119984		-0.5360756		-0.6909485		-0.627882		-1.01612		-0.3538828		No		Yes		Yes		TA85710_4565		TC391362		0

		A_99_P313481		2.8510373		2.824012		3.4602273		3.7804973		3.5210578		4.518438		4.5953054		4.4325786		4.594042		3.97391		5.004682		4.4739013		1.5910957		3.2364805		2.1963046		1.5714335		3.3473155		2.2189822		2.916938		1.6170945		0.6700206		1.6944258		1.1350782		0.65208125		1.7430046		1.149898		1.5444548		0.69340396		Yes		No		No		TA85672_4565		0		0

		A_99_P121660		5.844366		5.4288745		5.3133383		5.441679		5.659906		7.2234244		6.848061		5.329551		6.3299904		6.096546		7.3584228		5.617376		-1.1363916		3.4690723		2.8973277		-1.0808212		1.4001917		1.5885073		4.1269746		1.1295098		-0.18446016		1.79455		1.5347228		-0.11212778		0.4856243		0.6676717		2.0450845		0.17569685		No		Yes		Yes		CJ665273		TC393841		CJ665273 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp3a04 5', mRNA sequence [CJ665273]

		A_99_P377372		3.7755363		4.134073		4.940319		3.8666942		2.458776		2.7190216		2.249369		2.656607		2.2925937		2.241348		2.170846		2.4775803		-2.491061		-2.666692		-6.4573855		-2.3135164		-2.7951827		-3.7133589		-6.8185883		-2.6191776		-1.3167603		-1.4150512		-2.6909502		-1.2100873		-1.4829426		-1.8927248		-2.769473		-1.3891139		Yes		Yes		Yes		TA104882_4565		TC432905		Rep: Os03g0102400 protein - Oryza sativa subsp. japonica (Rice), partial (49%) [TC432905]

		A_99_P065790		5.5284634		5.338333		6.0109463		5.3173523		4.0537143		3.939068		4.0932565		3.2718718		3.4884531		2.659187		2.3862073		3.326193		-2.779353		-2.6376717		-3.7781758		-4.1281075		-4.1124845		-6.404767		-12.335454		-3.975563		-1.4747491		-1.399265		-1.9176898		-2.0454805		-2.0400102		-2.679146		-3.624739		-1.9911592		Yes		Yes		Yes		CK217291		0		FGAS029293 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217291]

		A_99_P224156		6.273702		7.118872		5.621683		8.907456		9.7136755		12.577497		15.0474825		11.714602		10.701365		12.589958		14.4236145		11.685734		10.852634		43.975388		687.7781		6.9989867		21.520853		44.35688		446.319		6.8603272		3.4399734		5.4586244		9.425799		2.807146		4.4276633		5.471086		8.801931		2.7782774		Yes		Yes		Yes		TA59735_4565		TC438686		0

		A_99_P458782		5.983013		5.206598		5.178244		5.496281		7.24869		8.685289		7.0637937		6.0885396		9.128968		7.9510026		7.283556		6.2845197		2.4044		11.147835		3.6949365		1.507605		8.851704		6.701132		4.3029075		1.7269646		1.265677		3.4786916		1.8855495		0.59225845		3.145955		2.7444048		2.1053119		0.7882385		Yes		Yes		Yes		CN011702		TC409702		0

		A_99_P323511		9.60342		9.44495		9.799256		9.61721		9.998198		10.723273		10.080762		9.9015665		10.632806		9.973284		10.461226		10.012385		1.3147398		2.4255688		1.2154627		1.2178667		2.0411549		1.4422624		1.5822419		1.3151022		0.3947773		1.2783232		0.28150558		0.28435612		1.0293856		0.52833366		0.66197014		0.39517498		No		Yes		Yes		TA88593_4565		TC382453		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC382453]

		A_99_P459007		2.191561		2.9927342		2.5939276		3.1003506		2.3086834		4.6189		3.5984318		3.8581955		3.543142		4.4536824		4.2129006		3.4618645		1.0845695		3.0869148		2.006254		1.6909628		2.5519164		2.7528925		3.071563		1.2847733		0.11712241		1.6261656		1.0045042		0.7578449		1.3515811		1.4609482		1.618973		0.36151385		Yes		No		No		TA65056_4565		TC409881		0

		A_99_P376022		4.006407		5.1384697		5.700888		5.575672		3.8171113		4.0718174		4.234826		4.8431535		4.014875		4.2674956		4.539486		4.814816		-1.1402068		-2.0945673		-2.7626677		-1.6615373		1.0058869		-1.8288974		-2.2367473		-1.6944959		-0.18929553		-1.0666523		-1.4660621		-0.7325187		0.008468151		-0.87097406		-1.1614022		-0.76085615		No		Yes		Yes		TA104566_4565		TC428861		Rep: NB-ARC domain containing protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC428861]

		A_99_P266806		11.317801		10.934522		10.969266		10.478408		11.066552		8.771172		10.455511		10.11531		9.9442		9.396272		9.482711		10.122608		-1.1902374		-4.4795384		-1.4277613		-1.286185		-2.5911667		-2.9044197		-2.8021905		-1.2796947		-0.2512493		-2.16335		-0.51375484		-0.36309814		-1.3736019		-1.53825		-1.4865551		-0.35579967		Yes		No		No		TA71948_4565		0		0

		A_99_P202031		11.014774		11.001946		9.6908655		11.120463		10.66538		8.891978		9.769703		10.085696		9.333099		9.673466		8.7427		10.613132		-1.274026		-4.3168178		1.0561665		-2.048783		-3.2080019		-2.5113807		-1.9294182		-1.4214181		-0.3493948		-2.1099682		0.078837395		-1.0347672		-1.681675		-1.3284807		-0.9481659		-0.5073309		Yes		No		No		TA51577_4565		TC409495		Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat), partial (9%) [TC409495]

		A_99_P336101		9.387292		9.783768		9.294586		9.225762		9.587827		10.0838785		10.368139		9.638404		9.421925		9.957691		10.368459		9.483584		1.1491243		1.231239		2.1046102		1.3311208		1.024296		1.1281223		2.1050763		1.1956723		0.20053482		0.30011082		1.0735531		0.41264153		0.034632683		0.17392349		1.0738726		0.25782204		No		Yes		Yes		TA92402_4565		TC387214		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC387214]

		A_99_P530757		5.4150386		5.899175		5.857075		4.4731655		6.6284165		5.998338		7.436072		6.0578423		4.691035		5.385157		5.7776256		6.0093255		2.3187993		1.0711519		2.9876199		2.9994059		-1.6517596		-1.4280219		-1.0566149		2.9002154		1.213378		0.099163055		1.5789967		1.5846767		-0.7240038		-0.51401806		-0.07944965		1.53616		Yes		No		No		TC444852		TC444852		Rep: Predicted protein - Monosiga brevicollis MX1, partial (3%) [TC444852]

		A_99_P338251		2.7572854		2.5396063		1.4815226		1.976685		2.8201053		2.5688233		4.9107256		5.7523975		3.8617764		3.4737403		4.5924115		3.0882213		1.0445054		1.0204581		10.771916		13.696282		2.15023		1.9107434		8.639148		2.160756		0.06281996		0.029217005		3.429203		3.7757125		1.104491		0.934134		3.110889		1.1115363		Yes		Yes		Yes		TA93075_4565		TC410405		Rep: Phenazine biosynthesis family protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC410405]

		A_99_P359656		6.6846414		6.967077		7.2247405		7.7621255		5.8078074		5.960449		6.621135		7.095068		5.0814633		6.420353		5.494236		7.7262006		-1.8363409		-2.009209		-1.5195091		-1.5878311		-3.0381184		-1.4607648		-3.3184385		-1.0252138		-0.8768339		-1.0066276		-0.6036053		-0.6670575		-1.603178		-0.54672384		-1.7305045		-0.03592491		No		Yes		Yes		TA99880_4565		TC383806		Rep: Os04g0412300 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC383806]

		A_99_P467967		4.3591733		4.4479084		3.097525		2.2555678		3.4439404		2.064925		1.7051564		1.4323524		3.0329208		2.784752		3.932392		1.4555525		-1.8858734		-5.216143		-2.6250927		-1.7693449		-2.5075047		-3.167087		1.7836926		-1.7411196		-0.9152329		-2.3829834		-1.3923684		-0.82321537		-1.3262525		-1.6631565		0.834867		-0.80001533		Yes		No		No		CA632147		TC415373		Rep: Chromosome chr10 scaffold_204, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC415373]

		A_99_P477707		5.9983773		6.6400304		6.9194865		7.21566		5.8458366		4.9968243		5.6304092		6.178986		4.6299033		5.529138		4.4000845		7.135258		-1.1115252		-3.1235921		-2.443717		-2.0514927		-2.581973		-2.159792		-5.733444		-1.0573125		-0.15254068		-1.6432061		-1.2890773		-1.036674		-1.368474		-1.1108923		-2.519402		-0.0804019		Yes		Yes		Yes		AK335888		TC416396		Triticum aestivum cDNA, clone: SET2_L08, cultivar: Chinese Spring [AK335888]

		A_99_P519152		13.044434		12.2746935		12.681539		12.616699		14.210164		14.7784395		17.64509		15.753026		15.78754		15.101462		18.010216		13.920494		2.2434678		5.6715617		31.201674		8.792825		6.6951056		7.094834		40.18756		2.468774		1.1657305		2.503746		4.9635515		3.1363268		2.7431068		2.8267689		5.328677		1.3037949		Yes		Yes		Yes		CK161960		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P037094		3.6142952		3.4067857		2.5656044		2.6100295		6.492954		7.27712		6.3297477		6.0089765		8.842402		5.916496		6.8942323		5.2834506		7.3546596		14.624693		13.586888		10.548362		37.481518		5.695056		20.09309		6.3794017		2.8786585		3.8703344		3.7641432		3.398947		5.2281075		2.50971		4.3286276		2.6734211		Yes		Yes		Yes		AL819902		0		AL819902 N:130 Triticum aestivum cDNA clone D11_N130_plate_20, mRNA sequence [AL819902]

		A_99_P499187		5.990309		5.255817		6.2490315		7.3031445		4.8150554		3.678767		5.572939		5.8054786		4.794397		4.943132		5.033341		6.9340606		-2.2583253		-2.9835913		-1.5978065		-2.8238547		-2.290896		-1.242017		-2.3225193		-1.2915324		-1.1752534		-1.57705		-0.6760926		-1.4976659		-1.1959119		-0.312685		-1.2156906		-0.36908388		Yes		No		No		0		0		0

		A_99_P424367		8.711239		8.497992		8.335079		8.190044		9.155227		9.571952		9.463748		8.671524		9.338078		9.414315		9.779481		8.360321		1.3603594		2.1052043		2.186569		1.3961749		1.5441777		1.8872999		2.7214994		1.1252742		0.44398785		1.0739603		1.1286688		0.48147964		0.6268387		0.91632366		1.4444017		0.17027664		No		Yes		Yes		CD894271		TC384217		0

		A_99_P462922		8.485822		8.565288		8.282737		8.858914		7.096536		7.766262		5.145555		6.978061		7.3924203		7.580658		5.705995		8.625103		-2.6194892		-1.7399255		-8.798038		-3.6829278		-2.1337652		-1.9788053		-5.965908		-1.1759375		-1.3892856		-0.79902554		-3.1371818		-1.8808532		-1.0934014		-0.98462963		-2.5767417		-0.23381138		Yes		Yes		Yes		CJ679530		TC412355		0

		A_99_P215496		7.868132		7.5107484		7.132893		7.59158		6.6859612		6.3666596		6.039631		5.6826186		6.8603835		6.8889747		5.8396854		7.5130477		-2.2691798		-2.210065		-2.1335592		-3.7553864		-2.0107708		-1.5387659		-2.4507234		-1.0559431		-1.1821709		-1.1440887		-1.0932622		-1.9089613		-1.0077486		-0.6217737		-1.2932076		-0.07853222		Yes		No		No		TA56327_4565		0		0

		A_99_P357521		8.319299		6.856893		8.804187		8.0632		10.679707		13.215655		12.322624		9.961162		11.645099		11.187711		12.477391		10.274726		5.135155		82.06882		11.459224		3.7268627		10.026874		20.123617		12.756887		4.631649		2.3604078		6.3587623		3.5184374		1.8979616		3.3258		4.3308177		3.6732044		2.211526		Yes		Yes		Yes		TA99155_4565		TC406095		Rep: DNA replication and repair protein RecF - Rhodopseudomonas palustris (strain BisA53), partial (9%) [TC437382]

		A_99_P209506		6.9198837		7.50866		7.0474715		6.1041894		6.105882		6.2792296		5.7016234		4.8943877		5.715811		7.061669		5.9682536		5.340201		-1.7580811		-2.3447437		-2.5417957		-2.3130584		-2.303892		-1.3631941		-2.1128905		-1.698179		-0.81400156		-1.2294302		-1.3458481		-1.2098017		-1.204073		-0.44699097		-1.0792179		-0.7639885		Yes		No		No		TA54002_4565		0		0

		A_99_P010181		5.1810226		4.824339		5.072756		5.184167		3.7781932		3.902069		4.173038		3.5887144		3.4869194		4.0787477		3.4457238		3.6113892		-2.6441965		-1.8950945		-1.865701		-3.021893		-3.2357569		-1.6766611		-3.0887692		-2.974769		-1.4028294		-0.9222698		-0.8997178		-1.5954525		-1.6941032		-0.74559116		-1.627032		-1.5727777		Yes		No		No		CK209719		TC461146		Rep: Calcium-dependent calmodulin-independent protein kinase isoform 2 - Cicer arietinum (Chickpea) (Garbanzo), partial (56%) [TC461146]

		A_99_P248266		9.459909		9.402419		8.777049		9.090834		9.465772		9.673903		9.98259		9.484084		9.27114		9.669144		9.738572		9.206796		1.0040717		1.2070491		2.3062367		1.3133491		-1.139791		1.2030734		1.9473647		1.0836974		0.005862236		0.27148438		1.2055407		0.39325047		-0.18876934		0.2667246		0.96152306		0.11596203		No		Yes		Yes		CJ798986		TC450867		CJ798986 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15h04 5', mRNA sequence [CJ798986]

		A_99_P030226		12.5147705		12.276362		11.391449		11.062081		11.448097		11.198845		10.601764		9.186524		11.2609825		11.712372		10.454064		10.715358		-2.0945978		-2.1104016		-1.7286973		-3.6694324		-2.3846674		-1.4783528		-1.9150534		-1.2716693		-1.0666733		-1.0775175		-0.78968525		-1.875557		-1.253788		-0.5639906		-0.9373846		-0.34672356		Yes		No		No		AK331910		TC383975		Triticum aestivum cDNA, clone: WT002_K19, cultivar: Chinese Spring [AK331910]

		A_99_P092240		7.4179764		7.4207153		7.679489		7.412159		6.623944		6.144981		6.428945		5.787781		6.5279145		6.43759		6.262381		6.2336392		-1.7339143		-2.4212203		-2.3793113		-3.0830925		-1.8532556		-1.9767429		-2.6704967		-2.2634442		-0.7940326		-1.2757344		-1.2505441		-1.6243782		-0.89006186		-0.9831252		-1.417108		-1.1785197		Yes		No		No		0		0		0

		A_99_P418377		8.189515		7.826617		8.228668		8.187817		7.405496		7.3720803		7.0130944		7.3338485		7.370951		7.158666		6.746613		7.797285		-1.7219211		-1.3703424		-2.3223312		-1.8074656		-1.7636496		-1.5888144		-2.793464		-1.3108763		-0.784019		-0.45453644		-1.2155738		-0.85396814		-0.81856394		-0.66795063		-1.4820552		-0.39053154		No		Yes		Yes		TC379279		TC379279		Rep: Probable plastidic glucose transporter 1 - Arabidopsis thaliana (Mouse-ear cress), partial (67%) [TC379279]

		A_99_P301951		10.461389		11.362438		11.469536		10.995934		10.82738		10.404649		10.342879		10.978706		10.056151		10.759841		9.899139		10.933642		1.2887671		-1.9423314		-2.1835213		-1.0120126		-1.3243066		-1.5184478		-2.9698632		-1.0441226		0.3659916		-0.9577894		-1.1266565		-0.017227173		-0.4052372		-0.60259724		-1.5703964		-0.062291145		No		Yes		Yes		TA82254_4565		TC444850		0

		A_99_P309206		11.694514		10.748483		9.494037		8.633971		12.2802725		12.628949		10.447785		9.157035		13.075677		11.702445		11.0585785		8.502507		1.5008276		3.6819408		1.936899		1.4370036		2.604782		1.9371858		2.9578354		-1.0954047		0.5857582		1.8804665		0.9537487		0.52306366		1.3811626		0.9539623		1.5645418		-0.131464		No		Yes		Yes		TA84413_4565		TC459607		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC459607]

		A_99_P345601		6.0544095		6.256031		5.79767		6.040108		5.4816895		5.45915		5.0741744		5.437863		5.49116		5.791256		4.7275805		5.97969		-1.4873251		-1.7373413		-1.6511778		-1.5180774		-1.4775937		-1.3801022		-2.0995634		-1.0427679		-0.57272005		-0.7968812		-0.7234955		-0.60224533		-0.5632496		-0.4647751		-1.0700893		-0.06041813		No		Yes		Yes		TA95361_4565		TC385445		Rep: Chromosome chr19 scaffold_126, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC385445]

		A_99_P341481		6.719877		6.6926365		6.4393044		6.842112		7.2526207		8.789623		8.299026		6.651811		8.078378		7.612782		8.294845		6.5538526		1.446678		4.278149		3.6293752		-1.1410017		2.564186		1.8923061		3.6188724		-1.2211661		0.53274393		2.0969868		1.8597212		-0.19030094		1.358501		0.9201455		1.8555403		-0.2882595		Yes		Yes		Yes		TA94035_4565		TC396482		Rep: Galactosyltransferase-like protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC396482]

		A_99_P470907		7.184198		6.2662377		6.3978233		6.352964		6.2322774		5.6745353		5.7827992		4.452972		5.87162		5.8245964		5.457398		5.4282784		-1.9344461		-1.507024		-1.5315835		-3.7321112		-2.4838495		-1.3581486		-1.919094		-1.8982704		-0.9519205		-0.59170246		-0.6150241		-1.899992		-1.3125777		-0.44164133		-0.9404254		-0.9246855		Yes		No		No		DR735364		TC417096		FGAS081034 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735364]

		A_99_P434462		11.027148		10.816222		10.408244		9.955097		10.3324585		9.749962		9.958797		8.0878105		9.898002		10.088618		9.500767		9.143677		-1.6185364		-2.0939984		-1.3655164		-3.6484575		-2.187293		-1.6558867		-1.8757628		-1.7549385		-0.69468975		-1.0662603		-0.44944668		-1.8672867		-1.1291466		-0.7276039		-0.9074774		-0.81142044		Yes		No		No		DR735792		TC408194		MITTARRNG T.aestivum mitochondrion rrn26 gene for rRNA large subunit (26S), partial (17%) [TC408194]

		A_99_P002326		1.6819388		1.544968		2.1337924		1.545751		2.1570327		4.367687		3.889761		2.1005626		3.5396087		3.216526		3.9215155		2.692526		1.3900087		7.074946		3.3775299		1.4689767		3.6242185		3.1855843		3.4526954		2.214184		0.47509396		2.822719		1.7559686		0.5548116		1.85767		1.671558		1.7877231		1.1467751		Yes		No		No		0		0		0

		A_99_P440607		5.3984942		3.6500099		4.5851517		3.834903		5.6595592		5.8735967		7.2917213		6.6389637		7.110905		4.6094		7.153463		6.078565		1.1983631		4.6705317		6.527677		6.9840345		3.27708		1.9444875		5.9311476		4.735977		0.261065		2.2235868		2.7065697		2.8040607		1.7124109		0.9593899		2.5683112		2.243662		Yes		No		No		TC397156		TC397156		0

		A_99_P336296		7.218655		7.252051		7.4887004		7.583486		8.184466		9.059912		8.691463		7.6640897		8.407195		8.419082		9.003536		7.7694798		1.9531615		3.5012276		2.301801		1.0574604		2.2792196		2.2454908		2.8576632		1.1376002		0.96581125		1.8078609		1.2027631		0.0806036		1.18854		1.1670308		1.5148358		0.18599367		Yes		Yes		Yes		TA92457_4565		0		0

		A_99_P020429		4.993357		3.9914844		2.114989		3.2398167		3.3294318		2.8909502		1.687214		2.3383143		4.161939		4.2947316		3.3017585		2.8084927		-3.1687753		-2.1443408		-1.3451574		-1.8680103		-1.7794335		1.2339185		2.2764244		-1.3484706		-1.6639254		-1.1005342		-0.42777503		-0.9015024		-0.83141804		0.3032472		1.1867695		-0.431324		Yes		No		No		CV778623		TC427704		FGAS073032 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV778623]

		A_99_P132190		9.945038		9.424126		8.494389		8.118337		8.534677		8.227895		7.307818		6.8537545		8.594397		8.98306		7.4145637		8.053481		-2.6580372		-2.2914026		-2.2761106		-2.4025762		-2.5502546		-1.3576069		-2.1137795		-1.0459802		-1.4103613		-1.1962309		-1.1865706		-1.2645822		-1.3506413		-0.4410658		-1.0798249		-0.064855576		Yes		No		No		CJ723319		TC420487		CJ723319 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh1h04 5', mRNA sequence [CJ723319]

		A_99_P482842		6.6489587		6.109736		6.7057366		8.486514		8.718998		10.392739		11.507248		9.569022		9.225608		10.696879		10.998029		10.175765		4.198981		19.467602		27.886816		2.1177144		5.965525		24.036308		19.59335		3.2248921		2.0700393		4.2830033		4.8015113		1.0825081		2.5766492		4.5871434		4.292292		1.689251		Yes		No		No		TC423564		TC423564		0

		A_99_P056506		8.749381		7.3646693		7.9379687		7.884192		12.61591		13.5961485		13.153919		10.76767		13.921187		12.839005		14.030444		10.595551		14.586163		75.138435		37.167004		7.3792677		36.046978		44.45692		68.23667		6.549381		3.8665285		6.231479		5.2159505		2.8834777		5.1718063		5.474336		6.0924754		2.7113585		Yes		Yes		Yes		TA67639_4565		TC417142		0

		A_99_P257726		12.510234		11.752948		12.793363		12.584465		11.676361		9.177209		9.136088		11.160202		12.727895		9.486701		9.699241		10.91689		-1.7824638		-5.9617624		-12.616801		-2.6837738		1.1628467		-4.8107		-8.539325		-3.1768014		-0.8338728		-2.575739		-3.6572742		-1.424263		0.2176609		-2.2662468		-3.094122		-1.6675749		Yes		Yes		Yes		TA69333_4565		TC420170		Rep: Chalcone synthase 1 - Hordeum vulgare (Barley), partial (93%) [TC420170]

		A_99_P411782		5.1948085		5.13505		5.207844		4.554611		6.024307		6.8346786		6.788708		5.6963973		7.0997357		5.906582		7.0081463		5.553524		1.7770673		3.2481737		2.9914904		2.2065403		3.7449002		1.7070817		3.4829326		1.9984934		0.8294983		1.6996288		1.5808644		1.1417861		1.9049273		0.77153206		1.8003025		0.9989128		Yes		Yes		Yes		CK194655		TC373786		Rep: Beta-glucosidase aggregating factor - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (14%) [TC373786]

		A_99_P194438		12.949292		12.896203		11.633073		12.02193		13.172833		13.784317		12.604671		12.373093		13.883294		13.4642725		12.8864565		12.3710375		1.1675961		1.8507551		1.961011		1.2755884		1.9105685		1.4825383		2.383999		1.2737726		0.22354126		0.888114		0.9715977		0.3511629		0.9340019		0.56806946		1.2533836		0.34910774		No		Yes		Yes		0		0		0

		A_99_P193168		10.260221		10.67622		9.292962		9.305951		9.96383		10.278305		11.120041		9.163207		10.615501		10.496364		11.059036		9.171776		-1.2280681		-1.3176022		3.5481791		-1.104003		1.2792346		-1.132771		3.4012716		-1.0974653		-0.29639053		-0.3979149		1.8270788		-0.14274406		0.35528088		-0.1798563		1.7660742		-0.1341753		No		Yes		Yes		CJ732908		TC429880		CJ732908 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh11f05 5', mRNA sequence [CJ732908]

		A_99_P127425		3.5829608		4.2021728		4.3024983		4.2710648		4.799265		5.01782		5.010227		4.699805		5.047601		4.8820577		5.4564285		4.621862		2.323507		1.7600875		1.633231		1.3460575		2.7599466		1.6020119		2.2251925		1.2752651		1.2163041		0.8156471		0.70772886		0.42874002		1.4646404		0.6798849		1.1539302		0.35079718		No		Yes		Yes		CJ779111		TC386969		CJ779111 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl28f13 5', mRNA sequence [CJ779111]

		A_99_P162562		12.766841		12.466843		9.628405		8.419327		13.098983		13.200043		13.916286		11.261555		13.397153		13.932823		13.404931		8.964657		1.258881		1.6623223		19.533545		7.1712666		1.5478997		2.7625117		13.704012		1.4593542		0.33214188		0.7332001		4.287882		2.842228		0.63031197		1.4659805		3.7765265		0.54533005		Yes		Yes		Yes		DR738899		TC378180		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		A_99_P430642		6.90667		5.9040933		6.222786		6.5778127		7.504359		7.476828		7.0012875		6.4456673		7.897551		6.826824		7.286494		6.8125153		1.5132902		2.9746807		1.7153482		-1.0959222		1.9873981		1.8957003		2.0902967		1.1766641		0.5976887		1.5727348		0.7785015		-0.1321454		0.99088097		0.9227309		1.0637078		0.23470259		No		Yes		Yes		CJ530292		TC388999		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC388999]

		A_99_P326821		10.714184		10.969075		9.561793		8.778863		9.596065		9.469253		8.0784235		7.5849214		9.177043		10.071175		8.08875		8.986827		-2.170638		-2.8280795		-2.7960105		-2.2877693		-2.9021878		-1.8633524		-2.776069		1.155057		-1.1181192		-1.4998226		-1.4833698		-1.1939416		-1.5371408		-0.8979006		-1.4730434		0.20796394		Yes		No		No		TA89586_4565		TC387972		Rep: AT4g39970/T5J17_140 - Arabidopsis thaliana (Mouse-ear cress), partial (64%) [TC387972]

		A_99_P480192		2.3562875		3.4712973		3.6417382		4.6663013		1.4762101		2.3015563		1.6397904		1.7493925		1.4698974		1.7682136		1.587478		2.854913		-1.840474		-2.249713		-4.0054045		-7.552262		-1.848545		-3.2559614		-4.1533065		-3.5097985		-0.88007736		-1.1697409		-2.0019479		-2.9169087		-0.8863901		-1.7030836		-2.0542603		-1.8113883		Yes		Yes		Yes		TA111031_4565		TC422229		0

		A_99_P460767		9.029195		7.569998		5.0722547		7.875645		8.711404		7.8934436		6.8676972		8.345469		9.003131		7.7529426		7.0340157		8.368768		-1.2464206		1.2513157		3.4712195		1.3849409		-1.0182303		1.1351986		3.8953717		1.407488		-0.317791		0.3234458		1.7954426		0.4698243		-0.026063919		0.18294477		1.961761		0.49312258		No		Yes		Yes		BU100091		TC411026		0

		A_99_P302246		9.555295		9.622216		8.91768		8.819818		9.577046		9.816308		9.260493		9.076884		10.408927		9.633145		9.9461155		8.93155		1.0151912		1.1440037		1.2682275		1.1950464		1.8070444		1.0076042		2.0398114		1.080525		0.021751404		0.1940918		0.3428135		0.25706673		0.853632		0.010929108		1.0284357		0.11173248		No		Yes		Yes		TA82341_4565		0		0

		A_99_P298996		3.6465065		3.4089413		1.5546432		2.343653		3.2041519		4.1225915		2.9126585		2.1046846		4.635778		4.005627		4.142421		1.6743561		-1.3588203		1.6399481		2.563323		-1.1801485		1.9851822		1.5122387		6.011719		-1.5902977		-0.44235468		0.7136502		1.3580153		-0.23896837		0.9892714		0.5966859		2.5877776		-0.66929686		No		Yes		Yes		TA81382_4565		0		0

		A_99_P248231		4.0028243		4.7219286		5.1775703		4.124979		3.1366913		2.709346		3.6300557		3.787709		3.2549865		4.163		3.0757701		3.5663116		-1.8227706		-4.035039		-2.9231315		-1.2633637		-1.6792742		-1.4731747		-4.2924466		-1.4729081		-0.866133		-2.0125825		-1.5475147		-0.33727002		-0.7478378		-0.5589285		-2.1018002		-0.5586674		Yes		No		No		AK330904		TC372512		Triticum aestivum cDNA, clone: SET5_J16, cultivar: Chinese Spring [AK330904]

		A_99_P448257		4.4362826		4.988709		4.591946		5.379061		6.0782814		9.440986		8.038777		5.726465		7.1000695		8.194852		8.175567		5.3996043		3.1209793		21.891163		10.9043455		1.2722692		6.336942		9.228799		11.988843		1.0143412		1.6419988		4.4522767		3.4468312		0.347404		2.663787		3.206143		3.5836205		0.020543098		Yes		Yes		Yes		TC401677		TC401677		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), complete [TC401677]

		A_99_P470677		10.037071		10.608499		9.374072		8.910035		9.227647		9.393125		8.235355		8.431005		9.616345		9.929749		9.011047		8.429168		-1.7525121		-2.3220098		-2.201851		-1.3938068		-1.3386009		-1.6007522		-1.2861195		-1.3955824		-0.8094244		-1.215374		-1.1387167		-0.4790306		-0.42072582		-0.67875004		-0.3630247		-0.4808674		No		Yes		Yes		CV762092		TC416980		Rep: Thaumatin-like protein TLP5 - Hordeum vulgare (Barley), partial (56%) [TC416980]

		A_99_P375612		6.3014755		6.1439376		5.9005914		6.418571		5.313783		5.222218		5.632532		4.163286		5.668724		5.3712654		4.910753		5.3444114		-1.9830105		-1.8943719		-1.2041868		-4.7742853		-1.5505192		-1.7084312		-1.9859627		-2.1054952		-0.98769236		-0.92171955		-0.26805925		-2.2552848		-0.63275146		-0.7726722		-0.9898386		-1.0741596		Yes		No		No		TA104469_4565		TC453155		Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC453155]

		A_99_P183487		11.190478		10.53096		9.752331		8.890466		9.857946		9.124779		9.478846		6.734793		9.641433		9.878871		9.266051		8.050175		-2.5184426		-2.6503472		-1.2087243		-4.4557633		-2.926235		-1.5714421		-1.4008276		-1.7904112		-1.3325319		-1.4061813		-0.27348518		-2.1556726		-1.5490456		-0.6520891		-0.4862795		-0.840291		Yes		No		No		CV767326		TC462017		FGAS061716 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV767326]

		A_99_P282151		9.991025		9.193466		10.195022		10.148365		10.434136		9.445813		11.359401		10.339448		10.382896		9.77199		11.441254		10.349963		1.3595332		1.1911433		2.2413673		1.1416204		1.3120943		1.4933203		2.3722105		1.1499716		0.44311142		0.252347		1.1643791		0.19108295		0.39187145		0.57852364		1.246232		0.20159817		No		Yes		Yes		TA76512_4565		TC385610		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC385610]

		A_99_P168509		6.4777246		6.485782		6.9074616		6.650905		5.79624		5.2794623		5.6541576		4.9296384		5.370655		5.3137927		4.987992		5.1015687		-1.6037894		-2.3074827		-2.3838675		-3.297258		-2.1540766		-2.253222		-3.7828403		-2.9268248		-0.6814847		-1.2063198		-1.253304		-1.7212667		-1.1070695		-1.1719894		-1.9194698		-1.5493364		Yes		No		No		CV771198		0		0

		A_99_P625052		7.202663		7.3354893		7.546732		7.6752677		8.287064		9.146072		9.270682		7.6022105		8.723976		8.308323		9.142584		7.5534935		2.1204944		3.5078404		3.303397		-1.0519434		2.8705223		1.9626918		3.0227296		-1.0880722		1.0844007		1.8105831		1.7239504		-0.073057175		1.5213132		0.97283363		1.5958519		-0.1217742		Yes		Yes		Yes		AK332520		TC417023		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		A_99_P309616		10.778882		11.494159		12.419785		11.596187		10.435758		10.408601		12.182633		12.18394		10.3156595		10.915286		11.782494		11.917697		-1.2685008		-2.122196		-1.1786629		1.5029044		-1.3786178		-1.4936817		-1.5554057		1.2496381		-0.3431244		-1.0855579		-0.23715115		0.5877533		-0.4632225		-0.5788727		-0.63729095		0.32151031		No		Yes		Yes		EU431190		TC454496		Triticum aestivum cultivar Torero subtilisin protease mRNA, partial cds [EU431190]

		A_99_P152982		4.6038		4.807361		4.507429		5.0856767		2.9753659		3.494449		3.237882		3.077362		4.2838426		4.1931844		3.4056733		3.8847148		-3.091772		-2.4844253		-2.4108589		-4.0231194		-1.2482935		-1.5306842		-2.1461573		-2.298929		-1.628434		-1.3129122		-1.2695472		-2.0083146		-0.31995726		-0.61417675		-1.1017559		-1.2009618		Yes		No		No		CJ876786		TC432896		CJ876786 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls22n09 5', mRNA sequence [CJ876786]

		A_99_P024849		4.4093356		3.983277		2.4752848		3.938968		4.6210885		5.527064		4.7671523		3.9408867		5.013489		5.0397325		5.019916		4.008132		1.1580944		2.915588		4.896896		1.0013309		1.5200862		2.0798151		5.83459		1.0491086		0.21175289		1.5437868		2.2918675		0.0019187927		0.60415316		1.0564554		2.5446312		0.06916404		Yes		No		No		BJ225915		TC433383		BJ225915 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl24g06 5', mRNA sequence [BJ225915]

		A_99_P346396		6.2056828		5.3020635		4.4437847		5.0438037		3.9164078		4.2174525		3.4847057		3.2310684		3.8868837		3.988261		3.777298		4.530237		-4.888104		-2.1208034		-1.9440684		-3.5130773		-4.989167		-2.485959		-1.5872031		-1.427575		-2.289275		-1.0846109		-0.959079		-1.8127353		-2.318799		-1.3138025		-0.66648674		-0.5135665		Yes		No		No		TA95616_4565		TC424615		Rep: Chromosome undetermined scaffold_79, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC424615]

		A_99_P008791		9.265497		8.833555		8.061657		8.605056		8.148769		7.8348136		7.289724		7.3350773		7.926519		8.13103		7.0045495		8.447325		-2.1685457		-1.9982563		-1.7075562		-2.4115798		-2.529721		-1.6273507		-2.0807555		-1.1155313		-1.1167278		-0.9987416		-0.7719331		-1.2699785		-1.3389783		-0.70252514		-1.0571074		-0.15773106		Yes		No		No		DR739069		TC386831		FGAS084286 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739069]

		A_99_P060096		5.8309455		4.662765		4.5001707		5.1526237		5.4295673		3.4949067		3.994127		4.359152		5.1546555		3.9972618		3.3724525		4.5976386		-1.320769		-2.2467792		-1.4201504		-1.7332405		-1.5980251		-1.5861214		-2.1851287		-1.4691534		-0.40137815		-1.1678584		-0.5060437		-0.7934718		-0.67629004		-0.66550326		-1.1277182		-0.55498505		No		Yes		Yes		CA729909		0		wip1c.pk002.n22 wip1c Triticum aestivum cDNA clone wip1c.pk002.n22 5' end, mRNA sequence [CA729909]

		A_99_P082125		3.0131342		2.6328728		2.1847918		2.264912		4.4784207		7.2396836		6.878609		5.831392		5.3722253		6.86877		5.895101		5.065436		2.761183		24.36622		25.880922		11.847247		5.1304703		18.84222		13.089238		6.9669347		1.4652865		4.6068106		4.693817		3.56648		2.359091		4.235897		3.7103093		2.800524		Yes		Yes		Yes		DR740782		TC410391		FGAS000718 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740782]

		A_99_P585877		5.569521		5.4289093		4.1731687		4.213055		3.7915003		3.963454		3.4052746		1.9255415		4.489581		4.8756332		3.4754431		3.9140127		-3.4295533		-2.761506		-1.7027824		-4.88214		-2.1139479		-1.4674141		-1.6219457		-1.2303276		-1.7780206		-1.4654553		-0.767894		-2.2875137		-1.0799398		-0.55327606		-0.69772553		-0.29904246		Yes		No		No		X85230		TC384711		T.aestivum pox4 gene [X85230]

		A_99_P274866		14.5735855		13.734477		13.572941		14.984311		14.095512		12.636791		12.290179		13.876434		13.7009115		12.809314		11.73157		14.393074		-1.3928821		-2.1401112		-2.4330425		-2.1552823		-1.8310536		-1.8988991		-3.583503		-1.506538		-0.47807312		-1.0976858		-1.2827616		-1.1078768		-0.872674		-0.92516327		-1.8413706		-0.59123707		Yes		Yes		Yes		AK330672		TC408460		Triticum aestivum cDNA, clone: SET5_A09, cultivar: Chinese Spring [AK330672]

		A_99_P334616		4.20851		4.522449		4.7940903		4.9182773		3.8589542		6.0067916		6.5072536		4.971519		4.3919063		4.3073044		6.6485424		4.903888		-1.2741683		2.7978964		3.2787898		1.0375937		1.1355541		-1.1608202		3.616144		-1.0100236		-0.34955573		1.4843426		1.7131634		0.05324173		0.18339634		-0.21514463		1.8544521		-0.014389038		No		Yes		Yes		TA91943_4565		TC451354		0

		A_99_P249851		8.9483185		9.2647505		8.042251		9.419655		9.104346		9.407773		9.288831		9.56687		9.028022		9.457349		9.12664		9.680764		1.1142151		1.1042161		2.372783		1.1074295		1.0568007		1.1428201		2.1204782		1.1983999		0.1560278		0.14302254		1.2465801		0.14721489		0.07970333		0.19259834		1.0843897		0.26110935		No		Yes		Yes		TA67092_4565		TC383544		Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC404627]

		A_99_P204401		12.097008		11.567829		12.241088		11.8749895		13.216588		13.757457		13.8638		12.589763		13.898117		12.663823		13.698769		12.354141		2.1728375		4.5618773		3.079534		1.6412252		3.484881		2.137603		2.7466645		1.3939239		1.1195803		2.1896276		1.6227121		0.7147732		1.8011093		1.095994		1.4576807		0.47915173		Yes		Yes		Yes		TA52370_4565		TC436985		0

		A_99_P244671		4.980867		5.6259327		6.8375187		4.815226		6.4426684		9.258732		7.8823447		6.3977876		7.5165143		6.403917		8.944987		5.437752		2.7545211		12.404564		2.0631175		2.9950113		5.79837		1.7147332		4.309345		1.5395681		1.4618015		3.6327991		1.044826		1.5825615		2.5356474		0.77798414		2.1074686		0.6225257		Yes		No		No		TA65664_4565		TC395745		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC395745]

		A_99_P494352		5.313121		6.1487713		9.558597		7.841751		4.9955435		4.895203		7.9511867		7.040793		5.1714516		5.2484183		7.751633		7.525303		-1.2462361		-2.384304		-3.047043		-1.7422578		-1.1031808		-1.8665226		-3.4990504		-1.2452611		-0.31757736		-1.2535682		-1.60741		-0.80095816		-0.14166927		-0.90035295		-1.8069634		-0.3164482		No		Yes		Yes		TA91230_4565		TC429223		Rep: CDP-diacylglycerol-choline O-phosphatidyltransferase - Rubrobacter xylanophilus (strain DSM 9941 / NBRC 16129), partial (6%) [TC409614]

		A_99_P328401		9.252999		9.507031		8.74588		9.045694		8.022632		8.456595		7.79291		7.523084		7.7901616		8.884765		7.381668		8.861498		-2.3462677		-2.0711558		-1.9358538		-2.8731039		-2.7565002		-1.5392919		-2.5743568		-1.136184		-1.2303677		-1.050436		-0.95297		-1.5226102		-1.4628377		-0.62226677		-1.364212		-0.18419647		Yes		No		No		TA90051_4565		TC433500		0

		A_99_P434377		9.829998		10.186751		9.671585		10.541098		11.178723		13.493285		12.625232		10.386065		11.625973		12.37178		12.648736		10.235885		2.54687		9.893863		7.747048		-1.1134472		3.4725		4.5473595		7.8742957		-1.2356011		1.3487253		3.3065338		2.9536467		-0.15503311		1.7959747		2.185029		2.977151		-0.30521297		Yes		Yes		Yes		TA63630_4565		TC391997		Rep: Protein disulfide isomerase precursor - Triticum aestivum (Wheat), partial (28%) [TC391997]

		A_99_P147457		7.127554		6.8820977		6.14291		6.4158554		7.2047076		7.557941		6.7079206		6.5758185		7.751982		7.3716445		7.3218246		6.5375066		1.0549347		1.5975302		1.4793984		1.1172585		1.5415998		1.4040037		2.2640636		1.0879793		0.07715368		0.67584324		0.56501055		0.15996313		0.6244283		0.48954678		1.1789145		0.12165117		No		Yes		Yes		DR733619		TC400715		FGAS079377 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR733619]

		A_99_P457372		6.6581187		6.1791987		5.6352673		5.5264707		5.9897237		5.232164		4.28831		4.2902236		6.13003		6.11532		4.816314		4.829183		-1.589304		-1.9279062		-2.5437505		-2.355849		-1.4420174		-1.0452721		-1.7641253		-1.6214534		-0.66839504		-0.94703484		-1.3469572		-1.2362471		-0.52808857		-0.063878536		-0.81895304		-0.69728756		Yes		No		No		CK207660		TC408751		Rep: Calcineurin B-like protein 2 - Oryza sativa subsp. japonica (Rice), partial (88%) [TC408751]

		A_99_P416362		1.5703455		1.4996929		1.5057316		1.4938207		2.3388088		3.9548638		4.5508647		2.91603		5.277231		3.9990175		5.387876		2.6659946		1.7034543		5.483781		8.254227		2.679956		13.058215		5.6542063		14.744904		2.2535102		0.76846325		2.4551709		3.045133		1.4222093		3.7068858		2.4993246		3.8821445		1.172174		Yes		Yes		Yes		TC377607		TC377607		Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC377607]

		A_99_P156052		13.466956		13.567196		13.647949		13.422875		14.217153		14.807537		14.606823		14.152455		14.357975		14.4703245		14.80837		13.88253		1.6820219		2.362544		1.9437919		1.6581562		1.8544854		1.8701171		2.2352254		1.3752128		0.75019646		1.2403412		0.95887375		0.7295799		0.89101887		0.9031286		1.1604204		0.4596548		No		Yes		Yes		TA62671_4565		TC373065		0

		A_99_P091195		2.0847437		2.1134021		2.3942358		2.516054		7.152809		7.8934627		7.4803696		6.6055427		9.515855		6.243049		7.3915496		4.8795223		33.545925		54.950504		33.968697		17.023891		172.57878		17.50442		31.940468		5.1460605		5.0680656		5.780061		5.086134		4.089489		7.4311113		4.1296473		4.9973135		2.3634684		Yes		Yes		Yes		CN010828		TC383068		WHE3876_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3876_F11_K22, mRNA sequence [CN010828]

		A_99_P435137		3.2705793		3.7140827		5.5380974		3.3546762		5.762879		8.678876		7.0256705		4.7607613		7.259086		5.8584104		7.804226		4.6731553		5.626741		31.22854		2.8041687		2.65017		15.873043		4.4208617		4.8103056		2.4940305		2.4922996		4.964793		1.4875731		1.406085		3.9885068		2.1443276		2.2661285		1.3184791		Yes		No		No		BQ842204		TC392603		WHE2990_B08_D16ZS Wheat dormant embryo cDNA library Triticum aestivum cDNA clone WHE2990_B08_D16, mRNA sequence [BQ842204]

		A_99_P491647		1.8384804		1.4646717		1.4794083		1.4555941		5.157251		7.3017163		5.635063		2.4947274		7.1368318		6.136749		6.5307374		3.5838737		9.978136		57.164387		17.822834		2.0549927		39.351624		25.493847		33.15901		4.3719583		3.3187704		5.8370447		4.155655		1.0391333		5.2983513		4.672077		5.051329		2.1282797		Yes		Yes		Yes		CJ623958		TC428044		Rep: Peroxidase - Zea mays (Maize), partial (44%) [TC428044]

		A_99_P267921		6.4812202		6.444164		6.4929137		6.4129233		5.9112053		5.3432612		5.2651544		5.555239		5.835345		5.5819697		5.5001216		6.025366		-1.4845389		-2.1448884		-2.3420296		-1.8121271		-1.5646884		-1.8178008		-1.9900327		-1.3081768		-0.57001495		-1.1009026		-1.2277594		-0.85768414		-0.64587545		-0.86219406		-0.9927921		-0.3875575		No		Yes		Yes		AK332249		TC396054		Triticum aestivum cDNA, clone: WT003_I07, cultivar: Chinese Spring [AK332249]

		A_99_P050584		6.2015533		6.1641135		6.4002852		6.4902787		5.7769337		5.787937		4.2448535		5.3849473		5.6661286		5.4974513		4.167509		6.36107		-1.3422186		-1.2978975		-4.4550195		-2.151483		-1.4493687		-1.5873961		-4.700376		-1.0936936		-0.42461967		-0.37617636		-2.1554317		-1.1053314		-0.5354247		-0.6666622		-2.2327762		-0.12920856		Yes		Yes		Yes		CA628114		0		wle1.pk0003.h6 wle1 Triticum aestivum cDNA clone wle1.pk0003.h6 5' end, mRNA sequence [CA628114]

		A_99_P515822		6.8802185		6.9866047		6.587637		6.6515765		6.319655		6.0587273		5.4993176		6.3996186		6.219581		6.2893834		5.39327		6.574763		-1.4748452		-1.9024749		-2.126262		-1.1908221		-1.5807809		-1.6213789		-2.2884438		-1.0546861		-0.56056356		-0.9278774		-1.0883193		-0.2519579		-0.6606374		-0.6972213		-1.1943669		-0.0768137		No		Yes		Yes		BQ901730		TC438430		0

		A_99_P543232		8.47628		7.8210654		8.223363		7.912625		9.407131		9.848137		12.725911		10.655744		11.01833		9.968509		13.03155		9.154426		1.9064002		4.0757666		22.66742		6.695161		5.8241577		4.4304194		28.016163		2.3649354		0.930851		2.0270715		4.502548		2.7431188		2.5420494		2.1474433		4.8081875		1.2418008		Yes		Yes		Yes		TA63453_4565		TC457244		Rep: Wali5 protein - Triticum aestivum (Wheat), partial (34%) [TC457244]

		A_99_P134660		8.873427		7.3653703		6.674043		7.8966446		9.731716		10.012509		9.305332		7.9793105		11.715587		10.145119		9.460153		7.8569894		1.8128867		6.2642384		6.195793		1.0589731		7.170925		6.867326		6.8976717		-1.0278682		0.85828876		2.647139		2.631289		0.08266592		2.8421593		2.7797484		2.7861094		-0.03965521		Yes		No		No		BT009246		TC443943		Triticum aestivum clone wlk1.pk0019.d6:fis, full insert mRNA sequence [BT009246]

		A_99_P052251		7.240356		7.5533137		6.750975		7.4755764		6.672157		6.818255		3.4259193		6.1855125		6.6106744		6.2726455		4.4967885		6.538872		-1.4826716		-1.6644653		-10.021704		-2.4453888		-1.5472234		-2.429515		-4.770653		-1.914151		-0.56819916		-0.7350588		-3.3250558		-1.2900639		-0.6296816		-1.2806683		-2.2541866		-0.93670464		Yes		Yes		Yes		0		0		0

		A_99_P084735		4.5136533		4.2081323		4.176998		4.4309		3.3363702		2.2890725		3.3447902		3.0583143		3.3180473		2.1238024		3.105634		3.1624286		-2.261505		-3.781765		-1.780408		-2.5893424		-2.2904103		-4.240781		-2.1014194		-2.409062		-1.177283		-1.9190598		-0.8322079		-1.3725858		-1.195606		-2.0843298		-1.0713642		-1.2684715		Yes		No		No		DR737764		0		FGAS082982 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737764]

		A_99_P196198		5.8494453		5.7780004		5.816462		6.0785594		6.04933		6.881223		6.6786613		6.436724		6.95505		6.606083		6.892179		6.8584633		1.1486067		2.1483407		1.8178073		1.2817943		2.1518905		1.7753242		2.1077693		1.7170165		0.19988489		1.1032228		0.8621993		0.3581648		1.1056046		0.82808256		1.075717		0.7799039		No		Yes		Yes		AK331351		0		Triticum aestivum cDNA, clone: WT007_E13, cultivar: Chinese Spring [AK331351]

		A_99_P352921		8.004792		9.769814		12.283119		10.483605		8.086445		8.988773		9.913419		9.636121		9.355924		8.801763		10.5136175		9.563812		1.0582296		-1.7183694		-5.168338		-1.7993609		2.5511212		-1.9561961		-3.4093618		-1.891844		0.08165264		-0.7810402		-2.3697004		-0.8474846		1.3511314		-0.96805096		-1.7695017		-0.9197931		No		Yes		Yes		TA97657_4565		TC377760		Rep: Os01g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC377760]

		A_99_P290516		12.3549		12.569027		12.871558		12.784341		12.114101		11.533561		10.72012		12.653332		12.127445		11.418136		10.851743		12.485878		-1.1816468		-2.0497758		-4.4427032		-1.0950594		-1.1707679		-2.2205102		-4.0553193		-1.2298334		-0.24079895		-1.0354662		-2.1514378		-0.1310091		-0.22745514		-1.1508913		-2.0198154		-0.29846287		No		Yes		Yes		AK333418		TC437097		Triticum aestivum cDNA, clone: WT006_G20, cultivar: Chinese Spring [AK333418]

		A_99_P344901		5.4313827		5.312915		5.6148934		5.032964		4.159657		4.02775		4.1624703		4.0103817		3.7272575		3.2570171		3.4359703		3.5486934		-2.414502		-2.437099		-2.736673		-2.0315523		-3.258313		-4.158023		-4.5281544		-2.7977574		-1.2717257		-1.2851648		-1.4524231		-1.0225825		-1.7041252		-2.0558977		-2.1789231		-1.4842708		Yes		No		No		AK333549		0		Triticum aestivum cDNA, clone: WT006_L22, cultivar: Chinese Spring [AK333549]

		A_99_P421517		11.726815		11.955066		12.26798		11.903956		11.807256		11.428815		11.100669		11.767949		11.732381		11.348306		11.187302		11.621074		1.0573409		-1.4401817		-2.2459266		-1.0988598		1.0038652		-1.5228354		-2.1150298		-1.2166234		0.08044052		-0.52625084		-1.1673107		-0.13600731		0.0055656433		-0.60676		-1.080678		-0.2828827		No		Yes		Yes		TA74300_4565		0		0

		A_99_P449242		11.413647		11.240388		13.680305		13.201457		11.316032		10.217922		11.215116		12.398754		11.935847		10.123771		11.489512		12.131015		-1.0700026		-2.0313878		-5.5219927		-1.7443662		1.4361441		-2.1683793		-4.565561		-2.100077		-0.09761429		-1.0224657		-2.465189		-0.8027029		0.5222006		-1.1166172		-2.190792		-1.0704422		Yes		Yes		Yes		BJ240984		TC403149		Rep: Cytosolic acetyl-CoA carboxylase - Triticum aestivum (Wheat), partial (3%) [TC403149]

		A_99_P537532		6.025305		5.54974		6.0488567		5.831428		7.0127015		7.4480033		7.2858467		6.302746		7.014242		6.7054324		7.499058		6.307791		1.9826043		3.7276423		2.3570623		1.3863752		1.9847226		2.2279124		2.7324612		1.3912321		0.9873967		1.8982635		1.23699		0.47131777		0.9889374		1.1556926		1.450201		0.47636318		Yes		Yes		Yes		0		0		0

		A_99_P411447		13.398046		13.490396		13.41006		13.416676		14.020676		14.221359		14.7992325		13.711605		15.04325		13.955528		15.102112		13.392151		1.5396795		1.6597474		2.6192842		1.226825		3.127922		1.3804443		3.2311592		-1.0171446		0.6226301		0.7309637		1.3891726		0.2949295		1.6452045		0.4651327		1.6920519		-0.024524689		No		Yes		Yes		TC373483		TC373483		Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Oryza sativa (Rice), partial (38%) [TC373483]

		A_99_P425957		5.5908318		5.4475102		5.8763995		5.587721		4.6647058		4.4616		4.5795007		4.0397377		3.7497969		3.928007		3.746722		3.6491585		-1.9001667		-1.9805628		-2.4570017		-2.9240808		-3.5826693		-2.8669233		-4.3761964		-3.8332348		-0.926126		-0.9859104		-1.2968988		-1.5479832		-1.8410349		-1.5195034		-2.1296775		-1.9385624		Yes		No		No		CK202561		TC385453		0

		A_99_P205136		10.308955		9.767704		10.634799		10.182625		11.345769		12.035502		12.034223		10.796643		12.157075		10.978534		11.95855		10.640702		2.0516913		4.8158765		2.6379616		1.5305164		3.6003065		2.3147073		2.5031617		1.3737099		1.0368137		2.2677984		1.3994236		0.61401844		1.8481197		1.2108297		1.3237514		0.45807743		Yes		Yes		Yes		TA52594_4565		TC413324		Rep: Caffeoyl-CoA O-methyltransferase - Phyllostachys edulis, partial (68%) [TC413324]

		A_99_P267371		13.902549		14.629169		14.049266		13.709099		13.237374		13.7348175		12.248126		13.865563		13.966008		14.021736		12.971531		13.730527		-1.58576		-1.8587748		-3.4849546		1.1145525		1.0449685		-1.5235462		-2.1107197		1.0149636		-0.6651745		-0.89435196		-1.8011398		0.15646458		0.0634594		-0.6074333		-1.077735		0.021428108		No		Yes		Yes		TA72111_4565		TC453605		Rep: Ca2+/H+-exchanging protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (5%) [TC453605]

		A_99_P303491		4.6131234		4.298703		5.889372		5.2431574		9.621768		9.205432		10.112618		7.0105577		11.803852		8.872342		10.633225		7.3259163		32.192318		29.996635		18.677721		3.4043994		146.09152		23.812363		26.794289		4.2361655		5.0086446		4.9067287		4.2232466		1.7674003		7.1907287		4.573639		4.7438536		2.082759		Yes		Yes		Yes		TA82711_4565		TC380985		Rep: 4-coumarate:coenzyme A ligase - Eucalyptus camaldulensis (River red gum), partial (42%) [TC380985]

		A_99_P256276		9.472462		9.308004		9.387519		9.182461		9.146343		8.693553		8.417807		8.89663		8.829227		8.751725		8.25525		8.894564		-1.253636		-1.5309757		-1.95845		-1.2191118		-1.5618266		-1.4704719		-2.192032		-1.2208594		-0.32611847		-0.6144514		-0.96971226		-0.2858305		-0.64323425		-0.5562792		-1.1322689		-0.2878971		No		Yes		Yes		TA68906_4565		TC394884		Rep: Plastidic general dicarboxylate transporter - Zea mays (Maize), partial (67%) [TC394884]

		A_99_P243216		2.0197055		2.4600785		2.2936532		1.8716788		2.5133665		3.0736315		4.4209743		2.838641		3.5820553		2.3087819		4.829613		1.9555486		1.4080132		1.5300227		4.3690543		1.9547201		2.9533448		-1.1105671		5.7996264		1.0598571		0.49366093		0.61355305		2.127321		0.9669621		1.5623498		-0.15129662		2.53596		0.083869815		Yes		Yes		Yes		TA65299_4565		TC381901		Rep: Ferredoxin-3, chloroplast precursor - Zea mays (Maize), partial (69%) [TC381901]

		A_99_P462827		7.0602326		6.9195065		5.8191624		6.6850867		7.9352684		8.248493		6.968408		6.907793		7.5450845		7.8900414		6.951449		7.0924125		1.8340535		2.5122614		2.217979		1.1669205		1.3994422		1.9595668		2.1920588		1.3262252		0.87503576		1.3289866		1.1492457		0.22270632		0.48485184		0.9705348		1.1322865		0.40732574		No		Yes		Yes		TC412310		TC412310		0

		A_99_P314071		10.07425		10.598813		10.053396		10.355779		9.154141		8.695746		6.831793		9.043664		9.106128		9.348877		7.25176		8.999593		-1.8922579		-3.7400734		-9.32823		-2.4830525		-1.956293		-2.378309		-6.9723077		-2.5600748		-0.9201088		-1.9030666		-3.2216034		-1.3121147		-0.9681225		-1.2499361		-2.8016362		-1.3561859		Yes		Yes		Yes		TA85842_4565		TC413668		Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC413668]

		A_99_P298021		10.140848		9.6513815		10.468585		10.228298		9.269437		8.764266		6.342266		8.050754		9.858975		8.772002		6.718519		8.163289		-1.8294517		-1.8494745		-17.464083		-4.5238295		-1.215772		-1.8395836		-13.454956		-4.184366		-0.8714113		-0.8871155		-4.126319		-2.1775446		-0.28187275		-0.8793793		-3.7500658		-2.065009		Yes		Yes		Yes		CJ667174		TC398469		CJ667174 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp9p01 5', mRNA sequence [CJ667174]

		A_99_P268686		10.559403		10.203078		10.99499		10.783933		9.918889		9.263283		9.534653		10.204204		9.714314		9.653579		9.893807		10.424963		-1.5588849		-1.9182563		-2.7517276		-1.4945686		-1.7963755		-1.4635779		-2.1453052		-1.2825097		-0.6405144		-0.9397955		-1.4603376		-0.5797291		-0.84508896		-0.5494995		-1.1011829		-0.3589697		No		Yes		Yes		AK334631		TC393424		Triticum aestivum cDNA, clone: WT010_I13, cultivar: Chinese Spring [AK334631]

		A_99_P461822		9.021023		7.9518223		7.7091117		7.7295747		10.526618		11.665417		10.589393		9.339059		11.908933		10.99186		10.926136		9.16412		2.839418		13.119078		7.362935		3.0514274		7.4019732		8.225128		9.29867		2.702969		1.5055952		3.7135944		2.880281		1.6094842		2.88791		3.040038		3.2170243		1.434545		Yes		Yes		Yes		CD884666		TC411696		0

		A_99_P521062		7.5605626		8.03986		8.449857		8.311221		7.3629684		7.367996		7.2936845		7.815962		6.877146		7.602513		7.30477		7.6460557		-1.1467844		-1.5931295		-2.2286534		-1.409574		-1.6059387		-1.3541119		-2.2115943		-1.5857501		-0.19759417		-0.67186356		-1.1561723		-0.49525928		-0.68341684		-0.43734694		-1.1450868		-0.6651654		No		Yes		Yes		TC440930		TC440930		Rep: Splicing factor-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC440930]

		A_99_P133220		6.0227585		4.8892026		7.818218		7.45108		7.599468		6.6380234		7.773618		8.558518		6.956534		6.0408998		7.308141		7.6675816		2.982888		3.3608375		-1.0313972		2.1546276		1.9102685		2.221751		-1.4241261		1.1619127		1.5767097		1.7488208		-0.04460001		1.1074386		0.9337754		1.1516972		-0.510077		0.21650171		Yes		No		No		CJ669174		0		CJ669174 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv17l01 5', mRNA sequence [CJ669174]

		A_99_P330016		1.4752817		2.4783688		1.5035607		1.943868		5.9658146		5.002945		8.462295		3.360771		9.0200205		6.1757417		8.496913		2.9286335		22.47942		5.7540436		124.39063		2.670117		186.7208		12.972395		127.41157		1.9789915		4.490533		2.5245762		6.958734		1.4169029		7.544739		3.697373		6.9933524		0.9847654		Yes		Yes		Yes		TA90539_4565		TC414000		0

		A_99_P563942		10.754868		9.915399		9.899337		10.338059		11.415181		12.538181		11.224132		10.75541		12.380872		11.5268545		11.604529		10.948741		1.5804261		6.1593695		2.5049725		1.335473		3.0865693		3.0556004		3.2607245		1.5269804		0.6603136		2.6227827		1.3247948		0.41735077		1.6260042		1.6114559		1.7051926		0.61068153		Yes		Yes		Yes		TC457560		TC457560		Rep: UPF0217 protein PF1403 - Pyrococcus furiosus, partial (5%) [TC457560]

		A_99_P068430		1.594799		1.5660764		1.5682087		1.566091		1.686449		5.753762		2.0181906		1.6319952		3.7408116		2.3301263		2.8233864		1.6005493		1.0655882		18.222961		1.3660232		1.0467408		4.426028		1.6982512		2.3869655		1.0241723		0.09165001		4.1876855		0.44998193		0.06590426		2.1460125		0.7640499		1.2551777		0.0344584		Yes		Yes		Yes		CJ850738		TC412205		CJ850738 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal16e06 5', mRNA sequence [CJ850738]

		A_99_P153547		4.8509064		4.722107		5.4907203		4.4561133		4.51457		3.280465		3.678665		3.2517128		3.2030573		4.200722		3.27127		4.3956947		-1.2625462		-2.7162986		-3.511422		-2.304415		-3.133661		-1.4353322		-4.6571593		-1.0427682		-0.33633614		-1.441642		-1.8120553		-1.2044005		-1.6478491		-0.5213847		-2.2194502		-0.060418606		Yes		Yes		Yes		CJ907271		TC390497		CJ907271 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles6a22 5', mRNA sequence [CJ907271]

		A_99_P249481		14.191368		14.078343		13.680515		13.412866		14.05492		14.028306		14.265143		13.817329		14.151065		14.365845		14.871793		13.209016		-1.0991955		-1.0352918		1.4996524		1.3235968		-1.02833		1.2205245		2.2835486		-1.1517677		-0.1364479		-0.050037384		0.5846281		0.40446377		-0.04030323		0.28750134		1.1912775		-0.20384979		No		Yes		Yes		CV777721		0		FGAS072127 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777721]

		A_99_P214071		6.640825		6.7637444		6.784954		6.6244187		6.529175		5.9286785		5.847601		5.9386787		6.0935082		6.1307054		5.5978293		5.6750584		-1.0804633		-1.7839384		-1.9150116		-1.6085268		-1.461365		-1.5508283		-2.276985		-1.9310163		-0.11164999		-0.83506584		-0.93735313		-0.68574		-0.54731655		-0.633039		-1.1871247		-0.9493604		No		Yes		Yes		TA55654_4565		TC416105		Rep: HvB12D protein - Hordeum vulgare (Barley), complete [TC416105]

		A_99_P480642		1.8750712		1.5583261		1.5947415		2.1680853		2.169172		5.1503086		3.6251056		3.626831		2.7635288		2.688122		4.660879		2.9654052		1.2261206		12.058532		4.085079		2.748693		1.851196		2.1882777		8.375282		1.7378696		0.29410088		3.5919824		2.030364		1.4587457		0.88845766		1.1297959		3.0661378		0.7973199		Yes		Yes		Yes		CV772483		TC422475		Rep: HGA6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (25%) [TC422475]

		A_99_P276841		7.3109527		7.8394895		6.8842354		7.1529717		6.7868004		6.057083		5.811913		6.275522		6.3965797		6.899359		5.574571		6.458826		-1.4380883		-3.4399946		-2.1028156		-1.8371246		-1.8847497		-1.9187014		-2.4788384		-1.6179261		-0.5241523		-1.7824063		-1.0723224		-0.8774495		-0.9143729		-0.94013023		-1.3096642		-0.6941457		Yes		Yes		Yes		TA74972_4565		TC377928		Rep: RNA recognition motif (RRM)-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (83%) [TC377928]

		A_99_P283936		5.2576246		6.6908975		4.7208343		4.506308		4.119097		5.3744354		5.286885		4.248716		3.9894612		5.994059		5.234509		4.6569295		-2.201562		-2.490546		1.4804652		-1.1954818		-2.4085476		-1.6209487		1.427682		1.1100475		-1.1385274		-1.316462		0.5660505		-0.2575922		-1.2681634		-0.6968384		0.51367474		0.15062141		No		Yes		Yes		TA77045_4565		0		0

		A_99_P625446		7.8150573		7.899859		7.3035054		7.884129		7.242209		6.6842093		5.787644		6.2354703		6.8334584		7.296097		5.4804482		6.9327292		-1.4874574		-2.3224533		-2.8596954		-3.13542		-1.9746525		-1.5196743		-3.538302		-1.933748		-0.5728483		-1.2156496		-1.5158615		-1.6486588		-0.98159885		-0.60376215		-1.8230572		-0.9513998		Yes		No		No		DQ435672		TC373167		Triticum aestivum alpha tubulin-1B (TUBA-1B) mRNA, complete cds [DQ435672]

		A_99_P015059		9.888101		9.160287		10.504433		10.027152		10.121571		8.813908		9.825156		8.288903		8.379686		8.703713		8.533572		8.663414		1.1756593		-1.2713659		-1.6013365		-3.3362997		-2.8449717		-1.3722787		-3.9200184		-2.5735111		0.23346996		-0.34637928		-0.67927647		-1.7382488		-1.5084143		-0.4565735		-1.9708605		-1.3637381		Yes		No		No		CK210901		0		0

		A_99_P227081		10.438803		10.045394		8.861906		9.602954		10.465757		10.253976		9.771058		9.714474		11.14082		9.969672		10.176616		9.622284		1.0188591		1.1555518		1.8779414		1.0803658		1.6267774		-1.0538881		2.4875226		1.0134888		0.02695465		0.20858192		0.90915203		0.11151981		0.70201683		-0.07572174		1.3147097		0.019330025		No		Yes		Yes		TA60711_4565		TC394473		0

		A_99_P316146		4.142917		4.3999267		4.4730153		4.140983		2.4421554		2.6318455		4.393901		3.9432325		2.787836		3.6679676		4.6852894		4.929215		-3.2507257		-3.4060066		-1.0563694		-1.1469088		-2.558115		-1.660893		1.1585128		1.7269566		-1.7007618		-1.7680812		-0.07911444		-0.19775057		-1.3550811		-0.7319591		0.21227407		0.78823185		No		Yes		Yes		TA86426_4565		TC379794		Rep: Transcription factor PCF5 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC379794]

		A_99_P262176		10.433318		10.533158		10.001317		10.17483		10.953258		11.708939		11.61173		10.2029505		10.851726		11.517703		11.542839		9.878586		1.433895		2.2591503		3.0533915		1.0196825		1.3364514		1.9786888		2.9110146		-1.2279439		0.5199394		1.1757803		1.6104126		0.02812004		0.41840744		0.98454475		1.541522		-0.29624462		No		Yes		Yes		TA70594_4565		TC370770		Rep: Signal peptidase 22 kDa subunit - Medicago truncatula (Barrel medic), complete [TC370770]

		A_99_P428332		5.7487264		5.7339463		5.5067058		6.2673		6.2449355		6.098806		7.2132277		6.57299		5.4580154		6.206852		6.7715974		6.921248		1.4105024		1.2877563		3.2637305		1.2360095		-1.2232429		1.3879019		2.4030917		1.573468		0.49620914		0.36485958		1.706522		0.3056898		-0.29071093		0.47290564		1.2648916		0.65394783		No		Yes		Yes		AK336091		TC387184		Triticum aestivum cDNA, clone: SET3_D09, cultivar: Chinese Spring [AK336091]

		A_99_P492107		9.779385		9.587039		8.970601		9.954757		10.892104		12.1660795		11.180554		10.946736		11.455899		11.101178		11.530132		10.7879305		2.162529		5.975422		4.626603		1.9889122		3.1965477		2.8562834		5.895161		1.7816004		1.1127195		2.5790405		2.2099533		0.9919796		1.6765146		1.5141392		2.5595312		0.83317375		Yes		Yes		Yes		CA735391		TC428243		0

		A_99_P202826		3.1440847		5.1175537		4.689156		5.0379033		4.489483		6.004618		6.130153		5.640331		5.0927377		5.576266		6.5834594		5.4633803		2.5410032		1.8494092		2.7150846		1.5182691		3.8601396		1.3743144		3.7174242		1.3430165		1.3453982		0.88706446		1.4409971		0.6024275		1.948653		0.4587121		1.8943033		0.42547703		Yes		No		No		TA51863_4565		TC417955		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC417955]

		A_99_P006681		7.3013234		7.257299		7.181108		7.471872		6.3261294		5.7750983		5.5112453		5.9965625		7.037131		6.40622		6.5414767		6.527368		-1.9659055		-2.7937455		-3.1818433		-2.7804327		-1.2009637		-1.8038495		-1.557931		-1.9245268		-0.975194		-1.4822006		-1.6698627		-1.4753094		-0.26419258		-0.851079		-0.6396313		-0.9445038		Yes		No		No		BQ744501		TC435681		WHE4116_C12_F24ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4116_C12_F24, mRNA sequence [BQ744501]

		A_99_P407547		9.649977		9.54818		9.994073		10.064815		9.492706		9.091975		8.930374		9.741816		9.562665		9.318345		9.101841		9.921578		-1.1151752		-1.3719276		-2.0902836		-1.2509282		-1.0623888		-1.1727004		-1.8560454		-1.1043797		-0.15727043		-0.4562044		-1.0636988		-0.322999		-0.087311745		-0.22983456		-0.89223194		-0.14323616		No		Yes		Yes		TC375909		TC375909		Rep: Ribonuclease, Rne/Rng family - Methylobacterium populi BJ001, partial (3%) [TC375909]

		A_99_P073075		2.6186569		2.4962003		2.855408		3.6954892		3.683875		4.21598		3.7089777		3.6798923		3.9893677		3.560094		3.8587437		3.836338		2.0924864		3.2938612		1.8069664		-1.0108696		2.5859795		2.0905664		2.0046296		1.1025536		1.0652182		1.7197797		0.85356975		-0.015596867		1.3707108		1.0638938		1.0033357		0.14084888		No		Yes		Yes		CJ573138		0		CJ573138 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok18i05 3', mRNA sequence [CJ573138]

		A_99_P455927		6.47883		5.4520645		4.2949395		5.1270823		7.2179317		7.6204605		6.387296		5.426537		8.247888		7.03884		6.8478484		5.5055337		1.6691364		4.4952335		4.264441		1.2306792		3.4083128		3.003772		5.8681626		1.2999457		0.7391019		2.168396		2.0923567		0.2994547		1.7690578		1.5867753		2.552909		0.37845135		Yes		Yes		Yes		TC407715		TC407715		Rep: Formin homology 2 domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC407715]

		A_99_P493882		4.43275		3.3222053		4.061989		3.351979		3.0300827		3.709864		2.7390528		3.492149		4.0913672		4.097544		3.6081762		3.676349		-2.6439		1.3082684		-2.5017474		1.102035		-1.2669705		1.7115921		-1.369655		1.2521175		-1.4026675		0.3876586		-1.322936		0.1401701		-0.34138298		0.7753389		-0.4538126		0.3243699		No		Yes		Yes		BJ311223		TC429009		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (14%) [TC429009]

		A_99_P225561		11.957242		8.451484		7.0683312		8.943244		11.913521		9.819843		13.16101		10.778033		12.271606		10.282683		12.563065		10.190738		-1.0307691		2.5817683		68.246284		3.567193		1.2434638		3.5583284		45.089928		2.374286		-0.0437212		1.3683596		6.0926785		1.8347893		0.31436443		1.8311996		5.4947333		1.2474937		Yes		Yes		Yes		TA60138_4565		0		0

		A_99_P366632		4.623569		5.0223675		4.5022464		5.403048		2.7494514		3.9621785		2.6557558		4.701835		2.5231085		4.5737276		3.4674156		5.030994		-3.6657734		-2.0852046		-3.5962434		-1.6258711		-4.2884626		-1.364753		-2.0488734		-1.2941942		-1.8741176		-1.060189		-1.8464906		-0.7012129		-2.1004605		-0.44863987		-1.0348308		-0.3720541		Yes		No		No		TA102252_4565		TC399681		Rep: Cytochrome P450 family protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC399681]

		A_99_P430357		10.3013525		9.839435		9.220524		8.889423		8.562366		8.286191		7.630619		6.6694775		8.550139		8.859516		7.489628		8.386575		-3.338007		-2.9347622		-3.010295		-4.6587596		-3.366415		-1.9723539		-3.319339		-1.4170088		-1.738987		-1.5532436		-1.5899048		-2.219946		-1.7512131		-0.9799185		-1.730896		-0.5028486		Yes		No		No		CV776931		TC388757		0

		A_99_P311401		5.5999756		6.9617333		5.0024257		6.181071		6.300977		7.1191773		7.088287		7.068779		6.267301		7.0644183		7.2114186		6.893408		1.625633		1.1153094		4.2452846		1.8502346		1.5881262		1.0737699		4.623524		1.6384561		0.70100164		0.157444		2.0858612		0.8877082		0.6673255		0.102684975		2.208993		0.712337		No		Yes		Yes		TA85057_4565		TC400230		0

		A_99_P451732		5.644852		5.6092277		6.397602		6.0748315		6.5895386		7.650051		7.641585		6.3697715		6.971988		6.7986426		7.835691		6.1797624		1.9247705		4.1148033		2.368515		1.2268339		2.509041		2.2806025		2.709617		1.0754429		0.9446864		2.0408235		1.2439828		0.29494		1.327136		1.189415		1.4380889		0.10493088		Yes		Yes		Yes		TC404950		TC404950		Rep: Polysaccharide biosynthesis protein precursor - Burkholderia cenocepacia MC0-3, partial (3%) [TC404950]

		A_99_P400092		2.0963974		2.0589085		3.0419695		2.3075058		4.363415		6.796945		7.758461		5.182455		7.521393		5.629795		8.511676		4.767443		4.81327		26.686472		26.290901		7.335774		42.962185		11.88349		44.314487		5.5019283		2.2670174		4.7380366		4.7164917		2.8749492		5.4249954		3.5708866		5.4697065		2.4599373		Yes		Yes		Yes		TA110464_4565		0		0

		A_99_P293366		10.020366		9.840927		9.493281		9.377506		9.304676		8.559766		8.027959		8.43484		8.96806		9.140727		8.004246		8.973306		-1.6422681		-2.4303453		-2.761252		-1.922077		-2.0738423		-1.6247301		-2.8070128		-1.3233554		-0.71568966		-1.2811613		-1.4653225		-0.94266605		-1.0523062		-0.7002001		-1.4890356		-0.40420055		Yes		No		No		TA79749_4565		TC369541		0

		A_99_P247481		9.092386		9.847758		9.200728		10.411515		8.163932		7.4224534		7.977627		8.215837		7.5144544		8.1399555		6.451651		8.791953		-1.9032359		-5.371425		-2.3344805		-4.5810513		-2.9854157		-3.2666295		-6.7228703		-3.0728176		-0.9284544		-2.425305		-1.2231016		-2.1956787		-1.5779319		-1.7078028		-2.7490773		-1.6195621		Yes		No		No		TA66426_4565		TC377859		Rep: Endo-1,4-beta-glucanase Cel1 - Hordeum vulgare (Barley), partial (29%) [TC377859]

		A_99_P264576		9.161418		9.014426		8.82887		10.421065		12.990131		14.855671		16.350327		12.745133		14.3705		14.473355		16.502146		12.580231		14.208806		57.331047		183.73169		5.007422		36.990467		43.984676		204.12032		4.4665637		3.8287134		5.8412447		7.5214567		2.324068		5.2090816		5.458929		7.673276		2.1591654		Yes		Yes		Yes		TA71278_4565		TC415480		0

		A_99_P438442		10.071987		9.700572		9.787601		9.115408		9.212718		8.395939		8.914058		7.896332		8.783848		9.139793		8.63276		8.93333		-1.8141191		-2.4702091		-1.8321577		-2.327976		-2.442129		-1.4750651		-2.2265985		-1.1345171		-0.85926914		-1.3046331		-0.87354374		-1.2190762		-1.2881393		-0.5607786		-1.1548414		-0.18207836		Yes		No		No		CJ577222		TC395135		Rep: Coproporphyrinogen III oxidase - Zea mays (Maize), partial (40%) [TC395135]

		A_99_P098105		7.535972		7.640257		6.42991		6.344664		5.9783463		6.483271		5.651085		5.564714		5.9267316		6.8644643		5.4213777		6.7234874		-2.94369		-2.2299104		-1.7157333		-1.7170715		-3.050912		-1.7121304		-2.0118637		1.3002808		-1.5576258		-1.1569858		-0.7788253		-0.77995014		-1.6092405		-0.7757926		-1.0085325		0.37882328		Yes		No		No		CV763319		TC378834		FGAS057708 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763319]

		A_99_P143338		8.6983		7.070137		8.025784		7.3784943		9.841117		9.613929		8.192673		7.94932		10.701729		9.30231		8.393762		7.8545775		2.2081168		5.831196		1.1226352		1.4853734		4.009517		4.698411		1.2905428		1.3909622		1.1428165		2.5437918		0.16688919		0.5708256		2.0034285		2.232173		0.3679781		0.47608328		Yes		Yes		Yes		CJ953296		TC392237		CJ953296 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul38c02 5', mRNA sequence [CJ953296]

		A_99_P287646		4.3783793		4.6112003		4.9699516		5.464687		4.9581866		8.145461		13.684503		10.330582		7.025311		7.0832705		13.86996		9.424094		1.4946495		11.585599		420.08893		29.159515		6.2633376		5.5483937		477.7156		15.5560875		0.5798073		3.5342607		8.714551		4.865895		2.6469316		2.4720702		8.900008		3.9594073		Yes		Yes		Yes		TA78115_4565		TC376994		Rep: Flavonoid O-methyltransferase - Triticum aestivum (Wheat), partial (94%) [TC376994]

		A_99_P321961		9.495281		9.356235		8.562243		8.722516		9.553388		9.872173		10.821767		8.862086		10.314864		9.76665		11.130184		8.585445		1.0410984		1.4299242		4.7883325		1.1015769		1.7648957		1.3290687		5.9296246		-1.09967		0.058106422		0.51593876		2.2595234		0.13957024		0.81958294		0.41041565		2.5679407		-0.13707066		No		Yes		Yes		TA88121_4565		TC387682		Rep: AMP-binding enzyme family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (31%) [TC387682]

		A_99_P196028		11.526916		11.680161		12.1054735		11.749157		12.460819		13.544422		12.563401		11.5857		12.35908		12.799846		12.739402		11.600548		1.9104383		3.640813		1.3735673		-1.1199676		1.7803547		2.1729941		1.5517846		-1.1085002		0.9339037		1.8642607		0.4579277		-0.16345692		0.83216476		1.1196842		0.6339283		-0.14860916		No		Yes		Yes		DR739933		TC371503		FGAS000199 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739933]

		A_99_P283931		7.4985905		9.0078745		6.805961		6.9878716		6.662594		7.632738		7.373587		6.6880016		6.095552		8.141692		7.2715316		7.0488343		-1.7850897		-2.5939243		1.4820827		-1.2310334		-2.64458		-1.822833		1.3808632		1.0431616		-0.8359966		-1.3751364		0.567626		-0.29987		-1.4030385		-0.8661823		0.46557045		0.060962677		No		Yes		Yes		TA77044_4565		TC398013		0

		A_99_P444122		4.07632		3.317442		2.9186773		4.2910576		5.5039444		5.946881		5.5247464		4.909673		6.3291345		5.849444		6.545883		4.7229915		2.6900337		6.187853		6.088425		1.5354011		4.7661166		5.783737		12.356565		1.3490407		1.4276242		2.6294389		2.606069		0.6186156		2.2528143		2.532002		3.6272058		0.43193388		Yes		No		No		TC399448		TC399448		Rep: At1g68400/T2E12_5 - Arabidopsis thaliana (Mouse-ear cress), partial (5%) [TC399448]

		A_99_P025469		2.2589626		2.729084		3.5937138		2.8604233		3.9661598		6.06195		4.4347706		2.9408276		6.3982673		9.421141		6.652451		4.0559697		3.2652586		10.076105		1.7913619		1.0573143		17.621986		103.39744		8.33243		2.2903156		1.7071972		3.3328662		0.8410568		0.08040428		4.1393046		6.6920567		3.0587373		1.1955464		Yes		Yes		Yes		BJ239387		0		BJ239387 Y. Ogihara unpublished cDNA library, Wh_e Triticum aestivum cDNA clone whe6b24 3', mRNA sequence [BJ239387]

		A_99_P370127		1.6143776		1.7435455		1.6637295		1.6170429		3.2902443		3.5804493		4.8587737		3.682233		5.95397		2.872534		4.48749		2.7811806		3.1951125		3.5724251		9.158072		4.1848917		20.246386		2.1870534		7.0800548		2.2409923		1.6758667		1.8369038		3.195044		2.0651903		4.3395925		1.1289885		2.8237605		1.1641377		Yes		Yes		Yes		TA103118_4565		TC453591		Rep: Os05g0588900 protein - Oryza sativa subsp. japonica (Rice), partial (81%) [TC453591]

		A_99_P324056		3.6222107		2.6630726		1.5431213		1.7038336		5.663626		3.289362		2.3238442		4.1166744		3.7536736		3.464283		3.5377872		1.5165013		4.1164923		1.5435897		1.7179915		5.325219		1.0954038		1.7425625		3.9852378		-1.1386563		2.0414155		0.62628937		0.78072286		2.4128408		0.13146281		0.8012104		1.9946659		-0.18733227		Yes		No		No		TA88738_4565		TC395096		Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC395096]

		A_99_P516112		9.054938		7.7270756		7.56485		9.345687		9.347623		9.893039		9.425269		9.422421		10.518331		9.64146		9.527085		9.680984		1.2249175		4.4876595		3.6311316		1.0546283		2.75756		3.7695305		3.896653		1.2616367		0.29268456		2.1659632		1.8604193		0.07673454		1.4633923		1.9143848		1.9622355		0.33529663		Yes		Yes		Yes		TC438811		TC438811		0

		A_99_P014684		11.773715		11.139216		10.417512		10.669246		12.362392		13.294793		12.445134		11.488551		13.156695		12.386367		12.852737		11.568947		1.5038674		4.455467		4.077323		1.7645563		2.6080658		2.3737211		5.4084888		1.8656794		0.5886774		2.1555767		2.0276222		0.8193054		1.3829803		1.2471504		2.4352255		0.8997011		Yes		Yes		Yes		CV768307		TC389242		FGAS062698 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768307]

		A_99_P375832		5.6256003		6.357014		6.1615386		6.0050335		5.7078786		5.5193715		5.1933675		5.6773896		5.6108437		5.558909		5.0306797		5.6751366		1.0586885		-1.7871276		-1.956359		-1.2549622		-1.0102811		-1.7388159		-2.1898909		-1.2569236		0.08227825		-0.83764267		-0.9681711		-0.32764387		-0.01475668		-0.79810524		-1.1308589		-0.32989693		No		Yes		Yes		TA104523_4565		TC428948		0

		A_99_P051056		3.235279		2.9939632		2.9012535		2.530444		4.567367		5.007507		4.0292444		2.745827		5.0179877		4.2287016		4.5085673		2.8899095		2.517668		4.037728		2.1855419		1.1610122		3.4407156		2.3533866		3.0468402		1.2829506		1.332088		2.0135436		1.127991		0.21538305		1.7827086		1.2347383		1.6073139		0.3594656		Yes		No		No		CA633298		0		wle1n.pk0069.b12 wle1n Triticum aestivum cDNA clone wle1n.pk0069.b12 5' end, mRNA sequence [CA633298]

		A_99_P291166		11.9640875		11.804257		11.29317		11.479008		10.869435		10.911235		10.444875		10.0756		10.640701		11.256196		9.972217		11.375882		-2.1356158		-1.8570627		-1.8003722		-2.6452572		-2.502528		-1.4621197		-2.4983115		-1.074098		-1.0946522		-0.89302254		-0.8482952		-1.403408		-1.3233862		-0.5480614		-1.3209534		-0.10312557		Yes		No		No		AK332439		TC397451		Triticum aestivum cDNA, clone: WT003_P19, cultivar: Chinese Spring [AK332439]

		A_99_P389052		4.322576		2.6156437		2.7092087		2.727152		7.0818152		8.67588		7.3177886		6.329434		8.55236		6.835028		7.5326896		5.1410117		6.770391		66.72877		24.396116		12.144926		18.762545		18.627785		28.314724		5.328981		2.7592392		6.060237		4.6085796		3.6022818		4.2297835		4.219384		4.8234806		2.4138596		Yes		Yes		Yes		TA107754_4565		TC448565		0

		A_99_P491187		4.6531606		4.6860976		2.8699162		2.0183017		6.5855293		7.521437		6.026863		3.097561		7.38545		6.508427		6.7878327		3.9128025		3.8168137		7.137108		8.919401		2.1129508		6.6450925		3.5365179		15.115078		3.717933		1.9323688		2.8353395		3.156947		1.0792592		2.7322893		1.8223295		3.9179165		1.8945007		Yes		Yes		Yes		TC427788		TC427788		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (10%) [TC427788]

		A_99_P308206		9.702119		10.061546		10.995017		10.8915415		9.152028		9.015031		9.707468		10.127521		9.248047		9.401138		9.739245		9.930045		-1.4641778		-2.0655348		-2.44113		-1.6982172		-1.3699013		-1.5805296		-2.3879483		-1.9473286		-0.5500908		-1.0465155		-1.287549		-0.7640209		-0.454072		-0.660408		-1.2557716		-0.96149635		No		Yes		Yes		TA84118_4565		TC397885		Rep: BAG domain-containing protein - Oryza brachyantha, partial (21%) [TC397885]

		A_99_P154437		5.3783226		4.2604795		4.983789		5.6664352		5.442042		6.224407		7.2890816		6.757881		6.8776755		5.4069047		7.5248656		6.9356117		1.0451567		3.9012265		4.942677		2.1308749		2.827159		2.2136471		5.820232		2.4102395		0.06371927		1.9639277		2.3052926		1.0914459		1.4993529		1.1464252		2.5410767		1.2691765		Yes		Yes		Yes		CJ953424		TC452283		CJ953424 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul38p16 5', mRNA sequence [CJ953424]

		A_99_P393072		7.923716		7.9364667		8.135769		7.888819		7.4813733		7.249149		7.089602		7.2725854		7.6468606		7.493613		7.3144684		7.3643966		-1.3588091		-1.610287		-2.065036		-1.5328684		-1.2115513		-1.3592906		-1.7669982		-1.4383578		-0.44234276		-0.68731785		-1.0461669		-0.6162338		-0.27685547		-0.44285393		-0.8213005		-0.52442265		No		Yes		Yes		TA108748_4565		TC395046		0

		A_99_P576527		4.94225		4.8032584		5.539678		4.8181376		5.281406		5.988608		7.2803135		6.2383447		5.869889		5.591869		7.744764		6.145965		1.2650164		2.2741847		3.341823		2.676239		1.9021605		1.7274098		4.6110196		2.5102437		0.33915615		1.1853495		1.7406354		1.420207		0.927639		0.78861046		2.2050858		1.3278275		Yes		Yes		Yes		TC461982		TC461982		0

		A_99_P019499		4.6897597		4.6942277		4.318176		4.523536		4.0930524		3.144493		3.6472855		3.3173382		4.4947095		4.0512223		3.5839722		4.232172		-1.5122612		-2.9276328		-1.5920552		-2.3072877		-1.1447641		-1.5615788		-1.663479		-1.223797		-0.59670734		-1.5497346		-0.67089033		-1.206198		-0.19505024		-0.6430054		-0.7342036		-0.2913642		Yes		No		No		CK161488		TC383321		FGAS014058 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161488]

		A_99_P465187		9.721381		9.584142		9.180685		8.975572		8.601153		8.632261		8.218308		7.9994903		8.673112		8.97448		8.195508		8.914131		-2.1738129		-1.9343923		-1.9485171		-1.967115		-2.0680475		-1.5259017		-1.9795562		-1.0435071		-1.1202278		-0.95188046		-0.9623766		-0.9760814		-1.0482693		-0.60966206		-0.98517704		-0.061440468		Yes		No		No		CD881885		TC413720		0

		A_99_P244766		4.286888		5.094727		3.8977535		5.061096		3.5485353		4.7538595		6.2164516		4.5425167		3.8130176		4.950826		5.42152		4.851313		-1.66827		-1.266518		4.9888186		-1.432544		-1.3888304		-1.1048886		2.8754082		-1.1565143		-0.7383528		-0.34086752		2.3186982		-0.5185795		-0.47387052		-0.14390087		1.5237668		-0.20978308		No		Yes		Yes		TA65690_4565		TC393961		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC393961]

		A_99_P281276		1.6497945		1.6472589		1.6724672		1.6395637		1.7743417		4.0665565		7.559007		5.2953477		3.1567974		2.4099243		8.335512		4.6995544		1.0901655		5.349106		59.15958		12.603776		2.8421898		1.6966223		101.33894		8.339673		0.12454724		2.4192977		5.88654		3.6557841		1.507003		0.7626654		6.663045		3.059991		Yes		Yes		Yes		TA76246_4565		TC419828		0

		A_99_P257211		12.167206		12.463603		11.090421		11.45031		11.916902		11.764035		9.616191		11.174489		10.980762		12.162887		9.613198		10.398309		-1.1894579		-1.6240182		-2.7783527		-1.2106826		-2.2759113		-1.231756		-2.784122		-2.0734036		-0.25030422		-0.6995678		-1.4742298		-0.27582073		-1.1864443		-0.3007164		-1.4772224		-1.052001		Yes		No		No		TA69178_4565		TC414796		0

		A_99_P449122		12.1435175		12.083339		11.245946		10.607021		11.21877		11.057666		9.752267		9.289445		10.832809		11.307897		9.480348		10.119466		-1.8983519		-2.0359087		-2.816062		-2.4924705		-2.4806325		-1.7117145		-3.4001498		-1.4020672		-0.92474747		-1.0256729		-1.493679		-1.3175764		-1.310708		-0.7754421		-1.7655983		-0.4875555		Yes		No		No		TC455360		TC455360		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (83%) [TC455360]

		A_99_P333491		8.858016		9.717801		10.244217		10.843495		7.5391927		8.168411		8.875325		8.822528		7.509852		9.029583		8.452886		9.9719095		-2.4946256		-2.9269333		-2.5827208		-4.058559		-2.5458794		-1.6112921		-3.4613416		-1.829673		-1.3188233		-1.5493898		-1.3688917		-2.0209675		-1.3481641		-0.6882181		-1.7913313		-0.87158585		Yes		No		No		TA91600_4565		TC418890		Rep: Protein DSE2 precursor - Candida glabrata (Yeast) (Torulopsis glabrata), partial (16%) [TC418890]

		A_99_P257721		8.317421		7.836266		10.921773		10.086167		7.398573		4.728571		7.0254745		8.941812		8.438508		5.0009465		7.2649803		8.882747		-1.8906051		-8.620043		-14.890274		-2.210474		1.087554		-7.1370087		-12.61259		-2.3028502		-0.91884804		-3.107695		-3.8962984		-1.1443558		0.121087074		-2.8353195		-3.6567926		-1.2034206		Yes		Yes		Yes		AY286097		TC404363		Triticum aestivum chalcone synthase (CHS) mRNA, complete cds [AY286097]

		A_99_P553982		6.865762		7.717303		7.808599		8.065326		5.824833		5.990113		6.1963153		6.3034396		5.506624		6.319655		6.1269784		6.8448753		-2.0575526		-3.3108232		-3.0573542		-3.3914123		-2.5653186		-2.6347167		-3.207881		-2.3301945		-1.0409293		-1.72719		-1.6122837		-1.7618861		-1.359138		-1.3976479		-1.6816206		-1.2204504		Yes		Yes		Yes		0		0		0

		A_99_P073850		12.808532		11.839787		10.96933		10.753747		13.557061		14.163615		12.425784		11.767487		14.260093		13.256641		12.86892		11.491229		1.6800795		5.0065913		2.7443306		2.019138		2.7350383		2.670028		3.7310727		1.6672634		0.74852943		2.3238287		1.4564543		1.0137396		1.451561		1.4168549		1.8995905		0.7374821		Yes		Yes		Yes		BT009250		TC378805		Triticum aestivum clone wlk4.pk0003.e2:fis, full insert mRNA sequence [BT009250]

		A_99_P556647		4.5521173		5.0261035		4.1510234		3.7768075		4.8775043		6.0414653		5.0752454		3.4128273		5.8613715		5.6311774		5.6619115		4.367037		1.2530005		2.0214097		1.8976606		-1.2869717		2.478134		1.5210567		2.8498542		1.505486		0.325387		1.0153618		0.924222		-0.3639803		1.3092542		0.6050739		1.5108881		0.5902293		Yes		No		No		TA91094_4565		TC454773		Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC454773]

		A_99_P455287		6.834564		6.513103		5.9495187		6.0232635		7.4966273		8.27559		7.645375		7.183901		8.401364		7.551069		7.9384913		6.983087		1.5823438		3.392825		3.2396908		2.2355616		2.962469		2.0533304		3.9695423		1.945072		0.6620631		1.7624869		1.6958561		1.1606374		1.5668001		1.0379658		1.9889727		0.9598236		Yes		Yes		Yes		CK212001		TC407257		Rep: Carnitine racemase like protein - Arabidopsis thaliana (Mouse-ear cress), partial (33%) [TC407257]

		A_99_P423232		11.774325		11.752277		10.366841		11.912826		11.596687		9.822746		10.775024		11.197559		10.156139		10.567509		9.484433		11.455303		-1.1310307		-3.8093138		1.3270135		-1.6417861		-3.0698879		-2.2732694		-1.8434498		-1.3731816		-0.17763805		-1.9295311		0.4081831		-0.7152662		-1.618186		-1.1847687		-0.88240814		-0.4575224		Yes		No		No		TA51577_4565		TC383351		0

		A_99_P269986		6.074627		5.073954		3.2552044		2.4118125		5.38649		4.4879255		8.443778		3.4186783		3.5170517		3.7811253		6.3468394		4.6633363		-1.6112016		-1.5011089		36.468372		2.0095406		-5.8871737		-2.45008		8.524617		4.761855		-0.68813705		-0.5860286		5.188574		1.0068657		-2.5575752		-1.2928288		3.091635		2.2515237		No		Yes		Yes		TA72940_4565		TC423303		Rep: OJ991214_12.12 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC423303]

		A_99_P223721		6.5195503		6.9275374		9.487081		7.635574		8.055123		10.558247		10.26419		8.857707		8.748069		8.343682		10.429072		8.61036		2.8990355		12.386607		1.7136935		2.332914		4.686525		2.6687143		1.9211788		1.96535		1.535573		3.6307092		0.77710915		1.2221332		2.2285185		1.4161448		0.9419918		0.9747863		Yes		No		No		TA59604_4565		TC390993		Rep: 23.1kDa heat-shock protein - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC390993]

		A_99_P421512		8.669545		8.962265		8.1161		8.398836		8.280597		7.9023004		7.5376716		8.175994		8.119053		8.2722435		7.419857		8.234261		-1.3094386		-2.0848804		-1.4932221		-1.1670305		-1.4645854		-1.6133076		-1.6202801		-1.1208363		-0.38894844		-1.0599647		-0.57842875		-0.22284222		-0.5504923		-0.6900215		-0.6962433		-0.16457558		No		Yes		Yes		TA61292_4565		TC447768		Rep: Os02g0150300 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC447768]

		A_99_P098440		10.127372		9.764504		9.039834		9.202975		8.805518		8.680632		8.567858		7.2627883		8.79184		9.071312		8.264919		8.804977		-2.499871		-2.1197186		-1.3870082		-3.8375537		-2.5236857		-1.6168574		-1.7110889		-1.317678		-1.3218536		-1.0838728		-0.47197628		-1.940187		-1.3355322		-0.6931925		-0.77491474		-0.39799786		Yes		No		No		BE418479		TC379453		SCL034.C12R990602 ITEC SCL Wheat Leaf Library Triticum aestivum cDNA clone SCL034.C12, mRNA sequence [BE418479]

		A_99_P338906		9.700809		9.528579		9.828412		9.851422		10.377364		10.630639		9.831389		9.705928		10.713822		10.407275		10.143513		9.716274		1.5983193		2.1466103		1.0020659		-1.1061097		2.0181227		1.8387132		1.2440984		-1.0982054		0.67655563		1.1020603		0.0029773712		-0.14549446		1.0130138		0.87869644		0.31510067		-0.13514805		No		Yes		Yes		TA93274_4565		TC397836		0

		A_99_P193993		13.327148		13.356338		13.45018		13.482757		13.591324		14.242799		14.26245		13.53568		13.622685		13.666252		14.519099		13.279223		1.2009494		1.8486362		1.7559724		1.0373647		1.2273418		1.2396343		2.097861		-1.151515		0.26417542		0.88646126		0.81227016		0.052923203		0.295537		0.3099146		1.0689192		-0.20353317		No		Yes		Yes		CJ802907		0		CJ802907 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27c15 5', mRNA sequence [CJ802907]

		A_99_P516227		6.016093		5.7250266		5.772344		5.9858227		8.067424		9.906517		8.133422		6.671768		9.693015		8.365731		8.778154		6.6564713		4.144882		18.144878		5.1375403		1.608756		12.789804		6.236362		8.032284		1.5917884		2.051331		4.1814904		2.3610778		0.6859455		3.6769223		2.6407046		3.0058103		0.6706486		Yes		Yes		Yes		CA659318		TC410848		0

		A_99_P391837		4.29172		3.8908322		5.369905		5.6339355		2.5223505		4.2928457		6.3770833		5.51672		4.7879014		4.744661		6.859896		6.254322		-3.409049		1.3213508		2.0099761		-1.0846395		1.4104754		1.8072908		2.8088727		1.5372871		-1.7693694		0.40201354		1.0071783		-0.11721563		0.4961815		0.85382867		1.4899912		0.6203866		No		Yes		Yes		TA108441_4565		TC403220		Rep: GRAB2 protein - Triticum sp, partial (52%) [TC403220]

		A_99_P267806		10.87928		10.794538		10.179698		10.150699		11.21198		11.721715		11.091607		10.769501		12.026662		11.306453		11.600544		10.653873		1.2593678		1.9015521		1.8815336		1.5355996		2.2151153		1.425942		2.6774247		1.4173291		0.33269978		0.9271774		0.9119091		0.6188021		1.1473818		0.5119152		1.420846		0.5031748		No		Yes		Yes		AJ867393		TC374987		Triticum aestivum mRNA for glycosyltransferase (a2a gene) [AJ867393]

		A_99_P488397		11.27169		11.430748		11.208881		11.241763		12.288484		13.161757		12.555896		11.948188		13.130555		12.254582		12.933665		11.74173		2.0234165		3.3196		2.5438514		1.6317552		3.6272213		1.7701044		3.3053062		1.4141809		1.0167933		1.7310095		1.3470144		0.7064247		1.8588648		0.8238344		1.7247839		0.49996662		Yes		Yes		Yes		AK333421		TC370726		Triticum aestivum cDNA, clone: WT006_G23, cultivar: Chinese Spring [AK333421]

		A_99_P151972		7.848904		8.076523		8.947181		8.765743		7.970407		7.990917		7.8568764		8.393538		8.395678		7.9461		8.3199415		8.315164		1.0878675		-1.0611331		-2.1291895		-1.2943294		1.460815		-1.0946143		-1.5446063		-1.3665892		0.12150288		-0.08560562		-1.0903044		-0.37220478		0.54677343		-0.13042259		-0.6272392		-0.45057964		No		Yes		Yes		CJ833679		TC408621		CJ833679 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal40l10 5', mRNA sequence [CJ833679]

		A_99_P560102		7.3717437		7.564045		6.632858		6.2729173		5.6931357		6.169478		3.1821537		5.1352286		5.7575545		5.4459457		2.50436		5.316611		-3.2011893		-2.6290963		-10.933657		-2.2002823		-3.061395		-4.341216		-17.49048		-1.940336		-1.678608		-1.394567		-3.450704		-1.1376886		-1.6141891		-2.1180992		-4.128498		-0.95630646		Yes		Yes		Yes		CA603407		TC456055		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC456055]

		A_99_P443407		6.152284		6.2531466		6.956487		6.2533336		7.0591965		7.6430135		8.315776		6.8187966		8.388576		6.5460677		8.389321		6.3966517		1.8750283		2.620545		2.5655866		1.4798625		4.711843		1.2251183		2.6997657		1.1044424		0.9069123		1.3898668		1.3592887		0.56546307		2.2362914		0.29292107		1.4328341		0.14331818		Yes		Yes		Yes		TC398966		TC398966		Rep: Predicted protein - Monosiga brevicollis MX1, partial (6%) [TC398966]

		A_99_P018729		4.775612		3.7784884		7.9606476		7.298104		4.945814		3.415861		6.7138343		6.5531135		5.0969405		3.0259857		6.695015		6.7211347		1.1252162		-1.2857654		-2.3731666		-1.675963		1.2494807		-1.6847128		-2.4043262		-1.4917121		0.17020226		-0.3626275		-1.2468133		-0.74499035		0.32132864		-0.7525027		-1.2656326		-0.57696915		No		Yes		Yes		0		0		0

		A_99_P157362		14.836295		14.825789		16.454		15.89622		14.88129		14.499817		15.096002		15.434212		15.61256		14.701077		15.531234		15.245884		1.0316799		-1.2535092		-2.5632937		-1.3774581		1.7126913		-1.0902901		-1.8957473		-1.569534		0.044995308		-0.32597256		-1.3579988		-0.46200848		0.77626514		-0.12471199		-0.9227667		-0.65033627		No		Yes		Yes		AK333035		TC389289		Triticum aestivum cDNA, clone: WT005_H19, cultivar: Chinese Spring [AK333035]

		A_99_P445137		5.1660905		4.524469		4.2033553		3.3786087		5.764726		5.6807537		5.455059		4.977445		7.15348		5.525328		5.7447705		4.8241315		1.5142839		2.2288272		2.3812246		3.028989		3.9651887		2.0011916		2.910799		2.723615		0.5986357		1.1562848		1.2517037		1.5988364		1.9873896		1.0008593		1.5414152		1.4455228		Yes		Yes		Yes		TA96488_4565		TC400232		Rep: Os09g0499500 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC400232]

		A_99_P301741		5.343992		4.9758954		5.3850207		5.304448		4.6050496		3.5252616		4.358464		2.5046158		3.4786112		3.7571533		3.2563736		3.0964434		-1.6689522		-2.733281		-2.0371568		-6.9635954		-3.6436415		-2.327437		-4.373072		-4.6203585		-0.7389426		-1.4506338		-1.026557		-2.7998323		-1.865381		-1.2187421		-2.128647		-2.2080047		Yes		No		No		TA82188_4565		0		0

		A_99_P435387		11.315926		11.858631		11.474804		11.699477		10.564353		10.012737		10.300277		11.006284		10.219098		10.85599		9.764652		11.520935		-1.683627		-3.5947561		-2.2571888		-1.6168585		-2.1388385		-2.0036643		-3.2719522		-1.1317396		-0.7515726		-1.8458939		-1.1745272		-0.69319344		-1.0968275		-1.0026407		-1.7101517		-0.17854214		Yes		Yes		Yes		TA59541_4565		TC392880		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), complete [TC392880]

		A_99_P243886		12.028319		12.28593		12.905883		12.652489		11.768822		11.535975		11.588176		12.651474		11.924617		11.73608		11.774877		12.527158		-1.1970618		-1.6817394		-2.4926963		-1.0007036		-1.0745276		-1.463933		-2.1901145		-1.0907578		-0.25949764		-0.7499542		-1.3177071		-0.0010147095		-0.103702545		-0.5498495		-1.1310062		-0.12533092		No		Yes		Yes		TA65473_4565		TC404136		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC404136]

		A_99_P398107		11.289021		11.577881		10.397163		11.009227		10.77874		10.5325365		9.888981		10.534709		10.525477		10.8854475		9.78647		10.438809		-1.4243273		-2.063859		-1.4222573		-1.3894538		-1.6976548		-1.6160069		-1.5269926		-1.4849532		-0.5102806		-1.0453444		-0.5081825		-0.47451782		-0.7635431		-0.69243336		-0.610693		-0.5704174		No		Yes		Yes		TA109973_4565		TC411631		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (9%) [TC411631]

		A_99_P284181		7.348865		6.49756		8.627213		7.0129914		11.407325		12.822719		13.539814		11.695529		13.423802		11.219677		13.992469		9.72718		16.661654		80.17934		30.11899		25.679363		67.41218		26.393614		41.219536		6.5622387		4.0584598		6.3251586		4.9126015		4.6825376		6.0749373		4.722117		5.3652563		2.714188		Yes		Yes		Yes		TA77115_4565		TC437335		Rep: 50S ribosomal protein L9 - Novosphingobium aromaticivorans (strain DSM 12444), partial (8%) [TC437335]

		A_99_P234461		13.677658		13.941665		12.466491		13.264167		14.39629		15.489678		13.225681		13.83262		15.372745		15.0834465		14.055709		14.066994		1.6456206		2.9241426		1.6925408		1.4829324		3.237963		2.2065337		3.0088625		1.744516		0.71863174		1.5480137		0.75919056		0.56845284		1.6950865		1.1417818		1.5892181		0.8028269		Yes		Yes		Yes		TA62889_4565		TC369577		0

		A_99_P256366		11.542663		11.076535		10.943146		11.626152		12.743149		15.324286		13.794724		13.690949		13.395709		13.403621		13.827016		13.272472		2.298171		18.997679		7.217898		4.183752		3.6126223		5.017906		7.3812757		3.1303422		1.2004862		4.247751		2.8515787		2.0647974		1.8530464		2.3270855		2.8838701		1.6463203		Yes		Yes		Yes		TA68936_4565		TC441990		Rep: Phosphate transporter 6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC441990]

		A_99_P107690		11.00384		9.375218		9.637447		9.195981		10.236174		8.206654		8.901394		8.834557		9.270148		8.785504		7.4475536		8.856369		-1.7025142		-2.2478797		-1.6656133		-1.2846937		-3.3257787		-1.5049484		-4.562719		-1.2654163		-0.7676668		-1.1685648		-0.73605347		-0.36142445		-1.7336922		-0.58971405		-2.1898937		-0.339612		Yes		No		No		CJ875123		TC409724		CJ875123 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls18c07 5', mRNA sequence [CJ875123]

		A_99_P386442		8.542361		7.2354846		9.093116		9.066518		8.398419		6.9196143		7.8655496		8.666255		7.7759366		6.0356483		6.627935		8.790168		-1.10492		-1.2447623		-2.3417163		-1.3197483		-1.701049		-2.297136		-5.5219617		-1.2111269		-0.14394188		-0.31587029		-1.2275662		-0.40026283		-0.76642466		-1.1998363		-2.4651809		-0.27635002		Yes		Yes		Yes		TA107115_4565		TC392167		Rep: Galactose-binding like - Medicago truncatula (Barrel medic), partial (25%) [TC392167]

		A_99_P227991		7.840431		6.219916		3.6026752		4.981699		9.857216		9.942473		11.167424		9.559234		10.930636		10.2061		10.898998		7.693628		4.0468087		13.200837		189.32863		23.87675		8.516172		15.847513		157.18533		6.5519705		2.0167847		3.7225575		7.564749		4.5775347		3.0902052		3.9861846		7.296323		2.7119288		Yes		Yes		Yes		TA61042_4565		TC415393		Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat), partial (87%) [TC415393]

		A_99_P322186		8.562278		8.802913		8.810237		9.18927		9.574885		10.133361		10.566461		9.159602		10.484115		9.725708		10.493399		9.271296		2.0175543		2.5148077		3.3781273		-1.0207771		3.7890518		1.895785		3.2113094		1.0585032		1.0126076		1.3304482		1.7562237		-0.029667854		1.9218369		0.9227953		1.6831617		0.08202553		Yes		No		No		TA88198_4565		0		0

		A_99_P037774		10.967426		10.104699		7.1392136		10.54857		9.663316		8.016219		4.859738		8.96893		9.729644		9.057684		4.8478394		9.685361		-2.4693143		-4.2529974		-4.855015		-2.9889514		-2.3583577		-2.0662506		-4.8952217		-1.8190798		-1.3041105		-2.08848		-2.2794757		-1.5796394		-1.2377825		-1.0470152		-2.2913742		-0.8632088		Yes		No		No		BQ789310		TC404434		WHE4160_A11_A22ZS Wheat CS whole plant cDNA library Triticum aestivum cDNA clone WHE4160_A11_A22, mRNA sequence [BQ789310]

		A_99_P099485		4.573014		2.8401635		3.0196955		3.623598		4.9136114		3.5914958		4.826963		5.9750934		4.984258		3.4693897		4.6763797		4.5295825		1.266281		1.6833466		3.4997878		5.1035295		1.3298323		1.5467352		3.1529105		1.8738227		0.34059763		0.7513323		1.8072674		2.3514953		0.4112444		0.6292262		1.6566842		0.9059844		Yes		No		No		DR735328		TC384684		FGAS080998 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735328]

		A_99_P168609		6.0012665		7.177503		6.1113963		5.345825		6.367602		7.0580726		7.1918015		6.262796		6.2843304		7.2174773		7.179535		6.221975		1.2890743		-1.086306		2.11463		1.8881465		1.2167763		1.0280955		2.0967264		1.8354702		0.3663354		-0.11943054		1.0804052		0.91697073		0.2830639		0.039974213		1.0681386		0.87614965		No		Yes		Yes		TA76969_4565		TC390058		Rep: 14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot), partial (66%) [TC390058]

		A_99_P440867		10.010364		9.023171		7.5598264		9.083159		9.273117		7.8340263		5.6046453		8.520069		8.84188		8.409317		5.473797		8.691799		-1.6669912		-2.280176		-3.877646		-1.4774306		-2.2477534		-1.5303423		-4.2457795		-1.3116295		-0.7372465		-1.1891451		-1.9551811		-0.5630903		-1.1684837		-0.6138544		-2.0860295		-0.39136028		Yes		Yes		Yes		TC397051		TC397051		Rep: Os01g0202500 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC397051]

		A_99_P318411		9.997872		9.787875		9.351072		9.74738		10.898862		11.69782		10.686933		10.0583105		11.84488		11.007762		11.138272		10.009457		1.8673463		3.7579465		2.5242596		1.2405074		3.5975325		2.3292844		3.4514437		1.1992034		0.90098953		1.9099445		1.3358603		0.31093025		1.8470078		1.2198868		1.7872		0.26207638		Yes		Yes		Yes		TA87068_4565		TC429363		Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC429363]

		A_99_P424237		10.64698		10.721287		10.595616		10.397229		10.58648		9.940007		9.4166155		9.961665		10.225517		10.047996		8.764527		10.219433		-1.0428272		-1.7186545		-2.2641993		-1.3524395		-1.339285		-1.5947068		-3.5580554		-1.1311548		-0.060500145		-0.78127956		-1.1790009		-0.43556404		-0.421463		-0.6732912		-1.831089		-0.17779636		No		Yes		Yes		AK332757		TC384113		Triticum aestivum cDNA, clone: WT004_M18, cultivar: Chinese Spring [AK332757]

		A_99_P311881		10.217406		10.146756		12.570598		10.848727		9.255211		8.94365		11.403371		11.107924		9.234924		9.41924		11.273852		11.123066		-1.9482723		-2.3023481		-2.245796		1.1968126		-1.9758617		-1.6557859		-2.4567401		1.2094396		-0.9621954		-1.2031059		-1.1672268		0.25919724		-0.98248196		-0.7275162		-1.2967453		0.27433872		No		Yes		Yes		TA85184_4565		0		0

		A_99_P553312		10.475658		10.304866		10.051721		9.8952		9.997607		8.944651		8.821832		9.565135		9.777822		9.705642		8.750861		9.456019		-1.3928609		-2.5672348		-2.3454893		-1.2570698		-1.6220709		-1.5149016		-2.463756		-1.3558339		-0.4780512		-1.3602152		-1.2298889		-0.33006477		-0.6978369		-0.5992241		-1.3008595		-0.43918037		No		Yes		Yes		CA652789		TC453550		0

		A_99_P422077		12.359096		12.290099		11.51537		11.308024		11.541328		11.005402		10.181897		9.66583		10.809932		11.41671		9.623441		11.115573		-1.7626758		-2.4363096		-2.5200865		-3.1214032		-2.9264748		-1.8319616		-3.7113128		-1.1427038		-0.81776714		-1.2846975		-1.3334732		-1.6421947		-1.5491638		-0.87338924		-1.8919296		-0.19245148		Yes		No		No		BE417913		TC382324		Rep: Phosphoribulokinase, chloroplast precursor - Triticum aestivum (Wheat), partial (52%) [TC382324]

		A_99_P482037		12.698291		12.079745		10.946357		10.692567		11.184345		10.556748		10.18084		9.979563		10.879033		11.304348		10.130931		10.948977		-2.8559003		-2.8738742		-1.6999794		-1.6392139		-3.5289958		-1.7116613		-1.7598176		1.1945031		-1.5139456		-1.5229969		-0.76551723		-0.7130041		-1.8192577		-0.7753973		-0.8154259		0.2564106		Yes		No		No		TC423208		TC423208		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC423208]

		A_99_P259841		7.255834		7.694017		4.9038243		6.4395394		6.299049		5.909838		3.754977		5.373495		5.972866		6.3564363		3.784362		5.5930786		-1.94098		-3.4442234		-2.2173667		-2.093685		-2.4333909		-2.5272715		-2.1726596		-1.7980845		-0.9567852		-1.7841787		-1.1488473		-1.0660443		-1.282968		-1.3375807		-1.1194623		-0.8464608		Yes		No		No		AK331590		TC395870		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		A_99_P286451		8.559426		8.383563		9.114878		8.593051		9.631997		10.569924		10.563129		9.092647		10.014217		9.831975		10.95621		9.225321		2.1031778		4.551561		2.7287717		1.4138173		2.7411685		2.7290747		3.5834084		1.5500017		1.0725708		2.1863613		1.4482517		0.49959564		1.4547911		1.448412		1.8413324		0.63226986		Yes		Yes		Yes		TA77756_4565		0		0

		A_99_P438737		3.5491002		2.7667797		1.5013179		2.5112803		7.784014		7.1057777		10.87191		5.5694737		9.232299		8.358032		10.719581		4.9236054		18.829384		20.238043		661.9563		8.329289		51.38228		48.209724		595.6259		5.3233156		4.234914		4.338998		9.370592		3.0581934		5.683199		5.5912523		9.218263		2.4123251		Yes		Yes		Yes		TA60080_4565		TC395358		0

		A_99_P327266		8.304678		7.883491		7.543118		6.834818		7.610088		6.65357		5.939209		6.433253		7.554697		7.2886453		6.1174774		6.4398637		-1.6184245		-2.3455412		-3.039658		-1.3209401		-1.6817706		-1.5103111		-2.6863375		-1.314901		-0.6945901		-1.2299209		-1.603909		-0.40156507		-0.7499809		-0.5948458		-1.4256406		-0.3949542		No		Yes		Yes		TA89727_4565		TC458860		0

		A_99_P443212		12.50402		12.29277		10.665278		10.372443		11.145122		10.7752695		9.956544		9.251329		10.926921		11.587944		9.935576		10.722056		-2.564892		-2.8629467		-1.6343699		-2.1751482		-2.9836924		-1.6299485		-1.6582965		1.2742189		-1.3588982		-1.5175009		-0.7087345		-1.1211138		-1.5770988		-0.70482635		-0.729702		0.3496132		Yes		No		No		TC398832		TC398832		Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa subsp. japonica (Rice), partial (35%) [TC398832]

		A_99_P286341		5.2942753		5.03495		4.9352736		5.069368		4.4648404		4.2680316		4.661445		4.0743976		4.172051		4.491115		4.0590425		3.9550686		-1.7769891		-1.701631		-1.2090119		-1.9930395		-2.1768234		-1.4578424		-1.8355739		-2.1648984		-0.8294349		-0.7669182		-0.2738285		-0.9949703		-1.1222243		-0.5438347		-0.8762312		-1.1142993		No		Yes		Yes		TA77730_4565		TC386151		Rep: At2g43670 - Arabidopsis thaliana (Mouse-ear cress), partial (69%) [TC386151]

		A_99_P545547		7.2118626		5.913801		7.0728054		6.578174		11.198575		11.128444		10.769772		7.3466697		12.893483		10.374501		11.389037		7.619268		15.8533125		37.133324		12.968738		1.7034924		51.326096		22.01935		19.921186		2.0577872		3.9867125		5.2146425		3.6969662		0.76849556		5.6816206		4.4607		4.3162317		1.0410938		Yes		Yes		Yes		TC450569		TC450569		0

		A_99_P533722		10.303181		9.904958		9.291776		9.917174		9.394778		9.202475		8.004712		8.155862		9.282257		9.413526		7.982949		9.36552		-1.8769659		-1.6273034		-2.4403086		-3.390064		-2.0292177		-1.4058398		-2.4774		-1.465766		-0.90840244		-0.7024832		-1.2870636		-1.7613125		-1.0209236		-0.4914322		-1.3088269		-0.5516548		Yes		No		No		TC446080		TC446080		Rep: Os07g0143000 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC446080]

		A_99_P163797		6.9385743		6.2425117		7.1990094		7.041479		6.766084		5.72389		6.475823		5.505848		5.6516604		5.8438625		5.3812623		5.818868		-1.127002		-1.4325862		-1.6508242		-2.8991525		-2.4400554		-1.3182731		-3.5253026		-2.3336868		-0.17249012		-0.5186219		-0.7231865		-1.5356312		-1.2869139		-0.39864922		-1.8177471		-1.222611		Yes		No		No		CV771415		TC385429		FGAS065808 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771415]

		A_99_P518057		11.063092		9.370804		10.057187		9.745069		12.707619		13.792394		13.294242		10.66093		14.181674		12.29691		13.861405		10.464233		3.1264522		21.430445		9.428674		1.8866949		8.685337		7.600564		13.969595		1.6462288		1.6445265		4.42159		3.2370548		0.9158611		3.1185818		2.9261065		3.8042183		0.71916485		Yes		Yes		Yes		CD870161		TC439736		AZO2.113K07F010115 AZO2 Triticum aestivum cDNA clone AZO2113K07, mRNA sequence [CD870161]

		A_99_P234096		5.2320046		5.355678		7.420543		7.5744057		3.8800638		3.5119972		6.364408		6.229509		4.836907		4.170351		6.5120034		6.7978597		-2.552553		-3.589246		-2.0793538		-2.5401204		-1.3150319		-2.2741494		-1.8771446		-1.7130247		-1.3519409		-1.8436809		-1.0561352		-1.3448968		-0.39509773		-1.185327		-0.9085398		-0.776546		Yes		Yes		Yes		TA62776_4565		0		0

		A_99_P312741		4.5150027		5.202166		4.730736		3.5443275		3.4054754		3.823783		2.4154246		3.2509992		3.5192358		4.8983974		3.3962135		2.6127498		-2.1577494		-2.5997684		-4.97712		-1.2254641		-1.9941403		-1.2343646		-2.5219195		-1.9073607		-1.1095273		-1.3783832		-2.3153112		-0.2933283		-0.9957669		-0.30376863		-1.3345222		-0.9315777		Yes		No		No		AK332083		TC450371		Triticum aestivum cDNA, clone: WT003_B16, cultivar: Chinese Spring [AK332083]

		A_99_P337261		9.317654		8.515102		7.4028306		8.435376		9.818642		10.817738		9.330593		8.627045		10.936755		9.986728		9.416866		8.893054		1.4151824		4.933581		3.8046467		1.1420838		3.0718367		2.7733417		4.039105		1.3733295		0.500988		2.3026352		1.9277625		0.19166851		1.6191015		1.4716253		2.0140357		0.45767784		Yes		Yes		Yes		TA92767_4565		TC410325		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC410325]

		A_99_P279341		4.3354573		5.4305973		3.911074		4.904733		3.0275555		3.3136022		1.9164642		3.2771873		3.9273446		3.839114		1.8754274		3.614722		-2.4758122		-4.337895		-3.9850829		-3.0898693		-1.3269489		-3.0135903		-4.100064		-2.4452994		-1.3079019		-2.116995		-1.9946097		-1.6275458		-0.40811276		-1.5914834		-2.0356464		-1.2900112		Yes		No		No		TA75688_4565		TC393008		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC393008]

		A_99_P297516		9.518579		10.288575		9.030459		8.61953		8.033229		9.084447		7.8832		7.558205		7.8623734		9.716413		7.446284		8.833202		-2.7998502		-2.30398		-2.2149272		-2.0868466		-3.1518638		-1.4867506		-2.9983642		1.1596365		-1.4853497		-1.2041283		-1.1472592		-1.0613246		-1.6562052		-0.5721626		-1.5841756		0.21367264		Yes		No		No		TA80953_4565		0		0

		A_99_P402827		6.8204637		6.098217		4.8181767		5.261214		7.743913		8.36098		7.288465		6.1922975		7.9780297		7.9952736		7.749229		6.6564865		1.8966448		4.799097		5.541545		1.9067076		2.2308075		3.7245255		7.626664		2.6303828		0.9234495		2.262763		2.4702883		0.9310837		1.1575661		1.8970566		2.9310522		1.3952727		Yes		Yes		Yes		TA111126_4565		TC455767		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC455767]

		A_99_P151302		5.051542		4.6451926		5.6052155		6.3180737		5.5094333		5.1809473		7.5388856		7.6285653		5.666176		4.5635924		6.700917		7.475164		1.3735329		1.4497004		3.820258		2.4802604		1.5311695		-1.0581911		2.1371694		2.2300718		0.45789146		0.5357547		1.93367		1.3104916		0.61463404		-0.08160019		1.0957012		1.1570902		Yes		No		No		TC453016		TC453016		0

		A_99_P037399		3.8496926		3.18634		3.4457653		4.2099285		4.782994		5.3385086		5.6962075		5.5102363		4.71125		5.043332		6.3763423		4.6297517		1.9096407		4.444954		4.758287		2.462814		1.8169985		3.622516		7.6241527		1.3377635		0.9333012		2.1521685		2.2504423		1.3003078		0.86155725		1.856992		2.930577		0.41982317		Yes		Yes		Yes		AL830777		0		AL830777 q:242 Triticum aestivum cDNA clone H08_q242_plate_11, mRNA sequence [AL830777]

		A_99_P554727		6.875776		5.8721976		5.134691		5.484984		8.416905		8.929187		7.324236		6.225536		8.668335		8.340584		7.3650894		5.7272077		2.9102228		8.32234		4.561615		1.670815		3.4642887		5.5342436		4.6926346		1.1828145		1.5411296		3.0569892		2.1895447		0.74055195		1.7925591		2.4683862		2.2303982		0.24222374		Yes		Yes		Yes		TC454099		TC454099		Rep: WRKY transcription factor - Triticum aestivum (Wheat), partial (7%) [TC454099]

		A_99_P418817		5.068974		2.9572637		4.0147204		2.972437		7.7688317		9.757749		9.6243515		7.4451795		9.865823		8.158408		9.85263		6.876925		6.4973783		111.46791		48.827805		22.20392		27.796837		36.787514		57.19865		14.975041		2.6998577		6.8004847		5.609631		4.4727426		4.796849		5.201144		5.837909		3.904488		Yes		Yes		Yes		TC379710		TC379710		Rep: MGC148775 protein - Bos taurus (Bovine), partial (7%) [TC379710]

		A_99_P411432		11.129598		11.114174		10.434899		12.07729		10.171597		9.859206		9.625831		10.658553		10.327626		10.582225		8.970004		11.63915		-1.9426165		-2.3866181		-1.7520801		-2.6735125		-1.743482		-1.4458812		-2.7604342		-1.3548564		-0.95800114		-1.2549677		-0.8090687		-1.4187365		-0.80197144		-0.53194904		-1.4648952		-0.43813992		Yes		No		No		TA59278_4565		TC373469		0

		A_99_P196631		7.5512834		7.245272		7.713366		7.426912		8.870877		9.567941		13.593181		10.7028475		10.096538		10.3708935		13.508171		9.786942		2.4959583		5.002567		58.88444		9.686233		5.83711		8.727819		55.514973		5.133809		1.3195939		2.3226686		5.8798146		3.2759356		2.5452542		3.1256213		5.794805		2.3600297		Yes		Yes		Yes		CJ852491		TC377752		CJ852491 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal25b01 5', mRNA sequence [CJ852491]

		A_99_P129195		4.962522		6.897709		4.6710033		5.2156568		2.639308		4.789247		5.2505183		4.0877724		3.2333963		5.8721313		3.8087037		5.028036		-5.004459		-4.312313		1.4943467		-2.1853805		-3.3152685		-2.0357742		-1.8179338		-1.1388838		-2.323214		-2.1084619		0.579515		-1.1278844		-1.7291257		-1.0255775		-0.8622997		-0.18762064		Yes		No		No		AB252145		NP9351438		Triticum aestivum Tamyb2 mRNA for myb-related protein, complete cds [AB252145]

		A_99_P517852		7.26938		6.858532		5.6243615		6.2781377		7.3659034		7.9294457		6.8392525		6.955599		8.459885		7.9752555		7.466189		7.1530604		1.0691937		2.1007636		2.3212323		1.5993228		2.2823255		2.1685393		3.5846379		1.8339099		0.096523285		1.0709138		1.214891		0.67746115		1.1905046		1.1167235		1.8418274		0.87492275		Yes		Yes		Yes		TC439618		TC439618		0

		A_99_P310011		3.9051216		3.462055		4.720688		4.127566		3.6944773		2.3158462		2.6527333		1.9305598		3.6824224		2.587226		2.2982466		3.0313585		-1.1572049		-2.213315		-4.192918		-4.5852685		-1.1669147		-1.8337908		-5.3607736		-2.1379192		-0.21064425		-1.1462088		-2.0679545		-2.1970062		-0.22269917		-0.87482905		-2.4224412		-1.0962074		Yes		No		No		TA84652_4565		TC415039		Rep: D-alanine--D-alanine ligase family - Arabidopsis thaliana, partial (23%) [TC415039]

		A_99_P531982		10.1558695		10.300802		10.321347		9.855661		9.681195		9.0658455		9.269376		9.328895		9.163468		9.842607		8.991021		9.395202		-1.3896044		-2.3537428		-2.0733612		-1.4406968		-1.9894934		-1.3738226		-2.514595		-1.3759803		-0.47467422		-1.2349567		-1.0519714		-0.5267668		-0.9924011		-0.4581957		-1.3303261		-0.4604597		No		Yes		Yes		TA66621_4565		TC445293		Rep: Conserved domain protein - Burkholderia mallei (strain NCTC 10229), partial (20%) [TC445293]

		A_99_P361766		4.938003		4.0591474		5.477363		5.1534534		4.508377		3.1867392		3.772123		3.0152943		2.3464108		3.1682243		3.1090422		2.5906115		-1.3468844		-1.8307161		-3.2608318		-4.4019995		-6.027636		-1.8543621		-5.1633983		-5.9087048		-0.429626		-0.87240815		-1.70524		-2.138159		-2.5915923		-0.890923		-2.368321		-2.562842		Yes		No		No		TA100615_4565		TC444789		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC444789]

		A_99_P305746		12.4503355		12.500458		11.825378		11.642212		11.291935		11.055276		10.307204		10.165233		11.061126		11.407012		9.906793		11.584462		-2.2320983		-2.7229714		-2.8642833		-2.7836528		-2.6193516		-2.1338308		-3.7805228		-1.040841		-1.1584005		-1.4451818		-1.5181742		-1.4769793		-1.3892097		-1.0934458		-1.9185858		-0.05774975		Yes		No		No		TA83394_4565		TC372503		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC372503]

		A_99_P531292		4.166261		4.476084		3.7883472		4.129769		4.6059775		4.933697		5.2172985		4.92824		3.7745278		4.64892		4.9179306		4.584698		1.3563377		1.3732678		2.6925092		1.7392569		-1.3119688		1.1272721		2.1879554		1.3707157		0.43971634		0.457613		1.4289513		0.798471		-0.3917334		0.17283583		1.1295834		0.45492935		No		Yes		Yes		TA98885_4565		TC445084		0

		A_99_P153152		4.3643804		4.442675		4.273941		4.012989		3.9612339		3.6757019		3.87066		2.1036222		3.4458313		3.3123837		3.4058933		2.7100315		-1.3223889		-1.7016959		-1.3225121		-3.756442		-1.8902134		-2.1890297		-1.8251914		-2.4673417		-0.4031465		-0.76697326		-0.40328097		-1.9093668		-0.91854906		-1.1302915		-0.8680477		-1.3029575		Yes		No		No		CJ885483		0		CJ885483 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls12n22 3', mRNA sequence [CJ885483]

		A_99_P205931		10.106119		10.283423		8.580754		9.117248		10.228131		11.226844		10.999881		10.214119		11.266355		10.139045		11.438735		9.435912		1.0882516		1.9230822		5.348471		2.1389034		2.2349389		-1.1052545		7.2499986		1.2471756		0.12201214		0.9434204		2.4191265		1.0968714		1.1602354		-0.14437866		2.8579807		0.31866455		Yes		Yes		Yes		TA52840_4565		TC457520		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC457520]

		A_99_P348206		5.8008995		6.0719113		6.1410866		6.4298425		6.703152		7.755293		7.3216743		6.5924706		7.4347095		7.1006227		7.5927157		6.366993		1.868982		3.211799		2.266691		1.1193243		3.1033149		2.040201		2.7351675		-1.0445268		0.9022527		1.6833816		1.1805878		0.16262817		1.63381		1.0287113		1.4516292		-0.06284952		Yes		Yes		Yes		CN011808		TC443531		WHE3889_A07_B13ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3889_A07_B13, mRNA sequence [CN011808]

		A_99_P482892		5.956259		5.73469		4.9372478		5.2253685		4.6757436		4.5072474		4.306893		3.69293		5.134646		5.268065		4.4346986		4.9554276		-2.4292572		-2.3415158		-1.5479457		-2.8927438		-1.7673807		-1.3818731		-1.4167147		-1.2057585		-1.2805152		-1.2274427		-0.6303549		-1.5324385		-0.82161283		-0.4666252		-0.5025492		-0.26994085		Yes		No		No		TC423593		TC423593		Rep: Brassinosteroid biosynthesis-like protein - Zea mays (Maize), partial (30%) [TC423593]

		A_99_P282996		11.499862		11.240523		10.149841		9.509643		10.002058		9.79662		9.208519		8.185201		9.983779		10.380574		9.132113		9.599192		-2.8241246		-2.7205586		-1.9202875		-2.50436		-2.8601341		-1.8149743		-2.0247276		1.0640376		-1.4978037		-1.443903		-0.9413223		-1.3244419		-1.5160828		-0.8599491		-1.0177279		0.089549065		Yes		No		No		TA76774_4565		TC423000		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC423000]

		A_99_P014319		6.7985005		6.7579865		7.2420654		6.91544		6.48436		5.9013524		6.221226		5.754332		5.587675		5.4410076		5.506418		5.5075207		-1.2432706		-1.8108087		-2.029099		-2.2362912		-2.3147004		-2.4914384		-3.3302886		-2.653542		-0.31414032		-0.85663414		-1.0208392		-1.161108		-1.2108254		-1.3169789		-1.7356472		-1.4079194		Yes		No		No		0		0		0

		A_99_P317721		6.2852883		6.288221		7.7967644		6.517395		5.620586		6.1285644		6.543598		6.640814		6.527225		5.7305884		6.8452682		6.3276343		-1.5852412		-1.1170212		-2.3836398		1.0893131		1.182579		-1.4718518		-1.9338771		-1.1405745		-0.6647024		-0.15965652		-1.2531662		0.12341881		0.24193668		-0.55763245		-0.9514961		-0.18976068		No		Yes		Yes		TA86874_4565		TC431775		0

		A_99_P211901		12.189044		11.989384		8.825034		8.913096		11.426793		10.576935		6.172916		10.423691		11.328602		9.779493		5.0504537		8.948823		-1.6961349		-2.6618862		-6.2858953		2.849274		-1.8155947		-4.626401		-13.68554		1.0250729		-0.7622509		-1.4124489		-2.6521182		1.5105944		-0.86044216		-2.2098904		-3.7745805		0.035726547		Yes		Yes		Yes		TA54762_4565		TC445077		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC445077]

		A_99_P433062		11.794137		12.086749		11.880374		11.60534		11.380778		11.4041815		10.229205		11.206088		11.532871		11.334306		10.46453		11.09521		-1.3317827		-1.6049937		-3.14088		-1.3188239		-1.1985297		-1.6846435		-2.6681578		-1.4241785		-0.4133587		-0.6825676		-1.6511688		-0.39925194		-0.26126575		-0.7524433		-1.415844		-0.5101299		No		Yes		Yes		BJ278820		TC390923		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC390923]

		A_99_P097355		7.05839		6.768122		7.2588906		6.6888213		5.7759414		6.3532567		5.830086		6.167227		5.7394624		6.4704323		5.7349973		6.0535827		-2.4325151		-1.3331743		-2.692235		-1.435541		-2.4948063		-1.2291746		-2.8756604		-1.5531946		-1.2824488		-0.4148655		-1.4288044		-0.5215945		-1.3189278		-0.2976899		-1.5238934		-0.63523865		No		Yes		Yes		CA650746		TC426191		wre1n.pk159.b3 wre1n Triticum aestivum cDNA clone wre1n.pk159.b3 5' end, mRNA sequence [CA650746]

		A_99_P505037		4.3740325		4.993365		4.011372		4.1066384		4.869434		5.8689218		5.021603		4.3768497		4.703791		5.586495		5.2374864		4.5366464		1.4097129		1.8347162		2.0142336		1.2059844		1.2568032		1.5085161		2.3393607		1.347241		0.49540138		0.87555695		1.010231		0.27021122		0.32975864		0.5931301		1.2261143		0.43000793		No		Yes		Yes		BQ170086		TC433938		Rep: RabGAP/TBC domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (40%) [TC433938]

		A_99_P259481		6.472816		7.093554		7.2327995		7.296496		8.278968		9.964325		9.275664		6.89254		8.612478		8.441563		9.372237		6.679199		3.4970825		7.3145595		4.12063		-1.3231311		4.4065886		2.5456052		4.405903		-1.5339981		1.8061519		2.870771		2.0428648		-0.40395594		2.1396623		1.3480086		2.1394377		-0.6172967		Yes		Yes		Yes		TA69857_4565		TC409383		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC409383]

		A_99_P302456		3.6322296		3.6268213		3.646592		2.9614332		4.5729465		5.635511		5.119919		4.633224		5.1597824		4.5636163		5.3833694		3.7322352		1.919482		4.0241656		2.7766147		3.1860983		2.8829641		1.9142709		3.3328989		1.706218		0.940717		2.0086896		1.4733269		1.6717908		1.5275528		0.936795		1.7367775		0.770802		Yes		Yes		Yes		TA82394_4565		TC378460		0

		A_99_P175869		8.498584		8.293433		7.5306344		8.268015		7.108771		7.223783		6.4959245		6.721659		7.271029		7.499731		6.4250293		8.014816		-2.620447		-2.0989244		-2.0487018		-2.920784		-2.3416977		-1.7335172		-2.1518912		-1.1918466		-1.389813		-1.0696502		-1.0347099		-1.5463557		-1.2275548		-0.7937021		-1.1056051		-0.25319862		Yes		No		No		CK206055		TC411675		FGAS017630 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206055]

		A_99_P437347		5.3833117		3.3173244		6.1261973		2.804305		5.0358133		3.3488026		2.0574179		1.7370437		4.7125287		1.5485612		2.8287303		1.7588943		-1.2723525		1.0220587		-16.781263		-2.0954518		-1.5919368		-3.407617		-9.831878		-2.0639539		-0.34749842		0.031478167		-4.0687795		-1.0672613		-0.67078304		-1.7687632		-3.297467		-1.0454108		Yes		No		No		CD867837		TC394325		Rep: Probable nicotianamine synthase 2 - Hordeum vulgare (Barley), partial (41%) [TC394325]

		A_99_P237176		10.885436		11.510146		10.666209		12.1266365		11.98631		15.196677		14.620747		11.975311		12.658966		14.487053		14.722386		12.062683		2.1448457		12.875273		15.503665		-1.1105891		3.4188948		7.8729634		16.635313		-1.0453264		1.100874		3.686531		3.9545374		-0.15132523		1.77353		2.9769068		4.056177		-0.0639534		Yes		Yes		Yes		TA63632_4565		TC439870		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), partial (44%) [TC439870]

		A_99_P364371		6.1944847		7.204001		2.8921337		3.5859544		6.414225		8.71582		10.012877		7.7352843		7.771702		8.499322		10.097111		7.7229495		1.164524		2.8516943		139.1738		17.744871		2.983937		2.454316		147.5415		17.593801		0.21974039		1.5118194		7.1207438		4.14933		1.5772171		1.295321		7.204977		4.1369953		Yes		Yes		Yes		TA101476_4565		0		0

		A_99_P470082		6.210066		6.324161		6.7795815		6.32769		5.8490024		4.877989		5.974149		4.671727		4.3542695		5.605355		4.7833667		4.7791247		-1.2843723		-2.7248414		-1.7476695		-3.1513345		-3.619515		-1.6458197		-3.9895191		-2.925261		-0.36106348		-1.4461722		-0.8054323		-1.655963		-1.8557963		-0.71880627		-1.9962149		-1.5485654		Yes		No		No		TC416614		TC416614		Rep: Os01g0266400 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC416614]

		A_99_P425697		7.9281573		7.7856164		9.562768		9.624156		8.000374		7.3113613		8.147678		8.954879		7.5604		7.0055213		7.892695		9.217534		1.0513307		-1.3892007		-2.666763		-1.590276		-1.2903454		-1.717244		-3.182307		-1.3255783		0.07221651		-0.47425508		-1.4150896		-0.6692772		-0.36775732		-0.7800951		-1.670073		-0.40662193		No		Yes		Yes		TC385284		TC385284		Rep: Cis-prenyltransferase - Periploca sepium, partial (44%) [TC385284]

		A_99_P383972		7.3621535		7.4240417		6.9333367		6.8582826		5.654533		5.712889		5.81498		5.706288		5.965284		6.524446		5.690641		6.700274		-3.266217		-3.2742229		-2.1709955		-2.2222092		-2.633296		-1.8655431		-2.366403		-1.1157459		-1.7076206		-1.7111526		-1.1183567		-1.1519947		-1.3968697		-0.89959574		-1.2426958		-0.15800858		Yes		No		No		TA106508_4565		TC395895		Rep: Os02g0565400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC395895]

		A_99_P397607		2.2172174		1.6272125		1.6267301		1.6352706		2.1737158		2.0238898		4.9181633		2.2756732		4.3442206		2.1909144		5.5707984		2.4001577		-1.0306122		1.3164724		9.790845		1.5587641		4.368092		1.4780569		15.391569		1.699237		-0.043501616		0.39667726		3.2914333		0.64040256		2.1270032		0.56370187		3.9440684		0.7648871		Yes		Yes		Yes		TA109847_4565		TC435678		Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat), partial (4%) [TC435678]

		A_99_P310886		8.059283		6.438029		6.0893674		5.7047963		7.080622		5.1255903		5.7325044		5.63118		6.340849		5.825859		3.730677		5.751164		-1.9706357		-2.4836097		-1.2806382		-1.0523514		-3.2907908		-1.5285563		-5.129046		1.0326617		-0.97866106		-1.3124385		-0.35686302		-0.073616505		-1.7184343		-0.61216974		-2.3586905		0.046367645		Yes		No		No		TA84918_4565		TC387352		Rep: AGAP000003-PA - Anopheles gambiae str. PEST, partial (9%) [TC387352]

		A_99_P196468		5.07163		4.8301044		4.610788		3.7714264		6.2888455		7.5153565		6.814701		6.0834045		7.3288026		6.5520053		6.8287654		5.2757854		2.3249755		6.431932		4.6072736		4.965635		4.7805367		3.2987077		4.6524076		2.836986		1.2172155		2.6852522		2.2039132		2.311978		2.2571726		1.7219009		2.2179775		1.504359		Yes		Yes		Yes		CV778554		TC460453		FGAS072963 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV778554]

		A_99_P460772		7.176926		5.7996273		6.3316784		6.133367		9.203259		9.843971		9.779372		8.446203		10.173614		9.324481		10.119266		8.481477		4.073682		16.499426		10.910867		4.968589		7.9816523		11.510302		13.809481		5.091567		2.0263333		4.044344		3.4476938		2.3128362		2.9966874		3.5248537		3.7875872		2.3481097		Yes		Yes		Yes		BG908904		TC411005		0

		A_99_P516742		5.6793237		5.561233		5.976187		5.88464		4.7347016		4.101489		4.5773654		4.232632		4.0372753		4.23315		4.070572		4.569634		-1.9246846		-2.7505956		-2.6368616		-3.1427076		-3.1210866		-2.5106885		-3.7466867		-2.488034		-0.94462204		-1.459744		-1.3988218		-1.652008		-1.6420484		-1.328083		-1.9056153		-1.3150063		Yes		No		No		TC439130		TC439130		0

		A_99_P037614		8.423951		7.003884		7.249319		7.1636415		9.898934		11.067403		10.553014		9.260327		11.072243		9.925059		10.944755		8.9038925		2.779804		16.720186		9.874412		4.277257		6.2692447		7.5746303		12.954986		3.340933		1.4749832		4.063519		3.3036947		2.096686		2.6482916		2.9211755		3.6954355		1.7402511		Yes		Yes		Yes		CV781620		TC406407		FGAS076032 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV781620]

		A_99_P457382		9.893431		10.057449		9.341359		9.730801		10.17157		10.200866		8.251759		9.908984		9.948178		9.829625		8.235079		9.524291		1.2126298		1.1045176		-2.1281512		1.1314584		1.0386773		-1.1710675		-2.1528986		-1.1538931		0.2781391		0.1434164		-1.0896006		0.17818356		0.05474758		-0.22782421		-1.1062803		-0.20650959		No		Yes		Yes		TC408760		TC408760		Rep: Alpha tubulin-4A - Triticum aestivum (Wheat), complete [TC408760]

		A_99_P443962		8.52708		7.8973823		7.132279		9.335341		7.444439		6.515163		4.7970634		7.476883		6.2999473		6.8097878		4.204574		8.267564		-2.117909		-2.6066906		-5.0462637		-3.6262		-4.682024		-2.1251938		-7.6089892		-2.096202		-1.0826406		-1.3822193		-2.3352156		-1.8584585		-2.2271323		-1.0875945		-2.9277048		-1.0677776		Yes		Yes		Yes		TA70334_4565		TC399372		Rep: Os04g0301500 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC399372]

		A_99_P346441		9.49899		10.242257		10.701217		10.626518		9.063205		8.791367		9.741454		9.652729		8.936088		9.05001		9.455981		9.471726		-1.352647		-2.7337675		-1.9449898		-1.9639922		-1.4772382		-2.2850842		-2.3705723		-2.226522		-0.4357853		-1.4508905		-0.9597626		-0.9737892		-0.56290245		-1.1922474		-1.2452354		-1.1547918		Yes		Yes		Yes		TA95627_4565		TC396087		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (27%) [TC396087]

		A_99_P510492		1.6878012		4.2014003		5.737732		4.0107694		2.125591		1.977491		3.908745		3.2076585		1.917971		3.374316		4.332554		4.005053		1.3545276		-4.671576		-3.5528748		-1.7448595		1.1729729		-1.7740963		-2.6485047		-1.0039701		0.4377898		-2.2239094		-1.8289869		-0.80311084		0.23016977		-0.8270843		-1.4051781		-0.005716324		Yes		No		No		TC436292		TC436292		0

		A_99_P068960		4.1257877		4.5313096		4.9067397		4.521944		4.246853		3.622421		4.07136		3.3150742		3.2890055		3.5100126		3.4851236		3.2014465		1.0875375		-1.8775985		-1.7843264		-2.3083625		-1.7860621		-2.029743		-2.6788542		-2.497522		0.12106514		-0.9088886		-0.8353796		-1.2068698		-0.8367822		-1.021297		-1.4216161		-1.3204975		Yes		No		No		CD490934		0		WHE3008_G06_N12ZT Wheat etiolated seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE3008_G06_N12, mRNA sequence [CD490934]

		A_99_P517932		11.336846		11.41037		11.818679		11.535497		11.092602		10.605202		10.333989		11.48827		10.9077425		10.821744		10.334261		11.49239		-1.1844724		-1.7473494		-2.7985697		-1.0332769		-1.346397		-1.5038137		-2.7980425		-1.0303304		-0.24424458		-0.80516815		-1.4846897		-0.047226906		-0.42910385		-0.5886259		-1.4844179		-0.043107033		No		Yes		Yes		TA73311_4565		TC439698		Rep: Acetylcholinesterase - Homo sapiens (Human), partial (4%) [TC439698]

		A_99_P209501		6.4167004		7.212481		6.6251397		5.521768		5.554995		5.8617835		5.3939056		4.404667		5.2909923		6.810837		5.3003473		4.7023945		-1.817185		-2.550354		-2.3476772		-2.169107		-2.1820862		-1.3210126		-2.5049684		-1.7646396		-0.8617053		-1.3506975		-1.2312341		-1.1171012		-1.1257081		-0.40164423		-1.3247924		-0.8193736		Yes		No		No		TA54001_4565		0		0

		A_99_P248251		10.21288		10.481232		9.937636		10.001576		9.619466		9.156471		9.246104		9.492288		9.382119		10.027598		9.005322		9.768466		-1.5088133		-2.5049129		-1.6149977		-1.4233483		-1.7786232		-1.3694849		-1.9083343		-1.1753663		-0.5934143		-1.3247604		-0.69153214		-0.5092888		-0.83076096		-0.4536333		-0.9323139		-0.23311043		No		Yes		Yes		TA66624_4565		TC442790		0

		A_99_P196573		1.4994482		1.499024		3.217625		1.4872888		2.6051493		4.0162907		5.8882523		2.5258129		4.8900943		4.109926		6.7106185		2.4628177		2.1520343		5.7249646		6.36706		2.054125		10.487843		6.108856		11.258897		1.9663619		1.1057011		2.5172668		2.6706274		1.038524		3.390646		2.6109023		3.4929936		0.97552884		Yes		No		No		EB514985		0		Ta10b_02i04_R Ta10b_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta10b_02i04, mRNA sequence [EB514985]

		A_99_P408082		12.737148		13.208085		13.026574		13.375791		12.189172		11.530498		12.267093		12.695571		11.347472		12.371807		11.319837		13.392609		-1.4620336		-3.1989257		-1.6928821		-1.6023837		-2.6201985		-1.785438		-3.2642183		1.0117255		-0.5479765		-1.6775875		-0.75948143		-0.68021965		-1.3896761		-0.83627796		-1.7067375		0.016818047		No		Yes		Yes		AK332332		TC411174		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P475682		8.811023		8.718377		8.697004		10.105706		12.631397		14.384525		15.906734		12.163157		14.232074		14.051189		16.309448		12.0513525		14.126914		50.77858		148.0284		4.162503		42.844883		40.302917		195.6924		3.852103		3.8203745		5.666148		7.20973		2.0574512		5.421051		5.3328123		7.612444		1.9456463		Yes		Yes		Yes		TC419763		TC419763		Rep: Protein WIR1A - Triticum aestivum (Wheat), partial (43%) [TC419763]

		A_99_P150202		4.3554473		2.006423		1.9280835		1.7760412		4.2604375		5.2168593		3.2413445		1.9712597		6.260269		6.2406764		3.9087036		3.2335892		-1.0680727		9.256305		2.485026		1.1448976		3.7446265		18.820766		3.9466267		2.7464118		-0.095009804		3.2104363		1.3132609		0.19521856		1.9048219		4.2342534		1.98062		1.457548		Yes		Yes		Yes		CJ851574		0		CJ851574 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal19p09 5', mRNA sequence [CJ851574]

		A_99_P255066		3.6043444		3.5691605		4.8134193		4.0405183		2.8950331		3.9578063		2.7410355		2.6651685		3.5284626		3.6697567		3.465299		3.2792566		-1.6350234		1.309164		-4.2058105		-2.594308		-1.054005		1.0722165		-2.5458024		-1.6949723		-0.70931125		0.3886459		-2.0723839		-1.3753498		-0.07588172		0.10059619		-1.3481205		-0.7612617		No		Yes		Yes		TA68573_4565		0		0

		A_99_P101100		5.4188476		5.303885		5.82126		5.7802925		5.060311		4.285021		5.0745263		4.3225327		4.245478		4.3635774		4.41017		4.562822		-1.2821249		-2.026323		-1.6779895		-2.7468152		-2.2553782		-1.9189373		-2.65938		-2.3253868		-0.35853672		-1.0188642		-0.74673367		-1.4577599		-1.1733694		-0.9403076		-1.4110899		-1.2174706		Yes		No		No		BQ246753		TC392413		TaE15006A02R TaE15 Triticum aestivum cDNA clone TaE15006A02R, mRNA sequence [BQ246753]

		A_99_P434752		10.368194		12.836827		11.423276		11.110942		10.325233		9.503753		10.323077		10.735432		10.231986		9.715678		10.615476		11.081169		-1.0302255		-10.07756		-2.1438422		-1.2972983		-1.0990124		-8.700806		-1.7505404		-1.0208514		-0.042960167		-3.3330746		-1.1001987		-0.37551022		-0.13620758		-3.121149		-0.8078003		-0.029772758		No		Yes		Yes		AK332166		TC412561		Triticum aestivum cDNA, clone: WT003_E23, cultivar: Chinese Spring [AK332166]

		A_99_P451257		5.6122017		6.0875397		5.3996625		5.5467906		5.4661813		5.311633		4.085322		4.7863636		5.492714		5.37324		4.2540097		4.7771726		-1.106513		-1.7122656		-2.4868863		-1.6939919		-1.0863491		-1.6406866		-2.2124622		-1.7048184		-0.14602041		-0.77590656		-1.3143406		-0.760427		-0.11948776		-0.7142997		-1.1456528		-0.76961803		No		Yes		Yes		TC404616		TC404616		0

		A_99_P237481		12.991607		12.188165		11.090278		11.767757		11.873742		10.50119		10.872238		10.151244		11.647808		11.228825		10.528262		11.67284		-2.170255		-3.2198076		-1.1631519		-3.0663307		-2.5381875		-1.9444203		-1.4763303		-1.0680041		-1.1178646		-1.6869745		-0.21803951		-1.6165133		-1.3437986		-0.9593401		-0.56201553		-0.0949173		Yes		No		No		TA63710_4565		TC390034		Rep: Chlorophyll a-b binding protein of LHCII type III, chloroplast precursor - Hordeum vulgare (Barley), partial (82%) [TC390034]

		A_99_P072415		3.3295186		4.113467		4.124271		4.0540857		4.4053555		5.2482796		4.867109		4.5554047		4.9960513		4.917764		5.325151		4.4265695		2.1079445		2.1959		1.6734644		1.4155071		3.1745074		1.7462946		2.2987986		1.2945796		1.0758369		1.1348124		0.7428379		0.50131893		1.6665328		0.804297		1.20088		0.37248373		Yes		No		No		CJ683688		TC414411		CJ683688 Y.Ogihara unpublished cDNA library Wh_PCDAM Triticum aestivum cDNA clone whpc13j20 5', mRNA sequence [CJ683688]

		A_99_P481047		7.7382855		7.0982475		1.9116883		3.793607		6.3870015		6.0311484		1.7073994		3.387534		5.91396		5.976551		1.5962478		3.026905		-2.5513911		-2.0952163		-1.1521183		-1.3250742		-3.541414		-2.176027		-1.2443916		-1.701376		-1.351284		-1.0670991		-0.20428896		-0.4060731		-1.8243256		-1.1216965		-0.31544054		-0.76670194		Yes		No		No		TA69478_4565		TC404860		Rep: Phosphomethylpyrimidine kinase - Aurantimonas sp. SI85-9A1, partial (5%) [TC404860]

		A_99_P463262		12.307933		12.35864		11.50874		11.261707		11.22554		11.296599		10.52026		9.741063		10.955419		11.679244		10.203086		10.965209		-2.1175451		-2.0878823		-1.9840943		-2.8691914		-2.5535676		-1.6014688		-2.4719584		-1.2281598		-1.0823927		-1.0620403		-0.98848057		-1.5206442		-1.3525143		-0.6793957		-1.3056545		-0.2964983		Yes		No		No		TA55478_4565		TC412589		Rep: Aminomethyltransferase - Oryza sativa subsp. japonica (Rice), partial (52%) [TC412589]

		A_99_P253921		4.498847		4.510991		3.285556		2.500684		5.2874246		6.595177		8.932923		5.813783		6.043131		6.6352563		8.609633		5.745394		1.7273705		4.240358		50.12184		9.93899		2.9165926		4.35981		40.059643		9.478838		0.78857756		2.084186		5.6473675		3.3130991		1.5442839		2.1242652		5.3240776		3.2447102		Yes		Yes		Yes		TA68250_4565		0		0

		A_99_P203946		11.149814		10.4192		9.228905		9.760221		13.531367		15.234261		13.163444		12.391086		14.737016		13.8679		13.859905		12.122154		5.210976		28.149954		15.290236		6.193973		12.018642		10.918479		24.778217		5.140589		2.3815536		4.8150606		3.9345388		2.630865		3.587202		3.4487		4.6310005		2.3619337		Yes		Yes		Yes		TA52227_4565		TC390754		Rep: Monosaccharide transport protein 1 - Zea mays (Maize), partial (96%) [TC390754]

		A_99_P215151		10.1631365		9.931401		9.533206		9.610239		11.025615		11.215805		10.514361		10.824597		12.20053		10.667873		10.927582		10.647819		1.8181589		2.4358137		1.9740458		2.3203754		4.1050324		1.6660967		2.628748		2.0527806		0.86247826		1.2844038		0.9811554		1.2143583		2.0373936		0.73647213		1.3943758		1.0375795		Yes		No		No		TA56166_4565		TC419242		Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley), complete [TC419242]

		A_99_P149677		4.9904733		5.679428		3.6268456		3.019268		5.3335724		6.213985		5.128397		5.6037297		4.893849		6.1047873		4.598478		4.2276225		1.2684785		1.4484972		2.8314703		5.9979177		-1.0692687		1.3429068		1.961058		2.3107393		0.34309912		0.53455687		1.5015514		2.5844617		-0.096624374		0.42535925		0.97163224		1.2083545		Yes		No		No		CJ805095		TC430329		CJ805095 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct32m08 5', mRNA sequence [CJ805095]

		A_99_P255776		7.6916122		7.685495		8.653214		10.44371		8.924851		8.035312		7.9370103		10.888286		6.848581		7.1033325		5.9518266		10.823573		2.3509424		1.2743988		-1.6428539		1.3609134		-1.7938154		-1.4970915		-6.5042734		1.301218		1.2332392		0.3498168		-0.71620417		0.4445753		-0.8430314		-0.5821624		-2.701388		0.3798628		No		Yes		Yes		TA68765_4565		0		0

		A_99_P315991		9.317734		7.7507133		7.0343304		6.570984		10.285365		9.384004		9.249612		6.9398932		10.812512		9.386481		9.631384		7.241712		1.9556272		3.102197		4.6437216		1.2913762		2.818209		3.1075292		6.0504966		1.5918763		0.96763134		1.6332903		2.2152815		0.36890936		1.4947786		1.6357679		2.5970535		0.6707282		Yes		Yes		Yes		TA86376_4565		TC416410		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC416410]

		A_99_P229726		4.193279		4.64741		5.5934443		8.008538		6.709452		4.6980724		8.6221895		9.495646		4.6323543		4.183729		6.312038		8.915685		5.7206273		1.0357405		8.1609955		2.803265		1.3557353		-1.3790557		1.6455771		1.8753326		2.5161734		0.050662518		3.0287452		1.4871082		0.43907547		-0.46368074		0.7185936		0.90714645		Yes		No		No		TA61469_4565		TC380666		Rep: Stem-specific protein - Saccharum hybrid cultivar, partial (43%) [TC380666]

		A_99_P435047		6.8252892		7.361088		4.290873		4.5327754		6.1210613		5.3172364		3.662132		2.7466567		4.101462		5.8753414		2.1412172		3.8957298		-1.6292725		-4.1234484		-1.546215		-3.448858		-6.6062307		-2.8006203		-4.437219		-1.5551412		-0.7042279		-2.0438514		-0.628741		-1.7861187		-2.7238274		-1.4857464		-2.1496558		-0.6370456		Yes		No		No		TA50074_4565		TC387174		Rep: Os04g0121100 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC387174]

		A_99_P228041		7.5087295		7.0095086		5.2273273		5.858604		9.902265		10.550103		11.224923		9.367833		10.941444		10.890877		11.432645		8.395394		5.254433		11.636575		63.893433		11.386316		10.79817		14.736972		73.78816		5.8029656		2.3935351		3.5405946		5.997596		3.5092292		3.432715		3.8813682		6.2053175		2.5367904		Yes		Yes		Yes		TA61053_4565		TC452934		Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat), complete [TC452934]

		A_99_P370962		4.2808647		4.034654		5.2859445		5.1698613		5.0909486		4.8677807		6.6431365		5.8850036		5.1284895		4.7738347		6.8780923		6.331537		1.7533133		1.7815421		2.5618608		1.6416451		1.7995358		1.6692275		3.0149786		2.237171		0.81008387		0.83312654		1.357192		0.71514225		0.8476248		0.73918056		1.5921478		1.1616755		Yes		Yes		Yes		TA103325_4565		TC394761		Rep: Os04g0349700 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC394761]

		A_99_P005716		2.5602863		2.7943814		2.2149875		3.1425588		4.62354		5.4181385		4.5174584		3.6348007		3.7695549		4.919306		4.639068		3.8434896		4.179278		6.1635313		4.933019		1.406629		2.312204		4.3618026		5.366869		1.6255533		2.0632536		2.6237571		2.302471		0.49224186		1.2092686		2.1249244		2.4240806		0.70093083		Yes		No		No		BJ213508		0		BJ213508 Y. Ogihara unpublished cDNA library, Wh Triticum aestivum cDNA clone wh22m07 5', mRNA sequence [BJ213508]

		A_99_P274671		3.5991		1.5676249		3.7888978		2.3009567		3.7905777		3.8579175		7.8029075		6.553892		5.327818		4.689333		7.9453635		6.5510364		1.1419326		4.8915534		16.156126		19.066067		3.3143313		8.704177		17.832851		19.028364		0.19147754		2.2902927		4.0140095		4.2529354		1.7287178		3.121708		4.1564655		4.2500796		Yes		Yes		Yes		TA74332_4565		TC436353		Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley), partial (94%) [TC436353]

		A_99_P094130		6.006727		5.697495		6.522165		7.3976784		7.8622613		10.147468		9.456387		8.892056		9.536193		8.373086		9.428796		8.539159		3.618857		21.85623		7.6434383		2.8174267		11.547156		6.3890038		7.4986506		2.2060728		1.8555341		4.4499726		2.9342217		1.4943781		3.5294657		2.675591		2.906631		1.1414804		Yes		Yes		Yes		AJ867392		TC368604		Triticum aestivum mRNA for glycosyltransferase (a1 gene) [AJ867392]

		A_99_P198116		10.277423		9.085753		7.601084		9.026453		10.390656		10.698768		10.233944		9.58484		11.006348		10.868815		10.327687		9.789944		1.0816499		3.0589027		6.2025423		1.4726217		1.6574033		3.4415584		6.618953		1.6975931		0.11323357		1.6130142		2.6328597		0.5583868		0.72892475		1.783062		2.726603		0.7634907		Yes		No		No		CJ954763		TC399041		CJ954763 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5j03 5', mRNA sequence [CJ954763]

		A_99_P446157		7.604181		6.7935233		8.22519		8.74331		7.155643		6.3352723		7.144234		8.0413265		7.187423		6.8093286		6.57078		7.8921523		-1.3646564		-1.3738753		-2.1154373		-1.6267397		-1.334924		1.0110155		-3.1479452		-1.8039479		-0.44853783		-0.458251		-1.080956		-0.70198345		-0.41675758		0.015805244		-1.6544104		-0.85115767		No		Yes		Yes		CK152333		TC400994		Rep: Type 1 non specific lipid transfer protein precursor - Triticum aestivum (Wheat), complete [TC400994]

		A_99_P321586		11.435711		11.509265		11.754405		11.044356		11.355003		10.847768		10.456735		10.839036		10.91634		11.18481		10.554075		10.861275		-1.0575366		-1.5817232		-2.458316		-1.1529423		-1.4333302		-1.2521915		-2.297922		-1.1353064		-0.08070755		-0.6614971		-1.2976704		-0.20532036		-0.51937103		-0.32445526		-1.2003298		-0.18308163		No		Yes		Yes		TA88013_4565		TC388161		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC388161]

		A_99_P413287		10.287499		10.0013895		9.506223		10.038306		10.821922		11.6356125		11.718135		10.038239		11.827451		10.46683		12.080731		9.926884		1.4483626		3.1042032		4.6328893		-1.000047		2.907847		1.3807391		5.956681		-1.0802929		0.5344229		1.634223		2.2119122		-6.77E-05		1.5399513		0.46544075		2.5745087		-0.11142254		Yes		Yes		Yes		BT009313		TC375136		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P080710		6.3157554		6.156817		6.4170666		6.1732426		6.0007434		5.419843		5.762773		5.2861133		5.5521474		5.265472		5.1711483		5.058431		-1.244022		-1.666676		-1.573845		-1.8494923		-1.6977311		-1.8549047		-2.3716946		-2.165667		-0.31501198		-0.73697376		-0.65429354		-0.8871293		-0.763608		-0.891345		-1.2459183		-1.1148114		Yes		No		No		CN010956		0		WHE3878_B12_D24ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3878_B12_D24, mRNA sequence [CN010956]

		A_99_P344251		4.585299		4.959542		5.0468926		4.8453383		5.099762		5.614561		6.8404603		5.8443513		5.134187		5.82114		6.6247497		6.0574265		1.4284623		1.574637		3.4667113		1.9986321		1.4629579		1.8170499		2.985261		2.3167272		0.51446295		0.6550193		1.7935677		0.99901295		0.5488882		0.861598		1.577857		1.2120881		Yes		Yes		Yes		EU200974		TC380853		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		A_99_P310436		6.806622		7.634325		7.8564987		7.582302		6.095373		5.8587775		6.75005		6.784153		5.8020616		7.0474515		6.992435		6.9360185		-1.6372207		-3.423679		-2.1531498		-1.7388688		-2.0063322		-1.5019883		-1.820158		-1.5651312		-0.7112489		-1.7755475		-1.1064487		-0.7981491		-1.0045605		-0.58687353		-0.86406374		-0.6462836		Yes		Yes		Yes		TA84780_4565		0		0

		A_99_P309306		7.385958		7.700192		6.1221595		7.2888794		7.169153		8.066934		8.155927		8.046685		7.6158013		7.98777		8.462999		8.172282		-1.162157		1.2894373		4.094727		1.690917		1.1727074		1.2205895		5.0659747		1.8447212		-0.21680498		0.36674166		2.0337672		0.7578058		0.22984314		0.2875781		2.3408399		0.8834028		No		Yes		Yes		TA84440_4565		TC427416		Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC427416]

		A_99_P256451		5.090093		5.4795837		4.779077		5.1766706		5.3884587		6.1158156		6.4250283		5.601546		5.3913727		5.7737675		6.5470862		5.755442		1.2297505		1.5542643		3.1295414		1.3424565		1.2322369		1.226191		3.4058366		1.493577		0.2983656		0.6362319		1.6459513		0.42487526		0.30127954		0.29418373		1.7680092		0.5787716		No		Yes		Yes		DR736908		TC391551		FGAS082278 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736908]

		A_99_P309486		10.91118		10.720342		10.28509		10.465428		10.58698		9.953932		9.519195		9.771278		10.276105		9.952119		9.167885		9.929467		-1.2519697		-1.7010316		-1.7004255		-1.6179309		-1.5530181		-1.7031704		-2.169264		-1.4499078		-0.32419968		-0.7664099		-0.76589584		-0.69415		-0.6350746		-0.7682228		-1.1172056		-0.53596115		No		Yes		Yes		AK335373		TC385533		Triticum aestivum cDNA, clone: WT012_L22, cultivar: Chinese Spring [AK335373]

		A_99_P219366		6.198709		4.019179		4.5697002		2.3694465		3.4793537		2.5461934		2.3486724		1.9669834		3.8760166		3.7797153		3.2774916		1.6534916		-6.585785		-2.7759576		-4.662255		-1.3217626		-5.00265		-1.1805537		-2.449027		-1.64257		-2.7193553		-1.4729855		-2.2210279		-0.40246308		-2.3226924		-0.23946357		-1.2922087		-0.7159549		Yes		No		No		DR737974		TC401286		FGAS083191 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737974]

		A_99_P569832		6.479973		6.040291		5.4061112		4.6565795		4.6354156		4.648647		3.5484245		1.9210305		5.010395		5.171586		3.85489		4.297277		-3.5914273		-2.623775		-3.6242607		-6.660124		-2.7694082		-1.8260229		-2.930651		-1.2828056		-1.8445573		-1.391644		-1.8576868		-2.735549		-1.4695778		-0.8687048		-1.5512211		-0.35930252		Yes		No		No		0		0		0

		A_99_P167749		2.1951168		2.3711314		6.3062043		4.5556903		2.3048182		3.0098877		3.8680794		3.9140654		5.2367516		2.341902		4.527044		3.761329		1.0790049		1.5569863		-5.419369		-1.5600853		8.234236		-1.0204669		-3.4322639		-1.7343094		0.109701395		0.6387563		-2.438125		-0.6416249		3.0416348		-0.029229403		-1.7791605		-0.79436135		No		Yes		Yes		CJ959865		TC451896		CJ959865 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul21e18 3', mRNA sequence [CJ959865]

		A_99_P466377		13.405891		13.048026		13.246884		11.897765		13.242833		12.46492		11.058368		12.799361		13.277989		12.307308		10.801758		11.116744		-1.1196581		-1.4980711		-4.5583653		1.8681315		-1.0927036		-1.6710072		-5.445734		-1.7183467		-0.16305828		-0.58310604		-2.1885166		0.90159607		-0.12790203		-0.7407179		-2.4451265		-0.7810211		Yes		Yes		Yes		TA64488_4565		TC414473		0

		A_99_P505632		10.522614		11.445175		12.058326		11.5210905		9.691022		9.778275		9.63375		11.577071		9.77383		10.328481		10.071149		11.457409		-1.7796476		-3.175317		-5.368711		1.0395656		-1.6803749		-2.1684954		-3.9646044		-1.0451294		-0.8315916		-1.6669006		-2.4245758		0.055980682		-0.7487831		-1.1166945		-1.9871769		-0.0636816		Yes		Yes		Yes		BQ807196		TC385078		Rep: Pollen oleosin - Lilium longiflorum (Trumpet lily), partial (40%) [TC385078]

		A_99_P440427		5.457068		5.450438		3.6797702		4.6634717		5.1024113		6.839899		6.0731215		6.638022		7.9298043		5.3732295		6.5236115		5.8218923		-1.2786813		2.619808		5.2537637		3.930057		5.5509562		-1.0549748		7.179291		2.2321293		-0.3546567		1.389461		2.3933513		1.9745502		2.4727364		-0.07720852		2.8438413		1.1584206		Yes		No		No		TC396723		TC396723		Rep: Cis-zeatin O-glucosyltransferase 2 - Zea mays (Maize), partial (46%) [TC396723]

		A_99_P409857		8.377629		7.0664487		6.402523		7.067801		8.958884		9.356838		8.50911		7.6498427		9.951148		8.295159		8.741482		7.410122		1.4961501		4.891882		4.3067136		1.4969662		2.9762976		2.3435745		5.0593734		1.2677945		0.58125496		2.2903895		2.1065874		0.58204174		1.5735188		1.2287107		2.3389587		0.34232092		Yes		Yes		Yes		TC374053		TC374053		0

		A_99_P482412		4.347259		3.7926655		5.0895944		4.5965447		4.33267		2.9566734		4.0156474		2.7111657		2.8801603		2.782107		2.522269		3.0081832		-1.0101635		-1.7850841		-2.1051848		-3.6945		-2.7646537		-2.0146906		-5.927096		-3.0070763		-0.014588833		-0.8359921		-1.073947		-1.8853791		-1.4670987		-1.0105584		-2.5673254		-1.5883615		Yes		No		No		0		0		0

		A_99_P286981		12.808589		12.84248		12.050785		11.883056		11.760991		11.679467		10.62247		10.534799		11.294251		12.247659		10.358457		11.893842		-2.0670853		-2.2392452		-2.6913223		-2.5460434		-2.8566763		-1.5102851		-3.2317789		1.0075043		-1.0475979		-1.1630125		-1.4283152		-1.3482571		-1.5143375		-0.594821		-1.6923285		0.0107860565		Yes		No		No		AK334086		TC378186		Triticum aestivum cDNA, clone: WT009_E17, cultivar: Chinese Spring [AK334086]

		A_99_P250721		2.6836948		4.3805313		4.014311		4.8489804		1.5361408		2.6289294		2.5185792		3.1214542		1.5703722		3.7028568		3.031305		4.5416875		-2.2153797		-3.3673227		-2.8200712		-3.311595		-2.1634333		-1.5995593		-1.9765792		-1.2373837		-1.147554		-1.7516019		-1.4957316		-1.7275262		-1.1133226		-0.67767453		-0.98300576		-0.30729294		Yes		No		No		TA67368_4565		0		0

		A_99_P312481		8.118384		7.6427064		5.6524754		6.3659687		7.090719		5.5122046		5.549235		5.6204743		6.3386307		6.739817		4.8344827		5.9361672		-2.038722		-4.3786974		-1.0741835		-1.6765487		-3.4336755		-1.8698069		-1.7629514		-1.3470482		-1.0276651		-2.1305017		-0.10324049		-0.74549437		-1.7797537		-0.90288925		-0.8179927		-0.42980146		Yes		No		No		TA85363_4565		0		0

		A_99_P323016		9.988063		10.06441		9.865289		8.950314		8.699714		9.02986		8.574707		7.4345818		8.685027		9.58891		8.344605		8.974576		-2.4424841		-2.0484755		-2.4462667		-2.8594384		-2.4674754		-1.3904002		-2.8692691		1.0169597		-1.2883492		-1.0345507		-1.2905817		-1.5157318		-1.3030357		-0.4755001		-1.5206833		0.024262428		Yes		No		No		TA88453_4565		TC381048		0

		A_99_P201271		7.943569		8.225911		7.6072173		7.592712		7.746479		7.5252323		6.602114		7.0810504		7.615551		7.751789		6.649235		7.020803		-1.1463838		-1.6252693		-2.007087		-1.4256912		-1.2552878		-1.3890727		-1.9425914		-1.4864892		-0.19709015		-0.7006788		-1.0051031		-0.5116615		-0.3280182		-0.47412205		-0.95798254		-0.57190895		No		Yes		Yes		TA51339_4565		TC441670		0

		A_99_P140538		7.7164345		6.8682747		2.4748182		7.9672065		6.116013		5.0370984		1.5692409		7.982493		6.529854		5.367331		1.5333811		7.445351		-3.0323188		-3.5582707		-1.873294		1.0106521		-2.2761264		-2.8302777		-1.9204403		-1.4358006		-1.6004214		-1.8311763		-0.9055773		0.015286446		-1.1865807		-1.5009437		-0.9414371		-0.52185535		Yes		No		No		EF028776		TC369397		Triticum aestivum CBFIVb-D21 mRNA, complete cds [EF028776]

		A_99_P465062		10.330049		11.128011		10.691207		11.05857		10.555847		11.595345		11.616973		11.3564		10.734806		11.51537		11.783309		11.328328		1.1694244		1.382552		1.8996927		1.2292937		1.3238664		1.3079973		2.1318443		1.2056057		0.2257986		0.4673338		0.925766		0.29782963		0.4047575		0.38735962		1.092102		0.26975822		No		Yes		Yes		TC413676		TC413676		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC413676]

		A_99_P324571		4.1248875		2.619411		1.5544143		1.6780268		4.6529512		4.970766		2.4175398		2.104436		5.594291		4.2969866		2.6630027		1.8799582		1.4419926		5.1030335		1.8189749		1.3438845		2.7690742		3.1988993		2.1563456		1.1502372		0.5280638		2.351355		0.86312556		0.42640913		1.4694037		1.6775756		1.1085885		0.20193136		Yes		No		No		TA88910_4565		TC412892		Rep: Os01g0256800 protein - Oryza sativa subsp. japonica (Rice), partial (39%) [TC412892]

		A_99_P322421		9.14053		9.012076		10.529335		10.150181		10.2252655		12.758643		12.138604		11.306327		11.682189		10.891953		12.820549		11.337479		2.1209872		13.422363		3.0509725		2.228613		5.822583		3.680437		4.894678		2.2772582		1.0847359		3.7465668		1.6092691		1.156146		2.5416594		1.8798771		2.291214		1.1872978		Yes		Yes		Yes		TA88265_4565		TC380909		Rep: ATATH15 (ABC2 homolog 15); ATPase, coupled to transmembrane movement of substances - Arabidopsis thaliana, partial (16%) [TC380909]

		A_99_P302811		7.1459365		7.3536167		7.158195		7.2306247		7.8943925		10.388391		9.566345		7.7368927		8.698697		8.638864		9.403933		7.7283206		1.6799939		8.195169		5.3079333		1.4203712		2.9337797		2.4372375		4.742795		1.4119568		0.748456		3.0347738		2.4081502		0.506268		1.5527606		1.2852468		2.2457376		0.49769592		Yes		Yes		Yes		TA82508_4565		TC375017		Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC375017]

		A_99_P468292		14.708634		15.421611		15.641768		15.512886		15.652186		16.965807		16.386595		15.992932		16.357237		16.0146		16.900024		15.454868		1.9232576		2.9164152		1.6757725		1.3947884		3.1352978		1.5083696		2.3920639		-1.0410343		0.943552		1.5441961		0.7448263		0.48004627		1.6486025		0.5929899		1.258256		-0.05801773		No		Yes		Yes		DQ665784		TC445919		Triticum aestivum heat shock protein 90 (HSP90-2) mRNA, complete cds [DQ665784]

		A_99_P515187		9.892039		9.525567		9.544449		9.837516		9.190002		9.06218		8.435395		8.907635		9.730437		9.3671875		9.071952		9.407847		-1.6268		-1.3787755		-2.157041		-1.905119		-1.1185285		-1.1160328		-1.3875089		-1.346924		-0.70203686		-0.4633875		-1.1090536		-0.9298811		-0.16160202		-0.15837955		-0.472497		-0.42966843		No		Yes		Yes		CB307389		TC438423		Rep: AN110 - Zea mays (Maize), partial (45%) [TC438423]

		A_99_P198951		9.968614		10.0295105		9.922009		10.006005		11.055752		11.912942		11.394464		10.758191		11.910115		10.991849		11.782094		10.530524		2.1245217		3.6895156		2.7749352		1.6843429		3.8410523		1.9484656		3.6302893		1.4384539		1.0871382		1.8834314		1.4724541		0.7521858		1.9415016		0.96233845		1.8600845		0.52451897		Yes		Yes		Yes		AK333421		TC384955		Triticum aestivum cDNA, clone: WT006_G23, cultivar: Chinese Spring [AK333421]

		A_99_P335031		8.4077635		9.501126		9.598208		9.863515		7.739075		7.7694306		8.221867		8.403212		7.082807		8.192306		8.033782		8.786453		-1.589627		-3.3211794		-2.5960925		-2.751662		-2.505253		-2.4773896		-2.957599		-2.1097348		-0.6686883		-1.7316957		-1.3763418		-1.4603033		-1.3249564		-1.3088207		-1.5644264		-1.0770617		Yes		Yes		Yes		TA92059_4565		TC412806		0

		A_99_P146717		5.975233		6.0471997		6.6418767		6.39925		5.8330097		4.888493		5.7736144		6.240137		5.6861396		5.519506		5.5910945		5.793286		-1.1036046		-2.2325718		-1.8254628		-1.1166004		-1.2218723		-1.4416229		-2.0716527		-1.5219955		-0.14222336		-1.1587067		-0.8682623		-0.15911293		-0.2890935		-0.52769375		-1.0507822		-0.6059642		No		Yes		Yes		CN010372		TC434742		Rep: Pollen signalling protein with adenylyl cyclase activity - Zea mays (Maize), partial (45%) [TC434742]

		A_99_P384902		2.1336253		2.0988336		2.8773801		2.7892172		3.8496501		3.506932		4.0479236		3.0181644		6.0221562		3.7921934		3.7153292		2.059665		3.2852995		2.6538713		2.2509646		1.1719793		14.810321		3.23409		1.7875072		-1.6581244		1.7160249		1.4080985		1.1705434		0.22894716		3.888531		1.6933599		0.83794904		-0.72955227		Yes		No		No		TA106731_4565		TC420984		0

		A_99_P050814		11.753804		12.422849		11.021751		11.570839		10.742836		10.868766		8.921647		10.349326		10.634428		11.285671		9.094089		10.2721405		-2.015263		-2.93647		-4.287404		-2.331911		-2.1725302		-2.199503		-3.804384		-2.4600685		-1.0109682		-1.5540829		-2.1001043		-1.2215128		-1.1193762		-1.1371775		-1.9276628		-1.2986984		Yes		Yes		Yes		AK331590		TC382777		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		A_99_P526637		4.6638346		4.8735557		4.622631		4.651545		4.029715		4.8510585		6.456221		3.791374		4.899182		5.246389		5.940054		4.923481		-1.5519903		-1.0157161		3.564229		-1.8152536		1.1771901		1.2948934		2.4922051		1.207427		-0.6341195		-0.022497177		1.83359		-0.8601711		0.23534727		0.37283325		1.3174229		0.27193594		No		Yes		Yes		TA96559_4565		TC443168		Rep: Phosphoglycerate mutase family protein - Oryza sativa subsp. japonica (Rice), partial (69%) [TC441938]

		A_99_P548057		9.063917		9.972843		6.3290095		8.155976		6.654142		8.267574		4.525122		6.9451632		6.136545		8.915076		4.335874		8.599625		-5.3139153		-3.260897		-3.4915977		-2.3146806		-7.607234		-2.0817068		-3.9810126		1.3600394		-2.4097753		-1.7052689		-1.8038874		-1.210813		-2.927372		-1.0577669		-1.9931355		0.44364834		Yes		No		No		TC418088		TC418088		Rep: Os10g0377000 protein - Oryza sativa subsp. japonica (Rice), partial (13%) [TC418088]

		A_99_P341476		4.1094184		4.4871974		3.3162594		4.222218		5.058967		6.749953		6.3574243		4.7193947		6.097551		5.4891257		6.470201		4.7242713		1.9312685		4.799072		8.231554		1.4114486		3.9672313		2.002675		8.900841		1.4162277		0.9495487		2.2627554		3.0411649		0.49717665		1.9881325		1.0019283		3.1539416		0.50205326		Yes		Yes		Yes		TA94034_4565		TC410905		Rep: Galactosyltransferase-like protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC410905]

		A_99_P419527		5.852217		5.9975867		6.463764		6.546991		5.099046		4.9236984		5.068707		5.8796563		5.5577254		5.281283		5.0089083		6.2121887		-1.6854934		-2.1050992		-2.6299899		-1.5881361		-1.2264528		-1.6429673		-2.7412918		-1.2612045		-0.75317097		-1.0738883		-1.3950572		-0.66733456		-0.29449177		-0.7163038		-1.4548559		-0.33480215		No		Yes		Yes		TC380330		TC380330		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC380330]

		A_99_P248896		9.013843		9.277616		8.848443		9.239666		9.541816		10.714466		10.539642		9.088061		9.655383		10.2312975		10.483729		8.977615		1.441902		2.707292		3.2292504		-1.1108043		1.5599941		1.9368093		3.106492		-1.199182		0.5279732		1.4368505		1.6911993		-0.15160465		0.6415405		0.95368195		1.6352863		-0.26205063		No		Yes		Yes		TA66806_4565		TC372355		0

		A_99_P000741		9.071134		9.343711		10.464227		9.2005625		8.671815		8.4652605		9.118382		9.20548		8.529226		8.7714205		8.912426		9.222197		-1.318885		-1.8383996		-2.541789		1.0034142		-1.455896		-1.4868823		-2.9318285		1.0151086		-0.3993187		-0.8784504		-1.3458443		0.004917145		-0.5419073		-0.5722904		-1.5518007		0.021634102		No		Yes		Yes		CD909233		TC436868		G468.112C04F010820 G468 Triticum aestivum cDNA clone G468112C04, mRNA sequence [CD909233]

		A_99_P315171		9.857711		9.951306		10.7026205		10.495903		9.087768		8.922202		9.590578		9.63642		9.148874		9.464752		9.795081		10.147052		-1.7052027		-2.0407567		-2.1615143		-1.8143877		-1.6344855		-1.4010944		-1.8758434		-1.2735461		-0.76994324		-1.0291042		-1.1120424		-0.85948277		-0.70883656		-0.48655415		-0.90753937		-0.3488512		No		Yes		Yes		TA86144_4565		TC374219		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (6%) [TC374219]

		A_99_P448517		8.100625		8.143662		8.343067		7.903736		8.0083475		7.737526		7.2678795		7.8015804		7.8444614		8.033398		7.587677		7.8948536		-1.0660518		-1.3251324		-2.106996		-1.073376		-1.1942986		-1.0794263		-1.688088		-1.0061759		-0.09227753		-0.4061365		-1.0751877		-0.102155685		-0.2561636		-0.11026478		-0.75539017		-0.008882523		No		Yes		Yes		TC402621		TC402621		0

		A_99_P439167		9.695031		9.809972		9.082225		10.242471		8.54737		8.541313		7.964048		9.44604		8.943657		8.88245		8.059513		10.06216		-2.2155445		-2.4093745		-2.1707249		-1.7367988		-1.6833956		-1.9020059		-2.0317342		-1.1331283		-1.1476612		-1.2686586		-1.1181769		-0.7964306		-0.75137424		-0.9275217		-1.0227118		-0.1803112		Yes		Yes		Yes		AK332072		TC395682		Triticum aestivum cDNA, clone: WT003_B05, cultivar: Chinese Spring [AK332072]

		A_99_P173939		8.962995		9.611645		9.185647		9.262908		9.605366		10.977214		11.186005		9.731599		9.862224		10.637214		11.338615		9.809581		1.5608925		2.5767796		4.000992		1.3838532		1.865069		2.035762		4.447419		1.460713		0.6423712		1.3655691		2.0003576		0.46869087		0.89922905		1.025569		2.1529684		0.5466728		Yes		Yes		Yes		EU569762		TC389600		Triticum aestivum clone TaAL SSR marker [EU569762]

		A_99_P288436		5.7976017		6.246132		6.409986		6.580254		5.456522		5.258894		5.3592772		5.874617		5.582167		5.626421		5.45359		5.898516		-1.2667042		-1.982386		-2.0715473		-1.6308646		-1.1610535		-1.5365672		-1.9404565		-1.6040709		-0.3410797		-0.98723793		-1.0507088		-0.705637		-0.21543455		-0.6197109		-0.9563961		-0.6817379		No		Yes		Yes		TA78351_4565		TC398592		Rep: Mitogen-activated protein kinase 10 - Oryza sativa subsp. japonica (Rice), partial (48%) [TC398592]

		A_99_P353951		9.001992		9.394192		9.357007		9.891898		8.878556		8.933224		8.56192		9.54833		8.677381		9.166253		8.2713		9.36469		-1.0893261		-1.3764651		-1.7351818		-1.2688907		-1.2523273		-1.1711603		-2.1224148		-1.4411378		-0.123435974		-0.46096802		-0.79508686		-0.34356785		-0.32461166		-0.22793865		-1.0857067		-0.5272083		No		Yes		Yes		TA97972_4565		TC432388		0

		A_99_P253911		10.208599		10.40401		10.508597		10.633674		9.759997		8.438418		8.15329		8.497897		9.8715		8.783072		7.2577767		8.6689005		-1.3647169		-3.9057279		-5.117033		-4.3947363		-1.263214		-3.0757482		-9.51907		-3.9035132		-0.44860172		-1.9655914		-2.3553076		-2.1357765		-0.33709908		-1.6209373		-3.2508206		-1.9647732		Yes		Yes		Yes		GU452717		TC413773		Triticum aestivum putative small GTP-binding protein mRNA, complete cds [GU452717]

		A_99_P336991		11.46041		11.508347		12.37547		11.706318		11.304047		11.211438		11.164894		11.511664		11.194089		11.304961		11.263837		11.590999		-1.1144744		-1.228509		-2.3143003		-1.1444492		-1.202737		-1.151397		-2.1609015		-1.0832148		-0.15636349		-0.29690838		-1.210576		-0.19465351		-0.26632118		-0.20338535		-1.1116333		-0.11531925		No		Yes		Yes		TA92684_4565		TC405276		0

		A_99_P142038		12.146182		10.305008		8.725043		9.767474		11.469802		9.069799		7.7274537		9.165016		11.18837		9.225917		6.489473		9.3341875		-1.5981249		-2.3541536		-1.9966613		-1.5183011		-1.9423623		-2.1127045		-4.709489		-1.3503063		-0.67638016		-1.2352085		-0.9975896		-0.602458		-0.9578123		-1.0790911		-2.2355704		-0.43328667		Yes		No		No		BJ245772		0		BJ245772 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf20b07 5', mRNA sequence [BJ245772]

		A_99_P118175		5.641376		5.944943		6.5828233		5.8336234		5.0440507		5.501671		5.5508156		5.505099		5.0207334		5.5870285		5.559193		5.7428207		-1.5129092		-1.3596847		-2.044868		-1.2557285		-1.53756		-1.2815719		-2.0330281		-1.0649625		-0.5973253		-0.4432721		-1.0320077		-0.3285246		-0.62064266		-0.35791445		-1.0236301		-0.09080267		No		Yes		Yes		CJ710483		TC390970		CJ710483 Y.Ogihara unpublished cDNA library Wh_V483 Triticum aestivum cDNA clone whv3n4d18 5', mRNA sequence [CJ710483]

		A_99_P165052		5.230879		3.6934986		3.6820564		3.4276197		7.369196		6.9277077		10.179625		8.933551		6.5063195		6.6358757		9.091506		5.0801787		4.402482		9.410093		90.35723		45.441257		2.4207275		7.6867676		42.501728		3.143908		2.138317		3.234209		6.497568		5.505931		1.2754407		2.942377		5.4094496		1.652559		Yes		Yes		Yes		M21962		TC377253		Triticum aestivum germin protein precursor, mRNA, complete cds [M21962]

		A_99_P522987		11.442643		11.601338		11.963989		11.824758		12.32974		13.043679		12.610383		11.917739		12.943688		12.119237		13.066831		11.830978		1.8494501		2.7176147		1.5652508		1.066572		2.830477		1.4318681		2.1477728		1.0043212		0.8870964		1.4423409		0.6463938		0.09298134		1.5010452		0.51789856		1.1028414		0.0062208176		No		Yes		Yes		TA74983_4565		TC441637		Rep: Predicted protein - Coprinopsis cinerea okayama7#130, partial (4%) [TC441637]

		A_99_P624287		13.387599		13.177933		15.267385		14.818425		13.536456		12.16569		13.992991		14.871262		13.142971		12.73832		13.804721		14.692254		1.1086909		-2.0170436		-2.4189703		1.0373023		-1.1847872		-1.3562399		-2.7561677		-1.0913934		0.14885712		-1.0122423		-1.2743931		0.05283642		-0.24462795		-0.4396124		-1.4626637		-0.12617111		No		Yes		Yes		DQ867075		TC392497		Triticum aestivum plasma membrane intrinsic protein (AQP1) mRNA, complete cds [DQ867075]

		A_99_P095075		13.084244		12.927236		12.45737		11.869023		13.072423		12.425499		14.191486		12.933109		12.238933		12.741057		13.996898		12.435269		-1.0082272		-1.4159169		3.3267572		2.0908449		-1.7966522		-1.1377457		2.9069936		1.4806658		-0.011820793		-0.50173664		1.7341166		1.064086		-0.84531116		-0.1861782		1.5395279		0.56624603		No		Yes		Yes		AY091513		TC381694		Triticum aestivum beta-D-glucan exohydrolase mRNA, complete cds [AY091513]

		A_99_P115840		6.722832		6.025496		4.5380864		5.370626		7.21473		7.9298186		8.342506		6.454059		7.5973077		7.714851		9.210414		5.7928796		1.4062934		3.743331		13.971548		2.119073		1.8333414		3.2251246		25.498272		1.3400191		0.49189758		1.9043226		3.80442		1.0834332		0.8744755		1.6893549		4.6723275		0.4222536		Yes		Yes		Yes		CJ669245		TC442713		CJ669245 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv17o23 5', mRNA sequence [CJ669245]

		A_99_P192607		5.643911		6.270079		5.6201234		5.3217196		3.1915724		2.7946808		2.8243878		3.7669935		2.313326		4.079039		3.1479378		3.9746113		-5.473025		-11.1224165		-6.943849		-2.9377794		-10.060185		-4.5663457		-5.5488377		-2.544017		-2.4523385		-3.4753983		-2.7957356		-1.5547261		-3.330585		-2.19104		-2.4721856		-1.3471084		Yes		Yes		Yes		TA86967_4565		TC371510		Rep: Os09g0501600 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC371510]

		A_99_P144785		4.2211375		2.9145594		3.704237		4.1914005		7.2272887		8.776435		11.190739		10.177977		7.915789		7.4837666		11.491115		10.16877		8.034183		58.15678		179.33356		63.407257		12.947948		23.739328		220.84305		63.003902		3.0061512		5.8618755		7.4865017		5.986576		3.6946516		4.569207		7.7868776		5.9773693		Yes		Yes		Yes		CJ955595		TC420568		CJ955595 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul8g11 5', mRNA sequence [CJ955595]

		A_99_P329426		5.483621		4.815477		5.6292		5.206448		5.3878593		3.4644356		2.58228		4.5916934		3.6938517		3.7855594		2.5947373		3.9248078		-1.0686295		-2.5509617		-8.264457		-1.5312976		-3.4575963		-2.0419075		-8.193402		-2.4311523		-0.095761776		-1.3510413		-3.04692		-0.6147547		-1.7897694		-1.0299175		-3.0344627		-1.2816403		Yes		No		No		TA90369_4565		TC437054		Rep: Oxidoreductase, zinc-binding dehydrogenase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (27%) [TC437054]

		A_99_P004381		7.356624		6.9348106		6.719005		6.624639		6.521445		5.6678376		5.846657		6.033205		6.344106		6.3543334		5.845532		6.1418247		-1.7840788		-2.4065611		-1.8306402		-1.5067437		-2.017429		-1.4953438		-1.8320682		-1.3974671		-0.8351793		-1.266973		-0.8723483		-0.591434		-1.0125179		-0.58047724		-0.87347317		-0.4828143		No		Yes		Yes		BE471222		TC456838		WHE0285_C05_F09ZS Wheat drought-stressed seedling cDNA library Triticum aestivum cDNA clone WHE0285_C05_F09, mRNA sequence [BE471222]

		A_99_P523022		10.071101		8.417722		9.70395		9.268321		8.863959		6.01285		6.3994427		7.5949225		8.730325		7.0107303		6.7101803		8.150851		-2.3087978		-5.2958856		-9.879974		-3.1896508		-2.532876		-2.651836		-7.965526		-2.1696613		-1.2071419		-2.404872		-3.3045073		-1.6733985		-1.3407764		-1.4069915		-2.9937696		-1.1174698		Yes		Yes		Yes		BE429724		TC441731		0

		A_99_P119919		5.023682		5.4434986		4.4499774		4.25072		6.134514		7.104795		5.5836225		4.559033		6.129801		6.7104278		6.364925		4.769733		2.159701		3.163006		2.194124		1.2382588		2.1526573		2.406488		3.7710009		1.4329745		1.1108317		1.6612964		1.133645		0.3083129		1.1061187		1.2669291		1.9149475		0.5190129		Yes		Yes		Yes		CJ727159		TC385848		CJ727159 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs16i24 5', mRNA sequence [CJ727159]

		A_99_P527802		8.055936		7.4280562		7.1511035		7.17598		12.125728		13.157433		13.185777		10.0925865		13.534526		12.55037		14.009978		9.973186		16.793043		53.053513		65.556786		7.550679		44.5882		34.831337		116.07189		6.9509273		4.069792		5.7293763		6.034673		2.9166064		5.47859		5.122314		6.858875		2.7972054		Yes		Yes		Yes		DR740444		TC441023		FGAS000391 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740444]

		A_99_P207896		6.785524		6.323061		7.154707		6.4688797		7.731426		8.554421		12.369469		9.471347		9.202866		9.298537		12.583146		8.664483		1.9263928		4.6957655		37.13639		8.013693		5.3418584		7.865161		43.064857		4.580812		0.9459019		2.2313604		5.2147617		3.0024672		2.4173417		2.9754763		5.428439		2.1956034		Yes		Yes		Yes		TA53425_4565		TC384677		Rep: Pathogen-related protein - Oryza sativa (Rice), partial (98%) [TC384677]

		A_99_P102505		4.2287283		5.002582		3.8971064		4.9961424		3.5471046		3.529152		1.8739141		5.0198836		4.305156		3.8676176		2.0771778		4.7672844		-1.603944		-2.7768133		-4.0648227		1.0165924		1.0544041		-2.1961315		-3.5306373		-1.171907		-0.6816237		-1.4734302		-2.0231924		0.023741245		0.07642794		-1.1349645		-1.8199286		-0.228858		Yes		No		No		BE444383		TC394625		WHE1118_E02_I04ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1118_E02_I04, mRNA sequence [BE444383]

		A_99_P315016		5.130089		6.0881157		3.8863773		4.567405		5.5658526		6.536349		7.3252373		5.882179		6.3013783		6.1558194		7.5659943		5.4794574		1.3526268		1.3643683		10.844262		2.4876328		2.252129		1.0480472		12.813715		1.8817202		0.43576384		0.44823313		3.43886		1.3147736		1.1712894		0.067703724		3.679617		0.91205215		Yes		Yes		Yes		TA86105_4565		TC385495		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC385495]

		A_99_P242096		8.809699		8.511184		8.17269		8.187785		7.924732		7.455932		7.0912986		6.4419994		7.648399		7.934021		6.8653793		7.647343		-1.8467222		-2.0780807		-2.1160765		-3.3537745		-2.236589		-1.4919124		-2.4747984		-1.4544181		-0.88496685		-1.0552516		-1.0813918		-1.7457857		-1.1613002		-0.57716274		-1.307311		-0.540442		Yes		No		No		TA65017_4565		TC379523		0

		A_99_P239446		14.439468		14.481069		13.693451		13.593745		13.508675		13.4047365		12.384987		12.219474		13.198949		13.755456		12.117131		13.668065		-1.9063245		-2.108668		-2.476777		-2.5923696		-2.3628361		-1.6536027		-2.9820814		1.0528646		-0.93079376		-1.0763321		-1.308464		-1.3742714		-1.2405195		-0.72561264		-1.5763197		0.07431984		Yes		No		No		TA64284_4565		0		0

		A_99_P245941		5.237272		3.793411		3.6848037		5.4699764		8.158034		10.006504		9.72361		6.3615403		8.980027		8.797031		9.383767		6.322042		7.5724626		74.18691		65.74485		1.8551861		13.3869505		32.0804		51.946808		1.8050835		2.9207625		6.213093		6.038806		0.8915639		3.7427554		5.00362		5.698963		0.85206556		Yes		No		No		TA65985_4565		TC441657		Rep: Beta-1,3-glucanase - Triticum aestivum (Wheat), partial (65%) [TC441657]

		A_99_P205686		9.295363		10.005918		11.194476		10.681267		8.836209		8.824624		9.9217615		9.97242		8.865706		9.280736		10.082192		10.28448		-1.3747356		-2.2678		-2.4161577		-1.6344974		-1.3469133		-1.6531087		-2.161876		-1.3165722		-0.45915413		-1.1812935		-1.2727146		-0.70884705		-0.42965698		-0.7251816		-1.1122837		-0.3967867		No		Yes		Yes		TA52771_4565		TC423132		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (49%) [TC423132]

		A_99_P284566		9.689387		9.070796		10.347465		10.325157		9.747394		8.528874		9.657506		10.021167		8.754588		8.845618		8.881313		10.523286		1.0410261		-1.4559104		-1.6132371		-1.2345544		-1.9116246		-1.1689212		-2.7628386		1.1472094		0.058006287		-0.5419216		-0.6899586		-0.30399036		-0.9347992		-0.22517776		-1.4661512		0.1981287		No		Yes		Yes		TA77235_4565		0		0

		A_99_P323011		7.015534		7.6380982		6.635956		6.298746		5.683777		6.449778		5.319491		5.0105267		5.7259183		6.830149		5.2583137		6.3883705		-2.5170906		-2.2788725		-2.490551		-2.4422646		-2.4446292		-1.7507209		-2.5984335		1.0640931		-1.3317571		-1.1883202		-1.3164649		-1.2882195		-1.2896156		-0.80794907		-1.3776422		0.089624405		Yes		No		No		TA88452_4565		TC391679		0

		A_99_P558662		7.3315773		7.531882		7.7779174		7.70093		6.6872354		5.5904274		6.558264		6.5994554		5.5093303		6.4446187		6.5050397		7.3316693		-1.5630262		-3.8409266		-2.328908		-2.1457393		-3.5363157		-2.1247058		-2.4164307		-1.2916908		-0.64434195		-1.9414544		-1.2196536		-1.1014748		-1.822247		-1.0872631		-1.2728777		-0.3692608		Yes		Yes		Yes		CA625139		TC455536		Rep: Os01g0686000 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC455536]

		A_99_P292881		2.87749		1.5498031		2.5382648		1.5970391		5.327817		7.1991105		6.445148		4.478735		7.0182343		6.0887733		6.8525367		4.930382		5.4653993		50.189278		14.999924		7.370159		17.63958		23.246958		19.894144		10.0794325		2.450327		5.6493073		3.9068832		2.8816957		4.140744		4.53897		4.314272		3.3333426		Yes		Yes		Yes		TA79607_4565		TC453471		0

		A_99_P058191		8.101256		7.194967		7.666431		8.151027		8.662769		8.088945		10.502768		8.693847		10.033116		8.163512		11.196915		9.142358		1.4758161		1.8582938		7.142042		1.4568173		3.8154678		1.9568666		11.555307		1.9880184		0.56151295		0.8939786		2.8363366		0.54282		1.93186		0.96854544		3.5304837		0.9913311		Yes		Yes		Yes		TA72115_4565		0		0

		A_99_P040933		9.459067		7.570286		6.698014		7.7828693		10.068656		10.72308		9.390597		8.20638		11.413455		10.175633		9.526775		8.529099		1.5258241		8.893763		6.4647007		1.3411871		3.875514		6.085381		7.10464		1.6774039		0.6095886		3.152794		2.6925836		0.42351055		1.9543877		2.6053476		2.8287616		0.7462301		Yes		Yes		Yes		DR740229		TC395122		FGAS085157 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740229]

		A_99_P330946		1.60037		2.0137837		1.9284111		1.6060671		1.8903118		3.0287936		6.464579		7.946104		1.6232487		1.9921389		4.227632		2.5225027		1.2225909		2.0209167		23.201853		81.01049		1.0159847		-1.0151162		4.9219193		1.8874463		0.2899418		1.0150099		4.536168		6.340037		0.022878647		-0.02164483		2.299221		0.9164356		Yes		Yes		Yes		TA90830_4565		TC439150		Rep: Cytokinin dehydrogenase - Triticum aestivum (Wheat), partial (26%) [TC439150]

		A_99_P258411		11.616286		10.739433		11.295083		11.722522		11.4317465		10.759407		10.4006		11.076909		11.478017		10.857857		10.002462		11.435055		-1.1364543		1.013941		-1.8589431		-1.5644035		-1.1005841		1.0855479		-2.4497263		-1.2204956		-0.1845398		0.019973755		-0.8944826		-0.6456127		-0.13826942		0.11842346		-1.2926207		-0.287467		No		Yes		Yes		TA69535_4565		TC378326		Rep: Cold induced protein-like - Oryza sativa subsp. japonica (Rice), partial (63%) [TC378326]

		A_99_P304516		9.364892		9.038868		8.488971		8.459039		8.151568		8.023647		7.49509		7.2321925		8.069385		8.388474		7.521295		8.353545		-2.318712		-2.021212		-1.9915348		-2.3405478		-2.4546332		-1.5695963		-1.9556873		-1.0758624		-1.2133236		-1.0152206		-0.99388075		-1.2268462		-1.2955074		-0.6503935		-0.9676757		-0.105493546		Yes		No		No		TA83010_4565		TC413720		0

		A_99_P355421		11.625695		9.552922		12.27625		9.676312		11.37072		10.229759		8.814464		7.950218		10.536785		8.367286		8.296738		7.4515433		-1.1933154		1.598631		-11.017968		-3.3083096		-2.127133		-2.2746372		-15.774389		-4.6743608		-0.25497532		0.67683697		-3.4617863		-1.7260942		-1.0889101		-1.1856365		-3.9795122		-2.224769		Yes		No		No		TA98442_4565		TC408326		Rep: Probable nicotianamine synthase 2 - Hordeum vulgare (Barley), partial (73%) [TC408326]

		A_99_P473052		10.707044		10.28765		10.326194		10.792549		11.197918		10.75677		11.287267		10.674942		11.280099		10.793541		11.546951		10.579105		1.4052962		1.3842648		1.9467572		-1.0849339		1.4876708		1.42		2.3306906		-1.1594526		0.4908743		0.46912003		0.9610729		-0.11760712		0.57305527		0.50589085		1.2207575		-0.21344376		No		Yes		Yes		TA71769_4565		TC418344		Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC418344]

		A_99_P556997		4.7061462		4.5473857		3.92612		3.8119888		3.1976883		3.7196848		3.340128		2.083782		3.2845383		3.3378422		2.904568		2.604272		-2.8450577		-1.7748547		-1.5010709		-3.3131578		-2.6788392		-2.3126445		-2.0301018		-2.3097184		-1.5084579		-0.82770085		-0.5859921		-1.7282069		-1.421608		-1.2095435		-1.0215521		-1.207717		Yes		No		No		CJ694352		TC454947		Rep: Probable histone H2A.1 - Oryza sativa subsp. indica (Rice), partial (47%) [TC454947]

		A_99_P443467		8.903268		9.063218		8.538568		8.748555		8.334012		7.9580913		7.9202113		8.477168		8.274566		8.337958		7.7227273		8.46345		-1.483758		-2.151178		-1.5351251		-1.2069677		-1.5461735		-1.6531982		-1.760323		-1.2184987		-0.5692558		-1.1051269		-0.6183562		-0.2713871		-0.62870216		-0.7252598		-0.81584024		-0.28510475		No		Yes		Yes		TA82748_4565		TC399016		Rep: Sulfate transporter - Zea mays (Maize), partial (20%) [TC399016]

		A_99_P173004		14.085618		14.117275		13.909621		14.039542		13.728035		12.702304		12.762065		13.290466		13.354919		13.480309		13.006337		13.63		-1.2812775		-2.6665444		-2.2153833		-1.6807159		-1.6594424		-1.5550562		-1.8703187		-1.3282641		-0.35758305		-1.4149714		-1.1475563		-0.7490759		-0.7306986		-0.6369667		-0.9032841		-0.40954208		No		Yes		Yes		AK332131		TC424726		Triticum aestivum cDNA, clone: WT003_D14, cultivar: Chinese Spring [AK332131]

		A_99_P325601		5.229103		5.4350247		5.431956		5.0729294		5.22893		4.913158		4.125133		4.2687316		5.019111		4.8770785		3.998024		4.3524413		-1.00012		-1.435812		-2.473961		-1.7461746		-1.1566817		-1.472172		-2.7018206		-1.6477394		-1.73E-04		-0.5218668		-1.3068228		-0.8041978		-0.20999193		-0.5579462		-1.4339318		-0.7204881		No		Yes		Yes		TA89231_4565		TC422379		Rep: Phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (25%) [TC422379]

		A_99_P244966		2.705145		3.4185238		2.6827567		2.8786929		4.611561		7.563019		11.8893385		8.064011		7.2997804		7.290375		11.22659		6.1946106		3.7487664		17.6855		590.82294		36.38616		24.161455		14.6400795		373.2074		9.9584255		1.9064159		4.144495		9.206582		5.185318		4.5946355		3.8718514		8.543834		3.3159177		Yes		Yes		Yes		AF442967		TC424290		Triticum aestivum clone WAS-3a thaumatin-like protein mRNA, complete cds [AF442967]

		A_99_P575877		9.054807		8.834321		9.186016		8.666366		8.761565		8.096324		7.8628707		8.406226		8.6923		8.532248		7.9732685		8.629944		-1.2253904		-1.6678587		-2.5021102		-1.1975945		-1.285658		-1.2329152		-2.3177862		-1.025567		-0.2932415		-0.73799706		-1.3231454		-0.26013947		-0.36250687		-0.30207348		-1.2127476		-0.036421776		No		Yes		Yes		0		0		0

		A_99_P316526		8.916633		8.482451		8.02238		8.21791		8.209418		7.4931464		7.176708		7.7605324		7.9861984		7.9057174		6.8448677		7.7370667		-1.6326487		-1.9852284		-1.7971013		-1.3730435		-1.9058496		-1.491469		-2.261864		-1.395559		-0.70721436		-0.989305		-0.84567165		-0.45737743		-0.9304342		-0.57673407		-1.1775122		-0.48084307		No		Yes		Yes		TA86532_4565		TC385299		Rep: Homoserine dehydrogenase - Oryza sativa subsp. japonica (Rice), partial (39%) [TC385299]

		A_99_P338896		6.134256		6.4674754		6.4131927		5.8328443		5.688764		5.420096		5.3613048		5.8304334		5.3816986		5.823555		5.419335		6.056614		-1.3617783		-2.0667725		-2.0732412		-1.0016725		-1.6847765		-1.5625696		-1.9915032		1.167781		-0.4454918		-1.0473795		-1.051888		-0.0024108887		-0.7525573		-0.6439204		-0.99385786		0.22376966		No		Yes		Yes		TA93272_4565		TC433006		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC433006]

		A_99_P194253		6.7097354		7.74292		7.3589706		7.632084		7.235163		8.83626		9.100435		9.087337		7.7951107		8.277501		9.481266		9.029578		1.4393604		2.1336741		3.3437445		2.7420456		2.1219275		1.4485216		4.353861		2.6344364		0.5254278		1.0933399		1.7414646		1.4552526		1.0853753		0.5345812		2.1222954		1.3974943		Yes		Yes		Yes		CJ855529		TC440481		CJ855529 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal33n02 5', mRNA sequence [CJ855529]

		A_99_P270531		9.098008		9.810053		12.6636		11.4494095		7.850038		8.3556795		12.33034		10.339714		7.557672		8.980049		11.577488		11.247448		-2.37507		-2.740375		-1.2598567		-2.158001		-2.9086227		-1.7776899		-2.1230114		-1.1502612		-1.2479701		-1.4543734		-0.33325958		-1.1096954		-1.5403361		-0.83000374		-1.086112		-0.20196152		Yes		No		No		TA73106_4565		TC382149		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC382149]

		A_99_P462152		7.2760825		5.781278		6.1523795		6.387155		8.294972		8.866768		8.524184		6.5405574		9.93971		9.339353		8.540164		6.5904155		2.026359		8.488383		5.175882		1.1121893		6.336241		11.778423		5.2335305		1.1512973		1.0188899		3.0854897		2.3718047		0.15340233		2.6636271		3.5580745		2.3877845		0.20326042		Yes		No		No		CN011234		TC411919		WHE3881_F10_L19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3881_F10_L19, mRNA sequence [CN011234]

		A_99_P298991		11.765372		11.143463		9.909621		10.495112		11.905014		12.182167		11.098457		10.503848		12.792141		11.9100485		11.396909		10.344562		1.1016315		2.0543811		2.2796876		1.0060735		2.0374558		1.7012384		2.8036137		-1.1099932		0.13964176		1.0387039		1.1888361		0.008735657		1.0267687		0.76658535		1.4872875		-0.15055084		No		Yes		Yes		TA81381_4565		TC403205		Rep: Chromosome chr13 scaffold_286, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC403205]

		A_99_P533842		9.89174		8.933132		9.377141		8.19654		10.843913		10.767333		13.393227		10.526044		12.168496		10.883016		13.590444		9.478626		1.934785		3.5657384		16.179394		5.026325		4.845872		3.8634331		18.549425		2.431904		0.95217323		1.8342009		4.0160856		2.329504		2.2767563		1.9498835		4.2133026		1.2820864		Yes		Yes		Yes		L28009		TC409372		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P014219		2.5538547		1.9969211		1.8705997		2.3495984		3.1669686		3.1651566		3.8158224		3.8904753		1.9906311		2.1380327		2.9245625		2.4664822		1.529557		2.2473667		3.850972		2.909713		-1.4775671		1.1027545		2.0762248		1.08439		0.6131139		1.1682355		1.9452226		1.5408769		-0.5632236		0.14111161		1.0539627		0.116883755		Yes		No		No		CK166783		TC369630		FGAS050997 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166783]

		A_99_P208316		4.826699		7.1046147		7.893663		6.9134965		4.4648504		4.871062		6.1843476		5.426092		4.0775914		5.33073		5.758324		5.5594954		-1.2850713		-4.7029076		-3.270056		-2.8038406		-1.6807526		-3.4197357		-4.393403		-2.5562005		-0.36184835		-2.233553		-1.7093153		-1.4874043		-0.74910736		-1.7738848		-2.1353388		-1.354001		Yes		Yes		Yes		TA53551_4565		0		0

		A_99_P410467		2.513334		1.7509371		1.8329259		3.5937645		4.7400913		3.223912		6.7231274		9.293251		4.281791		3.9865577		6.320654		5.5418553		4.680807		2.775937		29.65496		51.965664		3.4068942		4.709652		22.435759		3.8586357		2.2267573		1.4729749		4.8902016		5.6994867		1.7684572		2.2356205		4.487728		1.9480908		Yes		Yes		Yes		TA56382_4565		TC415512		Rep: COG0642: Signal transduction histidine kinase - Nostoc punctiforme PCC 73102, partial (3%) [TC372569]

		A_99_P353791		3.8058593		3.626193		5.310644		3.114579		6.204534		7.600306		7.5804253		6.922758		7.719473		7.962402		8.337004		6.22501		5.2731853		15.715465		4.8224998		14.008		15.070064		20.198956		8.1475115		8.636405		2.3986747		3.974113		2.269781		3.8081791		3.9136136		4.336209		3.0263596		3.110431		Yes		Yes		Yes		TA97926_4565		TC388166		0

		A_99_P482012		8.208634		7.9775605		8.461159		8.736018		7.588795		6.1906013		6.3987045		7.4287696		7.456711		6.3879294		5.8783736		7.658258		-1.5367038		-3.4508677		-4.1769624		-2.4746914		-1.6840367		-3.0097237		-5.9909515		-2.1107566		-0.6198392		-1.7869592		-2.0624542		-1.3072486		-0.75192356		-1.5896311		-2.5827851		-1.0777602		Yes		Yes		Yes		CA701192		TC429160		0

		A_99_P513067		12.911507		13.082108		12.76204		12.610046		12.697276		12.295837		11.480304		12.578786		12.49199		12.676391		11.752353		12.628324		-1.160085		-1.72461		-2.4313142		-1.0219046		-1.3374794		-1.3247471		-2.0134747		1.0127493		-0.21423054		-0.78627014		-1.2817364		-0.03126049		-0.41951656		-0.4057169		-1.0096874		0.018277168		No		Yes		Yes		BJ209055		TC437442		Rep: Os05g0399100 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC437442]

		A_99_P466047		2.3063216		1.7844731		2.3358004		1.6107544		3.2445173		5.901632		5.9430566		4.7397537		5.4403043		4.7163424		6.6852155		4.042699		1.9161303		17.35355		12.186873		8.748279		8.77855		7.630986		20.3847		5.396202		0.9381957		4.117159		3.6072562		3.1289992		3.1339827		2.9318695		4.349415		2.4319444		Yes		Yes		Yes		TC414256		TC414256		Rep: Glutathione s-transferase gstf2 - Oryza sativa subsp. indica (Rice), partial (57%) [TC414256]

		A_99_P301201		6.398577		7.6872106		5.238011		4.990619		4.8640428		6.154593		3.9815228		4.0335574		4.6025424		6.8924413		3.6851265		5.532957		-2.8969493		-2.8931026		-2.3891344		-1.941352		-3.4726448		-1.7348		-2.9340315		1.4563305		-1.5345345		-1.5326176		-1.2564881		-0.95706177		-1.7960348		-0.7947693		-1.5528843		0.5423379		Yes		No		No		TA82023_4565		TC386045		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC386045]

		A_99_P047575		3.424857		3.1612628		3.8156354		3.4457228		3.6899292		3.0669987		5.3778872		3.2360926		3.0461473		3.5967796		4.866722		4.0285735		1.2016963		-1.0675207		2.9531443		-1.1563917		-1.3001784		1.3523952		2.07209		1.497806		0.26507235		-0.09426403		1.5622518		-0.20963025		-0.37870955		0.43551683		1.0510867		0.5828507		No		Yes		Yes		CA619286		0		wl1n.pk0045.d9 wl1n Triticum aestivum cDNA clone wl1n.pk0045.d9 5' end, mRNA sequence [CA619286]

		A_99_P123500		9.577571		8.526103		8.048945		7.990869		10.65854		10.067561		8.773168		8.29602		10.884763		10.036385		9.139991		8.28551		2.1154563		2.9108856		1.6520097		1.2355475		2.474594		2.8486562		2.1302834		1.2265798		1.0809689		1.5414581		0.7242222		0.3051505		1.3071918		1.5102816		1.0910454		0.29464102		Yes		No		No		DR741464		TC377115		FGAS030519 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741464]

		A_99_P325271		9.849406		8.296304		10.619103		10.912948		8.324264		5.312363		7.542372		9.469536		9.766509		4.7683945		8.236854		9.06211		-2.8781517		-7.911442		-8.437006		-2.7196326		-1.0591428		-11.534705		-5.2134914		-3.6070957		-1.5251427		-2.9839406		-3.0767312		-1.4434118		-0.08289719		-3.5279093		-2.3822498		-1.8508377		Yes		Yes		Yes		TA89120_4565		TC432850		Rep: Flavonoid 3'-hydroxylase - Triticum aestivum (Wheat), partial (81%) [TC432850]

		A_99_P445607		9.696107		10.108029		10.829118		10.589011		9.318835		8.985615		10.13799		10.197991		9.23014		9.428782		10.390364		10.168488		-1.2988832		-2.1771104		-1.6145451		-1.3113201		-1.381243		-1.6013037		-1.3554332		-1.3384132		-0.37727165		-1.1224146		-0.6911278		-0.39101982		-0.46596718		-0.6792469		-0.43875408		-0.42052364		No		Yes		Yes		TC400615		TC400615		Rep: Pyrrolidone carboxyl peptidase-like protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC400615]

		A_99_P209941		12.594704		10.85333		10.920433		11.067272		12.427379		11.433349		13.290917		11.62576		12.295425		11.688998		13.020831		11.817718		-1.1229744		1.4948689		5.1711473		1.4727248		-1.2305287		1.784684		4.2882767		1.6823121		-0.16732502		0.580019		2.3704844		0.5584879		-0.29927826		0.83566856		2.100398		0.75044537		No		Yes		Yes		TA54122_4565		TC374157		0

		A_99_P519072		5.3779817		5.797111		5.575004		5.4758077		5.07626		4.705484		4.731901		4.5474706		4.243995		4.5750513		4.120483		4.6961856		-1.2326144		-2.1311426		-1.7939043		-1.9030812		-2.1946433		-2.3327954		-2.740656		-1.7166811		-0.30172157		-1.0916271		-0.84310293		-0.9283371		-1.1339865		-1.2220597		-1.4545212		-0.7796221		Yes		Yes		Yes		CA619639		TC440272		Rep: RNA/DNA-binding protein - Mus musculus (Mouse), partial (6%) [TC440272]

		A_99_P119849		5.705401		5.7106004		5.4528255		5.6859393		4.899559		4.4614034		5.035209		4.000103		4.8101807		4.5189424		3.8886974		4.119271		-1.7481657		-2.3770907		-1.3357189		-3.2172685		-1.8598938		-2.284151		-2.9569876		-2.962199		-0.8058419		-1.249197		-0.41761637		-1.6858363		-0.8952203		-1.191658		-1.5641282		-1.5666685		Yes		No		No		CJ678810		TC410356		CJ678810 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok14b02 5', mRNA sequence [CJ678810]

		A_99_P497732		7.4788184		8.094727		8.251592		7.999514		6.9469495		6.836161		7.0583005		7.5867577		6.875506		7.308441		6.7656307		7.7969856		-1.4458009		-2.3925772		-2.2867382		-1.3312268		-1.5192007		-1.7246282		-2.8010368		-1.1507133		-0.53186893		-1.2585654		-1.1932912		-0.41275644		-0.6033125		-0.7862854		-1.485961		-0.20252848		No		Yes		Yes		CJ518687		TC430693		Rep: Benzothiadiazole-induced homeodomain protein 1 - Oryza sativa subsp. indica (Rice), partial (31%) [TC430693]

		A_99_P555242		5.035282		4.6860943		4.621965		5.36601		5.4405885		6.6467285		7.2614346		6.80378		7.165461		5.1719766		7.707516		6.5024514		1.3243701		3.8923306		6.2310257		2.7090178		4.3777175		1.400442		8.488745		2.1983807		0.40530634		1.9606342		2.6394696		1.4377699		2.130179		0.48588228		3.0855513		1.1364412		Yes		Yes		Yes		BE406446		TC454260		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (28%) [TC454260]

		A_99_P090350		2.8229072		4.681227		3.1543846		2.755106		3.6536205		5.262525		5.4908195		5.1046524		3.1504261		5.300412		5.5312676		5.1482797		1.7785645		1.4961946		5.05053		5.09664		1.2548535		1.5360072		5.1941333		5.253117		0.8307133		0.5812979		2.3364348		2.3495464		0.32751894		0.619185		2.376883		2.3931737		Yes		No		No		BU099432		TC390503		WHE3307_D01_H01ZS Chinese Spring wheat drought stressed root cDNA library Triticum aestivum cDNA clone WHE3307_D01_H01, mRNA sequence [BU099432]

		A_99_P457017		7.9367967		6.852131		9.407088		8.63829		7.876663		5.99299		8.149506		8.293792		7.457332		6.342688		8.25147		8.14734		-1.0425622		-1.8139578		-2.3909478		-1.2697097		-1.3942261		-1.4235003		-2.2277985		-1.4053706		-0.060133457		-0.8591409		-1.2575827		-0.34449863		-0.47946453		-0.5094428		-1.1556187		-0.49095058		No		Yes		Yes		TC408484		TC408484		Rep: Cysteine-rich repeat secretory protein 12 precursor - Arabidopsis thaliana (Mouse-ear cress), partial (6%) [TC408484]

		A_99_P031059		5.0422025		5.0540895		5.839708		5.697558		4.9197145		4.485805		4.3915706		5.318104		4.836118		4.634918		4.66795		5.508099		-1.0886106		-1.4827594		-2.7285552		-1.3008496		-1.153553		-1.3371593		-2.25286		-1.1403359		-0.12248802		-0.5682845		-1.4481373		-0.37945414		-0.20608425		-0.41917133		-1.1717577		-0.18945885		No		Yes		Yes		DN829682		TC418046		KUCD01_08_D01_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829682]

		A_99_P294976		6.2456894		7.628716		6.667337		5.456755		5.3037286		5.3501244		5.1784725		4.0201306		3.9433095		6.270346		4.3444247		4.2089977		-1.9211376		-4.852041		-2.8066797		-2.706868		-4.932708		-2.563953		-5.003412		-2.37472		-0.9419608		-2.2785916		-1.4888644		-1.4366245		-2.3023798		-1.3583698		-2.3229122		-1.2477574		Yes		No		No		TA80216_4565		TC389297		0

		A_99_P311111		8.510858		8.672393		8.466495		7.9061456		9.269954		10.421338		10.172615		10.120071		10.65799		10.448014		10.747863		10.208308		1.69243		3.3611274		3.2628224		4.63936		4.4294662		3.4238546		4.8613877		4.9319654		0.75909615		1.7489452		1.7061205		2.2139258		2.1471329		1.7756214		2.2813683		2.3021626		Yes		Yes		Yes		TA84975_4565		0		0

		A_99_P278241		10.3160515		9.960186		11.519113		10.872162		9.429648		8.7469225		10.3374815		10.042924		9.435898		9.131821		10.357515		10.710309		-1.8485615		-2.3186154		-2.2683308		-1.7767466		-1.8405713		-1.7756723		-2.2370496		-1.118723		-0.8864031		-1.2132635		-1.1816311		-0.82923794		-0.88015366		-0.8283653		-1.1615973		-0.16185284		Yes		Yes		Yes		TA75375_4565		TC372851		0

		A_99_P346641		10.438954		10.7146		10.998524		11.178418		10.091022		9.565829		9.9819355		10.383517		9.830622		9.976882		10.080124		10.451405		-1.2727357		-2.2172482		-2.0231287		-1.7349582		-1.5244963		-1.6675357		-1.8900177		-1.6552092		-0.34793282		-1.1487703		-1.0165882		-0.7949009		-0.60833263		-0.7377176		-0.9183998		-0.7270136		No		Yes		Yes		TA95696_4565		TC382395		Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC382395]

		A_99_P524272		4.9738855		6.1122704		7.8917274		7.031242		2.1583745		4.596063		6.3453293		4.8638763		3.2381744		4.9665875		6.1142197		6.4982796		-7.0396857		-2.860381		-2.92087		-4.492024		-3.330436		-2.2125082		-3.4283342		-1.4468971		-2.815511		-1.5162072		-1.5463982		-2.1673656		-1.7357111		-1.1456828		-1.7775078		-0.5329623		Yes		No		No		CJ634596		TC442223		Rep: Homoserine kinase - Shewanella baltica OS223, partial (5%) [TC442223]

		A_99_P541897		6.274395		6.561905		5.6572843		6.390262		4.477287		4.2228703		1.7892638		5.393648		5.735152		3.7441008		2.5279715		5.0158916		-3.4752293		-5.0596395		-14.601255		-1.9953115		-1.45321		-7.050884		-8.75018		-2.592548		-1.7971082		-2.3390346		-3.8680205		-0.996614		-0.5392432		-2.817804		-3.1293128		-1.3743706		Yes		Yes		Yes		CK207885		TC401614		FGAS019557 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207885]

		A_99_P310471		8.513284		7.8770237		7.193964		6.5996976		7.5447235		6.1892753		3.467057		5.346031		7.3105607		7.3881836		4.512947		5.1454806		-1.9568866		-3.2215354		-13.240696		-2.3844664		-2.301737		-1.4033161		-6.413078		-2.740078		-0.9685602		-1.6877484		-3.726907		-1.2536664		-1.202723		-0.4888401		-2.681017		-1.454217		Yes		No		No		TA84793_4565		TC370600		Rep: Os07g0525500 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC370600]

		A_99_P474872		5.411883		6.424275		6.234587		5.7074184		4.6639953		4.635056		3.193447		3.6748278		4.7019653		5.3385005		3.5507145		4.6276574		-1.6793321		-3.4562771		-8.231413		-4.0913887		-1.6357106		-2.1225145		-6.425785		-2.1136858		-0.7478876		-1.7892189		-3.04114		-2.0325906		-0.70991755		-1.0857744		-2.6838727		-1.079761		Yes		Yes		Yes		BQ171300		TC419337		0

		A_99_P264371		2.1475544		2.5285428		2.5388653		2.842679		6.0908203		10.331836		10.136813		6.272224		9.331241		8.892127		10.720244		6.352225		15.38301		223.37025		193.73598		10.774469		145.38013		82.3436		290.2957		11.388816		3.943266		7.803293		7.597948		3.429545		7.1836863		6.3635845		8.181379		3.5095458		Yes		Yes		Yes		TA71225_4565		TC437092		0

		A_99_P149352		11.489067		11.191871		10.351014		10.179929		10.936679		10.109734		9.822603		10.029312		10.580279		11.118568		10.025868		9.750538		-1.4665112		-2.11717		-1.4423397		-1.1100439		-1.8774673		-1.0521222		-1.2527909		-1.3466649		-0.5523882		-1.0821371		-0.5284109		-0.15061665		-0.9087877		-0.07330227		-0.32514572		-0.4293909		No		Yes		Yes		CJ850340		TC457140		CJ850340 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal15d23 5', mRNA sequence [CJ850340]

		A_99_P491072		7.403787		7.6843476		6.7057366		6.597328		5.943298		6.3450093		6.240217		5.626469		6.1260552		7.146393		5.959843		6.071528		-2.7520168		-2.5303524		-1.3808144		-1.9600073		-2.424575		-1.4519128		-1.6770126		-1.439732		-1.4604893		-1.3393383		-0.46551943		-0.97085905		-1.2777319		-0.5379548		-0.7458935		-0.5258002		Yes		No		No		AK333365		TC427734		Triticum aestivum cDNA, clone: WT006_E18, cultivar: Chinese Spring [AK333365]

		A_99_P392127		1.8476057		2.6914682		1.564191		2.1435869		3.418867		5.3730607		6.221069		4.367917		5.455253		3.9698956		6.3331065		4.159612		2.9716442		6.4156365		25.226671		4.672939		12.190179		2.425744		27.263817		4.044679		1.5712614		2.6815925		4.656878		2.2243302		3.6076474		1.2784274		4.7689157		2.0160253		Yes		Yes		Yes		TA108511_4565		TC395411		Rep: Hydrolase, alpha/beta fold family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (44%) [TC395411]

		A_99_P343661		7.572517		5.5728536		4.306127		4.5192504		8.943982		9.520408		9.5732565		7.0803924		9.665618		9.703197		10.1541395		6.1081104		2.587332		15.428802		38.50915		5.9017467		4.266642		17.512861		57.60062		3.0081158		1.3714652		3.947554		5.2671294		2.561142		2.093101		4.130343		5.8480124		1.58886		Yes		Yes		Yes		TA94744_4565		TC438321		0

		A_99_P007296		11.155305		12.89019		13.171009		12.373932		10.29548		11.478696		11.247987		12.36546		10.67434		11.460843		11.366467		12.311775		-1.8148184		-2.6601255		-3.7921665		-1.0058893		-1.3956766		-2.693248		-3.4931815		-1.0440253		-0.85982513		-1.4114943		-1.9230223		-0.008471489		-0.48096466		-1.429347		-1.8045416		-0.062156677		Yes		No		No		TA78806_4565		TC416109		0

		A_99_P105215		6.2927575		6.1540065		5.925686		6.6678224		7.032196		8.157156		8.019057		8.364988		7.802778		7.7154675		8.803021		7.8067303		1.669526		4.008742		4.2674417		3.2426336		2.8481405		2.951526		7.347918		2.2021427		0.73943853		2.0031495		2.0933714		1.697166		1.5100203		1.561461		2.8773355		1.1389079		Yes		Yes		Yes		BG904413		TC428043		TaLr1132A04R TaLr1 Triticum aestivum cDNA clone TaLr1132A04 5', mRNA sequence [BG904413]

		A_99_P345076		7.227776		7.150678		6.1936145		6.3908734		5.6678295		5.949684		4.010994		4.813418		6.173807		6.4895215		4.3825016		6.367513		-2.948429		-2.2989802		-4.539774		-2.9844303		-2.0762339		-1.58135		-3.5091288		-1.0163239		-1.5599465		-1.200994		-2.1826205		-1.5774555		-1.0539689		-0.66115665		-1.8111129		-0.023360252		Yes		No		No		TA95193_4565		TC399243		0

		A_99_P370987		3.1946404		3.4094722		2.660615		3.818124		3.881408		6.10566		5.8417325		5.081118		5.4692826		4.868244		6.7474747		5.633989		1.6096729		6.480871		9.070094		2.3999329		4.838776		2.7487428		16.992895		3.5207062		0.6867676		2.6961877		3.1811175		1.262994		2.2746422		1.458772		4.0868597		1.8158648		Yes		Yes		Yes		TA103330_4565		TC410029		0

		A_99_P268691		12.352927		12.015063		12.690883		12.516353		11.546459		10.891278		11.221669		12.192734		11.261636		11.402282		11.714114		12.37735		-1.7489245		-2.1791794		-2.7687092		-1.2514658		-2.1306467		-1.5292047		-1.9680523		-1.1011437		-0.806468		-1.123785		-1.4692135		-0.3236189		-1.0912914		-0.6127815		-0.9767685		-0.1390028		No		Yes		Yes		TA72503_4565		TC429437		Rep: Senescence-associated protein 12 - Hemerocallis sp. (Daylily), partial (91%) [TC429437]

		A_99_P273961		5.8584065		6.2031875		6.304562		6.471124		6.168409		7.0846		8.386705		7.436621		6.4964256		6.900902		8.357028		7.4709716		1.2397097		1.8421781		4.2343583		1.9527361		1.556191		1.6219331		4.148144		1.9997885		0.31000233		0.8814125		2.0821433		0.965497		0.6380191		0.6977143		2.052466		0.9998474		Yes		Yes		Yes		TA74113_4565		TC442783		Rep: GDSL-motif lipase/hydrolase protein-like - Oryza sativa subsp. japonica (Rice), partial (46%) [TC442783]

		A_99_P484557		2.2809818		1.5693356		1.5687755		1.6458803		3.3359823		2.598384		7.9130383		5.405071		4.414702		1.6995162		6.8441176		3.4405215		2.077719		2.0406778		81.24812		13.540326		4.3884764		1.0944307		38.72899		3.4692917		1.0550005		1.0290483		6.3442626		3.7591906		2.1337202		0.1301806		5.275342		1.7946411		Yes		Yes		Yes		TA57006_4565		TC412240		Rep: Wali3 protein - Triticum aestivum (Wheat), partial (81%) [TC412240]

		A_99_P355851		8.052436		9.087559		7.5174828		7.4274573		6.4179025		7.781778		6.756808		6.809969		6.293066		8.390246		6.027552		7.790709		-3.1048713		-2.4721751		-1.6942831		-1.534202		-3.385502		-1.6214813		-2.8087547		1.2863219		-1.6345334		-1.3057809		-0.76067495		-0.6174884		-1.7593699		-0.69731236		-1.4899306		0.3632517		Yes		No		No		TA98598_4565		TC461725		Rep: Pherophorin - Volvox carteri f. nagariensis, partial (8%) [TC461725]

		A_99_P000686		10.067547		9.7024355		11.084001		10.533704		11.284283		13.816123		13.1366625		12.13372		12.080005		12.134824		13.68969		12.16547		2.3242025		17.311844		4.1487074		3.031468		4.03469		5.397863		6.0868216		3.0989218		1.2167358		4.1136875		2.052662		1.6000166		2.0124578		2.4323883		2.605689		1.6317663		Yes		Yes		Yes		AY666013		TC373512		Triticum aestivum cold acclimation induced protein 2-1 mRNA, complete cds [AY666013]

		A_99_P244641		6.203966		5.517364		8.68504		5.656011		8.176556		10.199004		9.612312		7.804685		9.672047		6.8386235		10.815792		6.476379		3.9247193		25.663395		1.9016765		4.4342003		11.066143		2.4988418		4.3794556		1.7658561		1.9725895		4.68164		0.92727184		2.148674		3.4680805		1.3212595		2.1307516		0.8203678		Yes		No		No		TA65658_4565		TC394185		0

		A_99_P273751		8.714884		9.497678		9.552382		8.914978		9.155239		9.408302		10.891347		10.485496		9.911198		9.992513		11.170423		9.780355		1.3569385		-1.0639095		2.5296967		2.9701123		2.2915342		1.4091595		3.0695775		1.8218162		0.4403553		-0.089375496		1.3389645		1.5705175		1.1963139		0.4948349		1.6180401		0.8653774		Yes		Yes		Yes		TA74051_4565		TC431033		0

		A_99_P416897		4.2072964		2.933775		2.6243238		2.518513		6.239414		7.2261024		6.534828		5.4873104		7.734671		5.9135175		6.990972		5.0229754		4.0900483		19.593828		15.03762		7.828834		11.530433		7.8884535		20.629662		5.674379		2.0321178		4.2923274		3.9105043		2.9687974		3.5273747		2.9797425		4.366648		2.5044625		Yes		Yes		Yes		TC378017		TC378017		Rep: Wall associated kinase - Brachypodium sylvaticum (False brome), partial (19%) [TC378017]

		A_99_P084510		8.260419		7.571855		7.985802		7.572351		9.023919		9.403538		9.463849		8.266721		9.930594		8.432796		9.859382		8.006159		1.6976043		3.55952		2.7857134		1.6181774		3.1825333		1.8162218		3.6644063		1.3507942		0.7635002		1.8316827		1.4780469		0.6943698		1.6701756		0.86094046		1.8735795		0.43380785		Yes		Yes		Yes		CK210200		TC388484		FGAS021997 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210200]

		A_99_P114285		5.525482		5.626471		5.9527473		5.5728536		5.1052623		4.635917		4.9875875		4.4357033		4.6826935		4.6193595		4.55289		4.4523935		-1.3381315		-1.9869477		-1.9522799		-2.1994615		-1.7935137		-2.009883		-2.6387553		-2.1741629		-0.4202199		-0.99055386		-0.9651599		-1.1371503		-0.8427887		-1.0071115		-1.3998575		-1.12046		Yes		No		No		BQ903146		0		Ta03_06e12_R Ta03_AAFC_ECORC_Fusarium_graminearum_inoculated_wheat_heads Triticum aestivum cDNA clone Ta03_06e12, mRNA sequence [BQ903146]

		A_99_P133260		2.7736695		2.5475085		2.023971		3.460056		3.5712807		4.984488		4.098743		2.9266913		4.8693786		3.902502		4.3507357		3.4129887		1.7382207		5.415068		4.212778		-1.4473008		4.274362		2.5579598		5.01679		-1.0331627		0.79761124		2.4369795		2.074772		-0.5333648		2.095709		1.3549936		2.3267646		-0.047067404		Yes		Yes		Yes		TA86710_4565		TC396397		0

		A_99_P540867		8.8921		9.113812		9.312729		9.628094		8.566467		7.622059		8.17549		8.849365		8.403337		7.8864865		7.748091		9.020421		-1.2532142		-2.812306		-2.199596		-1.7156181		-1.403242		-2.3413262		-2.958032		-1.5237991		-0.32563305		-1.4917536		-1.1372385		-0.7787285		-0.4887638		-1.2273259		-1.5646377		-0.6076727		No		Yes		Yes		CJ561551		TC448726		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC448726]

		A_99_P223481		15.31384		15.98459		16.040236		16.117025		15.075217		14.58961		15.373627		15.887797		14.354573		15.366643		14.519187		16.142286		-1.1798657		-2.629848		-1.5873374		-1.1722076		-1.9443213		-1.5346893		-2.8699956		1.0176637		-0.23862267		-1.3949795		-0.6666088		-0.22922802		-0.95926666		-0.6179466		-1.5210485		0.025260925		No		Yes		Yes		AK332332		TC372158		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P340286		3.3331153		3.4110725		1.6290683		3.655794		3.3141382		3.7254295		7.0230174		6.5774074		2.7844346		4.659983		6.820883		6.417108		-1.0132408		1.2434573		42.047527		7.57693		-1.4627476		2.376619		36.550377		6.7801356		-0.018977165		0.31435704		5.393949		2.9216135		-0.5486808		1.2489107		5.1918144		2.7613142		Yes		Yes		Yes		TA93694_4565		TC397292		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC397292]

		A_99_P244216		4.6450467		4.011725		3.972686		4.27034		2.98725		2.9162874		3.563722		2.7235801		3.5545304		3.5987694		3.719506		3.6537693		-3.1553426		-2.1367788		-1.3277322		-2.9216025		-2.1295023		-1.3314105		-1.1918312		-1.5332264		-1.6577966		-1.0954375		-0.40896416		-1.5467598		-1.0905163		-0.41295552		-0.25318003		-0.6165707		Yes		No		No		TA65544_4565		0		0

		A_99_P268696		10.248942		9.871079		11.029902		10.69114		9.648296		8.729167		9.663947		10.583622		9.503455		9.1066885		9.96207		10.587069		-1.5163954		-2.2067335		-2.5774696		-1.0773733		-1.6765404		-1.6986527		-2.0962808		-1.0748025		-0.600646		-1.1419125		-1.3659554		-0.107518196		-0.7454872		-0.76439095		-1.067832		-0.10407162		No		Yes		Yes		TA72504_4565		TC378077		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC378077]

		A_99_P439092		4.448335		4.7468247		3.985039		5.529411		8.413479		12.468021		12.273786		8.439511		11.294735		11.029441		12.671287		8.682517		15.618064		211.01425		312.72415		7.5167055		115.07254		77.84952		411.92783		8.895688		3.9651437		7.7211967		8.288747		2.9101005		6.8464		6.282616		8.686248		3.1531062		Yes		Yes		Yes		TA71225_4565		TC395661		0

		A_99_P000916		14.017868		13.9599905		13.280403		12.968293		12.966698		13.079854		12.269185		11.560539		12.742089		13.458013		12.149956		12.7501745		-2.0722103		-1.8405495		-2.0156121		-2.6532378		-2.421295		-1.4161538		-2.1892662		-1.1632158		-1.0511703		-0.8801365		-1.0112181		-1.407754		-1.2757788		-0.5019779		-1.1304474		-0.21811867		Yes		No		No		X07780		TC368647		Wheat mRNA for fructose-1,6-bisphosphatase (EC 3.1.3.11) [X07780]

		A_99_P151957		4.727667		4.9406567		4.1181035		5.533226		4.1127295		3.0545607		1.7941871		3.8792427		4.205587		3.8606966		2.9110296		4.1184173		-1.5314914		-3.6963363		-5.006896		-3.1470134		-1.4360241		-2.1139777		-2.308689		-2.6662438		-0.6149373		-1.886096		-2.3239164		-1.6539834		-0.52207994		-1.0799601		-1.2070739		-1.4148088		Yes		Yes		Yes		0		0		0

		A_99_P371427		3.173785		2.144552		3.6051018		1.7311102		6.0526004		8.90252		8.436658		7.1206203		7.9155517		6.8314896		8.882129		5.271324		7.355459		108.23085		28.473665		41.918354		26.755562		25.757797		38.774254		11.633506		2.8788154		6.757968		4.8315563		5.38951		4.741767		4.6869373		5.277027		3.540214		Yes		Yes		Yes		TA103445_4565		0		0

		A_99_P160192		6.091781		6.097979		6.4354706		6.0677433		5.638247		4.9854207		5.263334		4.6262927		4.7859836		4.8102055		4.696609		4.8633866		-1.3693907		-2.1622875		-2.253452		-2.715938		-2.4722037		-2.44151		-3.3377168		-2.304345		-0.45353413		-1.1125584		-1.1721368		-1.4414506		-1.3057976		-1.2877736		-1.7388616		-1.2043567		Yes		No		No		CK211644		0		FGAS023496 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK211644]

		A_99_P340421		5.4643817		5.428963		5.279171		5.0602956		7.4439607		9.750407		9.538161		7.9081345		9.193967		7.6667123		9.970902		7.643988		3.9437797		19.99329		19.146254		7.1992116		13.265298		4.716606		25.843534		5.994721		1.979579		4.321444		4.2589903		2.8478389		3.7295852		2.237749		4.6917315		2.5836926		Yes		Yes		Yes		TA93729_4565		TC405513		Rep: Fimbrial assembly membrane protein - Xanthomonas axonopodis pv. citri, partial (9%) [TC405513]

		A_99_P280561		10.23676		10.010463		9.692789		9.3150015		9.30174		8.631125		8.702394		7.6812425		8.826808		9.087772		8.43366		8.491463		-1.9119177		-2.6014884		-1.9867296		-3.103205		-2.6572835		-1.895647		-2.3935127		-1.7697417		-0.93502045		-1.3793373		-0.99039555		-1.633759		-1.4099522		-0.9226904		-1.2591295		-0.8235388		Yes		No		No		TA76042_4565		0		0

		A_99_P483637		6.695606		6.904427		8.281287		7.81485		6.4830914		6.2568774		7.0780964		7.543815		6.365808		6.410233		7.2179694		7.76106		-1.1587063		-1.5665053		-2.3024836		-1.2066729		-1.2568376		-1.4085337		-2.0897317		-1.037988		-0.21251488		-0.6475496		-1.2031908		-0.27103472		-0.32979822		-0.49419403		-1.0633178		-0.053789616		No		Yes		Yes		CJ598025		TC423994		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC423994]

		A_99_P458502		9.855338		9.644639		9.37178		9.5519495		10.457742		11.038114		11.112657		10.411159		11.05856		10.47008		11.560636		10.419354		1.518244		2.6271062		3.342381		1.8140435		2.3025336		1.7720771		4.5594354		1.8243784		0.60240364		1.3934746		1.7408762		0.85920906		1.2032223		0.82544136		2.1888552		0.86740494		Yes		Yes		Yes		CA604172		TC409549		Rep: Chromosome undetermined scaffold_167, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC409549]

		A_99_P428987		7.2795777		8.254909		8.507596		9.713569		7.1717715		6.3415885		8.08171		9.365451		5.889297		6.924845		6.9791794		9.767068		-1.0775884		-3.7667494		-1.3433974		-1.2728989		-2.621297		-2.514137		-2.8846908		1.037779		-0.107806206		-1.9133201		-0.42588615		-0.34811783		-1.3902807		-1.3300633		-1.5284166		0.05349922		Yes		No		No		TC387646		TC387646		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (82%) [TC387646]

		A_99_P454722		2.1527228		2.9691365		4.687822		3.6191328		3.9159858		3.6672487		4.9900336		5.4793296		4.5429883		3.5175588		5.562432		4.679829		3.3946505		1.6223805		1.2330333		3.6305718		5.242538		1.4624856		1.8335123		2.0859382		1.763263		0.69811225		0.30221176		1.8601968		2.3902655		0.54842234		0.87460995		1.0606964		Yes		No		No		CD877849		TC406910		Rep: Nuclease I - Hordeum vulgare (Barley), partial (62%) [TC406910]

		A_99_P319946		3.2581432		2.664467		2.9940863		3.8641708		4.262341		4.325606		7.758011		7.656876		4.0962033		4.2277703		7.3940587		7.072319		2.005828		3.1626606		27.16966		13.858559		1.7876449		2.9552972		21.111723		9.241636		1.0041978		1.6611388		4.7639246		3.7927053		0.83806014		1.5633032		4.3999724		3.2081482		Yes		Yes		Yes		TA87538_4565		TC449988		0

		A_99_P035879		8.305379		8.554852		8.320203		8.333579		9.089099		9.790557		8.789166		8.407066		9.546866		8.92638		8.782186		8.597347		1.7215643		2.3549645		1.3841149		1.0522572		2.3644218		1.2937229		1.3774335		1.2006105		0.78372		1.2357054		0.46896362		0.07348728		1.2414875		0.37152863		0.46198273		0.2637682		No		Yes		Yes		CV771756		TC389683		FGAS066149 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771756]

		A_99_P209276		3.9446316		4.0556874		4.722029		3.7329605		3.4342976		2.9410694		3.7598903		2.0539465		3.6287773		3.1016579		2.5934565		2.6735353		-1.42438		-2.1653767		-1.948196		-3.2020903		-1.2447485		-1.9372761		-4.3728466		-2.084101		-0.510334		-1.1146181		-0.9621389		-1.679014		-0.3158543		-0.95402956		-2.1285727		-1.0594251		Yes		No		No		TA53928_4565		TC409683		Rep: Targeting protein for Xklp2 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (15%) [TC409683]

		A_99_P442617		9.084273		9.40241		9.205143		9.13866		9.3471985		10.159561		10.316082		9.661755		9.28564		9.952394		10.354409		9.628409		1.1999091		1.6901504		2.1598618		1.437034		1.1497868		1.4640695		2.2180107		1.4042006		0.26292515		0.7571516		1.110939		0.5230942		0.20136642		0.549984		1.1492662		0.48974895		No		Yes		Yes		TA55968_4565		TC398370		0

		A_99_P255321		6.174929		5.893677		6.235531		5.82765		6.166529		6.8335385		7.4276795		5.2771006		6.3693156		6.3614984		7.727674		5.345455		-1.0058393		1.9183438		2.284928		-1.4646435		1.1442375		1.3830191		2.8130655		-1.3968673		-0.008399963		0.9398613		1.1921487		-0.5505495		0.19438648		0.46782112		1.4921432		-0.4821949		No		Yes		Yes		TA68644_4565		TC427138		0

		A_99_P464742		9.4489765		8.885483		8.97148		8.764354		8.124377		7.6589255		7.0841794		7.830874		8.199146		8.529148		7.4627786		8.322296		-2.5046332		-2.340079		-3.6994247		-1.9098771		-2.3781345		-1.2801694		-2.8455386		-1.3585405		-1.3245993		-1.2265573		-1.887301		-0.9334798		-1.2498302		-0.3563347		-1.5087018		-0.4420576		Yes		No		No		CK193160		TC413490		0

		A_99_P240056		14.0312195		13.866048		14.031039		12.596883		14.059982		13.467595		11.744342		13.6425705		13.942164		13.142394		11.421848		11.792454		1.020137		-1.3180935		-4.8793783		2.0643501		-1.0636733		-1.651359		-6.101614		-1.7464545		0.028762817		-0.39845276		-2.2866974		1.0456877		-0.08905506		-0.7236538		-2.609191		-0.80442905		Yes		Yes		Yes		DR740502		TC374721		FGAS000449 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740502]

		A_99_P229841		11.170647		11.116397		12.966526		12.476388		12.32914		12.64601		13.195958		13.06037		13.963738		11.837504		13.429416		12.817592		2.2322414		2.8870847		1.1723734		1.4989814		6.9311357		1.6484469		1.3782997		1.266813		1.158493		1.5296135		0.2294321		0.58398247		2.7930918		0.7211075		0.46288967		0.3412037		Yes		Yes		Yes		TA61495_4565		TC428833		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (10%) [TC428833]

		A_99_P328056		3.3863223		2.505133		5.040665		3.7535698		4.5235944		5.038336		7.165628		4.7286115		5.8409333		5.982517		7.6023974		4.959162		2.1996472		5.7885537		4.3619184		1.9656979		5.481653		11.137734		5.904162		2.3063195		1.1372721		2.533203		2.1249628		0.9750416		2.454611		3.4773839		2.5617323		1.2055924		Yes		Yes		Yes		TA89953_4565		TC413969		Rep: HUA enhancer 2 - Ostreococcus tauri, partial (3%) [TC413969]

		A_99_P017049		9.033185		8.847687		8.217164		8.385806		9.737941		10.587025		8.939604		8.624861		10.124057		10.10031		9.456551		8.699651		1.6298687		3.338819		1.6499699		1.180219		2.130027		2.3827434		2.3609812		1.2430159		0.7047558		1.7393379		0.72243977		0.23905468		1.0908718		1.2526236		1.2393866		0.31384468		No		Yes		Yes		BJ313017		0		BJ313017 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf3d12 5', mRNA sequence [BJ313017]

		A_99_P388432		3.2118251		3.7797997		3.869685		5.45438		6.000754		11.077033		8.493824		7.5395546		6.7017694		8.0410185		7.644422		8.215141		6.9111643		157.28459		24.660648		4.243264		11.235125		19.175856		13.687026		6.777538		2.7889287		7.2972336		4.624139		2.0851746		3.4899442		4.261219		3.7747371		2.7607613		Yes		Yes		Yes		TA107605_4565		TC436485		Rep: COG0477: Permeases of the major facilitator superfamily - Brevibacterium linens BL2, partial (4%) [TC436485]

		A_99_P294611		12.22376		11.930564		12.514283		12.591167		12.005726		10.717814		10.898137		12.273059		11.622029		11.134578		10.907781		12.322827		-1.1631473		-2.3177893		-3.0655503		-1.246695		-1.5175356		-1.7362639		-3.0451274		-1.2044213		-0.21803379		-1.2127495		-1.6161461		-0.31810856		-0.60173035		-0.7959862		-1.6065025		-0.2683401		No		Yes		Yes		TA80116_4565		TC370340		Rep: ERD4 protein - Arabidopsis thaliana (Mouse-ear cress), partial (51%) [TC370340]

		A_99_P251246		6.4500847		6.7544136		6.105465		6.2918944		6.66363		7.129995		6.70393		6.389913		7.301828		6.8319917		7.296614		6.452032		1.1595342		1.2973622		1.5141047		1.0703025		1.8046802		1.055245		2.2833457		1.1173937		0.21354532		0.37558126		0.59846497		0.098018646		0.8517432		0.07757807		1.1911492		0.16013765		No		Yes		Yes		TA67510_4565		TC427689		0

		A_99_P308156		9.957207		10.28184		9.666692		10.175294		9.520729		9.083425		8.876026		9.520663		8.880119		9.650486		8.434448		9.664589		-1.3532962		-2.2948754		-1.7298723		-1.5742129		-2.1097724		-1.5490185		-2.3493204		-1.4247463		-0.43647766		-1.1984158		-0.7906656		-0.65463066		-1.0770874		-0.63135433		-1.2322435		-0.510705		No		Yes		Yes		TA84101_4565		TC370294		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC370294]

		A_99_P284561		8.6034155		8.258926		9.501208		9.173826		8.672466		7.279667		8.422406		8.399709		7.562763		7.8693175		7.7644744		9.015268		1.0490263		-1.9714532		-2.1122816		-1.7101436		-2.0571575		-1.3100382		-3.332798		-1.1161709		0.06905079		-0.9792595		-1.0788021		-0.77411747		-1.0406523		-0.38960886		-1.7367339		-0.15855789		No		Yes		Yes		TA77233_4565		0		0

		A_99_P404982		5.1698346		4.450798		5.128051		5.1120663		4.568662		4.0948834		4.1366124		3.5800493		3.9901772		3.7964528		4.0159526		3.8436916		-1.5169488		-1.2797966		-1.9881662		-2.8918986		-2.26523		-1.5739015		-2.161598		-2.4089003		-0.60117245		-0.3559146		-0.9914384		-1.532017		-1.1796575		-0.6543453		-1.1120982		-1.2683747		Yes		No		No		TA111647_4565		TC440191		Rep: Os09g0131600 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC440191]

		A_99_P454777		8.646739		8.812329		9.891305		9.619225		8.284583		7.7260804		9.189597		9.402515		7.871055		8.140385		9.061741		9.507358		-1.2853452		-2.1232126		-1.626429		-1.1620798		-1.7120014		-1.593219		-1.7771484		-1.0806258		-0.3621559		-1.0862489		-0.70170784		-0.21670914		-0.7756839		-0.6719446		-0.8295641		-0.11186695		No		Yes		Yes		TA74600_4565		TC406938		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC406938]

		A_99_P453277		1.5538317		2.5258007		1.6906711		2.2966769		2.6354434		4.8126264		10.792755		6.9610457		5.1371293		5.505018		10.445737		5.2990775		2.116399		4.8798122		549.5413		25.357992		11.986161		7.8855834		432.05344		8.013323		1.0816118		2.2868257		9.102084		4.6643686		3.5832977		2.9792175		8.755066		3.0024006		Yes		Yes		Yes		TA65744_4565		TC405974		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (65%) [TC405974]

		A_99_P473802		4.8047748		5.707268		4.4347053		4.4478536		3.3397357		4.4224563		3.3583066		3.7815616		3.3613434		5.0700364		3.6912262		4.5152464		-2.7607093		-2.436503		-2.1087654		-1.5869888		-2.7196696		-1.555342		-1.6742083		1.0478214		-1.465039		-1.284812		-1.0763986		-0.66629195		-1.4434314		-0.6372318		-0.743479		0.067392826		Yes		No		No		BE498193		TC418772		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC418772]

		A_99_P119619		6.9116397		7.185454		8.123414		7.9522557		5.8232903		5.6026883		6.4489875		7.0947328		6.3426824		6.279985		6.5509257		6.9118047		-2.126306		-2.995435		-3.1919246		-1.8119247		-1.483451		-1.8731532		-2.9741724		-2.0568707		-1.0883493		-1.5827656		-1.6744266		-0.85752296		-0.5689573		-0.90546894		-1.5724883		-1.040451		Yes		Yes		Yes		CJ831809		0		CJ831809 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal36i05 5', mRNA sequence [CJ831809]

		A_99_P271236		10.065529		10.162735		10.617909		10.361049		9.864936		9.499882		9.124931		10.385596		9.683051		9.632332		9.013653		10.340032		-1.1491706		-1.5832107		-2.814694		1.0171607		-1.3035787		-1.4443327		-3.0403905		-1.0146745		-0.200593		-0.66285324		-1.4929781		0.024547577		-0.38247776		-0.53040314		-1.6042566		-0.021017075		No		Yes		Yes		TA73311_4565		TC371051		Rep: BING1 protein - Oryzias latipes (Medaka fish) (Japanese ricefish), partial (3%) [TC371051]

		A_99_P412527		5.96694		6.5240464		6.3558545		6.2497177		6.719719		7.2880273		7.4775453		6.862532		6.6562696		7.2644067		7.415777		6.90571		1.6850355		1.69817		2.1760185		1.5292395		1.612534		1.6705929		2.0848198		1.5756996		0.752779		0.76398087		1.1216908		0.6128144		0.6893296		0.74036026		1.0599227		0.6559925		No		Yes		Yes		TC374521		TC374521		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC374521]

		A_99_P535882		10.099258		10.678033		11.274884		10.79679		10.136421		9.833591		10.084129		10.458744		9.509697		10.256073		10.192756		10.171945		1.026094		-1.7955694		-2.2827215		-1.2640435		-1.5047892		-1.3397464		-2.1171575		-1.5420457		0.03716278		-0.8444414		-1.1907549		-0.33804607		-0.58956146		-0.42195988		-1.0821285		-0.6248455		No		Yes		Yes		CV766069		TC446901		FGAS060456 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV766069]

		A_99_P054534		5.8761306		5.6087966		6.1943603		6.008776		6.0808473		4.873815		5.592987		4.9200873		4.535009		4.6654677		4.617982		4.816277		1.15246		-1.6643761		-1.5171599		-2.1268065		-2.533482		-1.9229602		-2.9822028		-2.2854831		0.20471668		-0.73498154		-0.6013732		-1.0886889		-1.3411217		-0.94332886		-1.5763783		-1.1924992		Yes		No		No		CA653845		0		wre1n.pk192.f6 wre1n Triticum aestivum cDNA clone wre1n.pk192.f6 5' end, mRNA sequence [CA653845]

		A_99_P549612		4.4743767		4.0965705		4.830274		4.591751		3.3487577		3.0903413		3.6179068		3.444019		3.138094		4.5262327		3.4828634		4.257794		-2.1819513		-2.008654		-2.3171754		-2.2156532		-2.524999		1.3469182		-2.5445502		-1.260466		-1.1256189		-1.0062292		-1.2123673		-1.147732		-1.3362827		0.42966223		-1.3474107		-0.3339572		Yes		No		No		TC452153		TC452153		Rep: Predicted protein - Monosiga brevicollis MX1, partial (3%) [TC452153]

		A_99_P209876		6.448855		6.2718525		5.6948624		5.9192348		5.8503327		5.071648		3.8460367		5.42399		6.0894237		5.81184		3.884691		5.477999		-1.5141648		-2.297722		-3.6020687		-1.4095601		-1.28292		-1.3755537		-3.5068395		-1.3577666		-0.5985222		-1.2002044		-1.8488257		-0.49524498		-0.35943127		-0.46001244		-1.8101714		-0.44123554		Yes		Yes		Yes		TA54102_4565		TC450576		0

		A_99_P154462		5.145486		1.7409271		1.8964092		4.383939		7.6905193		7.6121583		6.7853827		5.109009		7.9599533		6.2313576		6.3712273		4.727031		5.836217		58.53514		29.629732		1.6529808		7.0345955		22.477821		22.23589		1.2684727		2.5450335		5.871231		4.8889737		0.72507		2.8144674		4.4904304		4.474818		0.34309244		Yes		Yes		Yes		CJ953750		TC415256		CJ953750 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul3g09 5', mRNA sequence [CJ953750]

		A_99_P522432		8.916258		9.84739		11.074532		10.489755		8.67839		8.484445		9.498179		10.473155		8.307485		9.178163		9.533097		10.388477		-1.1792489		-2.572098		-2.9821486		-1.0115725		-1.524962		-1.5902214		-2.9108374		-1.0727228		-0.23786831		-1.3629456		-1.5763521		-0.016599655		-0.60877323		-0.6692276		-1.5414343		-0.10127735		No		Yes		Yes		BE489301		TC441497		WHE1076_E03_I06ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1076_E03_I06, mRNA sequence [BE489301]

		A_99_P511777		12.688789		12.770982		12.307443		12.389791		11.947406		11.665076		11.550763		10.414394		11.482452		11.657242		11.059466		11.406837		-1.6717783		-2.1523392		-1.6895974		-3.932362		-2.3075101		-2.1640592		-2.3750803		-1.9765071		-0.74138355		-1.1059055		-0.75667953		-1.9753962		-1.206337		-1.11374		-1.2479763		-0.9829531		Yes		No		No		TC436861		TC436861		Rep: NAD(P)H-quinone oxidoreductase chain 4, chloroplast  (NAD(P)H dehydrogenase, chain 4) - Triticum aestivum (Wheat), complete [TC436861]

		A_99_P435267		12.58476		11.980145		10.633676		11.302846		11.401515		10.653661		10.096595		9.876829		11.08405		11.342679		9.925397		11.404651		-2.2708693		-2.5079083		-1.4510335		-2.6870382		-2.8298185		-1.5555949		-1.6338536		1.073115		-1.1832447		-1.3264847		-0.53708076		-1.4260168		-1.5007095		-0.63746643		-0.70827866		0.10180473		Yes		No		No		CV771126		TC392753		Rep: Photosystem I reaction center subunit N, chloroplast precursor - Hordeum vulgare (Barley), complete [TC392753]

		A_99_P351886		7.0897408		6.642511		7.0767593		6.9491334		8.064793		9.633168		9.847958		8.191626		9.494235		8.449187		10.140279		8.311611		1.9657118		7.9483604		6.826747		2.366069		5.2944994		3.4983542		8.360096		2.571264		0.9750519		2.9906573		2.7711983		1.2424922		2.4044943		1.8066764		3.0635195		1.3624778		Yes		Yes		Yes		TA97336_4565		TC406475		Rep: GTP-binding protein Rab6 - Oryza sativa subsp. japonica (Rice), partial (89%) [TC406475]

		A_99_P382312		8.889462		7.821279		8.125525		8.936309		9.619988		9.832578		10.193273		10.795498		10.134369		9.493577		10.61029		10.519698		1.659244		4.0314493		4.192315		3.6280367		2.3700318		3.1872187		5.5974283		2.9967303		0.730526		2.0112987		2.067747		1.859189		1.2449064		1.672298		2.484764		1.5833893		Yes		Yes		Yes		TA106095_4565		TC459085		0

		A_99_P484972		8.969469		8.804688		8.962372		9.144477		9.604062		10.440393		9.544042		9.611461		10.08101		9.350816		10.08076		9.436552		1.5524998		3.1073935		1.4965805		1.3822167		2.160763		1.4601609		2.171043		1.2244002		0.634593		1.635705		0.5816698		0.4669838		1.1115408		0.5461273		1.1183882		0.29207516		No		Yes		Yes		BG905317		TC424702		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC424702]

		A_99_P552752		7.4423127		7.266233		8.516357		8.865979		8.30541		9.899728		10.477722		9.951886		9.643798		8.870046		10.715016		10.156696		1.8189397		6.2052736		3.894302		2.1227095		4.599526		3.0394552		4.590524		2.4464962		0.86309767		2.6334949		1.9613647		1.085907		2.2014852		1.6038127		2.198659		1.2907171		Yes		Yes		Yes		TC453245		TC453245		0

		A_99_P154492		3.608696		3.1186697		2.5917854		2.6401863		4.904823		6.914416		5.929687		4.0289645		6.3200946		4.9637876		6.5042214		2.5680053		2.4556873		13.887799		10.111335		2.6185682		6.549563		3.5928228		15.057768		-1.0513048		1.2961268		3.795746		3.3379016		1.3887782		2.7113986		1.8451178		3.912436		-0.07218099		Yes		Yes		Yes		CJ954451		TC454494		CJ954451 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul4f23 5', mRNA sequence [CJ954451]

		A_99_P421792		8.687182		8.642673		8.29004		8.309381		8.211817		8.008709		7.1047916		7.2818294		8.008221		8.149705		7.0632324		7.966297		-1.3902705		-1.5518225		-2.2740254		-2.038561		-1.6009872		-1.4073368		-2.340485		-1.2684647		-0.47536564		-0.6339636		-1.1852484		-1.0275512		-0.67896175		-0.4929676		-1.2268076		-0.34308338		No		Yes		Yes		AK334434		TC382106		Triticum aestivum cDNA, clone: WT009_L22, cultivar: Chinese Spring [AK334434]

		A_99_P346356		5.779364		5.8167286		5.8786964		5.386255		5.349283		4.5108924		4.6243224		4.551887		4.45299		4.1478286		4.349544		4.362869		-1.3473091		-2.4722698		-2.385636		-1.7830755		-2.5077162		-3.1797206		-2.8861623		-2.032684		-0.4300809		-1.3058362		-1.254374		-0.83436775		-1.326374		-1.6689		-1.5291524		-1.023386		Yes		No		No		TA95604_4565		TC447311		Rep: Laccase-12/13 precursor - Oryza sativa subsp. japonica (Rice), partial (31%) [TC447311]

		A_99_P339856		12.14255		10.849953		10.39395		11.155574		11.498813		9.203311		8.1569605		9.653754		11.506841		10.409301		9.145505		9.790917		-1.5623717		-3.1310396		-4.7141247		-2.8319967		-1.5537019		-1.3572174		-2.3758528		-2.57515		-0.6437378		-1.6466417		-2.23699		-1.5018196		-0.63570976		-0.4406519		-1.2484455		-1.3646564		Yes		Yes		Yes		TA93555_4565		0		0

		A_99_P365881		8.378904		9.34935		9.563252		8.570805		8.130997		7.888714		7.0378995		7.5762134		7.16032		8.719229		7.303081		7.5657134		-1.1874837		-2.752297		-5.7571425		-1.9925159		-2.3271828		-1.547695		-4.790484		-2.0070703		-0.24790764		-1.4606361		-2.525353		-0.99459124		-1.2185845		-0.63012123		-2.2601714		-1.0050912		Yes		Yes		Yes		TA102019_4565		TC451517		Rep: Patatin-like phospholipase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (48%) [TC451517]

		A_99_P381632		9.418744		9.593056		9.87074		9.529336		9.076189		8.865861		8.581238		9.139183		9.142926		9.040753		8.729885		9.221297		-1.2680002		-1.6554171		-2.4444368		-1.3105323		-1.2106802		-1.4664241		-2.2051165		-1.2380235		-0.34255505		-0.7271948		-1.2895021		-0.39015293		-0.27581787		-0.55230236		-1.1408548		-0.3080387		No		Yes		Yes		CJ945561		TC433359		CJ945561 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul14k14 5', mRNA sequence [CJ945561]

		A_99_P149637		5.720276		5.1831164		3.5864627		3.850704		5.904903		6.2783275		6.2888794		4.4470763		5.9093494		7.318796		6.885035		4.432735		1.1365231		2.1364434		6.508913		1.5119101		1.1400315		4.394441		9.839414		1.4969552		0.18462706		1.095211		2.7024167		0.59637237		0.18907356		2.1356797		3.2985723		0.582031		Yes		No		No		CJ804901		TC447779		CJ804901 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct32g17 5', mRNA sequence [CJ804901]

		A_99_P568287		6.5830216		7.007849		9.8418455		7.9145827		7.596316		9.510489		9.834991		8.427999		8.386569		7.6517167		10.100882		8.4846		2.0185149		5.6672163		-1.0047622		1.4274259		3.490775		1.5625123		1.1966789		1.4845414		1.0132942		2.5026402		-0.0068540573		0.5134158		1.8035474		0.6438675		0.25903606		0.57001734		Yes		No		No		TA59602_4565		TC459205		Rep: 23.1kDa heat-shock protein - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC459205]

		A_99_P237161		9.28708		9.92822		9.587394		10.463067		11.174545		13.850415		13.090289		10.387836		11.547235		12.595534		12.909443		10.278781		3.6998467		15.159975		11.336437		-1.0535294		4.7904286		6.352456		10.000839		-1.1362545		1.8874655		3.9221954		3.5028954		-0.0752306		2.2601547		2.6673145		3.3220491		-0.18428612		Yes		Yes		Yes		U11496		TC391997		Triticum aestivum Chinese spring protein disulfide isomerase (PDI) mRNA, complete cds [U11496]

		A_99_P323311		5.856422		4.892346		3.9272451		3.0195262		3.0370338		2.5458362		3.429066		2.6419802		3.489968		4.010436		2.3985095		1.8977238		-7.05863		-5.085923		-1.4124298		-1.2991302		-5.1567206		-1.8428133		-2.8853285		-2.1761868		-2.8193882		-2.3465097		-0.4981792		-0.37754607		-2.366454		-0.88190985		-1.5287356		-1.1218024		Yes		No		No		TA88536_4565		TC441338		0

		A_99_P259226		9.222228		9.282569		8.981653		8.953836		9.090831		8.361716		7.737828		8.855118		8.636576		8.702148		7.335893		8.971051		-1.0953541		-1.8932339		-2.3682566		-1.070822		-1.5007174		-1.495285		-3.1291265		1.0120039		-0.13139725		-0.92085266		-1.2438254		-0.09871864		-0.58565235		-0.5804205		-1.64576		0.017214775		No		Yes		Yes		TA69788_4565		TC369184		0

		A_99_P625886		15.383985		14.630544		12.727192		14.3921385		15.327549		14.033694		11.185529		14.474494		15.0188265		13.840386		10.47681		14.360172		-1.0398934		-1.5124102		-2.9112992		1.0587453		-1.2880228		-1.7292631		-4.758086		-1.0224046		-0.056435585		-0.59684944		-1.5416632		0.0823555		-0.36515808		-0.7901573		-2.2503815		-0.03196621		No		Yes		Yes		DR740377		TC374865		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P230591		14.6483755		14.63782		14.81235		15.516673		14.909744		15.619209		17.039368		15.921512		15.197605		15.17273		17.179873		15.863111		1.1986153		1.9743655		4.681651		1.3239408		1.4633042		1.448852		5.1605406		1.2714171		0.26136875		0.98138905		2.2270174		0.40483856		0.5492296		0.5349102		2.3675222		0.34643745		No		Yes		Yes		TA61667_4565		0		0

		A_99_P306676		11.85149		11.223771		10.304263		10.600722		12.028243		12.252777		10.928841		10.695609		12.658849		11.513883		11.333752		10.71759		1.1303371		2.0406177		1.5417593		1.0679816		1.7500046		1.2227348		2.0413005		1.0843782		0.17675304		1.029006		0.6245775		0.09488678		0.80735874		0.29011154		1.0294886		0.11686802		No		Yes		Yes		TA83662_4565		TC386945		Rep: Phosphatidylinositol 3,5-kinase-like - Oryza sativa subsp. japonica (Rice), partial (10%) [TC386945]

		A_99_P255741		3.5921686		4.1362453		5.6385846		3.6458628		5.19976		5.2901554		7.8834596		6.997212		6.3641515		4.519383		8.377115		5.4062304		3.0474265		2.2251616		4.73996		10.206024		6.830461		1.3041753		6.6739025		3.3878443		1.6075914		1.1539102		2.244875		3.351349		2.771983		0.3831377		2.7385306		1.7603676		Yes		Yes		Yes		TA68758_4565		TC429875		Rep: Cupin family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (4%) [TC429875]

		A_99_P491467		5.8718567		5.5880036		5.8192735		6.401497		7.3233886		8.602932		7.882341		6.8882804		7.4052734		7.66894		8.189227		7.689066		2.734983		8.08321		4.1787386		1.4013171		2.8947058		4.2308173		5.1692452		2.4411638		1.4515319		3.0149283		2.0630674		0.4867835		1.5334167		2.0809364		2.3699536		1.287569		Yes		Yes		Yes		CK211237		TC427948		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (71%) [TC427948]

		A_99_P300136		12.470498		12.747504		10.149986		10.880172		12.405056		12.671159		11.352028		11.269015		12.346484		12.87861		11.645237		11.08538		-1.0464056		-1.0543438		2.3006501		1.3093435		-1.0897626		1.0951325		2.8191314		1.1528524		-0.065442085		-0.076345444		1.2020416		0.38884354		-0.1240139		0.13110542		1.4952507		0.20520782		No		Yes		Yes		TA81711_4565		TC451602		0

		A_99_P226226		9.904779		10.329393		10.328315		10.055352		10.119952		9.788838		9.693089		10.082149		9.45712		9.737289		9.195435		10.069977		1.1608429		-1.4545319		-1.5531813		1.0187473		-1.3638259		-1.5074435		-2.192961		1.0101886		0.21517277		-0.540555		-0.63522625		0.026796341		-0.4476595		-0.59210396		-1.1328802		0.014624596		No		Yes		Yes		TA60323_4565		0		0

		A_99_P561587		8.674636		8.45909		7.3275914		6.337114		6.8803496		6.3347244		3.1613853		4.4524465		6.85128		7.093496		4.631924		4.275271		-3.4684384		-4.3601136		-17.953663		-3.6926777		-3.5390341		-2.5768247		-6.4785333		-4.1751933		-1.7942863		-2.1243658		-4.1662064		-1.8846674		-1.8233557		-1.3655944		-2.6956673		-2.061843		Yes		No		No		TC456618		TC456618		Q03455 Saccharomyces cerevisiae YDR205w MSC2 - Yarrowia lipolytica (Candida lipolytica), partial (4%) [TC456618]

		A_99_P269076		10.316802		9.898197		10.586627		10.772838		11.203407		11.172288		12.297551		11.57228		11.122879		10.548699		12.124991		11.355472		1.8488207		2.4184635		3.2737045		1.7404282		1.7484505		1.5697145		2.9046502		1.4975809		0.88660526		1.2740908		1.7109241		0.7994423		0.806077		0.6505022		1.5383644		0.582634		Yes		No		No		TA72629_4565		TC425767		0

		A_99_P253931		10.260419		9.732101		8.686378		8.433787		10.348478		11.02961		11.088414		9.937348		10.833262		10.471835		11.1974325		9.39083		1.0629394		2.4580398		5.285488		2.8354173		1.4874525		1.6698675		5.700368		1.9413264		0.088059425		1.2975082		2.4020367		1.503561		0.57284355		0.7397337		2.511055		0.9570427		Yes		Yes		Yes		TA68253_4565		TC403839		Rep: Thaumatin-like protein TLP8 - Hordeum vulgare (Barley), complete [TC403839]

		A_99_P546222		8.640386		7.871572		8.649371		8.480239		9.214871		9.048257		8.952542		7.846807		10.177093		8.496142		9.186301		8.070121		1.4891466		2.2605672		1.2338536		-1.5512507		2.901315		1.5417516		1.4508818		-1.3287946		0.5744858		1.1766849		0.30317116		-0.6334319		1.5367069		0.62457037		0.5369301		-0.4101181		No		Yes		Yes		CJ855445		TC450840		CJ855445 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal33k10 5', mRNA sequence [CJ855445]

		A_99_P264921		10.113514		10.814364		10.710038		10.418742		9.840652		9.644458		9.831414		10.031652		9.255956		10.148923		9.669045		10.2552805		-1.2082019		-2.2499714		-1.8386208		-1.3077527		-1.8119689		-1.5860536		-2.0576432		-1.1199713		-0.27286148		-1.1699066		-0.87862396		-0.38708973		-0.85755825		-0.6654415		-1.0409927		-0.16346169		No		Yes		Yes		TA71377_4565		TC404690		0

		A_99_P312886		8.615914		8.754281		8.127789		8.08705		7.707318		7.566139		7.219382		7.421144		7.3613515		8.03512		6.9568114		7.9771304		-1.8772184		-2.2785907		-1.8769715		-1.5865648		-2.3859484		-1.6462244		-2.2516415		-1.0791684		-0.9085965		-1.1881418		-0.90840673		-0.6659064		-1.2545629		-0.71916103		-1.1709771		-0.109920025		No		Yes		Yes		TA85479_4565		TC389532		Rep: ATP-dependent Clp protease ATP-binding subunit - Oryza sativa subsp. indica (Rice), partial (29%) [TC389532]

		A_99_P365911		7.1724663		7.396254		7.736164		7.8139863		7.019144		6.039167		5.8995013		7.168663		6.567595		6.158377		5.918789		7.0593524		-1.1121275		-2.5616744		-3.5718284		-1.5640898		-1.520843		-2.358512		-3.524394		-1.6872034		-0.15332222		-1.3570871		-1.8366628		-0.6453233		-0.6048713		-1.2378769		-1.8173752		-0.7546339		Yes		Yes		Yes		TA102027_4565		TC451269		Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC451269]

		A_99_P421112		12.437264		12.852275		12.342559		11.533666		12.085609		12.697089		13.249675		12.962685		12.465138		13.367574		14.081052		13.0926895		-1.2760236		-1.113565		1.8752929		2.6926355		1.0195086		1.4292902		3.3368642		2.9465442		-0.351655		-0.1551857		0.90711594		1.429019		0.027873993		0.51529884		1.738493		1.5590239		No		Yes		Yes		CD868935		TC381605		Rep: Type-1 pathogenesis-related protein - Hordeum vulgare (Barley), complete [TC381605]

		A_99_P402332		4.212353		5.819505		6.57728		6.3881717		3.9121017		3.9846659		3.3161352		5.7328954		3.493385		4.7415414		4.225115		5.3456173		-1.231359		-3.5673168		-9.587435		-1.5749176		-1.6460043		-2.1110544		-5.1059		-2.0598714		-0.30025148		-1.8348393		-3.2611449		-0.6552763		-0.71896815		-1.0779638		-2.3521652		-1.0425544		Yes		Yes		Yes		TA111009_4565		TC399452		Rep: Phosphatidylinositol 3,5-kinase-like - Oryza sativa subsp. japonica (Rice), partial (10%) [TC399452]

		A_99_P344311		7.595366		8.203166		7.165772		7.2504783		6.179987		6.5120735		6.6970634		6.340587		5.8055058		7.611347		6.0439568		7.8213706		-2.667298		-3.2290113		-1.3838701		-1.8789037		-3.457814		-1.5071456		-2.176206		1.485442		-1.415379		-1.6910925		-0.46870852		-0.9098911		-1.7898602		-0.5918188		-1.1218152		0.57089233		Yes		No		No		TA94972_4565		TC389894		Rep: Tetratricopeptide repeat (TPR)-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (11%) [TC389894]

		A_99_P533127		5.139453		6.0446167		4.932686		5.5977845		4.08915		4.317481		4.648721		4.2517753		4.3095474		4.851276		4.6849036		4.8905587		-2.0709648		-3.3106985		-1.2175362		-2.5420797		-1.7775689		-2.2868168		-1.1873804		-1.6326616		-1.050303		-1.7271357		-0.28396463		-1.3460093		-0.8299055		-1.1933408		-0.24778223		-0.7072258		Yes		No		No		TC445761		TC445761		Rep: Glycosyl transferase, group 1 - Dechloromonas aromatica (strain RCB), partial (5%) [TC445761]

		A_99_P165277		5.588976		5.407507		3.6009133		3.6407812		7.339695		7.004284		9.857919		9.094369		7.6298656		6.665632		8.757478		3.9283059		3.3652625		3.0246685		76.47974		43.822124		4.114992		2.3918467		35.668156		1.2205443		1.7507191		1.596777		6.2570057		5.4535875		2.0408897		1.2581248		5.1565647		0.2875247		Yes		Yes		Yes		Y09916		TC378956		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P195003		6.786508		7.2185254		5.9088		7.009693		6.3323894		5.91029		6.466268		6.3400097		6.484642		6.2229633		5.237739		6.5072575		-1.3699458		-2.476385		1.471684		-1.5907239		-1.2327379		-1.9938571		-1.5922436		-1.4166032		-0.45411873		-1.3082356		0.55746794		-0.66968346		-0.30186605		-0.9955621		-0.67106104		-0.5024357		No		Yes		Yes		AM701827		TC419425		Triticum aestivum mRNA for putative xylan synthase (gt43 gene) [AM701827]

		A_99_P424962		6.042141		5.9460354		5.9510074		5.9054856		5.1692033		5.2078547		5.043627		4.862263		4.8672967		4.8046474		5.0114255		4.8012686		-1.8313882		-1.6680709		-1.8756369		-2.0608256		-2.2576852		-2.2059314		-1.9179723		-2.1498218		-0.8729377		-0.73818064		-0.9073806		-1.0432224		-1.1748443		-1.1413879		-0.9395819		-1.104217		Yes		No		No		TC384720		TC384720		Rep: Exonuclease family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (43%) [TC384720]

		A_99_P281886		9.514501		11.040675		10.932983		10.052545		8.130853		9.572688		10.443044		8.62074		7.8610473		10.315879		9.989486		9.90062		-2.609273		-2.7663565		-1.4043862		-2.6978397		-3.1458576		-1.6526673		-1.9231851		-1.1110502		-1.3836479		-1.4679871		-0.4899397		-1.4318047		-1.6534534		-0.7247963		-0.94349766		-0.15192413		Yes		No		No		TA76424_4565		0		0

		A_99_P460792		1.7140287		2.228904		1.804561		1.7333536		1.6545674		4.6194863		3.321536		2.2795246		3.5602787		2.5852368		4.5703907		1.982817		-1.0420766		5.2436895		2.8619034		1.4602051		3.5956433		1.2801677		6.8013897		1.1887649		-0.059461355		2.3905823		1.516975		0.54617095		1.8462499		0.35633278		2.7658296		0.24946344		Yes		Yes		Yes		TC411039		TC411039		0

		A_99_P403497		5.9151692		5.483293		5.8685136		5.61281		5.1678815		4.5343747		5.1348076		3.9230423		4.3846955		4.4925895		4.224747		4.160994		-1.678634		-1.9304248		-1.6629053		-3.2260478		-2.8888068		-1.9871539		-3.1248055		-2.7355218		-0.74728775		-0.94891834		-0.733706		-1.6897678		-1.5304737		-0.9907036		-1.6437664		-1.4518161		Yes		No		No		TA111278_4565		TC420212		Rep: Minor allergen Alt a 7 - Alternaria alternata (Alternaria rot fungus), partial (77%) [TC420212]

		A_99_P158407		10.807105		10.419499		10.99072		10.863564		11.611291		12.484112		11.668392		11.329877		12.720061		11.39436		12.0390215		10.955844		1.7461601		4.1832156		1.5995569		1.3815745		3.7657995		1.9654508		2.068094		1.0660539		0.80418587		2.0646124		0.6776724		0.46631336		1.9129562		0.9748602		1.0483017		0.09228039		Yes		Yes		Yes		EU082065		TC410333		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		A_99_P210426		3.7844803		5.0633864		3.160907		6.431273		7.207329		10.093581		13.8249235		9.655657		8.286312		10.116334		13.169156		9.320207		10.724574		32.6768		1622.5157		9.346226		22.656168		33.19623		1029.872		7.4072275		3.4228485		5.0301948		10.664017		3.2243838		4.501832		5.0529475		10.008249		2.8889337		Yes		Yes		Yes		TA54264_4565		TC395059		Rep: Glucan endo-1,3-beta-D-glucosidase precursor - Triticum aestivum (Wheat), complete [TC395059]

		A_99_P570312		1.6040446		1.6204295		1.6358584		3.6047757		4.9771295		8.32491		7.932298		2.4313385		8.541322		5.7860527		8.655233		1.9583448		10.360954		104.29171		78.59903		-2.255484		122.5543		17.946407		129.73059		-3.1305819		3.373085		6.7044806		6.2964396		-1.1734371		6.9372773		4.165623		7.019375		-1.6464309		Yes		Yes		Yes		TC459890		TC459890		0

		A_99_P362146		7.92851		9.145329		9.280521		9.23334		8.219093		7.535862		8.108589		8.798462		6.415045		7.8491783		6.745857		9.541688		1.2231345		-3.0513918		-2.2531326		-1.3517969		-2.85495		-2.4557288		-5.7944217		1.2382886		0.29058313		-1.6094675		-1.1719322		-0.43487835		-1.5134654		-1.2961512		-2.5346646		0.3083477		No		Yes		Yes		TA100750_4565		TC378803		0

		A_99_P259786		12.407158		12.121887		11.16381		10.893527		11.274346		11.140929		10.4929		8.978877		11.13108		11.626124		10.305188		10.611378		-2.1928568		-1.9737756		-1.5920768		-3.7702234		-2.4217975		-1.4100661		-1.813305		-1.2160051		-1.1328115		-0.980958		-0.6709099		-1.91465		-1.2760782		-0.49576283		-0.8586216		-0.2821493		Yes		No		No		AF532972		TC383975		Triticum aestivum chromosome 6BL thylakoid-bound ascorbate peroxidase mRNA, partial cds [AF532972]

		A_99_P034359		6.311377		6.479384		7.194412		7.104229		6.315069		5.640078		5.2506633		6.5900254		6.3629055		6.0121536		5.471979		6.6726327		1.0025625		-1.7891891		-3.8470404		-1.4282055		1.0363623		-1.3824528		-3.2999246		-1.3487251		0.00369215		-0.8393059		-1.943749		-0.51420355		0.051528454		-0.46723032		-1.7224331		-0.43159628		No		Yes		Yes		BM135813		TC421351		WHE2624_E05_J10ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE2624_E05_J10, mRNA sequence [BM135813]

		A_99_P493917		4.523895		5.2163644		5.3401456		4.3786764		3.0207016		3.1865342		2.2357624		3.5730102		2.7807462		3.346792		2.2029872		3.8080685		-2.8346941		-4.083568		-8.600278		-1.7479528		-3.3476496		-3.6542425		-8.797895		-1.4851493		-1.5031931		-2.0298302		-3.1043832		-0.8056662		-1.7431486		-1.8695724		-3.1371584		-0.5706079		Yes		Yes		Yes		TC429018		TC429018		Rep: cAMP-specific 3',5'-cyclic phosphodiesterase 4D - Rattus norvegicus (Rat), partial (3%) [TC429018]

		A_99_P031189		10.011498		9.894315		9.822389		10.447606		9.92202		9.064954		8.512978		9.982568		9.35416		9.289928		8.542018		10.023927		-1.0639855		-1.7768981		-2.4784033		-1.380354		-1.57717		-1.520332		-2.4290137		-1.3413441		-0.08947849		-0.82936096		-1.309411		-0.4650383		-0.65733814		-0.6043863		-1.2803707		-0.42367935		No		Yes		Yes		CK207196		TC394364		FGAS018815 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207196]

		A_99_P008056		11.746978		11.533544		11.580524		11.165896		11.448391		10.380476		8.900676		10.144302		11.048755		10.744518		8.982922		10.108712		-1.2299391		-2.2238624		-6.407887		-2.030161		-1.6225052		-1.7279067		-6.0528007		-2.0808663		-0.29858685		-1.1530676		-2.6798487		-1.021594		-0.6982231		-0.7890253		-2.5976028		-1.0571842		Yes		Yes		Yes		TA86969_4565		TC417557		0

		A_99_P000516		4.81749		5.846147		2.711871		6.503464		6.820183		10.466182		14.751865		10.178414		9.413554		10.421876		14.17276		9.4123955		4.0074725		24.590593		4211.137		12.772332		24.185392		23.846884		2818.846		7.5106163		2.0026927		4.6200347		12.039994		3.6749501		4.596064		4.575729		11.460889		2.9089313		Yes		Yes		Yes		DN829572		TC378332		KUCD01_10_D01_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829572]

		A_99_P482542		5.06052		5.180494		4.6987576		4.886005		6.3988786		9.765462		11.724345		8.787876		8.966859		8.653704		12.245225		8.48253		2.5286343		24.000093		130.29045		14.947903		14.994263		11.105557		186.94464		12.096559		1.3383584		4.584968		7.0255876		3.9018712		3.9063387		3.4732099		7.5464673		3.5965247		Yes		Yes		Yes		TA69812_4565		TC423415		0

		A_99_P537392		10.298722		9.732812		8.9796915		9.597867		9.276536		8.480718		8.01437		8.212836		8.929872		8.881331		7.6680694		9.201477		-2.0309944		-2.3818693		-1.9524987		-2.6117752		-2.5826473		-1.8043516		-2.4822047		-1.3162103		-1.0221863		-1.2520943		-0.96532154		-1.3850307		-1.3688507		-0.8514805		-1.3116221		-0.39638996		Yes		No		No		TC447463		TC447463		0

		A_99_P262036		11.506256		9.100102		8.7301		9.104477		12.919421		12.57355		14.578762		14.020619		14.408668		11.346054		15.030665		11.832227		2.663208		11.1073885		57.626575		30.193005		7.476751		4.743499		78.82414		6.6242166		1.4131651		3.4734478		5.8486624		4.9161425		2.9024115		2.2459517		6.3005657		2.7277498		Yes		Yes		Yes		TA70558_4565		0		0

		A_99_P319831		4.861467		4.006623		4.90264		4.5806766		3.7193139		2.3843486		4.224183		3.5935261		3.719405		2.9064376		3.3382194		4.875431		-2.2071016		-3.0785995		-1.6004269		-1.9822658		-2.2069623		-2.143822		-2.9575868		1.2266762		-1.142153		-1.6222742		-0.6784568		-0.98715043		-1.142062		-1.1001852		-1.5644205		0.2947545		Yes		No		No		TA87499_4565		TC441322		Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC441322]

		A_99_P408362		9.208535		9.556009		9.988502		10.782447		8.26997		7.683659		8.900569		9.155512		8.133716		8.260646		8.68608		9.555749		-1.9166212		-3.6612854		-2.1256921		-3.0885613		-2.1064587		-2.4543881		-2.4664252		-2.3403072		-0.93856525		-1.8723502		-1.0879326		-1.626935		-1.0748196		-1.2953634		-1.3024216		-1.2266979		Yes		Yes		Yes		TC370446		TC370446		Rep: At2g43020/MFL8.12 - Arabidopsis thaliana (Mouse-ear cress), partial (20%) [TC370446]

		A_99_P394332		7.413882		7.466083		7.142081		7.9272213		6.855963		6.370747		6.493404		7.0033836		6.3536015		6.4055457		5.504362		7.5559297		-1.4721438		-2.1366284		-1.5677297		-1.8971552		-2.0853367		-2.0857081		-3.111734		-1.2935104		-0.55791855		-1.095336		-0.6486769		-0.92383766		-1.0602803		-1.0605373		-1.6377187		-0.37129164		Yes		Yes		Yes		TA109045_4565		TC428168		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC428168]

		A_99_P168239		1.8355589		2.264161		2.2369223		2.0549278		2.4926577		3.4569397		4.5109572		3.3852797		3.3236694		2.6858091		4.6859965		2.1987953		1.5769083		2.2859259		4.83674		2.5146399		2.8052135		1.3394568		5.460656		1.104863		0.65709877		1.1927786		2.274035		1.3303518		1.4881105		0.42164803		2.4490743		0.1438675		Yes		No		No		CV765009		0		FGAS059394 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765009]

		A_99_P037474		2.0779507		1.7437588		1.7781128		1.7472616		1.6144329		2.9445937		5.7472515		2.856427		1.8133749		3.7346218		6.65069		1.8179699		-1.3788999		2.2987266		15.661371		2.157208		-1.2012829		3.9747467		29.294891		1.0502322		-0.46351779		1.2008349		3.9691386		1.1091653		-0.26457584		1.990863		4.872577		0.070708275		Yes		Yes		Yes		CJ851772		TC397010		CJ851772 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal1f23 5', mRNA sequence [CJ851772]

		A_99_P223666		8.14895		8.54613		11.442196		9.4847765		9.446899		11.408653		11.558957		10.396295		10.193812		9.505394		11.747528		10.194319		2.4587922		7.2728615		1.0842979		1.8810238		4.12634		1.9443175		1.2357031		1.6352853		1.2979498		2.862523		0.11676121		0.9115181		2.0448627		0.9592638		0.30533218		0.7095423		Yes		No		No		AJ890231		TC373548		AJ890231 Triticum aestivum cv. Fidel leaf Triticum aestivum cDNA clone OA_a3F05, mRNA sequence [AJ890231]

		A_99_P164207		2.8296802		3.5963259		2.3723304		2.7830992		3.3628502		4.755675		4.4514804		4.238896		3.4457734		5.1915374		4.507887		4.0802274		1.4471054		2.233566		4.2255816		2.7430801		1.5327189		3.021388		4.394066		2.4573922		0.53317		1.159349		2.07915		1.4557967		0.61609316		1.5952115		2.1355565		1.2971282		Yes		Yes		Yes		CD901388		TC408415		G356.103K06F010917 G356 Triticum aestivum cDNA clone G356103K06, mRNA sequence [CD901388]

		A_99_P235186		6.551476		7.278939		7.124584		8.3271		6.1406937		5.594847		5.7084255		6.10144		5.877952		5.8816643		5.7433243		6.5042825		-1.3294065		-3.2133799		-2.6687398		-4.6772475		-1.594964		-2.6340349		-2.6049576		-3.5377138		-0.41078234		-1.6840916		-1.4161587		-2.2256598		-0.6735239		-1.3972745		-1.3812599		-1.8228173		Yes		Yes		Yes		AB158407		TC369453		Triticum aestivum CesA mRNA for putative cellulose synthase, complete cds [AB158407]

		A_99_P493742		6.560484		6.5369563		6.6579633		6.4542007		7.2917023		7.693728		7.691355		7.093325		8.115544		7.0679092		7.9147277		6.9583106		1.6600404		2.2295794		2.046831		1.5573837		2.9384604		1.4448832		2.3895922		1.418248		0.73121834		1.1567717		1.033392		0.6391244		1.5550604		0.53095293		1.2567644		0.50410986		No		Yes		Yes		TA93577_4565		TC403847		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC422401]

		A_99_P241561		9.647576		9.638984		8.65617		9.618728		8.791865		8.111499		7.986618		8.558146		8.601807		8.588725		7.607609		8.921106		-1.8096503		-2.8828282		-1.5905788		-2.0857716		-2.0644674		-2.0709012		-2.0684657		-1.6218286		-0.855711		-1.5274849		-0.66955185		-1.0605812		-1.0457697		-1.0502586		-1.0485611		-0.69762135		Yes		Yes		Yes		TA64885_4565		TC423893		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (34%) [TC423893]

		A_99_P021584		5.717339		4.7840576		6.0479736		5.556976		5.609117		4.426382		5.358339		3.809253		3.6669273		3.970974		3.514363		4.0262246		-1.077899		-1.2813597		-1.6128752		-3.358281		-4.1422415		-1.7569628		-5.7901897		-2.8893626		-0.10822201		-0.35767555		-0.6896348		-1.7477229		-2.0504117		-0.81308365		-2.5336106		-1.5307512		Yes		No		No		CV763004		0		FGAS057393 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763004]

		A_99_P298801		12.454148		12.595436		11.732209		11.536683		11.343678		10.927452		10.757683		9.983925		10.809715		11.428918		10.498055		11.078881		-2.1591594		-3.1777024		-1.9649961		-2.933775		-3.1262498		-2.244693		-2.3524332		-1.3734475		-1.1104698		-1.667984		-0.9745264		-1.5527582		-1.644433		-1.1665182		-1.2341537		-0.45780182		Yes		No		No		TA81325_4565		TC384666		Rep: NAD(P)H-quinone oxidoreductase chain J, chloroplast  (NAD(P)H dehydrogenase, chain J) - Triticum aestivum (Wheat), complete [TC384666]

		A_99_P447727		7.351057		7.2199287		7.258755		7.399389		6.336082		5.89477		5.787443		6.750506		6.4987454		6.4038754		5.9232426		7.079368		-2.020868		-2.5056043		-2.7727394		-1.5679536		-1.8053913		-1.7605832		-2.5236514		-1.2483485		-1.0149751		-1.3251586		-1.471312		-0.64888287		-0.8523116		-0.8160534		-1.3355126		-0.32002068		Yes		Yes		Yes		BJ273011		TC402162		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (43%) [TC402162]

		A_99_P425137		8.7330265		9.8238945		6.4410534		5.9494615		7.9141593		8.815975		4.929627		6.0160575		7.155529		8.762246		4.2214313		5.5627694		-1.7640203		-2.0110087		-2.8509178		1.0472429		-2.984517		-2.087315		-4.6577144		-1.3073922		-0.8188672		-1.0079193		-1.5114264		0.06659603		-1.5774975		-1.0616484		-2.2196221		-0.38669205		Yes		Yes		Yes		TC384826		TC384826		0

		A_99_P154102		5.9117484		5.817781		5.302871		5.3151455		7.18956		7.6876106		6.561339		6.036181		8.086934		6.985828		6.788837		5.6665397		2.4247088		3.654894		2.392415		1.6483647		4.516439		2.247073		2.8010461		1.275793		1.2778115		1.8698297		1.2584677		0.7210355		2.1751857		1.168047		1.4859657		0.35139418		Yes		Yes		Yes		CJ931523		0		CJ931523 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan8l09 5', mRNA sequence [CJ931523]

		A_99_P053562		5.526207		6.0237107		5.4197955		5.582496		5.9976196		6.3532414		6.5418468		6.148317		5.826121		6.2737083		6.6165786		5.563305		1.3864664		1.2566046		2.176562		1.4802293		1.2310709		1.1892052		2.2922797		-1.0133913		0.47141266		0.32953072		1.1220512		0.5658207		0.29991388		0.24999762		1.1967831		-0.019191265		No		Yes		Yes		CJ666284		TC435547		CJ666284 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp6l16 5', mRNA sequence [CJ666284]

		A_99_P137844		1.9189769		1.7574519		2.2509975		2.2298937		1.6526814		2.5142596		6.705218		9.001233		1.8434855		3.049832		5.4710565		8.553617		-1.2027156		1.6897475		21.920675		109.23864		-1.0537199		2.4493182		9.31825		80.09959		-0.26629555		0.7568077		4.4542203		6.7713394		-0.07549143		1.2923802		3.220059		6.323723		Yes		Yes		Yes		CV774931		0		FGAS069331 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774931]

		A_99_P150907		1.8622469		1.602234		1.6109309		2.194171		4.270745		5.6367817		2.6452377		2.7708063		4.9171333		4.9465404		3.4180415		3.7715254		5.309212		16.387772		2.0481293		1.491367		8.310218		10.156324		3.4994073		2.9842212		2.4084978		4.034548		1.0343068		0.57663536		3.0548863		3.3443065		1.8071105		1.5773544		Yes		No		No		CJ798958		TC442273		CJ798958 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15b06 5', mRNA sequence [CJ798958]

		A_99_P248256		10.955902		10.829499		10.069203		10.637581		10.880748		10.961669		11.132943		10.732796		10.698985		11.08276		10.9585		10.556928		-1.0534737		1.0959407		2.0903432		1.0682244		-1.1949224		1.1918979		1.8522727		-1.0574967		-0.075154305		0.13216972		1.0637398		0.095214844		-0.256917		0.2532606		0.88929653		-0.08065319		No		Yes		Yes		TA66625_4565		TC455982		0

		A_99_P007916		4.657772		4.3216114		4.343344		5.112923		5.6797566		7.0818267		5.44974		4.2947106		7.295489		5.6932206		5.8362384		4.9176316		2.0307105		6.7749734		2.1530707		-1.7632201		6.2234597		2.5875902		2.8145304		-1.1449555		1.0219846		2.7602153		1.1063957		-0.8182125		2.6377168		1.3716092		1.4928942		-0.19529152		Yes		Yes		Yes		BJ248089		TC400675		BJ248089 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf4n08 5', mRNA sequence [BJ248089]

		A_99_P101785		4.9421315		4.848388		5.3326488		4.658482		4.019465		4.0329137		4.3552623		3.8349836		3.862806		3.4103162		3.4645605		3.0840406		-1.8956157		-1.7598768		-1.9688954		-1.7696922		-2.1130478		-2.7095852		-3.6504853		-2.9782016		-0.92266655		-0.8154745		-0.9773865		-0.8234985		-1.0793254		-1.438072		-1.8680882		-1.5744414		Yes		No		No		BJ273998		0		BJ273998 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh20b24 3', mRNA sequence [BJ273998]

		A_99_P012604		1.7605227		1.6961913		1.6980268		1.7011226		3.723276		5.5420423		5.4809685		2.9874432		6.0674553		3.743646		5.876747		1.7374665		3.8980515		14.378596		13.765087		2.439052		19.793194		4.13376		18.110073		1.0255116		1.9627532		3.845851		3.7829418		1.2863206		4.3069324		2.0474546		4.1787205		0.036343813		Yes		Yes		Yes		CA726128		TC438302		Rep: Reversibly glycosylated polypeptide - Triticum aestivum (Wheat), partial (63%) [TC438302]

		A_99_P437157		9.660267		8.054828		7.673584		8.189658		7.816246		6.109224		6.229034		5.66149		7.9431458		7.203928		6.4983287		7.7765565		-3.5900922		-3.8519897		-2.721779		-5.768388		-3.2877967		-1.8036253		-2.2583284		-1.3315455		-1.8440208		-1.9456038		-1.44455		-2.5281682		-1.7171211		-0.8508997		-1.1752553		-0.41310167		Yes		No		No		CK217674		TC394184		Rep: Chloroplast pigment-binding protein CP24 - Nicotiana tabacum (Common tobacco), partial (82%) [TC394184]

		A_99_P061193		1.8248163		1.7402449		1.769893		1.7906971		7.2559485		7.4882464		6.952944		8.319251		1.7331995		1.9479369		1.7328871		1.6996951		43.145325		53.742874		36.32902		92.318886		-1.0655637		1.1548393		-1.0259824		-1.0651097		5.4311323		5.7480016		5.1830506		6.528554		-0.09161687		0.20769203		-0.0370059		-0.09100199		Yes		Yes		Yes		CA684802		0		wlm96.pk027.j7 wlm96 Triticum aestivum cDNA clone wlm96.pk027.j7 5' end, mRNA sequence [CA684802]

		A_99_P272561		3.9790432		3.7594054		4.325516		4.9576654		5.3427367		5.6901317		5.6333413		4.9755764		6.3002396		5.5112367		6.238426		5.7966647		2.5734317		3.812471		2.4756804		1.0124923		4.9974647		3.367858		3.765679		1.788809		1.3636935		1.9307263		1.3078251		0.017910957		2.3211963		1.7518313		1.91291		0.8389993		Yes		No		No		TA73682_4565		0		0

		A_99_P269761		11.161252		11.693995		10.927066		10.758564		10.604331		10.49212		10.19498		10.6534395		10.428891		11.063434		10.265682		10.906095		-1.4711262		-2.3003855		-1.6610392		-1.0755872		-1.6613555		-1.5481678		-1.5815988		1.1076719		-0.556921		-1.2018757		-0.7320862		-0.10512447		-0.73236084		-0.6305618		-0.6613836		0.14753056		No		Yes		Yes		TA72854_4565		TC376891		Rep: Pto-like serine/threonine kinase - Capsicum chinense (Scotch bonnet) (Bonnet pepper), partial (65%) [TC376891]

		A_99_P255061		7.0194182		7.04322		7.8860965		7.0792584		6.8862014		7.066723		6.311058		6.4890075		6.4190307		6.840376		6.343422		6.4280305		-1.0967364		1.0164243		-2.9794343		-1.5055087		-1.5161238		-1.1509651		-2.913341		-1.5705043		-0.13321686		0.023502827		-1.5750384		-0.59025097		-0.6003876		-0.20284414		-1.5426745		-0.65122795		No		Yes		Yes		TA68572_4565		0		0

		A_99_P330921		11.2149		10.851542		12.095019		11.481462		11.626798		12.678489		12.904527		12.735245		11.8358965		11.491127		13.109921		12.288113		1.3304347		3.547853		1.7526128		2.3846593		1.537937		1.5578805		2.0207658		1.7491465		0.41189766		1.8269463		0.80950737		1.2537832		0.6209965		0.63958454		1.0149021		0.8066511		Yes		No		No		TA90825_4565		TC397596		0

		A_99_P494237		8.456748		8.306244		8.479666		8.954177		7.6875625		6.2652354		6.412672		7.4878917		7.6527057		6.5545335		5.871496		7.8563285		-1.7043073		-4.115331		-4.1901264		-2.7630951		-1.7459865		-3.367576		-6.0972958		-2.1403525		-0.76918554		-2.0410085		-2.0669937		-1.4662852		-0.80404234		-1.7517104		-2.6081696		-1.0978484		Yes		Yes		Yes		CA701192		TC429160		0

		A_99_P287161		10.879437		10.417735		10.202366		10.275832		11.881593		11.5789795		11.236268		9.993213		12.746766		11.692856		11.714584		10.617267		2.00299		2.2365026		2.047555		-1.2164015		3.6485636		2.4201908		2.8524833		1.2670158		1.0021553		1.1612444		1.0339022		-0.28261948		1.8673286		1.2751207		1.5122185		0.34143448		Yes		No		No		TA77975_4565		TC413106		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (93%) [TC413106]

		A_99_P256636		9.455607		8.954953		7.830646		7.0855427		8.132451		7.4942245		6.7429924		5.160675		7.723412		8.344917		6.9440093		6.5458164		-2.5021293		-2.7524734		-2.125281		-3.7970202		-3.32233		-1.5262972		-1.848861		-1.4536966		-1.3231564		-1.4607286		-1.0876536		-1.9248676		-1.7321954		-0.6100359		-0.88663673		-0.53972626		Yes		No		No		AK332722		TC379183		Triticum aestivum cDNA, clone: WT004_L08, cultivar: Chinese Spring [AK332722]

		A_99_P215531		8.959815		8.088242		6.7303166		8.154737		7.931385		5.8434787		4.663816		6.19376		5.4520907		6.7439194		4.3918767		7.908624		-2.0398033		-4.739592		-4.1886945		-3.893257		-11.374445		-2.5391088		-5.0575542		-1.1860076		-1.02843		-2.244763		-2.0665007		-1.9609776		-3.5077243		-1.3443222		-2.33844		-0.2461133		Yes		No		No		TA56343_4565		TC388555		Rep: Flavin containing polyamine oxidase precursor - Hordeum vulgare (Barley), partial (46%) [TC388555]

		A_99_P248396		9.6153345		9.904652		10.511353		11.15652		8.794705		8.061634		9.56907		9.539386		8.445766		8.616497		9.216702		9.893574		-1.766176		-3.5875964		-1.9215662		-3.0676503		-2.2494433		-2.4421546		-2.4531748		-2.3998532		-0.8206291		-1.8430176		-0.9422827		-1.6171341		-1.1695681		-1.2881546		-1.2946501		-1.2629461		Yes		No		No		TA66668_4565		TC432864		0

		A_99_P273036		10.332675		10.812516		10.211208		10.126641		10.967456		12.031651		12.522598		10.9320345		11.4090395		11.813573		12.914456		10.826442		1.552702		2.32807		4.9636106		1.747622		2.1087155		2.0014653		6.512665		1.6242802		0.6347809		1.2191343		2.31139		0.8053932		1.0763645		1.0010567		2.703248		0.6998005		Yes		Yes		Yes		TA73838_4565		TC375696		Rep: Mitogen-activated protein kinase kinase 6 - Oryza sativa subsp. indica (Rice), complete [TC375696]

		A_99_P285061		5.893175		5.569406		4.693205		5.7038865		6.83454		6.86807		5.5695763		6.4980025		7.066358		6.3152556		5.7245545		5.919662		1.920344		2.4600098		1.8357522		1.7340145		2.255087		1.6769615		2.0439355		1.161328		0.94136477		1.2986641		0.8763714		0.794116		1.173183		0.7458496		1.0313497		0.21577549		No		Yes		Yes		TA77366_4565		TC430561		Rep: Universal stress protein - Hordeum vulgare var. distichum (Two-rowed barley), complete [TC430561]

		A_99_P324026		9.210725		9.262119		9.362438		9.1474905		8.983626		8.420398		8.157827		8.852851		8.626775		8.789091		8.093537		9.008176		-1.1704786		-1.7921875		-2.304751		-1.2265785		-1.4989477		-1.3880198		-2.409779		-1.1013818		-0.22709846		-0.84172153		-1.2046108		-0.2946396		-0.58395004		-0.47302818		-1.2689009		-0.13931465		No		Yes		Yes		TA88727_4565		TC406920		Rep: OJ000223_09.13 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC406920]

		A_99_P519577		2.5886059		2.5945613		2.806441		3.235592		1.9661361		4.089751		3.8385391		3.157735		3.2988555		3.8218136		4.3940825		3.4010336		-1.5395085		2.8190117		2.044996		-1.0554489		1.6360872		2.3412066		3.005576		1.1215094		-0.6224698		1.4951894		1.032098		-0.07785678		0.71024966		1.2272522		1.5876415		0.16544175		No		Yes		Yes		TC440312		TC440312		Rep: Mitochondrial transcription termination factor-like - Oryza sativa subsp. japonica (Rice), partial (11%) [TC440312]

		A_99_P236411		11.535663		10.933228		11.155995		11.167832		12.660283		13.06662		16.20244		14.028694		14.146709		13.3189745		16.59156		12.238315		2.1804416		4.3874793		33.046944		7.264491		6.109468		5.2261443		43.27809		2.1001353		1.1246204		2.1333923		5.046445		2.8608618		2.6110468		2.385747		5.435565		1.0704823		Yes		Yes		Yes		TA63442_4565		TC445054		0

		A_99_P382412		9.381959		8.595684		9.926021		9.415389		9.450444		8.1518135		9.115108		7.5319076		7.4699197		7.80217		7.6792855		7.7680206		1.0486151		-1.3602488		-1.7543215		-3.6896436		-3.763407		-1.7332914		-4.7460756		-3.132617		0.06848526		-0.44387054		-0.8109131		-1.8834815		-1.9120393		-0.79351425		-2.246735		-1.6473684		Yes		No		No		TA106125_4565		0		0

		A_99_P260896		8.430077		7.7559876		8.846087		9.391927		8.87997		9.081965		9.273768		9.150841		9.177593		8.863596		9.38733		9.468958		1.3659389		2.5070274		1.3450698		-1.181882		1.6789004		2.1548812		1.4552253		1.0548451		0.449893		1.3259778		0.42768097		-0.241086		0.74751663		1.1076083		0.5412426		0.077031136		No		Yes		Yes		TA70245_4565		TC389020		0

		A_99_P213671		14.425738		14.582597		14.259682		14.0180435		13.756642		13.846742		12.994365		12.622493		13.531556		14.088734		12.567977		13.996678		-1.5900763		-1.6653843		-2.4038002		-2.6308897		-1.858556		-1.4082106		-3.230382		-1.0149194		-0.669096		-0.7358551		-1.265317		-1.3955507		-0.8941822		-0.4938631		-1.6917048		-0.021365166		Yes		No		No		AK332150		TC370734		Triticum aestivum cDNA, clone: WT003_E06, cultivar: Chinese Spring [AK332150]

		A_99_P314876		4.0928073		3.6452515		7.4622407		4.866198		5.3059134		8.053491		8.618201		6.58124		6.3596992		4.9040103		9.52373		5.4703574		2.3183625		21.233046		2.2283263		3.2830622		4.8128514		2.3928978		4.1741705		1.5200927		1.2131062		4.4082394		1.1559606		1.7150421		2.266892		1.2587588		2.0614896		0.60415936		Yes		No		No		AK333338		0		Triticum aestivum cDNA, clone: WT006_D17, cultivar: Chinese Spring [AK333338]

		A_99_P410167		1.8300071		2.1921446		2.893171		3.1119683		2.2830238		3.24237		11.426961		9.49392		3.995384		2.901954		11.77095		8.56314		1.3688997		2.0708532		370.61813		83.39866		4.485836		1.6355879		470.41135		43.74881		0.45301676		1.0502253		8.53379		6.3819523		2.165377		0.7098093		8.877779		5.451172		Yes		Yes		Yes		DR739981		TC453213		FGAS000247 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739981]

		A_99_P374692		7.228689		7.2065544		6.6579394		6.540219		5.788395		6.143619		5.4009385		5.6362615		5.9589753		7.0737762		5.4630165		6.750847		-2.713762		-2.0891778		-2.389984		-1.8711917		-2.4111373		-1.096403		-2.289326		1.1571919		-1.4402943		-1.0629354		-1.2570009		-0.90395737		-1.2697139		-0.13277817		-1.1949229		0.21062803		Yes		No		No		TA104239_4565		TC417320		Rep: Ribose-phosphate pyrophosphokinase 1 - Spinacia oleracea (Spinach), partial (62%) [TC417320]

		A_99_P006296		5.7402825		5.42479		9.1547165		8.221022		4.733429		4.7595663		7.487162		7.736835		4.7162457		4.966061		7.454424		7.7799644		-2.0095236		-1.585814		-3.1767561		-1.398797		-2.0336013		-1.3743303		-3.2496686		-1.3575988		-1.0068536		-0.6652236		-1.6675544		-0.48418665		-1.0240369		-0.4587288		-1.7002926		-0.4410572		No		Yes		Yes		TA90265_4565		TC396424		0

		A_99_P280851		9.370965		9.618957		9.43793		8.934269		9.545129		10.140629		10.524596		9.228181		9.845874		9.959026		10.522648		8.85209		1.1283102		1.4356183		2.1238267		1.22596		1.3898304		1.2658178		2.1209605		-1.0586158		0.17416382		0.52167225		1.0866661		0.29391193		0.47490883		0.34006977		1.0847178		-0.08217907		No		Yes		Yes		TA76129_4565		TC386540		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC386540]

		A_99_P259331		9.000197		8.328986		8.74375		9.179241		9.755061		10.783802		11.445216		10.897208		11.087231		9.499902		11.7406845		10.802701		1.6874722		5.4824314		6.504628		3.289725		4.248735		2.2515454		7.9830213		3.0811305		0.75486374		2.4548159		2.7014666		1.717967		2.0870333		1.1709156		2.996935		1.6234598		Yes		Yes		Yes		TA69816_4565		0		0

		A_99_P460992		7.2302227		6.84054		6.7591367		5.9055557		6.6424236		6.2339554		5.5409627		5.644632		6.2793593		6.586406		5.5165544		5.4215493		-1.5029521		-1.5226502		-2.3265207		-1.1982458		-1.933029		-1.1926194		-2.366217		-1.3986223		-0.5877991		-0.60658455		-1.218174		-0.26092386		-0.95086336		-0.2541337		-1.2425823		-0.4840064		No		Yes		Yes		TC411151		TC411151		Rep: Histone acetyltransferase HAT2 - Triticum aestivum (Wheat), partial (4%) [TC411151]

		A_99_P524717		8.581943		8.349846		10.943364		10.459704		8.4304495		7.496556		8.778878		9.728423		9.229419		7.6532464		9.104599		9.653571		-1.1107184		-1.8066162		-4.4830666		-1.6601129		1.5664256		-1.6206802		-3.5770373		-1.7485187		-0.15149307		-0.8532901		-2.164486		-0.7312813		0.6474762		-0.6965995		-1.8387651		-0.8061333		No		Yes		Yes		U10187		TC442403		Triticum aestivum cytosolic acetyl-CoA carboxylase mRNA, complete cds [U10187]

		A_99_P345341		5.6171794		5.7143683		3.9085605		4.129005		5.6812134		5.773746		5.073185		4.7986035		5.502671		6.2011676		5.4573255		4.353737		1.0453848		1.0420161		2.2417486		1.5906303		-1.0826062		1.4013324		2.9256656		1.1685601		0.064033985		0.05937767		1.1646245		0.6695986		-0.11450863		0.48679924		1.548765		0.22473192		No		Yes		Yes		TA95283_4565		TC435402		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC435402]

		A_99_P423277		2.8825524		2.6991932		3.015941		2.736945		3.7521617		6.180612		4.280679		2.8552449		5.00932		5.332744		4.8413563		2.8131664		1.8271681		11.168928		2.4028363		1.0854551		4.3673778		6.205515		3.5440903		1.0542532		0.86960936		3.4814188		1.2647383		0.11829996		2.1267674		2.633551		1.8254154		0.076221466		Yes		No		No		CJ557510		TC429053		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (18%) [TC429053]

		A_99_P454907		7.183642		5.548097		6.901118		7.797665		7.722852		7.078668		8.314612		7.945149		7.8266864		6.8157086		8.39194		8.350221		1.4531769		2.8890016		2.6638162		1.107636		1.5616211		2.4076264		2.8104913		1.4666815		0.5392103		1.530571		1.4134946		0.14748383		0.6430445		1.2676115		1.4908223		0.55255556		No		Yes		Yes		TC407023		TC407023		0

		A_99_P460127		9.341158		11.229949		10.327062		7.5458813		8.412156		9.141457		8.519604		6.4159775		9.3003		10.101517		8.725567		7.3234115		-1.9039582		-4.253034		-3.5002499		-2.1884415		-1.0287256		-2.1862104		-3.0345757		-1.1667292		-0.9290018		-2.0884924		-1.8074579		-1.1299038		-0.04085827		-1.1284323		-1.6014948		-0.2224698		Yes		No		No		CD934718		TC410640		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (3%) [TC410640]

		A_99_P345011		7.0595055		7.216291		7.841696		7.0548477		6.9737153		6.687243		6.1208825		6.693531		6.8465195		6.808869		6.0373893		6.4598317		-1.0612688		-1.4429767		-3.2962217		-1.2845978		-1.1590847		-1.3263137		-3.4926124		-1.5104893		-0.08579016		-0.52904797		-1.7208133		-0.36131668		-0.21298599		-0.40742207		-1.8043065		-0.595016		No		Yes		Yes		TA95175_4565		0		0

		A_99_P210441		10.902137		11.0509		12.025817		11.828818		10.471516		10.000089		11.345364		11.132251		10.461244		10.7077875		11.380722		11.401116		-1.3478137		-2.0716953		-1.6026433		-1.6206443		-1.3574444		-1.2684907		-1.5638422		-1.3450893		-0.43062115		-1.0508118		-0.6804533		-0.69656754		-0.44089317		-0.34311295		-0.6450949		-0.42770195		No		Yes		Yes		TA54269_4565		TC418278		0

		A_99_P505057		4.535455		4.9639378		5.6487136		4.3308973		4.011955		3.0143397		3.3031814		4.2091846		3.311588		4.065271		3.5344067		4.242918		-1.4374387		-3.862669		-5.0824785		-1.0880257		-2.3357198		-1.8643425		-4.3298197		-1.0628804		-0.52350044		-1.9495981		-2.3455322		-0.121712685		-1.2238672		-0.89866686		-2.114307		-0.08797932		Yes		No		No		BQ579407		TC440468		Rep: Os09g0501600 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC440468]

		A_99_P183812		8.537116		7.961477		7.758161		7.93276		8.633105		7.963375		9.824883		8.158748		8.804397		8.243337		9.619286		7.793839		1.0687981		1.0013167		4.189338		1.1695778		1.2035371		1.2157612		3.6329072		-1.1010811		0.09598923		0.0018982887		2.0667224		0.22598791		0.26728058		0.28185987		1.8611245		-0.13892078		No		Yes		Yes		CA631674		TC417269		wle1n.pk0051.f10 wle1n Triticum aestivum cDNA clone wle1n.pk0051.f10 5' end, mRNA sequence [CA631674]

		A_99_P339626		9.902665		9.3942		9.089963		9.441932		9.912505		10.135157		9.974738		10.001142		11.076098		9.443304		10.239029		9.793082		1.0068439		1.6712832		1.8464768		1.473462		2.2554781		1.034622		2.2177026		1.2755774		0.009840012		0.7409563		0.88477516		0.5592098		1.1734333		0.049103737		1.149066		0.3511505		No		Yes		Yes		TA93490_4565		TC375072		Rep: Glutathione S-transferase GST 26 - Zea mays (Maize), partial (89%) [TC375072]

		A_99_P421062		6.940623		6.952128		6.773051		7.331131		6.2053494		5.7285824		5.8695273		6.116511		5.8795776		6.1295714		5.6874833		6.2511315		-1.6647129		-2.335199		-1.870629		-2.3207967		-2.0864425		-1.7685372		-2.12221		-2.1140354		-0.73527336		-1.2235456		-0.90352345		-1.2146201		-1.0610452		-0.8225565		-1.0855675		-1.0799994		Yes		Yes		Yes		CJ722887		TC401001		Rep: T1K7.26 protein - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC401001]

		A_99_P021979		4.835387		4.140167		4.6344266		4.587657		3.6203892		2.1770124		3.5808156		2.49083		2.6503818		2.691655		2.7690055		2.9514863		-2.3214047		-3.8991368		-2.0757189		-4.2776756		-4.547285		-2.7292647		-3.6437426		-3.1083968		-1.214998		-1.9631548		-1.053611		-2.096827		-2.1850054		-1.4485123		-1.865421		-1.6361706		Yes		No		No		AY795560		TC398318		Triticum aestivum AS2 mRNA, complete cds [AY795560]

		A_99_P150917		10.454635		9.31448		9.08895		9.241586		10.724674		11.18279		10.60199		9.673356		11.6401825		10.839348		10.853057		9.748961		1.205841		3.6510463		2.8541074		1.3488878		2.2744975		2.8776038		3.3966362		1.4214622		0.27003956		1.86831		1.5130396		0.43177032		1.1855478		1.524868		1.7641068		0.5073757		Yes		Yes		Yes		CJ799005		TC420653		CJ799005 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15l20 5', mRNA sequence [CJ799005]

		A_99_P345306		10.019515		8.526994		8.667505		8.129628		10.691052		10.918095		10.407861		8.927456		11.806415		10.427289		10.984683		8.734649		1.5927694		5.245575		3.3411748		1.7384815		3.450725		3.7328959		4.983564		1.5210004		0.6715374		2.391101		1.7403555		0.7978277		1.7868996		1.9002953		2.3171778		0.6050205		Yes		Yes		Yes		TA95272_4565		TC413181		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		A_99_P549627		4.489593		4.8697743		3.6861105		3.723161		5.0736423		4.9695377		5.139153		5.0516915		4.6607747		5.266915		5.0078764		4.554457		1.4990507		1.0715977		2.7378483		2.5114675		1.1259804		1.3168951		2.499719		1.7792833		0.5840492		0.09976339		1.4530425		1.3285306		0.17118168		0.3971405		1.3217659		0.8312962		No		Yes		Yes		TC452160		TC452160		Rep: Glutaryl-CoA dehydrogenase - Renibacterium salmoninarum ATCC 33209, partial (5%) [TC452160]

		A_99_P374737		12.984773		12.756724		11.522086		10.727212		11.600262		11.448249		10.835341		9.558797		11.460727		12.1283865		10.733697		10.846866		-2.6108344		-2.4767969		-1.6096474		-2.2476463		-2.8759646		-1.545783		-1.727145		1.0864741		-1.384511		-1.3084755		-0.6867447		-1.1684151		-1.524046		-0.62833786		-0.7883892		0.1196537		Yes		No		No		TA104251_4565		TC415535		0

		A_99_P339731		8.934004		8.273196		8.9504385		9.62312		8.634137		7.572717		7.5325966		9.36961		8.503882		7.859633		7.4523354		9.185997		-1.2310307		-1.6250442		-2.6718554		-1.1921043		-1.347347		-1.3319715		-2.8247108		-1.353902		-0.29986668		-0.70047903		-1.4178419		-0.25351048		-0.43012142		-0.41356325		-1.4981031		-0.4371233		No		Yes		Yes		TA93516_4565		TC386273		0

		A_99_P223466		13.769883		14.33965		14.327305		14.460129		13.30248		12.649297		13.374063		13.871829		12.484296		13.458088		12.441209		14.398582		-1.3826188		-3.2273574		-1.9362192		-1.5034739		-2.4378128		-1.8423692		-3.6963363		-1.0435838		-0.4674034		-1.6903534		-0.9532423		-0.58829975		-1.2855873		-0.88156223		-1.886096		-0.061546326		Yes		Yes		Yes		AK332332		TC405848		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P284061		5.281653		5.666022		5.2620053		6.275453		5.582874		6.0578837		6.866159		5.9094048		5.340631		5.7944846		6.2224045		5.8346047		1.2321867		1.3120856		3.0401735		-1.2888178		1.0417275		1.0931283		1.9458482		-1.3574023		0.3012209		0.39186192		1.6041536		-0.36604834		0.05897808		0.12846279		0.96039915		-0.44084835		No		Yes		Yes		TA77083_4565		TC425485		0

		A_99_P617297		4.6144834		4.0728054		6.1686826		6.5685163		5.8231697		6.9043107		9.716922		7.5430465		6.7297454		5.4496307		9.425821		7.461745		2.311271		7.1181645		11.6984		1.9650012		4.332687		2.5969627		9.560849		1.8573279		1.2086864		2.8315053		3.5482392		0.9745302		2.115262		1.3768253		3.2571387		0.89322853		Yes		Yes		Yes		BT009359		TC454623		Triticum aestivum clone wlm96.pk025.c3:fis, full insert mRNA sequence [BT009359]

		A_99_P222901		12.289989		12.19822		11.669436		13.255963		11.332405		10.991464		11.03944		11.770203		11.832298		11.812118		10.492076		12.900981		-1.9420555		-2.3081813		-1.547561		-2.800648		-1.3733423		-1.3068583		-2.2616262		-1.27897		-0.9575844		-1.2067566		-0.6299963		-1.4857607		-0.4576912		-0.38610268		-1.1773605		-0.35498238		Yes		No		No		AK330769		TC373474		Triticum aestivum cDNA, clone: SET1_G18, cultivar: Chinese Spring [AK330769]

		A_99_P354776		1.6714616		1.6486653		1.5758896		1.5713186		5.7247376		4.4209194		8.733543		2.2927234		7.5520024		6.2966065		9.595254		2.378923		16.601896		6.831744		142.78036		1.6487867		58.914093		25.070887		259.4593		1.7503026		4.053276		2.772254		7.157654		0.7214048		5.880541		4.647941		8.019364		0.8076043		Yes		Yes		Yes		TA98236_4565		TC378887		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC378887]

		A_99_P115010		9.265788		8.821206		8.382542		8.134382		9.661311		10.263233		9.656021		8.764131		10.351579		9.865689		10.134913		8.85156		1.3154196		2.7170236		2.417439		1.5472951		2.1225383		2.0626273		3.36912		1.6439625		0.39552307		1.4420271		1.2734795		0.62974834		1.0857906		1.0444832		1.7523718		0.7171774		Yes		Yes		Yes		TA110246_4565		TC375649		Rep: Transporter-like protein - Oryza sativa subsp. japonica (Rice), partial (43%) [TC375649]

		A_99_P605152		2.1528382		2.0039413		1.6337556		1.6579844		1.6061006		1.5857064		5.4526944		2.780032		1.9635321		1.6592962		5.241739		1.6447643		-1.4607787		-1.3362917		14.112863		2.1765566		-1.1402152		-1.2698386		12.193016		-1.0092056		-0.5467377		-0.41823494		3.8189387		1.1220475		-0.18930614		-0.34464514		3.607983		-0.013220072		No		Yes		Yes		AY596269		TC426659		Triticum aestivum cultivar Glenlea polyphenol oxidase mRNA, partial cds [AY596269]

		A_99_P313026		9.266433		8.160869		7.5362687		7.5145783		9.359605		9.990841		9.967378		9.196019		9.572159		9.737594		10.576466		8.91327		1.066713		3.5553024		5.3930783		3.2074811		1.2360405		2.9829195		8.226033		2.6366236		0.09317207		1.8299723		2.431109		1.6814408		0.30572605		1.576725		3.040197		1.3986917		Yes		Yes		Yes		TA85519_4565		0		0

		A_99_P455232		8.538519		7.993107		9.013204		9.152423		9.880853		12.054196		12.23536		9.869326		11.971578		9.999778		12.454105		9.994009		2.5356116		16.692053		9.331807		1.6436496		10.800744		4.0185385		10.85962		1.7920192		1.3423338		4.0610895		3.2221565		0.71690273		3.4330587		2.006671		3.4409018		0.8415861		Yes		Yes		Yes		TA55608_4565		TC407227		Rep: Alpha-1,4-glucan-protein synthase [UDP-forming] - Zea mays (Maize), partial (12%) [TC407227]

		A_99_P149112		4.24583		3.2450955		3.4446857		3.8739636		5.0262046		5.8661056		4.901937		4.6423416		5.774035		4.6888404		4.9957786		4.0391755		1.7175767		6.1518064		2.7458472		1.7033536		2.8842673		2.7202606		2.9303904		1.1213307		0.7803745		2.62101		1.4572513		0.768378		1.5282049		1.4437449		1.5510929		0.16521192		Yes		No		No		CJ803778		TC442127		CJ803778 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct29o22 5', mRNA sequence [CJ803778]

		A_99_P315036		10.76991		10.130111		9.08047		9.3297205		10.719169		8.853956		9.5711355		8.981503		10.610374		9.7055025		9.775395		9.119433		-1.0357969		-2.4219255		1.4050928		-1.2729872		-1.1169274		-1.342208		1.6188006		-1.1569184		-0.050741196		-1.2761545		0.49066544		-0.34821796		-0.15953541		-0.42460823		0.6949253		-0.2102871		No		Yes		Yes		TA86111_4565		TC446646		0

		A_99_P530002		3.282286		2.2167404		2.3920267		2.1583893		5.0813923		4.656238		3.3338902		2.092169		4.7001405		3.7141044		3.9215887		1.955547		3.480046		5.4245286		1.921008		-1.0469701		2.6718788		2.8232641		2.8869817		-1.1509637		1.7991064		2.4394977		0.94186354		-0.06622028		1.4178545		1.497364		1.529562		-0.20284235		Yes		Yes		Yes		TC444542		TC444542		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (7%) [TC444542]

		A_99_P009936		1.5870342		1.5945497		1.5953122		1.5756935		3.5262318		3.8912551		3.0553582		4.362705		1.6226436		1.6367512		1.5921254		1.6211977		3.8349228		4.913345		2.751171		6.9019866		1.0249897		1.029684		-1.0022113		1.0320438		1.9391975		2.2967055		1.4600459		2.7870116		0.035609365		0.04220152		-0.003186822		0.045504212		Yes		Yes		Yes		CV776305		0		FGAS070709 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776305]

		A_99_P000281		14.956142		14.461586		14.343597		13.738003		14.625798		13.874692		12.65894		15.133834		14.9370165		13.609406		12.554569		13.357025		-1.2573133		-1.5020096		-3.21464		2.631401		-1.0133454		-1.8052261		-3.4558203		-1.302224		-0.3303442		-0.58689404		-1.6846571		1.3958311		-0.019125938		-0.8521795		-1.7890282		-0.38097763		No		Yes		Yes		AF058794		TC370739		Triticum aestivum COR39 (cor39) mRNA, complete cds [AF058794]

		A_99_P098375		2.962724		4.1529593		4.4731455		1.9603763		3.208861		4.6074004		7.1265297		4.51993		2.8384047		4.5287795		5.9165573		4.0928636		1.1860273		1.3702519		6.291414		5.8952527		-1.0899934		1.297577		2.7196326		4.384728		0.24613714		0.45444107		2.6533842		2.5595536		-0.124319315		0.37582016		1.4434118		2.1324873		Yes		No		No		DN829436		TC383841		KUCD01_11_H02_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829436]

		A_99_P549227		2.7887952		3.89726		4.2025704		4.3333206		3.6255198		5.409727		6.569267		5.2967896		4.3145504		4.959305		6.7582893		5.6044106		1.7859906		2.8529751		5.1575875		1.9499931		2.879374		2.0878887		5.879604		2.4134386		0.8367245		1.5124671		2.3666964		0.963469		1.5257552		1.0620449		2.555719		1.27109		Yes		No		No		TC451996		TC451996		Rep: Os03g0778000 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC451996]

		A_99_P375277		6.214192		6.4546285		6.7455144		6.3316607		5.0312867		4.8480616		5.833858		5.4191704		4.9160013		5.5203757		5.4091873		6.520533		-2.270335		-3.045263		-1.8812041		-1.8822919		-2.4592025		-1.9109006		-2.5250764		1.1398724		-1.1829052		-1.6065669		-0.9116564		-0.91249037		-1.2981906		-0.93425274		-1.3363271		0.18887234		Yes		No		No		TA104381_4565		TC389917		Rep: Homeobox A11 - Papio anubis (Olive baboon), partial (5%) [TC389917]

		A_99_P457737		9.896602		9.938264		8.480469		9.47032		9.378532		8.661941		6.9302387		9.088585		9.2595825		8.89972		7.047491		8.97847		-1.4320375		-2.422209		-2.9286382		-1.3029077		-1.5551127		-2.054153		-2.7000341		-1.4062469		-0.51806927		-1.2763233		-1.55023		-0.38173485		-0.63701916		-1.0385437		-1.4329777		-0.4918499		No		Yes		Yes		TC409010		TC409010		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC409010]

		A_99_P450317		9.842031		9.483813		10.218646		10.432672		9.501578		8.595206		8.98932		10.017652		9.529297		9.06529		9.155575		9.967786		-1.2661533		-1.8513876		-2.3445747		-1.3333172		-1.242059		-1.3365583		-2.0893748		-1.380208		-0.3404522		-0.888607		-1.2293262		-0.41502		-0.31273365		-0.41852283		-1.0630713		-0.4648857		No		Yes		Yes		TC403990		TC403990		Rep: Mn-specific cation diffusion facilitator transporter - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (87%) [TC403990]

		A_99_P214511		10.825393		11.233136		10.933486		11.145541		11.20903		12.008737		12.06963		11.571346		11.064102		11.703286		12.028877		11.425098		1.3046271		1.7119024		2.1979272		1.3433219		1.1799366		1.3852534		2.1367102		1.2138222		0.38363743		0.77560043		1.1361437		0.4258051		0.23870945		0.47015		1.0953913		0.27955723		No		Yes		Yes		DR739018		TC384654		FGAS084235 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739018]

		A_99_P239421		9.915627		9.76872		8.578387		8.66726		8.521901		8.415001		7.591022		6.764362		8.304858		8.912605		7.098547		8.649686		-2.627563		-2.5557005		-1.982561		-3.7396371		-3.0541444		-1.8101565		-2.7891786		-1.012256		-1.3937254		-1.3537188		-0.98736525		-1.9028983		-1.6107683		-0.8561144		-1.4798403		-0.01757431		Yes		No		No		AK334083		TC372448		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P412557		7.3757243		7.9370103		10.6801405		8.918388		9.290486		11.836029		11.186801		9.803786		10.126716		9.771341		11.558064		9.819205		3.7705162		14.918378		1.4207577		1.8472741		6.7317953		3.56606		1.8377289		1.8671229		1.914762		3.8990188		0.50666046		0.8853979		2.7509913		1.834331		0.87792397		0.9008169		Yes		No		No		TA59589_4565		TC374540		0

		A_99_P299646		8.465287		9.265583		9.77424		9.629354		8.611192		8.146114		8.4599905		9.296638		7.998959		8.680678		8.521404		9.060728		1.1064241		-2.1726694		-2.4867287		-1.259382		-1.3815887		-1.4999399		-2.383093		-1.4831098		0.14590454		-1.1194687		-1.314249		-0.332716		-0.46632814		-0.5849047		-1.2528353		-0.56862545		No		Yes		Yes		TA81578_4565		TC417213		0

		A_99_P520907		7.2082024		6.860111		7.9322944		7.299561		7.0828767		6.4158006		6.874223		5.775088		6.0494056		6.1050663		6.372498		5.7899203		-1.0907539		-1.3606638		-2.082146		-2.8768165		-2.2327113		-1.6876842		-2.9481223		-2.8473911		-0.12532568		-0.44431067		-1.0580711		-1.5244732		-1.1587968		-0.75504494		-1.5597963		-1.5096407		Yes		No		No		CD916137		TC440928		0

		A_99_P333171		3.43713		4.304328		3.1910107		3.8742082		4.4700055		5.07227		4.9165373		4.875141		4.019254		4.989672		5.413302		5.001188		2.0460985		1.7028389		3.307008		2.0012937		1.497052		1.6080856		4.6663394		2.1840103		1.0328755		0.76794195		1.7255266		1.0009329		0.58212423		0.6853442		2.2222912		1.1269796		Yes		No		No		TA91510_4565		TC394201		0

		A_99_P236391		11.400432		10.795583		11.154431		11.076786		12.617943		13.053584		16.24382		13.974299		13.979459		13.180267		16.46322		12.082702		2.325452		4.7832837		34.04542		7.45141		5.9753666		5.222297		39.637367		2.0082176		1.2175112		2.2580013		5.089389		2.8975134		2.5790272		2.3846846		5.3087893		1.0059156		Yes		Yes		Yes		TA63438_4565		0		0

		A_99_P409582		10.970065		11.04922		11.320859		10.883488		10.993779		10.478058		10.137596		10.448692		10.685679		10.655621		10.179133		10.724839		1.0165732		-1.4857199		-2.2708979		-1.3517191		-1.2178916		-1.3136669		-2.2064476		-1.116241		0.023714066		-0.5711622		-1.1832628		-0.43479538		-0.28438568		-0.3935995		-1.1417255		-0.15864849		No		Yes		Yes		TA75081_4565		TC371679		Rep: Galactose-1-phosphate uridylyltransferase - Saccharophagus degradans (strain 2-40 / ATCC 43961 / DSM 17024), partial (5%) [TC371679]

		A_99_P440262		9.712977		9.531439		8.76896		9.495811		8.276635		8.316939		7.9068055		7.5754952		8.295968		8.793241		7.9307075		9.053606		-2.7063384		-2.3206027		-1.8177508		-3.7850602		-2.6703138		-1.6680913		-1.7878833		-1.3586798		-1.4363422		-1.2144995		-0.8621545		-1.9203162		-1.4170094		-0.7381983		-0.83825254		-0.44220543		Yes		No		No		TC396561		TC396561		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (86%) [TC396561]

		A_99_P205946		4.944156		4.351437		3.4425802		2.1220198		2.9000714		4.0653286		2.2426872		1.6098824		4.813896		4.172338		2.9790268		1.7327805		-4.1241155		-1.2193468		-2.2972264		-1.4261615		-1.0944909		-1.1321766		-1.378934		-1.3097026		-2.0440848		-0.2861085		-1.199893		-0.5121374		-0.13025999		-0.17909908		-0.46355343		-0.3892393		Yes		No		No		TA52843_4565		TC420825		Rep: Glycine-rich cell wall structural protein precursor - Hordeum vulgare (Barley), partial (23%) [TC420825]

		A_99_P027544		4.1081977		4.209958		4.3513446		3.8984683		3.4857304		3.3217392		2.9065702		3.610978		3.2104385		3.2188532		2.732561		3.0548823		-1.5395057		-1.8508897		-2.7222025		-1.2205153		-1.8631699		-1.9877067		-3.0711596		-1.794505		-0.6224673		-0.8882189		-1.4447744		-0.28749037		-0.8977592		-0.99110484		-1.6187835		-0.84358597		Yes		No		No		CJ561979		0		CJ561979 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone rwhkv17k16 3', mRNA sequence [CJ561979]

		A_99_P031434		5.7433486		5.3635926		5.217455		5.083545		3.8869393		2.7754202		3.6364772		1.9783188		3.61736		3.8159978		3.2113726		3.4615262		-3.621053		-6.013365		-2.9917252		-8.605306		-4.3650208		-2.9232936		-4.016899		-3.0780551		-1.8564093		-2.5881724		-1.5809777		-3.1052265		-2.1259885		-1.5475948		-2.0060823		-1.622019		Yes		No		No		BQ170739		0		WHE2301-2304_E03_E03ZT Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE2301-2304_E03_E03, mRNA sequence [BQ170739]

		A_99_P309791		1.5884843		1.9190184		2.4503505		3.7863758		1.8420616		2.140179		4.8301163		5.394521		1.6252298		1.8807417		4.07936		5.6472106		1.1921595		1.1656709		5.204522		3.048597		1.0257972		-1.0268865		3.0930057		3.6321778		0.25357735		0.22116053		2.3797657		1.6081455		0.03674555		-0.038276672		1.6290095		1.8608348		Yes		No		No		TA84584_4565		TC403065		0

		A_99_P157327		8.79359		9.020116		8.773116		8.25892		9.192887		9.477637		10.164451		8.543358		9.599661		9.241193		10.1526375		8.048962		1.3188658		1.3731806		2.6232123		1.2179358		1.7484436		1.1656034		2.6018205		-1.1566546		0.3992977		0.45752144		1.3913345		0.28443813		0.8060713		0.22107697		1.3795214		-0.20995808		No		Yes		Yes		CV770773		TC412393		FGAS065166 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770773]

		A_99_P054404		5.722751		6.3230453		4.7603703		7.4471965		5.1433525		5.426939		2.370104		7.1753235		5.511816		5.8353667		3.7495375		7.4391766		-1.4942262		-1.8610364		-5.242541		-1.2073743		-1.1574382		-1.4021868		-2.015074		-1.0055745		-0.57939863		-0.89610624		-2.3902662		-0.271873		-0.21093512		-0.48767853		-1.0108328		-0.008019924		Yes		No		No		BQ294960		TC442907		WHE2856_F01_K02ZS Wheat unstressed root tip cDNA library Triticum aestivum cDNA clone WHE2856_F01_K02, mRNA sequence [BQ294960]

		A_99_P322006		9.987636		8.553665		8.871761		7.9245563		11.001286		11.126298		11.135251		9.258151		12.120675		10.893565		11.690352		9.165856		2.0190127		5.9489408		4.801515		2.5202987		4.3864064		5.0626755		7.0547314		2.3641148		1.01365		2.5726328		2.2634897		1.3335948		2.1330395		2.3399		2.818591		1.2413001		Yes		Yes		Yes		TA88134_4565		TC398603		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		A_99_P432742		10.894811		11.188672		10.8681135		10.903435		10.712008		10.206908		9.831064		10.440182		10.232801		10.760348		9.806		10.780656		-1.1350864		-1.9748784		-2.0520265		-1.378647		-1.5822847		-1.3456692		-2.0879884		-1.0888301		-0.1828022		-0.98176384		-1.0370493		-0.46325302		-0.66200924		-0.42832375		-1.0621138		-0.12277889		No		Yes		Yes		TC390663		TC390663		Rep: Homeodomain leucine zipper protein 16 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC390663]

		A_99_P531582		6.991533		6.8416543		3.0848389		3.1150858		8.080699		8.83075		10.102692		7.326397		8.7486925		9.813049		9.768939		4.514433		2.1275103		3.969882		129.5938		18.52384		3.3803198		7.842942		102.828766		2.6378217		1.0891662		1.9890962		7.017853		4.2113113		1.7571597		2.971395		6.6841		1.3993471		Yes		Yes		Yes		TC445162		TC445162		Rep: Chitinase - Hordeum vulgare (Barley), partial (38%) [TC445162]

		A_99_P204396		12.094655		11.612586		11.651573		11.475227		13.093627		13.337406		13.32777		12.286056		13.869305		12.278523		13.0988035		11.782837		1.9985753		3.3053892		3.1958442		1.7542182		3.421549		1.5865989		2.7268405		1.2376553		0.99897194		1.7248201		1.676197		0.8108282		1.7746496		0.6659374		1.4472303		0.30760956		Yes		Yes		Yes		TA52369_4565		TC417856		Rep: Caffeoyl-coa o-methyltransferase - Oryza sativa subsp. indica (Rice), partial (46%) [TC417856]

		A_99_P549492		12.6007395		12.332287		10.881131		9.774567		11.211192		10.964955		10.27749		8.346589		11.031423		11.629898		10.139688		9.663131		-2.6199646		-2.5799294		-1.5195472		-2.6906927		-2.9676416		-1.6271968		-1.6718479		-1.080303		-1.3895473		-1.3673315		-0.6036415		-1.4279776		-1.5693169		-0.70238876		-0.74144363		-0.11143589		Yes		No		No		TA69406_4565		TC370403		0

		A_99_P513632		2.933842		3.5819464		2.774709		2.4714446		4.132234		3.9958286		3.5611115		3.7542286		4.76586		3.7580698		4.3353076		3.9924886		2.2948377		1.3322661		1.7247682		2.4330804		3.5603478		1.1298438		2.949762		2.8699865		1.1983922		0.41388226		0.78640246		1.282784		1.8320181		0.17612338		1.5605986		1.521044		Yes		No		No		TC437698		TC437698		0

		A_99_P457092		12.315251		11.77203		12.147969		12.025296		13.6549425		14.13024		17.118567		15.060077		15.030041		14.264178		17.370901		13.125058		2.5309713		5.12734		31.354427		8.195208		6.5649743		5.6261516		37.347294		2.1431932		1.3396912		2.3582106		4.9705973		3.0347805		2.7147894		2.4921484		5.222932		1.099762		Yes		Yes		Yes		TA63445_4565		TC438039		0

		A_99_P275081		10.606502		10.650429		11.198803		10.862656		10.482782		10.046208		10.252831		10.975808		10.383164		10.269867		10.139155		10.739216		-1.08954		-1.5201571		-1.9264857		1.0815891		-1.1674309		-1.3018488		-2.0844223		-1.089329		-0.123719215		-0.6042204		-0.9459715		0.113152504		-0.22333717		-0.38056183		-1.0596476		-0.12343979		No		Yes		Yes		TA74447_4565		TC386783		Rep: Galactose mutarotase-like - Medicago truncatula (Barrel medic), partial (95%) [TC386783]

		A_99_P051466		6.4616947		6.047823		4.3379693		5.197511		4.322865		4.9489923		3.50223		2.5089438		4.317428		5.2429223		3.3729455		4.5899825		-4.4040465		-2.1418102		-1.7847714		-6.446729		-4.420675		-1.7470255		-1.9520956		-1.523647		-2.1388297		-1.0988307		-0.8357394		-2.6885674		-2.1442666		-0.80490065		-0.96502376		-0.6075287		Yes		No		No		CJ703242		TC390824		CJ703242 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n12l15 5', mRNA sequence [CJ703242]

		A_99_P481297		4.4044495		3.9256961		4.513491		4.230836		3.0274537		3.0277808		3.3685524		2.2466757		2.2373924		3.3104563		2.641389		2.9424384		-2.5972695		-1.8633715		-2.2113674		-3.956323		-4.491063		-1.5318127		-3.6606562		-2.442566		-1.3769958		-0.89791536		-1.1449387		-1.9841602		-2.167057		-0.61523986		-1.8721023		-1.2883976		Yes		No		No		TC422568		TC422568		0

		A_99_P525072		4.3963575		4.7903066		5.4661756		5.306544		4.2697105		4.5700297		4.2350307		4.774124		4.232044		4.842583		4.3459344		4.5599813		-1.0917534		-1.164957		-2.347532		-1.446353		-1.1206325		1.0368999		-2.1738331		-1.6777904		-0.126647		-0.22027683		-1.2311449		-0.5324197		-0.16431332		0.05227661		-1.1202412		-0.7465625		No		Yes		Yes		TC442573		TC442573		0

		A_99_P545407		6.278895		6.2023664		6.659159		6.371753		5.264317		4.471002		5.1066723		5.0115123		5.539449		5.834385		5.3289638		5.601958		-2.0203116		-3.3204167		-2.9332232		-2.5672805		-1.6695342		-1.290546		-2.5143673		-1.7050279		-1.0145779		-1.7313643		-1.5524869		-1.3602409		-0.7394457		-0.36798143		-1.3301954		-0.7697954		Yes		No		No		TC450536		TC450536		Rep: Possible OmpA family member precursor - Rhodopseudomonas palustris, partial (5%) [TC450536]

		A_99_P071845		1.8120455		1.768685		2.2327824		1.7799968		5.858667		9.264276		9.625939		5.7436852		7.972961		7.1126714		9.46687		5.7428837		16.525492		180.46693		168.0978		15.602317		71.55176		40.616287		150.54886		15.593651		4.0466213		7.4955907		7.393157		3.9636884		6.1609154		5.3439865		7.234088		3.9628868		Yes		Yes		Yes		BT009386		0		Triticum aestivum clone wlm96.pk034.m17:fis, full insert mRNA sequence [BT009386]

		A_99_P027829		7.9373093		7.715864		6.8891273		7.349955		8.199174		8.294372		8.240178		8.502991		8.229094		8.230905		8.458964		8.1045		1.1990274		1.4933035		2.5509787		2.2238133		1.2241534		1.4290341		2.9687119		1.6870991		0.26186466		0.5785074		1.3510509		1.1530356		0.2917843		0.5150404		1.5698371		0.75454473		No		Yes		Yes		TA99360_4565		TC433035		0

		A_99_P399692		5.4493814		4.7087193		3.4812567		3.7682755		3.1063528		3.8440135		2.5089731		1.894894		3.9281642		4.2414784		2.5554333		3.569924		-5.073666		-1.8209683		-1.9619436		-3.6639035		-2.870331		-1.382463		-1.8997682		-1.1473864		-2.3430285		-0.8647058		-0.9722836		-1.8733815		-1.5212171		-0.4672408		-0.92582345		-0.19835138		Yes		No		No		TA110362_4565		0		0

		A_99_P536272		6.801066		6.833811		7.1408653		6.96024		6.1473603		5.7055206		6.440619		6.794066		5.913243		5.8686066		6.5272636		6.7028832		-1.5732038		-2.185995		-1.6247822		-1.1220788		-1.850382		-1.9523399		-1.5300742		-1.1952866		-0.6537056		-1.1282902		-0.70024633		-0.16617393		-0.8878231		-0.96520424		-0.6136017		-0.25735664		No		Yes		Yes		TC447146		TC447146		Rep: Fibroin-like protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC447146]

		A_99_P339466		7.278215		7.0924277		6.9125085		7.1453547		7.4095592		8.13381		7.2328377		6.886206		8.795947		7.627796		7.7446003		7.298383		1.0953139		2.0581987		1.2486154		-1.1967722		2.8634057		1.4493122		1.7802647		1.1119012		0.13134432		1.0413823		0.3203292		-0.2591486		1.5177321		0.53536844		0.8320918		0.15302849		No		Yes		Yes		TA93440_4565		TC420976		Rep: Anthocyanin biosynthetic gene regulator PAC1 - Zea mays (Maize), partial (6%) [TC420976]

		A_99_P419857		5.8305106		6.558304		5.662506		4.11818		6.2331796		6.983446		9.017779		6.6880403		6.7665443		5.96801		9.28004		5.586963		1.3219513		1.3427049		10.233823		5.93752		1.913261		-1.5055534		12.274001		2.7678838		0.40266895		0.4251423		3.3552732		2.5698605		0.9360337		-0.5902939		3.6175337		1.4687834		Yes		Yes		Yes		TC380588		TC380588		Rep: Cytochrome P450-like - Oryza sativa subsp. japonica (Rice), partial (12%) [TC380588]

		A_99_P410322		7.4607844		6.37595		6.308328		6.5225587		7.8102703		7.0200963		9.62984		6.1262474		8.102185		6.7973976		9.05829		6.3317275		1.2741065		1.5628144		9.997114		-1.3161385		1.559843		1.3392708		6.726991		-1.1414211		0.34948587		0.64414644		3.3215117		-0.39631128		0.6414008		0.42144775		2.7499614		-0.19083118		No		Yes		Yes		TA72220_4565		TC427111		Rep: Peroxidase - Triticum aestivum (Wheat), partial (77%) [TC427111]

		A_99_P394342		5.3632455		5.764921		6.015862		5.6892114		4.941692		4.3716927		4.622072		5.0069485		4.4991612		4.8172817		4.2798867		4.7897496		-1.3393692		-2.6266582		-2.6276803		-1.6046547		-1.8201839		-1.9287143		-3.3310459		-1.8653699		-0.4215536		-1.3932285		-1.3937898		-0.6822629		-0.86408424		-0.94763947		-1.7359753		-0.89946175		Yes		No		No		TA109047_4565		TC414001		Rep: Os01g0813800 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC414001]

		A_99_P126730		6.0696654		7.197441		7.155434		6.876751		5.3256593		5.373558		5.225576		5.269036		4.9518743		5.6340714		4.994541		5.830133		-1.6748201		-3.540328		-3.8101776		-3.0476878		-2.1701446		-2.9554334		-4.4719157		-2.0656817		-0.74400616		-1.823883		-1.9298582		-1.6077151		-1.1177912		-1.5633698		-2.160893		-1.046618		Yes		Yes		Yes		CA594246		TC422322		wpa1c.pk006.n12 wpa1c Triticum aestivum cDNA clone wpa1c.pk006.n12 5' end, mRNA sequence [CA594246]

		A_99_P411637		4.1501303		4.580717		3.190273		3.5119069		8.560186		8.659171		12.977675		8.068679		9.968063		8.936076		12.341492		5.9945455		21.2598		16.894175		883.6934		23.535591		56.412113		20.468863		568.5795		5.5891876		4.410056		4.078454		9.787402		4.556772		5.817933		4.355359		9.151218		2.4826386		Yes		Yes		Yes		CJ585182		TC373640		Rep: Peroxidase 2 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (59%) [TC373640]

		A_99_P141313		8.577119		8.07242		8.0405855		8.174348		7.5653014		7.4165664		7.3929005		6.2111306		7.70121		7.794304		7.6084404		7.554184		-2.0164497		-1.575548		-1.5666523		-3.8993056		-1.8351638		-1.2126105		-1.3492383		-1.5370498		-1.0118175		-0.65585375		-0.64768505		-1.9632173		-0.87590885		-0.27811623		-0.43214512		-0.6201639		Yes		No		No		CV776949		0		FGAS071353 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776949]

		A_99_P548267		8.967643		9.716542		9.12029		9.164308		8.235501		8.137302		8.199482		8.187455		7.8630834		8.844898		8.395274		8.446832		-1.661103		-2.9881237		-1.8931751		-1.9681667		-2.150332		-1.8297468		-1.6529186		-1.6443027		-0.7321415		-1.5792398		-0.92080784		-0.9768524		-1.1045594		-0.871644		-0.72501564		-0.7174759		Yes		Yes		Yes		CD928053		TC451589		Rep: Short-chain dehydrogenase/reductase SDR - Ralstonia metallidurans (strain CH34 / ATCC 43123 / DSM 2839), partial (7%) [TC451589]

		A_99_P549017		5.491516		5.574328		5.2959576		5.109028		5.901217		6.968023		5.9147277		5.9651814		6.6644435		6.377337		6.419521		6.021993		1.3284104		2.6275074		1.5355656		1.8102055		2.2546873		1.7447363		2.1788447		1.8829117		0.40970087		1.3936949		0.6187701		0.8561535		1.1729274		0.80300903		1.1235633		0.9129653		Yes		No		No		TC424675		TC424675		Rep: Os05g0305100 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC424675]

		A_99_P530752		2.7023704		1.8753624		6.1829123		7.1648393		4.64235		5.1893945		8.864413		8.507151		5.2917533		4.4394336		9.232721		9.081573		3.8370028		9.945418		6.41523		2.5355723		6.018412		5.9137416		8.281023		3.7756715		1.9399798		3.314032		2.681501		1.3423114		2.589383		2.5640712		3.049809		1.9167333		Yes		Yes		Yes		CJ670590		TC444840		CJ670590 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv2p04 5', mRNA sequence [CJ670590]

		A_99_P316306		10.900626		11.910123		11.749386		9.749828		8.68589		8.807887		8.498027		6.5381417		8.103131		10.250482		8.511452		8.05589		-4.641966		-8.587485		-9.522623		-9.26433		-6.952322		-3.1593795		-9.434422		-3.2353868		-2.214736		-3.1022358		-3.251359		-3.2116866		-2.797495		-1.6596413		-3.237934		-1.6939383		Yes		No		No		CJ670181		TC459276		CJ670181 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv20i10 5', mRNA sequence [CJ670181]

		A_99_P561812		7.5590386		6.0059285		6.411925		8.931691		9.281944		10.698558		10.63762		9.279021		11.0586195		8.9261055		10.9093895		9.469055		3.3010056		25.859623		18.709448		1.272204		11.310422		7.56939		22.587687		1.4513184		1.7229056		4.6926293		4.225695		0.3473301		3.4995809		2.920177		4.4974647		0.537364		Yes		Yes		Yes		BE400455		TC456748		Rep: Cinnamoyl-CoA reductase - Triticum aestivum (Wheat), partial (50%) [TC456748]

		A_99_P062198		6.969218		6.8132644		8.37327		8.780641		9.485719		13.258157		12.714684		11.594437		10.80822		11.536714		12.959676		11.3921175		5.721926		87.11761		20.271957		7.0313225		14.310499		26.417997		24.024021		6.11129		2.516501		6.4448924		4.3414135		2.813796		3.8390021		4.723449		4.5864058		2.611477		Yes		Yes		Yes		CN010964		TC425016		WHE3878_C08_F16ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3878_C08_F16, mRNA sequence [CN010964]

		A_99_P259316		4.3005843		3.518899		3.5854447		3.027815		4.609689		8.717172		10.754994		7.7508054		7.978411		7.610872		11.164577		7.399467		1.2389388		36.714363		143.96257		26.40959		12.797826		17.053226		191.22563		20.701332		0.30910492		5.1982727		7.16955		4.72299		3.677827		4.091973		7.579132		4.3716516		Yes		Yes		Yes		TA69812_4565		TC423415		0

		A_99_P314451		9.398235		9.752437		11.37772		11.28717		9.243934		8.521255		10.285239		10.439444		8.770051		9.211873		9.8443165		11.035741		-1.1128827		-2.3475926		-2.1324039		-1.7996631		-1.5456185		-1.4545406		-2.894679		-1.190386		-0.15430164		-1.2311821		-1.0924807		-0.8477268		-0.6281843		-0.5405636		-1.5334034		-0.25142956		No		Yes		Yes		TA85940_4565		TC418725		0

		A_99_P248916		6.9336815		6.325887		4.7269206		4.389375		5.0706196		4.1841063		3.372463		2.734677		5.09371		5.1521697		3.014404		4.14002		-3.637789		-4.4130645		-2.5570097		-3.148573		-3.5800297		-2.2559226		-3.27732		-1.1886759		-1.8630619		-2.1417809		-1.3544576		-1.6546981		-1.8399715		-1.1737175		-1.7125165		-0.24935532		Yes		No		No		TA66810_4565		TC388291		Rep: Os02g0731600 protein - Oryza sativa subsp. japonica (Rice), partial (89%) [TC388291]

		A_99_P447452		9.1574335		8.868842		9.342216		9.458959		9.111839		7.9834886		8.020181		9.339046		8.765868		8.397555		8.046678		9.299617		-1.0321082		-1.8472173		-2.500185		-1.0866694		-1.311816		-1.3863454		-2.454685		-1.1167775		-0.045594215		-0.88535357		-1.3220348		-0.1199131		-0.39156532		-0.47128677		-1.295538		-0.15934181		No		Yes		Yes		CK199863		0		0

		A_99_P303501		3.3630245		2.2651076		2.166957		2.4294822		4.1000633		6.2447624		5.256498		3.0312731		6.2552075		4.484938		5.1883125		3.0270488		1.6667513		15.775948		8.512253		1.5175993		7.4239297		4.658387		8.119302		1.5131621		0.73703885		3.9796548		3.089541		0.6017909		2.892183		2.2198305		3.0213556		0.5975666		Yes		Yes		Yes		TA82717_4565		TC378882		0

		A_99_P271911		9.433732		11.1363		13.410168		12.665867		7.534655		7.634651		10.241226		11.612903		8.321924		8.055671		10.928345		11.546674		-3.729745		-11.326647		-8.993867		-2.0747883		-2.1611629		-8.459834		-5.5860286		-2.1722543		-1.8990769		-3.501649		-3.1689415		-1.0529642		-1.1118078		-3.0806293		-2.481823		-1.1191931		Yes		Yes		Yes		TA73510_4565		TC378423		Rep: Chalcone-flavanone isomerase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (83%) [TC378423]

		A_99_P240171		11.396922		11.825492		10.570912		9.045909		11.499923		12.504987		12.339867		10.987124		11.92026		13.054131		13.0545845		10.816417		1.074005		1.6015788		3.4080684		3.8402908		1.4372772		2.3434575		5.593193		3.4117403		0.10300064		0.67949486		1.7689543		1.9412155		0.5233383		1.2286386		2.4836721		1.7705078		Yes		Yes		Yes		TA64527_4565		TC433505		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC433505]

		A_99_P444637		7.798039		7.3258553		5.839995		5.8210196		6.5688434		5.3941274		5.3345795		4.875962		5.977876		6.0175223		4.5809474		5.749281		-2.3443625		-3.8151186		-1.4195321		-1.9252661		-3.5312104		-2.476552		-2.3933768		-1.0509826		-1.2291956		-1.9317279		-0.50541544		-0.94505787		-1.8201628		-1.3083329		-1.2590475		-0.07173872		Yes		No		No		DR741071		TC399860		FGAS001002 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741071]

		A_99_P287171		10.500774		9.959802		9.603572		9.744839		11.354547		10.9212		10.419826		9.3551035		12.175082		11.084625		10.875674		9.928542		1.80722		1.947196		1.7608275		-1.3101529		3.1916618		2.1807487		2.4151325		1.1357957		0.85377216		0.9613981		0.81625366		-0.38973522		1.6743078		1.1248236		1.2721024		0.18370342		Yes		No		No		DR741385		TC384642		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		A_99_P014089		7.7740483		7.8263984		7.4323564		7.4103236		7.0555935		6.615566		6.8754306		7.416902		6.7250195		7.4181056		6.760597		7.5121922		-1.6454188		-2.3147118		-1.4711311		1.0045702		-2.0691366		-1.3271145		-1.5930142		1.0731626		-0.71845484		-1.2108326		-0.5569258		0.0065784454		-1.0490289		-0.40829277		-0.6717591		0.10186863		No		Yes		Yes		TA94718_4565		TC381592		0

		A_99_P339971		4.9137545		2.2109592		2.310789		3.487097		5.6447735		5.9296317		7.0190964		6.2990303		7.4559293		5.2113624		7.3967667		5.406058		1.659811		13.165337		26.142176		7.0222497		5.824664		8.002236		33.965015		3.7815058		0.731019		3.7186725		4.7083073		2.8119333		2.5421748		3.0004032		5.0859776		1.9189608		Yes		Yes		Yes		TA93586_4565		TC404695		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC404695]

		A_99_P254016		7.62694		7.8519936		6.82352		7.296343		7.119743		5.7987385		5.805327		5.978001		6.17005		6.61138		5.7093434		6.474752		-1.421286		-4.1504135		-2.0253808		-2.493793		-2.745159		-2.36299		-2.1647146		-1.7673538		-0.5071969		-2.053255		-1.0181932		-1.3183417		-1.4568896		-1.2406135		-1.1141768		-0.8215909		Yes		No		No		TA68273_4565		TC397822		Rep: O-methyltransferase - Oryza sativa subsp. japonica (Rice), partial (24%) [TC397822]

		A_99_P246561		9.7303		9.1186075		8.918519		9.182849		10.495381		11.500781		10.691615		9.218425		11.50743		10.283316		10.967892		9.082794		1.6994659		5.213216		3.4178667		1.0249659		3.427437		2.2418785		4.1392593		-1.0718142		0.7650814		2.3821735		1.7730961		0.035575867		1.7771301		1.1647081		2.0493727		-0.10005474		Yes		Yes		Yes		TA66152_4565		TC370272		Rep: Os03g0733800 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC370272]

		A_99_P315791		8.73214		8.288181		9.228756		10.0449705		10.237317		8.515763		10.927471		10.982117		8.393632		8.521649		9.854533		10.5704775		2.8385959		1.1708709		3.2461174		1.9147369		-1.2644479		1.1756576		1.543042		1.4394393		1.5051775		0.22758198		1.6987152		0.9371462		-0.33850765		0.23346806		0.62577724		0.525507		Yes		No		No		TA86318_4565		0		0

		A_99_P295051		3.6714163		2.2973855		3.9551246		2.1027443		1.7018862		1.9194015		1.7639259		6.1819553		2.3104508		2.9626179		1.90528		1.6773888		-3.9164054		-1.2995245		-4.5668483		16.903046		-2.5685701		1.5858238		-4.140614		-1.3429034		-1.9695301		-0.37798393		-2.1911988		4.079211		-1.3609655		0.6652324		-2.0498447		-0.42535555		No		Yes		Yes		TA80241_4565		0		0

		A_99_P357871		3.863723		5.485256		4.3071685		4.4287763		4.506134		5.910189		6.2803226		5.8212833		5.030861		5.8516498		6.2663574		5.729448		1.5609356		1.3425101		3.9262555		2.625345		2.2456574		1.2891263		3.8884332		2.4634354		0.642411		0.42493296		1.9731541		1.3925071		1.1671379		0.36639357		1.9591889		1.3006716		Yes		No		No		TA99286_4565		TC389059		Rep: DNA-directed RNA polymerase subunit - Oryza sativa subsp. japonica (Rice), partial (45%) [TC389059]

		A_99_P295261		7.150376		6.4433465		7.5535984		7.5510955		7.0189304		7.671746		9.409809		8.29143		7.825621		6.6062407		9.607189		8.220509		-1.0953906		2.3430688		3.6205547		1.6705637		1.5968683		1.1195308		4.1513796		1.5904258		-0.13144541		1.2283993		1.8562107		0.740335		0.6752453		0.16289425		2.0535908		0.6694131		No		Yes		Yes		TA80300_4565		TC390401		0

		A_99_P321461		6.331489		6.0686927		6.7663283		5.932607		6.6881924		5.4304748		5.2707376		5.7565155		5.8074303		5.6397347		4.8051114		5.8278985		1.2804965		-1.5564054		-2.8197958		-1.129819		-1.4379952		-1.3462608		-3.893903		-1.0752772		0.35670328		-0.6382179		-1.4955907		-0.17609167		-0.5240588		-0.42895794		-1.9612169		-0.10470867		No		Yes		Yes		AK332443		TC419565		Triticum aestivum cDNA, clone: WT003_P23, cultivar: Chinese Spring [AK332443]

		A_99_P165832		11.144508		10.934995		13.501011		13.101092		10.836884		9.8543215		11.143865		12.280543		11.677648		9.995206		11.447765		12.254578		-1.2376684		-2.115023		-5.123559		-1.766078		1.4470745		-1.9182475		-4.150386		-1.7981516		-0.30762482		-1.0806732		-2.3571463		-0.820549		0.5331392		-0.9397888		-2.0532455		-0.8465147		Yes		Yes		Yes		U10187		TC371375		Triticum aestivum cytosolic acetyl-CoA carboxylase mRNA, complete cds [U10187]

		A_99_P375092		1.8242769		1.753478		1.7802296		1.7643553		1.6389045		1.6185608		5.9825497		1.6065482		1.766647		1.8268596		6.34655		1.7144227		-1.1371105		-1.0980299		18.408754		-1.1155902		-1.0407546		1.05218		23.691874		-1.0352166		-0.18537247		-0.13491726		4.20232		-0.15780711		-0.057629943		0.07338154		4.5663204		-0.0499326		No		Yes		Yes		TA104337_4565		0		0

		A_99_P172104		10.464505		11.914475		12.807885		12.482501		9.778251		9.908902		10.53952		11.821834		9.646929		10.605534		11.009501		11.761902		-1.6091006		-4.0154824		-4.817768		-1.5808138		-1.7624427		-2.4775975		-3.4783032		-1.6478662		-0.6862545		-2.0055733		-2.268365		-0.6606674		-0.8175764		-1.3089418		-1.7983837		-0.7205992		Yes		Yes		Yes		TC420331		TC420331		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (13%) [TC420331]

		A_99_P099170		8.397848		8.7739105		7.9191704		8.197316		7.08571		7.6099772		6.7121124		7.116586		7.1017795		8.3790045		6.726471		8.586959		-2.4830925		-2.2406747		-2.3086636		-2.115106		-2.4555883		-1.3148571		-2.2858005		1.310069		-1.3121381		-1.1639333		-1.207058		-1.08073		-1.2960687		-0.39490604		-1.1926994		0.38964272		Yes		No		No		AK332894		TC443121		Triticum aestivum cDNA, clone: WT005_C05, cultivar: Chinese Spring [AK332894]

		A_99_P021804		8.265569		7.8831086		6.7147026		7.0648174		7.848778		7.7662606		5.5210376		6.739729		8.142253		7.839813		5.7344594		6.872221		-1.3349549		-1.0843631		-2.2873309		-1.2527413		-1.0892354		-1.0304649		-1.972798		-1.1428186		-0.41679096		-0.11684799		-1.193665		-0.3250885		-0.12331581		-0.043295383		-0.9802432		-0.19259644		No		Yes		Yes		CD877323		TC420783		AZO4.100B05F010925 AZO4 Triticum aestivum cDNA clone AZO4100B05, mRNA sequence [CD877323]

		A_99_P365141		1.588885		1.5900301		1.9889855		2.0333276		3.1433594		5.9134216		7.2377515		5.6443887		4.639635		3.8758047		7.479286		5.596358		2.937267		20.020296		38.02209		12.219057		8.2864275		4.876259		44.951603		11.818953		1.5544745		4.3233914		5.248766		3.611061		3.0507503		2.2857747		5.4903007		3.5630302		Yes		Yes		Yes		CJ662884		TC432294		CJ662884 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp14g16 5', mRNA sequence [CJ662884]

		A_99_P460977		4.051662		3.576143		2.0586522		3.1069639		5.320556		5.5453506		4.225474		3.8628137		5.5067716		5.329677		5.043234		3.9006188		2.4097679		3.9155297		4.4903307		1.688626		2.7417738		3.3718352		7.914958		1.7334604		1.2688942		1.9692075		2.1668217		0.75584984		1.4551096		1.7535341		2.9845817		0.7936549		Yes		Yes		Yes		TA50057_4565		TC411141		0

		A_99_P013254		4.652612		4.631651		4.5505123		4.321556		2.8424551		3.6189415		3.6502562		2.7292316		3.1730025		2.0488725		2.4247708		3.0135605		-3.5068047		-2.0176969		-1.8663974		-3.015348		-2.7887328		-5.990924		-4.3642735		-2.475973		-1.8101571		-1.0127094		-0.90025616		-1.5923245		-1.4796097		-2.5827785		-2.1257415		-1.3079956		Yes		Yes		Yes		DR735303		TC413704		FGAS080973 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735303]

		A_99_P254581		8.953395		8.974571		9.124584		9.069993		8.89734		8.463346		8.315698		9.035943		8.758195		8.525659		8.057847		8.901108		-1.0396191		-1.4252605		-1.7518588		-1.0238824		-1.1448828		-1.3650111		-2.0946906		-1.1241895		-0.05605507		-0.5112257		-0.8088865		-0.034049988		-0.19519997		-0.44891262		-1.0667372		-0.16888523		No		Yes		Yes		TA68440_4565		TC384635		0

		A_99_P054434		7.1515527		7.8316383		8.614099		7.8381157		7.3220086		6.6264863		7.1721807		7.76289		6.483335		7.1131477		6.4723687		7.769941		1.1254141		-2.3056157		-2.7168179		-1.0535259		-1.5891086		-1.6454597		-4.4129086		-1.0483896		0.17045593		-1.205152		-1.4419179		-0.07522583		-0.66821766		-0.7184906		-2.1417298		-0.06817484		No		Yes		Yes		CA653352		0		0

		A_99_P196646		1.7273079		1.6479502		1.646499		1.6185988		2.8884637		3.3470678		4.1407027		4.5073104		6.215055		2.3942585		3.5906322		2.3041494		2.2363653		3.247023		5.634172		7.406087		22.436056		1.6774949		3.848065		1.6083156		1.1611558		1.6991177		2.4942036		2.8887115		4.487747		0.7463083		1.9441332		0.6855506		Yes		No		No		EF583940		0		Triticum aestivum pathogen-inducible ethylene-responsive element-binding protein (PIEP1) mRNA, complete cds [EF583940]

		A_99_P292521		8.053295		9.237872		8.742156		9.7483835		7.1178985		7.563164		7.8700695		8.322078		8.165608		7.909565		8.3166275		8.398595		-1.9124163		-3.192547		-1.8303081		-2.6875763		1.0809602		-2.5110786		-1.3430644		-2.5487478		-0.9353967		-1.6747079		-0.8720865		-1.4263058		0.11231327		-1.3283072		-0.42552853		-1.3497887		Yes		No		No		TA79516_4565		0		0

		A_99_P227996		1.5941263		1.5941433		1.5821565		1.5789536		1.8070812		2.173834		3.737197		1.9144807		2.087174		2.615985		4.348845		1.6559747		1.1590596		1.4945289		4.4538107		1.2618383		1.4074148		2.0305092		6.8054395		1.0548377		0.21295488		0.5796908		2.1550403		0.33552706		0.4930476		1.0218416		2.7666883		0.07702112		Yes		Yes		Yes		TA61043_4565		0		0

		A_99_P137205		2.5791438		2.4335248		2.0235784		2.0169346		2.6534262		3.4127693		3.635003		2.151928		4.769613		3.2710187		4.6957893		1.8583931		1.0528373		1.9714327		3.0555344		1.0980877		4.5645385		1.7869433		6.3740525		-1.1161582		0.07428241		0.9792445		1.6114247		0.13499331		2.190469		0.8374939		2.672211		-0.15854156		Yes		Yes		Yes		BT009225		0		Triticum aestivum clone wle1n.pk0078.d6:fis, full insert mRNA sequence [BT009225]

		A_99_P123930		7.811353		7.2637897		7.0510488		6.8578696		8.6231365		8.85974		8.11395		7.3093743		9.125659		8.022737		8.280719		7.173858		1.7553799		3.0229363		2.0891283		1.3674657		2.4868264		1.6922549		2.3451335		1.2448643		0.8117833		1.5959506		1.062901		0.4515047		1.3143058		0.7589469		1.22967		0.31598854		No		Yes		Yes		CJ920838		TC394077		CJ920838 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan12m24 5', mRNA sequence [CJ920838]

		A_99_P225411		11.232158		10.708289		9.904098		9.934607		11.5795965		12.046962		10.961581		10.428261		12.168017		11.399802		11.269787		10.258113		1.2722999		2.529185		2.081298		1.4080068		1.9130303		1.6149764		2.5769942		1.2513682		0.3474388		1.3386726		1.0574837		0.49365425		0.9358597		0.69151306		1.3656893		0.32350636		No		Yes		Yes		TA60093_4565		TC389219		Rep: UDP-D-xylose epimerase 2 - Hordeum vulgare (Barley), partial (27%) [TC389219]

		A_99_P267366		13.775833		14.50011		13.618027		13.474594		13.112332		13.6242285		11.929021		13.78294		13.841019		13.996849		12.540187		13.573785		-1.5839214		-1.8351287		-3.2243445		1.2382871		1.0462195		-1.4174135		-2.110873		1.0711724		-0.6635008		-0.8758812		-1.6890059		0.3083458		0.06518555		-0.5032606		-1.0778399		0.09919071		No		Yes		Yes		AK334976		TC385039		Triticum aestivum cDNA, clone: WT011_L02, cultivar: Chinese Spring [AK334976]

		A_99_P359951		8.541367		8.79292		9.115962		8.906022		9.911506		10.491201		10.3134165		9.65952		10.746675		9.814055		11.002792		9.689586		2.584955		3.2451413		2.2933466		1.6858755		4.6117296		2.0295155		3.698218		1.7213776		1.3701391		1.6982813		1.1974545		0.7534981		2.205308		1.0211353		1.8868303		0.7835636		Yes		Yes		Yes		TA99980_4565		TC397036		0

		A_99_P488632		3.6238067		4.376053		1.9861841		4.2212396		7.138853		8.993529		8.850292		7.125133		8.704177		9.487494		9.083203		7.285467		11.432321		24.547028		116.4937		7.484435		33.833252		34.56983		136.90385		8.364201		3.5150464		4.6174765		6.864108		2.9038935		5.08037		5.1114416		7.097019		3.0642276		Yes		Yes		Yes		CA667885		TC426498		Rep: Protein WIR1B - Triticum aestivum (Wheat), partial (65%) [TC426498]

		A_99_P349796		6.870407		7.2365956		8.937458		8.20197		6.558399		6.3243537		7.8697495		7.8395576		6.32686		6.9414215		7.998516		7.850882		-1.2414343		-1.8819678		-2.0961013		-1.2855738		-1.4575518		-1.227033		-1.9171218		-1.2755222		-0.3120079		-0.91224194		-1.0677085		-0.36241245		-0.54354715		-0.29517412		-0.93894196		-0.35108805		No		Yes		Yes		TA96696_4565		0		0

		A_99_P445357		7.5923615		7.8045754		4.955513		6.772203		6.4575443		5.966185		2.0891488		4.4556355		6.0887895		6.0938077		1.9800371		4.8959923		-2.1959074		-3.5761082		-7.292251		-4.981456		-2.8354387		-3.2733498		-7.865158		-3.6710956		-1.1348171		-1.8383904		-2.8663642		-2.3165674		-1.503572		-1.7107677		-2.9754758		-1.8762107		Yes		Yes		Yes		TC393945		TC393945		Rep: Ankyrin repeat-like protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC393945]

		A_99_P546272		4.9815803		3.579981		3.8093703		3.0502307		5.6604214		5.8904586		5.388529		4.0597687		6.843889		4.8929267		5.867321		3.9256752		1.6008533		4.960472		2.9879553		2.013266		3.635891		2.484483		4.1639442		1.8345731		0.6788411		2.3104775		1.5791585		1.0095379		1.862309		1.3129456		2.0579507		0.8754444		Yes		No		No		CD925172		TC450865		Rep: Os04g0616600 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC450865]

		A_99_P553382		3.2970886		2.476433		3.9348476		4.118189		2.9047797		7.2687206		5.911942		7.800818		3.5134811		6.679482		6.185324		8.2286415		-1.3124923		27.709097		3.9369938		12.840497		1.1618248		18.418055		4.7584		17.273071		-0.39230895		4.792288		1.9770944		3.682629		0.21639252		4.2030487		2.2504766		4.1104527		Yes		Yes		Yes		TA86600_4565		TC453571		Rep: Phosphate transporter HvPT3 - Hordeum vulgare var. distichum (Two-rowed barley), partial (69%) [TC453571]

		A_99_P236491		8.552559		8.025951		8.226219		8.231649		9.474809		9.746179		12.750533		10.631602		11.083771		9.873204		13.167903		8.868126		1.8950683		3.294883		23.011992		5.277859		5.7805705		3.5981438		30.732298		1.5545279		0.9222498		1.7202272		4.524314		2.399953		2.5312119		1.8472528		4.941684		0.6364765		Yes		Yes		Yes		TA63459_4565		0		0

		A_99_P493147		5.7892323		5.2080154		5.5613112		5.8069673		8.088735		10.903897		10.53778		8.446785		10.358651		9.285126		11.024442		8.271147		4.922879		51.835976		31.48229		6.232529		23.742811		16.878447		44.112953		5.5181303		2.2995024		5.695882		4.9764686		2.6398177		4.569419		4.0771103		5.4631305		2.4641795		Yes		Yes		Yes		TC428714		TC428714		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC428714]

		A_99_P503472		10.21197		10.001295		10.191681		9.575454		9.966018		7.8432527		9.364941		9.10606		8.703657		8.126456		8.446606		9.015246		-1.1858755		-4.4630885		-1.7736733		-1.3845276		-2.8447723		-3.6676064		-3.3521233		-1.4744811		-0.2459526		-2.1580424		-0.82674026		-0.46939373		-1.5083132		-1.8748388		-1.7450752		-0.56020737		Yes		No		No		CJ594423		TC433193		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Saccharum officinarum (Sugarcane), partial (40%) [TC433193]

		A_99_P368717		3.1757672		3.3785527		3.3933716		2.746781		2.897731		4.085686		4.7879777		3.5440266		3.9970608		3.6467078		5.9911537		3.184843		-1.2125431		1.6325572		2.6291676		1.7377801		1.7669897		1.2042668		6.053553		1.3547832		-0.27803612		0.70713353		1.3946061		0.7972455		0.8212936		0.2681551		2.5977821		0.43806195		Yes		Yes		Yes		TA102780_4565		0		0

		A_99_P331056		6.9684753		7.7816277		7.58881		6.3505797		6.9138236		9.061703		10.652565		10.208145		8.210927		7.696257		10.920053		8.944708		-1.0386083		2.4285161		8.361461		14.495824		2.3660026		-1.0609602		10.064772		6.03824		-0.054651737		1.2800751		3.063755		3.8575654		1.2424517		-0.08537054		3.3312426		2.5941281		Yes		Yes		Yes		TA90861_4565		TC370440		Rep: Ice recrystallization inhibition protein 2 precursor - Triticum aestivum (Wheat), partial (44%) [TC370440]

		A_99_P349391		2.2493744		2.88704		2.0273364		2.7888222		2.409078		2.7449887		4.8752847		2.3805733		2.705528		3.1075113		4.3385987		2.1726658		1.1170576		-1.103473		7.1997576		-1.327074		1.3718793		1.1651142		4.9631715		-1.532786		0.1597035		-0.14205122		2.8479483		-0.4082489		0.45615363		0.22047138		2.3112624		-0.61615634		No		Yes		Yes		TA96559_4565		TC440779		Rep: Phosphoglycerate mutase family protein - Oryza sativa subsp. japonica (Rice), partial (68%) [TC440779]

		A_99_P080435		6.25194		5.4907455		4.8627725		5.194402		8.061146		8.493329		8.650565		7.899098		10.038475		7.359007		8.870294		5.986551		3.5044937		8.0143385		13.811448		6.5192037		13.799416		3.6509233		16.08363		1.7316514		1.809206		3.0025835		3.7877927		2.7046957		3.7865353		1.8682613		4.007521		0.7921486		Yes		Yes		Yes		TA88925_4565		TC370231		Rep: Glutathione S-transferase GST 24 - Zea mays (Maize), partial (92%) [TC370231]

		A_99_P001196		12.353337		12.495458		11.782781		12.259644		11.0598135		11.72594		10.6660185		10.979724		11.195558		12.104421		10.3786125		12.31524		-2.4512606		-1.7047		-2.1685972		-2.4282544		-2.231138		-1.3113357		-2.6466513		1.0392886		-1.2935238		-0.7695179		-1.1167622		-1.2799196		-1.1577797		-0.391037		-1.4041681		0.05559635		Yes		No		No		TA65242_4565		TC454754		Rep: Enzymatic resistance protein - Glycine max (Soybean), partial (73%) [TC454754]

		A_99_P442947		13.264667		12.734775		11.3858		11.968624		11.971677		11.546496		10.390094		10.132788		11.856785		12.078869		10.36763		11.814209		-2.4503531		-2.2788062		-1.9940568		-3.569783		-2.6534727		-1.5756048		-2.0253487		-1.1129704		-1.2929897		-1.1882782		-0.99570656		-1.8358364		-1.4078817		-0.6559057		-1.0181704		-0.15441513		Yes		No		No		CK215076		TC398619		Rep: Photosystem I reaction center subunit III, chloroplast precursor - Hordeum vulgare (Barley), partial (89%) [TC398619]

		A_99_P508692		5.1447773		4.7966223		5.0036435		6.062063		7.4565997		9.361653		9.104177		8.198413		8.570909		8.360133		9.343622		9.0016985		4.965099		23.67071		17.154724		4.3964825		10.749005		11.82289		20.251806		7.672173		2.3118224		4.565031		4.100534		2.1363497		3.4261312		3.563511		4.3399787		2.9396353		Yes		No		No		CD883861		TC435490		0

		A_99_P044550		4.131853		4.934831		5.2953267		4.879067		4.2243924		3.3179455		4.371907		3.6972752		3.7087605		3.853028		3.700013		3.1617944		1.0662452		-3.0671222		-1.8966053		-2.2685835		-1.3407986		-2.11668		-3.0216024		-3.2881417		0.09253931		-1.6168857		-0.9234195		-1.1817918		-0.4230926		-1.0818031		-1.5953138		-1.7172725		Yes		No		No		CA605009		0		wr1.pk0050.e9 wr1 Triticum aestivum cDNA clone wr1.pk0050.e9 5' end, mRNA sequence [CA605009]

		A_99_P453647		3.2711823		3.8294003		2.8481953		4.571646		3.966544		6.0932083		6.4744277		5.9339614		4.5067253		5.4288745		6.3204536		5.5803127		1.6192902		4.8025746		12.34823		2.5709743		2.3546996		3.0303285		11.098235		2.0120504		0.6953616		2.263808		3.6262324		1.3623152		1.235543		1.5994742		3.4722583		1.0086665		Yes		No		No		TC406194		TC406194		Rep: FAS2 - Glycine max (Soybean), partial (11%) [TC406194]

		A_99_P237196		8.886854		9.526536		8.694913		10.237049		10.13664		13.512386		12.769554		10.090945		10.880791		12.573769		12.771329		10.1190605		2.3780606		15.8438425		16.849586		-1.106577		3.9832237		8.266248		16.870327		-1.0852208		1.2497854		3.9858503		4.074641		-0.14610386		1.9939365		3.0472326		4.076416		-0.11798859		Yes		Yes		Yes		TA63636_4565		TC401677		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), complete [TC401677]

		A_99_P288676		2.88922		3.1059153		2.9212825		2.7988787		4.0027184		4.578259		4.6254296		4.4834814		5.1182885		4.730124		4.6300817		3.656244		2.163697		2.7747228		3.2583625		3.2145188		4.6883116		3.0827303		3.268886		1.8117267		1.1134984		1.4723437		1.7041471		1.6846027		2.2290685		1.6242087		1.7087991		0.85736537		Yes		No		No		TA78426_4565		TC402081		Rep: Mannan endo-1,4-beta-mannosidase 2 precursor - Oryza sativa subsp. japonica (Rice), partial (23%) [TC402081]

		A_99_P356086		6.8653855		6.5764465		5.5923867		4.782129		7.4899535		8.666764		7.0667267		5.429317		8.322343		7.7485604		7.54334		5.344724		1.5417491		4.2584186		2.778565		1.5661129		2.7452877		2.2534163		3.8662996		1.4769238		0.624568		2.0903177		1.47434		0.6471882		1.4569573		1.1721139		1.9509535		0.56259537		Yes		Yes		Yes		TA98674_4565		TC381546		0

		A_99_P540507		9.087443		8.611728		7.541491		7.46687		7.619394		7.307902		6.9309983		6.7985587		7.7161694		7.995503		7.0152726		7.6602807		-2.7664762		-2.4688272		-1.5267805		-1.5892115		-2.5869892		-1.5328587		-1.4401493		1.143464		-1.4680495		-1.3038259		-0.6104927		-0.6683111		-1.371274		-0.61622477		-0.5262184		0.19341087		Yes		No		No		TC448660		TC448660		Rep: Pituitary tumor-transforming 1 interacting protein - Bos taurus (Bovine), partial (8%) [TC448660]

		A_99_P358731		4.1689935		4.6219444		3.6518824		4.3686004		3.8225498		4.1712155		5.3408866		4.934068		3.3210905		4.3598766		4.9607873		4.94591		-1.2714226		-1.3667306		3.2243407		1.4798673		-1.7998829		-1.1991962		2.477534		1.4920642		-0.34644365		-0.4507289		1.6890042		0.56546783		-0.847903		-0.2620678		1.3089049		0.5773096		No		Yes		Yes		TA99575_4565		TC395205		Rep: Chromosome chr2 scaffold_97, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC395205]

		A_99_P032959		8.416886		7.8256545		10.711831		8.722444		9.47876		11.586227		11.919097		9.675019		10.741311		8.559242		12.534969		9.280079		2.0876408		13.553306		2.3089962		1.9353248		5.0086603		1.662769		3.5385008		1.4718548		1.0618734		3.760573		1.2072659		0.9525757		2.3244247		0.73358774		1.8231382		0.5576353		Yes		Yes		Yes		TA82924_4565		TC432873		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC432873]

		A_99_P319506		4.977739		4.5526576		5.299904		4.793916		4.570608		4.1147647		4.6435256		3.7882957		3.4604073		3.5273316		3.2100115		3.432223		-1.3260459		-1.3546244		-1.576121		-2.0078068		-2.8626108		-2.0354192		-4.257163		-2.569866		-0.40713072		-0.4378929		-0.65637827		-1.0056205		-1.5173316		-1.025326		-2.0898924		-1.3616931		Yes		No		No		CJ572121		0		CJ572121 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok14j03 3', mRNA sequence [CJ572121]

		A_99_P200691		12.71431		13.003029		12.694114		12.73689		12.623723		12.042401		11.633311		12.42873		12.047412		12.573731		11.73119		12.657374		-1.0648031		-1.9461563		-2.0860915		-1.2381275		-1.5876553		-1.3465776		-1.9492565		-1.056663		-0.09058666		-0.96062756		-1.0608025		-0.30815983		-0.6668978		-0.42929745		-0.962924		-0.07951546		No		Yes		Yes		TA51160_4565		TC390663		Rep: Homeodomain leucine zipper protein 16 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC390663]

		A_99_P447497		5.6518116		6.1749454		5.6106925		5.8429437		6.3377914		6.818254		6.4283977		6.2841945		6.2449074		6.588493		6.752684		6.224709		1.6087942		1.561907		1.7626001		1.357781		1.5084802		1.331957		2.2068546		1.3029352		0.68597984		0.64330864		0.81770515		0.4412508		0.5930958		0.41354752		1.1419916		0.38176537		No		Yes		Yes		TC401949		TC401949		Rep: Os08g0107000 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC401949]

		A_99_P191147		8.153237		8.745204		8.276019		9.264779		9.769525		12.593879		11.850154		9.154796		10.461801		11.472539		11.79391		9.170157		3.0658503		14.406768		11.910275		-1.0792159		4.9538946		6.622312		11.454884		-1.0677854		1.6162872		3.8486748		3.5741348		-0.109983444		2.3085632		2.727335		3.517891		-0.09462166		Yes		Yes		Yes		AF262981		TC399539		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P342241		9.061046		8.369745		8.526665		8.924348		8.112036		7.4571033		7.224718		7.8152223		8.209746		7.8584456		7.1291537		8.606274		-1.9305472		-1.8824897		-2.4656134		-2.1571486		-1.804125		-1.4253336		-2.634467		-1.2466654		-0.9490099		-0.912642		-1.3019466		-1.1091256		-0.8512993		-0.5112996		-1.397511		-0.31807423		Yes		Yes		Yes		TA94274_4565		TC417464		Rep: Ribosomal protein L1 - Vitis vinifera (Grape), partial (18%) [TC417464]

		A_99_P426292		4.389651		4.386733		3.631363		3.0304098		4.3942723		4.8478794		4.897426		4.3382897		4.9616165		4.7555547		5.1532946		4.7411046		1.0032085		1.3766352		2.4050438		2.4757745		1.4865476		1.2912977		2.871753		3.2731843		0.0046215057		0.46114635		1.2660632		1.3078799		0.5719657		0.36882162		1.5219316		1.7106948		Yes		No		No		TC385680		TC385680		Rep: Molybdenum cofactor biosynthesis protein Cnx1 - Hordeum vulgare (Barley), partial (69%) [TC385680]

		A_99_P353706		4.975373		5.4651427		5.0399575		3.9413617		3.2939231		5.002949		3.8718488		2.988675		4.358458		5.106409		4.151646		4.092214		-3.207501		-1.3776348		-2.247169		-1.9354734		-1.533592		-1.2822999		-1.8510083		1.1102253		-1.6814497		-0.4621935		-1.1681087		-0.95268655		-0.61691475		-0.35873365		-0.8883114		0.15085244		Yes		No		No		TA97904_4565		TC380005		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (58%) [TC380005]

		A_99_P416712		5.4989796		6.7556844		7.198295		7.066898		5.2105384		5.656649		6.758886		6.6181774		4.915296		5.9990335		7.1218987		6.778669		-1.2213199		-2.142114		-1.356049		-1.3648292		-1.4986708		-1.6895639		-1.0543811		-1.2211403		-0.28844118		-1.0990353		-0.43940926		-0.44872046		-0.5836835		-0.7566509		-0.076396465		-0.288229		No		Yes		Yes		TC377883		TC377883		Rep: Os01g0118600 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC377883]

		A_99_P327656		4.245379		5.062287		3.526811		4.231259		4.564094		5.5737777		5.7755494		5.639185		4.8736057		5.690872		5.649465		5.1036186		1.2472192		1.4255226		4.752671		2.6535544		1.5456641		1.5460483		4.354944		1.8306547		0.3187151		0.5114908		2.2487385		1.4079261		0.62822676		0.62858534		2.1226542		0.87235975		Yes		No		No		TA89843_4565		TC424396		0

		A_99_P236376		12.082184		11.154651		11.608804		11.546288		13.369731		13.733105		16.741564		14.638833		14.672006		14.083404		17.08059		12.798884		2.4411266		5.972993		35.084454		8.529999		6.020243		7.614519		44.378395		2.3826993		1.2875471		2.578454		5.13276		3.0925455		2.5898218		2.928753		5.4717855		1.2525969		Yes		Yes		Yes		CK161960		TC406452		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P347706		2.620497		1.8157644		1.8708237		2.205934		3.4779942		4.3909464		4.247584		2.6313236		5.764749		3.9693947		4.466444		2.2521858		1.8118923		5.959461		5.1936903		1.3429351		8.841261		4.44946		6.044488		1.0325787		0.8574972		2.575182		2.37676		0.42538953		3.144252		2.1536303		2.5956202		0.046251774		Yes		Yes		Yes		TA96014_4565		TC438643		0

		A_99_P046022		2.2561836		3.648304		4.6268396		5.512694		2.026242		2.1553533		2.5021086		5.781837		1.9503975		3.4078808		1.764575		4.623922		-1.1727874		-2.8146405		-4.361218		1.2050918		-1.236092		-1.1813391		-7.271559		-1.8515995		-0.2299416		-1.4929507		-2.124731		0.2691431		-0.30578613		-0.2404232		-2.8622646		-0.888772		No		Yes		Yes		CJ660185		TC380144		CJ660185 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg3c07 5', mRNA sequence [CJ660185]

		A_99_P462122		5.523627		4.5136614		7.6248226		6.767334		7.000435		5.9786115		7.4412837		8.163894		6.408991		5.7098365		7.464833		7.299728		2.7833226		2.7605393		-1.1356663		2.6327302		1.8472307		2.291314		-1.1172793		1.4463272		1.4768081		1.4649501		-0.18353891		1.3965597		0.88536406		1.1961751		-0.15998983		0.53239393		Yes		No		No		TC411905		TC411905		Rep: NADH-ubiquinone oxidoreductase chain 4 - Todarodes pacificus (Japanese flying squid), partial (5%) [TC411905]

		A_99_P455342		4.2500205		4.89071		4.24735		5.74978		2.0638082		2.0428982		2.5642087		2.5000184		2.6411002		3.4413474		2.5751219		4.296557		-4.5510907		-7.1990757		-3.2112644		-9.512087		-3.0502348		-2.7308736		-3.1870646		-2.7381914		-2.1862123		-2.8478117		-1.6831415		-3.2497618		-1.6089203		-1.4493625		-1.6722283		-1.4532232		Yes		No		No		0		0		0

		A_99_P102205		7.3515906		7.2246933		7.03714		7.1885242		6.7579		6.3042827		5.6341286		6.8721185		6.9868507		6.63042		5.8818345		6.5105286		-1.5091021		-1.892654		-2.64453		-1.2452245		-1.2876495		-1.5097117		-2.2273147		-1.5999155		-0.5936904		-0.92041063		-1.4030113		-0.31640577		-0.3647399		-0.5942731		-1.1553054		-0.6779957		No		Yes		Yes		CD935440		TC408951		OV.101I18F010201 OV Triticum aestivum cDNA clone OV101I18, mRNA sequence [CD935440]

		A_99_P416872		12.0785055		11.758358		11.93367		11.41994		12.098712		12.96991		13.450249		12.053406		13.391259		12.1037445		13.6943245		11.729317		1.0141046		2.3158658		2.8611174		1.5512872		2.4841523		1.2704914		3.388518		1.2391722		0.020206451		1.2115517		1.5165787		0.63346577		1.3127537		0.3453865		1.7606544		0.30937672		No		Yes		Yes		AK333153		TC378008		Triticum aestivum cDNA, clone: WT005_M10, cultivar: Chinese Spring [AK333153]

		A_99_P184787		8.39582		7.946673		7.8114676		7.658003		5.51809		4.4987664		5.3277173		3.0143883		5.097876		5.3108582		4.999211		5.691363		-7.349927		-10.912476		-5.5934963		-24.995817		-9.835126		-6.2152596		-7.0238247		-3.9085677		-2.87773		-3.4479065		-2.4837503		-4.643615		-3.2979436		-2.6358147		-2.8122568		-1.96664		Yes		Yes		Yes		CJ865862		0		CJ865862 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal27d16 3', mRNA sequence [CJ865862]

		A_99_P482857		14.08508		14.649762		14.182919		14.205898		12.668446		13.508354		13.055275		12.823486		12.6463585		13.999484		12.714513		14.124199		-2.6696203		-2.205962		-2.1850157		-2.6070387		-2.7108057		-1.5694706		-2.7671595		-1.0582639		-1.4166346		-1.141408		-1.1276436		-1.382412		-1.4387217		-0.6502781		-1.4684057		-0.08169937		Yes		No		No		TA64269_4565		TC418787		0

		A_99_P443907		13.685979		13.618729		13.699557		14.503098		13.886479		14.520579		16.051619		14.764465		14.112432		14.06807		16.167162		14.839334		1.149097		1.8684614		5.1055317		1.1986146		1.343925		1.3654171		5.5312467		1.2624586		0.20050049		0.9018507		2.3520613		0.2613678		0.42645264		0.44934177		2.4676046		0.336236		No		Yes		Yes		CJ542366		TC399314		Rep: Cobalamin-independent methionine synthase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (64%) [TC399314]

		A_99_P164012		6.1696362		6.1645026		6.355824		6.1852546		5.6800513		5.447639		5.77432		5.146551		5.3615527		5.2663703		5.1622586		4.92275		-1.4040408		-1.643605		-1.4964083		-2.0543807		-1.750884		-1.8636518		-2.2871728		-2.3991187		-0.48958492		-0.71686363		-0.58150387		-1.0387034		-0.80808353		-0.8981323		-1.1935654		-1.2625046		Yes		No		No		CK206097		0		FGAS017673 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206097]

		A_99_P204271		10.157336		10.027505		10.150656		9.650355		11.149373		12.021287		11.607673		10.2316475		11.656731		10.767175		11.309392		10.124432		1.9889911		3.9827971		2.7454011		1.4961888		2.8272402		1.6697936		2.2326176		1.3890285		0.9920368		1.993782		1.457017		0.58129215		1.4993944		0.7396698		1.1587362		0.47407627		Yes		Yes		Yes		TA52326_4565		TC453274		0

		A_99_P528162		11.44592		12.192658		8.821166		11.590961		10.534654		10.848983		8.416311		10.361698		9.93061		11.430787		7.148935		11.287125		-1.8806956		-2.537971		-1.3239557		-2.3444724		-2.858603		-1.6956887		-3.187071		-1.2344229		-0.9112663		-1.3436756		-0.40485477		-1.2292633		-1.5153103		-0.76187134		-1.6722312		-0.30383682		Yes		Yes		Yes		CA632669		TC443648		0

		A_99_P426547		3.7918055		2.8067017		2.59941		4.0765505		4.567874		6.5219426		7.9490943		7.0350976		7.0806365		6.0635986		8.252463		7.2101974		1.7124578		13.134059		40.777016		7.7734075		9.7732		9.559247		50.319767		8.776507		0.77606845		3.715241		5.3496842		2.958547		3.288831		3.256897		5.6530533		3.133647		Yes		Yes		Yes		0		0		0

		A_99_P244461		7.5458503		6.590658		7.239509		7.649919		7.450283		6.4176674		6.4403725		7.2943287		7.103058		6.0889993		6.1548786		7.497837		-1.0684854		-1.1273932		-1.7400595		-1.2795091		-1.3592327		-1.4158406		-2.1208322		-1.1111718		-0.09556723		-0.1729908		-0.79913664		-0.35559034		-0.44279242		-0.5016589		-1.0846305		-0.15208197		No		Yes		Yes		TA65607_4565		TC428665		Rep: Nuclease I - Hordeum vulgare (Barley), partial (63%) [TC428665]

		A_99_P156377		5.787435		6.0618777		5.3599477		6.2592998		5.2204		3.7698815		4.034545		5.485494		4.680657		5.240099		3.6053371		6.0610547		-1.481476		-4.8973327		-2.5060284		-1.709774		-2.1536415		-1.767584		-3.3743522		-1.1473019		-0.5670352		-2.2919962		-1.3254027		-0.7738056		-1.1067781		-0.8217788		-1.7546105		-0.19824505		Yes		No		No		CK166064		TC397006		FGAS050115 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166064]

		A_99_P312761		5.195485		4.0625815		4.97446		6.213196		7.354992		9.399818		8.23556		8.22219		7.403792		8.187897		8.596534		8.737817		4.467621		40.42671		9.587138		4.025015		4.621326		17.451937		12.312686		5.7542224		2.1595068		5.337237		3.2611003		2.008994		2.2083068		4.125315		3.6220737		2.524621		Yes		Yes		Yes		TA85441_4565		0		0

		A_99_P316331		10.0738945		10.618007		10.343621		10.697362		9.803818		9.562938		8.979831		9.726232		9.754452		10.218652		9.269621		9.667351		-1.2058719		-2.0778174		-2.5736048		-1.960376		-1.2478485		-1.3189181		-2.1052628		-2.04204		-0.27007675		-1.055069		-1.3637905		-0.9711304		-0.31944275		-0.39935493		-1.0740004		-1.0300112		No		Yes		Yes		TA86479_4565		TC376437		0

		A_99_P484237		6.2394843		7.946016		6.335462		5.6772866		7.3994293		11.279054		11.974582		10.396037		9.663274		9.3195715		12.309087		9.185365		2.2344892		10.077304		49.836113		26.332096		10.731572		2.5910838		62.840584		11.377235		1.159945		3.3330379		5.6391196		4.7187505		3.4237895		1.3735557		5.9736247		3.508078		Yes		Yes		Yes		TC424317		TC424317		Rep: Os03g0789400 protein - Oryza sativa subsp. japonica (Rice), partial (19%) [TC424317]

		A_99_P272881		10.836636		10.191681		10.815471		10.928886		10.385714		9.2007885		9.856835		10.308205		10.424628		9.586788		9.748805		10.5989275		-1.3669136		-1.987414		-1.9434707		-1.5376016		-1.3305358		-1.5208657		-2.0945868		-1.2569776		-0.450922		-0.9908924		-0.95863533		-0.62068176		-0.41200733		-0.60489273		-1.0666656		-0.32995892		No		Yes		Yes		TA73784_4565		TC435326		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC435326]

		A_99_P408467		7.7950478		7.935221		7.515238		7.47982		8.273284		8.527982		8.518617		8.044801		8.344277		8.464183		8.591641		7.811737		1.3930396		1.5081297		2.0046897		1.479368		1.4633042		1.4428903		2.1087728		1.258685		0.4782362		0.59276056		1.0033789		0.564981		0.5492296		0.52896166		1.0764036		0.3319173		No		Yes		Yes		BQ483466		TC370543		Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC370543]

		A_99_P206711		9.109406		8.893592		9.271443		8.89346		10.5532675		11.324645		15.262448		12.420117		11.797725		12.062542		15.440814		11.33785		2.7204795		5.3928695		63.602207		11.524698		6.4456162		8.99392		71.972336		5.442952		1.443861		2.4310532		5.991005		3.526657		2.6883183		3.16895		6.1693707		2.4443893		Yes		Yes		Yes		TA53077_4565		0		0

		A_99_P424592		1.8140918		1.8465376		2.0310786		1.9041525		3.388156		3.5169747		2.8893917		4.599572		2.9411964		3.1080475		2.1158555		1.7590779		2.977423		3.1831102		1.8129172		6.477422		2.1841996		2.3974652		1.0605237		-1.1057879		1.5740641		1.6704371		0.8583131		2.6954198		1.1271046		1.2615099		0.08477688		-0.1450746		Yes		No		No		DR740289		TC384398		Rep: Cold acclimation protein WCOR410c - Triticum aestivum (Wheat), partial (96%) [TC384398]

		A_99_P288061		1.7855992		1.913098		2.000311		2.152626		1.9492835		2.1799252		4.7901897		1.6417202		1.7819141		1.9763385		4.443981		1.9097923		1.120144		1.203159		6.915717		-1.4249446		-1.0025576		1.0448099		5.44024		-1.1833147		0.16368425		0.26682723		2.7898788		-0.51090586		-0.0036851168		0.06324053		2.4436703		-0.24283373		No		Yes		Yes		TA78245_4565		TC381717		Rep: Bowman-Birk type proteinase inhibitor II-4 - Triticum aestivum (Wheat), partial (96%) [TC381717]

		A_99_P061953		14.826726		14.887837		14.132484		14.028943		13.946782		13.826538		12.883243		12.694225		13.683473		14.206032		12.609876		14.109543		-1.8403037		-2.08681		-2.3771646		-2.5222614		-2.2087855		-1.6041461		-2.873101		1.0574576		-0.87994385		-1.0612993		-1.2492418		-1.3347178		-1.1432533		-0.6818056		-1.5226088		0.080599785		Yes		No		No		AK334083		TC377328		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P194163		9.590615		9.451923		9.822761		9.756362		9.809566		10.238044		10.791715		9.577605		9.914056		9.760497		10.888023		9.757009		1.1638864		1.724431		1.9574211		-1.131908		1.2513112		1.2384827		2.092551		1.0004482		0.21895027		0.7861204		0.9689541		-0.17875671		0.32344055		0.30857372		1.0652628		6.47E-04		No		Yes		Yes		CJ833718		TC417342		CJ833718 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal4c03 5', mRNA sequence [CJ833718]

		A_99_P289841		1.6869437		1.7288185		2.1622686		1.6878115		1.9526166		2.7952373		5.056702		3.1426191		2.2432213		1.7272483		5.319842		3.5464294		1.2021967		2.0942283		7.435519		2.7412		1.4704703		-1.001089		8.923274		3.6266007		0.26567292		1.0664188		2.8944335		1.4548076		0.55627763		-0.0015702248		3.1575732		1.8586179		Yes		Yes		Yes		TA78755_4565		TC406819		Rep: LigA - Methylobacterium sp. 4-46, partial (4%) [TC406819]

		A_99_P058011		6.153702		5.9536414		6.9941635		7.1256013		10.0216875		13.9301		13.320561		9.870809		12.420022		11.048023		13.729214		9.621989		14.6009035		251.85666		80.248245		6.7048607		76.97511		34.163452		106.52515		5.6427093		3.8679857		7.976459		6.326398		2.7452073		6.26632		5.094382		6.73505		2.496388		Yes		Yes		Yes		CA625758		0		wl1n.pk0141.d11 wl1n Triticum aestivum cDNA clone wl1n.pk0141.d11 5' end, mRNA sequence [CA625758]

		A_99_P346226		9.810424		11.268138		11.066529		11.218368		8.965774		10.164922		8.911407		11.324758		9.351029		10.554015		9.012347		11.079605		-1.7958294		-2.148331		-4.4540625		1.076531		-1.3749646		-1.6404854		-4.153081		-1.1009604		-0.84465027		-1.1032162		-2.1551218		0.10639		-0.45939445		-0.7141228		-2.054182		-0.13876247		No		Yes		Yes		TA95566_4565		TC450816		0

		A_99_P260166		12.619964		12.501294		11.7179365		11.346175		11.433032		11.344029		10.54429		9.859209		11.136058		11.80989		10.418946		11.086387		-2.2766802		-2.2303417		-2.2558122		-2.802989		-2.7970495		-1.6148547		-2.460566		-1.1973032		-1.1869316		-1.1572647		-1.1736469		-1.4869661		-1.4839058		-0.69140434		-1.2989902		-0.2597885		Yes		No		No		X07780		TC368647		Wheat mRNA for fructose-1,6-bisphosphatase (EC 3.1.3.11) [X07780]

		A_99_P179441		10.475762		10.739987		9.640868		9.55178		9.119971		9.680253		9.253776		8.1025		9.011444		9.977836		8.637488		9.358264		-2.559374		-2.0845478		-1.3077552		-2.730717		-2.7593305		-1.6960182		-2.004691		-1.143547		-1.3557911		-1.0597343		-0.3870926		-1.4492798		-1.4643183		-0.7621517		-1.0033798		-0.19351578		Yes		No		No		TC436287		TC436287		0

		A_99_P415647		12.132516		12.440454		12.213281		11.367203		11.690029		12.114723		12.729485		12.788381		11.984033		12.715419		13.695842		12.703801		-1.3589447		-1.2532988		1.4301871		2.6780407		-1.1084036		1.209965		2.7944436		2.5255513		-0.44248676		-0.32573032		0.5162039		1.4211779		-0.14848328		0.2749653		1.4825611		1.3365984		No		Yes		Yes		TA64531_4565		TC376991		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC376991]

		A_99_P026792		5.776979		6.6396174		7.042024		7.5051155		4.9574766		4.674697		6.702189		5.4975243		4.5536613		5.062559		5.2246823		6.450809		-1.7647971		-3.903912		-1.265612		-4.021103		-2.3348303		-2.9836087		-3.5243125		-2.0767198		-0.81950235		-1.9649205		-0.33983517		-2.0075912		-1.2233176		-1.5770583		-1.8173418		-1.0543065		Yes		No		No		BJ244124		TC430743		BJ244124 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf14f13 5', mRNA sequence [BJ244124]

		A_99_P276961		5.621422		5.225109		6.2078137		6.535912		4.670983		4.0301547		4.3059306		5.51461		5.2886586		4.5678587		4.1878295		5.357336		-1.9324605		-2.289376		-3.7370067		-2.0297503		-1.2594233		-1.577074		-4.055794		-2.2635324		-0.950439		-1.1949544		-1.9018831		-1.0213022		-0.3327632		-0.6572504		-2.0199842		-1.178576		Yes		Yes		Yes		TA75006_4565		0		0

		A_99_P415377		16.87692		17.035442		16.596336		15.776437		16.268703		16.454796		15.029121		14.487591		16.282724		16.65697		15.316709		15.815589		-1.5243744		-1.4955193		-2.9633212		-2.4433255		-1.5096314		-1.2999655		-2.4277635		1.0275098		-0.60821724		-0.5806465		-1.567215		-1.288846		-0.5941963		-0.37847328		-1.2796278		0.039152145		Yes		No		No		TA56061_4565		TC379050		0

		A_99_P484822		9.736202		9.182788		8.809079		9.094059		9.459744		9.859595		10.338935		10.257436		9.820239		10.134021		10.46672		10.312417		-1.2112174		1.5985982		2.8875697		2.2398107		1.0599798		1.9335244		3.155001		2.3268175		-0.2764578		0.6768074		1.5298557		1.1633768		0.08403683		0.9512329		1.6576405		1.218358		No		Yes		Yes		TA62640_4565		TC424611		0

		A_99_P152637		4.43799		4.839233		5.175572		4.5348115		8.627202		10.244933		10.266003		7.97689		10.690089		8.139636		10.5155525		7.0881076		18.24225		42.391415		34.070015		10.868483		76.22007		9.851908		40.503666		5.869738		4.189212		5.4057		5.0904307		3.4420786		6.252099		3.300403		5.3399806		2.553296		Yes		Yes		Yes		CJ858652		TC427816		CJ858652 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal5i18 5', mRNA sequence [CJ858652]

		A_99_P548982		5.4978967		4.2735596		4.549988		5.9412		4.951455		5.625618		6.66281		6.5945287		5.7448306		5.3256454		6.7927437		6.4642425		-1.4604789		2.5527608		4.3253655		1.5727931		1.1866825		2.0735257		4.733003		1.4369826		-0.54644156		1.3520584		2.112822		0.6533289		0.24693394		1.0520859		2.242756		0.5230427		Yes		Yes		Yes		CJ525302		TC451881		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC451881]

		A_99_P252956		10.227227		10.44489		9.873793		9.775931		11.07179		11.91541		11.38392		10.276938		12.161224		11.518275		11.756402		10.013474		1.7957201		2.7712176		2.8483512		1.4152011		3.8211243		2.1043653		3.687414		1.1789832		0.84456253		1.47052		1.5101271		0.5010071		1.9339972		1.0733852		1.8826094		0.2375431		Yes		Yes		Yes		TA67960_4565		TC451279		Rep: Intracellular chloride channel - Medicago truncatula (Barrel medic), partial (17%) [TC451279]

		A_99_P392872		5.659813		4.8867126		5.824741		5.7603326		5.1840844		4.1613216		4.7191215		5.6132445		5.185276		4.6784167		4.9035115		5.901243		-1.3906202		-1.6533486		-2.1519125		-1.1073321		-1.3894721		-1.1553227		-1.8937283		1.1026008		-0.4757285		-0.7253909		-1.1056194		-0.14708805		-0.4745369		-0.20829582		-0.92122936		0.14091063		No		Yes		Yes		TA108696_4565		TC386775		Rep: SGT1-1 - Triticum aestivum (Wheat), partial (22%) [TC386775]

		A_99_P426497		3.974332		3.5095322		1.7565614		2.082692		5.1084504		4.1762233		2.4706247		5.2533092		3.8804722		3.9054058		3.0816643		2.0900238		2.1948438		1.5874279		1.6404178		9.00432		-1.0672218		1.3157392		2.5055077		1.005095		1.1341183		0.66669106		0.7140633		3.1706173		-0.09385991		0.39587355		1.3251029		0.007331848		Yes		No		No		TC385831		TC385831		0

		A_99_P477787		11.293655		11.038539		11.766711		11.238898		11.1492195		11.099754		10.742427		10.998132		11.288455		11.132133		11.072968		11.047283		-1.1052984		1.0433444		-2.03395		-1.1816204		-1.0036111		1.0670247		-1.6174753		-1.1420416		-0.14443588		0.0612154		-1.0242844		-0.24076653		-0.005200386		0.0935936		-0.6937437		-0.1916151		No		Yes		Yes		TC420917		TC420917		0

		A_99_P512297		9.351036		8.71354		6.759073		8.404176		9.933084		9.583002		9.473798		9.515449		10.347474		9.61356		9.774013		9.464135		1.4969722		1.8269814		6.5646815		2.1603615		1.9950682		1.8660914		8.083274		2.084873		0.58204746		0.869462		2.714725		1.1112728		0.996438		0.90001965		3.0149398		1.0599594		Yes		Yes		Yes		TC437075		TC437075		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC437075]

		A_99_P396107		8.400127		7.706713		6.8619385		7.133524		8.820526		9.492082		9.07613		8.282752		9.557973		8.537166		9.173219		8.077699		1.3382974		3.4470649		4.6402144		2.217952		2.2312398		1.778243		4.963233		1.924088		0.4203987		1.7853684		2.2141914		1.1492281		1.1578455		0.83045244		2.3112803		0.94417477		Yes		Yes		Yes		TA109476_4565		TC457489		Rep: Siroheme synthase [Includes: Uroporphyrin-III C-methyltransferase; Urogen III methylase; Uroporphyrinogen IIImethylase; Precorrin-2 dehydrogenase; Sirohydrochlorin ferrochelatase] - Bordetella petrii, partial (6%) [TC457489]

		A_99_P444937		1.8998394		1.8543729		3.4325082		3.7505443		2.7095268		4.988932		5.802819		5.6745887		4.8148885		3.4311132		6.0347104		5.8234763		1.7528316		8.782059		5.170524		3.794854		7.542533		2.9829512		6.072128		4.207409		0.8096874		3.1345592		2.3703105		1.9240444		2.915049		1.5767404		2.6022022		2.072932		Yes		No		No		TC400093		TC400093		Rep: HGWP repeat containing protein-like - Oryza sativa subsp. japonica (Rice), partial (3%) [TC400093]

		A_99_P334651		6.8059897		8.298057		10.049516		9.03532		5.3010373		7.061751		9.497861		8.017274		6.7205644		7.043553		9.034714		8.895231		-2.8381531		-2.3559449		-1.465766		-2.0251746		-1.0610006		-2.3858507		-2.0206256		-1.1019732		-1.5049524		-1.2363057		-0.5516548		-1.0180464		-0.08542538		-1.2545037		-1.014802		-0.14008904		Yes		No		No		TA91953_4565		TC406882		0

		A_99_P227357		13.278136		12.072612		11.128385		11.590032		11.484776		10.551415		9.565501		8.98095		11.779373		11.459099		9.967999		11.422742		-3.466214		-2.8702898		-2.9544373		-6.1011505		-2.826003		-1.5299802		-2.2351708		-1.122947		-1.7933607		-1.5211964		-1.5628834		-2.6090813		-1.4987631		-0.613513		-1.1603851		-0.16728973		Yes		No		No		TA60796_4565		0		0

		A_99_P211671		5.7705154		6.062078		3.401076		5.3603444		8.767724		10.281501		13.577998		10.876187		9.940951		10.63495		13.033584		8.7329035		7.984536		18.628283		1157.6006		45.754536		18.006376		23.799704		793.73157		10.357178		2.9972086		4.219423		10.176922		5.515843		4.170436		4.5728717		9.632507		3.372559		Yes		Yes		Yes		TA54666_4565		TC380557		Rep: Class I chitinase - Triticum aestivum (Wheat), complete [TC380557]

		A_99_P070745		4.383635		4.283919		4.822552		4.3057265		3.441577		3.6501513		3.0202837		2.7835417		3.1834745		3.1708624		3.5941126		2.7759886		-1.921267		-1.5516118		-3.487682		-2.872257		-2.2976522		-2.1630342		-2.3431342		-2.8873339		-0.9420581		-0.6337676		-1.8022685		-1.5221848		-1.2001605		-1.1130564		-1.2284396		-1.529738		Yes		No		No		CD491398		0		WHE3086_F08_L16ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3086_F08_L16, mRNA sequence [CD491398]

		A_99_P262611		3.5033348		4.814356		5.167772		4.892096		4.0675945		4.4678135		3.1268215		5.141329		4.215132		3.8731241		3.453783		4.5210805		1.4786286		-1.2715096		-4.115165		1.1885749		1.6378435		-1.920167		-3.280666		-1.2932628		0.56425977		-0.34654236		-2.0409503		0.24923277		0.7117975		-0.9412317		-1.7139888		-0.37101555		No		Yes		Yes		TA70734_4565		TC383379		0

		A_99_P472482		6.9435196		6.344629		6.505859		6.5765514		7.8256516		8.189737		7.501919		7.2112713		7.73321		7.5410347		7.927422		7.588598		1.8430971		3.5927997		1.9945453		1.5526363		1.7287036		2.2916803		2.678756		2.0167696		0.88213205		1.8451085		0.9960599		0.63471985		0.7896905		1.1964059		1.4215631		1.0120463		Yes		Yes		Yes		TC418014		TC418014		0

		A_99_P073830		10.241969		10.355119		10.0495615		9.453864		9.069001		8.215196		8.573216		8.763545		8.348706		9.616252		8.339859		9.736129		-2.2547507		-4.4073853		-2.7824295		-1.6136403		-3.714744		-1.6688645		-3.2709336		1.2161024		-1.1729679		-2.139923		-1.4763451		-0.69031906		-1.8932629		-0.7388668		-1.7097025		0.2822647		Yes		No		No		AK334720		0		Triticum aestivum cDNA, clone: WT010_N01, cultivar: Chinese Spring [AK334720]

		A_99_P124265		2.7682886		3.0868886		2.0479698		4.399473		5.05638		4.065777		5.303082		6.7088413		6.6304646		2.3625784		5.59487		6.9550557		4.8840947		1.9709461		9.547428		4.9566593		14.542223		-1.6521105		11.687547		5.879048		2.2880912		0.9788883		3.2551122		2.3093681		3.862176		-0.72431016		3.5469003		2.5555825		Yes		Yes		Yes		CK161299		TC374753		FGAS013865 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161299]

		A_99_P312856		8.768511		9.156238		10.039677		9.737019		8.594346		7.9878745		8.903274		9.550821		7.8726		8.583791		8.721721		9.683991		-1.128311		-2.2475655		-2.1983225		-1.1377608		-1.8607842		-1.4870435		-2.4931264		-1.0374395		-0.17416477		-1.1683631		-1.1364031		-0.18619728		-0.89591074		-0.5724468		-1.317956		-0.053027153		No		Yes		Yes		TA85470_4565		TC418849		Rep: Phosphatidate cytidylyltransferase - Vitis vinifera (Grape), partial (25%) [TC418849]

		A_99_P288086		8.72477		8.307931		10.144418		10.966601		9.733974		9.110057		11.693765		12.195885		8.641705		8.3127775		10.07644		12.071414		2.0128014		1.7436687		2.9268463		2.344505		-1.0592661		1.003365		-1.0482464		2.1507094		1.0092049		0.80212593		1.5493469		1.2292833		-0.08306503		0.004846573		-0.067977905		1.1048126		Yes		No		No		TA78254_4565		TC408822		Rep: Os01g0170600 protein - Oryza sativa subsp. japonica (Rice), partial (87%) [TC408822]

		A_99_P310316		4.4426994		3.8787258		4.0955844		4.920593		2.9409199		3.5634081		3.407758		3.0193908		3.2032368		2.8177946		3.3982058		3.7879155		-2.8319182		-1.2442856		-1.6108547		-3.7352426		-2.3611057		-2.0862777		-1.6215558		-2.1926527		-1.5017796		-0.31531763		-0.6878264		-1.901202		-1.2394626		-1.0609312		-0.69737864		-1.1326773		Yes		No		No		TA84746_4565		0		0

		A_99_P412322		6.7976556		6.63506		6.4763446		7.0405946		5.7190614		5.981502		5.327274		5.692337		5.931227		5.9963994		5.2090745		7.0916724		-2.111977		-1.5730426		-2.21771		-2.5460443		-1.8231438		-1.5568829		-2.4070566		1.0360386		-1.0785942		-0.6535578		-1.1490707		-1.3482575		-0.8664284		-0.63866043		-1.2672701		0.051077843		Yes		No		No		TC374298		TC374298		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (68%) [TC374298]

		A_99_P295566		9.999088		9.891321		8.765248		9.699236		9.123391		8.994377		6.543968		8.405477		8.857627		8.904986		7.1183343		9.106475		-1.8348945		-1.8621174		-4.66307		-2.4516606		-2.2060437		-1.9811455		-3.1316304		-1.5081303		-0.87569714		-0.89694405		-2.22128		-1.2937593		-1.1414614		-0.9863348		-1.646914		-0.59276104		Yes		Yes		Yes		TA80377_4565		TC437960		Rep: Ethylene-responsive factor-like transcription factor ERFL1a - Triticum aestivum (Wheat), partial (18%) [TC437960]

		A_99_P267731		7.1752625		5.833283		5.610822		6.5735283		7.827934		7.5941567		9.743351		6.7850723		8.503338		7.3541656		9.4259		6.8848343		1.5720764		3.3890333		17.539415		1.1579268		2.5106752		2.8696656		14.075149		1.2408304		0.65267134		1.7608738		4.132529		0.21154404		1.3280754		1.5208826		3.8150783		0.311306		Yes		Yes		Yes		X85230		TC400393		T.aestivum pox4 gene [X85230]

		A_99_P286236		8.774536		8.535768		7.6964707		7.318014		7.758097		7.3267884		6.7099648		6.1790977		7.4891953		7.9189544		6.6996384		6.919452		-2.0229197		-2.31174		-1.9813806		-2.2021558		-2.4373963		-1.5334841		-1.9956136		-1.3181933		-1.016439		-1.2089791		-0.986506		-1.1389165		-1.2853408		-0.6168132		-0.9968324		-0.39856195		Yes		No		No		TA77702_4565		TC379894		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC379894]

		A_99_P209366		14.262032		14.127631		16.17824		15.660477		14.287556		13.152432		14.987178		15.873078		14.663059		13.537751		15.168716		15.531619		1.0178494		-1.965912		-2.2832074		1.1587759		1.3204482		-1.5051216		-2.0132458		-1.0934275		0.02552414		-0.97519875		-1.191062		0.21260166		0.40102768		-0.58988		-1.0095234		-0.12885761		No		Yes		Yes		AK332367		TC390206		Triticum aestivum cDNA, clone: WT003_M24, cultivar: Chinese Spring [AK332367]

		A_99_P355931		2.3732421		1.8108678		2.2247314		2.7153108		10.533954		10.7512245		10.233967		11.762527		1.7672077		2.6043015		1.8366545		2.8564065		286.16656		491.26486		257.64404		529.03394		-1.5220697		1.7331946		-1.3086479		1.1027423		8.160711		8.940357		8.009235		9.047216		-0.6060344		0.79343367		-0.3880769		0.14109564		Yes		Yes		Yes		TA98621_4565		TC433913		0

		A_99_P153072		9.087359		8.680817		7.8947797		8.1490965		9.575435		11.207698		11.479999		10.19597		10.318412		11.0688505		11.897507		10.552625		1.4025724		5.7632446		12.002133		4.132094		2.3473816		5.234435		16.030272		5.290955		0.48807526		2.5268812		3.585219		2.046873		1.2310524		2.3880339		4.002727		2.4035282		Yes		Yes		Yes		CJ879087		TC439880		CJ879087 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls2n09 5', mRNA sequence [CJ879087]

		A_99_P486802		13.234528		13.573818		13.882141		13.96904		13.2660475		12.613019		12.791293		13.854878		12.669217		12.903096		12.234151		13.618744		1.0220883		-1.9463879		-2.129992		-1.0823458		-1.4797059		-1.5918695		-3.1339674		-1.2748222		0.03151989		-0.9607992		-1.090848		-0.11416149		-0.5653105		-0.670722		-1.6479902		-0.35029602		No		Yes		Yes		AK333629		TC425305		Triticum aestivum cDNA, clone: WT006_P04, cultivar: Chinese Spring [AK333629]

		A_99_P052982		5.5554023		6.050341		6.550677		6.1372604		5.457765		4.886015		4.0409794		5.0241876		4.877282		5.5154176		3.9230225		5.1332726		-1.0700196		-2.241285		-5.6950064		-2.1630588		-1.6000535		-1.4488654		-6.1802034		-2.0055358		-0.09763718		-1.1643262		-2.5096974		-1.1130729		-0.67812014		-0.53492355		-2.6276543		-1.0039878		Yes		Yes		Yes		CA645124		0		wre1n.pk0087.c11 wre1n Triticum aestivum cDNA clone wre1n.pk0087.c11 5' end, mRNA sequence [CA645124]

		A_99_P446907		3.6498787		4.7134895		5.8625035		4.363229		2.3096716		3.324126		4.343264		4.5162444		3.410929		3.7980907		4.5822635		4.55426		-2.5318766		-2.6196308		-2.866399		1.1118912		-1.1801332		-1.8860904		-2.428794		1.1415793		-1.3402071		-1.3893635		-1.5192394		0.15301561		-0.23894978		-0.91539884		-1.28024		0.19103098		Yes		Yes		Yes		TC401480		TC401480		Rep: Chromosome segregation DNA-binding protein - Desulfovibrio desulfuricans (strain G20), partial (5%) [TC401480]

		A_99_P223606		10.132229		10.66267		10.198644		10.423096		9.448281		8.918614		9.188552		9.899749		9.132426		9.753773		8.512192		10.33365		-1.6065296		-3.3497553		-2.0140393		-1.4372858		-1.9997263		-1.87761		-3.2186415		-1.0639616		-0.68394756		-1.7440557		-1.0100918		-0.5233469		-0.9998026		-0.9088974		-1.6864519		-0.08944607		No		Yes		Yes		TA59577_4565		TC434964		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (90%) [TC434964]

		A_99_P417312		1.6387919		1.6402646		1.6238884		1.631074		2.4624546		5.965643		3.3108747		2.7594004		3.9308674		2.8577125		3.5226815		1.7119948		1.7698936		20.04789		3.219834		2.18605		4.8976026		2.32535		3.729011		1.0576929		0.82366264		4.3253784		1.6869863		1.1283264		2.2920756		1.2174479		1.8987931		0.080920815		Yes		Yes		Yes		TC376501		TC376501		0

		A_99_P504737		15.569923		14.867475		14.371303		14.496845		14.779026		14.116076		13.328284		12.895187		14.593892		14.490981		13.203013		14.358619		-1.7301503		-1.6834234		-2.060534		-3.0349188		-1.9670469		-1.2981827		-2.2474504		-1.1005514		-0.79089737		-0.7513981		-1.0430183		-1.6016579		-0.9760313		-0.37649345		-1.1682892		-0.13822651		Yes		No		No		TA60817_4565		TC451700		0

		A_99_P430532		12.977569		13.209722		12.762833		12.908886		13.046229		13.537175		13.827117		13.122394		12.990466		13.509796		13.770093		13.153741		1.0487427		1.2547966		2.0911322		1.1595039		1.0089799		1.2312081		2.0100904		1.1849736		0.068660736		0.3274536		1.0642843		0.21350765		0.012897491		0.30007458		1.0072603		0.24485493		No		Yes		Yes		TA58851_4565		TC388918		0

		A_99_P345561		3.4660492		3.3826969		3.3192203		3.3591423		3.573595		5.045199		4.86881		4.156557		4.689147		4.5917716		5.2478814		4.3623123		1.0773939		3.1656506		2.927339		1.737984		2.3344746		2.3118932		3.8070173		2.0043993		0.10754585		1.662502		1.5495899		0.7974148		1.2230978		1.2090747		1.9286611		1.00317		Yes		No		No		TA95349_4565		TC432034		Rep: DEAD-box ATP-dependent RNA helicase 57 - Oryza sativa subsp. japonica (Rice), partial (61%) [TC432034]

		A_99_P305711		7.6641		6.7462964		6.2231803		6.303665		9.102517		9.3957		8.477464		8.4748125		9.141234		7.897911		8.215332		7.0770783		2.7102332		6.2740808		4.7709727		4.503814		2.7839518		2.221624		3.9782991		1.709309		1.438417		2.649404		2.2542834		2.1711473		1.4771342		1.1516147		1.9921517		0.7734132		Yes		Yes		Yes		TA83385_4565		TC397229		0

		A_99_P252996		11.605794		11.627906		11.481032		11.590554		12.2997465		13.693386		13.159424		11.30189		13.088124		12.95713		13.354806		11.349727		1.6177095		4.185733		3.2007089		-1.2215085		2.7939968		2.512676		3.6648993		-1.1816703		0.69395256		2.0654802		1.6783915		-0.28866386		1.4823303		1.3292246		1.8737736		-0.24082756		Yes		Yes		Yes		TA67971_4565		TC420798		Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), complete [TC420798]

		A_99_P531027		1.8330231		1.8637036		1.935269		1.8415025		1.6581324		1.9088289		5.4217896		4.4205527		2.826749		2.1216319		6.0212417		3.9860165		-1.1288788		1.0317727		11.208496		5.975461		1.9913213		1.1957604		16.98245		4.421433		-0.17489064		0.045125246		3.4865208		2.57905		0.993726		0.25792825		4.085973		2.144514		Yes		Yes		Yes		TC445029		TC445029		Rep: Os04g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (13%) [TC445029]

		A_99_P429187		9.773051		9.943528		9.742236		9.6465845		10.404687		11.364039		10.709939		10.474886		11.26621		10.715271		10.8131075		10.386378		1.5493206		2.6768036		1.9557241		1.7755936		2.8150456		1.7073311		2.1007018		1.6699371		0.63163567		1.4205112		0.96770287		0.8283014		1.4931583		0.7717428		1.0708714		0.7397938		Yes		No		No		CD883425		TC387812		Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC387812]

		A_99_P193223		7.3465905		5.993068		1.9960057		4.517096		7.9158225		7.3736396		3.6946313		4.6177716		8.248078		6.466968		4.27712		4.3374166		1.4837335		2.6037147		3.2459161		1.0722755		1.8679914		1.3888587		4.860533		-1.1326321		0.569232		1.3805714		1.6986257		0.10067558		0.9014878		0.47389984		2.2811146		-0.1796794		No		Yes		Yes		CJ680410		0		CJ680410 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok1g06 5', mRNA sequence [CJ680410]

		A_99_P071790		11.373694		10.997627		10.540878		11.178093		11.782245		12.397217		12.3137245		10.987286		12.798556		11.558475		12.623143		10.983674		1.3273513		2.6382651		3.4172747		-1.1414022		2.684888		1.4751353		4.234715		-1.1442631		0.40855026		1.3995895		1.7728462		-0.19080734		1.4248619		0.5608473		2.082265		-0.1944189		No		Yes		Yes		BT009313		TC375136		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P435322		9.849507		9.46465		9.880694		9.839873		9.589528		8.765896		9.065722		9.410613		9.20534		9.396556		8.751613		9.660723		-1.1974615		-1.6231028		-1.7592639		-1.346543		-1.5628366		-1.0483309		-2.1871948		-1.132217		-0.25997925		-0.6987543		-0.8149719		-0.42926025		-0.64416695		-0.06809425		-1.1290817		-0.17915058		No		Yes		Yes		TA80559_4565		TC392813		0

		A_99_P238581		14.969638		14.90786		14.496521		14.188222		13.962499		13.680176		13.55491		12.906621		13.838798		14.140934		13.169449		14.346302		-2.0099216		-2.3419073		-1.9206722		-2.431086		-2.1898625		-1.70164		-2.50893		1.1158012		-1.0071392		-1.227684		-0.9416113		-1.281601		-1.1308403		-0.7669258		-1.3270721		0.1580801		Yes		No		No		TA64032_4565		TC379157		0

		A_99_P012819		4.1354613		4.123623		3.6401918		4.1190963		4.779347		5.4641857		4.850058		4.5640583		4.838597		5.0226216		5.0261784		4.691569		1.5625318		2.532501		2.3131618		1.3612783		1.6280392		1.8647714		2.613506		1.48707		0.6438856		1.3405628		1.2098663		0.44496202		0.7031355		0.89899874		1.3859866		0.5724726		No		Yes		Yes		CK197361		TC384431		FGAS005832 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK197361]

		A_99_P271096		5.6665654		5.3436527		4.180551		4.57857		5.073837		3.2578926		2.2062144		3.3417337		3.2008908		4.124808		2.391019		4.765602		-1.5080963		-4.244987		-3.929475		-2.3568113		-5.523852		-2.3276029		-3.4570272		1.1384195		-0.5927286		-2.08576		-1.9743366		-1.2368362		-2.4656746		-1.2188449		-1.789532		0.18703222		Yes		No		No		AK331348		TC422701		Triticum aestivum cDNA, clone: WT007_E10, cultivar: Chinese Spring [AK331348]

		A_99_P397147		3.5824697		4.2544236		5.5485578		5.4202905		2.6655438		2.9243815		2.7380552		4.5008717		2.7841437		3.6621397		3.6882725		4.8920074		-1.8880879		-2.5141		-7.015289		-1.8913532		-1.7390821		-1.5076317		-3.6307945		-1.4422119		-0.9169259		-1.3300421		-2.8105025		-0.9194188		-0.798326		-0.59228396		-1.8602853		-0.5282831		Yes		Yes		Yes		TA109739_4565		TC414912		Rep: AGAP011639-PA - Anopheles gambiae str. PEST, partial (12%) [TC414912]

		A_99_P318361		4.400295		4.458296		4.124304		5.3692417		5.0429997		6.7659016		8.274411		5.709461		7.4021983		6.299582		7.850292		6.926758		1.5612537		4.9506083		17.754433		1.2659491		8.010562		3.5832934		13.232267		2.9434662		0.64270496		2.3076057		4.1501074		0.3402195		3.0019035		1.8412862		3.7259884		1.5575161		Yes		No		No		TA87050_4565		TC380834		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC380834]

		A_99_P256776		7.4514356		8.133239		9.498317		8.740577		7.477825		9.525447		11.213577		10.065915		9.615329		7.762648		10.911613		9.731687		1.0184602		2.6248012		3.2835593		2.5059166		4.481225		-1.2928821		2.663451		1.9877136		0.026389599		1.3922081		1.7152605		1.3253384		2.1638932		-0.3705907		1.4132967		0.99110985		Yes		No		No		AK333639		TC389678		Triticum aestivum cDNA, clone: WT006_P14, cultivar: Chinese Spring [AK333639]

		A_99_P101230		8.690963		8.269937		9.180671		8.748633		8.161713		7.60104		7.7295213		8.178219		8.20062		7.7466164		8.128085		8.197379		-1.4431789		-1.5898566		-2.7342582		-1.4849502		-1.404779		-1.4372591		-2.074244		-1.4653591		-0.52925014		-0.6688967		-1.4511495		-0.57041454		-0.4903431		-0.5233202		-1.0525856		-0.5512543		No		Yes		Yes		CD863563		0		AZO1.107C21F010130 AZO1 Triticum aestivum cDNA clone AZO1107C21, mRNA sequence [CD863563]

		A_99_P337546		9.942605		9.160036		8.174409		8.651129		10.191517		10.339636		9.176066		8.67956		10.636926		9.915126		9.570446		8.726117		1.1883105		2.2651393		2.002299		1.0199022		1.6181223		1.6877366		2.6317768		1.0533526		0.24891186		1.1795998		1.0016575		0.028430939		0.6943207		0.75508976		1.3960371		0.074988365		No		Yes		Yes		TA92861_4565		0		0

		A_99_P420197		5.105339		6.199267		7.173572		5.6899643		4.247535		4.4311595		5.531215		8.33733		5.179651		2.800196		4.111624		6.868837		-1.8122774		-3.4060683		-3.121754		6.2652216		1.0528586		-10.549268		-8.350996		2.2639978		-0.8578038		-1.7681074		-1.6423569		2.6473656		0.07431173		-3.399071		-3.0619483		1.1788726		No		Yes		Yes		TC380845		TC380845		Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC380845]

		A_99_P014534		8.261157		8.535792		7.7014046		8.660197		8.601868		9.531802		9.229133		8.674649		8.722662		9.03014		8.9844055		8.955943		1.2663802		1.9944761		2.8833141		1.0100677		1.3769774		1.4086835		2.4334464		1.2275194		0.34071064		0.9960098		1.5277281		0.014451981		0.46150494		0.49434757		1.283001		0.29574585		No		Yes		Yes		CV777198		TC385342		FGAS071603 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777198]

		A_99_P161447		5.6251397		6.508557		6.165062		5.837465		6.004255		6.614979		7.55656		6.414041		6.3777237		6.3037286		7.380941		6.0690727		1.3005439		1.0765549		2.6235096		1.491306		1.6848078		-1.1525491		2.3228226		1.1741428		0.3791151		0.10642195		1.3914981		0.57657623		0.752584		-0.20482826		1.215879		0.23160791		No		Yes		Yes		CV771340		TC384997		FGAS065733 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771340]

		A_99_P095910		4.5831513		4.5955253		6.3741546		6.596184		5.1134067		9.763223		9.874343		10.563638		6.3790565		8.822309		10.183101		11.504563		1.4441848		35.944458		11.315186		15.643094		3.4723325		18.723566		14.01545		30.030977		0.5302553		5.1676974		3.5001884		3.967454		1.7959051		4.2267833		3.8089461		4.9083796		Yes		Yes		Yes		CA685366		TC421381		wlm96.pk029.o18 wlm96 Triticum aestivum cDNA clone wlm96.pk029.o18 5' end, mRNA sequence [CA685366]

		A_99_P267636		9.407766		9.023696		7.6009164		8.588641		9.965777		10.290089		9.113274		9.859062		11.220019		9.382382		9.965413		9.448055		1.4722382		2.4055932		2.8527577		2.4123197		3.511903		1.2822579		5.1497297		1.8143014		0.55801105		1.2663927		1.5123572		1.270421		1.812253		0.35868645		2.3644967		0.8594141		Yes		No		No		TA72187_4565		TC440364		Rep: Cell Division Protein AAA ATPase family - Triticum aestivum (Wheat), partial (44%) [TC440364]

		A_99_P104620		5.844176		5.7172503		5.7741914		5.859457		7.365925		8.454623		7.674662		5.8942513		7.8136773		6.8179417		7.682672		5.726646		2.8713894		6.668549		3.7333498		1.0244107		3.9163277		2.1445744		3.7541354		-1.096428		1.521749		2.7373729		1.9004707		0.03479433		1.9695015		1.1006913		1.9084806		-0.13281107		Yes		Yes		Yes		CK171779		TC396339		FGAS047197 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK171779]

		A_99_P501917		6.043442		6.380192		5.176965		4.984808		6.1375337		6.592507		6.5524254		5.167828		6.5959134		6.4179115		6.516945		5.036914		1.0673933		1.1585459		2.5945065		1.135258		1.4665961		1.0264901		2.5314775		1.0367773		0.09409189		0.21231508		1.3754601		0.18302011		0.55247164		0.037719727		1.3399796		0.052105904		No		Yes		Yes		CJ598624		TC432567		0

		A_99_P206481		9.573493		9.300712		9.633457		9.231846		10.980335		11.81974		15.838971		12.94427		12.270709		12.494136		15.913365		11.839372		2.6515615		5.7319603		73.79821		13.108441		6.485492		9.147797		77.70353		6.094576		1.4068422		2.5190287		6.205514		3.7124243		2.697216		3.1934242		6.279908		2.6075258		Yes		Yes		Yes		TA53011_4565		TC410107		Rep: Pathogenesis-related protein 10 - Zea mays (Maize), partial (54%) [TC410107]

		A_99_P403047		5.3734193		4.63088		5.784968		4.8905735		4.559548		3.2537029		4.2052054		2.7973068		2.993247		3.0559719		2.7978942		2.7402375		-1.7579224		-2.597596		-2.9892063		-4.267132		-5.205989		-2.979165		-7.9286413		-4.439312		-0.8138714		-1.377177		-1.5797625		-2.0932667		-2.3801723		-1.574908		-2.9870737		-2.150336		Yes		No		No		TA111176_4565		TC405776		Rep: Predicted protein - Monosiga brevicollis MX1, partial (4%) [TC405776]

		A_99_P149887		9.713222		9.094205		9.834419		9.517152		11.14161		11.96371		10.368481		9.701782		12.477933		10.199187		10.447118		9.333571		2.6914592		7.308143		1.4479998		1.1365258		6.79612		2.1509626		1.5291167		-1.1356989		1.4283886		2.869505		0.53406143		0.1846304		2.7647114		1.1049824		0.61269855		-0.1835804		Yes		Yes		Yes		CJ954112		0		CJ954112 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40o21 5', mRNA sequence [CJ954112]

		A_99_P484377		9.175513		8.244555		7.767633		8.330994		7.937472		6.271357		6.949969		7.3525405		8.134312		7.6249127		7.4706535		7.725734		-2.3587809		-3.926376		-1.76255		-1.9703517		-2.057941		-1.5364946		-1.2285695		-1.5212523		-1.2380414		-1.9731984		-0.81766415		-0.97845316		-1.0412016		-0.61964273		-0.29697943		-0.6052594		Yes		Yes		Yes		TC424384		TC424384		0

		A_99_P053552		3.319505		2.5424042		4.0485415		3.8634803		4.446903		3.1796618		3.7372913		4.3736796		3.1609676		3.2015638		1.9193401		4.4655623		2.184644		1.5553697		-1.2407825		1.4242469		-1.116155		1.5791625		-4.3747525		1.5179056		1.1273983		0.6372576		-0.3112502		0.5101993		-0.15853739		0.65915966		-2.1292014		0.602082		No		Yes		Yes		CA644965		0		wre1n.pk0085.f7 wre1n Triticum aestivum cDNA clone wre1n.pk0085.f7 5' end, mRNA sequence [CA644965]

		A_99_P153047		3.6755788		1.8087622		1.9253387		1.6703701		6.115153		7.1683116		6.5707474		4.0622573		8.138042		6.1675925		6.8924413		2.3332584		5.424815		41.05681		25.026917		5.2484345		22.04628		20.518173		31.278566		1.5832491		2.439574		5.3595495		4.6454086		2.3918872		4.4624634		4.3588305		4.9671025		0.6628883		Yes		Yes		Yes		CJ878548		TC454319		CJ878548 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls28k22 5', mRNA sequence [CJ878548]

		A_99_P029709		5.808929		5.6793494		4.4370904		5.20452		6.4750423		7.1867504		6.3646894		5.7700806		6.0117755		6.157778		5.76891		5.6264424		1.5867923		2.8429742		3.8042154		1.4799622		1.150967		1.3932251		2.5171995		1.3397113		0.6661134		1.507401		1.927599		0.56556034		0.20284653		0.47842836		1.3318195		0.4219222		Yes		No		No		TA95075_4565		TC396778		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC396778]

		A_99_P356451		4.2557564		4.7442126		4.7478914		5.3499055		3.0484264		3.5328128		4.140584		4.0058064		2.4730608		3.8532858		3.3792362		5.412935		-2.309099		-2.315622		-1.5234133		-2.538716		-3.4406843		-1.854367		-2.5822976		1.044657		-1.20733		-1.2113998		-0.60730743		-1.344099		-1.7826955		-0.89092684		-1.3686552		0.06302929		Yes		No		No		TA98780_4565		TC417479		0

		A_99_P566332		7.2819366		7.9690766		8.1193495		8.307031		7.676188		9.288314		9.326639		8.27461		8.186235		8.33888		9.50067		8.057777		1.3142606		2.4953415		2.3090343		-1.022727		1.8716346		1.2921764		2.605068		-1.1885917		0.39425135		1.3192372		1.2072897		-0.032421112		0.9042988		0.36980295		1.381321		-0.24925327		No		Yes		Yes		TA70495_4565		TC458496		0

		A_99_P442282		5.3873925		5.175443		5.6391716		5.4725876		4.7861905		4.7649283		4.458796		4.866427		5.0144687		4.6793733		4.8409925		5.152836		-1.5169799		-1.3291601		-2.2663577		-1.5222028		-1.2949747		-1.4103663		-1.7389051		-1.2481158		-0.601202		-0.41051483		-1.1803756		-0.60616064		-0.37292385		-0.4960699		-0.79817915		-0.31975174		No		Yes		Yes		BJ296749		TC398102		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (33%) [TC398102]

		A_99_P379902		7.683109		8.066747		8.026196		8.529338		7.068565		6.903877		5.8177185		6.855297		7.904364		6.9877753		5.907246		7.1309314		-1.5310739		-2.239024		-4.621871		-3.1910713		1.1657475		-2.1125293		-4.3437753		-2.6361027		-0.6145439		-1.1628699		-2.208477		-1.6740408		0.2212553		-1.0789714		-2.1189494		-1.3984065		Yes		Yes		Yes		TA105508_4565		TC445723		Rep: PREG-like protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC445723]

		A_99_P253081		10.462678		10.5958185		11.122777		11.208183		10.968007		11.952062		12.097444		11.611615		11.596241		11.210269		12.537834		11.50061		1.4194472		2.5601761		1.965187		1.3226506		2.1939993		1.5309747		2.666703		1.2246989		0.50532913		1.3562431		0.9746666		0.4034319		1.133563		0.61445045		1.4150572		0.29242706		No		Yes		Yes		TA67997_4565		TC417367		0

		A_99_P192272		7.8609557		5.311084		3.8081493		6.719158		8.622055		7.2699027		6.733995		8.037444		9.419417		7.054144		6.7846255		7.11126		1.6947815		3.887436		7.5991898		2.4936967		2.9453962		3.3474445		7.870614		1.3123038		0.76109934		1.9588189		2.9258456		1.318286		1.5584617		1.7430601		2.9764762		0.39210176		Yes		No		No		AK332700		TC370369		Triticum aestivum cDNA, clone: WT004_K11, cultivar: Chinese Spring [AK332700]

		A_99_P440932		1.6624113		1.6892391		1.6732692		1.647987		1.6874129		1.6878394		4.8920617		2.2615716		1.699721		1.708601		2.2837317		1.6980186		1.0174807		-1.0009707		9.310073		1.5300562		1.0261984		1.0135111		1.5267487		1.0352875		0.025001526		-0.0013997555		3.2187924		0.61358464		0.037309647		0.019361854		0.61046255		0.050031543		No		Yes		Yes		TA63336_4565		TC397148		0

		A_99_P271256		9.134164		9.599105		8.225781		9.807675		10.307575		11.246177		12.198058		10.580446		10.578097		11.097623		11.801094		10.792983		2.2554438		3.131973		15.695474		1.7085481		2.7206163		2.8255231		11.920002		1.9797355		1.1734114		1.6470718		3.9722767		0.7727709		1.4439335		1.498518		3.5753126		0.9853077		Yes		Yes		Yes		TA73316_4565		TC444858		Rep: Pathogen-related protein - Hordeum vulgare (Barley), partial (97%) [TC444858]

		A_99_P269976		6.2655854		5.651297		3.8558486		2.6960888		5.6368623		2.4526498		8.803586		3.921257		3.867985		4.186974		6.7801476		5.1919093		-1.546196		-9.180974		30.86153		2.3378272		-5.26926		-2.7593396		7.591048		5.64049		-0.62872314		-3.1986473		4.9477377		1.2251682		-2.3976004		-1.464323		2.924299		2.4958205		No		Yes		Yes		TA72938_4565		TC406528		Rep: OJ991214_12.12 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC406528]

		A_99_P370327		5.052175		6.0252547		8.281568		7.1815658		5.5593286		5.6962857		6.571399		7.1165786		5.151426		5.6807656		6.6363397		6.9070134		1.4212433		-1.2561154		-3.27199		-1.0460757		1.0712171		-1.2697012		-3.1279726		-1.2096187		0.5071535		-0.328969		-1.7101684		-0.06498718		0.09925079		-0.3444891		-1.6452279		-0.27455235		No		Yes		Yes		TA103168_4565		TC456546		0

		A_99_P017004		6.3369174		6.183008		5.2085176		5.515475		4.4276395		4.0552845		3.2130716		4.2122903		5.350885		4.860561		4.3042736		4.7642694		-3.7562106		-4.370274		-3.9873934		-2.4677298		-1.9807303		-2.5008998		-1.8715634		-1.6831987		-1.9092779		-2.1277237		-1.995446		-1.3031845		-0.9860325		-1.3224473		-0.90424395		-0.75120544		Yes		No		No		BE417521		TC424232		MUG021.H04R990620 ITEC MUG Wheat Spikelet Library Triticum aestivum cDNA clone MUG021.H04, mRNA sequence [BE417521]

		A_99_P419942		6.538837		3.176512		4.1178975		3.507642		8.537161		6.564411		12.325147		9.253643		9.596197		6.37064		11.79658		7.756517		3.9953556		10.467893		295.548		53.66841		8.32448		9.152259		204.88673		19.012478		1.9983239		3.3878992		8.207249		5.7460012		3.0573602		3.1941278		7.678683		4.2488747		Yes		Yes		Yes		TC380671		TC380671		Rep: Peroxidase 4 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (46%) [TC380671]

		A_99_P080205		4.434164		4.4691463		4.605066		5.046821		3.9749124		3.5245864		4.133167		2.8067615		3.1061447		3.1718495		3.0657628		3.3306034		-1.3748285		-1.9246016		-1.3869339		-4.724166		-2.5105777		-2.4576795		-2.9065406		-3.2857387		-0.45925164		-0.9445598		-0.47189903		-2.2400596		-1.3280194		-1.2972968		-1.5393031		-1.7162178		Yes		No		No		BE498047		TC409718		WHE0951_B03_C05ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE0951_B03_C05, mRNA sequence [BE498047]

		A_99_P350921		7.2161903		6.756548		5.46241		6.6675396		5.625729		4.8024063		5.245135		5.161937		4.880816		5.317806		3.829897		5.7512474		-3.0114563		-3.8748531		-1.1625358		-2.839432		-5.046819		-2.710844		-3.100526		-1.8872586		-1.5904613		-1.9541416		-0.21727514		-1.5056024		-2.3353744		-1.4387422		-1.632513		-0.9162922		Yes		Yes		Yes		AK336248		TC431833		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		A_99_P410817		15.016469		15.07225		14.235028		13.635216		14.04599		13.983464		13.325589		12.351433		13.918819		14.378758		13.183395		13.777234		-1.9594911		-2.12695		-1.8783151		-2.4347658		-2.1400576		-1.6171931		-2.0728745		1.1034478		-0.970479		-1.0887861		-0.9094391		-1.283783		-1.0976496		-0.69349194		-1.0516329		0.14201832		Yes		No		No		TA64292_4565		TC372873		Rep: Uncharacterized protein At1g09340, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC372873]

		A_99_P575057		4.867327		5.37162		3.0337741		4.183508		2.9700058		3.6172206		2.192955		2.977381		4.288342		4.3510857		2.5671015		3.870713		-3.7252092		-3.3738587		-1.7910668		-2.3071742		-1.4937981		-2.0286705		-1.3819187		-1.2421117		-1.8973215		-1.7543995		-0.8408191		-1.2061269		-0.5789852		-1.0205345		-0.46667266		-0.31279492		Yes		No		No		CA483773		TC461554		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC461554]

		A_99_P264081		10.742592		11.046948		12.937909		12.205546		10.470622		10.17606		11.869346		11.570327		10.571992		10.527411		12.185433		11.861401		-1.2074553		-1.8287891		-2.097344		-1.5531741		-1.1255264		-1.433495		-1.6846813		-1.2693992		-0.2719698		-0.8708887		-1.0685635		-0.6352196		-0.17059994		-0.519537		-0.75247574		-0.34414577		No		Yes		Yes		TA71157_4565		TC374154		Rep: Major facilitator superfamily protein - Zea mays (Maize), partial (14%) [TC374154]

		A_99_P154227		7.3351665		7.3113823		8.171619		7.492685		7.1910477		7.093925		7.3208575		7.2003303		7.3483176		7.026066		7.1413636		6.9786396		-1.1050555		-1.1626825		-1.8034531		-1.2246374		1.0091574		-1.2186775		-2.0423863		-1.4280487		-0.14411879		-0.2174573		-0.8507619		-0.29235458		0.013151169		-0.28531647		-1.0302558		-0.51404524		No		Yes		Yes		CJ944831		TC420211		CJ944831 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul12m19 5', mRNA sequence [CJ944831]

		A_99_P190422		4.399786		4.544763		4.502842		3.7395668		3.2389002		2.930811		3.3410025		2.9874141		3.1664932		3.3117068		2.8295572		2.8322022		-2.2359467		-3.060892		-2.2374253		-1.6843041		-2.3510299		-2.3506444		-3.1893995		-1.8756162		-1.1608858		-1.6139522		-1.1618395		-0.7521527		-1.2332928		-1.2330563		-1.6732848		-0.9073646		Yes		No		No		CK199590		0		FGAS008093 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK199590]

		A_99_P235996		1.9394253		1.7371207		1.7919545		1.7601115		1.6563281		1.617846		5.584151		2.3584108		1.7856396		1.7241497		2.4896393		1.7343615		-1.2168044		-1.0861887		13.85367		1.5139309		-1.1124848		-1.0090314		1.6218998		-1.0180087		-0.28309727		-0.119274735		3.7921963		0.5982994		-0.1537857		-0.012971044		0.69768476		-0.025749922		No		Yes		Yes		TA63327_4565		TC398652		0

		A_99_P411477		12.261874		12.206944		12.612771		12.514938		12.612361		13.448895		13.756581		12.839017		13.368657		12.966693		14.110725		12.570199		1.2749907		2.3651817		2.2096384		1.2518647		2.1536486		1.6931953		2.8244195		1.0390468		0.35048676		1.241951		1.1438103		0.32407856		1.1067829		0.75974846		1.4979544		0.05526066		No		Yes		Yes		TA65200_4565		TC373499		Rep: BAX inhibitor 1 - Hordeum vulgare (Barley), partial (94%) [TC373499]

		A_99_P446397		12.482507		12.540042		11.277818		11.828776		12.0073805		11.482959		10.839564		11.937851		11.879359		11.926789		10.88441		11.907458		-1.3900399		-2.0807204		-1.354963		1.0785362		-1.519027		-1.5297041		-1.3134924		1.0560528		-0.47512627		-1.0570831		-0.4382534		0.10907459		-0.6031475		-0.61325264		-0.39340782		0.078681946		No		Yes		Yes		TA49749_4565		TC410923		0

		A_99_P372122		2.7072077		3.1966496		2.4662266		2.0681398		2.8289433		4.369382		4.962406		3.5013008		3.257431		3.7365606		4.844698		3.1780577		1.088043		2.2543826		5.641894		2.7003772		1.4643124		1.4538828		5.199855		2.1583335		0.12173557		1.1727324		2.4961796		1.433161		0.55022335		0.53991103		2.3784714		1.1099179		Yes		Yes		Yes		TA103607_4565		TC445648		Rep: F-box family protein-like - Oryza sativa subsp. japonica (Rice), partial (46%) [TC445648]

		A_99_P261031		7.1081734		5.9124627		4.806375		5.2165647		7.243775		6.3249497		5.8908095		5.4231706		7.727135		6.9767137		6.7482276		5.5936227		1.0985508		1.3309783		2.1205442		1.1539701		1.5357696		2.091084		3.841987		1.2986908		0.13560152		0.41248703		1.0844345		0.20660591		0.6189618		1.064251		1.9418526		0.37705803		Yes		No		No		TA70283_4565		0		0

		A_99_P114660		9.431949		10.0575905		8.977648		9.242665		8.39228		7.688951		6.3376956		8.570136		7.8241487		8.605838		6.4558487		7.8603997		-2.055756		-5.1645384		-6.23311		-1.5938648		-3.047867		-2.7354016		-5.742978		-2.606774		-1.039669		-2.3686395		-2.6399522		-0.6725292		-1.6078		-1.4517527		-2.521799		-1.3822656		Yes		Yes		Yes		CJ930448		TC371470		CJ930448 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan4l14 5', mRNA sequence [CJ930448]

		A_99_P303201		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138		2.378691		7.144835		2.3024957		1.3338567		3.2363687		2.5544963		2.6856122		1.3335137		1.2501678		2.8369007		1.2031984		0.41560364		1.694376		1.3530388		1.425251		0.41523266		Yes		Yes		Yes		TA82621_4565		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		A_99_P340636		10.16592		8.853917		8.061933		8.205817		10.784084		11.533061		10.262225		10.628576		12.4744425		9.838336		10.339266		10.24379		1.5349207		6.4047575		4.5957255		5.3619547		4.953754		1.9785162		4.8478103		4.10668		0.61816406		2.679144		2.2002926		2.422759		2.3085222		0.98441887		2.2773333		2.0379725		Yes		Yes		Yes		TA93787_4565		TC384686		Rep: Os10g0331600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC384686]

		A_99_P566202		7.472773		6.4798355		6.3710732		6.830111		8.645363		9.389717		8.307745		7.7121778		9.351955		8.381641		8.581792		7.4493766		2.2541597		7.515565		3.8282146		1.8430136		3.6786652		3.7368066		4.629058		1.536093		1.1725898		2.9098816		1.9366717		0.8820667		1.8791823		1.9018059		2.2107186		0.61926556		Yes		Yes		Yes		TC458367		TC458367		0

		A_99_P250756		9.964629		9.993634		9.119973		8.88218		8.811305		8.659404		8.058534		7.980303		8.456963		9.142715		7.8630314		8.833346		-2.224258		-2.5214095		-2.087013		-1.868496		-2.8434975		-1.8036492		-2.389886		-1.0344285		-1.1533241		-1.3342304		-1.0614395		-0.9018774		-1.5076666		-0.85091877		-1.2569418		-0.048833847		Yes		No		No		TA67377_4565		0		0

		A_99_P546632		8.459226		8.8822565		8.430718		8.652364		9.4818735		10.189648		9.797265		9.259314		10.412139		9.570274		10.125602		8.980405		2.0316443		2.474936		2.578526		1.5230358		3.8715553		1.6110685		3.237507		1.2553077		1.0226479		1.3073912		1.3665466		0.6069498		1.9529133		0.68801785		1.6948833		0.32804108		Yes		Yes		Yes		TC451004		TC451004		0

		A_99_P271871		3.3684568		5.8946166		4.3745017		2.4991157		2.5653431		4.5972047		2.7625945		1.7588497		2.5552866		5.2973647		2.7710228		2.4869957		-1.7448629		-2.4578757		-3.0565565		-1.6704838		-1.7570682		-1.5128322		-3.0387518		-1.0084363		-0.8031137		-1.2974119		-1.6119072		-0.74026597		-0.8131702		-0.5972519		-1.6034789		-0.0121200085		Yes		No		No		TA73501_4565		TC397174		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (3%) [TC396743]

		A_99_P043591		3.652381		3.5776987		3.833329		3.9455063		5.07902		5.7909374		5.904119		4.4538093		6.409475		5.4500995		6.2709794		4.71977		2.6881974		4.6371512		4.2011666		1.422376		6.760331		3.6614137		5.4175873		1.7103169		1.4266391		2.2132387		2.07079		0.5083029		2.757094		1.8724008		2.4376504		0.7742636		Yes		Yes		Yes		CK161285		TC448741		FGAS013851 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161285]

		A_99_P537427		7.114039		6.570824		6.6526275		6.2714486		6.434712		5.288572		2.5978587		6.527575		6.9417267		7.1740623		4.1350346		6.0147004		-1.6013925		-2.432184		-16.61908		1.1942679		-1.1268631		1.5191224		-5.7262588		-1.1947826		-0.679327		-1.2822523		-4.0547686		0.2561264		-0.17231226		0.6032381		-2.517593		-0.2567482		No		Yes		Yes		AL810987		TC447483		0

		A_99_P040996		1.6378107		1.650401		1.6290282		1.6170932		1.74145		1.7222158		3.4034045		3.066272		1.6776174		1.6923313		4.393418		2.2794666		1.0744804		1.0510379		3.4209008		2.7305257		1.0279762		1.0294904		6.7946043		1.5826842		0.103639245		0.071814775		1.7743763		1.4491788		0.039806724		0.041930318		2.7643895		0.6623734		No		Yes		Yes		CA747155		0		wri2s.pk008.i24.f wri2s Triticum aestivum cDNA clone wri2s.pk008.i24.f 3' end, mRNA sequence [CA747155]

		A_99_P075055		6.6585927		6.185884		5.931562		5.788303		3.1357577		2.3669183		3.428078		1.774086		2.8915129		3.652256		3.1210682		3.448512		-11.494206		-14.113126		-5.6705317		-16.15845		-13.614573		-5.7902594		-7.015246		-5.062292		-3.522835		-3.8189657		-2.503484		-4.014217		-3.7670798		-2.533628		-2.8104937		-2.3397908		Yes		No		No		CK156785		0		FGAS037810 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK156785]

		A_99_P197481		1.6196178		1.6447964		3.7371547		4.912291		3.4210262		1.7606115		7.1393046		5.784588		2.504135		1.9375591		5.637116		5.3818154		3.4856033		1.0835872		10.571806		1.8305749		1.8461466		1.2249839		3.7320316		1.3846529		1.8014084		0.11581516		3.40215		0.8722968		0.8845171		0.29276276		1.8999612		0.46952438		Yes		No		No		TA49980_4565		TC433879		Rep: Basic blue copper protein - Cicer arietinum (Chickpea) (Garbanzo), partial (50%) [TC433879]

		A_99_P420992		6.8049645		6.3238907		6.5666995		6.7226963		5.8586917		5.270731		5.3735137		5.6325936		5.906979		5.857853		5.5730367		6.280005		-1.9268882		-2.0750697		-2.286571		-2.128892		-1.8634621		-1.3813106		-1.9912341		-1.3591374		-0.94627285		-1.0531597		-1.1931858		-1.0901027		-0.89798546		-0.46603775		-0.99366283		-0.44269133		Yes		No		No		CK205345		TC381487		Rep: Os05g0323800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC381487]

		A_99_P242486		4.421721		5.603663		4.756745		6.122499		4.3130884		3.596366		2.6866882		4.3567114		3.4154787		3.887746		1.8800658		4.546886		-1.0782058		-4.0202827		-4.199032		-3.400596		-2.0086725		-3.2850535		-7.3445745		-2.980621		-0.108632565		-2.007297		-2.0700567		-1.7657876		-1.0062423		-1.7159169		-2.876679		-1.575613		Yes		No		No		TA65109_4565		TC431336		Rep: O-methyltransferase - Oryza sativa subsp. japonica (Rice), partial (15%) [TC431336]

		A_99_P491447		6.9357834		5.2867885		5.0557427		7.208538		7.167234		7.784409		7.3777275		7.1835923		8.436428		7.333692		7.4387097		7.692311		1.1740148		5.647532		5.0001965		-1.0174414		2.8296914		4.1321816		5.2160835		1.3983958		0.23145056		2.4976206		2.3219848		-0.024945736		1.5006447		2.0469036		2.382967		0.48377275		Yes		Yes		Yes		CA727688		TC427939		0

		A_99_P543167		12.697296		11.965962		12.396194		12.337199		14.0211935		14.501904		17.48007		15.488879		15.485415		14.74707		17.833818		13.54839		2.5034149		5.7995505		33.915565		8.886898		6.9072876		6.8738003		43.3399		2.315287		1.3238974		2.5359411		5.0838757		3.15168		2.7881193		2.781108		5.437624		1.2111912		Yes		Yes		Yes		CK161960		TC406452		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P049849		5.1108336		4.5663147		4.4610305		4.6980376		3.7002354		3.7255962		3.7924738		3.394297		4.104506		4.01942		2.7019465		3.4013922		-2.658474		-1.7909418		-1.5894821		-2.4686816		-2.0087912		-1.4609376		-3.3848314		-2.4565701		-1.4105983		-0.8407185		-0.6685567		-1.3037407		-1.0063276		-0.54689455		-1.759084		-1.2966454		Yes		No		No		CA625253		0		wl1n.pk0129.b7 wl1n Triticum aestivum cDNA clone wl1n.pk0129.b7 5' end, mRNA sequence [CA625253]

		A_99_P467777		7.469649		7.0956874		6.4181294		7.514543		8.93446		9.723325		7.3103786		7.4227376		10.417928		8.535207		7.93205		7.3601584		2.7602727		6.180131		1.8560674		-1.065703		7.7182775		2.712305		2.8558512		-1.1129467		1.4648108		2.6276374		0.8922491		-0.09180546		2.948279		1.4395194		1.5139208		-0.15438461		Yes		Yes		Yes		TA51496_4565		TC415264		Rep: Caffeoyl-CoA O-methyltransferase - Bambusa oldhamii (Giant timber bamboo), partial (73%) [TC415264]

		A_99_P246191		13.216485		12.848901		13.2874155		13.332069		13.626717		14.452786		13.565503		13.322343		14.712864		13.381398		14.407532		13.091206		1.3288991		3.0396087		1.2125864		-1.0067647		2.8213367		1.4464309		2.1736448		-1.1817		0.4102316		1.6038857		0.27808762		-0.009726524		1.4963789		0.5324974		1.1201162		-0.2408638		No		Yes		Yes		TA66053_4565		TC382147		0

		A_99_P020754		9.458844		6.848845		7.1451035		7.935903		12.008237		13.16933		12.863655		11.4651		14.161884		12.525635		13.34682		10.901586		5.853878		79.92		52.656933		11.545008		26.046906		51.15452		73.60421		7.811949		2.5493927		6.3204846		5.7185516		3.5291972		4.70304		5.6767898		6.2017164		2.9656825		Yes		Yes		Yes		AY234333		TC433013		Triticum aestivum putative agmatine coumaroyltransferase mRNA, partial cds [AY234333]

		A_99_P105900		5.7313066		6.0725236		5.268564		4.941345		4.613281		4.1956077		4.121403		3.9520397		4.462806		4.850034		3.7921028		4.816383		-2.1704974		-3.6728907		-2.2147763		-1.9852291		-2.40911		-2.3334901		-2.7826538		-1.0904793		-1.1180258		-1.8769159		-1.147161		-0.9893055		-1.2685003		-1.2224894		-1.4764614		-0.12496233		Yes		Yes		Yes		AK332382		TC376370		Triticum aestivum cDNA, clone: WT003_N13, cultivar: Chinese Spring [AK332382]

		A_99_P258756		1.9765695		1.8323776		3.2443984		2.6455734		4.42491		3.954806		8.0729475		6.1975513		6.7642465		2.5332577		8.380298		5.5735316		5.457879		4.354263		28.414381		11.728754		27.620678		1.6254961		35.160885		7.610326		2.4483404		2.1224284		4.8285494		3.5519779		4.787677		0.70088017		5.1358995		2.9279583		Yes		Yes		Yes		TA69642_4565		0		0

		A_99_P417622		11.621398		11.87297		11.865174		12.3034935		10.7358885		10.625332		10.897942		10.926861		10.4912615		11.247078		10.492329		12.043033		-1.8474169		-2.374523		-1.9550868		-2.596616		-2.1887944		-1.5431644		-2.589809		-1.1978613		-0.8855095		-1.2476377		-0.9672327		-1.3766327		-1.1301365		-0.6258917		-1.3728456		-0.26046085		Yes		No		No		CK214913		TC378643		0

		A_99_P018074		4.9466114		6.2049522		5.757831		4.8682218		3.9000447		4.2804866		4.376374		4.0500674		3.5530682		4.954557		3.9066029		4.1267047		-2.0656083		-3.7959623		-2.605314		-1.7631489		-2.6272314		-2.379066		-3.6080723		-1.671933		-1.0465667		-1.9244657		-1.3814573		-0.81815434		-1.3935432		-1.2503953		-1.8512282		-0.74151707		Yes		Yes		Yes		CV779614		TC387426		FGAS074023 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779614]

		A_99_P269086		3.5626087		3.296913		3.8345957		4.170816		4.3482738		4.26227		5.5112433		5.016003		4.2131543		3.7105834		5.3333373		5.402745		1.7238868		1.9525467		3.1968424		1.7964978		1.5697618		1.3320706		2.825961		2.348808		0.78566504		0.96535707		1.6766477		0.8451872		0.6505456		0.41367054		1.4987416		1.2319288		Yes		No		No		TA72631_4565		0		0

		A_99_P403762		2.6781712		1.9629897		2.9235287		4.1777368		5.022611		9.213612		11.538929		9.517838		6.554266		7.4390335		11.158244		9.108836		5.0786324		152.28413		392.18765		40.507042		14.683203		44.50957		301.2287		30.507656		2.34444		7.250622		8.6154		5.340101		3.8760948		5.4760437		8.234715		4.9310994		Yes		Yes		Yes		TA111347_4565		TC400177		Rep: Chromosome chr13 scaffold_149, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC400177]

		A_99_P400047		7.9494653		7.704806		7.247675		7.610581		7.0031304		6.4535522		6.3884397		7.2856393		6.4458222		6.980709		6.6126876		6.964206		-1.926971		-2.3804817		-1.8140765		-1.2526138		-2.8355784		-1.6518661		-1.5529242		-1.56523		-0.94633484		-1.2512536		-0.8592353		-0.32494164		-1.503643		-0.7240968		-0.63498735		-0.6463747		No		Yes		Yes		TA110452_4565		TC442176		0

		A_99_P563972		4.403421		5.38767		5.710823		5.9523168		2.8798866		3.6087315		4.5545096		5.292478		3.752613		4.491554		4.751246		6.0984273		-2.874945		-3.431736		-2.2288713		-1.579906		-1.5700471		-1.8610493		-1.9447397		1.1065822		-1.5235343		-1.7789385		-1.1563134		-0.6598387		-0.65080786		-0.89611626		-0.9595771		0.14611053		Yes		No		No		TC457571		TC457571		0

		A_99_P221026		15.1141		15.014427		14.506183		14.623287		14.14453		13.951522		13.627723		13.41332		13.897869		14.321305		13.264233		14.709588		-1.9582571		-2.0891345		-1.8384118		-2.3133245		-2.32339		-1.6167784		-2.36518		1.0616446		-0.96957016		-1.0629053		-0.87845993		-1.2099676		-1.2162313		-0.6931219		-1.24195		0.08630085		Yes		No		No		TA58647_4565		TC378249		Rep: Photosystem II subunit PsbS - Zea mays (Maize), partial (70%) [TC378249]

		A_99_P503597		10.166425		11.363923		11.882889		10.929553		9.803762		9.857726		10.076791		10.758858		9.193922		10.665858		10.333081		10.483029		-1.2857965		-2.8406026		-3.496952		-1.1256008		-1.9622416		-1.6223272		-2.9277809		-1.3627526		-0.36266232		-1.506197		-1.806098		-0.1706953		-0.9725027		-0.6980648		-1.5498075		-0.44652367		No		Yes		Yes		CJ808446		TC433254		CJ808446 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct5o05 5', mRNA sequence [CJ808446]

		A_99_P471272		4.28609		4.8216443		4.5355315		4.76927		4.337724		4.099304		3.5060043		3.6404006		3.3843567		3.5404196		3.414407		3.6829798		1.0364383		-1.649856		-2.0413551		-2.1868727		-1.8683091		-2.430452		-2.1751645		-2.1232734		0.05163431		-0.7223401		-1.0295272		-1.1288693		-0.90173316		-1.2812247		-1.1211245		-1.0862901		Yes		No		No		AK335360		TC417263		Triticum aestivum cDNA, clone: WT012_L08, cultivar: Chinese Spring [AK335360]

		A_99_P470512		1.8799548		1.8227663		1.8235866		1.7724835		3.4304905		5.4766984		3.542777		1.6809319		5.6460204		2.8149548		3.5907238		1.7551154		2.9292588		12.587606		3.292516		-1.0655155		13.605005		1.9892001		3.4037786		-1.0121114		1.5505357		3.653932		1.7191905		-0.09155154		3.7660656		0.99218845		1.7671372		-0.017368078		Yes		Yes		Yes		TC416872		TC416872		Rep: Pathogen-related protein - Oryza sativa (Rice), partial (91%) [TC416872]

		A_99_P445677		2.012468		3.1987517		2.7432182		2.6720486		3.6758454		2.8164856		5.0980277		3.7103999		2.193764		2.9451344		4.7083116		3.429844		3.1675718		-1.3033875		5.115267		2.0538793		1.133902		-1.1921926		3.9043798		1.6909047		1.6633773		-0.38226604		2.3548095		1.0383513		0.18129587		-0.2536173		1.9650934		0.75779533		Yes		No		No		TC400676		TC400676		0

		A_99_P060381		3.9240558		2.3365812		1.6722183		1.9145855		5.2284636		5.983444		5.757282		3.151641		6.3064847		6.1855817		6.5197997		2.6352444		2.4698234		12.526079		16.97175		2.3571694		5.2141385		14.41002		28.791706		1.6479346		1.3044078		3.646863		4.0850635		1.2370554		2.382429		3.8490005		4.8475814		0.7206589		Yes		Yes		Yes		CV773147		TC389038		FGAS067543 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773147]

		A_99_P381267		6.461544		5.7341723		6.5570474		7.1330733		3.9573536		2.2811654		3.594179		5.480844		4.2452083		4.036905		3.3388226		5.5483093		-5.673309		-10.951123		-7.796726		-3.1431897		-4.647116		-3.2428617		-9.30641		-2.9995873		-2.5041904		-3.453007		-2.9628685		-1.6522293		-2.2163358		-1.6972675		-3.2182248		-1.584764		Yes		No		No		TA105840_4565		TC440927		Rep: Flavonol synthase - Pyrus communis (Pear), partial (51%) [TC440927]

		A_99_P250996		11.578252		11.322383		10.854371		11.4039955		12.163037		12.938893		12.696919		11.375664		13.269933		11.831401		13.067551		11.262628		1.499816		3.0663245		3.5864298		-1.0198321		3.2303286		1.4230812		4.636961		-1.1029505		0.58478546		1.6165104		1.8425484		-0.028331757		1.6916809		0.50901794		2.2131796		-0.14136791		Yes		Yes		Yes		BT009326		TC373889		Triticum aestivum clone wlm24.pk0016.f9:fis, full insert mRNA sequence [BT009326]

		A_99_P377117		5.990522		5.8741946		5.2298217		7.3464074		7.7151203		9.545665		9.788825		8.878365		9.261104		8.739339		10.472545		8.8172		3.304881		12.741561		23.572018		2.8917787		9.650353		7.286087		37.863163		2.7717407		1.7245984		3.6714702		4.5590034		1.5319571		3.2705817		2.8651443		5.242723		1.4707923		Yes		Yes		Yes		TA104822_4565		0		0

		A_99_P274736		6.682585		6.5216584		6.371117		6.721522		7.9366684		9.341031		8.085636		7.0141673		9.177968		7.634415		8.655137		6.992983		2.385156		7.058554		3.281872		1.2248843		5.6387806		2.1625848		4.8703313		1.2070296		1.2540836		2.8193727		1.714519		0.29264545		2.4953833		1.1127567		2.28402		0.271461		Yes		Yes		Yes		TA74354_4565		TC403381		Rep: SERK1 protein precursor - Zea mays (Maize), partial (82%) [TC403381]

		A_99_P239434		13.041351		13.007957		11.701861		11.933351		11.83162		11.742192		10.762703		10.148235		11.512591		12.305862		10.443515		12.000588		-2.3129451		-2.4045472		-1.9174094		-3.44646		-2.8853772		-1.6268655		-2.392214		1.0477089		-1.2097311		-1.2657652		-0.93915844		-1.7851152		-1.52876		-0.70209503		-1.2583466		0.067237854		Yes		No		No		AK334083		TC377328		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P469592		9.86086		10.745397		12.044551		11.207849		9.78048		9.618154		10.626676		10.669556		9.4351		9.921376		11.292896		10.783788		-1.0572962		-2.1844091		-2.6719172		-1.4522531		-1.3432802		-1.7703326		-1.6837227		-1.3416988		-0.080379486		-1.127243		-1.4178753		-0.5382929		-0.42576027		-0.8240204		-0.7516546		-0.42406082		No		Yes		Yes		TA72366_4565		TC416333		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC416333]

		A_99_P437312		8.6368065		8.164251		9.060562		8.336791		10.258005		11.18214		10.584096		9.278922		12.374394		9.438897		11.001862		8.9542		3.0763052		8.099815		2.874944		1.9213642		13.339087		2.419394		3.8405142		1.5341172		1.6211987		3.017889		1.5235338		0.94213104		3.737588		1.2746458		1.9412994		0.61740875		Yes		Yes		Yes		TC434388		TC434388		0

		A_99_P409667		10.253895		9.076568		8.308355		8.8008175		10.870934		10.655353		8.785535		9.146779		11.524494		10.628203		9.184172		8.726514		1.5337238		2.9871817		1.3920196		1.2709979		2.4126177		2.9314933		1.8350462		-1.0528527		0.6170387		1.578785		0.47717953		0.34596157		1.2705994		1.5516357		0.87581635		-0.07430363		No		Yes		Yes		CD920229		TC371737		Rep: Hexokinase-7 - Oryza sativa subsp. japonica (Rice), partial (62%) [TC371737]

		A_99_P170634		2.6326172		1.7273263		2.427185		2.8994882		2.269914		4.2528768		4.316214		4.7991376		3.7521474		3.9761403		5.037276		5.201555		-1.285833		5.7579303		3.7038586		3.731225		2.1727622		4.75292		6.1054206		4.931637		-0.36270332		2.5255504		1.889029		1.8996494		1.1195302		2.248814		2.6100907		2.3020666		Yes		No		No		TA73685_4565		TC397910		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (41%) [TC397910]

		A_99_P160182		8.184714		8.167584		7.6525807		8.257935		8.052108		8.683064		9.042255		8.543479		8.379289		8.362056		8.940799		8.631278		-1.0962726		1.4294697		2.6201959		1.2188702		1.1443865		1.1443048		2.4422622		1.2953514		-0.1326065		0.51548004		1.3896747		0.2855444		0.19457436		0.19447136		1.288218		0.37334347		No		Yes		Yes		AK333346		TC447790		Triticum aestivum cDNA, clone: SET2_A21, cultivar: Chinese Spring [AK333346]

		A_99_P255841		9.162842		8.436478		8.838019		9.235129		8.264614		7.542711		7.624678		8.0252695		8.127702		7.8907166		7.4185615		9.236631		-1.863775		-1.8580211		-2.3187404		-2.3131516		-2.0493126		-1.4597902		-2.6748497		1.0010417		-0.8982277		-0.8937669		-1.2133412		-1.2098598		-1.03514		-0.5457611		-1.4194579		0.001502037		Yes		No		No		AF521191		TC370264		Triticum aestivum from leaf nonphosphorylating glyceraldehyde-3-phosphate dehydrogenase mRNA, complete cds [AF521191]

		A_99_P011499		9.922789		10.464131		10.626866		10.455881		9.460105		9.526104		9.422245		10.5529175		9.599048		10.006295		9.816022		10.406554		-1.378103		-1.9159068		-2.3047676		1.069574		-1.2515717		-1.3734802		-1.7542379		-1.034782		-0.46268368		-0.9380274		-1.2046213		0.09703636		-0.32374096		-0.45783615		-0.8108444		-0.049326897		No		Yes		Yes		TA88906_4565		TC422930		Rep: Os01g0223000 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC422930]

		A_99_P445502		8.200749		8.257212		8.148511		8.168531		8.245948		7.2271743		6.8219776		7.75981		7.4320083		7.545261		6.265377		7.9774647		1.0318251		-2.0420773		-2.507993		-1.3275088		-1.7037824		-1.6380175		-3.6887548		-1.1416075		0.04519844		-1.0300374		-1.3265333		-0.40872145		-0.76874113		-0.7119508		-1.8831339		-0.19106674		No		Yes		Yes		TA69788_4565		TC369184		0

		A_99_P154222		6.4472466		6.5039477		6.7641263		6.8695664		7.6856284		8.91555		9.308649		8.589662		9.215343		8.036315		10.148282		8.464424		2.3593376		5.32065		5.8341513		3.2945814		6.8120875		2.8926008		10.440766		3.0206473		1.2383819		2.4116025		2.5445228		1.7200952		2.768097		1.5323672		3.3841558		1.5948577		Yes		Yes		Yes		CJ944780		TC420023		CJ944780 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul12e01 5', mRNA sequence [CJ944780]

		A_99_P374977		5.6475368		5.43681		1.912212		2.9271603		5.666893		6.442364		3.7171764		4.30613		6.504837		6.5212364		4.7233677		3.9343784		1.0135071		2.0077145		3.4942055		2.6008255		1.811645		2.1205323		7.0184665		2.0100315		0.01935625		1.0055542		1.8049644		1.3789697		0.8573003		1.0844264		2.8111558		1.0072181		Yes		Yes		Yes		TA104309_4565		TC442758		0

		A_99_P295806		8.971958		9.031231		9.1468725		8.839156		9.69114		10.68456		10.86232		9.803397		10.778089		9.822825		10.987071		9.3718195		1.6462483		3.1455863		3.2839847		1.9510368		3.4970305		1.7309866		3.5805929		1.4465973		0.719182		1.6533289		1.7154474		0.964241		1.8061304		0.7915945		1.8401985		0.53266335		Yes		Yes		Yes		TA80451_4565		0		0

		A_99_P225206		9.504697		9.816024		9.384913		9.653077		10.084969		11.207593		11.34271		9.900104		10.324757		10.789617		11.291466		9.651941		1.4951308		2.6236389		3.884681		1.1867585		1.7654791		1.9637249		3.7491207		-1.0007876		0.5802717		1.3915691		1.9577961		0.24702644		0.8200598		0.97359276		1.9065523		-0.0011358261		Yes		Yes		Yes		TA60048_4565		0		0

		A_99_P239886		8.784289		8.58723		8.614762		8.761257		8.337914		11.750892		9.554414		9.696855		9.673245		9.321927		9.366059		9.530598		-1.3626121		8.961014		1.9180648		1.9126825		1.8518356		1.6640483		1.6833055		1.7044904		-0.4463749		3.163662		0.9396515		0.9355974		0.88895607		0.73469734		0.751297		0.7693405		Yes		Yes		Yes		TA64432_4565		TC400477		Rep: Glutathione-S-transferase - Hordeum vulgare (Barley), complete [TC400477]

		A_99_P470387		10.871242		10.765759		10.996151		10.671815		10.655084		9.984984		9.889667		10.08562		10.35801		10.480281		9.956434		10.419141		-1.1616359		-1.7180536		-2.153203		-1.501282		-1.4272432		-1.2188145		-2.055824		-1.1914134		-0.21615791		-0.78077507		-1.1064844		-0.586195		-0.5132313		-0.2854786		-1.0397167		-0.2526741		No		Yes		Yes		TC416783		TC416783		Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC416783]

		A_99_P233666		10.582065		10.582427		10.366088		10.397874		11.075643		11.62679		11.2441		10.861518		11.28064		11.357345		11.479037		10.896138		1.4079323		2.0624557		1.8378407		1.3790206		1.6229011		1.7110924		2.1628735		1.4125131		0.49357796		1.044363		0.8780117		0.46364403		0.698575		0.7749176		1.1129494		0.4982643		No		Yes		Yes		AK333147		TC375835		Triticum aestivum cDNA, clone: SET1_P24, cultivar: Chinese Spring [AK333147]

		A_99_P449937		11.594859		11.926232		11.464564		11.382004		11.168897		11.176117		10.15583		10.954341		11.390301		11.258422		10.46149		10.928552		-1.3434684		-1.6819273		-2.4772406		-1.3450528		-1.1523335		-1.58866		-2.004267		-1.3693129		-0.42596245		-0.7501154		-1.3087339		-0.42766285		-0.20455837		-0.66781044		-1.0030746		-0.4534521		No		Yes		Yes		TA72342_4565		TC403686		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC403686]

		A_99_P310591		9.464461		9.528098		9.351314		9.573568		9.174029		8.801649		8.428969		9.794227		9.183721		9.050636		8.251706		9.808888		-1.2230064		-1.6545616		-1.8951923		1.1652652		-1.2148185		-1.392292		-2.142964		1.1771679		-0.29043198		-0.726449		-0.9223442		0.2206583		-0.28074074		-0.4774618		-1.0996075		0.23532009		No		Yes		Yes		TA84830_4565		TC401829		Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat), partial (22%) [TC401829]

		A_99_P500347		8.64755		9.281999		9.013059		8.952178		7.7967496		7.79052		6.441446		8.305621		7.937307		8.521264		6.922283		8.339234		-1.8035008		-2.8117697		-5.9447365		-1.5654277		-1.6360794		-1.6943531		-4.25977		-1.5293765		-0.85080004		-1.4914784		-2.5716128		-0.64655685		-0.71024275		-0.76073456		-2.0907755		-0.61294365		Yes		Yes		Yes		AK334798		TC431876		Triticum aestivum cDNA, clone: WT011_B16, cultivar: Chinese Spring [AK334798]

		A_99_P152487		8.166591		8.59618		9.121909		8.270276		10.372266		11.682945		11.503888		10.558041		11.934361		11.00081		11.946719		9.769237		4.6129036		8.495892		5.2125125		4.882989		13.621095		5.2949963		7.085207		2.8263898		2.2056751		3.0867653		2.381979		2.2877645		3.7677708		2.4046297		2.82481		1.4989605		Yes		Yes		Yes		CJ856966		0		CJ856966 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal38h19 5', mRNA sequence [CJ856966]

		A_99_P646401		12.984128		12.8570795		15.005615		14.493375		13.036748		11.654515		13.474617		14.4561615		12.7071		12.350726		13.456435		14.366074		1.0371467		-2.3014836		-2.8898573		-1.0261298		-1.2116963		-1.4204552		-2.9265077		-1.0922486		0.052619934		-1.2025642		-1.5309982		-0.037213326		-0.27702808		-0.5063534		-1.54918		-0.12730122		No		Yes		Yes		DQ867075		0		Triticum aestivum plasma membrane intrinsic protein (AQP1) mRNA, complete cds [DQ867075]

		A_99_P208911		5.439707		4.8013463		5.4599433		7.2722836		8.951616		10.542062		11.41378		9.453027		10.125302		9.051247		11.650619		9.95616		11.40749		53.47214		61.98456		4.5338707		25.733852		19.026		73.04306		6.4258		3.5119095		5.7407155		5.953837		2.1807432		4.6855955		4.2499003		6.1906753		2.683876		Yes		Yes		Yes		TA53777_4565		TC374050		Rep: Os09g0471400 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC458811]

		A_99_P485257		5.5655923		5.954256		5.997177		5.722159		4.8513894		4.879271		4.8925624		5.5464783		4.9519234		5.705223		5.172149		5.607452		-1.6405765		-2.1067002		-2.1504145		-1.1294972		-1.5301455		-1.1884103		-1.7715694		-1.0827551		-0.7142029		-1.074985		-1.1046147		-0.17568064		-0.6136689		-0.24903297		-0.82502794		-0.11470699		No		Yes		Yes		TC424854		TC424854		0

		A_99_P037749		13.236348		13.186198		12.28004		13.16761		12.721854		12.709193		10.636713		12.24279		12.430594		12.630773		10.977916		12.907975		-1.428493		-1.3918512		-3.1238534		-1.8984473		-1.7480588		-1.4696021		-2.4659166		-1.1971757		-0.51449394		-0.477005		-1.6433268		-0.92481995		-0.8057537		-0.55542564		-1.302124		-0.25963497		No		Yes		Yes		AK332537		NP13081129		Triticum aestivum cDNA, clone: WT004_D16, cultivar: Chinese Spring [AK332537]

		A_99_P406277		4.0623074		2.7187212		1.61163		2.925679		3.7532504		4.5484962		3.2602336		3.8913887		4.8478227		3.4030726		3.5383484		3.9660923		-1.2388977		3.5548165		3.1353004		1.953024		1.7237079		1.6069794		3.8018944		2.0568168		-0.309057		1.8297751		1.6486037		0.9657097		0.7855153		0.68435144		1.9267185		1.0404134		Yes		No		No		NP9349870		NP9349870		GB

		A_99_P547177		4.8581076		4.6641216		5.6044235		4.846108		4.3701916		4.0886455		4.2947993		4.1028266		3.4755285		3.8014002		3.8578494		3.394801		-1.4024175		-1.4901692		-2.4787695		-1.6739789		-2.6073406		-1.8184654		-3.355608		-2.734557		-0.487916		-0.57547617		-1.3096242		-0.74328136		-1.3825791		-0.86272144		-1.7465742		-1.451307		Yes		No		No		CA599825		TC451260		Rep: Asynapsis 1 - Triticum aestivum (Wheat), partial (18%) [TC451260]

		A_99_P077090		5.165625		5.1145062		5.278612		4.7622247		4.6546693		3.817815		4.1296334		3.615811		3.6894686		3.5400705		3.4414167		3.3710492		-1.424994		-2.456648		-2.2175686		-2.2136292		-2.7820656		-2.9781897		-3.5731473		-2.6229231		-0.5109558		-1.2966912		-1.1489787		-1.1464136		-1.4761565		-1.5744357		-1.8371954		-1.3911755		Yes		No		No		CK194439		0		FGAS002869 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK194439]

		A_99_P546787		2.7437782		1.7219301		2.5240772		1.6236008		3.5139225		5.005217		3.9484856		4.4910665		3.4410295		3.9432304		4.016742		3.9041824		1.7054403		9.735716		2.6840441		7.2978196		1.6214126		4.6631346		2.8140833		4.8587375		0.7701442		3.283287		1.4244084		2.8674655		0.6972513		2.2213001		1.492665		2.2805815		Yes		Yes		Yes		BQ162030		TC413445		Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC413445]

		A_99_P197026		11.503273		11.198091		10.949536		10.708633		10.5832815		10.028853		8.54156		9.018668		11.109338		10.37605		9.014739		9.194588		-1.8921041		-2.2489276		-5.307293		-3.2264893		-1.3139726		-1.7679048		-3.823244		-2.8560984		-0.9199915		-1.1692371		-2.4079762		-1.6899652		-0.3939352		-0.82204056		-1.9347973		-1.5140457		Yes		Yes		Yes		TA49831_4565		0		0

		A_99_P330446		8.120465		8.231357		7.400168		7.1757083		7.9445267		8.527847		8.233525		7.568451		7.91317		8.695437		8.552583		7.125359		-1.1296991		1.2281533		1.7818271		1.312887		-1.1545218		1.3794382		2.2228565		-1.0355155		-0.1759386		0.29649067		0.83335733		0.39274263		-0.20729542		0.4640808		1.1524148		-0.050349236		No		Yes		Yes		TA90679_4565		TC383299		Rep: Alginate lyase - Sphingomonas sp. A1, partial (6%) [TC383299]

		A_99_P071915		1.951253		1.8565792		1.9261962		2.4603326		5.2771974		8.402173		6.138113		2.5429122		8.5996		4.777445		6.3384633		1.8905201		10.027878		93.41574		18.531618		1.0589098		100.31176		7.5730033		21.292408		-1.4843307		3.3259444		6.5455937		4.211917		0.08257961		6.648347		2.9208655		4.412267		-0.56981254		Yes		Yes		Yes		BT009410		0		Triticum aestivum clone wlm96.pk061.i14:fis, full insert mRNA sequence [BT009410]

		A_99_P093615		6.184511		6.4530616		6.1072526		6.358374		4.9660954		4.968077		4.981283		4.9017835		4.348498		5.523104		4.7388453		5.7542725		-2.3269105		-2.7991414		-2.1824815		-2.74459		-3.570221		-1.9052197		-2.5818536		-1.5200319		-1.2184157		-1.4849844		-1.1259694		-1.4565907		-1.8360133		-0.9299574		-1.3684072		-0.60410166		Yes		No		No		AB124855		TC380212		Triticum aestivum CYP71C6v3 mRNA for P450, complete cds [AB124855]

		A_99_P522107		5.4243717		4.797654		6.005657		5.916542		4.9765964		4.0155845		4.8167596		4.7420096		3.2935944		3.5264664		3.9677446		4.522218		-1.3639355		-1.719596		-2.2797847		-2.2571971		-4.379534		-2.4136019		-4.106509		-2.6286533		-0.44777536		-0.7820697		-1.1888976		-1.1745324		-2.1307774		-1.2711878		-2.0379126		-1.3943238		Yes		No		No		CJ860037		TC441325		CJ860037 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal9l20 5', mRNA sequence [CJ860037]

		A_99_P011544		6.5400143		6.385986		6.9422317		6.9153686		5.8954844		5.1002455		5.4075694		5.997263		6.267489		5.7625785		6.315577		6.2459235		-1.5632298		-2.4380715		-2.897206		-1.8896323		-1.2079203		-1.5405092		-1.5439806		-1.590461		-0.6445298		-1.2857404		-1.5346622		-0.9181056		-0.2725253		-0.62340736		-0.6266546		-0.66944504		Yes		No		No		AK330275		TC385134		Triticum aestivum cDNA, clone: SET4_A24, cultivar: Chinese Spring [AK330275]

		A_99_P431327		11.943624		10.129987		10.481757		10.746806		12.042674		11.06033		13.086883		11.396478		11.8621855		11.16466		12.777102		11.6059265		1.0710683		1.9057299		6.084444		1.5688109		-1.0580722		2.0486503		4.908715		1.813932		0.09905052		0.9303436		2.6051254		0.64967155		-0.081438065		1.0346737		2.2953453		0.85912037		Yes		Yes		Yes		TA54122_4565		TC440370		0

		A_99_P223071		12.413284		12.64949		12.834114		12.89481		13.914703		15.882156		14.713634		13.039725		14.500386		14.970127		15.331038		12.992561		2.8312106		9.400034		3.679525		1.1056659		4.248937		4.9955263		5.6448073		1.0701045		1.5014191		3.232666		1.8795195		0.14491558		2.087102		2.3206367		2.4969244		0.09775162		Yes		Yes		Yes		TA59352_4565		0		0

		A_99_P293616		7.516155		7.9047394		7.2247014		7.541247		5.8909564		6.9103103		3.1789103		7.8391438		6.763991		6.0564866		2.9001112		7.4013886		-3.0848458		-1.992292		-16.515985		1.2293509		-1.6843172		-3.6006386		-20.03694		-1.1017969		-1.6251984		-0.9944291		-4.045791		0.29789686		-0.7521639		-1.8482528		-4.32459		-0.13985825		Yes		Yes		Yes		TA79832_4565		0		0

		A_99_P275896		12.219395		11.9935		10.69671		11.668338		12.377307		12.286687		12.04313		12.468493		12.632248		12.763276		12.556793		12.245056		1.1156715		1.2253443		2.542804		1.741289		1.3313162		1.7050054		3.630287		1.4914528		0.15791225		0.29318714		1.3464203		0.80015564		0.41285324		0.76977634		1.8600836		0.57671833		No		Yes		Yes		TA74703_4565		TC458881		Rep: Aleurone ribonuclease - Hordeum vulgare (Barley), complete [TC458881]

		A_99_P072445		10.882034		10.219818		9.149325		9.330069		11.448276		11.60435		10.720345		9.946567		12.078786		11.030772		10.964752		9.939824		1.4806609		2.6108725		2.9711454		1.5331491		2.2922297		1.7543713		3.5196373		1.5260006		0.56624126		1.384532		1.5710192		0.616498		1.1967516		0.8109541		1.8154268		0.6097555		Yes		Yes		Yes		CD929369		TC398582		GR45.107O02F010319 GR45 Triticum aestivum cDNA clone GR45107O02, mRNA sequence [CD929369]

		A_99_P433212		8.14663		6.363483		4.9833016		5.2129636		9.716971		10.298032		10.496209		7.9838357		10.449791		10.426343		11.053149		7.0706887		2.9697492		15.290343		45.661537		6.825204		4.935378		16.712551		67.174774		3.6243572		1.5703411		3.9345489		5.5129075		2.770872		2.3031607		4.06286		6.0698476		1.8577251		Yes		Yes		Yes		TA94744_4565		TC391050		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC391050]

		A_99_P516407		6.498207		6.0298347		6.277017		6.3310795		5.986646		5.2451377		5.159413		6.0214863		5.4746833		5.29773		5.324848		5.7802987		-1.4255918		-1.7227305		-2.1698635		-1.2393582		-2.0328782		-1.6610607		-1.9347792		-1.4648782		-0.5115609		-0.78469706		-1.1176043		-0.3095932		-1.0235238		-0.7321048		-0.95216894		-0.5507808		No		Yes		Yes		CA642236		TC438972		Rep: Lysine-rich arabinogalactan protein 19 precursor - Arabidopsis thaliana (Mouse-ear cress), partial (11%) [TC438972]

		A_99_P000841		1.6727442		2.5727737		1.641955		1.7590756		2.5633276		4.7118716		5.0999694		5.1504064		2.4288907		5.1274743		4.816538		4.394839		1.8539257		4.4048653		10.989201		10.492821		1.6889733		5.875455		9.029105		6.215038		0.8905834		2.139098		3.4580145		3.3913307		0.75614655		2.5547006		3.174583		2.6357632		Yes		No		No		BF474953		TC421946		WHE2104_A07_B14ZS Wheat salt-stressed crown cDNA library Triticum aestivum cDNA clone WHE2104_A07_B14, mRNA sequence [BF474953]

		A_99_P300131		12.435		12.72115		10.112782		10.894164		12.348626		12.698571		11.355766		11.253124		12.271653		12.842236		11.687322		11.040576		-1.0616986		-1.0157738		2.366877		1.2825012		-1.1198823		1.0875525		2.9784055		1.1068133		-0.08637428		-0.022579193		1.2429848		0.35896015		-0.16334724		0.12108517		1.5745401		0.1464119		No		Yes		Yes		TA81710_4565		0		0

		A_99_P339931		5.892988		4.7292533		2.9732628		4.954885		6.142183		7.393603		5.8279777		5.5309863		6.566172		6.5200977		5.543171		5.13765		1.1885434		6.339414		7.2336054		1.490815		1.5945883		3.4601736		5.937716		1.1350572		0.24919462		2.6643496		2.8547149		0.5761013		0.6731839		1.7908444		2.5699081		0.182765		Yes		Yes		Yes		TA93573_4565		TC385034		Rep: Os12g0611100 protein - Oryza sativa subsp. japonica (Rice), partial (79%) [TC385034]

		A_99_P402792		3.5000155		3.5190537		3.0166156		4.8420568		6.741089		8.998242		8.675942		6.949146		7.744877		7.8653007		8.658798		6.9815154		9.454973		44.606712		50.539047		4.3082113		18.959665		20.339985		49.942024		4.4059668		3.2410734		5.479189		5.6593266		2.107089		4.2448616		4.3462467		5.6421824		2.1394587		Yes		Yes		Yes		TA111116_4565		TC411407		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC443989]

		A_99_P552442		4.089995		4.522766		3.95417		5.1333694		4.016906		4.4120255		4.984851		4.703493		3.9970706		4.4314656		5.0789447		4.4976516		-1.0519668		-1.0797825		2.0429883		-1.3471181		-1.0665299		-1.06533		2.1806748		-1.5537107		-0.07308912		-0.11074066		1.0306809		-0.42987633		-0.09292436		-0.09130049		1.1247747		-0.63571787		No		Yes		Yes		AK334982		TC453202		Triticum aestivum cDNA, clone: WT011_L07, cultivar: Chinese Spring [AK334982]

		A_99_P362181		6.787088		6.4995246		6.592146		7.1348376		6.0016046		5.658715		5.667647		6.3408523		5.7906		5.777983		4.3779283		7.1067867		-1.7236698		-1.7910552		-1.898025		-1.7338575		-1.9951373		-1.6489428		-4.640299		-1.0196337		-0.78548336		-0.8408098		-0.92449903		-0.79398537		-0.9964881		-0.7215414		-2.2142177		-0.0280509		No		Yes		Yes		TA100764_4565		TC458761		0

		A_99_P073640		5.06432		5.4740696		5.496834		5.486183		4.75392		4.1800456		4.901451		3.631567		4.3546576		4.588944		4.1729126		4.4473453		-1.2400515		-2.4521105		-1.5108733		-3.6165552		-1.6354214		-1.8469255		-2.503456		-2.054572		-0.3104		-1.294024		-0.5953827		-1.8546162		-0.70966244		-0.88512564		-1.3239212		-1.0388379		Yes		No		No		0		0		0

		A_99_P153402		10.096825		10.372405		10.819995		11.314933		8.741379		8.450495		9.454619		10.0611925		8.151631		9.284938		9.4437275		10.387586		-2.5587618		-3.7892447		-2.576434		-2.3845885		-3.8508937		-2.1250064		-2.5959587		-1.9017758		-1.3554459		-1.9219103		-1.3653755		-1.2537403		-1.9451933		-1.0874672		-1.3762674		-0.9273472		Yes		Yes		Yes		CJ899249		TC429143		CJ899249 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles19i03 5', mRNA sequence [CJ899249]

		A_99_P531387		9.838226		9.849774		9.793742		9.83012		9.684075		8.885873		8.325341		9.197179		9.291817		9.242049		8.167027		9.606834		-1.1127665		-1.9505777		-2.7671502		-1.5507233		-1.4604466		-1.5238545		-3.0880897		-1.1673893		-0.15415096		-0.9639015		-1.468401		-0.63294125		-0.5464096		-0.60772514		-1.6267147		-0.22328568		No		Yes		Yes		CA498790		TC444537		Rep: AHM2 - Triticum aestivum (Wheat), partial (22%) [TC444537]

		A_99_P420562		8.029945		7.9318137		7.310721		7.519881		6.7959576		6.742651		6.533458		6.1564007		6.9459395		7.1128845		6.5182586		7.25712		-2.3521626		-2.2802038		-1.7138759		-2.573051		-2.119914		-1.7640961		-1.7320281		-1.1997724		-1.2339878		-1.1891627		-0.7772627		-1.3634801		-1.0840058		-0.8189292		-0.79246235		-0.26276064		Yes		No		No		TC381103		TC381103		Rep: 50S ribosomal protein L28, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC381103]

		A_99_P129755		11.202094		11.79932		10.610442		9.804569		9.538472		10.465713		10.156177		8.823456		9.176516		11.149369		9.478917		10.066218		-3.168109		-2.5203214		-1.3700852		-1.9739883		-4.071551		-1.5691149		-2.1909022		1.1988484		-1.6636219		-1.3336077		-0.4542656		-0.98111343		-2.0255785		-0.649951		-1.131525		0.26164913		Yes		No		No		DR737815		TC405613		FGAS083032 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737815]

		A_99_P265101		9.730289		10.044555		9.683705		10.008485		10.308366		11.030796		10.885354		10.223762		10.922699		10.566426		11.143153		10.213661		1.4928575		1.9810171		2.3000238		1.1609266		2.285341		1.4358166		2.750031		1.1528273		0.57807636		0.98624134		1.2016487		0.21527672		1.1924095		0.52187157		1.4594479		0.20517635		No		Yes		Yes		TA71435_4565		0		0

		A_99_P223616		15.22919		15.903797		15.960771		15.998657		14.951683		14.43065		15.247757		15.714171		14.2716875		15.249036		14.424254		16.024622		-1.2120984		-2.776269		-1.6392248		-1.2179761		-1.9419451		-1.5743555		-2.9009314		1.0181603		-0.27750683		-1.4731474		-0.71301365		-0.28448582		-0.95750237		-0.6547613		-1.5365162		0.025964737		No		Yes		Yes		TA59579_4565		TC402731		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (15%) [TC402731]

		A_99_P517657		10.121558		10.031419		10.558769		10.195574		10.085137		9.420117		9.739994		9.988724		9.838075		9.572088		9.395824		10.126365		-1.0255663		-1.5276366		-1.7639078		-1.1541655		-1.2171302		-1.3749037		-2.23914		-1.0491414		-0.036420822		-0.6113014		-0.8187752		-0.20685005		-0.2834835		-0.45933056		-1.1629448		-0.0692091		No		Yes		Yes		TC439513		TC439513		Rep: Axe2 - Trichoderma reesei (Hypocrea jecorina), partial (7%) [TC439513]

		A_99_P343771		10.578752		10.07355		11.156669		10.702686		10.836501		9.618318		10.611997		9.119691		9.215339		9.545035		9.210529		9.394527		1.1956122		-1.3710039		-1.4586887		-2.9959123		-2.572931		-1.4424436		-3.8534198		-2.4762533		0.25774956		-0.45523262		-0.544672		-1.5829954		-1.3634129		-0.52851486		-1.9461393		-1.3081589		Yes		No		No		TA94791_4565		TC455689		Rep: Aconitate hydratase 2, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC455689]

		A_99_P303866		8.504989		8.141368		7.50992		7.547236		9.252832		10.004016		9.661273		8.312608		9.979149		9.26656		9.688908		8.477126		1.6792811		3.6367457		4.442442		1.699808		2.7782187		2.1813052		4.5283566		1.905131		0.74784374		1.862648		2.151353		0.7653718		1.4741602		1.1251917		2.1789875		0.92989016		Yes		Yes		Yes		TA82830_4565		TC379672		Rep: Sterol desaturase-like - Oryza sativa subsp. japonica (Rice), partial (95%) [TC379672]

		A_99_P256341		6.501534		6.9802566		5.7104263		6.783714		9.202763		11.192046		10.914577		9.202876		9.762147		10.927203		10.720935		9.174279		6.5035553		18.529982		36.864243		5.3486037		9.5839		15.422306		32.233936		5.243628		2.7012286		4.2117896		5.20415		2.4191623		3.260613		3.9469466		5.0105085		2.3905654		Yes		Yes		Yes		TA68927_4565		TC415184		Rep: Major facilitator superfamily MFS_1 - Sphingomonas wittichii (strain RW1 / DSM 6014 / JCM 10273), partial (5%) [TC415184]

		A_99_P283556		11.014815		12.105492		11.279724		9.370044		10.541102		9.792811		10.397766		8.58063		9.646755		10.955017		9.627382		9.579596		-1.3886788		-4.968052		-1.8428748		-1.7283716		-2.5812325		-2.219869		-3.1434348		1.1563289		-0.47371292		-2.3126802		-0.881958		-0.78941345		-1.3680601		-1.1504745		-1.6523418		0.20955181		Yes		No		No		TA76929_4565		TC401119		0

		A_99_P434707		6.785998		6.5781674		6.656487		6.0817523		7.3290095		8.012597		7.6915874		6.6575017		7.681114		7.2428966		7.9153447		6.5559025		1.4570109		2.702753		2.0492563		1.4904515		1.8597598		1.5852706		2.3930619		1.3890997		0.54301167		1.4344296		1.0351005		0.5757494		0.8951163		0.6647291		1.2588577		0.47415018		No		Yes		Yes		TC392301		TC392301		Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC392301]

		A_99_P304201		5.696671		4.458067		3.323824		6.049481		4.093945		2.1608891		4.169109		3.4391153		3.8371422		3.1466358		2.4939158		4.152906		-3.0371664		-4.9149537		1.7966195		-6.106584		-3.6288912		-2.4818761		-1.7775722		-3.7232823		-1.602726		-2.2971778		0.84528494		-2.6103656		-1.8595288		-1.3114312		-0.82990813		-1.896575		Yes		No		No		TA82920_4565		TC371591		Rep: Os03g0439500 protein - Oryza sativa subsp. japonica (Rice), partial (44%) [TC371591]

		A_99_P258026		11.492401		11.493961		11.032478		11.258342		10.344011		10.627792		9.84515		9.737812		10.327783		10.873932		9.521339		11.019478		-2.2166636		-1.822816		-2.2773063		-2.8689637		-2.2417393		-1.5369066		-2.8503497		-1.180063		-1.1483898		-0.866169		-1.1873283		-1.5205297		-1.1646185		-0.62002945		-1.5111389		-0.23886395		Yes		No		No		CJ730863		TC400416		CJ730863 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh1o17 5', mRNA sequence [CJ730863]

		A_99_P357466		4.9035516		3.0130064		3.1429489		3.2782404		5.68374		5.7900405		6.179563		4.013411		6.5211487		5.995198		6.162933		4.099319		1.7173554		6.8544173		8.20563		1.6645943		3.068635		7.9018545		8.111586		1.7667263		0.78018856		2.777034		3.0366142		0.7351706		1.6175971		2.9821913		3.019984		0.82107854		Yes		No		No		AK333982		TC403930		Triticum aestivum cDNA, clone: WT008_F16, cultivar: Chinese Spring [AK333982]

		A_99_P118515		6.2333755		5.946444		5.1519794		5.4753747		6.5315347		6.7280045		6.2668056		5.655304		7.082524		6.2489753		6.499658		5.6883836		1.2295744		1.7189891		2.1656892		1.1328284		1.8014371		1.2333064		2.545023		1.159103		0.29815912		0.7815604		1.1148262		0.17992926		0.8491483		0.30253124		1.3476787		0.21300888		No		Yes		Yes		CJ683468		TC419917		CJ683468 Y.Ogihara unpublished cDNA library Wh_PCDAM Triticum aestivum cDNA clone whpc12j03 5', mRNA sequence [CJ683468]

		A_99_P268591		10.495281		10.698878		9.706849		10.181252		10.750099		11.542999		10.857509		10.427947		10.992752		11.204307		11.220735		10.581719		1.1931852		1.7951707		2.2201538		1.1864864		1.4117365		1.4195447		2.8557813		1.3199359		0.25481796		0.844121		1.1506596		0.24669552		0.49747086		0.5054283		1.5138855		0.40046787		No		Yes		Yes		AK334892		TC378950		Triticum aestivum cDNA, clone: WT011_G12, cultivar: Chinese Spring [AK334892]

		A_99_P273521		8.420999		8.494952		8.5874815		8.004434		6.8376765		7.2096906		7.6777782		6.7112923		6.845196		7.6046906		7.5408206		7.871654		-2.9965906		-2.4372625		-1.878659		-2.4506109		-2.9810133		-1.8535123		-2.0657432		-1.0964041		-1.583322		-1.2852616		-0.90970325		-1.2931414		-1.5758028		-0.89026165		-1.0466609		-0.1327796		Yes		No		No		TA73988_4565		TC396849		Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC396849]

		A_99_P143748		3.9801788		3.8206604		2.7408485		3.2917292		4.5012717		5.32161		4.729136		4.1816897		4.998504		4.4859505		4.921089		4.2434554		1.4350419		2.8302896		3.9676573		1.8531255		2.0255663		1.5858872		4.5322914		1.9341855		0.5210929		1.5009496		1.9882874		0.8899605		1.0183253		0.6652901		2.1802406		0.9517262		Yes		No		No		CA597624		TC409435		wpa1c.pk015.d20 wpa1c Triticum aestivum cDNA clone wpa1c.pk015.d20 5' end, mRNA sequence [CA597624]

		A_99_P322071		8.293964		7.5792313		7.441404		7.4592147		8.682917		9.145799		8.316822		7.877023		9.45469		8.103725		8.70586		7.756779		1.309442		2.9619913		1.8345398		1.3358967		2.2356985		1.4384291		2.4023664		1.2290678		0.38895226		1.5665674		0.8754182		0.41780853		1.1607256		0.5244942		1.2644563		0.2975645		No		Yes		Yes		TA88156_4565		TC373232		0

		A_99_P485807		4.38423		2.47144		3.8558438		3.972079		5.0297217		2.748553		6.1304893		5.092888		4.874327		3.4290276		5.345724		4.3578935		1.5642722		1.2117676		4.8387876		2.1746886		1.4045393		1.9420596		2.8086567		1.3065972		0.6454916		0.27711296		2.2746456		1.1208088		0.49009705		0.9575875		1.4898803		0.38581443		Yes		No		No		TC425131		TC425131		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC425131]

		A_99_P128255		8.493073		8.612283		8.34051		8.626299		7.9891686		7.71723		7.0960064		8.570301		8.247558		8.093259		7.1456246		8.864621		-1.4180465		-1.859678		-2.3693707		-1.0395778		-1.1855166		-1.4329854		-2.289267		1.17962		-0.5039048		-0.8950529		-1.244504		-0.05599785		-0.24551582		-0.5190239		-1.1948857		0.23832226		No		Yes		Yes		TA84829_4565		TC382556		Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat), complete [TC382556]

		A_99_P508817		2.9915295		3.8277714		3.5587528		3.741434		6.647965		6.3673396		7.3707175		6.1521225		8.247835		5.593361		7.075806		5.3601937		12.6094675		5.8141494		14.044806		5.31728		38.22132		3.400129		11.4482355		3.0711088		3.6564355		2.5395682		3.8119648		2.4106884		5.2563057		1.7655895		3.5170534		1.6187596		Yes		Yes		Yes		TC435539		TC435539		Rep: Os05g0588900 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC435539]

		A_99_P291831		10.185918		10.397178		11.086662		10.4089575		9.890292		9.360047		10.339928		10.672829		9.778538		9.75824		9.967233		10.764938		-1.2274172		-2.0521417		-1.6779906		1.2006962		-1.3262751		-1.5571824		-2.1726105		1.2798555		-0.2956257		-1.0371304		-0.7467346		0.2638712		-0.4073801		-0.63893795		-1.1194296		0.35598087		No		Yes		Yes		TA79323_4565		TC399092		0

		A_99_P111100		5.43626		5.604277		5.3263		5.1558266		5.1303945		4.373095		4.732254		4.2463264		4.2698817		4.249554		4.34917		4.1881514		-1.2361603		-2.3475926		-1.5094743		-1.8783945		-2.2444758		-2.55748		-1.9685453		-1.9556866		-0.30586576		-1.2311821		-0.5940461		-0.9095001		-1.1663785		-1.354723		-0.97712994		-0.9676752		Yes		No		No		DR732719		0		FGAS078639 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [DR732719]

		A_99_P300126		10.2011175		9.133913		8.89114		9.252979		9.629951		9.465316		10.854541		10.231921		11.494287		8.9891205		11.52586		10.673942		-1.4857249		1.2582362		3.899802		1.9710193		2.4506578		-1.1055716		6.210545		2.6776407		-0.571167		0.33140278		1.9634008		0.9789419		1.293169		-0.14479256		2.6347198		1.4209623		Yes		No		No		TA81709_4565		0		0

		A_99_P499322		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516		-2.057014		-7.3866396		-3.6117496		-2.0807445		-2.8198578		-2.7220042		-2.859843		-1.8738499		-1.0405517		-2.8849182		-1.8526978		-1.0570998		-1.4956224		-1.4446692		-1.5159359		-0.9060054		Yes		Yes		Yes		AK333778		TC431450		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		A_99_P404057		9.603409		9.650646		10.029054		9.62418		9.521768		8.813058		9.05532		8.649619		8.621712		8.575466		8.403735		8.384331		-1.0582212		-1.7870603		-1.9639169		-1.9650428		-1.974787		-2.106985		-3.0851028		-2.3617382		-0.0816412		-0.8375883		-0.9737339		-0.97456074		-0.9816971		-1.07518		-1.6253185		-1.2398491		Yes		No		No		TA111422_4565		0		0

		A_99_P071982		7.5416927		6.8850503		9.325017		8.606698		8.925412		8.662073		11.416454		9.596486		9.3073		8.679904		11.655782		9.37073		2.6094024		3.427182		4.2617245		1.9858932		3.40017		3.4698029		5.0307198		1.6982306		1.3837194		1.7770228		2.0914373		0.98978806		1.7656069		1.7948537		2.3307648		0.76403236		Yes		Yes		Yes		BT009369		TC384071		Triticum aestivum clone wlm96.pk028.e8:fis, full insert mRNA sequence [BT009369]

		A_99_P441167		2.899273		2.019092		3.1324673		2.3550644		4.8084216		4.9070435		4.873752		5.8223863		4.7589498		4.5337057		4.5748477		3.1249044		3.7558742		7.402186		3.343328		11.060325		3.6292636		5.714446		2.717689		1.7050806		1.9091487		2.8879514		1.7412848		3.4673219		1.8596768		2.5146136		1.4423804		0.76984		Yes		Yes		Yes		TC397293		TC397293		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (4%) [TC397293]

		A_99_P360376		4.428243		5.444362		5.8935294		5.9387937		3.8383033		3.9490583		4.716095		5.1544495		3.3579378		4.6510177		4.9985976		5.3206935		-1.5051839		-2.8192353		-2.261742		-1.7223092		-2.0998778		-1.7330875		-1.859522		-1.5348526		-0.58993983		-1.4953039		-1.1774344		-0.7843442		-1.0703053		-0.7933445		-0.8949318		-0.61810017		Yes		Yes		Yes		AK330875		TC422637		Triticum aestivum cDNA, clone: SET5_I12, cultivar: Chinese Spring [AK330875]

		A_99_P298226		11.019155		11.37056		11.580451		11.152101		10.573285		10.024063		10.471534		10.95165		10.195683		10.706551		10.347767		10.951904		-1.3621348		-2.5429385		-2.1568372		-1.1490574		-1.7696598		-1.5844796		-2.350038		-1.1488546		-0.44586945		-1.3464966		-1.1089172		-0.2004509		-0.823472		-0.6640091		-1.2326841		-0.20019627		No		Yes		Yes		TA81155_4565		TC371059		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC371059]

		A_99_P285116		3.7604454		4.469886		3.7905633		4.591248		5.5475655		5.1311855		8.304395		5.76522		7.06031		5.1238313		8.172056		5.6097693		3.4512527		1.5815067		22.84539		2.2563207		9.84823		1.5734653		20.843023		2.0258415		1.7871201		0.6612997		4.513831		1.1739721		3.2998645		0.65394545		4.3814926		1.0185213		Yes		No		No		TA77380_4565		TC382962		Rep: Cinnamoyl-CoA reductase - Triticum aestivum (Wheat), partial (49%) [TC382962]

		A_99_P164342		4.315235		3.4703467		4.6742454		3.7229338		3.0635307		2.881758		2.5381854		2.3701952		3.0957768		2.656916		2.2848969		3.0868046		-2.3812258		-1.503775		-4.3956		-2.5539649		-2.3285928		-1.7573856		-5.2392073		-1.5541537		-1.2517045		-0.5885887		-2.13606		-1.3527386		-1.2194583		-0.8134308		-2.3893485		-0.63612914		Yes		No		No		CJ539649		0		0

		A_99_P083625		9.681621		9.860946		8.40789		7.8504753		8.467368		8.328694		7.229897		6.216083		8.227309		9.029585		7.0973186		7.920393		-2.3202052		-2.8923686		-2.2626183		-3.1045675		-2.7402573		-1.7793629		-2.4803982		1.0496567		-1.2142525		-1.5322514		-1.1779933		-1.6343923		-1.4543114		-0.8313608		-1.3105717		0.06991768		Yes		No		No		AK330445		TC452485		Triticum aestivum cDNA, clone: SET4_H15, cultivar: Chinese Spring [AK330445]

		A_99_P318991		8.110687		7.676787		7.0564885		7.165609		7.0328155		6.654798		6.529818		5.2063746		6.866745		7.0804405		6.361664		6.6991057		-2.11092		-2.0307164		-1.4406006		-3.8885553		-2.3684485		-1.5118829		-1.6186877		-1.3817563		-1.0778718		-1.0219889		-0.52667046		-1.9592342		-1.2439423		-0.5963464		-0.6948247		-0.46650314		Yes		No		No		TA87225_4565		TC419026		Rep: Peptidyl-prolyl cis-trans isomerase - Oryza sativa subsp. indica (Rice), partial (62%) [TC419026]

		A_99_P479282		5.5896764		5.64353		3.955075		3.8132493		5.348802		6.034899		5.032503		4.5925446		5.4352546		5.608394		5.0256977		4.8164363		-1.1817086		1.3116378		2.1102707		1.7162923		-1.1129755		-1.0246532		2.1003397		2.004423		-0.24087429		0.39136934		1.0774281		0.7792952		-0.1544218		-0.035135746		1.0706227		1.003187		No		Yes		Yes		CJ899505		TC421746		CJ899505 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles19p18 5', mRNA sequence [CJ899505]

		A_99_P401122		4.0416226		4.555934		4.3280644		4.8207703		3.6176784		3.636071		3.5207627		2.4728947		3.4679613		3.2719548		3.5830584		3.7125666		-1.3415904		-1.8919356		-1.7499355		-5.0907407		-1.4882958		-2.435097		-1.6759813		-2.1557705		-0.42394423		-0.919863		-0.80730176		-2.3478756		-0.5736613		-1.2839792		-0.7450061		-1.1082036		Yes		No		No		TA110726_4565		0		0

		A_99_P556772		9.277766		8.181534		8.612878		8.260642		10.549073		10.551278		13.681523		10.292543		11.592185		10.701932		13.471267		9.266777		2.4138014		5.168495		33.55941		4.0894346		4.9740424		5.7374043		29.0082		2.008523		1.271307		2.3697443		5.0686455		2.0319014		2.3144188		2.5203981		4.858389		1.006135		Yes		Yes		Yes		L28009		TC454851		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P328301		5.6522675		6.063938		5.9277725		6.157091		6.4662614		7.6565127		7.6385403		6.8745713		6.576822		6.9111514		7.7730165		6.539097		1.7580718		3.0158708		3.2733498		1.6443076		1.8980979		1.7990226		3.593137		1.3031523		0.81399393		1.5925746		1.7107677		0.7174802		0.92455435		0.84721327		1.8452439		0.3820057		Yes		Yes		Yes		TA90026_4565		TC394915		Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC394915]

		A_99_P454767		5.804484		6.737566		7.7218423		7.1214924		5.5330443		6.1223626		6.676454		6.629273		5.633225		6.2848725		6.848183		6.4568315		-1.2070116		-1.5317739		-2.0639217		-1.4066072		-1.1260407		-1.368593		-1.8323044		-1.5851957		-0.27143955		-0.6152034		-1.0453882		-0.49221945		-0.17125893		-0.45269346		-0.87365913		-0.66466093		No		Yes		Yes		0		0		0

		A_99_P315341		9.240249		10.247214		9.658641		9.217838		9.787077		10.80098		11.5532465		10.013501		9.701889		10.407461		11.225217		9.743992		1.4608705		1.4679118		3.7182033		1.7358748		1.3771067		1.1174784		2.962009		1.4400846		0.54682827		0.5537653		1.8946056		0.7956629		0.46164036		0.16024685		1.566576		0.52615356		No		Yes		Yes		TA86191_4565		TC381571		0

		A_99_P014374		10.884454		10.791688		11.032185		11.214377		11.531114		12.603783		13.010769		11.531428		12.083838		12.074486		12.983562		11.449791		1.5655395		3.5115178		3.9410615		1.2457814		2.296417		2.4331038		3.8674371		1.1772442		0.64665985		1.8120947		1.9785843		0.31705093		1.1993847		1.2827978		1.9513779		0.23541355		Yes		Yes		Yes		AK331028		TC410353		Triticum aestivum cDNA, clone: SET5_O08, cultivar: Chinese Spring [AK331028]

		A_99_P468662		7.8747425		8.122031		8.215814		7.9038124		7.60042		7.2455535		7.1919384		7.3384857		7.465647		7.498924		7.08093		7.4506187		-1.209426		-1.8358876		-2.0333736		-1.4797225		-1.3278528		-1.540189		-2.1960082		-1.3690675		-0.2743225		-0.8764777		-1.0238752		-0.5653267		-0.4090953		-0.62310743		-1.1348834		-0.45319366		No		Yes		Yes		TC415806		TC415806		0

		A_99_P023599		7.2080307		7.482662		8.104648		7.355742		6.9202714		7.140596		6.99588		7.125894		7.2398224		7.309433		7.2225537		7.02713		-1.2207428		-1.2675707		-2.1566133		-1.1727114		1.0222809		-1.1275796		-1.8430483		-1.2558044		-0.2877593		-0.3420663		-1.1087675		-0.22984791		0.031791687		-0.17322922		-0.8820939		-0.32861185		No		Yes		Yes		BE499553		TC436316		WHE0961_B03_D05ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE0961_B03_D05, mRNA sequence [BE499553]

		A_99_P343391		5.9822583		5.4418883		6.882482		6.606462		6.008909		4.9074078		6.1026235		5.294151		4.7827215		5.0904994		4.802792		5.7704124		1.0186447		-1.4484205		-1.7169626		-2.4833906		-2.2966592		-1.2757883		-4.227164		-1.7851553		0.026650906		-0.5344806		-0.7798586		-1.3123112		-1.1995368		-0.35138893		-2.07969		-0.83604956		Yes		Yes		Yes		TA94657_4565		0		0

		A_99_P342191		10.5840435		10.166087		11.185893		12.030711		11.608124		12.228782		12.207066		12.581981		11.953315		11.907826		12.914723		12.669975		2.0336626		4.1776586		2.0295677		1.4653746		2.5834005		3.344381		3.3145897		1.5575345		1.0240803		2.0626945		1.0211725		0.55126953		1.3692713		1.7417393		1.7288303		0.6392641		Yes		No		No		TA94263_4565		TC458267		Rep: Os10g0503300 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC458267]

		A_99_P186682		11.596329		11.010117		11.027462		11.187993		12.328427		12.838443		11.970399		11.940585		12.768486		12.03645		12.349644		11.830674		1.6610535		3.5512483		1.9224378		1.6848172		2.253484		2.0368416		2.5004394		1.5612279		0.7320986		1.8283262		0.9429369		0.7525921		1.1721573		1.0263338		1.3221817		0.6426811		Yes		No		No		AK331293		TC428496		Triticum aestivum cDNA, clone: WT007_C01, cultivar: Chinese Spring [AK331293]

		A_99_P527002		4.38247		4.813953		3.0475254		2.9086144		5.779838		6.6562295		5.7146225		4.5530257		6.4033585		5.943588		6.5114975		4.236093		2.6342056		3.5857542		6.351499		3.1262026		4.0583363		2.1880336		11.034674		2.5096369		1.397368		1.8422766		2.667097		1.6444113		2.0208883		1.1296349		3.463972		1.3274786		Yes		Yes		Yes		TC443318		TC443318		Rep: sensory box histidine kinase - Burkholderia pseudomallei 1710a, partial (3%) [TC443318]

		A_99_P547632		7.7758427		8.844875		8.083259		8.584586		7.179356		6.9600067		6.435291		6.9887834		7.163447		7.3580565		6.636198		7.3330994		-1.5120298		-3.693193		-3.1339188		-3.0226266		-1.5287958		-2.802703		-2.7265198		-2.3808665		-0.59648657		-1.8848686		-1.6479678		-1.5958028		-0.61239576		-1.4868188		-1.4470606		-1.2514868		Yes		Yes		Yes		TA54738_4565		TC388265		Rep: Cellulose synthase-7 - Zea mays (Maize), partial (59%) [TC388265]

		A_99_P483732		14.04163		13.867162		13.982872		12.5694475		14.12384		13.552014		11.8563795		13.6761675		13.991511		13.160896		11.464772		11.787866		1.0586389		-1.2441387		-4.3665457		2.1535547		-1.03535		-1.6315751		-5.728271		-1.7190146		0.08221054		-0.3151474		-2.1264925		1.10672		-0.050118446		-0.70626545		-2.5180998		-0.7815819		Yes		Yes		Yes		TA64488_4565		TC399960		Rep: LEA D-11 dehydrin - Triticum aestivum (Wheat), complete [TC399960]

		A_99_P066330		11.912144		11.774799		11.7731905		12.894294		10.773156		10.148106		11.23589		11.664313		11.516606		10.779359		11.28799		11.963586		-2.202264		-3.088045		-1.451254		-2.345638		-1.3154327		-1.9936892		-1.3997808		-1.9062111		-1.1389875		-1.6266937		-0.5373001		-1.2299805		-0.39553738		-0.9954405		-0.48520088		-0.93070793		Yes		No		No		BQ743979		TC384189		WHE4110_D05_G10ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_D05_G10, mRNA sequence [BQ743979]

		A_99_P189282		4.6697907		4.2301426		5.0718703		4.767988		4.380836		3.7009153		4.2731576		3.577861		3.5560763		3.4752185		3.5228148		3.0863407		-1.2217548		-1.443156		-1.7395483		-2.2817285		-2.164021		-1.6875428		-2.9262552		-3.2079408		-0.28895473		-0.52922726		-0.79871273		-1.1901271		-1.1137145		-0.75492406		-1.5490556		-1.6816475		Yes		No		No		CK198196		0		FGAS006680 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK198196]

		A_99_P269071		11.039749		10.673657		11.48392		11.625798		11.833557		11.916989		12.968079		12.27538		11.870362		11.305686		12.950892		12.264874		1.7336444		2.3674467		2.7975395		1.5687135		1.7784411		1.5497426		2.7644114		1.5573317		0.793808		1.2433319		1.4841585		0.6495819		0.83061314		0.6320286		1.4669724		0.63907623		Yes		No		No		TA72628_4565		TC458664		0

		A_99_P210931		15.2886		15.147288		12.72964		13.4445915		14.885262		14.237621		10.892278		14.601643		15.182563		14.291405		10.825786		13.367142		-1.3225648		-1.8786118		-3.5735607		2.2300115		-1.0762678		-1.8098669		-3.7421162		-1.0551512		-0.40333843		-0.909667		-1.8373623		1.1570511		-0.10603714		-0.8558836		-1.9038544		-0.0774498		No		Yes		Yes		TA54418_4565		TC369682		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), complete [TC369682]

		A_99_P062018		8.223062		7.199023		7.2140727		7.3610454		10.57554		12.61896		12.031291		9.962924		11.727638		11.308983		12.204346		10.2340355		5.107007		42.81183		28.192085		6.0707664		11.349656		17.267174		31.784973		7.3258195		2.352478		5.4199376		4.8172183		2.6018786		3.5045767		4.10996		4.990273		2.8729901		Yes		Yes		Yes		CD875333		TC441988		AZO3.104N05F010930 AZO3 Triticum aestivum cDNA clone AZO3104N05, mRNA sequence [CD875333]

		A_99_P476542		7.763802		7.3652706		6.5583463		6.7966857		8.085201		8.731165		8.557967		7.7198224		9.2416315		8.1544695		9.07532		7.7713046		1.2495419		2.5773604		3.998949		1.8962336		2.7852936		1.7281146		5.723803		1.965122		0.3213992		1.3658943		1.9996209		0.9231367		1.4778295		0.7891989		2.516974		0.9746189		Yes		Yes		Yes		CD875890		TC420287		0

		A_99_P393582		5.2989135		5.0503044		4.812471		4.9231076		3.927518		4.0572476		4.399318		3.410223		3.433033		3.998067		3.2968712		4.4919343		-2.587207		-1.9903978		-1.3315926		-2.8538008		-3.6449032		-2.0737436		-2.8591766		-1.3483297		-1.3713956		-0.9930568		-0.4131527		-1.5128846		-1.8658805		-1.0522375		-1.5155997		-0.43117332		Yes		No		No		TA108869_4565		0		0

		A_99_P419832		9.137501		8.48368		7.0712075		7.707685		9.367184		9.659268		8.301583		7.740103		10.375178		9.293534		8.688796		7.6105313		1.1725773		2.25885		2.346281		1.0227246		2.358186		1.7530346		3.0686169		-1.069661		0.22968292		1.1755886		1.2303758		0.032417774		1.2376776		0.8098545		1.6175885		-0.09715366		No		Yes		Yes		TC380564		TC380564		0

		A_99_P385277		2.4562006		2.5654085		1.9862437		2.5568035		2.9024403		4.0010962		3.4651318		3.0119276		2.3541515		3.148224		3.6912787		2.774505		1.3624845		2.705111		2.7873383		1.3709008		-1.0732968		1.4977695		3.2603683		1.1628793		0.4462397		1.4356878		1.478888		0.45512414		-0.10204911		0.58281565		1.705035		0.21770144		No		Yes		Yes		TA106824_4565		TC453312		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC453312]

		A_99_P319031		7.9725685		8.228356		9.431033		9.368463		7.759357		7.371102		8.164024		8.657937		7.365275		7.3634906		7.7193794		8.873323		-1.1592659		-1.8115876		-2.4066207		-1.6364001		-1.5233988		-1.8211702		-3.2753606		-1.4094566		-0.21321154		-0.8572545		-1.2670088		-0.7105255		-0.6072936		-0.8648658		-1.7116537		-0.49513912		No		Yes		Yes		TA87237_4565		0		0

		A_99_P106115		5.3160706		6.3772163		5.0051727		4.862829		3.431455		5.024655		3.6354296		3.432169		2.8897705		5.7231593		3.1964166		4.736955		-3.6925454		-2.553651		-2.5842454		-2.6957006		-5.3751316		-1.5735871		-3.503401		-1.0911686		-1.8846157		-1.3525615		-1.3697431		-1.4306602		-2.4263		-0.654057		-1.8087561		-0.12587404		Yes		No		No		BQ620317		TC396121		TaLr1171F05R TaLr1 Triticum aestivum cDNA clone TaLr1171F05R, mRNA sequence [BQ620317]

		A_99_P297116		5.0582047		6.98511		7.8888855		7.6902137		3.890684		4.951082		6.9403605		7.2404594		5.131923		5.6684074		7.1408424		7.161733		-2.2462535		-4.0954657		-1.9298985		-1.3658075		1.0524259		-2.4909608		-1.6795131		-1.4424093		-1.1675208		-2.0340276		-0.94852495		-0.44975424		0.07371855		-1.3167024		-0.74804306		-0.5284805		Yes		Yes		Yes		TA80831_4565		TC458774		Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC458774]

		A_99_P366263		11.906314		12.027881		12.0021515		11.965291		11.238041		10.861683		11.163411		10.322574		10.524379		11.040883		10.644032		11.388771		-1.5891695		-2.2441945		-1.7884879		-3.1225343		-2.606177		-1.9820558		-2.563509		-1.4912478		-0.668273		-1.1661978		-0.83874035		-1.6427174		-1.3819351		-0.9869976		-1.35812		-0.57651997		Yes		No		No		TA102133_4565		0		0

		A_99_P195538		11.707859		11.229481		7.729277		9.487411		10.0383625		9.502589		5.4662356		11.21646		11.169324		9.617638		5.3913574		9.047343		-3.1810358		-3.3101385		-4.8000236		3.3150938		-1.4524969		-3.0564206		-5.055731		-1.3566676		-1.6694965		-1.7268915		-2.2630415		1.7290497		-0.5385351		-1.6118431		-2.3379197		-0.4400673		Yes		Yes		Yes		DR741683		TC401430		FGAS030734 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741683]

		A_99_P284026		8.34608		7.5973754		7.33159		7.385797		8.997804		8.082021		9.989273		8.209331		9.927728		7.833631		10.253527		7.5253735		1.5710443		1.3992419		6.310188		1.7697352		2.9931154		1.1779315		7.578627		1.1015817		0.65172386		0.48464537		2.657683		0.82353354		1.5816479		0.23625565		2.9219365		0.13957644		Yes		Yes		Yes		AK336179		0		Triticum aestivum cDNA, clone: SET3_G19, cultivar: Chinese Spring [AK336179]

		A_99_P318051		8.542302		8.497216		7.3564525		7.4648967		8.919147		9.401086		8.588043		8.027673		9.597081		9.0515785		9.018345		7.764178		1.2984985		1.8710779		2.3482578		1.4771088		2.0774		1.4685193		3.1643133		1.2305311		0.3768444		0.9038696		1.2315907		0.5627761		1.054779		0.5543623		1.6618924		0.29928112		No		Yes		Yes		AK334228		TC378603		Triticum aestivum cDNA, clone: WT009_K20, cultivar: Chinese Spring [AK334228]

		A_99_P000001		13.009898		12.528403		10.2270975		8.547738		11.455161		10.610936		9.138095		6.9564457		11.062847		12.171651		10.27472		6.535705		-2.9378018		-3.7775927		-2.1272693		-3.0131915		-3.8558557		-1.2805401		1.0335604		-4.033502		-1.5547371		-1.9174671		-1.0890026		-1.5912924		-1.947051		-0.3567524		0.04762268		-2.012033		Yes		No		No		X98504		TC414354		T.aestivum mRNA for beta-amylase [X98504]

		A_99_P357861		9.647382		9.4789505		7.0305266		7.121311		9.616053		8.58439		5.975694		8.085963		9.094197		8.977241		5.808166		7.4275403		-1.0219532		-1.8590438		-2.077477		1.9515928		-1.467321		-1.4158907		-2.333282		1.2364717		-0.031329155		-0.8945608		-1.0548325		0.96465206		-0.5531845		-0.50170994		-1.2223606		0.3062291		No		Yes		Yes		TA99283_4565		TC459187		Rep: MADS-box transcription factor TaAGL33 - Triticum aestivum (Wheat), complete [TC459187]

		A_99_P551077		9.647411		9.299115		9.00262		8.334484		10.740871		10.618909		14.873103		12.366287		11.871873		11.247138		14.831466		11.684471		2.133852		2.496304		58.504814		16.356625		4.6733646		3.8584538		56.840446		10.196393		1.0934601		1.3197937		5.8704834		4.031803		2.2244616		1.9480228		5.828846		3.349987		Yes		Yes		Yes		TA62846_4565		TC397627		0

		A_99_P147267		8.787877		8.20847		9.343234		8.9028425		8.919465		7.820828		8.6912775		7.1763496		7.3971367		7.6599603		7.430374		7.4809456		1.0954988		-1.3082538		-1.5712978		-3.309224		-2.622132		-1.4625745		-3.7655482		-2.679376		0.13158798		-0.38764238		-0.65195656		-1.7264929		-1.3907404		-0.5485101		-1.9128599		-1.4218969		Yes		No		No		DR732308		0		FGAS078228 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [DR732308]

		A_99_P297811		10.664819		10.843224		9.75488		8.3774		8.817384		8.648254		8.024893		6.4931564		8.518693		9.753047		7.1674066		8.012521		-3.5985982		-4.578799		-3.3172486		-3.6915941		-4.4263754		-2.129001		-6.010452		-1.2877742		-1.847435		-2.1949692		-1.7299871		-1.884244		-2.1461258		-1.0901766		-2.5874734		-0.3648796		Yes		No		No		TA81038_4565		TC404519		Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC404519]

		A_99_P064970		9.786429		10.103852		9.83719		10.177057		8.904511		8.458981		6.5483375		8.997844		8.9039		9.06254		7.01939		8.801933		-1.8428236		-3.1272004		-9.773344		-2.264533		-1.8436046		-2.0580988		-7.050862		-2.593902		-0.88191795		-1.6448717		-3.2888522		-1.1792135		-0.88252926		-1.0413122		-2.8177996		-1.375124		Yes		Yes		Yes		AK333822		TC413668		Triticum aestivum cDNA, clone: WT008_K22, cultivar: Chinese Spring [AK333822]

		A_99_P307026		6.7939796		6.322615		7.4968085		7.9454994		7.8834014		7.6271496		9.594935		7.5299835		9.215369		9.107967		9.758782		8.194197		2.1278872		2.47004		4.2815313		-1.3337755		5.3568673		6.894052		4.7964725		1.1881337		1.0894217		1.3045344		2.098127		-0.4155159		2.4213896		2.7853522		2.2619739		0.24869728		Yes		No		No		TA83754_4565		TC375590		Rep: Pathogen-related protein - Oryza sativa (Rice), complete [TC375590]

		A_99_P150307		4.454433		5.0867805		3.1653674		3.242967		5.788757		5.114073		7.438654		6.0191875		6.250387		3.997632		7.679682		4.302446		2.5215728		1.0190976		19.33693		6.8505535		3.4724507		-2.1274843		22.853048		2.0841787		1.3343239		0.027292252		4.273287		2.7762206		1.7959542		-1.0891485		4.5143147		1.059479		Yes		Yes		Yes		CJ875925		TC444513		CJ875925 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls1b06 5', mRNA sequence [CJ875925]

		A_99_P166809		8.504128		8.839275		9.300145		8.603204		7.7457013		7.645706		8.816815		9.125797		7.8887362		8.790303		9.215278		8.7375		-1.6916454		-2.2871788		-1.3979665		1.4365354		-1.5319744		-1.0345275		-1.0605903		1.0975574		-0.75842714		-1.1935692		-0.48332977		0.5225935		-0.6153922		-0.04897213		-0.08486748		0.13429642		No		Yes		Yes		CD916898		0		G608.103G02F010904 G608 Triticum aestivum cDNA clone G608103G02, mRNA sequence [CD916898]

		A_99_P354171		9.260062		9.501442		9.300084		8.874198		8.362344		7.911141		7.8262687		8.153252		7.8961473		8.999797		8.143486		8.351418		-1.8631172		-3.0111217		-2.777555		-1.6482629		-2.5738268		-1.415827		-2.2293112		-1.4367214		-0.8977184		-1.590301		-1.4738154		-0.7209463		-1.363915		-0.5016451		-1.1565981		-0.5227804		Yes		Yes		Yes		TA98030_4565		TC419024		Rep: LigA - Methylobacterium sp. 4-46, partial (10%) [TC419024]

		A_99_P061933		12.01358		12.923981		10.946057		10.687187		10.4143		11.278107		9.651311		9.792557		10.10173		11.844628		9.303258		10.911343		-3.0299213		-3.1293738		-2.4533386		-1.8591336		-3.7629132		-2.1130874		-3.1227117		1.1680932		-1.5992804		-1.645874		-1.2947464		-0.89463043		-1.91185		-1.0793524		-1.6427994		0.22415543		Yes		No		No		CK210725		TC375790		FGAS022551 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210725]

		A_99_P470722		5.855416		4.3729396		3.8233576		4.2870812		6.8901153		7.2245617		5.8409915		4.234283		7.246633		6.0488853		6.328041		5.416075		2.0486867		7.218115		4.0491915		-1.0372748		2.622999		3.1952875		5.675248		2.1870618		1.0346994		2.851622		2.017634		-0.05279827		1.3912172		1.6759458		2.5046835		1.128994		Yes		Yes		Yes		CD881705		TC417025		Rep: Stem rust resistance protein Rpg1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (18%) [TC417025]

		A_99_P430502		10.841461		11.047615		11.078904		11.012639		12.219283		14.24433		12.98215		11.374001		12.781807		13.346246		13.365033		11.476344		2.5987573		9.168689		3.7405384		1.2846377		3.8379762		4.9199057		4.8774567		1.379079		1.3778219		3.1967154		1.9032459		0.3613615		1.9403458		2.2986307		2.286129		0.46370506		Yes		Yes		Yes		CJ716973		TC388897		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (18%) [TC388897]

		A_99_P063632		3.6262703		2.7956698		4.5054374		4.0406227		3.830589		7.1341057		7.9542155		5.4612846		5.1609015		6.1290703		8.3385725		5.7047253		1.1521422		20.230164		10.91907		2.677083		2.8971436		10.079838		14.252421		3.1691644		0.20431876		4.338436		3.4487782		1.4206619		1.5346313		3.3334005		3.8331351		1.6641026		Yes		Yes		Yes		CA682325		TC461895		wlm24.pk0028.b5 wlm24 Triticum aestivum cDNA clone wlm24.pk0028.b5 5' end, mRNA sequence [CA682325]

		A_99_P259191		5.577392		5.4355674		5.270247		4.0300198		3.302644		3.797798		3.0647466		3.2287767		3.0518162		4.688591		3.8918488		4.1994805		-4.8391314		-3.1118433		-4.6123447		-1.742602		-5.7580323		-1.6782718		-2.5997956		1.1246381		-2.274748		-1.6377695		-2.2055004		-0.80124307		-2.5255759		-0.7469764		-1.3783982		0.16946077		Yes		No		No		TA69778_4565		TC418510		Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC418510]

		A_99_P259321		7.7219825		7.5895658		7.4804044		7.2677865		8.79637		11.925534		14.058422		11.004542		11.138862		10.819665		14.654063		10.657883		2.1058273		20.195591		95.53899		13.331395		10.680292		9.383325		144.37317		10.483847		1.0743871		4.3359685		6.5780177		3.7367558		3.4168792		3.2300992		7.173659		3.3900962		Yes		Yes		Yes		TA69813_4565		0		0

		A_99_P495802		5.3248057		4.912466		5.0649486		5.6039195		4.138434		3.6139908		4.441433		3.5715237		4.478542		3.748449		3.7394607		4.5506263		-2.275797		-2.459688		-1.5406249		-4.0908365		-1.797839		-2.2408047		-2.5061762		-2.0752616		-1.1863718		-1.2984753		-0.6235156		-2.0323958		-0.8462639		-1.164017		-1.3254879		-1.0532932		Yes		No		No		CD871030		TC429848		Rep: Phosphate transporter 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (28%) [TC429848]

		A_99_P248336		8.348094		8.592381		6.006946		8.5465975		11.8260565		13.603761		13.523974		11.819825		12.935993		13.937614		13.409749		11.761825		11.142202		32.253418		183.1686		9.668069		24.048903		40.65142		169.22548		9.287093		3.4779625		5.01138		7.5170283		3.2732277		4.587899		5.345234		7.402803		3.2152271		Yes		Yes		Yes		TA66651_4565		0		0

		A_99_P465902		5.872866		5.2109084		2.6551933		3.4617348		5.961008		5.6848755		5.381163		4.9215217		5.8859653		5.4945855		5.2673817		3.9908679		1.0630002		1.3889234		6.6160483		2.7506773		1.0091211		1.2172935		6.114304		1.4430618		0.08814192		0.47396708		2.7259698		1.4597869		0.013099194		0.2836771		2.6121883		0.5291331		Yes		Yes		Yes		0		0		0

		A_99_P148957		5.8122063		3.8624332		3.0306365		5.544145		6.16995		5.934099		7.1980033		6.271173		6.927317		5.0602508		7.5355034		6.4565406		1.2814204		4.203718		17.968113		1.6552256		2.1661165		2.2939239		22.703875		1.882168		0.35774374		2.071666		4.167367		0.7270279		1.1151109		1.1978176		4.5048666		0.9123955		Yes		Yes		Yes		CJ945351		TC407107		CJ945351 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul13n04 5', mRNA sequence [CJ945351]

		A_99_P420927		12.062389		12.071794		10.622075		10.484839		10.4603815		10.549302		9.476078		9.356984		10.270756		11.236461		9.330248		10.558402		-3.035655		-2.8728676		-2.2129903		-2.1853364		-3.462067		-1.7842686		-2.4483795		1.0523121		-1.6020079		-1.5224915		-1.145997		-1.1278553		-1.7916336		-0.8353329		-1.2918272		0.07356262		Yes		No		No		FJ830848		TC435840		Triticum aestivum cp31BHv mRNA, partial cds [FJ830848]

		A_99_P161097		5.0329003		4.6477656		4.945045		4.0445476		4.828156		6.5203032		6.791809		7.9134746		6.010591		5.6286774		6.639155		7.726031		-1.1524822		3.661761		3.596925		14.610433		1.9693106		1.9737123		3.235772		12.830302		-0.20474434		1.8725376		1.8467641		3.868927		0.9776907		0.98091173		1.6941099		3.6814833		Yes		No		No		CK213781		0		FGAS025693 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK213781]

		A_99_P283446		3.2407846		2.506839		3.9603996		3.3101857		5.030162		9.679936		12.068695		9.473041		8.720036		8.041135		12.880021		8.543014		3.4566565		144.31702		275.95618		71.64803		44.608627		46.34353		484.25446		37.604362		1.7893772		7.1730976		8.108295		6.162855		5.479251		5.534296		8.919621		5.232828		Yes		Yes		Yes		TA76901_4565		TC445957		Rep: Cycloartenol synthase - Dioscorea zingiberensis, partial (23%) [TC445957]

		A_99_P445017		2.514695		2.5379012		2.600015		3.3910682		4.1475973		5.5773063		4.773272		4.962242		3.6226196		4.789743		4.753369		5.238788		3.101363		8.221519		4.5104055		2.971464		2.1553538		4.762905		4.448608		3.599309		1.6329024		3.039405		2.173257		1.5711739		1.1079247		2.2518418		2.153354		1.8477199		Yes		No		No		TC400146		TC400146		Rep: No apical meristem protein, expressed - Oryza sativa subsp. japonica (Rice), partial (9%) [TC400146]

		A_99_P373547		4.9616604		5.9821525		6.3533854		5.910115		4.3753877		4.2409897		4.758582		5.5817113		4.441459		5.2722373		5.3034763		5.464351		-1.5013629		-3.343045		-3.0205333		-1.2556231		-1.4341552		-1.635708		-2.0703995		-1.3620348		-0.5862727		-1.7411628		-1.5948033		-0.32840347		-0.5202012		-0.70991516		-1.0499091		-0.4457636		Yes		No		No		TA103945_4565		TC429912		Rep: DNA, complete genome, isolate:TLMV-CBD231 - TTV-like mini virus, partial (5%) [TC429912]

		A_99_P206461		2.1858103		1.7219816		1.9616483		2.3838701		2.5516758		3.109953		4.5657716		5.1042128		2.9248378		3.488346		4.13652		2.2824266		1.2886544		2.617104		6.0802183		6.590293		1.6690503		3.4019558		4.5154552		-1.0728464		0.36586547		1.3879713		2.604123		2.7203426		0.7390275		1.7663645		2.1748714		-0.10144353		Yes		Yes		Yes		TA53003_4565		TC391907		Rep: Glycine-rich cell wall structural protein precursor - Hordeum vulgare (Barley), partial (48%) [TC391907]

		A_99_P437897		7.578215		7.206444		7.632103		7.406877		8.413259		10.000699		8.384434		8.073312		8.694631		8.338191		8.325473		7.661438		1.7839108		6.9367275		1.6845121		1.5871459		2.1680763		2.1912396		1.6170563		1.1929727		0.83504343		2.7942553		0.7523308		0.66643476		1.1164155		1.1317472		0.69336987		0.25456095		Yes		Yes		Yes		TC394743		TC394743		Rep: Os02g0819400 protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC394743]

		A_99_P379137		3.741462		4.240095		4.8499126		3.5951607		2.582588		3.0404446		4.232271		2.9081857		2.2703383		3.1577787		2.9676769		2.5592031		-2.232831		-2.2968402		-1.5343647		-1.6099044		-2.7723775		-2.117433		-3.686459		-2.0504742		-1.158874		-1.1996505		-0.61764145		-0.686975		-1.4711237		-1.0823164		-1.8822358		-1.0359576		Yes		Yes		Yes		TA105318_4565		TC458990		0

		A_99_P361111		7.925467		8.064998		6.938356		7.1948514		6.8673477		6.6383057		6.2532716		6.081343		6.6138635		6.9762435		6.098723		6.718474		-2.0822153		-2.688296		-1.607796		-2.1637115		-2.4821727		-2.1269028		-1.7895948		-1.391246		-1.0581193		-1.426692		-0.68508434		-1.1135082		-1.3116035		-1.0887542		-0.839633		-0.4763775		Yes		No		No		TA100382_4565		TC418221		Rep: Alanyl-tRNA synthetase-like - Oryza sativa subsp. japonica (Rice), partial (68%) [TC418221]

		A_99_P035509		6.3660736		7.059605		7.3817296		7.8755774		5.5199127		5.2020364		6.461016		6.537665		5.6916966		5.4427505		6.037168		7.052259		-1.7977108		-3.6239643		-1.8930511		-2.527853		-1.5959074		-3.0670564		-2.53953		-1.7694714		-0.8461609		-1.8575687		-0.9207134		-1.3379126		-0.67437696		-1.6168547		-1.3445616		-0.8233185		Yes		No		No		CK207364		TC404516		FGAS018985 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207364]

		A_99_P426532		7.427269		5.757872		6.4602275		6.838939		10.894078		10.832593		15.201343		11.054286		12.08735		11.962375		14.852696		10.194686		11.056396		33.70103		427.89575		18.575727		25.28274		73.7465		336.0354		10.237182		3.4668093		5.074721		8.741116		4.215347		4.660081		6.2045026		8.392469		3.3557467		Yes		Yes		Yes		X85228		TC425707		T.aestivum pox2 gene [X85228]

		A_99_P491807		4.8552847		4.0430923		2.7920334		1.8131427		4.0649314		5.0421443		5.9403195		5.3946166		4.8880277		5.048077		5.9446125		3.6026652		-1.7294979		1.9986863		8.866016		11.971017		1.0229552		2.0069225		8.892438		3.4570045		-0.7903533		0.99905205		3.148286		3.5814738		0.032742977		1.0049849		3.152579		1.7895225		Yes		Yes		Yes		TA69647_4565		TC428113		0

		A_99_P257446		8.048737		7.713379		8.057141		7.8662744		8.300569		8.875472		8.836342		8.550417		9.088005		8.31582		9.217		8.118416		1.1907182		2.2378187		1.7161796		1.6067468		2.0551853		1.5182831		2.2343554		1.1909736		0.251832		1.1620932		0.77920055		0.6841426		1.0392685		0.60244083		1.1598587		0.25214148		No		Yes		Yes		TA69250_4565		TC458878		Rep: Chromosome chr13 scaffold_120, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC458878]

		A_99_P242726		9.814572		10.80697		13.173514		11.937318		10.792812		10.872661		10.62099		11.061043		12.576261		9.968681		11.2983885		10.903153		1.9700606		1.046586		-5.8665996		-1.8356297		6.781894		-1.7879276		-3.6683362		-2.0479271		0.97824		0.065690994		-2.5525246		-0.87627506		2.7616882		-0.8382883		-1.8751259		-1.0341644		No		Yes		Yes		TA65158_4565		TC402146		Rep: Cytochrome P450 - Triticum aestivum (Wheat), partial (26%) [TC402146]

		A_99_P137629		1.6449505		1.6593927		2.5370655		2.3787675		5.069517		6.8111005		4.7791066		3.4356105		6.0086617		5.001549		5.3347754		2.8460133		10.737355		35.548275		4.730659		2.0803742		20.58771		10.141196		6.953358		1.3824677		3.4245667		5.1517076		2.242041		1.056843		4.3637114		3.342156		2.79771		0.46724582		Yes		Yes		Yes		CJ850497		0		CJ850497 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal15f04 5', mRNA sequence [CJ850497]

		A_99_P313351		6.902321		7.7776046		8.582837		8.035861		6.854653		7.516936		7.4222207		7.3171234		6.9265423		7.315273		7.7577567		7.5539536		-1.0335928		-1.1980339		-2.2355292		-1.6457413		1.0169307		-1.3777668		-1.7716337		-1.3965888		-0.04766798		-0.26066875		-1.1606164		-0.7187376		0.02422142		-0.46233177		-0.8250804		-0.48190737		No		Yes		Yes		TA85633_4565		TC446630		Rep: Wpk4 protein kinase - Triticum aestivum (Wheat), partial (7%) [TC446630]

		A_99_P286491		12.270473		12.860362		12.54541		11.955673		12.257497		12.298324		11.476626		12.01608		11.953822		12.235532		11.1925125		12.071437		-1.0090346		-1.4763538		-2.097664		1.0427597		-1.2454356		-1.5420294		-2.5542462		1.0835484		-0.012975693		-0.5620384		-1.0687838		0.060406685		-0.3166504		-0.62483025		-1.3528976		0.115763664		No		Yes		Yes		BT009091		TC415610		Triticum aestivum clone wkm2c.pk0003.c3:fis, full insert mRNA sequence [BT009091]

		A_99_P239111		10.83859		11.192551		10.039791		11.564288		12.161126		12.283969		13.370076		13.164006		12.3401		12.742417		12.942009		12.737481		2.5010545		2.130834		10.058094		3.0308409		2.8313904		2.9279008		7.4757476		2.2551024		1.3225365		1.0914183		3.330285		1.5997181		1.5015106		1.5498667		2.9022179		1.173193		Yes		Yes		Yes		TA64191_4565		TC371010		0

		A_99_P618947		11.293832		10.361676		11.888631		11.075897		12.73571		13.886928		13.027447		12.47466		13.118275		12.934674		13.268792		12.057781		2.7167435		11.513474		2.202002		2.6367536		3.541702		5.950447		2.6029747		1.9750429		1.4418783		3.5252514		1.1388159		1.3987627		1.8244429		2.572998		1.3801613		0.981884		Yes		Yes		Yes		U32431		TC458380		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P540982		2.2277648		2.301661		2.4332485		2.846468		2.6559763		4.0658927		4.4312053		3.392112		2.2477071		4.023051		4.4155593		3.0585911		1.3455644		3.3969305		3.994339		1.4596719		1.0139189		3.297539		3.9512546		1.1583917		0.42821145		1.7642317		1.9979568		0.54564404		0.019942284		1.7213898		1.9823108		0.21212316		Yes		No		No		CD930825		TC448859		Rep: Mitochondrial import receptor subunit tom40-like - Oryza sativa subsp. japonica (Rice), partial (21%) [TC448859]

		A_99_P522677		8.9554615		9.570667		9.482006		9.797387		8.602868		9.297582		8.146459		9.180893		9.123909		9.16891		8.798604		9.381368		-1.2768539		-1.2083895		-2.5237124		-1.5331451		1.1238484		-1.3211161		-1.6059222		-1.3342412		-0.35259342		-0.2730856		-1.3355474		-0.6164942		0.1684475		-0.40175724		-0.68340206		-0.41601944		No		Yes		Yes		TA108338_4565		TC441604		Rep: UDP-N-acetylenolpyruvoylglucosamine reductase 2 - Corynebacterium glutamicum (Brevibacterium flavum), partial (5%) [TC441604]

		A_99_P478297		4.9833593		6.4409943		5.888832		8.354115		3.5241947		4.0001397		5.7224927		5.478288		4.029591		4.0583344		2.9238892		6.5570836		-2.7494912		-5.4296327		-1.1222074		-7.3402357		-1.9369252		-5.2149734		-7.8079453		-3.4750433		-1.4591646		-2.4408545		-0.1663394		-2.8758264		-0.95376825		-2.38266		-2.964943		-1.7970309		Yes		No		No		CD866620		0		0

		A_99_P412792		8.526399		7.9123363		8.342488		6.8664145		8.212705		7.336103		7.9291244		7.3731284		8.252586		7.1343713		6.021073		6.07362		-1.2428861		-1.4909515		-1.3317876		1.4208102		-1.2089983		-1.7147106		-4.9982233		-1.7324271		-0.313694		-0.5762334		-0.41336393		0.50671387		-0.2738123		-0.77796507		-2.3214154		-0.7927947		Yes		No		No		DR740502		TC374721		FGAS000449 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740502]

		A_99_P288176		11.252857		11.023929		11.229844		11.321429		10.740117		10.468876		9.573489		11.230729		11.022026		10.764205		9.86757		11.207269		-1.4267575		-1.4692223		-3.152191		-1.0648868		-1.1735108		-1.1972494		-2.5709012		-1.0823451		-0.51274014		-0.55505276		-1.6563549		-0.09070015		-0.23083115		-0.25972366		-1.3622742		-0.11416054		No		Yes		Yes		TA78281_4565		TC371225		Rep: Potassium transporter - Phragmites australis (Common reed), partial (21%) [TC371225]

		A_99_P552572		4.914389		4.7256236		4.4268174		5.1298904		3.9396722		3.647997		3.7260008		3.9429283		3.3486192		3.4495142		3.2185023		3.997749		-1.9652555		-2.1105614		-1.6254246		-2.2767284		-2.9603543		-2.42185		-2.3106763		-2.1918383		-0.9747169		-1.0776267		-0.70081663		-1.1869621		-1.5657699		-1.2761095		-1.2083151		-1.1321414		Yes		No		No		CJ629642		TC453250		0

		A_99_P443390		11.38419		11.616298		11.422666		11.390167		11.069008		10.14415		10.050308		8.9767065		10.836591		10.760143		10.466874		10.358565		-1.2441684		-2.7743464		-2.5889325		-5.3275075		-1.461651		-1.8102067		-1.9396435		-2.044293		-0.31518173		-1.472148		-1.3723574		-2.4134607		-0.54759884		-0.85615444		-0.9557915		-1.0316019		Yes		No		No		0		0		0

		A_99_P186347		7.659682		6.5098557		5.7564387		6.3751755		8.391052		8.531018		7.725822		6.8061256		9.2412815		8.824897		8.1995125		7.0192814		1.6602154		4.0591073		3.9160068		1.3481212		2.9930155		4.976188		5.437991		1.5627705		0.73137045		2.0211625		1.9693832		0.43095016		1.5815997		2.315041		2.4430737		0.6441059		Yes		Yes		Yes		CV760556		TC428028		FGAS054942 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV760556]

		A_99_P120644		2.0531478		2.862173		5.292983		3.8872445		2.7400253		3.6407921		7.6883607		7.025833		3.7557821		3.5743396		7.9252033		7.164244		1.6097956		1.7154881		5.261148		8.806622		3.2549477		1.6382625		6.199794		9.693379		0.6868775		0.77861905		2.3953776		3.1385887		1.7026343		0.71216655		2.6322203		3.2769997		Yes		Yes		Yes		CJ671166		TC408316		CJ671166 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv4p10 5', mRNA sequence [CJ671166]

		A_99_P384497		9.535274		8.735362		10.081461		9.6220875		9.510274		8.316274		9.3167095		7.7208953		7.497812		7.851064		7.5580354		7.882854		-1.0174794		-1.3370824		-1.6990772		-3.7352173		-4.1052265		-1.8458661		-5.7494564		-3.3385775		-0.024999619		-0.41908836		-0.76475143		-1.9011922		-2.0374618		-0.88429785		-2.5234256		-1.7392335		Yes		No		No		TA106634_4565		TC453978		0

		A_99_P462357		3.9509604		4.594229		4.9852996		4.7498116		3.9518855		3.5612946		2.7335176		3.3553493		3.3765583		4.2455635		2.5508373		4.091515		1.0006415		-2.0461822		-4.7627077		-2.6289055		-1.4890602		-1.2733824		-5.405628		-1.5782181		9.25E-04		-1.0329347		-2.251782		-1.3944623		-0.5744021		-0.3486657		-2.4344623		-0.6582966		Yes		Yes		Yes		TC412079		TC412079		Rep: Homeodomain leucine-zipper protein Hox10 - Oryza sativa subsp. japonica (Rice), partial (21%) [TC412079]

		A_99_P457837		6.1962028		5.462582		4.6814685		4.770899		6.932213		8.502727		6.3070025		5.8262496		8.809649		7.5018744		6.602446		5.577776		1.6655632		8.225734		3.0855637		2.0782235		6.11964		4.1104383		3.7867956		1.7494205		0.7360101		3.0401444		1.625534		1.0553508		2.6134467		2.0392923		1.9209776		0.80687714		Yes		Yes		Yes		TC409090		TC409090		Rep: Abdominal-A - Metapolybia cingulata, partial (10%) [TC409090]

		A_99_P532437		6.4543586		6.8319116		6.775423		6.5688033		6.2138495		7.1283607		5.4171104		6.4647307		6.4656787		6.8653502		6.168737		6.464943		-1.1814095		1.228118		-2.5638514		-1.0748032		1.0078773		1.0234486		-1.5227574		-1.0746452		-0.24050903		0.29644918		-1.3583126		-0.10407257		0.011320114		0.033438683		-0.6066861		-0.10386038		No		Yes		Yes		TC445540		TC445540		Rep: Predicted protein - Coprinopsis cinerea okayama7#130, partial (7%) [TC445540]

		A_99_P410522		5.975777		6.138022		6.1162524		6.081139		5.395864		5.7556844		5.0334125		6.2073426		5.925771		5.8179946		5.331823		6.072291		-1.4947592		-1.3034521		-2.1182017		1.0914178		-1.0352691		-1.2483542		-1.7224112		-1.0061519		-0.57991314		-0.38233757		-1.08284		0.12620354		-0.050005913		-0.32002735		-0.78442955		-0.00884819		No		Yes		Yes		TC372619		TC372619		Rep: Brain-2 gene - Anolis carolinensis (Green anole) (American chameleon), partial (4%) [TC372619]

		A_99_P537297		5.299705		5.8602777		6.142799		5.9534492		4.874021		5.281371		5.1405196		5.542147		5.306762		5.262395		5.4867706		5.5119185		-1.3432091		-1.4937167		-2.0031621		-1.3298856		1.0049037		-1.5134938		-1.5757387		-1.3580445		-0.42568398		-0.57890654		-1.0022793		-0.4113021		0.00705719		-0.59788275		-0.6560283		-0.4415307		No		Yes		Yes		TC447451		TC447451		0

		A_99_P407997		13.879405		13.869285		11.471852		13.10574		13.962176		13.724957		12.575189		13.689857		13.934455		14.363692		12.9066515		13.474495		1.0590504		-1.1052151		2.1485097		1.4991211		1.038895		1.4087422		2.7034454		1.2912383		0.0827713		-0.14432716		1.1033363		0.58411694		0.055049896		0.49440765		1.4347992		0.36875534		No		Yes		Yes		CK212695		TC370038		Rep: Class III peroxidase 62 precursor - Oryza sativa subsp. japonica (Rice), partial (51%) [TC370038]

		A_99_P500487		8.839786		8.591292		8.137799		8.29781		9.413416		10.009547		9.257687		8.712758		10.48048		9.290868		9.511178		8.528023		1.4882638		2.6726203		2.1733		1.333251		3.1181593		1.6240268		2.590766		1.1730082		0.57363033		1.4182549		1.1198874		0.41494846		1.6406946		0.6995754		1.3733788		0.23021317		No		Yes		Yes		TC431930		TC431930		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC431930]

		A_99_P506872		9.616863		10.249297		11.352466		10.865485		9.1367		9.002579		10.048027		10.194434		9.210668		9.573942		10.31471		10.581775		-1.3949019		-2.3730104		-2.469876		-1.5922325		-1.3251867		-1.5969896		-2.0530317		-1.2173218		-0.48016357		-1.2467184		-1.3044386		-0.671051		-0.40619564		-0.67535496		-1.037756		-0.28371048		No		Yes		Yes		CA714836		TC434715		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC434715]

		A_99_P285646		4.964765		3.9788024		3.77555		4.356062		5.6973643		6.9482274		6.9144053		4.736639		6.34397		6.026285		7.549647		5.008788		1.6616302		7.83224		8.80825		1.3018625		2.6012495		4.1338406		13.680954		1.5721362		0.73259926		2.969425		3.1388555		0.3805771		1.3792048		2.0474827		3.774097		0.6527262		Yes		Yes		Yes		TA77516_4565		TC403021		Rep: Nucellin-like aspartic protease - Oryza sativa subsp. japonica (Rice), partial (95%) [TC403021]

		A_99_P417917		8.115432		7.8056293		8.814677		8.667462		8.574327		9.315249		9.283078		9.41641		9.778892		8.452201		9.572292		9.205684		1.3744893		2.8473506		1.3835751		1.680567		3.1677527		1.5654438		1.6906935		1.4521811		0.45889568		1.5096202		0.46840096		0.7489481		1.6634598		0.64657164		0.7576151		0.53822136		No		Yes		Yes		TA97759_4565		TC378931		0

		A_99_P191452		5.602715		5.7956886		5.692575		6.282843		7.659452		8.749645		9.457996		8.67566		7.9396744		8.569595		10.125476		9.237556		4.1604424		7.7487125		13.598931		5.251818		5.0523667		6.8395753		21.599125		7.752778		2.056737		2.9539566		3.7654214		2.392817		2.3369594		2.7739067		4.432901		2.9547133		Yes		Yes		Yes		DR741771		0		FGAS030815 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741771]

		A_99_P080955		1.977715		1.8366219		2.2340558		1.8431257		6.0265484		8.000228		6.7503867		2.4222734		8.245826		6.826269		6.543789		2.0037649		16.55085		71.68534		22.885006		1.4939663		77.07071		31.771194		19.831657		1.1177822		4.0488334		6.163606		4.5163307		0.5791477		6.2681108		4.9896474		4.3097334		0.16063917		Yes		Yes		Yes		CN012511		0		WHE3897_E10_J19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3897_E10_J19, mRNA sequence [CN012511]

		A_99_P340166		9.000389		9.149461		10.230797		9.386269		10.565161		12.292651		12.744147		11.060916		11.543549		12.002679		13.48666		10.82628		2.9583068		8.834757		5.709445		3.192413		5.828641		7.2261043		9.5524		2.7132294		1.5647717		3.1431904		2.5133505		1.6746473		2.5431595		2.853218		3.2558632		1.440011		Yes		Yes		Yes		TA93662_4565		TC381177		Rep: Pathogen-related protein - Oryza sativa (Rice), partial (96%) [TC381177]

		A_99_P257741		15.36441		14.639829		16.12671		15.661247		14.794675		12.062655		12.203452		14.193889		15.886464		12.448583		12.781465		13.72189		-1.4842515		-5.967693		-15.171152		-2.7651517		1.435998		-4.5669975		-10.162943		-3.8353462		-0.5697355		-2.5771732		-3.9232588		-1.4673586		0.5220537		-2.191246		-3.3452463		-1.9393568		Yes		Yes		Yes		AK333375		TC457050		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P551552		11.136891		11.802808		12.872047		12.17128		11.261498		11.279456		11.372087		11.898404		11.072097		11.689087		11.857314		11.76278		1.0902108		-1.4372904		-2.8283505		-1.2082138		-1.045936		-1.0820153		-2.0205293		-1.3273048		0.124607086		-0.52335167		-1.4999609		-0.2728758		-0.06479454		-0.113720894		-1.0147333		-0.40849972		No		Yes		Yes		BQ170749		TC452976		Rep: White-brown complex homolog protein 23 - Arabidopsis thaliana (Mouse-ear cress), partial (11%) [TC452976]

		A_99_P405322		6.4482236		6.310446		6.4618154		6.4859314		6.3409715		6.379015		5.3399844		5.9200797		6.5129447		6.1136494		6.0247664		6.0592895		-1.0771745		1.0486761		-2.17623		-1.4802611		1.0458827		-1.1461505		-1.3538321		-1.3441013		-0.10725212		0.06856918		-1.1218309		-0.5658517		0.06472111		-0.19679642		-0.4370489		-0.42664194		No		Yes		Yes		TA111733_4565		0		0

		A_99_P500112		6.635069		5.888927		5.4219003		5.834455		6.806406		6.6733937		6.2599754		5.722567		7.264128		6.751154		6.643013		6.0149384		1.1261017		1.7224555		1.7876635		-1.0806415		1.5465562		1.8178422		2.3312645		1.1332635		0.17133713		0.78446674		0.83807516		-0.11188793		0.6290593		0.86222696		1.2211127		0.18048334		No		Yes		Yes		TA52112_4565		TC431768		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC431768]

		A_99_P405247		7.5272717		6.8686924		6.6686954		6.486952		6.2056375		5.5607986		5.082178		5.3839345		6.2018204		6.478979		5.517512		6.322977		-2.499491		-2.4757981		-3.0032349		-2.1480348		-2.5061128		-1.310133		-2.2209604		-1.1203697		-1.3216343		-1.3078938		-1.5865173		-1.1030173		-1.3254514		-0.3897133		-1.1511836		-0.16397476		Yes		No		No		TA111712_4565		TC421449		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC421449]

		A_99_P485727		4.811973		3.454406		1.605739		3.2822754		3.1852076		3.8542433		4.298901		2.131814		4.1831		3.7687633		4.5861998		1.7503327		-3.0881984		1.3193591		6.467293		-2.2198489		-1.5463564		1.2434576		7.892381		-2.8917499		-1.6267655		0.39983726		2.693162		-1.1504614		-0.6288729		0.31435728		2.9804606		-1.5319427		No		Yes		Yes		TC405805		TC405805		Rep: Os05g0153300 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC405805]

		A_99_P301736		8.978953		8.685029		7.5890794		7.59199		7.781031		7.440321		6.733843		6.3738055		7.812857		8.060662		6.638332		6.864104		-2.2940903		-2.369706		-1.8090553		-2.3265376		-2.2440367		-1.5415341		-1.9328738		-1.6562107		-1.1979222		-1.2447081		-0.85523653		-1.2181845		-1.1660962		-0.62436676		-0.9507475		-0.7278862		Yes		No		No		TA82186_4565		0		0

		A_99_P456482		7.500105		7.534059		6.5619855		7.603777		6.869703		6.1901875		6.0422425		6.392578		6.7684035		6.409492		5.8620324		6.787775		-1.5479964		-2.5383158		-1.4336998		-2.3152995		-1.6605963		-2.180361		-1.624452		-1.7605203		-0.6304021		-1.3438716		-0.51974297		-1.2111988		-0.7317014		-1.124567		-0.6999531		-0.8160019		No		Yes		Yes		TA64878_4565		TC408112		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (11%) [TC408112]

		A_99_P289916		14.789268		14.820297		13.463486		13.186416		13.947865		13.199642		11.81478		13.163569		13.663193		14.021912		11.446662		12.57388		-1.7917918		-3.0751464		-3.1355217		-1.0159619		-2.1826408		-1.7391539		-4.0469184		-1.5289439		-0.841403		-1.6206551		-1.6487055		-0.022846222		-1.1260748		-0.7983856		-2.0168238		-0.6125355		Yes		Yes		Yes		TA78774_4565		TC395112		0

		A_99_P474407		10.729352		10.9535		11.08471		10.698583		10.748029		10.525539		10.050991		10.63791		10.702525		10.678738		10.139873		10.675534		1.0130299		-1.3453302		-2.047295		-1.042952		-1.0187689		-1.2097946		-1.9249722		-1.0161042		0.018676758		-0.4279604		-1.0337191		-0.06067276		-0.026826859		-0.27476215		-0.94483757		-0.0230484		No		Yes		Yes		CD916455		TC419078		Rep: Predicted protein - Monosiga brevicollis MX1, partial (23%) [TC438929]

		A_99_P564507		1.8216068		3.3614342		2.5200264		3.3476717		2.1575806		3.845372		4.54606		4.297588		2.6839874		3.9096718		4.5218196		4.263502		1.2622292		1.3985558		4.072836		1.9317603		1.8180358		1.4622983		4.004975		1.8866546		0.33597386		0.48393774		2.0260336		0.9499161		0.8623806		0.54823756		2.0017931		0.9158304		Yes		No		No		CA597986		TC457837		Rep: Os12g0110400 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC457837]

		A_99_P284466		9.7538185		11.044273		11.289418		11.539218		9.24076		9.273071		9.430608		10.690647		8.653484		9.986764		9.199699		10.909603		-1.4270725		-3.4133825		-3.6270847		-1.8007162		-2.1440434		-2.0813353		-4.256651		-1.5471519		-0.51305866		-1.7712021		-1.8588104		-0.8485708		-1.1003342		-1.0575094		-2.0897188		-0.62961483		Yes		Yes		Yes		TA77201_4565		TC446135		0

		A_99_P391872		8.976167		9.657332		10.708751		11.386828		10.464883		12.294357		13.754933		11.991963		10.751422		12.417159		13.382529		13.022569		2.8063912		6.2204757		8.260234		1.521121		3.4229856		6.7731485		6.3809824		3.1074696		1.4887161		2.6370249		3.0461826		0.60513496		1.7752552		2.7598267		2.6737785		1.6357403		Yes		No		No		TA108451_4565		TC446684		0

		A_99_P349456		9.37043		9.338133		10.238126		9.822811		8.702371		8.189663		8.940528		9.596638		8.900429		8.283189		8.843762		9.752333		-1.5889342		-2.2167866		-2.4581926		-1.1697283		-1.3851106		-2.0776377		-2.6287253		-1.0500648		-0.66805935		-1.1484699		-1.2975979		-0.2261734		-0.47000122		-1.054944		-1.3943634		-0.07047844		No		Yes		Yes		TA96581_4565		TC402190		Rep: PBng143 - Vigna radiata, partial (54%) [TC402190]

		A_99_P529867		8.801914		8.967132		8.858494		8.600205		8.362431		7.8807144		8.102292		7.8085113		7.706764		7.6976647		7.3051696		7.4289804		-1.3561189		-2.1234603		-1.6890379		-1.7311062		-2.136353		-2.4107246		-2.9349263		-2.2520285		-0.43948364		-1.0864172		-0.75620174		-0.79169416		-1.09515		-1.2694669		-1.5533242		-1.1712251		Yes		No		No		EF601541		TC444464		Triticum aestivum chromosome 6 cryptochrome 2 (Cry2) mRNA, complete cds [EF601541]

		A_99_P387107		6.8445225		8.176989		7.4654183		7.0090885		6.1838326		6.2441316		6.81961		6.394686		5.5933967		7.4661903		6.413202		7.126579		-1.5808383		-3.8181057		-1.5646156		-1.5309236		-2.380271		-1.6367095		-2.0737133		1.084846		-0.66068983		-1.932857		-0.6458082		-0.6144023		-1.2511258		-0.71079826		-1.0522165		0.11749029		No		Yes		Yes		TA107272_4565		TC424631		Rep: Myosin heavy chain-like protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC424631]

		A_99_P413167		6.4077983		6.153957		4.8734813		5.548638		5.5211997		4.96518		4.0476384		5.378422		5.7837963		5.4269614		4.602206		5.4903264		-1.8488121		-2.2795942		-1.7725704		-1.125227		-1.5411444		-1.6551884		-1.206874		-1.0412464		-0.8865986		-1.188777		-0.82584286		-0.17021608		-0.624002		-0.72699547		-0.27127504		-0.058311462		No		Yes		Yes		CK215082		TC375039		0

		A_99_P532527		8.485576		10.148575		9.934781		8.806514		8.013122		7.710362		8.995393		8.208469		6.4029737		8.884621		7.5602684		8.370983		-1.3874676		-5.4196997		-1.917715		-1.5136634		-4.235705		-2.4015305		-5.1856065		-1.3524082		-0.47245407		-2.4382129		-0.9393883		-0.5980444		-2.082602		-1.2639542		-2.3745127		-0.43553066		Yes		Yes		Yes		TC425172		TC425172		Rep: Peroxidase prx13 precursor - Spinacia oleracea (Spinach), partial (8%) [TC425172]

		A_99_P199036		1.9936423		3.1350338		2.3957357		7.1987495		1.6833583		2.766586		7.33341		6.8400764		1.8892425		2.021324		4.872486		7.412041		-1.2399517		-1.2909632		30.647001		-1.282246		-1.075047		-2.164014		5.5664225		1.1593302		-0.31028402		-0.36844778		4.937674		-0.3586731		-0.1043998		-1.1137099		2.4767504		0.21329165		No		Yes		Yes		BT008969		TC412227		Triticum aestivum clone wdk1c.pk014.c11:fis, full insert mRNA sequence [BT008969]

		A_99_P450787		3.5369253		1.9555327		1.9859285		5.2473817		4.953163		3.6371663		7.3232155		9.942463		4.9598765		4.543194		6.9993825		6.446012		2.6688862		3.2079098		40.428112		25.90361		2.6813345		6.0112343		32.299812		2.2952166		1.4162378		1.6816336		5.337287		4.695081		1.4229512		2.5876613		5.013454		1.1986303		Yes		Yes		Yes		TC415512		TC415512		Rep: Aquaporin Z, water channel protein - Streptococcus gordonii str. Challis substr. CH1, partial (9%) [TC443730]

		A_99_P225406		3.261819		3.4784787		2.5607328		3.658407		8.381141		7.9808273		11.61099		6.662718		9.857019		9.191033		11.431703		6.045217		34.75917		22.664288		530.14996		8.02394		96.683685		52.438515		468.19632		5.2299967		5.119322		4.502349		9.050257		3.0043108		6.5952005		5.712555		8.87097		2.38681		Yes		Yes		Yes		TA60092_4565		0		0

		A_99_P247476		3.2726738		4.96238		4.292252		5.3640647		2.4646146		2.303602		3.02027		3.5472412		2.5125406		2.5743983		2.2929513		3.4075434		-1.7508545		-6.314979		-2.414931		-3.5230465		-1.693647		-5.234246		-3.9980617		-3.8812497		-0.8080592		-2.658778		-1.271982		-1.8168235		-0.76013327		-2.3879817		-1.9993007		-1.9565213		Yes		No		No		TA66424_4565		TC425765		0

		A_99_P269551		4.2275147		2.458749		2.1786776		4.126845		4.6629105		4.24008		3.7023456		4.047989		5.192885		4.7455516		3.9170754		3.9505093		1.3522817		3.437431		2.8752115		-1.0561802		1.9525645		4.879734		3.3366442		-1.13001		0.43539572		1.7813308		1.523668		-0.07885599		0.9653702		2.2868025		1.7383978		-0.17633557		Yes		No		No		TA72782_4565		0		0

		A_99_P191907		7.94095		7.4641113		7.6808796		7.444523		6.9937286		6.442756		6.9051385		5.3737106		6.2627487		6.443931		6.1487713		5.903683		-1.9281553		-2.0298247		-1.7120693		-4.2012315		-3.2002869		-2.0281723		-2.8920817		-2.909638		-0.9472213		-1.0213552		-0.7757411		-2.0708122		-1.6782012		-1.0201802		-1.5321083		-1.5408397		Yes		No		No		DR734911		0		FGAS080642 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR734911]

		A_99_P314711		5.798041		5.7097454		6.0923944		6.3522377		6.7432647		7.198286		10.750598		7.9935417		8.383697		8.290196		11.223119		8.000748		1.9254875		2.8060498		25.249863		3.1194766		6.0028834		5.9812665		35.034985		3.1350968		0.9452238		1.4885406		4.6582036		1.641304		2.5856557		2.580451		5.1307244		1.64851		Yes		Yes		Yes		TA86020_4565		0		0

		A_99_P159597		10.428592		9.771225		9.882463		9.5736885		11.001342		11.417134		11.1960535		10.2522		11.80941		10.946063		11.632984		10.317158		1.4873561		3.1294503		2.4855928		1.6004877		2.6041605		2.2576754		3.3648		1.674197		0.5727501		1.6459093		1.31359		0.6785116		1.3808184		1.1748381		1.7505207		0.74346924		Yes		Yes		Yes		AK331432		TC458207		Triticum aestivum cDNA, clone: WT007_H18, cultivar: Chinese Spring [AK331432]

		A_99_P394587		6.092961		5.2247176		6.6705017		5.7699623		5.553538		4.8458		5.047066		4.241893		5.5925903		4.8067183		4.7146873		4.6907916		-1.4533911		-1.3003659		-3.0810785		-2.8839967		-1.4145768		-1.3360734		-3.8793485		-2.1128213		-0.539423		-0.3789177		-1.6234355		-1.5280695		-0.5003705		-0.41799927		-1.9558144		-1.0791707		Yes		No		No		TA109106_4565		TC452443		Rep: Auxin-responsive protein IAA9 - Oryza sativa subsp. japonica (Rice), partial (54%) [TC452443]

		A_99_P469432		8.428543		6.6606164		6.2753873		6.2800484		8.854843		8.718154		12.181674		8.684973		10.036103		9.203661		12.346232		7.256557		1.3437829		4.1627517		59.97489		5.296078		3.0473604		5.8281765		67.22124		1.9676977		0.42630005		2.0575376		5.9062867		2.4049244		1.6075602		2.5430446		6.070845		0.9765086		Yes		Yes		Yes		TC416235		TC416235		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC416235]

		A_99_P451152		7.3296533		5.198239		4.3181577		6.112011		7.6910405		7.390015		6.806643		6.5375752		9.825206		8.305549		6.876576		6.6758094		1.2846606		4.5686765		5.6118846		1.3430977		5.6394424		8.617742		5.890615		1.4781559		0.36138725		2.1917763		2.4884853		0.4255643		2.4955525		3.1073098		2.5584183		0.5637984		Yes		No		No		CK161274		TC404495		FGAS013839 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161274]

		A_99_P020974		4.141543		5.2409425		5.94434		5.4450173		3.0307407		4.0353355		4.150637		5.132437		3.8497527		4.9495063		4.852987		5.057034		-2.159657		-2.3063428		-3.4670367		-1.2419268		-1.2241584		-1.223858		-2.1307383		-1.308563		-1.1108022		-1.2056069		-1.7937031		-0.3125801		-0.29179025		-0.2914362		-1.0913534		-0.38798332		Yes		Yes		Yes		CJ638392		0		CJ638392 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec13a18 5', mRNA sequence [CJ638392]

		A_99_P481492		8.507083		8.059316		8.650982		8.899161		9.509488		10.839116		10.435256		8.8525505		10.974442		9.862942		11.188919		9.175413		2.0033371		6.8675733		3.444451		-1.0328357		5.5303035		3.4909654		5.80758		1.2110444		1.0024052		2.7798004		1.7842741		-0.046610832		2.4673586		1.8036261		2.5379372		0.2762518		Yes		Yes		Yes		BJ282703		TC422914		Rep: Calmodulin-like protein - Cenchrus ciliaris (Buffelgrass) (Pennisetum ciliare), partial (74%) [TC422914]

		A_99_P223676		8.672083		8.986913		11.540256		9.68007		10.029849		12.457646		12.2037325		10.785556		10.731259		10.354606		12.394761		10.657974		2.5628803		11.086512		1.5838953		2.1517134		4.1674833		2.5805757		1.808139		1.9696022		1.3577662		3.4707336		0.66347694		1.1054859		2.0591764		1.367693		0.85450554		0.9779043		Yes		No		No		TA59594_4565		TC407342		Rep: 22.3kDa heat-shock protein - Aegilops kotschyi, partial (68%) [TC407342]

		A_99_P119594		6.481846		6.224158		6.398809		6.4070435		7.4212723		8.235713		7.4480796		7.7127805		7.623426		7.4564757		7.8045087		7.565754		1.9177656		4.0321665		2.0694833		2.4720998		2.2062252		2.3494415		2.6494625		2.2325778		0.9394264		2.0115552		1.0492706		1.305737		1.1415801		1.2323179		1.4056997		1.1587105		Yes		Yes		Yes		CJ671329		TC374186		CJ671329 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv5j01 5', mRNA sequence [CJ671329]

		A_99_P514912		8.0141325		8.048576		8.063687		8.167914		6.871395		6.088312		6.3355236		6.664257		6.8887825		6.9983807		6.8817177		7.4064727		-2.2079957		-3.8913324		-3.3130586		-2.8356066		-2.1815445		-2.0708108		-2.2688632		-1.6951838		-1.1427374		-1.9602642		-1.7281637		-1.5036573		-1.12535		-1.0501957		-1.1819696		-0.7614417		Yes		No		No		CA688723		TC438297		Rep: Monothiol glutaredoxin-S9 - Oryza sativa subsp. japonica (Rice), partial (54%) [TC438297]

		A_99_P151247		2.0473819		1.9305357		2.0359764		1.674867		2.575966		5.477325		6.232699		4.465949		3.3794231		3.6603997		6.2814484		4.62117		1.4425126		11.686647		18.337467		6.9214864		2.5175865		3.3169656		18.967688		7.707713		0.528584		3.5467892		4.1967225		2.791082		1.3320413		1.729864		4.245472		2.946303		Yes		Yes		Yes		CJ805305		0		CJ805305 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct33h23 5', mRNA sequence [CJ805305]

		A_99_P280816		8.934452		9.123979		8.5315485		9.404569		9.34356		10.241165		9.833039		9.325571		9.407599		9.786831		9.697696		9.4852705		1.3278648		2.1692352		2.4648345		-1.0562838		1.3881345		1.5832096		2.244116		1.0575324		0.40910816		1.1171865		1.3014908		-0.07899761		0.4731474		0.6628523		1.1661472		0.08070183		No		Yes		Yes		TA76117_4565		0		0

		A_99_P450162		6.6830974		6.388596		6.2916884		6.1154532		6.820282		6.610723		3.6904695		5.5957546		6.566227		6.6067986		3.7075796		5.9294086		1.0997568		1.166452		-6.067991		-1.4336557		-1.08438		1.1632833		-5.996451		-1.1376405		0.13718462		0.22212696		-2.601219		-0.5196986		-0.1168704		0.21820259		-2.5841088		-0.1860447		No		Yes		Yes		TC403832		TC403832		0

		A_99_P471177		9.335858		8.373528		7.5853667		8.024522		9.474664		9.560103		8.521141		8.019509		10.054761		9.309098		8.889741		8.113088		1.100993		2.2761188		1.912917		-1.0034804		1.6459296		1.9126471		2.4697657		1.0633126		0.13880539		1.1865759		0.9357743		-0.005012512		0.7189026		0.9355707		1.3043742		0.08856583		No		Yes		Yes		TC417224		TC417224		Rep: Os06g0283300 protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC417224]

		A_99_P576582		6.2119694		6.1437645		6.6310115		6.7055793		6.665219		7.5943675		7.638056		7.1023526		7.157423		6.836188		7.8736916		6.794687		1.3691205		2.7332227		2.0097895		1.31656		1.9257944		1.6159956		2.366377		1.0637119		0.45324945		1.450603		1.0070443		0.39677334		0.94545364		0.69242334		1.2426801		0.08910751		No		Yes		Yes		CV770436		TC461996		FGAS064829 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770436]

		A_99_P084250		10.6258135		10.575236		7.796885		8.345887		10.912696		10.924716		8.691368		9.169651		11.345042		10.878109		8.88347		8.959217		1.2200011		1.274101		1.8589437		1.7700177		1.6463017		1.2335982		2.1237068		1.529786		0.2868824		0.34947968		0.8944831		0.82376385		0.71922874		0.30287266		1.0865846		0.6133299		No		Yes		Yes		DR741655		TC442569		FGAS030707 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741655]

		A_99_P304221		4.8288374		5.377182		7.456672		5.241243		6.4521594		7.878123		7.9670157		6.8995934		7.7611127		5.735457		8.828112		6.540138		3.0808363		5.6605444		1.4243894		3.156554		7.633133		1.2818922		2.5872858		2.4604034		1.623322		2.5009408		0.51034355		1.6583505		2.9322753		0.35827494		1.3714395		1.2988949		Yes		No		No		TA82925_4565		TC431348		Rep: Ethylene-responsive transciptional coactivator-like protein - Retama raetam, partial (89%) [TC431348]

		A_99_P438667		9.3915205		10.220172		9.245471		9.899611		9.700845		10.954032		11.025566		10.367452		10.130976		10.582417		11.103986		10.197188		1.2391272		1.6630828		3.434488		1.3830374		1.6695453		1.2854242		3.6263416		1.2290784		0.30932426		0.73386		1.7800951		0.4678402		0.7394552		0.3622446		1.8585148		0.2975769		No		Yes		Yes		AK331808		TC428991		Triticum aestivum cDNA, clone: WT002_G14, cultivar: Chinese Spring [AK331808]

		A_99_P270721		8.201719		7.809755		7.488231		8.0536375		8.17296		6.927906		6.9534736		7.61249		8.068855		6.860153		6.1844125		7.4665236		-1.0201342		-1.8427353		-1.4486988		-1.3576837		-1.0964682		-1.9313393		-2.4688148		-1.5022385		-0.028759003		-0.8818488		-0.5347576		-0.44114733		-0.132864		-0.94960165		-1.3038187		-0.58711386		No		Yes		Yes		AK333462		TC435231		Triticum aestivum cDNA, clone: WT006_I13, cultivar: Chinese Spring [AK333462]

		A_99_P377207		7.468698		7.440477		5.2898555		7.242641		6.065149		6.3184166		4.2852254		5.416158		6.8817005		6.7025433		4.93469		5.303696		-2.6455162		-2.176576		-2.006429		-3.5467134		-1.5021173		-1.6677854		-1.2791322		-3.8342512		-1.4035492		-1.1220603		-1.0046301		-1.8264828		-0.5869975		-0.73793364		-0.35516548		-1.9389448		Yes		No		No		TA104844_4565		TC427916		0

		A_99_P566432		10.724541		10.469413		9.922168		10.500375		10.0045		9.089461		8.77274		9.328083		9.309539		10.044894		8.027604		10.14208		-1.6472281		-2.6025963		-2.2182584		-2.253694		-2.6666007		-1.3421246		-3.718095		-1.2819096		-0.7200403		-1.3799515		-1.1494274		-1.1722918		-1.4150019		-0.4245186		-1.8945637		-0.3582945		Yes		No		No		CA746392		TC458530		wri2s.pk007.m7 wri2s Triticum aestivum cDNA clone wri2s.pk007.m7 5' end, mRNA sequence [CA746392]

		A_99_P485042		12.183112		12.233663		10.778808		10.244198		10.780776		10.621814		9.081342		8.6252775		10.454925		11.297665		9.166578		9.943943		-2.6432927		-3.0564327		-3.2433076		-3.071451		-3.3131135		-1.9132136		-3.057239		-1.2313619		-1.4023361		-1.6118488		-1.6974659		-1.6189203		-1.7281876		-0.93599796		-1.6122293		-0.30025482		Yes		No		No		TA77282_4565		TC424729		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (39%) [TC424729]

		A_99_P479352		8.203319		8.435148		7.8369613		9.097683		9.682869		12.301704		11.729351		9.055886		10.372394		11.163142		11.590308		9.2432165		2.788618		14.586443		14.849987		-1.029395		4.4973497		6.6253376		13.485592		1.1061397		1.4795504		3.8665562		3.8923898		-0.041796684		2.169075		2.727994		3.753347		0.14553356		Yes		Yes		Yes		AF262981		TC399539		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P411147		5.1232247		5.0349445		5.8954015		5.6613407		5.382998		4.949383		5.5115337		5.2795835		4.757219		5.1915135		4.8686223		5.381502		1.1972905		-1.0611008		-1.3048353		-1.3029279		-1.2887799		1.1146332		-2.0374706		-1.214059		0.25977325		-0.08556175		-0.38386774		-0.38175726		-0.3660059		0.156569		-1.0267792		-0.27983856		No		Yes		Yes		TC373228		TC373228		0

		A_99_P487562		7.2165947		7.09276		6.983906		6.8506293		7.6252456		7.7537246		8.186769		7.2897		7.7370625		7.392794		8.003661		7.259126		1.3274438		1.5811393		2.30196		1.3557308		1.4344202		1.2311735		2.027575		1.3273022		0.40865088		0.6609645		1.2028627		0.4390707		0.52046776		0.30003405		1.0197554		0.40849686		No		Yes		Yes		AK336052		TC426013		Triticum aestivum cDNA, clone: SET3_B21, cultivar: Chinese Spring [AK336052]

		A_99_P073515		13.717914		14.2156105		14.376793		14.402141		13.594371		13.593236		13.208008		13.937859		14.000839		13.6645975		13.572309		14.054988		-1.0894068		-1.5394068		-2.2482228		-1.3796306		1.2166597		-1.4651141		-1.7465215		-1.2720476		-0.123542786		-0.62237453		-1.1687851		-0.46428204		0.2829256		-0.551013		-0.80448437		-0.3471527		No		Yes		Yes		CK166427		TC369924		FGAS050555 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166427]

		A_99_P360556		8.422961		7.715		6.007686		7.475601		6.185472		6.0237365		5.8144526		6.80008		6.954594		6.1712093		5.882927		7.8528404		-4.7157564		-3.2293944		-1.1433233		-1.5971738		-2.7670853		-2.915596		-1.0903257		1.298854		-2.2374892		-1.6912637		-0.19323349		-0.6755214		-1.4683671		-1.5437908		-0.1247592		0.37723923		Yes		No		No		TA100184_4565		TC417671		0

		A_99_P519517		6.69772		6.478926		6.3458595		6.2657714		8.99536		11.460472		10.995609		9.020471		10.319943		10.476495		11.343796		8.863393		4.9165297		31.593283		25.102337		6.7491193		12.313964		15.973058		31.954258		6.052879		2.2976403		4.981546		4.6497498		2.7546992		3.6222234		3.9975686		4.9979362		2.5976214		Yes		Yes		Yes		TA110466_4565		TC440245		Rep: ACS-like protein - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (23%) [TC440245]

		A_99_P060131		2.2373323		1.9562374		2.1421788		2.3754833		4.958315		6.575912		4.6714153		3.4371846		6.785444		5.420807		4.6093526		3.153159		6.593217		24.58446		5.772661		2.0873916		23.394726		11.039245		5.529595		1.7143666		2.7209826		4.6196747		2.5292366		1.0617013		4.5481114		3.4645696		2.4671738		0.7776756		Yes		Yes		Yes		CA730423		0		wip1c.pk004.d10 wip1c Triticum aestivum cDNA clone wip1c.pk004.d10 5' end, mRNA sequence [CA730423]

		A_99_P309211		12.017857		10.831508		9.570804		8.864272		12.407737		12.735141		10.978795		9.732063		13.131405		11.966388		11.463342		9.289024		1.3102846		3.7415423		2.6536744		1.8248668		2.1637716		2.196003		3.7128785		1.3423419		0.38988018		1.9036331		1.4079914		0.8677912		1.1135483		1.1348801		1.8925381		0.42475224		Yes		Yes		Yes		TA84415_4565		TC424586		0

		A_99_P198311		7.5123706		7.5776744		7.530211		7.5043883		7.3356133		6.816845		6.561131		7.41543		7.214971		7.0639663		6.465496		7.4772315		-1.1303405		-1.6944646		-1.9575918		-1.0636019		-1.2289273		-1.4277151		-2.0917566		-1.019002		-0.17675734		-0.76082945		-0.96908		-0.08895826		-0.29739952		-0.5137081		-1.0647149		-0.02715683		No		Yes		Yes		AK332932		TC390059		Triticum aestivum cDNA, clone: WT005_D18, cultivar: Chinese Spring [AK332932]

		A_99_P044460		2.356415		2.601704		1.7576612		2.3809774		3.3795717		4.674103		3.4534328		3.2458856		4.8773727		3.6792183		4.405933		2.103841		2.032361		4.2058544		3.239501		1.8212239		5.7396297		2.110397		6.2691574		-1.2117871		1.0231566		2.072399		1.6957716		0.8649082		2.5209577		1.0775144		2.6482716		-0.27713633		Yes		Yes		Yes		CA604501		0		wr1.pk0042.a5 wr1 Triticum aestivum cDNA clone wr1.pk0042.a5 5' end, mRNA sequence [CA604501]

		A_99_P053102		7.3542304		6.6987267		5.940105		6.544657		6.984709		5.6909842		5.6191807		5.775772		6.604587		6.641503		5.7151923		6.0508137		-1.2919244		-2.0107622		-1.2491306		-1.7039526		-1.681377		-1.0404617		-1.1687065		-1.4081916		-0.36952162		-1.0077424		-0.32092428		-0.76888514		-0.7496433		-0.057223797		-0.22491264		-0.49384356		No		Yes		Yes		AK335705		TC454165		Triticum aestivum cDNA, clone: WT013_J03, cultivar: Chinese Spring [AK335705]

		A_99_P138720		10.588533		9.65802		9.467607		10.403015		10.460117		10.175735		10.802727		10.753593		10.639221		10.721803		10.371025		11.034851		-1.0930929		1.4316863		2.522965		1.2750716		1.0357586		2.0904052		1.8704929		1.5495356		-0.12841606		0.51771545		1.3351202		0.3505783		0.05068779		1.0637827		0.90341854		0.63183594		No		Yes		Yes		0		0		0

		A_99_P475387		15.705762		15.558777		15.378135		15.077714		14.770583		14.444431		14.381612		13.86589		14.684192		14.8711195		14.069031		15.14946		-1.9121275		-2.1649678		-1.9951855		-2.3163037		-2.0301273		-1.610666		-2.477876		1.0509877		-0.93517876		-1.1143456		-0.9965229		-1.2118244		-1.0215702		-0.68765736		-1.309104		0.07174587		Yes		No		No		FJ625793		TC379157		Triticum aestivum chloroplast fructose-bisphosphate aldolase (AlDP) mRNA, complete cds; nuclear gene for chloroplast product [FJ625793]

		A_99_P254506		8.265057		9.053262		8.713494		9.2648325		8.294952		9.000924		9.757319		9.610552		8.342874		9.035792		9.609139		9.509566		1.0209384		-1.0369438		2.0616868		1.2707845		1.0554198		-1.0121825		1.8604417		1.1848742		0.029895782		-0.052337646		1.0438251		0.34571934		0.07781696		-0.017469406		0.89564514		0.24473381		No		Yes		Yes		TA68420_4565		TC373124		Rep: Cytochrome P450 51 - Triticum aestivum (Wheat), partial (40%) [TC373124]

		A_99_P170579		7.0204105		7.851975		7.459385		8.471573		7.4549923		9.054402		9.341362		8.528316		7.7099166		8.504645		9.24397		8.378335		1.351519		2.3012655		3.6857982		1.0401148		1.6127312		1.5720754		3.4451935		-1.0667616		0.43458176		1.2024274		1.8819771		0.05674267		0.68950605		0.6526704		1.784585		-0.09323788		No		Yes		Yes		TA51956_4565		0		0

		A_99_P218311		10.84874		11.274845		9.981568		10.674409		10.98769		11.56788		11.323158		11.28181		11.512806		11.850604		11.542221		11.069386		1.1011037		1.2252147		2.5343046		1.523512		1.5845425		1.4904613		2.9498727		1.3149215		0.13895035		0.29303455		1.3415899		0.6074009		0.6640663		0.57575893		1.5606527		0.39497662		No		Yes		Yes		TA57507_4565		TC372351		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		A_99_P297081		10.914502		10.168662		9.721096		10.024693		11.554708		11.7086115		10.952691		10.795085		11.919593		11.278712		11.162284		10.2219515		1.5585511		2.907843		2.3482647		1.7057337		2.0070696		2.1585317		2.7154436		1.146518		0.6402054		1.5399494		1.231595		0.7703924		1.0050907		1.1100502		1.4411879		0.19725895		Yes		Yes		Yes		TA80819_4565		TC411436		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (84%) [TC411436]

		A_99_P351361		5.3299646		6.027393		4.725364		5.1983333		4.323071		4.7581897		4.0939813		4.0229135		4.835914		5.3273287		4.901875		4.6817527		-2.0095794		-2.410284		-1.5490491		-2.258586		-1.4083935		-1.624577		1.1301473		-1.4305606		-1.0068936		-1.2692032		-0.63138294		-1.1754198		-0.4940505		-0.7000642		0.17651081		-0.5165806		Yes		No		No		TA97166_4565		TC417078		0

		A_99_P130940		8.989102		8.909601		9.4792185		9.413183		8.878954		8.56105		8.348996		9.052398		9.097789		8.677078		8.874159		9.04377		-1.0793393		-1.273281		-2.1889248		-1.2841249		1.0782461		-1.1748878		-1.5210416		-1.2918274		-0.11014843		-0.3485508		-1.1302223		-0.36078548		0.10868645		-0.23252296		-0.6050596		-0.36941338		No		Yes		Yes		CJ906535		TC402552		CJ906535 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles4a21 5', mRNA sequence [CJ906535]

		A_99_P263416		11.703504		11.515801		11.105227		10.906617		10.516664		10.1222		9.040452		9.381328		10.118624		10.707023		8.889052		10.671803		-2.2765357		-2.6273372		-4.1836886		-2.8784447		-2.999828		-1.7517279		-4.646599		-1.1767547		-1.18684		-1.3936014		-2.0647755		-1.5252895		-1.5848799		-0.80877876		-2.216175		-0.23481369		Yes		No		No		TA70962_4565		TC427258		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC427258]

		A_99_P381097		4.9177036		5.1413746		4.843617		4.219943		3.6803398		2.9869568		2.7884502		2.858628		3.3182333		4.1220055		3.2605858		4.184833		-2.3576734		-4.4518895		-4.1559167		-2.5691926		-3.0303204		-2.0270324		-2.9959867		-1.024635		-1.2373638		-2.1544178		-2.0551667		-1.361315		-1.5994704		-1.0193691		-1.5830312		-0.035109997		Yes		No		No		TA105802_4565		TC389610		0

		A_99_P216361		9.189292		9.322102		9.4497175		9.198074		10.047311		11.280319		9.6742525		9.202007		11.2027445		9.681619		9.980981		9.03448		1.8125476		3.885816		1.1684006		1.0027299		4.0374727		1.2829964		1.4451941		-1.1200742		0.8580189		1.9582176		0.22453499		0.003932953		2.0134525		0.3595171		0.53126335		-0.16359425		No		Yes		Yes		TA56721_4565		0		0

		A_99_P180370		3.2111416		5.2258496		4.7643905		4.188789		2.826392		3.9671433		1.9680843		4.262646		3.111316		3.9398835		3.0188587		4.1363525		-1.3056332		-2.3928108		-6.9465957		1.0525271		-1.071644		-2.438453		-3.3531842		-1.0370147		-0.38474965		-1.2587063		-2.7963061		0.07385731		-0.09982562		-1.2859662		-1.7455318		-0.05243635		Yes		Yes		Yes		CJ675337		TC425572		CJ675337 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms1m18 5', mRNA sequence [CJ675337]

		A_99_P501007		7.481832		6.0543857		5.794464		7.0600243		8.166881		8.661717		7.4855447		7.230697		8.857151		7.8399215		7.77553		7.191944		1.6077561		6.093756		3.2289846		1.1255833		2.5942526		3.4474647		3.9478462		1.0957509		0.6850486		2.6073318		1.6910806		0.1706729		1.375319		1.7855358		1.9810658		0.13191986		Yes		Yes		Yes		TC432132		TC432132		Rep: NPR1-like 1 protein - Hordeum vulgare (Barley), partial (14%) [TC432132]

		A_99_P107790		5.4988365		5.3590045		4.5970025		4.651095		3.9289987		3.5508525		3.6359756		3.488694		4.423352		4.6428385		3.1566877		4.5067735		-2.9687133		-3.501934		-1.9466951		-2.2382963		-2.10743		-1.6428105		-2.7138007		-1.1052107		-1.5698378		-1.808152		-0.9610269		-1.162401		-1.0754848		-0.716166		-1.4403148		-0.14432144		Yes		No		No		CA497981		TC400658		WHE3236_G10_N20ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3236_G10_N20, mRNA sequence [CA497981]

		A_99_P010814		9.991525		10.111954		11.615292		11.278148		9.690192		8.997613		10.568662		11.082912		9.232288		9.611117		10.884918		11.233078		-1.232282		-2.1649606		-2.0656989		-1.1449108		-1.6925944		-1.4150337		-1.6590685		-1.031733		-0.30133247		-1.1143408		-1.0466299		-0.19523525		-0.75923634		-0.5008364		-0.7303734		-0.045069695		No		Yes		Yes		CK209635		TC403043		FGAS021407 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209635]

		A_99_P086245		6.083204		7.7417245		9.065995		8.948926		5.043197		5.6939445		8.178024		8.40492		5.9069123		5.2945447		6.983043		8.983092		-2.0562372		-4.1346927		-1.8505715		-1.4580158		-1.1299754		-5.4534903		-4.2367325		1.023965		-1.0400066		-2.04778		-0.8879709		-0.54400635		-0.17629147		-2.4471798		-2.082952		0.034166336		Yes		No		No		AB088409		TC414740		Triticum aestivum 1-FFT-A mRNA for fructan:fructan 1-fructosyltransferase, complete cds [AB088409]

		A_99_P038889		4.3984575		3.9031093		4.123339		4.7846904		4.149198		2.6601331		3.222707		2.5825584		2.188251		2.2709162		2.909343		2.334162		-1.1885968		-2.366863		-1.8668838		-4.6015887		-4.627415		-3.0998385		-2.3197932		-5.4661627		-0.24925947		-1.2429762		-0.90063214		-2.202132		-2.2102065		-1.6321931		-1.2139962		-2.4505284		Yes		No		No		DR735396		TC369623		FGAS081066 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735396]

		A_99_P024284		4.8239837		4.1850133		5.832006		5.2421994		6.322516		7.424063		7.5091777		7.98852		6.8279667		7.382158		8.0911665		7.4553723		2.825551		9.441721		3.198004		6.710037		4.0110583		9.171416		4.7871284		4.6369395		1.4985323		3.23905		1.6771717		2.7463207		2.003983		3.1971445		2.2591605		2.213173		Yes		Yes		Yes		TA94790_4565		TC399239		Rep: Os03g0584400 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC399239]

		A_99_P266646		11.016591		10.812859		10.170001		10.513612		10.290394		9.91953		9.589601		9.61958		10.024304		10.175603		8.8900385		10.38628		-1.6542729		-1.8574568		-1.4952643		-1.858362		-1.9893357		-1.5553677		-2.4283266		-1.0922717		-0.72619724		-0.89332867		-0.58040047		-0.8940315		-0.9922867		-0.63725567		-1.2799625		-0.12733173		No		Yes		Yes		TA71897_4565		0		0

		A_99_P266781		1.65828		1.6342378		2.21934		1.7490954		2.299323		4.332483		6.2271295		5.489268		2.5612924		3.9896104		7.6410904		6.3374233		1.5594562		6.4901195		16.086624		13.363004		1.8699665		5.117264		42.86565		24.056051		0.64104307		2.698245		4.0077896		3.7401724		0.9030124		2.3553727		5.42175		4.588328		Yes		Yes		Yes		TA71941_4565		TC421879		Rep: Transcriptional regulator, XRE family - Mycobacterium sp. (strain JLS), partial (7%) [TC421879]

		A_99_P409912		10.823662		10.796758		11.942069		10.88799		10.435636		10.168618		10.777439		10.576141		10.290431		10.269064		10.691062		10.81074		-1.3086019		-1.5455705		-2.2417572		-1.2412972		-1.4471663		-1.4416229		-2.380075		-1.0550047		-0.38802624		-0.6281395		-1.1646299		-0.31184864		-0.5332308		-0.52769375		-1.2510071		-0.07724953		No		Yes		Yes		CJ554547		TC371995		Rep: GPX12Hv, glutathione peroxidase-like protein - Hordeum vulgare (Barley), partial (97%) [TC371995]

		A_99_P525232		3.7165842		3.1080778		2.8289778		3.2135792		1.7679443		3.4118805		5.856144		3.825299		3.8992746		3.907575		6.027647		3.6682384		-3.8601043		1.2343938		8.152068		1.5280797		1.1349984		1.7404944		9.181114		1.3704591		-1.9486399		0.30380273		3.0271661		0.61171985		0.18269038		0.7994971		3.1986692		0.45465922		No		Yes		Yes		TC442614		TC442614		0

		A_99_P076280		6.118215		6.9391046		7.657785		8.157111		5.51413		4.7315745		5.8127923		8.20588		5.5962524		4.9548755		5.31533		7.6325793		-1.5200144		-4.6188383		-3.5925112		1.034382		-1.4359074		-3.956512		-5.071649		-1.4384667		-0.60408497		-2.20753		-1.8449926		0.048768997		-0.52196264		-1.9842291		-2.342455		-0.52453184		Yes		No		No		DR738336		TC369857		FGAS083553 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738336]

		A_99_P349706		2.140809		1.8113555		2.1261046		1.737388		2.0914524		4.7377357		6.787791		7.0376697		1.7881684		2.5969489		6.425196		6.8677564		-1.0348034		7.602006		25.310883		39.40431		-1.2768956		1.7238011		19.685907		35.026337		-0.0493567		2.9263802		4.661686		5.3002815		-0.35264063		0.7855934		4.2990913		5.130368		Yes		Yes		Yes		TA96669_4565		TC398384		Rep: Os03g0757000 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC398384]

		A_99_P223711		7.6102715		7.7829986		10.625449		8.710243		8.708652		10.839249		10.877536		9.586661		9.540096		8.96281		11.019273		9.534064		2.1411414		8.318077		1.1909283		1.8358117		3.8100893		2.265471		1.313871		1.770088		1.0983801		3.05625		0.25208664		0.8764181		1.9298248		1.179811		0.39382362		0.82382107		Yes		No		No		TA59602_4565		TC433845		0

		A_99_P411497		9.937158		10.113297		9.903614		10.04834		9.270091		8.749276		8.722129		8.79949		9.163159		9.265374		8.401733		9.840739		-1.5878412		-2.5740166		-2.2681015		-2.376519		-1.7100023		-1.7999082		-2.8321166		-1.1547661		-0.6670666		-1.3640213		-1.1814852		-1.2488499		-0.77399826		-0.8479233		-1.5018806		-0.2076006		Yes		No		No		AK333335		TC373522		Triticum aestivum cDNA, clone: SET2_A20, cultivar: Chinese Spring [AK333335]

		A_99_P175629		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686		2.5016744		9.954916		6.4618745		2.2405794		7.1921787		4.1488223		8.376451		2.321085		1.3228941		3.3154092		2.6919527		1.1638718		2.8464289		2.052702		3.066339		1.2147994		Yes		Yes		Yes		CN012768		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		A_99_P446732		4.903604		4.4107265		5.3833046		4.117037		4.008654		3.707552		4.454886		4.560239		4.6540513		4.072		4.377522		4.2112427		-1.8595454		-1.6280833		-1.9031887		1.3596187		-1.1888385		-1.2646397		-2.0080326		1.0674777		-0.8949499		-0.7031746		-0.92841864		0.44320202		-0.24955273		-0.33872652		-1.0057826		0.09420586		No		Yes		Yes		CJ712546		TC401383		0

		A_99_P249641		9.369006		9.372544		9.191418		9.116553		9.742367		10.073537		10.167285		9.583961		9.85532		9.84946		10.234692		9.307708		1.2953668		1.6256229		1.9668232		1.3826225		1.400861		1.3917648		2.0608993		1.1416769		0.37336063		0.7009926		0.9758673		0.46740723		0.48631382		0.47691536		1.0432739		0.19115448		No		Yes		Yes		TA67034_4565		TC404921		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC404921]

		A_99_P113130		10.254595		10.330404		10.709026		10.236762		10.152825		9.465034		9.68473		9.272747		9.358468		9.303914		9.128308		9.132491		-1.0730888		-1.8218077		-2.0339677		-1.9507312		-1.8610628		-2.0370624		-2.9911869		-2.149902		-0.10176945		-0.86537075		-1.0242968		-0.964015		-0.89612675		-1.0264902		-1.580718		-1.1042709		Yes		No		No		BQ240514		TC437646		TaE05016E03R TaE05 Triticum aestivum cDNA clone TaE05016E03R, mRNA sequence [BQ240514]

		A_99_P291061		11.754651		11.659943		11.210536		10.9577		11.002627		10.729976		9.83754		10.911283		11.340664		10.875274		10.179873		10.79662		-1.6841536		-1.9052323		-2.5900793		-1.0326972		-1.332363		-1.7226969		-2.0429623		-1.1181234		-0.7520237		-0.9299669		-1.3729963		-0.046417236		-0.41398716		-0.7846689		-1.0306625		-0.1610794		No		Yes		Yes		TA79106_4565		TC413768		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC413768]

		A_99_P429777		13.488416		12.471969		12.199615		13.500888		12.700516		11.201942		10.917743		12.38475		12.410018		11.537205		10.417941		13.006603		-1.7265594		-2.4116595		-2.4315424		-2.1676586		-2.1116896		-1.9115778		-3.4382477		-1.4086221		-0.7879		-1.2700262		-1.2818718		-1.1161375		-1.0783978		-0.9347639		-1.7816734		-0.49428463		Yes		Yes		Yes		AK330672		TC391070		Triticum aestivum cDNA, clone: SET5_A09, cultivar: Chinese Spring [AK330672]

		A_99_P106265		5.1401095		5.1123085		4.81032		5.6095815		4.9341264		4.0199943		4.4088826		4.420801		4.441877		5.0203094		4.4189563		4.647804		-1.1534722		-2.1321578		-1.3208231		-2.2795994		-1.6225159		-1.0658461		-1.3116325		-1.9477084		-0.20598316		-1.0923142		-0.40143728		-1.1887803		-0.69823265		-0.091999054		-0.39136362		-0.9617777		No		Yes		Yes		AK331355		TC387325		Triticum aestivum cDNA, clone: WT007_E17, cultivar: Chinese Spring [AK331355]

		A_99_P366322		5.294221		4.772602		5.2041383		4.887074		5.6871886		6.9160213		5.939499		4.9910545		6.488524		6.0929184		6.2150598		5.1301746		1.3130918		4.4180794		1.6648135		1.0747347		2.2883425		2.4972086		2.0151978		1.1835335		0.3929677		2.1434193		0.7353606		0.10398054		1.194303		1.3203163		1.0109215		0.24310064		No		Yes		Yes		TA102153_4565		TC428935		Rep: Glycine-rich protein-like - Oryza sativa subsp. japonica (Rice), partial (68%) [TC428935]






H-versus-NH-regulated-Wheat

				 Average signal  intensity values (log2 scale)																								Fold change								Log Fold change								Statistics

		ProbeName		[ctrl, 06h](normalized)		[ctrl, 12h](normalized)		[ctrl, 24h](normalized)		[ctrl, 74h](normalized)		[host, 06h](normalized)		[host, 12h](normalized)		[host, 24h](normalized)		[host, 74h](normalized)		[nonhost, 06h](normalized)		[nonhost, 12h](normalized)		[nonhost, 24h](normalized)		[nonhost, 74h](normalized)		Fold change([host-06h] vs [nonhost-06h])		Fold change([host-12h] vs [nonhost-12h])		Fold change([host-24h] vs [nonhost-24h])		Fold change([host-74h] vs [nonhost-74h])		Log Fold change([host-06h] vs [nonhost-06h])		Log Fold change([host-12h] vs [nonhost-12h])		Log Fold change([host-24h] vs [nonhost-24h])		Log Fold change([host-74h] vs [nonhost-74h])		Corrected p-value ( 06h_host_nonhost_ANOVA ) 		Corrected p-value ( 12h_host_nonhost_ANOVA )		Corrected p-value ( 24h_host_nonhost_ANOVA )		Corrected p-value ( 74h_host_nonhost_ANOVA )		PrimaryAccession		GenbankAccession		UniGeneID		GeneName		TIGRID		Description

		A_99_P467732		4.9446483		4.833071		4.3248525		4.8139725		5.847738		6.843495		5.9995403		5.418447		6.4961047		5.4997425		6.4092402		4.931277		-1.567393		2.5381062		-1.3284094		1.4016929		-0.6483669		1.3437524		-0.40969992		0.48717022		NA		0.01696788		NA		NA		TC415234		0		0		0		TC415234		Rep: Chromosome undetermined scaffold_875, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC415234]

		A_99_P341911		5.5047317		5.8828125		6.9234734		6.0270658		6.8229127		7.992502		9.429015		8.8097925		8.538667		6.939899		9.954476		7.4657807		-3.2846828		2.0742693		-1.4393936		2.5385625		-1.715754		1.0526032		-0.5254612		1.3440118		NA		0.008912641		NA		0.026147734		AK333776		AK333776		Ta.19198		0		TC442161		Triticum aestivum cDNA, clone: WT008_E04, cultivar: Chinese Spring [AK333776]

		ETG02_36680		1.5537845		1.5195755		1.5967422		1.5401154		2.997413		3.236968		2.9701233		4.218696		1.5452127		1.5314821		1.6049255		1.5263737		2.7362502		3.2613876		2.5761163		6.4635296		1.4522002		1.7054859		1.3651978		2.6923223		NA		5.34E-04		NA		0.0064824685		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P555552		8.886478		7.3334274		6.928676		6.3377976		10.190848		11.020831		9.992446		8.254057		11.506943		9.898481		10.522658		7.597391		-2.4899113		2.1770127		-1.4441417		1.5764351		-1.3160944		1.1223497		-0.5302124		0.6566658		0.012214472		NA		NA		NA		TC454392		0		0		0		TC454392		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC454392]

		A_99_P226086		4.979292		2.690956		3.7566006		3.8195362		6.6051736		7.327558		7.1203003		4.449128		7.3408265		5.976603		7.1480975		4.4450502		-1.6651509		2.5508091		-1.0194544		1.0028306		-0.7356529		1.350955		-0.027797222		0.0040779114		NA		0.0025757777		NA		NA		DR737456		DR737456		Ta.55631		blue copper-binding protein homolog		0		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		A_99_P457377		10.615311		10.323959		11.148972		10.852033		11.368851		12.48742		11.755416		11.201241		11.623845		11.413178		12.093861		11.30188		-1.1933311		2.105615		-1.2643927		-1.0722486		-0.2549944		1.0742416		-0.3384447		-0.10063934		NA		0.008912641		NA		NA		TC408756		0		0		0		TC408756		Rep: Os03g0841600 protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC408756]

		A_99_P284871		5.577399		6.2264576		6.6375065		6.0214944		7.455353		10.706162		12.311063		10.473903		10.141543		8.881876		12.683995		9.1936455		-6.436117		3.5413182		-1.2949823		2.4288228		-2.6861906		1.8242865		-0.37293243		1.2802572		0.010122937		0.005508911		NA		NA		TA77317_4565		0		0		0		0		0

		A_99_P308546		6.616329		6.8235874		7.1117797		6.6970906		8.160745		10.082306		9.5477495		7.5440297		9.554379		7.8267026		9.596555		7.29241		-2.627398		4.7753396		-1.034408		1.190543		-1.3936348		2.2556033		-0.048805237		0.25161982		0.004808426		0.0018329794		NA		NA		TA84227_4565		0		0		0		TC410136		Rep: NADPH-dependent HC-toxin reductase - Hordeum vulgare (Barley), partial (70%) [TC410136]

		A_99_P268711		3.824661		3.1041174		7.176973		3.5011737		4.9296317		4.8427153		9.235377		7.9871774		6.5151706		4.9494076		8.956132		7.009496		-3.0011988		-1.0767567		1.21356		1.9692976		-1.5855389		-0.106692314		0.27924538		0.97768116		0.026274715		NA		NA		NA		AK332666		AK332666		Ta.33079		0		TC412311		Triticum aestivum cDNA, clone: WT004_I24, cultivar: Chinese Spring [AK332666]

		A_99_P371417		10.905792		8.9771185		8.215312		9.054758		10.87227		11.221123		9.950843		10.318135		12.813815		9.274058		10.584018		9.774876		-3.841169		3.8558915		-1.5509744		1.4572613		-1.9415455		1.9470644		-0.6331749		0.5432596		0.018663464		0.012142527		NA		NA		FJ236328		FJ236328		Ta.57888		UDP-glycosyltransferase		TC402889		Triticum aestivum cultivar Wangshuibai UDP-glycosyltransferase (UGT) mRNA, complete cds [FJ236328]

		A_99_P043496		4.4890933		4.204745		5.0005107		4.2203393		2.7437303		2.7998874		3.7870445		2.6933806		2.295884		2.8655117		2.3932188		2.459851		1.3640026		-1.0465376		2.6277459		1.1757078		0.4478464		-0.06562424		1.3938258		0.23352957		NA		NA		0.0033249184		NA		CD490980		CD490980		Ta.15971		0		0		WHE3069_C01_F01ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3069_C01_F01, mRNA sequence [CD490980]

		A_99_P250841		12.179062		13.053578		12.842441		11.8260565		11.6991		11.112282		10.099213		10.938553		10.891315		12.29506		10.018998		11.168382		1.7505207		-2.2701354		1.0571752		-1.1726958		0.8077841		-1.1827784		0.0802145		-0.22982883		NA		0.007374126		NA		NA		DR738075		DR738075		Ta.56263		fasciclin-like protein FLA14		TC369464		FGAS083292 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738075]

		A_99_P229836		12.121765		11.77303		13.177907		12.744461		12.90729		13.42665		13.491088		13.275193		14.390111		12.769069		13.688843		13.241286		-2.7949462		1.5774359		-1.1469121		1.0237808		-1.4828205		0.6575813		-0.19775486		0.033906937		0.028879834		0.00367107		NA		NA		TA61494_4565		0		Ta.33552		0		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		A_99_P515947		8.131192		7.742471		7.2568		7.8997664		9.584671		8.819848		8.150553		10.289608		7.955051		7.3858438		7.2593837		7.495868		3.094315		2.7019563		1.8546784		6.93425		1.6296201		1.4340043		0.8911691		2.7937398		NA		NA		NA		0.010635292		TC438735		0		0		0		TC438735		Rep: Os01g0863300 protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC438735]

		A_99_P145391		6.5611496		5.620037		5.1101046		5.606794		7.8207946		8.2814665		7.850679		6.6062837		9.210186		7.568853		8.27881		6.4608874		-2.6196816		1.6387702		-1.345489		1.1060344		-1.3893914		0.7126136		-0.42813063		0.14539623		0.008727966		NA		NA		NA		CJ855858		CJ855858		Ta.51654		0		TC419096		CJ855858 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal34n02 5', mRNA sequence [CJ855858]

		A_99_P514937		2.0825527		2.5411797		2.0498645		1.9143853		4.224168		5.431511		5.32696		2.944893		6.007961		3.6727908		5.488025		2.43063		-3.4433026		3.383978		-1.1181123		1.4282643		-1.783793		1.7587202		-0.1610651		0.5142629		0.008435831		NA		NA		NA		CA726128		0		Ta.54230		0		TC438302		Rep: Reversibly glycosylated polypeptide - Triticum aestivum (Wheat), partial (63%) [TC438302]

		A_99_P323796		5.468715		5.9638543		7.0523834		6.2401447		5.7936597		7.0972486		7.0948815		6.2439494		7.1890235		5.722694		7.2303367		6.463344		-2.6305487		2.5928786		-1.0984393		-1.164245		-1.3953638		1.3745546		-0.13545513		-0.21939468		0.015149432		0.0064320886		NA		NA		TA88670_4565		0		0		0		TC400712		0

		A_99_P570532		6.2223973		4.8186526		2.0460687		3.4459121		6.5381646		6.890654		5.0228343		4.265524		7.263001		5.5754		5.764607		4.118815		-1.6527132		2.4884617		-1.6722293		1.1070412		-0.72483635		1.3152542		-0.74177265		0.14670897		NA		0.0070776003		NA		NA		TA108581_4565		0		0		0		TC459935		Rep: Leucine-rich repeat family protein /protein kinase family protein- like - Oryza sativa subsp. japonica (Rice), partial (41%) [TC459935]

		A_99_P498477		4.1329975		4.008347		3.075524		2.6679451		3.9449823		5.1632476		4.6158233		4.6530585		6.429151		3.0435011		3.658448		4.1705966		-5.595119		4.3461757		1.941774		1.3971258		-2.4841688		2.1197464		0.9573753		0.48246193		NA		0.023040092		NA		NA		AY064480		AY064480		Ta.55869		glutathione-S-transferase Cla47		TC431059		Triticum aestivum glutathione-S-transferase Cla47 mRNA, complete cds [AY064480]

		A_99_P259286		1.9402262		1.8586649		2.4803264		1.8634726		2.9473584		7.6676736		9.662778		6.6032023		5.14834		5.569593		9.734172		6.7764893		-4.5979214		4.281394		-1.0507314		-1.1276246		-2.2009819		2.0980806		-0.07139397		-0.17328691		0.035312496		NA		NA		NA		TA69806_4565		0		Ta.58097		0		TC440633		0

		A_99_P417962		3.3365967		3.3742983		2.3240824		1.7046021		5.261675		4.8765674		3.6029875		5.820003		3.5458405		3.988427		2.342102		2.062454		3.2848656		1.8507891		2.3964279		13.524928		1.7158344		0.88814044		1.2608855		3.757549		NA		0.0066205924		0.027134381		0.026147734		TC378967		0		0		0		TC378967		0

		A_99_P490907		6.2735667		7.544821		10.952606		9.100245		8.4663		9.199685		8.8610525		9.176532		10.28461		8.632665		9.427955		8.789412		-3.5266778		1.4814608		-1.4813393		1.3077804		-1.8183098		0.5670204		-0.56690216		0.38712025		0.007490285		NA		NA		NA		TA63214_4565		0		0		0		TC427665		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (49%) [TC427665]

		A_99_P486677		2.681983		2.6834047		2.2070796		1.9982295		4.7322106		4.496247		4.1948395		4.0112495		6.7800827		3.8622887		4.596754		2.5875683		-4.1349564		1.5518166		-1.3212602		2.6826916		-2.047872		0.6339581		-0.4019146		1.4236813		0.019695785		NA		NA		NA		TC425541		0		0		0		TC425541		Rep: Glutathione transferase F3 - Triticum aestivum (Wheat), partial (40%) [TC425541]

		A_99_P422122		2.0973256		1.80806		2.2774866		1.8105488		4.8469467		5.7179294		5.8500996		4.25231		7.3937354		4.8779836		6.070785		3.4098637		-5.843322		1.7899829		-1.1652871		1.7930877		-2.5467887		0.8399458		-0.22068548		0.8424461		0.0047232816		NA		NA		NA		TC447572		0		0		0		TC447572		0

		A_99_P521867		8.359985		7.9561763		7.54187		7.4839053		8.785157		9.490209		8.595565		8.223502		9.958492		8.496664		9.015025		8.272931		-2.2553246		1.9910709		-1.3374271		-1.0348552		-1.1733351		0.9935446		-0.4194603		-0.04942894		0.0039620036		0.017782753		NA		NA		TC429898		0		0		0		TC429898		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC429898]

		A_99_P274741		11.294327		10.836551		10.946235		11.161555		12.271153		13.216682		12.179417		11.579213		13.088857		12.006244		12.750201		11.518337		-1.7625977		2.31408		-1.485331		1.0430988		-0.81770325		1.2104387		-0.57078457		0.060875893		NA		0.003958125		0.001066016		NA		AK333001		AK333001		Ta.48495		0		TC405843		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P484782		2.6462543		3.1122425		3.0417664		3.147218		6.007607		10.972695		11.147935		7.655823		10.055152		8.000077		11.600189		6.7496667		-16.536076		7.8495946		-1.3681765		1.8740462		-4.047545		2.972618		-0.4522543		0.90615654		0.011066713		0.0049452274		NA		NA		CN009752		0		Ta.55207		0		TC424593		0

		A_99_P216251		7.5827928		7.5614524		7.4591756		7.187388		8.118488		9.361642		8.14283		7.264698		8.9363165		8.283502		8.676444		7.388396		-1.7627504		2.1113126		-1.447551		-1.0895238		-0.8178282		1.0781403		-0.53361416		-0.12369776		NA		0.018275704		NA		NA		TA56665_4565		0		0		0		TC415628		0

		A_99_P259336		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105		-2.7135055		2.3267221		-1.2622625		1.2292831		-1.4401579		1.2182989		-0.3360119		0.29781723		0.038491942		0.0035583552		NA		NA		AK335992		AK335992		Ta.55698		0		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		A_99_P236421		9.164119		8.439723		8.961071		8.682151		10.264468		10.778996		13.622804		11.608197		11.778915		10.832112		13.90081		10.094831		-2.8568933		-1.0375032		-1.2125183		2.8547525		-1.5144472		-0.053115845		-0.27800655		1.5133657		NA		NA		NA		0.031245165		TA63445_4565		0		0		0		TC398551		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC398551]

		A_99_P446867		9.42761		8.737061		9.654031		9.29333		11.396278		13.014045		11.192199		9.972074		12.884972		10.851031		11.233964		9.378536		-2.8063467		4.478493		-1.0293726		1.508942		-1.4886932		2.1630135		-0.041765213		0.59353733		0.009675727		0.0018329794		NA		NA		DN829398		0		Ta.46885		0		TC401461		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (23%) [TC401461]

		A_99_P192567		2.305686		5.7059913		5.6261563		5.376681		1.7061366		2.0251696		4.6092		4.7438293		1.7597259		3.9154117		4.610502		5.111307		-1.0378438		-3.7069743		-1.0009028		-1.2900956		-0.053589344		-1.8902421		-0.0013017654		-0.3674779		NA		0.007399455		NA		NA		CJ693714		CJ693714		Ta.62447		0		TC451037		CJ693714 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc14g02 5', mRNA sequence [CJ693714]

		A_99_P085895		4.020927		4.125242		4.6788177		3.4601948		4.548533		3.903449		3.9928057		3.4108179		3.3923404		3.9608123		2.9000568		3.4251423		2.2286847		-1.0405623		2.1328003		-1.0099784		1.1561925		-0.05736327		1.0927489		-0.014324427		NA		NA		0.00531259		NA		CK207456		CK207456		Ta.32709		0		TC419855		FGAS019080 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207456]

		A_99_P238191		6.1660132		7.8575625		7.7332816		6.6449656		5.8809943		4.083812		2.7792637		2.9945257		5.7510414		5.610933		4.463337		4.8315167		1.094258		-2.8821003		-3.213339		-3.5726414		0.12995291		-1.5271206		-1.6840732		-1.8369911		NA		NA		4.20E-04		NA		TA63946_4565		0		0		0		TC402003		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (52%) [TC402003]

		A_99_P037434		2.5641842		2.281798		1.8950998		1.980595		2.4759605		5.7123513		4.6132812		3.4299624		5.712307		3.5990098		4.1629944		2.6722822		-9.424046		4.3269234		1.3663119		1.6907697		-3.2363465		2.1133416		0.45028687		0.7576802		0.04727705		0.010192386		NA		NA		BQ743320		BQ743320		Ta.13898		0		0		WHE4102_F06_K12ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4102_F06_K12, mRNA sequence [BQ743320]

		A_99_P648346		7.124274		6.5039535		6.3336143		6.4378357		7.376284		7.7891717		7.1069756		7.2717843		8.683797		7.386086		7.38076		7.376392		-2.4751446		1.3223332		-1.2089752		-1.0752019		-1.3075128		0.4030857		-0.27378464		-0.10460758		0.010072609		NA		NA		NA		AK330191		AK330191		Ta.4357		dTDP-glucose-4-6-dehydratase-like protein		TC382782		Triticum aestivum cDNA, clone: SET3_N17, cultivar: Chinese Spring [AK330191]

		A_99_P339701		7.490064		5.395706		4.5868096		5.9413033		9.142684		10.618133		9.13673		9.361137		10.140964		8.909413		9.189289		8.858093		-1.9976164		3.2687051		-1.0371028		1.4172008		-0.9982796		1.7087193		-0.0525589		0.5030441		NA		0.002645037		NA		NA		TA93509_4565		0		Ta.7386		0		TC398747		Rep: Chromosome undetermined scaffold_237, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC398747]

		A_99_P194318		2.0379517		1.8679241		4.589105		3.657916		3.7672799		5.6867003		10.296609		6.1911883		6.2892814		4.1829534		11.07037		6.2465596		-5.743784		2.8357828		-1.7097208		-1.0391265		-2.5220015		1.503747		-0.7737608		-0.055371284		NA		0.0018186421		NA		NA		CJ872995		CJ872995		Ta.62915		0		TC414248		CJ872995 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls10i20 5', mRNA sequence [CJ872995]

		A_99_P345051		6.2647433		5.7091217		5.9691358		6.431606		9.557027		10.414391		9.4241905		7.972259		11.658641		8.584907		10.148055		7.9617195		-4.2918925		3.5540993		-1.6516002		1.0073322		-2.101614		1.829484		-0.72386456		0.010539532		0.007851885		NA		NA		NA		TA95185_4565		0		0		0		0		0

		A_99_P134875		5.1087694		5.405192		5.3317065		5.298221		5.236238		4.565174		5.4084187		4.275949		3.9161146		4.4740376		4.210407		3.8784847		2.4968748		1.0652089		2.2942328		1.3171908		1.3201234		0.091136456		1.1980119		0.39746428		0.009823075		NA		NA		NA		CJ623929		CJ623929		Ta.48666		0		0		CJ623929 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone rwhvs18k14 3', mRNA sequence [CJ623929]

		A_99_P225456		5.0910196		4.426754		3.2483568		4.028826		6.1256447		5.50844		8.65932		8.378703		5.08966		5.70748		7.5528417		4.729947		2.0505126		-1.1479342		2.153194		12.542526		1.0359845		-0.19903994		1.1064782		3.648756		NA		NA		NA		0.020740496		TA60107_4565		0		0		0		TC372166		Rep: PSBGer1 protein - Triticum aestivum (Wheat), complete [TC372166]

		A_99_P147837		9.3712225		8.417327		8.078343		8.416743		9.198264		9.506957		9.566014		10.616097		9.800487		8.770835		9.178315		8.692278		-1.5180533		1.6656926		1.3083051		3.7942626		-0.60222244		0.73612213		0.38769913		1.9238195		NA		NA		NA		0.02356718		CJ954238		CJ954238		Ta.52237		0		0		CJ954238 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40k22 5', mRNA sequence [CJ954238]

		A_99_P479607		5.5379004		5.1164565		4.6609216		5.0506444		3.7752964		3.9454873		3.6391199		2.6108751		4.8749604		4.546087		4.5988193		4.4027114		-2.1430478		-1.5163466		-1.9449046		-3.4625533		-1.099664		-0.6005995		-0.9596994		-1.7918363		NA		NA		NA		0.04554381		TC421797		0		0		0		TC421797		Rep: Cytochrome b6-f complex subunit 6 - Hordeum vulgare (Barley), complete [TC421797]

		A_99_P210271		14.537651		14.417882		12.091213		12.690009		14.062732		13.344994		9.950065		13.660439		14.249989		13.491258		10.172551		12.548805		-1.1385967		-1.1067		-1.1667428		2.1609015		-0.18725681		-0.14626408		-0.2224865		1.1116333		NA		NA		NA		0.03181898		TA54221_4565		0		0		0		TC407422		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC407422]

		A_99_P061018		10.968625		9.787953		9.240209		10.382023		11.130628		11.728215		10.656093		10.986236		12.832604		10.22852		11.120402		10.718521		-3.2534645		2.827829		-1.379657		1.2038991		-1.7019768		1.4996948		-0.4643097		0.2677145		0.010072609		0.008769325		NA		NA		BT009372		BT009372		Ta.22565		0		TC447969		Triticum aestivum clone wlm96.pk028.k4:fis, full insert mRNA sequence [BT009372]

		A_99_P246531		5.416639		4.6600494		3.8585403		4.5499096		6.1619964		6.931253		6.1197624		4.0074153		7.1319046		5.782393		6.185865		4.4285126		-1.958716		2.217386		-1.0468847		-1.3389455		-0.96990824		1.14886		-0.066102505		-0.42109728		0.009675727		0.010984437		NA		NA		AK332376		AK332376		Ta.55465		0		TC393344		Triticum aestivum cDNA, clone: WT003_N08, cultivar: Chinese Spring [AK332376]

		A_99_P069765		2.2667477		1.8678957		1.9538178		2.0105832		7.0276847		7.4372597		7.147063		8.343398		6.835982		6.62139		6.1785293		4.8377957		1.142111		1.7603592		1.9568504		11.357728		0.19170284		0.8158698		0.9685335		3.5056024		NA		NA		NA		0.003490524		CD491409		CD491409		Ta.26630		0		0		WHE3087_A06_A11ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3087_A06_A11, mRNA sequence [CD491409]

		A_99_P149737		6.671032		5.963124		5.9533525		5.659411		8.068531		9.494617		9.463061		7.88738		9.468773		8.609656		9.927792		7.8336368		-2.6394582		1.8467149		-1.3800594		1.0379546		-1.4002419		0.8849611		-0.46473026		0.053743362		0.018484492		NA		NA		NA		CJ851012		CJ851012		Ta.52715		0		TC453595		CJ851012 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal17n11 5', mRNA sequence [CJ851012]

		A_99_P325991		2.2012966		1.8840619		1.9529558		1.863514		4.124346		3.8621695		1.7140174		1.887225		5.3671017		4.057417		3.147583		1.7712736		-2.3665016		-1.1449205		-2.7011347		1.0836895		-1.2427559		-0.19524741		-1.4335656		0.11595142		NA		NA		0.004282248		NA		TA89350_4565		0		Ta.4586		0		TC428668		Rep: Osmotin-like protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (19%) [TC428668]

		A_99_P345691		5.717776		6.1151524		6.3963523		4.4604278		6.6204267		8.101459		7.934672		6.986467		8.295765		5.5233865		8.236004		6.4047127		-3.1939423		5.9714117		-1.2322816		1.496668		-1.6753383		2.578072		-0.301332		0.5817542		0.015860438		0.013124017		NA		NA		DN828887		DN828887		Ta.32381		0		TC441742		KUCD01_03_B07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN828887]

		A_99_P412887		8.3018055		8.409276		7.232605		5.6287665		8.011277		8.887096		8.672027		7.2423973		8.78851		9.740805		9.794446		7.3413887		-1.7138408		-1.80714		-2.1771176		-1.0710244		-0.7772331		-0.85370827		-1.1224194		-0.098991394		NA		NA		7.39E-04		NA		TC374806		0		0		0		TC374806		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC374806]

		A_99_P434847		3.6869705		2.5172336		5.5499673		5.3001614		5.2367387		7.3907437		7.852816		6.1201744		6.14372		5.345598		7.633724		6.8135624		-1.8751181		4.127149		1.1640006		-1.6170765		-0.90698147		2.0451455		0.21909189		-0.693388		NA		0.0018829036		NA		NA		CV762203		0		0		0		TC392393		Rep: Chromosome chr2 scaffold_113, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC392393]

		A_99_P244326		7.4234834		7.222136		5.7292266		6.023167		6.236347		5.076231		4.225173		4.461743		6.1245847		6.7281737		4.470054		3.6165292		1.0805476		-3.1425653		-1.1849952		1.7965307		0.11176252		-1.6519427		-0.24488115		0.84521365		NA		0.002855394		NA		NA		TA65567_4565		0		0		0		TC408961		Rep: Beta-galactosidase 4 precursor - Oryza sativa subsp. indica (Rice), partial (9%) [TC408961]

		A_99_P432572		3.8018324		4.2330594		5.869474		4.9497104		5.0722957		6.138224		6.507814		6.1828904		5.546682		4.4835715		5.957193		5.323217		-1.389327		3.1484737		1.4647161		1.8146276		-0.47438622		1.6546526		0.55062103		0.8596735		NA		0.006847493		NA		0.041052703		CD882957		0		Ta.51154		0		TC390482		Rep: Probable methionyl-tRNA synthetase - Oryza sativa subsp. japonica (Rice), partial (16%) [TC390482]

		A_99_P261801		6.169027		6.8651757		5.6892734		5.7874503		7.3057823		8.761308		8.123407		6.83106		8.682591		7.8756623		8.707578		6.1053796		-2.5969336		1.8475909		-1.4991766		1.6536803		-1.3768091		0.8856454		-0.58417034		0.72568035		0.016161365		0.0064943335		NA		NA		TA70490_4565		0		0		0		TC377102		Rep: Phosphate translocator-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC377102]

		A_99_P263521		11.445892		10.572417		11.361092		10.51396		12.260459		13.1538925		12.683694		11.992821		13.428767		11.746387		13.1777		11.680408		-2.24748		2.6527817		-1.4083502		1.2417831		-1.1683083		1.407506		-0.49400616		0.31241322		0.019513462		0.007117815		NA		NA		TA70992_4565		0		Ta.9765		0		TC372539		0

		A_99_P096390		3.1484067		3.9659111		5.8982453		6.0148315		7.768842		10.912139		9.660862		7.378042		8.12559		9.713662		9.764291		8.76431		-1.2805363		2.2949724		-1.0743238		-2.6140153		-0.3567481		1.1984768		-0.10342884		-1.3862677		NA		NA		NA		0.013548931		CD862825		CD862825		Ta.36380		0		0		AZO1.104L21F010129 AZO1 Triticum aestivum cDNA clone AZO1104L21, mRNA sequence [CD862825]

		A_99_P485377		6.156357		5.6575856		6.4158654		6.2741294		5.608187		4.9310226		5.603658		4.124287		4.1893353		4.5783944		4.0183015		4.467131		2.6737263		1.2768847		3.00082		-1.2682543		1.4188519		0.35262823		1.5853567		-0.342844		NA		NA		0.0015602635		NA		CV777572		0		Ta.55100		0		TC424915		Rep: Os04g0449900 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC424915]

		A_99_P040948		4.3942223		2.0647728		5.070516		5.0661926		5.8476806		10.236388		9.632028		8.857901		7.8409553		8.216449		9.552304		8.649819		-3.981397		4.0556674		1.0568154		1.1551509		-1.9932747		2.0199394		0.07972336		0.20808125		0.026497984		0.0014514488		NA		NA		CV763668		CV763668		Ta.15214		0		TC384791		FGAS058051 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763668]

		A_99_P392877		2.1796803		3.296178		4.356968		5.640084		2.0029554		1.8663006		2.235636		2.1719065		1.7017976		2.8367357		2.544573		4.3732142		1.2321329		-1.9594315		-1.2387947		-4.5989604		0.30115783		-0.97043514		-0.30893707		-2.2013078		NA		NA		NA		0.041463085		TA108697_4565		0		0		0		TC387053		0

		A_99_P399152		6.201101		5.8981533		6.471579		6.2887807		5.975392		5.278601		5.767222		4.717344		4.835224		4.8723855		4.831974		4.9268475		2.2040665		1.3252051		1.9122192		-1.1562903		1.1401677		0.40621567		0.9352479		-0.20950365		0.047457542		NA		0.0077843657		NA		TA110228_4565		0		0		0		TC456956		Rep: 26S protease regulatory subunit 6A - Botryotinia fuckeliana (strain B05.10) (Noble rot fungus) (Botrytiscinerea), partial (69%) [TC456956]

		A_99_P051816		10.435697		10.541982		10.104975		10.191486		9.944833		10.122142		12.078052		11.2124815		10.438508		9.877804		10.869283		10.3242035		-1.4080272		1.1845491		2.311403		1.8509655		-0.49367523		0.24433804		1.2087688		0.888278		NA		NA		0.0033695595		NA		CA602786		CA602786		Ta.18560		0		0		wr1.pk0008.e5 wr1 Triticum aestivum cDNA clone wr1.pk0008.e5 5' end, mRNA sequence [CA602786]

		A_99_P153012		5.517431		4.986213		5.6687093		6.140972		6.5399094		7.891707		5.9537263		6.0649147		7.994782		6.850477		6.6698227		5.773899		-2.7413235		2.057981		-1.6427312		1.2235013		-1.4548726		1.0412297		-0.7160964		0.29101562		0.024304638		NA		NA		NA		CJ899632		CJ899632		Ta.53467		0		TC419901		CJ899632 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles1l13 5', mRNA sequence [CJ899632]

		A_99_P344371		10.245515		8.719455		6.8226833		7.855114		10.435383		10.744859		9.074714		8.165351		11.053065		9.584128		9.6563225		7.7831492		-1.5344083		2.2357059		-1.4965171		1.3033293		-0.61768246		1.1607304		-0.5816088		0.38220167		NA		0.0047246376		2.48E-04		NA		TA94989_4565		0		0		0		0		0

		A_99_P235436		7.0012984		5.478256		5.564112		5.600683		9.529418		9.453105		8.676705		6.431708		11.573898		9.414491		8.755586		6.8186164		-4.1252465		1.0271268		-1.056198		-1.3075885		-2.0444803		0.038614273		-0.07888031		-0.38690853		0.010709733		NA		NA		NA		TA63194_4565		0		Ta.47240		0		TC384763		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (35%) [TC384763]

		A_99_P144603		1.7121955		1.7084852		1.9105982		1.6873102		3.138336		4.826308		3.9349802		1.7474922		3.3206856		1.805323		3.8642938		2.780183		-1.1347305		8.117214		1.0502162		-2.0458364		-0.18234968		3.0209846		0.07068634		-1.0326909		NA		0.0018329794		NA		0.004083378		CJ788753		CJ788753		Ta.51459		0		0		CJ788753 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl20p12 3', mRNA sequence [CJ788753]

		A_99_P296646		7.7274265		8.214183		7.3323402		7.316672		8.436872		9.140832		8.3801775		7.7107835		9.99577		8.757759		8.7377825		7.7785378		-2.946289		1.3041166		-1.2812971		-1.0480839		-1.5588989		0.38307285		-0.35760498		-0.06775427		0.022231555		NA		NA		NA		TA80689_4565		0		0		0		TC394096		0

		A_99_P167734		13.988791		13.116361		11.984668		12.290608		12.959077		12.21925		10.833557		14.35945		13.678131		11.812036		11.156344		12.076425		-1.6461025		1.3261226		-1.2507447		4.8669763		-0.7190542		0.40721416		-0.32278728		2.2830257		NA		NA		NA		0.010339822		L27516		L27516		Ta.56879		Wcs66 protein		TC368768		Triticum aestivum Wcs66 (Wcs66) mRNA, complete cds [L27516]

		A_99_P439952		4.4108377		3.826229		5.1235843		5.0647717		3.719322		3.2806206		4.3642945		3.06716		2.730999		3.2138317		3.0700023		3.3254745		1.9838775		1.0473828		2.4525664		-1.1960806		0.988323		0.06678891		1.2942922		-0.2583146		NA		NA		0.0027467306		NA		BE213322		0		Ta.7766		0		TC396343		0

		A_99_P430727		6.818012		6.746788		6.709952		6.5421143		8.321439		9.981167		9.335911		7.0654664		9.857797		9.014787		9.93272		7.195236		-2.900613		1.9539318		-1.5123682		-1.0941191		-1.5363579		0.9663801		-0.5968094		-0.1297698		0.014113953		NA		NA		NA		CJ596723		0		Ta.35361		0		TC389044		Rep: Peroxidase 8 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (97%) [TC389044]

		A_99_P544222		1.6564857		1.6215869		1.6616062		1.632484		2.0570765		3.721282		3.06452		1.8316816		4.790057		1.9209838		4.125151		1.6406544		-6.648278		3.482922		-2.085844		1.1415762		-2.7329807		1.8002982		-1.0606313		0.19102716		0.0039620036		0.0397665		NA		NA		TC450091		0		0		0		TC450091		Rep: Uncharacterized protein ZK512.1 precursor - Caenorhabditis elegans, partial (5%) [TC450091]

		A_99_P357506		8.529704		8.00513		7.948094		7.7296715		9.412824		10.040315		9.658403		8.693854		11.085388		9.354035		9.942242		8.803241		-3.1878076		1.6091282		-1.2174295		-1.0787693		-1.6725645		0.6862793		-0.28383827		-0.109386444		0.03609474		0.0033144949		NA		NA		TA99149_4565		0		0		0		TC446638		Rep: Chromosome undetermined scaffold_144, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC446638]

		A_99_P390877		4.5860434		3.367933		4.479666		4.418514		5.846434		8.023018		6.495041		5.2570014		6.4872766		6.152743		7.0899415		5.803974		-1.5592394		3.6560228		-1.5103686		-1.4610168		-0.64084244		1.870275		-0.5949006		-0.54697275		NA		0.0028111588		NA		NA		TA108200_4565		0		0		0		TC460589		0

		A_99_P437152		9.728744		9.120956		8.646245		8.338598		10.594921		11.69877		10.327666		9.526368		11.783589		10.550655		10.870422		9.224667		-2.2794223		2.2162402		-1.4567528		1.2325974		-1.1886683		1.1481142		-0.5427561		0.30170155		0.0105890315		0.007868455		NA		NA		TC394181		0		0		0		TC394181		0

		A_99_P477742		5.4033623		7.5093293		5.868337		5.164887		7.117878		10.984113		11.636237		10.073369		9.246497		8.901799		11.937229		8.890273		-4.3729873		4.234858		-1.2319913		2.2706351		-2.1286192		2.0823135		-0.300992		1.1830959		0.028063525		0.018298106		NA		NA		TC420877		0		0		0		TC420877		Rep: Probable serine/threonine-protein kinase - Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579), partial (5%) [TC420877]

		A_99_P096530		5.252277		5.558104		6.5745277		5.7916894		4.9669595		4.471989		4.8399954		5.003354		3.938304		4.814903		4.604202		5.0209947		2.040122		-1.2683154		1.1775542		-1.0123026		1.0286555		-0.34291363		0.23579359		-0.01764059		0.04328444		NA		NA		NA		CJ691706		CJ691706		Ta.36435		0		TC444267		CJ691706 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd6h08 5', mRNA sequence [CJ691706]

		A_99_P154507		5.10053		3.1888783		2.1240096		4.2505527		4.9695177		6.2876015		6.578633		6.272266		7.4416575		6.8864665		6.061399		6.711474		-5.5486617		-1.5145246		1.4312085		-1.3558599		-2.4721398		-0.59886503		0.51723385		-0.43920803		0.045225713		NA		NA		NA		CJ954747		CJ954747		Ta.53830		0		TC418071		CJ954747 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5f13 5', mRNA sequence [CJ954747]

		A_99_P178249		2.509857		2.7021523		2.4484127		2.7827518		4.2179585		6.037552		4.261778		2.716604		5.2384677		4.32045		4.8671184		2.7826498		-2.0286348		3.2877533		-1.5213377		-1.0468435		-1.0205092		1.717102		-0.6053405		-0.06604576		NA		0.005948212		NA		NA		CJ876561		CJ876561		Ta.59296		0		0		CJ876561 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls21m22 5', mRNA sequence [CJ876561]

		A_99_P335041		7.680899		7.1660995		6.1816087		7.2878213		8.870509		9.541763		9.531076		8.677142		10.729256		8.473072		9.935997		8.366183		-3.626924		2.0975296		-1.324016		1.2405319		-1.8587465		1.0686913		-0.40492058		0.31095886		0.029661944		0.0018186421		NA		NA		TA92062_4565		0		Ta.38952		0		TC414743		0

		A_99_P423162		7.0713696		6.2496476		5.9495063		6.54192		7.58647		7.2863975		7.713835		6.2246404		8.706919		6.9733586		7.590725		6.6008124		-2.1741457		1.2423217		1.0890799		-1.2978935		-1.1204486		0.31303883		0.12310982		-0.37617207		0.03609474		NA		NA		NA		TC383309		0		0		0		TC383309		Rep: Glutamyl-tRNA reductase 3, chloroplast precursor - Hordeum vulgare (Barley), partial (59%) [TC383309]

		A_99_P201836		11.83788		11.521076		10.933927		12.498473		11.948124		10.594399		10.236358		12.226792		10.409528		11.033999		9.135879		12.559396		2.9051168		-1.3562282		2.144259		-1.2592838		1.5385962		-0.4396		1.1004791		-0.33260345		NA		NA		0.0037979956		NA		TA51511_4565		0		Ta.6144		0		TC396896		0

		A_99_P443097		6.8912606		6.6004143		8.2194395		8.379032		7.750309		8.642365		10.429138		8.812631		8.449668		7.431127		10.214887		9.018594		-1.6237831		2.315363		1.1601019		-1.1534561		-0.69935894		1.2112384		0.21425152		-0.20596313		NA		0.006080371		NA		NA		TA52402_4565		0		Ta.4350		0		TC401739		0

		A_99_P339861		12.646831		11.408479		10.918986		11.67427		12.210911		9.722336		8.829295		10.395345		12.052417		11.0580015		9.688547		10.369073		1.1161214		-2.523919		-1.8140975		1.0183771		0.158494		-1.3356657		-0.859252		0.02627182		NA		0.023584891		NA		NA		TA93556_4565		0		0		0		TC374021		0

		A_99_P422412		3.7282612		4.1114573		4.42099		3.8338063		4.3615227		3.6513898		4.885472		7.846518		3.0327437		3.369979		4.9324565		4.1608863		2.5119		1.2153829		-1.0331035		12.8672495		1.328779		0.28141093		-0.046984673		3.6856318		NA		NA		NA		0.0036477002		TC382604		0		0		0		TC382604		0

		A_99_P334316		9.094238		7.15654		7.4535966		7.740928		11.236183		12.383536		10.104359		8.863848		12.184445		10.840419		10.724139		9.04884		-1.9295471		2.9142356		-1.5366414		-1.1368105		-0.9482622		1.5431175		-0.61978054		-0.18499184		0.007000012		0.0027294178		NA		NA		TA91859_4565		0		0		0		TC383000		0

		A_99_P538247		8.118976		7.715669		6.716383		7.0215087		8.795687		9.444443		8.44482		8.208164		9.853954		8.600592		8.88066		7.527302		-2.0824294		1.7948349		-1.3526978		1.6030978		-1.0582676		0.8438511		-0.43583965		0.6808624		0.017437987		0.0031980167		NA		NA		TC449244		0		0		0		TC449244		0

		A_99_P115130		5.9498563		6.262357		1.8642107		4.4785156		5.666168		5.4328117		8.6555395		13.018092		4.8035083		4.913279		1.9381342		4.182713		1.8183879		1.4334909		105.230225		456.78726		0.86265993		0.5195327		6.7174053		8.835379		NA		NA		5.37E-04		4.46E-04		CJ659786		CJ659786		Ta.42688		0		TC422278		CJ659786 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg20e20 5', mRNA sequence [CJ659786]

		A_99_P477462		8.991023		8.045594		8.359984		8.796969		11.205673		13.187358		12.20089		11.012483		12.653755		11.892074		12.675296		10.962819		-2.7284508		2.4542534		-1.3893462		1.0350236		-1.448082		1.2952843		-0.47440624		0.049663544		0.007851885		NA		NA		NA		TC420739		0		0		0		TC420739		0

		A_99_P184527		6.4405875		5.907467		7.6014023		7.4146514		7.7859817		8.325733		8.942429		8.234706		9.389937		7.242359		9.122097		7.9178214		-3.0397565		2.118986		-1.1326236		1.2456377		-1.6039557		1.083374		-0.17966843		0.31688452		0.013836566		0.007868455		NA		NA		CA702630		CA702630		Ta.60708		0		0		wdk1c.pk006.l15 wdk1c Triticum aestivum cDNA clone wdk1c.pk006.l15 5' end, mRNA sequence [CA702630]

		A_99_P210391		8.691203		8.77562		7.1194077		7.13594		10.843868		13.18543		11.900899		10.237416		12.234677		10.826859		12.409953		10.3722105		-2.622257		5.128618		-1.4231169		-1.0979362		-1.390809		2.35857		-0.5090542		-0.13479424		0.009876198		0.0028111588		NA		NA		AK333707		AK333707		Ta.57385		0		TC428053		Triticum aestivum cDNA, clone: WT008_I09, cultivar: Chinese Spring [AK333707]

		A_99_P186482		9.842353		7.85086		9.224866		9.431187		11.312734		12.284503		11.964371		10.581409		12.699836		10.471961		12.45954		10.3190775		-2.6155279		3.5126064		-1.4094865		1.1994159		-1.3871021		1.812542		-0.49516964		0.26233196		0.007187605		0.0018186421		NA		NA		CD891900		CD891900		Ta.61156		0		TC434455		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		A_99_P193733		6.4514213		5.747865		4.526851		3.403362		6.7319007		8.484991		7.078158		5.8827596		9.059144		6.16239		7.969374		5.701838		-5.018455		5.002332		-1.8547391		1.1336077		-2.3272433		2.3226008		-0.8912163		0.18092155		0.047457542		0.030310316		NA		NA		TA95550_4565		0		0		0		TC377261		Rep: Os04g0523700 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC377261]

		A_99_P183462		1.8566184		1.7830514		2.706995		2.782303		2.0199614		4.8408265		12.042404		8.161616		5.015751		4.8722196		12.661685		6.3709044		-7.976686		-1.0219985		-1.5361092		3.4598558		-2.9957895		-0.03139305		-0.6192808		1.7907119		0.010474263		NA		NA		NA		CK162825		CK162825		Ta.60477		0		TC378621		FGAS015425 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162825]

		A_99_P350401		4.2268963		4.54085		3.0188186		4.4899		4.938004		6.430521		6.3943744		6.1932225		6.7097564		5.884746		4.9220834		3.5850213		-3.4146848		1.4598043		2.7746215		6.0974298		-1.7717524		0.54577494		1.472291		2.6082013		NA		NA		NA		0.031063227		BJ259927		BJ259927		Ta.4398		0		TC416146		BJ259927 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh22n01 5', mRNA sequence [BJ259927]

		A_99_P278701		9.228892		8.571664		10.292672		10.333112		12.490356		13.811024		13.526619		12.382453		14.431011		12.407845		14.190301		12.535876		-3.8387983		2.6448376		-1.5841204		-1.1122055		-1.9406548		1.4031792		-0.663682		-0.15342331		0.0051288744		0.0018583775		NA		NA		TA75511_4565		0		0		0		TC378153		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC378153]

		A_99_P008931		3.9974124		4.213919		3.301204		3.1942005		4.3199887		4.089021		5.329402		4.355601		3.8986082		5.412293		5.101211		4.3638687		1.3392085		-2.5023293		1.1713651		-1.0057473		0.42138052		-1.3232718		0.2281909		-0.0082678795		NA		0.025557144		NA		NA		BJ259641		BJ259641		Ta.4134		0		TC445305		BJ259641 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh21k03 5', mRNA sequence [BJ259641]

		A_99_P328666		3.8970125		3.814185		3.2832558		2.3374708		4.4642253		6.270088		4.8892274		4.337133		5.507912		4.714686		5.612528		4.3205147		-2.061489		2.9391568		-1.6509546		1.0115855		-1.0436869		1.5554023		-0.72330046		0.016618252		NA		0.008661914		NA		NA		TA90139_4565		0		0		0		0		0

		A_99_P332526		8.884205		9.352191		8.307656		8.145894		9.559489		11.392192		9.527944		9.100506		10.704883		10.715981		10.10403		8.936966		-2.2120643		1.597938		-1.4907993		1.120032		-1.1453934		0.67621136		-0.57608604		0.16353989		0.010378437		NA		NA		NA		TA91293_4565		0		Ta.47165		0		0		0

		A_99_P077070		5.9100666		5.225468		5.266021		4.7138		7.423958		8.6968355		7.841057		6.6370873		8.828893		7.2814307		8.253086		6.4495296		-2.6480584		2.6673458		-1.330556		1.1388342		-1.4049349		1.4154048		-0.41202927		0.1875577		NA		0.0049452274		NA		NA		CJ803105		CJ803105		Ta.53048		0		TC407075		CJ803105 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27k02 5', mRNA sequence [CJ803105]

		A_99_P073450		3.363086		3.627959		7.38983		3.317602		6.1071754		8.1349		7.4063334		6.1805673		7.8060546		4.7609787		8.462884		4.49509		-3.2464867		10.366962		-2.0799525		3.2164679		-1.6988792		3.3739214		-1.0565505		1.6854773		0.008568929		NA		NA		NA		CK197817		CK197817		Ta.28083		heat shock protein 17.3		TC384790		FGAS006297 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK197817]

		A_99_P401667		1.9630104		1.6357588		1.6782395		1.6496209		1.8435793		3.3877432		3.529251		2.16559		4.996794		2.057656		4.8916607		1.6633862		-8.8963585		2.5141788		-2.5711424		1.4163755		-3.153215		1.3300872		-1.3624096		0.5022038		0.004808426		NA		0.0011643403		NA		TA110852_4565		0		0		0		TC422174		Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC422174]

		A_99_P400372		1.6090621		1.594634		1.6148044		1.5904573		3.148616		6.4178452		6.9515076		3.7908576		7.1024547		4.6890073		7.7151017		3.282006		-15.496158		3.3146074		-1.6977148		1.422917		-3.9538386		1.728838		-0.76359415		0.5088515		0.008727966		NA		1.20E-04		NA		TA110535_4565		0		0		0		TC380302		Rep: Os04g0517700 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC380302]

		A_99_P379732		2.2513072		1.6918836		1.7180834		2.5516534		3.7359836		5.629583		4.32893		3.3439229		5.2554564		3.2480192		4.554569		2.1145563		-2.8668628		5.2110124		-1.169295		2.3446403		-1.5194728		2.3815637		-0.22563887		1.2293665		NA		0.0011251306		NA		NA		TA105469_4565		0		0		0		TC374355		0

		A_99_P425222		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663		-5.6485176		3.4418473		-1.1859853		2.548923		-2.4978724		1.7831831		-0.24608612		1.3498878		0.008727966		NA		NA		0.00515521		TA77317_4565		0		0		0		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		A_99_P548952		1.6182966		1.6017395		1.6172552		1.5988365		2.3313062		6.8032756		7.1454506		2.8607361		5.9923725		5.1922297		6.9640465		2.5046847		-12.650007		3.054732		1.1339871		1.2799181		-3.6610663		1.6110458		0.18140411		0.35605145		0.010209703		NA		NA		NA		TC452133		0		0		0		TC452133		Rep: F28K19.1 - Arabidopsis thaliana (Mouse-ear cress), partial (3%) [TC452133]

		A_99_P225476		8.119952		7.381538		6.3914638		6.8703175		9.006902		8.601311		10.966756		10.185016		8.267171		8.218818		9.725732		7.3317		1.6698643		1.3035926		2.3636625		7.226594		0.73973083		0.38249302		1.241024		2.8533158		NA		NA		NA		0.011359481		CJ778677		CJ778677		Ta.50577		pSBGer4 protein		TC372166		CJ778677 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26j10 5', mRNA sequence [CJ778677]

		A_99_P337296		7.3574924		7.204058		7.6282043		7.9748197		8.944443		11.004037		9.564654		8.763917		9.831506		8.577157		9.904141		8.48361		-1.8494073		5.377292		-1.2653067		1.2144531		-0.887063		2.42688		-0.33948708		0.28030682		NA		0.007520805		NA		NA		CV765798		CV765798		Ta.40540		0		TC384258		FGAS060185 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765798]

		A_99_P507352		2.0391722		3.0938847		2.2698507		3.4887676		3.1850288		4.5951715		4.2983923		3.7853782		4.697461		4.599074		4.82324		4.170795		-2.8529062		-1.0027087		-1.4387815		-1.3062371		-1.5124323		-0.0039024353		-0.5248475		-0.38541675		0.028063525		NA		NA		NA		AK333330		AK333330		Ta.33824		0		TC434915		Triticum aestivum cDNA, clone: WT006_D10, cultivar: Chinese Spring [AK333330]

		A_99_P505304		3.1142464		1.7714944		1.6534287		1.6276913		3.6178663		2.83004		4.839918		3.782789		3.0244782		2.7053998		3.4065964		1.947765		1.5087858		1.0902358		2.700678		3.5677733		0.5933881		0.12464023		1.4333217		1.835024		NA		NA		NA		0.035282716		Y09917		Y09917		Ta.35388		pSBGer3 protein		TC434054		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P364791		9.111355		9.813901		10.541209		10.354713		8.341741		8.15184		8.581046		9.558187		8.1285925		9.222485		8.827774		9.936067		1.159215		-2.1003714		-1.1865131		-1.2994311		0.21314812		-1.0706444		-0.24672794		-0.3778801		NA		0.0047490466		NA		NA		TA101628_4565		0		0		0		TC439719		0

		A_99_P392122		6.2290707		5.761585		4.9909267		5.3460994		6.9921837		8.133353		7.254385		5.9835153		8.040751		7.254706		7.909345		5.765339		-2.0684752		1.8386506		-1.5745724		1.1632622		-1.0485678		0.8786473		-0.65496016		0.21817636		0.009320778		NA		NA		NA		TA108510_4565		0		0		0		TC420069		0

		A_99_P110560		5.2294593		4.5061884		5.7482076		5.525316		4.429457		3.6451817		4.7459984		2.9921772		2.4114869		3.0810368		3.0665045		2.9927409		4.050136		1.4785109		3.2031558		-1.0003908		2.0179703		0.56414485		1.6794939		-5.64E-04		0.049141478		NA		NA		NA		DR735103		DR735103		Ta.41300		0		0		FGAS080792 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735103]

		A_99_P320281		6.7988935		7.030913		7.4604325		6.991411		8.375405		9.067616		9.245446		8.3273535		9.972117		7.982155		9.514186		8.128669		-3.0245323		2.1220543		-1.204755		1.1476516		-1.5967121		1.0854616		-0.2687397		0.19868469		0.010724621		0.005150277		NA		NA		TA87629_4565		0		Ta.21346		0		TC442847		0

		A_99_P520047		7.7239738		8.063481		9.54419		8.374206		10.014518		9.87954		10.664005		9.664907		11.760814		8.759452		10.7295685		9.581989		-3.354961		2.173603		-1.0464934		1.0591582		-1.7462959		1.1200886		-0.0655632		0.08291817		0.013836566		NA		NA		NA		TC440541		0		0		0		TC440541		Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC440541]

		A_99_P301206		11.320239		10.716363		10.029701		10.236867		12.180102		13.006989		12.292218		10.3142395		13.45909		11.877612		12.668035		10.277827		-2.4266868		2.1876416		-1.2975736		1.0255603		-1.2789879		1.1293764		-0.37581635		0.03641224		NA		0.004477481		NA		NA		AK331017		AK331017		Ta.24576		0		TC409591		Triticum aestivum cDNA, clone: SET5_N23, cultivar: Chinese Spring [AK331017]

		A_99_P153707		4.275596		2.5472023		3.9748871		2.802824		8.767344		10.982514		8.345371		6.064524		10.605091		8.395768		8.7235		5.6349626		-3.5745127		6.007423		-1.2996553		1.3468243		-1.8377466		2.5867462		-0.378129		0.42956161		NA		0.0018887959		NA		NA		CJ925515		CJ925515		Ta.53640		0		TC411184		CJ925515 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan27j15 5', mRNA sequence [CJ925515]

		A_99_P453252		5.9838257		5.0387626		4.5537586		4.5499644		7.3054833		8.58365		7.78636		6.4569097		8.1045065		6.6158385		8.074466		5.594419		-1.7399226		3.9117417		-1.2210362		1.8181745		-0.79902315		1.9678111		-0.28810596		0.86249065		NA		0.0051431074		NA		NA		TC405961		0		0		0		TC405961		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC405961]

		A_99_P494037		2.2224076		1.8022127		1.8268744		2.0774324		3.2622547		6.165516		5.2112846		2.6843975		6.0055184		4.214021		6.0397086		3.6835985		-6.6958337		3.8677504		-1.7757444		-1.9988928		-2.7432637		1.9514947		-0.828424		-0.99920106		0.016038302		0.007227895		2.32E-04		NA		TC429078		0		0		0		TC429078		Rep: F1E22.17 - Arabidopsis thaliana (Mouse-ear cress), partial (30%) [TC429078]

		A_99_P365671		5.5113754		5.157313		6.5805297		6.886116		7.130989		9.561715		9.271256		8.168075		8.548697		7.5654488		9.481163		8.068173		-2.6716082		3.9896615		-1.1566132		1.0717001		-1.4177084		1.9962664		-0.20990658		0.0999012		NA		0.0018186421		NA		NA		TA101940_4565		0		0		0		TC435933		Rep: Polyprotein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC435933]

		A_99_P395597		1.9102931		1.7025188		2.88254		2.807018		4.6535225		9.677403		8.711208		6.2839265		8.0069275		6.746432		8.477175		5.3659344		-10.220579		7.6262383		1.1761186		1.8894838		-3.353405		2.9309716		0.23403358		0.9179921		0.004808426		0.0018186421		NA		NA		TA109344_4565		0		0		0		TC423954		Rep: Chromosome chr13 scaffold_120, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC423954]

		A_99_P072045		5.202458		5.432738		5.51119		6.8398438		8.10295		12.657077		11.877328		9.844128		10.477202		10.197051		12.190982		10.141206		-5.1846704		5.5022655		-1.2428515		-1.2286536		-2.3742523		2.4600258		-0.31365395		-0.29707813		0.009876198		0.003223811		NA		NA		BT009273		BT009273		Ta.27506		ammonium transporter AMT2.1		NP958347		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		A_99_P493207		6.6721644		5.357408		5.411856		5.630095		8.18453		8.996083		8.311376		6.6870465		9.789006		7.652487		8.726079		7.0132813		-3.0408528		2.5378318		-1.3330246		-1.2537371		-1.604476		1.3435965		-0.41470337		-0.32623482		0.009973128		0.0019768474		NA		NA		CN011384		0		Ta.58697		0		TC428729		Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC428729]

		A_99_P289431		8.162197		8.128346		8.789038		7.528477		7.6066422		6.662066		4.805076		7.5976567		7.457924		7.7092423		5.6650662		7.4458346		1.1085842		-2.0664814		-1.8150259		1.1109717		0.14871836		-1.0471764		-0.8599901		0.15182209		NA		0.012070324		NA		NA		TA78633_4565		0		0		0		TC387837		0

		A_99_P313596		10.274692		9.209112		9.171804		9.313084		11.910079		13.189969		12.222179		10.731842		13.320779		12.390645		12.525664		10.478351		-2.6586611		1.7402855		-1.2341219		1.1920886		-1.4106998		0.79932404		-0.30348492		0.2534914		0.015990552		NA		NA		NA		TA85707_4565		0		Ta.424		0		TC414348		0

		A_99_P236841		5.0633016		6.4214044		8.95886		7.631374		5.071073		4.789812		6.0677795		6.877195		4.433809		5.879875		5.912152		7.187592		1.5553769		-2.1288335		1.1139061		-1.240049		0.63726425		-1.0900631		0.15562773		-0.31039715		NA		0.0057710567		NA		NA		TA63559_4565		0		Ta.38502		0		TC388969		0

		A_99_P529162		11.850038		10.981238		11.349579		11.388473		13.268924		13.588864		16.705359		14.4335985		14.494494		13.844154		16.87269		12.6834345		-2.3384793		-1.1935756		-1.1229795		3.3639681		-1.2255707		-0.25529003		-0.1673317		1.750164		NA		NA		NA		0.027045505		CK161960		CK161960		Ta.56885		wali5 protein		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P507512		3.8514853		2.5203454		1.5970706		1.5813026		5.129338		5.955553		1.8053521		4.3547907		6.0573444		5.664497		2.180963		2.4663923		-1.9026453		1.2235357		-1.2973889		3.70224		-0.92800665		0.29105616		-0.37561095		1.8883984		NA		NA		NA		0.017992992		TA90130_4565		0		0		0		TC434784		Rep: Ripening-related protein 3 precursor - Oryza sativa subsp. japonica (Rice), partial (33%) [TC434784]

		A_99_P345696		5.5414214		6.0411506		6.223784		4.6437063		6.4254518		7.883138		7.68735		6.7757783		8.17101		5.272382		7.9530787		6.1878457		-3.3532457		6.1082387		-1.2022433		1.5030912		-1.7455583		2.6107564		-0.26572895		0.5879326		0.020306408		0.010653481		NA		NA		TA95390_4565		0		0		0		TC441742		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC441742]

		A_99_P331986		1.564593		1.5471283		1.5608195		1.5464197		1.590242		1.580134		4.6982117		5.5235076		1.5342973		1.545117		3.4914036		1.534721		1.0395396		1.0245689		2.3082638		15.876122		0.05594468		0.035017014		1.2068081		3.9887867		NA		NA		NA		9.01E-05		CJ949998		CJ949998		Ta.62989		0		TC408784		CJ949998 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28a10 5', mRNA sequence [CJ949998]

		A_99_P427532		7.9218087		8.36373		7.6193585		5.591891		9.464597		10.186507		11.943931		8.923373		11.026408		9.465305		12.466259		7.261541		-2.9522429		1.6485548		-1.4362714		3.1641815		-1.5618114		0.7212019		-0.5223284		1.6618323		0.009320778		0.0056388965		NA		0.021434799		CK167110		CK167110		Ta.54341		0		TC386611		FGAS051394 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167110]

		A_99_P201776		7.6398544		7.4763145		6.780666		7.600479		9.456		10.387664		7.664598		7.783518		10.656793		8.924679		8.073582		7.5065103		-2.2986588		2.7567818		-1.3277502		1.211679		-1.2007923		1.462985		-0.4089837		0.27700758		0.008404277		0.0018329794		NA		NA		TA51496_4565		0		0		0		TC377628		Rep: Caffeoyl-CoA O-methyltransferase - Bambusa oldhamii (Giant timber bamboo), partial (90%) [TC377628]

		A_99_P235507		8.812046		9.802872		13.315368		11.673505		10.732414		10.84621		11.036452		10.969655		12.513902		10.064189		11.46603		10.866544		-3.4378045		1.7195375		-1.3468394		1.0740873		-1.7814875		0.78202057		-0.42957783		0.10311127		0.007851885		NA		NA		NA		TA63211_4565		0		Ta.56884		0		0		0

		A_99_P442927		8.29069		6.7604966		7.374687		6.54746		8.845326		8.933852		8.895252		7.0473847		10.074047		8.769135		9.615018		7.19369		-2.3435907		1.1209459		-1.6469145		-1.1067314		-1.2287207		0.16471672		-0.71976566		-0.14630508		0.038842425		NA		NA		NA		CV769142		0		Ta.14129		0		TC398603		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		A_99_P394107		1.6036702		1.8727822		1.6353139		2.015147		2.6272213		3.3224547		1.7331003		6.0605397		2.3541937		2.1626837		1.6120619		1.8444339		1.208341		2.2342196		1.0875174		18.585505		0.27302766		1.159771		0.12103844		4.216106		NA		NA		NA		0.004769441		TA108993_4565		0		0		0		TC459316		Rep: Phosphatidylinositol-4-phosphate 5-kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC459316]

		A_99_P287196		6.6877933		5.764849		5.787642		6.134655		7.6675835		8.957191		7.2065454		6.5853		9.494545		8.311626		7.719912		6.7177143		-3.5478907		1.5643518		-1.4273772		-1.0961266		-1.8269615		0.64556503		-0.5133667		-0.13241434		0.01707667		NA		NA		NA		TA77983_4565		0		0		0		TC410857		Rep: TPR-repeat protein - Chlamydomonas reinhardtii, partial (9%) [TC410857]

		A_99_P371127		7.845885		7.4497247		6.035609		6.982197		8.608955		9.145859		7.924662		7.71728		7.773645		7.784336		7.440454		7.3779755		1.784241		2.5695624		1.3988179		1.2651465		0.83531046		1.3615227		0.4842081		0.33930445		NA		0.038958225		NA		NA		TA103369_4565		0		0		0		TC414427		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC414427]

		A_99_P538212		6.8416924		6.489697		6.052651		6.7008		8.1198435		9.356014		7.357248		6.8451314		8.296765		7.8174043		7.9028893		6.8208604		-1.1304693		2.9051447		-1.4596691		1.0169657		-0.17692184		1.53861		-0.5456414		0.024271011		NA		0.005123355		NA		NA		0		0		0		0		0		0

		A_99_P519937		9.680409		9.035634		9.835198		9.453754		11.10702		12.022807		10.464124		9.684326		12.50528		10.246809		10.498345		9.337534		-2.6358333		3.4247487		-1.0240042		1.2717298		-1.3982592		1.7759981		-0.03422165		0.34679222		0.014492425		0.0028111588		NA		NA		CJ954112		CJ954112		Ta.52749		0		TC440495		CJ954112 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40o21 5', mRNA sequence [CJ954112]

		A_99_P303506		7.3569393		6.6505904		6.0800643		7.191094		9.002166		9.780938		9.591541		8.596248		10.178285		8.537404		9.523519		8.066472		-2.2596805		2.3677785		1.048279		1.4437046		-1.1761189		1.2435341		0.06802273		0.5297756		NA		0.004118762		NA		NA		TA82718_4565		0		0		0		TC378007		0

		A_99_P364861		7.155054		8.0839205		8.85987		9.330072		6.904116		5.3511224		6.4140077		8.182279		5.4704356		7.140735		6.627526		8.624275		2.70135		-3.4572208		-1.1595123		-1.3584831		1.4336805		-1.7896128		-0.21351814		-0.44199657		NA		0.007191208		NA		NA		TA101655_4565		0		0		0		0		0

		A_99_P245746		4.736091		4.577717		2.5928879		5.7110443		6.446499		10.907219		14.287308		10.909046		9.427943		10.926788		14.044674		11.078326		-7.8977647		-1.0136569		1.1831506		-1.1244972		-2.9814444		-0.019569397		0.24263382		-0.16928005		0.03696671		NA		NA		NA		DR740800		DR740800		Ta.46365		pathogenisis-related protein 1.1		TC375912		FGAS000735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740800]

		A_99_P542222		5.3725495		5.715233		6.4482102		6.4908867		6.224459		8.903161		10.452235		6.270349		7.4035087		7.728176		9.944532		6.2878175		-2.2642756		2.2579052		1.4217845		-1.0121818		-1.1790495		1.1749849		0.5077028		-0.017468452		0.02845514		NA		NA		NA		CD921487		0		Ta.56183		0		TC449359		Rep: Sec61 alpha subunit - Hordeum vulgare (Barley), partial (21%) [TC449359]

		A_99_P401892		6.825489		6.788208		9.57462		7.73348		8.3524885		8.664363		9.819424		8.160142		11.062546		7.783041		10.020546		7.6725354		-6.543476		1.8420624		-1.1495923		1.4021168		-2.7100573		0.8813219		-0.20112228		0.48760653		0.010227534		0.0064568613		NA		NA		TA110907_4565		0		0		0		TC436498		0

		A_99_P431402		9.054245		7.9925194		7.7725654		7.893624		10.350781		11.235749		9.902963		8.561564		11.505135		10.349534		10.230778		8.656136		-2.225845		1.8483208		-1.2551111		-1.067748		-1.1543531		0.8862152		-0.32781506		-0.09457111		0.009675727		NA		NA		NA		DR733579		0		0		0		TC389642		0

		A_99_P341656		9.623776		9.111184		10.090243		9.764457		9.5024		8.365037		9.131981		8.091685		7.86793		8.479072		7.6648736		8.114018		3.1047356		-1.0822506		2.7646701		-1.0156006		1.6344705		-0.11403465		1.4671073		-0.022333145		0.046382803		NA		NA		NA		TA94091_4565		0		0		0		TC418233		Rep: Os12g0121100 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC418233]

		A_99_P516972		7.128225		6.512674		6.164291		6.170178		5.725929		5.037169		4.5303607		4.835539		5.7410874		5.9119744		5.0275025		5.8667626		-1.0105625		-1.8337607		-1.4114146		-2.0437572		-0.015158653		-0.87480545		-0.49714184		-1.0312238		NA		NA		NA		0.038857255		AK332911		AK332911		Ta.39243		0		TC439257		Triticum aestivum cDNA, clone: WT005_C24, cultivar: Chinese Spring [AK332911]

		A_99_P380877		9.03418		8.827176		7.755653		8.059915		9.590248		10.240937		8.483287		8.731278		10.865113		9.301389		8.895034		8.2881365		-2.419762		1.9179279		-1.3302957		1.359562		-1.2748652		0.9395485		-0.41174698		0.44314194		0.010726434		0.0098949345		NA		NA		TA105747_4565		0		0		0		TC386357		0

		A_99_P163217		5.570278		4.85147		8.789275		5.0354733		7.870203		10.272572		9.634555		7.9039617		9.422245		6.6007705		10.859154		6.7551804		-2.932319		12.744484		-2.3369048		2.2172651		-1.552042		3.671801		-1.2245989		1.1487813		0.007851885		NA		NA		NA		BQ842204		BQ842204		Ta.55840		small heat shock protein HSP17.8		TC450588		WHE2990_B08_D16ZS Wheat dormant embryo cDNA library Triticum aestivum cDNA clone WHE2990_B08_D16, mRNA sequence [BQ842204]

		A_99_P115180		1.5965582		1.585574		2.248265		2.1172478		2.7924166		4.5407887		3.500105		1.6673428		3.728521		2.9454396		3.6817715		1.550615		-1.913355		3.0216763		-1.1341933		1.0842729		-0.93610454		1.5953491		-0.18166661		0.11672783		NA		0.0024656078		NA		NA		CJ680143		CJ680143		Ta.42705		0		TC417577		CJ680143 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok19d13 5', mRNA sequence [CJ680143]

		A_99_P391987		8.488217		8.503232		8.63531		8.763589		7.917833		7.277842		7.81121		6.4915624		6.7851453		7.012535		6.570541		6.9521365		2.1926682		1.2018918		2.3630812		-1.3760893		1.1326876		0.26530695		1.2406693		-0.46057415		NA		NA		0.0017131541		NA		TA108480_4565		0		0		0		TC431665		0

		A_99_P358641		4.4942684		4.126911		3.4316285		4.847095		6.3597074		7.709563		7.653557		6.125276		8.340524		6.4196467		8.137192		5.7566967		-3.9471638		2.4451382		-1.3982623		1.2910808		-1.9808164		1.289916		-0.48363495		0.3685794		0.008727966		0.0033851361		NA		NA		TA99544_4565		0		0		0		TC430055		0

		A_99_P444212		5.7489295		4.4791527		9.33947		9.31457		6.6955795		8.133111		11.097554		9.818618		7.544172		6.3377113		11.260944		9.80088		-1.800743		3.4711163		-1.1199157		1.0123705		-0.8485923		1.7953997		-0.16339016		0.017737389		NA		0.007983927		NA		NA		TC399517		0		0		0		TC399517		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC399517]

		A_99_P395832		2.9724371		2.7256632		3.8333328		3.465111		3.5667908		4.19665		7.7019477		6.6880283		4.5933743		3.9251654		7.280768		4.346033		-2.037194		1.2070493		1.339022		5.0700336		-1.0265834		0.2714846		0.42117977		2.3419952		NA		NA		NA		0.00527859		TA109400_4565		0		0		0		TC450557		0

		A_99_P329186		7.1275964		7.4566455		6.9002953		6.6486993		8.876496		10.396389		8.864165		7.4473343		10.595516		8.732312		9.40315		7.3093243		-3.2921267		3.169108		-1.4529493		1.1003863		-1.7190199		1.6640768		-0.5389843		0.13801003		0.004808426		0.0060763657		NA		NA		TA90296_4565		0		0		0		TC382518		Rep: NADPH:quinone oxidoreductase - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC382518]

		A_99_P513802		9.037143		8.914977		8.837101		8.589101		10.944538		12.256137		10.790806		9.300037		12.141759		10.772106		11.300865		8.962646		-2.2929752		2.7972918		-1.4241087		1.2634704		-1.1972208		1.4840307		-0.51005936		0.33739185		0.009043423		0.005597871		NA		NA		TA85045_4565		0		0		0		TC437766		Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC437766]

		A_99_P348471		1.5368606		3.5860212		2.4902804		2.933219		2.8452861		7.4961724		5.394661		5.07192		4.572289		6.4196486		5.651844		5.6921563		-3.3103938		2.1089485		-1.1951429		-1.537127		-1.7270029		1.0765238		-0.25718307		-0.6202364		0.019540956		NA		NA		NA		TA96248_4565		0		0		0		TC406341		0

		A_99_P039479		1.5480565		1.5355791		1.7748331		1.7527242		2.7214906		6.3798633		4.5395436		3.7565258		4.80431		3.714222		4.6584773		3.4342496		-4.2363424		6.345093		-1.0859319		1.2503016		-2.0828192		2.6656413		-0.11893368		0.32227612		NA		0.007883564		NA		NA		CA681349		CA681349		Ta.14743		0		0		wlm24.pk0016.g7 wlm24 Triticum aestivum cDNA clone wlm24.pk0016.g7 5' end, mRNA sequence [CA681349]

		A_99_P153587		3.5507317		1.6315633		1.7323117		1.8227348		5.5509734		4.9016986		7.205509		6.212488		7.292093		4.5411544		7.5308113		4.5236835		-3.3429444		1.2839102		-1.2529268		3.2238946		-1.7411194		0.3605442		-0.32530212		1.6888046		0.015860438		NA		NA		0.0066036303		CJ907927		CJ907927		Ta.53605		0		TC403819		CJ907927 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8m04 5', mRNA sequence [CJ907927]

		A_99_P435072		1.5642842		1.5525519		2.6783092		2.8047726		3.2697022		7.2929096		9.9164		7.429491		6.3593917		4.9617925		10.557319		6.492541		-8.513129		5.0319486		-1.5593219		1.9144769		-3.0896895		2.3311172		-0.64091873		0.9369502		0.01897469		0.0031980167		NA		NA		DN829606		DN829606		Ta.36181		0		TC392937		KUCD01_06_D05_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829606]

		A_99_P245581		6.652556		6.9844127		6.9321513		6.850645		7.3106613		8.54517		7.8562236		7.024735		7.7936883		7.503077		8.096457		6.8094144		-1.3976731		2.0592127		-1.1811833		1.1609619		-0.48302698		1.0420928		-0.24023294		0.21532059		NA		0.025824735		NA		NA		TA65894_4565		0		Ta.21756		0		TC397217		0

		A_99_P309186		2.5438013		2.599991		1.532937		2.202663		2.976052		6.318766		3.7333672		2.7469254		4.397785		4.13893		3.785946		3.5414755		-2.6790717		4.531021		-1.037117		-1.7345365		-1.4217331		2.1798363		-0.052578688		-0.7945502		NA		0.012451878		NA		NA		TA84408_4565		0		0		0		TC390141		0

		A_99_P307881		12.1601515		12.023281		10.463181		9.973984		11.846391		10.226557		7.839806		9.362861		11.52859		11.515695		8.334174		8.680963		1.2464288		-2.4438198		-1.4087036		1.604249		0.31780052		-1.2891378		-0.49436808		0.6818981		NA		0.02570262		NA		NA		TA84011_4565		0		0		0		TC379148		Rep: Nodulin-like protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC379148]

		A_99_P492252		7.7604156		7.0662932		7.258827		6.935322		8.792504		9.952163		9.385121		7.9393516		9.464683		8.80877		9.850902		7.9162765		-1.5934771		2.2089987		-1.381064		1.016123		-0.67217827		1.1433926		-0.46578026		0.023075104		NA		0.002073685		NA		NA		TC428299		0		0		0		TC428299		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		A_99_P542182		9.166322		9.785329		10.086553		10.461838		10.948402		12.560729		11.683453		10.54276		11.942447		10.857681		11.784317		10.6640005		-1.9917606		3.2558806		-1.0724158		-1.0876697		-0.9940443		1.7030478		-0.10086441		-0.121240616		NA		0.009570275		NA		NA		BT009318		BT009318		Ta.21038		ammonium transporter		TC436665		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P239661		10.40928		10.9546175		10.700414		10.26967		9.508494		9.742921		9.1918		11.981624		9.928569		9.462178		9.597981		10.835544		-1.3379966		1.21482		-1.3251736		2.2131174		-0.42007446		0.28074265		-0.40618134		1.14608		NA		NA		NA		0.04906683		TA64349_4565		0		Ta.54408		0		TC373015		0

		A_99_P040289		9.5290365		10.883025		11.141402		8.828193		8.929732		9.218728		9.262681		8.369457		8.1163645		10.331714		9.365818		8.197471		1.757309		-2.1629279		-1.0741065		1.1266087		0.81336784		-1.1129856		-0.10313702		0.17198658		NA		0.021495827		NA		NA		CA499264		CA499264		Ta.14998		0		TC458688		WHE4005_C12_E23ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4005_C12_E23, mRNA sequence [CA499264]

		A_99_P509312		7.0026784		6.377538		5.7370543		6.674665		7.453181		8.014491		7.979358		8.01934		8.954052		6.7423816		8.084496		7.49233		-2.8301356		2.4151444		-1.0755968		1.4409392		-1.5008712		1.2721095		-0.10513735		0.5270095		NA		0.006305061		NA		NA		CA683243		0		Ta.58606		0		TC435777		Rep: Glutathione S-transferase GST 39 - Zea mays (Maize), partial (44%) [TC435777]

		A_99_P335256		5.7505136		6.002535		4.771872		5.199567		3.8100479		4.254773		2.8189156		7.988669		4.6602216		4.1931133		2.7604496		4.851501		-1.8027179		1.0436658		1.0413579		8.797954		-0.8501737		0.061659813		0.058465958		3.137168		NA		NA		NA		0.018366616		TA92133_4565		0		Ta.30509		0		TC410023		0

		A_99_P194463		10.038634		9.462944		10.94856		10.82635		11.874191		13.527989		12.75478		12.0047035		12.778805		12.324183		13.11983		12.108429		-1.8720429		2.3034654		-1.2879266		-1.0745447		-0.9046135		1.2038059		-0.36505032		-0.10372543		NA		0.0024513176		NA		NA		TA67616_4565		0		Ta.12671		0		TC404523		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC404523]

		A_99_P203926		9.339491		6.5119567		6.6698537		6.6357484		9.418435		10.064734		10.261627		9.804936		9.826603		8.452289		10.290722		8.321845		-1.3269995		3.0576978		-1.0203717		2.795471		-0.40816784		1.6124458		-0.029094696		1.4830914		NA		0.007610793		NA		0.0020526308		AB114627		AB114627		Ta.63449		xylanase inhibitor TAXI-III		TC368652		Triticum aestivum Taxi-III mRNA for xylanase inhibitor TAXI-III, complete cds [AB114627]

		A_99_P148937		2.2264235		1.4672288		1.9503988		2.3208592		2.6013606		5.515014		4.620871		2.9719086		4.4612136		3.3677619		4.7949524		3.5385172		-3.6297069		4.429833		-1.1282457		-1.481038		-1.859853		2.1472523		-0.17408133		-0.56660867		0.049027983		0.00217671		NA		NA		CJ961991		CJ961991		Ta.52541		0		0		CJ961991 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28f07 3', mRNA sequence [CJ961991]

		A_99_P373827		1.5070676		1.6440201		1.5067173		1.73236		1.8650099		4.6479106		4.185429		2.4706204		3.2818995		2.9347513		4.245237		3.4355347		-2.670092		3.2787805		-1.0423269		-1.9519476		-1.4168895		1.7131593		-0.059807777		-0.9649143		NA		0.014379366		NA		NA		TA104010_4565		0		0		0		TC434255		Rep: Brittle stalk-2-like protein 7 - Zea mays (Maize), partial (12%) [TC434255]

		A_99_P492302		2.105663		2.1292171		2.4601629		1.558711		4.1740184		5.1439385		6.384497		1.4700884		5.6706653		4.385094		7.021705		1.7178622		-2.821861		1.6921346		-1.5553163		-1.1873735		-1.4966469		0.7588444		-0.637208		-0.24777389		0.008101632		NA		NA		NA		TC428312		0		0		0		TC428312		Rep: Protein kinase - Sorangium cellulosum (strain So ce56) (Polyangium cellulosum (strainSo ce56)), partial (6%) [TC428312]

		A_99_P434262		6.9846168		5.9833703		6.6594405		6.3366375		7.3775144		8.196369		7.4851937		6.239329		8.618589		7.331946		7.922953		6.164755		-2.363746		1.8206117		-1.3544991		1.05305		-1.241075		0.8644233		-0.4377594		0.07457399		0.0047625806		NA		NA		NA		AK334688		AK334688		Ta.67678		BAX inhibitor 1		TC391911		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P240161		13.706876		14.214059		13.6117935		12.880542		13.505882		14.026115		13.784854		14.021983		13.835286		14.586757		14.805509		14.056954		-1.256494		-1.4749247		-2.0288393		-1.0245364		-0.32940388		-0.5606413		-1.0206547		-0.034971237		NA		NA		0.004648561		NA		TA64525_4565		0		Ta.16297		0		TC374398		0

		A_99_P471602		1.7376083		1.7414614		1.5419544		1.8908901		3.2006912		2.698623		5.778034		2.5804505		4.742252		2.92219		6.1119957		1.9825157		-2.9110925		-1.167617		-1.2604698		1.5135484		-1.5415606		-0.22356701		-0.3339615		0.59793484		0.0214602		NA		NA		NA		CA631674		CA631674		Ta.60556		peroxidase		TC417269		wle1n.pk0051.f10 wle1n Triticum aestivum cDNA clone wle1n.pk0051.f10 5' end, mRNA sequence [CA631674]

		A_99_P506102		8.899642		9.941293		7.6603885		8.943244		6.9378715		7.067423		4.661198		6.2359757		6.893493		8.1353		4.2302175		6.3500676		1.0312387		-2.096346		1.3481497		-1.0822935		0.04437828		-1.0678768		0.43098068		-0.11409187		NA		0.0031980167		NA		NA		TC434405		0		0		0		TC434405		Rep: HDC15396 - Drosophila melanogaster (Fruit fly), partial (7%) [TC434405]

		A_99_P354751		7.0538135		6.6383166		7.286348		7.240991		8.006181		9.350685		9.068055		7.6039586		8.6271105		7.583895		9.291705		7.4091096		-1.5378659		3.4029593		-1.1676841		1.1446043		-0.6209297		1.7667899		-0.22364998		0.19484901		NA		0.005508911		NA		NA		TA98226_4565		0		0		0		TC389948		Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC389948]

		A_99_P460202		5.128448		3.2970135		3.7313564		4.726141		7.6095786		9.5433655		7.548725		5.992746		9.920928		8.432639		7.8356414		5.602059		-4.963471		2.1595435		-1.2200297		1.3110175		-2.3113494		1.1107264		-0.28691626		0.390687		0.010122937		NA		NA		NA		TC410703		0		0		0		TC410703		Rep: Transcriptional regulator, PucR family - Salinispora arenicola CNS-205, partial (5%) [TC410703]

		A_99_P135350		4.240635		3.6540577		7.4755874		4.701833		6.0707664		9.305123		7.7607856		6.4451447		7.7724557		4.7335515		9.419619		5.1263614		-3.252816		23.778269		-3.1576102		2.4945564		-1.7016892		4.571572		-1.658833		1.3187833		NA		0.01757596		NA		NA		L41507		L41507		Ta.48794		heat shock protein		TC414724		Triticum aestivum heat shock protein (hsp70C) mRNA, partial cds [L41507]

		A_99_P512197		2.1107354		1.4689598		1.6439835		1.9434799		5.561449		8.644841		6.939298		3.7609053		7.736712		6.4346642		7.6222		3.731981		-4.5166807		4.6273203		-1.6053655		1.020251		-2.175263		2.210177		-0.68290186		0.028924227		0.005501915		0.0028976186		NA		NA		TC437037		0		0		0		TC437037		Rep: E4 - Uncia uncia papillomavirus type 1, partial (15%) [TC437037]

		A_99_P194458		4.7194695		4.6599874		4.8429513		5.4077992		8.187375		12.487312		12.116334		8.318292		11.314841		10.967281		12.676457		8.390992		-8.738988		2.8679721		-1.4743954		-1.0516834		-3.1274662		1.520031		-0.56012344		-0.0727005		0.008727966		NA		NA		NA		TC437092		0		0		0		TC437092		0

		A_99_P217041		1.5257875		1.5143824		1.5499028		1.5183973		3.4114914		2.5402002		8.190812		5.9707465		4.911101		1.7961835		7.132242		4.075889		-2.8276615		1.6748325		2.0828657		3.7188523		-1.4996095		0.74401677		1.0585699		1.8948574		NA		NA		NA		0.014822556		TA57043_4565		0		0		0		0		0

		A_99_P235576		9.20559		7.9755173		6.396258		8.184665		11.149825		10.985169		10.879996		9.394666		13.192983		11.497964		10.839507		9.175755		-4.121466		-1.4268112		1.0284625		1.1638548		-2.0431576		-0.5127945		0.040489197		0.21891117		0.017966533		NA		NA		NA		TA63230_4565		0		0		0		TC444392		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (98%) [TC444392]

		A_99_P429512		4.9443603		4.324322		4.5190706		4.596298		6.4306703		7.588169		6.1960444		4.7915435		7.2499804		5.985311		6.517923		4.387021		-1.7645621		3.0374446		-1.249957		1.3236507		-0.8193102		1.6028581		-0.32187843		0.40452242		NA		0.004407682		NA		NA		TC388104		0		0		0		TC388104		Rep: PME/invertase inhibitor-like protein - Musa acuminata (Banana), partial (5%) [TC388104]

		A_99_P271616		8.137135		7.9123282		7.584818		7.2607074		9.229153		10.035718		8.550666		7.863882		9.844375		8.623935		8.875041		7.3759446		-1.5317937		2.6606584		-1.252122		1.4024384		-0.615222		1.4117832		-0.32437515		0.48793745		NA		0.0041735903		NA		NA		TA73437_4565		0		0		0		TC384374		Rep: RNA-binding protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (31%) [TC384374]

		A_99_P253861		7.3664165		8.062237		9.207955		9.320659		9.755624		11.908172		11.857142		11.604019		10.834249		10.328602		11.9433775		11.600563		-2.1120217		2.9888072		-1.0615962		1.0023985		-1.0786247		1.5795698		-0.08623505		0.0034561157		0.0055297515		NA		NA		NA		TA68232_4565		0		Ta.14483		0		TC425297		0

		A_99_P383062		9.871582		8.896901		7.7000904		8.184253		9.556151		12.284691		9.266849		8.023673		10.372803		9.735638		9.363002		8.225667		-1.7613131		5.8525004		-1.0689195		-1.150287		-0.81665134		2.5490532		-0.09615326		-0.20199394		0.040036786		0.005965263		NA		NA		TA106281_4565		0		0		0		TC394703		Rep: ACC synthase - Triticum aestivum (Wheat), partial (22%) [TC394703]

		A_99_P336236		3.659231		1.9328074		2.2433305		1.8738384		5.1531863		4.854833		4.599462		5.7068176		4.860728		4.1308055		3.6641684		2.6534483		1.2247256		1.6517869		1.9122798		8.301484		0.29245853		0.72402763		0.9352937		3.0533693		NA		NA		NA		0.0050235344		TA92439_4565		0		0		0		0		0

		A_99_P242851		6.9689827		5.834085		6.4806848		6.2376876		7.5163383		8.338213		7.5581875		6.591965		8.704295		7.3524284		7.983093		6.318842		-2.2782986		1.98039		-1.3424844		1.2084211		-1.1879568		0.98578453		-0.4249053		0.27312326		0.004808426		NA		NA		NA		AK334688		AK334688		Ta.67678		BAX inhibitor 1		TC444425		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P327186		5.900837		6.180872		5.7663364		6.075685		7.5728745		8.647933		7.4776626		6.4195075		8.503457		6.961727		7.653763		6.381466		-1.9060454		3.2180927		-1.1298257		1.0267191		-0.9305825		1.6862059		-0.17610025		0.03804159		NA		0.0056388965		NA		NA		TA89704_4565		0		0		0		TC444424		Rep: Embryo-abundant protein EMB-like - Oryza sativa subsp. japonica (Rice), partial (55%) [TC444424]

		A_99_P374532		6.611134		6.868948		8.960238		7.0907807		8.990544		10.357827		10.133189		9.242061		11.339478		8.989959		10.658002		8.816255		-5.0944743		2.5808897		-1.4387468		1.3433229		-2.3489332		1.3678684		-0.5248127		0.42580605		0.010122937		NA		NA		NA		TA104187_4565		0		0		0		TC416864		0

		A_99_P072945		7.1368384		6.4289265		6.1193123		5.3550572		7.4256835		9.159874		7.603382		8.47904		9.289684		7.3058815		7.6758924		7.9773545		-3.6401572		3.614992		-1.0515448		1.4158669		-1.8640008		1.8539925		-0.07251024		0.5016856		0.049027983		0.02419974		NA		NA		CD885220		CD885220		Ta.27889		0		0		G100R.001C08F010209 G100R Triticum aestivum cDNA clone G100R001C08, mRNA sequence [CD885220]

		A_99_P280251		8.014768		7.6058707		3.6815293		5.358362		6.668554		5.9499207		2.3673162		5.3737597		6.7481046		7.219484		3.4740906		5.076449		-1.0566889		-2.4108856		-2.1536357		1.2288517		-0.07955074		-1.2695632		-1.1067743		0.29731083		NA		0.03538978		NA		NA		TA75951_4565		0		0		0		TC452449		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC452449]

		A_99_P374642		6.6135902		5.947554		7.155724		7.3627834		8.671533		11.656693		9.825372		9.18811		9.556092		9.314497		10.373908		9.479441		-1.846201		5.0707407		-1.4626011		-1.2237682		-0.88455963		2.3421965		-0.5485363		-0.29133034		NA		0.0018887959		NA		NA		TA104223_4565		0		0		0		TC371244		0

		A_99_P453092		12.738518		12.29543		12.423429		12.685772		13.632126		14.499536		13.650153		13.174714		14.391056		13.405029		14.2504835		13.059331		-1.6922354		2.1353998		-1.5160637		1.0832627		-0.7589302		1.0945063		-0.60033035		0.11538315		NA		0.0031980167		NA		NA		AK333001		AK333001		Ta.48495		0		TC405843		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P366256		4.8300247		4.3839426		4.527985		4.1351137		5.4119706		5.9650426		7.330769		4.94902		6.5283203		4.9345403		7.4189644		5.241468		-2.1679773		2.0427353		-1.0630395		-1.2247167		-1.1163497		1.0305023		-0.088195324		-0.29244804		0.018852921		0.002920213		NA		NA		TA102131_4565		0		0		0		TC384361		Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC384361]

		A_99_P045922		6.111943		6.830166		4.8568597		5.734638		5.596953		6.5008755		5.851528		6.4205613		6.0437703		6.9392853		7.052471		6.0107274		-1.3630301		-1.3551098		-2.298899		1.3285328		-0.4468174		-0.4384098		-1.200943		0.4098339		NA		NA		7.42E-04		NA		CA613039		CA613039		Ta.16806		0		0		wr1.pk0150.a3 wr1 Triticum aestivum cDNA clone wr1.pk0150.a3 5' end, mRNA sequence [CA613039]

		A_99_P385232		6.7836556		7.694535		5.4855995		6.2055736		4.5053706		5.3586907		3.2166111		5.2556515		3.7568047		6.742823		3.028908		6.669678		1.6801219		-2.6101494		1.138949		-2.664799		0.7485659		-1.3841324		0.18770313		-1.4140267		NA		0.011910192		NA		NA		TA106813_4565		0		0		0		TC435691		Rep: Cytochrome P450 - Lolium rigidum (Annual ryegrass), partial (40%) [TC435691]

		A_99_P278246		8.869334		9.346744		9.537716		10.003219		10.506396		11.937495		10.996972		9.788185		11.5177765		10.345172		11.174564		10.06741		-2.0158386		3.0153456		-1.1309948		-1.213543		-1.0113802		1.5923233		-0.17759228		-0.27922535		NA		0.009544321		NA		NA		BT009318		BT009318		Ta.21038		ammonium transporter		TC425873		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P246521		9.8404875		9.24765		9.070333		9.3435755		10.756386		11.747548		11.060142		9.494248		11.804722		10.552636		11.289292		9.284709		-2.0681431		2.2893085		-1.1721448		1.156319		-1.048336		1.194912		-0.22915077		0.20953941		0.008177073		NA		NA		NA		TA66142_4565		0		0		0		TC393344		Rep: Os03g0733800 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC393344]

		A_99_P331481		5.107691		4.300731		4.3203564		4.423965		6.007749		7.3216004		7.779716		5.3756127		7.956303		6.313823		8.295795		5.0690494		-3.8598747		2.0108106		-1.4300637		1.2367581		-1.948554		1.0077772		-0.5160794		0.30656338		0.007851885		NA		NA		NA		FJ185035		FJ185035		Ta.63119		PDR-type ABC transporter		TC379206		Triticum aestivum PDR-type ABC transporter (PDR1) mRNA, complete cds [FJ185035]

		A_99_P138430		4.3812404		5.186806		5.7809997		7.5808425		3.8762836		4.5423694		3.9454784		4.3872185		4.0260973		5.5711555		4.018503		7.295666		-1.1094261		-2.0403068		-1.0519198		-7.5080996		-0.14981365		-1.0287862		-0.07302475		-2.9084477		NA		NA		NA		0.04975041		AY253443		AY253443		Ta.49727		lipoxygenase-like		TC383842		Triticum aestivum P9346A1-2-5-1 putative lipoxygenase mRNA, partial cds [AY253443]

		A_99_P269586		6.044913		5.67552		5.5062404		5.2582097		5.052482		4.0930114		5.07779		3.4023778		4.268572		4.284494		3.9182205		3.9914887		1.7217913		-1.1419365		2.2339072		-1.5043193		0.7839103		-0.19148254		1.1595693		-0.58911085		NA		NA		0.009458511		NA		DQ872381		DQ872381		Ta.50398		fasciclin-like protein FLA8		TC429180		Triticum aestivum fasciclin-like protein FLA8 mRNA, complete cds [DQ872381]

		A_99_P489217		11.464162		11.125351		12.490669		12.062978		12.301417		12.80716		12.89856		12.569943		13.683736		12.131568		12.956376		12.560684		-2.6068697		1.5972525		-1.0408891		1.0064386		-1.3823185		0.6755924		-0.057816505		0.009259224		0.01893769		0.005597871		NA		NA		CA653602		0		Ta.33552		0		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		A_99_P305876		8.931396		9.439611		8.168168		8.407417		9.450076		10.321694		9.293303		9.297933		10.9313		9.485571		9.74446		8.897336		-2.791855		1.7852467		-1.3671367		1.3200537		-1.4812241		0.83612347		-0.45115757		0.40059662		0.018437685		NA		NA		NA		TA83429_4565		0		0		0		TC405786		Rep: Os09g0454600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC405786]

		A_99_P200886		9.652378		9.898082		10.017243		10.303188		10.667308		11.519852		10.35778		9.87991		12.260045		10.541897		11.018326		10.02738		-3.0162106		1.9696712		-1.58068		-1.107625		-1.5927372		0.97795486		-0.66054535		-0.14746952		0.0083218785		0.00848724		NA		NA		TA51222_4565		0		0		0		0		0

		A_99_P021159		4.43078		4.2602344		4.9858303		5.2710595		8.454823		11.351372		10.034834		8.533639		11.171561		9.109661		10.741914		8.650154		-6.5738506		4.729575		-1.6324965		-1.084113		-2.7167387		2.2417107		-0.7070799		-0.11651516		0.0051288744		0.0018329794		NA		NA		TA98283_4565		0		Ta.8346		0		TC413430		Rep: Cytochrome P450 monooxygenase - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC413430]

		A_99_P152212		2.9264562		2.1390638		2.057522		2.4123118		5.704945		7.4043403		6.7523932		4.935306		7.07039		6.361791		7.1197524		5.2901607		-2.576558		2.059864		-1.2899894		-1.2788566		-1.3654451		1.0425491		-0.36735916		-0.35485458		0.007851885		NA		NA		NA		CJ857655		CJ857655		Ta.53284		0		0		CJ857655 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal3c12 5', mRNA sequence [CJ857655]

		A_99_P495102		14.802662		14.989544		16.202		16.511518		16.022064		15.688095		15.920459		17.35898		14.654237		15.056015		14.782687		16.976654		2.5808163		1.5497979		2.200409		1.3034418		1.3678274		0.6320801		1.1377716		0.38232613		NA		NA		0.009047697		NA		TA62368_4565		0		Ta.54783		0		TC429538		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (44%) [TC429538]

		A_99_P485407		2.0745637		3.0436468		3.7865086		2.5491877		3.344677		5.1668677		5.458578		4.4150662		4.3606453		3.8541317		6.2321677		4.7301435		-2.0222597		2.484122		-1.709518		-1.2440783		-1.0159683		1.312736		-0.7735896		-0.3150773		NA		0.013555923		NA		NA		BE427068		0		0		0		0		0

		A_99_P194348		11.193661		9.999091		9.421668		10.502636		11.5008135		12.049663		11.011753		11.258686		12.990182		10.4931345		11.332889		10.8732195		-2.8076603		2.941451		-1.2493135		1.3062822		-1.4893684		1.5565281		-0.32113552		0.38546658		0.018852921		0.004568859		NA		NA		CA670456		0		0		0		TC453071		0

		A_99_P320106		9.766513		10.456591		10.042903		11.184933		8.879112		8.699591		8.554664		10.351682		8.865165		9.713802		8.910877		10.584763		1.0097146		-2.019799		-1.2800618		-1.1753422		0.013947487		-1.0142117		-0.35621357		-0.23308086		NA		0.007419281		NA		NA		TA87581_4565		0		Ta.3983		0		TC399118		0

		A_99_P471152		8.004403		8.840297		10.100732		8.989995		9.561141		11.03857		10.507798		9.292487		10.116477		9.409113		10.84257		8.919235		-1.4695108		3.0939662		-1.2611781		1.2952691		-0.555336		1.6294575		-0.3347721		0.37325191		NA		0.03304237		NA		NA		U55859		U55859		Ta.217		heat shock protein 80		TC417073		Triticum aestivum heat shock protein 80 mRNA, complete cds [U55859]

		A_99_P200366		8.321523		9.988804		9.775228		8.620749		7.8304486		7.556481		8.802921		8.025596		6.1847496		8.785583		7.3958297		8.158576		3.1289942		-2.3442097		2.65202		-1.0965567		1.645699		-1.2291017		1.4070916		-0.13298035		NA		NA		0.008238124		NA		AK333534		AK333534		Ta.18261		0		TC386752		Triticum aestivum cDNA, clone: WT006_L08, cultivar: Chinese Spring [AK333534]

		A_99_P394117		6.2874703		5.313722		5.6296935		4.769219		7.3788457		7.884333		7.5756555		6.4107203		8.668297		7.68107		8.122466		4.8519154		-2.4443505		1.1512996		-1.4608526		2.9460971		-1.2894511		0.20326328		-0.5468106		1.558805		0.019695785		NA		NA		NA		TA108995_4565		0		0		0		TC403034		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (32%) [TC403034]

		A_99_P141808		14.262956		13.613822		13.540881		12.8993025		13.879845		12.878211		11.780948		14.290821		14.179957		12.527122		11.742999		12.454174		-1.2312406		1.2755235		1.0266529		3.5717895		-0.30011272		0.35108948		0.03794861		1.836647		NA		NA		NA		0.010847257		CV768178		CV768178		Ta.50740		cold acclimation protein WCOR726		TC399701		FGAS062569 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768178]

		A_99_P149602		8.383098		8.299932		7.851816		8.121961		8.299825		9.599036		11.034524		8.365589		10.227864		8.61803		10.849289		7.7792535		-3.8053775		1.9738421		1.1370022		1.5014284		-1.9280396		0.9810066		0.18523502		0.58633566		0.0047359914		0.0023089957		NA		NA		CJ778475		CJ778475		Ta.52687		0		TC432920		CJ778475 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26m05 5', mRNA sequence [CJ778475]

		A_99_P010874		6.7730503		6.2994823		6.4563217		6.418473		8.378252		9.61585		8.226144		6.9286847		9.745575		8.171811		8.673238		6.983993		-2.5799139		2.720816		-1.3632914		-1.0390812		-1.3673229		1.4440393		-0.44709396		-0.055308342		0.0039620036		0.0026688024		NA		NA		CV764049		CV764049		Ta.4815		0		TC400893		FGAS058432 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV764049]

		A_99_P396477		6.7156787		8.357355		9.004737		8.596957		6.549416		6.338328		7.2518272		7.4542947		5.1073384		6.7316594		6.1955237		8.049541		2.7171187		-1.3134229		2.0795963		-1.510731		1.4420776		-0.39333153		1.0563035		-0.5952468		NA		NA		0.0013288788		NA		TA109574_4565		0		0		0		TC378185		Rep: Hydroxyanthranilate hydroxycinnamoyltransferase 2-like protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC378185]

		A_99_P000416		4.4537745		3.3469572		3.9448822		2.6378813		7.352703		8.850236		8.332164		7.222605		9.545659		7.262478		8.829453		6.262148		-4.572414		3.0058188		-1.4115592		1.9459267		-2.192956		1.5877581		-0.49728966		0.9604573		0.010122937		NA		NA		NA		AF015523		AF015523		Ta.234		low-affinity cation transporter		TC421409		Triticum aestivum low-affinity cation transporter (LCT1) mRNA, complete cds [AF015523]

		A_99_P118970		7.0638604		7.7848415		7.9872823		7.1205163		6.358383		5.6530986		6.307312		5.7350216		5.9848022		6.9825664		5.8713303		6.1057677		1.2955645		-2.5130994		1.3528311		-1.2930214		0.37358093		-1.3294678		0.43598175		-0.37074614		NA		0.0039826627		NA		NA		CK208073		CK208073		Ta.43820		0		0		FGAS019754 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208073]

		A_99_P508587		6.7726903		6.6985664		6.557979		6.958367		7.6812997		10.073704		9.693424		6.8229003		8.6663885		8.221799		9.610962		6.701151		-1.9794352		3.6097648		1.0588236		1.0880535		-0.9850888		1.8519049		0.08246231		0.1217494		NA		0.012299591		NA		NA		TC435438		0		0		0		TC435438		Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC435438]

		A_99_P141518		5.3277864		6.051735		6.2109323		4.8794065		3.0874813		2.5306594		5.6703525		4.3308425		3.016012		4.5524583		2.2770922		5.6304965		1.0507863		-4.0608983		10.506865		-2.4616983		0.07146931		-2.0217988		3.3932602		-1.299654		NA		NA		0.0058212327		NA		BE418362		BE418362		Ta.50672		0		TC421850		SCL031.F02R990601 ITEC SCL Wheat Leaf Library Triticum aestivum cDNA clone SCL031.F02, mRNA sequence [BE418362]

		A_99_P129280		2.0498738		2.051891		3.416755		6.304377		3.7344484		8.47684		10.236936		8.973996		4.4847198		5.949595		9.571714		8.900437		-1.6821091		5.764698		1.5858114		1.0523093		-0.7502713		2.527245		0.6652212		0.07355881		NA		0.0054602884		NA		NA		AB244637		AB244637		Ta.47065		endo-beta-1,3-glucanase		NP9351208		Triticum aestivum TaGlb2a mRNA for endo-beta-1,3-glucanase, complete cds [AB244637]

		A_99_P238136		6.404112		7.5812626		7.5820746		6.878966		5.654921		3.572612		2.611761		2.7853546		5.567253		5.238146		4.0958915		4.8014455		1.062651		-3.17231		-2.7974849		-4.044863		0.08766794		-1.6655338		-1.4841304		-2.0160909		NA		NA		3.72E-04		NA		TA63932_4565		0		Ta.54937		0		TC425997		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (46%) [TC425997]

		A_99_P448767		2.2957308		2.3828275		1.717598		2.163789		2.4274817		4.347698		3.0787544		3.0112581		4.431184		4.143338		4.3893275		3.2175045		-4.0102777		1.1521751		-2.4804006		-1.1536826		-2.0037022		0.20436001		-1.3105731		-0.20624638		NA		NA		0.0024297314		NA		TC402805		0		0		0		TC402805		0

		A_99_P526627		11.376721		11.368492		9.862271		9.742403		11.955728		12.9280815		11.28722		10.8510065		11.751962		11.536805		11.437805		10.517032		1.1517007		2.6231065		-1.1100196		1.2604814		0.20376587		1.3912764		-0.15058517		0.33397484		NA		0.007650584		NA		NA		TC443228		0		0		0		TC443228		0

		A_99_P040658		2.4312644		1.589365		2.2164967		2.3441455		10.344499		10.737737		9.84846		10.827805		10.358969		10.293422		8.874749		6.916063		-1.0100803		1.3606678		1.9638858		15.050523		-0.0144701		0.44431496		0.973711		3.9117417		NA		NA		NA		0.002117934		CA690357		CA690357		Ta.15115		0		0		wlm96.pk037.h11 wlm96 Triticum aestivum cDNA clone wlm96.pk037.h11 5' end, mRNA sequence [CA690357]

		A_99_P375717		5.592306		4.906898		5.6723037		5.1744804		8.214696		9.729492		9.050136		6.9739985		9.878959		8.710598		9.383221		6.6831107		-3.1695166		2.0263653		-1.2597042		1.223393		-1.6642628		1.0188942		-0.33308506		0.29088783		0.004808426		NA		NA		NA		TA104495_4565		0		0		0		TC438128		Rep: Glutathione transferase - Alopecurus myosuroides (Slender meadow foxtail) (Black grass), partial (38%) [TC438128]

		A_99_P431562		7.4627566		4.2034135		3.427555		1.9508778		7.904175		7.469784		8.614557		6.3329887		9.077601		7.7687106		9.446813		5.893927		-2.2554677		-1.2302289		-1.7804666		1.3557223		-1.1734266		-0.29892683		-0.83225536		0.43906164		0.038724005		NA		NA		NA		TC389781		0		0		0		TC389781		0

		A_99_P299116		4.7541413		4.694187		5.1767616		4.8373394		4.6902437		3.729442		4.3948503		3.2442017		3.435854		3.7586544		3.399133		3.4488208		2.385662		-1.0204549		1.9940717		-1.1523821		1.2543898		-0.029212475		0.9957173		-0.20461917		0.016038302		NA		NA		NA		TA81424_4565		0		0		0		0		0

		A_99_P500372		5.315149		5.3209314		4.670915		5.3209777		6.983481		6.638733		6.648397		7.5084786		5.892323		6.217589		5.578357		5.1539254		2.1304495		1.3389889		2.0994911		5.1143584		1.0911579		0.421144		1.0700397		2.3545532		NA		NA		NA		0.027246738		AK335811		AK335811		Ta.20438		0		TC431680		Triticum aestivum cDNA, clone: WT013_N08, cultivar: Chinese Spring [AK335811]

		A_99_P154447		4.323747		4.716143		7.838673		5.445311		7.0451035		8.012693		10.376405		8.639092		9.276204		6.1291757		10.528641		7.6748986		-4.69492		3.6897364		-1.1112905		1.950973		-2.2311006		1.8835177		-0.15223598		0.9641938		0.0143421395		NA		NA		NA		CJ953663		CJ953663		Ta.53816		0		TC399083		CJ953663 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul39f02 5', mRNA sequence [CJ953663]

		A_99_P515542		5.2199554		4.434014		4.551709		4.5856233		6.4447274		8.074113		6.434129		6.2370906		7.6349635		6.778614		7.0756187		6.070397		-2.281901		2.4546185		-1.5599389		1.122483		-1.1902361		1.2954988		-0.6414895		0.16669369		0.0066439398		NA		5.45E-04		NA		TC438573		0		0		0		TC438573		Rep: Cysteine-rich C-terminal 1 - Mus musculus (Mouse), partial (26%) [TC438573]

		A_99_P418247		7.514277		10.004849		10.53029		9.642632		6.87216		7.7807975		9.5013685		8.744733		6.151857		8.79403		9.009376		9.026721		1.647528		-2.0184288		1.4063864		-1.2158693		0.72030306		-1.0132327		0.49199295		-0.28198814		NA		0.003973444		NA		NA		CK208140		0		Ta.41237		0		TC379172		0

		A_99_P128825		1.7554845		1.7860712		1.4898314		1.5467138		3.857455		5.9458394		5.3432593		2.7578452		6.3999467		3.950978		5.2885585		1.4408933		-5.8259435		3.985778		1.0386437		2.4913917		-2.5424917		1.9948614		0.05470085		1.3169519		0.0051288744		0.003223811		NA		NA		CJ629163		CJ629163		Ta.46942		0		TC394784		CJ629163 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs18f09 5', mRNA sequence [CJ629163]

		A_99_P199446		9.097939		9.575238		9.646453		10.066616		10.070134		11.044742		9.976958		9.464578		11.799461		10.061122		10.645223		9.664357		-3.3157315		1.9774204		-1.58916		-1.1485229		-1.7293272		0.9836197		-0.6682644		-0.19977951		0.008727966		0.015365429		NA		NA		TA50759_4565		0		0		0		0		0

		A_99_P235511		8.615296		9.441695		13.422832		10.92936		11.085301		11.906071		11.657219		11.267787		13.151145		11.213031		12.117671		10.743577		-4.186787		1.6166865		-1.3759729		1.4381459		-2.0658436		0.6930399		-0.46045208		0.52421		0.005353478		NA		NA		NA		TA63214_4565		0		Ta.47240		0		TC385013		0

		A_99_P356641		3.577511		2.5809107		1.4007568		1.3844656		5.6969333		2.5327618		2.5271537		2.5038795		4.5785728		3.7695296		3.1327145		1.3862406		2.1710012		-2.3566995		-1.5215701		2.1699157		1.1183605		-1.2367678		-0.6055608		1.117639		NA		NA		NA		0.024033783		TA98841_4565		0		0		0		TC422800		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC422800]

		A_99_P258761		3.4920585		1.3788029		2.2002501		5.0466065		5.92906		4.7807536		6.1179714		7.5224137		6.894909		3.1135733		6.150444		7.3742537		-1.9532125		3.1759326		-1.0227635		1.1081553		-0.9658489		1.6671803		-0.03247261		0.14815998		NA		0.0026688024		NA		NA		TA69643_4565		0		0		0		0		0

		A_99_P082685		1.5145146		1.6531763		2.5059538		2.1261594		3.5001957		9.264138		8.986734		6.8428802		6.562308		6.711639		9.433354		7.1814246		-8.351944		5.866497		-1.3628436		-1.2644801		-3.062112		2.5524993		-0.44662		-0.33854437		0.021079822		0.0018887959		NA		NA		CV772341		CV772341		Ta.31524		0		TC427434		FGAS066734 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772341]

		A_99_P152882		3.906596		2.2066164		1.4576811		2.4150827		5.153032		4.393427		7.1193275		3.1767676		7.5760665		6.9369235		7.460714		4.4650807		-5.3629794		-5.830003		-1.2669735		-2.442423		-2.4230347		-2.5434966		-0.34138632		-1.2883132		NA		0.003219047		NA		NA		CJ875431		CJ875431		Ta.53437		0		TC448274		CJ875431 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls19e19 5', mRNA sequence [CJ875431]

		A_99_P424157		1.3788952		1.3687572		1.3816247		1.3759962		3.3413908		7.811485		7.0467224		1.9131864		6.5172067		4.648159		6.853745		2.0882423		-9.036824		8.958926		1.1431204		-1.1290082		-3.1758158		3.1633258		0.19297743		-0.17505586		0.031214925		0.0018329794		NA		NA		CK205050		0		0		0		TC384319		Rep: Syn-pimara-7,15-diene synthase - Oryza sativa subsp. indica (Rice), partial (10%) [TC384319]

		A_99_P516582		7.5024567		6.6194406		8.063258		7.4041877		8.469579		8.767106		7.454531		7.799912		9.365773		6.6491265		7.7085805		7.030142		-1.8611501		4.340856		-1.1925496		1.7049981		-0.89619446		2.1179795		-0.2540493		0.76977015		NA		0.011461858		NA		NA		TC439050		0		0		0		TC439050		Rep: Peptidase S58 DmpA - Anaeromyxobacter sp. (strain Fw109-5), partial (7%) [TC439050]

		A_99_P381837		6.8027205		6.8616734		6.5822225		6.5003815		9.154313		12.563329		12.536311		9.221791		11.227249		10.416672		13.049961		8.298787		-4.207421		4.428005		-1.4276575		1.8960594		-2.072936		2.146657		-0.51364994		0.92300415		0.008568929		NA		NA		0.0036477002		TA105978_4565		0		0		0		TC425535		0

		A_99_P172109		3.1742039		3.2372541		3.4352252		1.9941689		4.49234		6.6462874		7.0939865		6.5909195		6.240401		4.93834		6.7038016		4.5041103		-3.3590672		3.2669566		1.3105613		4.2480745		-1.7480607		1.7079473		0.39018488		2.0868092		0.025226766		NA		NA		NA		DN949100		DN949100		Ta.25181		oxalate oxidase		TC377788		KUCD01_13_B04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949100]

		A_99_P147002		5.525699		4.644129		4.264467		4.0575213		5.757174		7.0474153		4.043996		4.134015		6.623381		5.7502284		5.0032525		4.418345		-1.8228643		2.457492		-1.9443078		-1.2178445		-0.8662071		1.2971869		-0.95925665		-0.2843299		0.043212336		0.008603801		NA		NA		CJ926359		CJ926359		Ta.52045		0		TC379294		CJ926359 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan2m17 5', mRNA sequence [CJ926359]

		A_99_P608712		16.751755		16.973183		14.286339		14.97342		17.222816		17.359838		13.786762		16.645842		17.338648		17.401314		12.806526		15.250038		-1.0835993		-1.0291657		1.9727882		2.6313505		-0.115831375		-0.041475296		0.98023605		1.3958035		NA		NA		NA		0.0036477002		CK208553		CK208553		Ta.54252		glycine-rich RNA-binding protein		TC434489		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P063717		2.6451423		2.3080595		2.3722303		2.1534722		2.9000194		2.5960772		4.8790665		4.8117023		2.5065541		2.6224573		3.936372		1.5587912		1.3135446		-1.0184535		1.9221147		9.532873		0.39346528		-0.026380062		0.9426944		3.252911		NA		NA		NA		0.018571636		CK214233		CK214233		Ta.24553		oxalate oxidase		TC415954		FGAS026156 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214233]

		A_99_P225396		6.681064		5.87365		4.3859944		5.2569695		8.143498		7.8427315		10.429275		9.599847		7.826664		7.515162		9.25853		6.318156		1.2455945		1.2548975		2.251279		9.724952		0.31683445		0.32756948		1.1707449		3.281691		NA		NA		NA		0.005864677		Y09916		Y09916		Ta.56302		pSBGer2 protein		TC380569		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P223571		12.305271		12.840015		12.884243		12.8619795		11.836659		11.009683		11.822548		12.131844		10.662485		11.860866		10.595979		12.8758955		2.2566369		-1.8039795		2.3400984		-1.6748732		1.1741743		-0.85118294		1.2265692		-0.74405193		NA		NA		0.0025778015		NA		TA59568_4565		0		0		0		0		0

		A_99_P490192		6.0881915		6.234698		5.865312		7.5833163		7.223009		12.83358		14.695338		12.151235		10.679311		12.195614		15.066258		12.525754		-10.976161		1.5561339		-1.2931774		-1.2964076		-3.4563017		0.63796616		-0.37092018		-0.37451935		0.035517655		NA		NA		NA		AL828391		0		Ta.22619		0		TC427284		Rep: Pathogenesis-related protein 10 - Hordeum vulgare (Barley), partial (60%) [TC427284]

		A_99_P178349		10.44818		9.716569		8.723716		9.69582		10.044331		8.596963		7.1236		9.21119		9.5589485		9.772605		7.3162017		9.260712		1.3999566		-2.2589338		-1.1428227		-1.0349215		0.48538208		-1.175642		-0.19260168		-0.049521446		NA		0.001999132		NA		NA		DY761310		DY761310		Ta.59319		0		TC459710		EST206 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone MC16F1L6-51, mRNA sequence [DY761310]

		A_99_P136820		3.2015426		2.7159607		6.0593705		7.5964484		5.5247746		7.895369		9.560236		8.375751		6.0280814		6.4112897		9.049285		9.424034		-1.4174589		2.797386		1.4249892		-2.068068		-0.50330687		1.4840794		0.51095104		-1.0482836		NA		NA		NA		0.028952872		AK331366		AK331366		Ta.49248		zinc transporter-like		TC408854		Triticum aestivum cDNA, clone: WT007_F03, cultivar: Chinese Spring [AK331366]

		A_99_P439842		3.3155365		3.972831		2.9299686		3.8867228		3.2132719		3.9843502		3.2162752		4.248457		4.3307805		4.0815105		4.3080735		4.3089485		-2.1697197		-1.0696659		-2.1313956		-1.042821		-1.1175086		-0.09716034		-1.0917983		-0.060491562		NA		NA		0.011307695		NA		CJ673475		0		Ta.6221		0		TC396237		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC396237]

		A_99_P247391		7.6428604		6.2705064		1.8178266		6.191078		6.632646		5.8870635		6.4881425		4.5180545		7.3395476		7.622256		7.5343986		5.2720046		-1.6322947		-3.3292387		-2.0651636		-1.6864039		-0.70690155		-1.7351923		-1.0462561		-0.7539501		NA		0.0092640165		NA		NA		TA66389_4565		0		Ta.2746		0		TC409014		Rep: Peroxidase precursor - Linum usitatissimum (Flax) (Linseed), partial (34%) [TC409014]

		A_99_P307876		12.542628		12.384281		10.770736		10.316798		12.085803		10.443806		8.037886		9.622037		11.800044		11.847824		8.608754		8.949387		1.2190514		-2.6463766		-1.4854175		1.5939986		0.28575897		-1.4040184		-0.5708685		0.67265034		NA		0.018348256		NA		NA		TA84010_4565		0		0		0		TC380953		Rep: Nodulin-like protein - Oryza sativa subsp. japonica (Rice), partial (87%) [TC380953]

		A_99_P557067		3.2548294		3.5286162		3.0066974		2.9856555		3.5794716		5.815223		5.7286735		3.5907495		3.6249855		4.176487		5.1490436		3.9330597		-1.0320507		3.1139295		1.4944658		-1.2677851		-0.04551387		1.6387362		0.5796299		-0.3423102		NA		0.008823494		NA		NA		BT009273		BT009273		Ta.27506		ammonium transporter AMT2.1		TC454975		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		A_99_P526057		6.949444		6.95489		7.036898		7.3212476		6.3304276		5.7062154		6.7743907		7.2660155		6.0966926		6.729305		6.9650173		7.569118		1.1758753		-2.0322661		-1.1412593		-1.2337948		0.23373508		-1.0230894		-0.19062662		-0.3031025		0.0047232816		0.004239577		NA		NA		TC443266		0		0		0		TC443266		0

		A_99_P408827		11.340693		12.068431		8.7835		11.534782		10.431792		10.64336		8.257564		10.2750635		9.8440895		11.23267		7.075579		11.150742		1.5028518		-1.5045267		2.2688866		-1.8348702		0.58770275		-0.5893097		1.1819844		-0.87567806		NA		NA		0.013230714		NA		TA64357_4565		0		Ta.27744		0		TC369886		0

		A_99_P199331		3.956433		3.5597134		4.420322		4.277888		4.5195465		6.293962		5.905475		4.7737417		5.2993646		5.1207843		6.150948		5.1892943		-1.7169143		2.2550786		-1.1854813		-1.3338095		-0.77981806		1.1731777		-0.24547291		-0.41555262		NA		0.0046022185		NA		NA		AY666013		AY666013		Ta.351		cold acclimation induced protein 2-1		TC432489		Triticum aestivum cold acclimation induced protein 2-1 mRNA, complete cds [AY666013]

		A_99_P227766		14.840569		15.226741		15.530136		15.460959		15.904071		15.154658		15.030712		16.235647		14.0131235		14.496457		13.388301		15.903766		3.7087867		1.5781138		3.1218717		1.2586538		1.8909473		0.6582012		1.6424112		0.33188152		NA		NA		0.0042700362		NA		AK332922		AK332922		Ta.24592		0		TC393608		Triticum aestivum cDNA, clone: WT005_D09, cultivar: Chinese Spring [AK332922]

		A_99_P531552		1.4346828		1.5119096		2.6144347		2.0063114		7.5798354		9.30595		8.454764		4.290956		9.56022		8.834632		8.161595		3.7452478		-3.945982		1.3863757		1.2253289		1.4597367		-1.9803843		0.47131824		0.29316902		0.5457082		0.004808426		NA		NA		NA		TC445209		0		0		0		TC445209		Rep: IstB domain protein ATP-binding protein - Methylobacterium chloromethanicum CM4, partial (5%) [TC445209]

		A_99_P374442		6.2336564		6.2744946		5.7041745		6.164135		7.9104614		9.730079		7.3160453		6.82041		8.621049		8.335395		7.596991		6.3207173		-1.6364704		2.6293092		-1.2149911		1.413912		-0.7105875		1.3946838		-0.28094578		0.49969244		NA		0.0026688024		NA		NA		TA104158_4565		0		0		0		TC428900		0

		A_99_P417887		5.5337443		5.098144		4.380106		4.5143485		5.9587784		6.639813		6.6868114		9.919337		7.126093		6.274966		5.8870425		6.616155		-2.2459323		1.2877452		1.7408223		9.870903		-1.1673145		0.36484718		0.7997689		3.3031821		NA		NA		NA		0.0020349266		TA81317_4565		0		0		0		TC378898		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (59%) [TC378898]

		A_99_P502597		11.318143		11.799426		13.025975		12.441142		12.50262		13.890094		13.6748085		12.641124		13.271005		12.751672		14.02201		12.691764		-1.7033619		2.201401		-1.2720906		-1.0357244		-0.76838493		1.138422		-0.34720135		-0.050640106		0.007851885		0.0038567109		NA		NA		AK331708		AK331708		Ta.54686		0		TC432842		Triticum aestivum cDNA, clone: WT002_C16, cultivar: Chinese Spring [AK331708]

		A_99_P409612		14.847669		14.817025		14.329514		14.53127		13.709361		13.690167		13.194679		13.005143		13.598119		14.092444		13.051547		14.544002		1.080158		-1.3215921		1.1043		-2.905645		0.111242294		-0.402277		0.14313221		-1.5388584		NA		NA		NA		0.04867519		TC371697		0		0		0		TC371697		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC371697]

		A_99_P137824		1.365517		2.0795085		2.6102462		4.6009707		1.8371795		8.131128		8.598984		7.14019		3.2367907		5.103298		8.042666		8.028043		-2.6383045		8.155821		1.4705107		-1.8504199		-1.3996111		3.0278301		0.5563173		-0.88785267		NA		0.004883806		NA		0.0038323419		BT009316		BT009316		Ta.49545		0		TC415482		Triticum aestivum clone wlm12.pk0006.a4:fis, full insert mRNA sequence [BT009316]

		A_99_P022179		3.0701458		2.5516143		3.9589546		3.3135662		4.848924		9.221433		12.536948		10.738304		8.428509		7.875216		12.74919		9.905814		-11.955351		2.5424452		-1.1584872		1.7807561		-3.5795846		1.3462167		-0.21224213		0.83248997		0.017943785		NA		NA		NA		CK217341		CK217341		Ta.8653		0		TC397988		FGAS029343 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217341]

		A_99_P455262		7.5032125		7.1100335		7.4067054		7.3470836		9.501503		11.017273		9.373967		8.484845		10.9089		9.686246		9.751206		8.052926		-2.652582		2.5158172		-1.298854		1.3490269		-1.4073973		1.331027		-0.37723923		0.4319191		0.005345968		0.003223811		NA		NA		TC407248		0		0		0		TC407248		Rep: Os07g0537300 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC407248]

		A_99_P304871		8.978781		9.550575		8.219312		8.626805		9.572361		10.693498		10.182524		9.146095		10.989463		9.997888		10.69537		8.75726		-2.6704853		1.6195692		-1.4268622		1.3093356		-1.4171019		0.69561005		-0.512846		0.38883495		0.026372442		NA		NA		NA		AK334417		AK334417		Ta.56857		0		TC426936		Triticum aestivum cDNA, clone: WT009_J14, cultivar: Chinese Spring [AK334417]

		A_99_P140230		2.1521275		1.9402062		2.6315644		1.921964		2.174376		4.389526		4.0619884		4.3826404		5.324001		3.0040855		4.694292		3.4695575		-8.874248		2.6125169		-1.5500381		1.8830651		-3.1496248		1.3854403		-0.6323037		0.91308284		0.045525957		NA		NA		NA		AF123604		AF123604		Ta.50284		0		0		Triticum aestivum clone CYP72A-TA cytochrome P450 mRNA, complete cds [AF123604]

		A_99_P419877		5.019521		4.6013055		4.609255		4.5103498		7.6997466		10.188287		8.55508		6.378386		9.47746		7.7498		9.028928		6.3119636		-3.4288228		5.4207277		-1.3888083		1.0471169		-1.7777133		2.4384866		-0.4738474		0.06642246		0.0067375004		0.0028111588		NA		NA		TC380623		0		0		0		TC380623		Rep: Chromosome undetermined scaffold_252, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC380623]

		A_99_P524142		6.5146675		6.358832		6.7289777		6.508035		7.823198		9.311618		9.198331		7.5162663		9.046308		7.7032204		9.441372		7.094511		-2.3344936		3.0491297		-1.1834847		1.3395563		-1.2231097		1.6083975		-0.24304104		0.4217553		NA		0.008511883		NA		NA		TC442188		0		0		0		TC442188		Rep: Response regulator receiver protein - Mycobacterium vanbaalenii (strain DSM 7251 / PYR-1), partial (5%) [TC442188]

		A_99_P352101		1.9042616		1.7923393		2.3896487		1.5008088		2.7325172		3.1046515		3.1903555		3.0180886		5.677833		2.4933724		4.6669292		1.2981215		-7.7024417		1.5276129		-2.7828703		3.294289		-2.9453158		0.611279		-1.4765737		1.7199671		0.035467755		NA		NA		NA		TA97398_4565		0		Ta.60586		0		0		0

		A_99_P072810		5.3261952		5.5179634		7.1256485		5.728926		5.189591		4.2161794		4.5458922		4.8369613		4.996456		4.803493		5.595133		5.213556		1.1432451		-1.5024465		-2.0694401		-1.2982737		0.19313478		-0.58731365		-1.0492406		-0.37659454		NA		NA		7.13E-04		NA		CJ808924		CJ808924		Ta.27853		0		TC433243		CJ808924 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct6k22 5', mRNA sequence [CJ808924]

		A_99_P489702		5.872557		6.1708426		5.7543163		5.573618		8.54322		9.446867		9.262612		7.38011		10.004527		8.128688		9.58575		7.181276		-2.7535782		2.493512		-1.2510481		1.1477703		-1.4613075		1.3181791		-0.32313728		0.19883394		NA		0.0026688024		NA		NA		TC427022		0		0		0		TC427022		0

		A_99_P206296		8.127235		7.9810033		7.60545		7.831117		7.418303		7.369995		5.6774144		6.183702		7.8966637		7.742569		6.830259		6.5408015		-1.3931597		-1.2946606		-2.2235186		-1.2808483		-0.47836065		-0.37257385		-1.1528444		-0.35709953		NA		NA		0.0033427314		NA		TA52949_4565		0		0		0		TC398981		Rep: IPS1 riboregulator - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (49%) [TC398981]

		A_99_P195528		4.254166		3.5105822		3.428029		4.4156337		5.758816		6.473868		6.591616		5.068648		7.536154		6.2693768		6.7285485		4.8809447		-3.4279308		1.1522799		-1.0995646		1.138949		-1.777338		0.20449114		-0.13693237		0.18770313		0.00892429		NA		NA		NA		AB334134		AB334134		Ta.63292		agmatine coumaroyltransferase		TC447579		Triticum aestivum TaACT-1D mRNA for agmatine coumaroyltransferase, partial cds [AB334134]

		A_99_P529522		11.234317		12.016545		12.351379		11.62535		10.843839		10.368653		10.954177		11.457924		10.175593		11.408496		10.855666		11.565831		1.589139		-2.0560033		1.0706676		-1.0776639		0.6682453		-1.0398426		0.09851074		-0.107907295		NA		0.0037481056		NA		NA		TC444366		0		0		0		TC444366		0

		A_99_P338106		4.3036666		4.436753		4.5897536		3.9051664		3.4766896		3.2422092		3.434775		3.5680187		3.6751888		4.3055797		3.8586628		3.8137424		-1.147504		-2.089808		-1.3415378		-1.1856874		-0.1984992		-1.0633705		-0.42388773		-0.24572372		NA		0.029099599		NA		NA		TA93029_4565		0		0		0		TC414338		0

		A_99_P226646		5.7573647		5.5438366		6.624624		6.3101554		6.527122		8.13831		8.499742		6.4262753		7.4016223		6.791903		8.823048		5.890058		-1.833373		2.5427814		-1.2511945		1.4501652		-0.8745003		1.3464074		-0.32330608		0.5362172		0.012344951		0.0051997984		NA		NA		TA60459_4565		0		Ta.55075		0		TC380954		Rep: Os09g0252100 protein - Oryza sativa subsp. japonica (Rice), partial (41%) [TC380954]

		A_99_P143238		11.383026		10.3748045		10.0409565		11.175321		13.031049		14.198823		11.731696		11.58121		14.015224		12.506074		11.773446		11.083412		-1.9781827		3.232721		-1.0293616		1.4120567		-0.9841757		1.692749		-0.041749954		0.49779797		NA		0.0021206168		NA		NA		CJ950266		CJ950266		Ta.51128		0		TC407329		CJ950266 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul29j17 5', mRNA sequence [CJ950266]

		A_99_P284796		6.548298		5.128801		5.7723603		5.7521424		8.589523		10.056642		8.808616		7.5719514		10.484757		8.7099		9.167483		6.46323		-3.7198234		2.5433705		-1.282419		2.1565442		-1.8952341		1.3467417		-0.35886765		1.1087213		0.010122937		NA		NA		0.042284846		TA77296_4565		0		0		0		TC422386		0

		A_99_P556062		9.070331		6.996371		8.459748		8.611638		10.5667925		11.536555		11.204117		9.887591		12.000385		9.768767		11.716736		9.648847		-2.7011857		3.4053142		-1.4266378		1.1799655		-1.4335928		1.7677879		-0.512619		0.23874474		0.0065335715		0.0018186421		NA		NA		CD891900		CD891900		Ta.61156		0		TC454584		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		A_99_P153982		3.961442		3.7899437		4.5430126		4.36277		2.5833435		2.5212386		1.993824		3.4354286		3.428893		3.0716276		3.116905		3.753687		-1.7969491		-1.4644805		-2.1781163		-1.2468244		-0.8455496		-0.55038905		-1.123081		-0.3182583		NA		NA		0.003091135		NA		CJ939737		CJ939737		Ta.53707		0		0		CJ939737 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan33g03 3', mRNA sequence [CJ939737]

		A_99_P524757		1.5897793		1.7554511		2.0335252		1.5492178		2.6233573		5.8740726		7.6434884		3.230712		5.005152		3.883541		7.400896		4.275514		-5.211848		3.9738336		1.1831167		-2.0630834		-2.381795		1.9905314		0.24259233		-1.0448022		0.019136956		0.0026688024		NA		NA		EB512318		0		0		0		TC442425		Rep: Ent-kaurene oxidase - Oryza sativa subsp. japonica (Rice), partial (23%) [TC442425]

		A_99_P291586		6.6242714		7.1644783		6.355458		7.51309		6.170999		5.486315		3.400057		6.3670197		5.5973015		6.556917		3.756757		6.784027		1.4883332		-2.10031		-1.2804935		-1.3351552		0.57369757		-1.0706024		-0.35669994		-0.41700745		NA		0.022253593		NA		NA		TA79257_4565		0		0		0		TC379202		Rep: Vegetative cell wall protein - Chlamydomonas incerta, partial (4%) [TC379202]

		A_99_P135220		1.4997181		1.368275		1.9213015		1.5444959		2.2886803		1.4212576		8.1301565		5.257964		3.352297		1.3794886		7.8269806		3.143645		-2.090165		1.0293753		1.2338576		4.329856		-1.0636168		0.041769028		0.30317593		2.114319		NA		0.03937992		NA		0.01973512		BT009357		BT009357		Ta.48754		0		TC423778		Triticum aestivum clone wlm96.pk0023.a11:fis, full insert mRNA sequence [BT009357]

		A_99_P251011		1.5953511		1.2981397		1.3019024		1.3036755		1.2797164		1.2803245		1.3191048		7.2965355		1.2799758		1.2872897		1.2872553		1.7309885		-1.0001798		-1.0048397		1.0223219		47.358353		-2.59E-04		-0.0069652796		0.031849504		5.565547		NA		NA		NA		0.0013309171		TA67456_4565		0		0		0		TC384140		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (69%) [TC384140]

		A_99_P343776		8.184914		7.874059		7.721905		7.8363338		10.047448		11.740738		10.891337		9.607837		11.391202		10.101438		11.300372		8.943656		-2.5381086		3.115147		-1.3277972		1.5846682		-1.3437538		1.6393003		-0.40903473		0.66418076		0.007742281		0.0045991605		NA		NA		TA94796_4565		0		0		0		TC385720		Rep: ATPase - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC385720]

		A_99_P321991		10.638118		11.609761		12.464997		12.19641		10.976964		11.031044		11.317264		12.622449		9.276877		10.996722		9.971075		12.708613		3.2492046		1.0240753		2.5423956		-1.0615442		1.7000866		0.034321785		1.3461885		-0.086164474		NA		NA		0.0048563336		NA		TA88129_4565		0		0		0		TC413505		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC413505]

		A_99_P236461		8.352349		7.6643505		8.078293		7.6807632		9.361802		9.724022		12.622022		10.578528		10.923149		9.85299		12.900456		9.039453		-2.9512928		-1.0935113		-1.2128782		2.9060829		-1.561347		-0.12896824		-0.27843475		1.5390759		NA		NA		NA		0.029270833		TA63453_4565		0		0		0		TC426555		0

		A_99_P228896		10.983044		11.180259		11.911507		11.947063		11.335118		11.738159		13.39313		11.633187		12.337125		11.45474		13.189864		11.465745		-2.0027835		1.2170763		1.1513019		1.1230657		-1.0020065		0.2834196		0.20326614		0.16744232		0.031775597		NA		NA		NA		AK333537		AK333537		Ta.17912		5-enolpyruvylshikimate 3-phosphate synthase		TC371935		Triticum aestivum cDNA, clone: WT006_L10, cultivar: Chinese Spring [AK333537]

		A_99_P112735		9.183621		9.828031		10.8377905		9.670835		8.406236		8.10538		9.893321		9.644344		7.9016194		9.203716		9.856663		9.5939455		1.418746		-2.1410763		1.0257351		1.0355512		0.50461626		-1.0983362		0.036658287		0.050398827		NA		0.009569813		NA		NA		DR739062		DR739062		Ta.41910		0		TC388229		FGAS084279 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739062]

		A_99_P216311		7.6788063		7.804672		7.97265		7.7244964		8.505063		9.996678		8.288876		7.6619906		9.895279		8.032983		8.504983		7.348967		-2.621179		3.9005985		-1.1615952		1.2423086		-1.3902159		1.9636955		-0.21610737		0.31302357		0.010206768		0.002687037		NA		0.022070508		TA56700_4565		0		0		0		TC371034		Rep: Ubiquitin carrier protein - Triticum aestivum (Wheat), complete [TC371034]

		A_99_P546182		7.2107005		7.028935		7.4757533		6.0469384		8.135601		10.107067		9.704547		7.3759103		9.854028		7.9620113		9.603719		7.0667605		-3.2907734		4.423094		1.0723889		1.2389773		-1.7184267		2.1450558		0.10082817		0.30914974		0.0051288744		0.0026688024		NA		NA		AK331067		AK331067		Ta.36012		0		TC450768		Triticum aestivum cDNA, clone: SET5_P20, cultivar: Chinese Spring [AK331067]

		A_99_P057546		7.6713443		8.132265		9.168645		9.819931		8.975286		10.400046		10.268253		9.320621		10.154331		9.017609		10.26714		9.782502		-2.2642696		2.6070852		1.0007718		-1.3773371		-1.1790457		1.3824377		0.0011129379		-0.46188164		NA		0.017260917		NA		NA		BT009318		BT009318		Ta.21038		ammonium transporter		TC373583		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P131475		5.728519		4.5034575		7.004083		6.2541175		6.251408		6.867062		8.880675		6.7703776		7.6606593		7.6603036		9.244587		6.7707405		-2.6559927		-1.7329638		-1.2869104		-1.0002515		-1.4092512		-0.7932415		-0.36391163		-3.63E-04		0.019823043		NA		NA		NA		CJ873852		CJ873852		Ta.47697		0		TC417195		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		A_99_P438112		4.108925		4.3248096		4.4057193		4.097171		4.030292		3.459432		4.163057		3.2348511		2.5065584		3.425063		3.1588423		2.9329274		2.8753421		1.0241088		2.005851		1.2327871		1.5237336		0.03436899		1.0042145		0.30192375		0.020683968		NA		0.0031945854		NA		TC394921		0		0		0		TC394921		Rep: Mitogen-activated protein kinase kinase 1 - Oryza sativa subsp. indica (Rice), partial (41%) [TC394921]

		A_99_P152887		4.780439		4.776869		4.8402457		3.8541574		5.5587707		6.3871613		5.556618		4.834123		7.289495		5.3791237		5.8483186		4.6888194		-3.3189442		2.0111735		-1.2240821		1.1059635		-1.7307243		1.0080376		-0.29170036		0.14530373		0.0051288744		NA		NA		NA		CJ875450		CJ875450		Ta.53438		0		TC433393		CJ875450 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls19k03 5', mRNA sequence [CJ875450]

		A_99_P223546		10.446625		11.0582075		10.909508		11.150533		10.015958		9.229754		9.986904		10.343117		9.099903		9.963142		8.953561		10.960541		1.8869481		-1.6625388		2.046762		-1.5341334		0.9160547		-0.73338795		1.0333433		-0.617424		NA		NA		0.003614838		NA		AK332332		AK332332		Ta.28740		phosphoethanolamine methyltransferase		TC460463		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P154287		5.751083		4.793823		5.1447845		5.2451367		8.082948		11.275879		7.3751507		6.9105077		9.122727		8.431436		6.708812		5.9991565		-2.0559137		7.182287		1.58704		1.8808062		-1.0397797		2.8444433		0.66633844		0.9113512		0.0055035003		0.0018829036		NA		0.03360415		CJ949683		CJ949683		Ta.53780		0		TC442126		CJ949683 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul27l23 5', mRNA sequence [CJ949683]

		A_99_P106160		5.778572		5.0004973		5.682474		5.545486		7.980042		10.664472		8.169323		6.876261		9.183312		8.925967		8.455127		7.036753		-2.3026106		3.3368907		-1.2190893		-1.1176682		-1.2032704		1.7385044		-0.2858038		-0.16049194		NA		0.0026688024		NA		NA		BE488821		BE488821		Ta.39934		0		TC434816		WHE1078_G07_N14ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1078_G07_N14, mRNA sequence [BE488821]

		A_99_P441067		5.0112557		5.2896996		5.485231		5.1753583		5.5210605		7.1205506		6.3235774		5.442927		6.4553857		5.90478		6.7070765		5.0529547		-1.9109966		2.3226483		-1.304502		1.3103682		-0.9343252		1.2157707		-0.38349915		0.3899722		NA		0.022070978		NA		NA		BJ236314		0		Ta.21756		0		TC397217		0

		A_99_P225436		12.338527		8.965339		7.5127473		9.37078		12.431256		10.304509		14.01529		11.505657		12.784703		10.7693205		13.350877		10.4895525		-1.2776095		-1.3801368		1.5849237		2.022451		-0.35344696		-0.46481133		0.66441345		1.0161047		NA		NA		NA		0.009462279		TA60101_4565		0		Ta.55991		0		TC380671		0

		A_99_P229361		3.7804744		3.366252		4.8713746		4.9669304		8.153129		10.377102		12.853497		9.621668		10.598935		10.644694		13.802894		9.989056		-5.4483013		-1.2037972		-1.9310654		-1.290015		-2.4458065		-0.26759243		-0.9493971		-0.36738777		0.007851885		NA		NA		NA		TA61380_4565		0		Ta.56744		0		TC387692		Rep: Pathogenesis-related 1a - Triticum monococcum (Einkorn wheat) (Small spelt), partial (97%) [TC387692]

		A_99_P052416		1.5936044		1.8076569		2.349437		1.7470866		2.972995		4.7194247		3.5840905		3.1512012		4.899254		4.6772947		3.740523		3.2498486		-3.8006833		1.0296328		-1.1145278		-1.0707691		-1.9262588		0.042129993		-0.15643263		-0.098647356		0.008727966		NA		NA		NA		CA642020		CA642020		Ta.18774		0		0		wre1n.pk0051.h10 wre1n Triticum aestivum cDNA clone wre1n.pk0051.h10 5' end, mRNA sequence [CA642020]

		A_99_P481072		9.065662		9.158635		8.999562		8.643494		8.124939		7.760905		7.4365997		7.7175922		7.7135715		9.424249		8.099249		8.120378		1.3299458		-3.1674984		-1.5829867		-1.3220578		0.41136742		-1.6633439		-0.66264915		-0.4027853		NA		0.001999132		NA		NA		CD900789		0		Ta.47281		0		TC422729		0

		A_99_P218546		4.8654065		4.6035156		4.900969		4.768209		4.04122		3.979524		4.4049687		3.7330701		4.1145434		4.0505223		2.9627163		4.0717554		-1.0521375		-1.0504434		2.717448		-1.2646036		-0.07332325		-0.07099843		1.4422524		-0.33868527		NA		NA		0.0023151084		NA		DR735795		DR735795		Ta.727		group 3 late embryogenesis abundant protein (LEA)		TC424444		FGAS081429 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [DR735795]

		A_99_P274651		6.5062547		6.022178		6.117857		6.340771		7.575128		8.435759		8.28791		8.835145		9.405308		7.4331017		8.397172		8.299852		-3.5558136		2.0036867		-1.078676		1.449236		-1.8301797		1.0026569		-0.10926151		0.5352926		0.01371999		NA		NA		NA		TA74326_4565		0		0		0		TC379697		Rep: Os07g0152700 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC379697]

		A_99_P071865		3.3963368		2.5403817		3.6405945		3.9346712		7.273707		11.2508135		10.770104		7.3187523		9.998855		8.679547		11.547246		7.06151		-6.6122794		5.943308		-1.7137321		1.1951919		-2.7251477		2.5712662		-0.7771416		0.2572422		0.008697607		0.0018329794		NA		NA		BT009398		BT009398		Ta.27314		0		TC374517		Triticum aestivum clone wlm96.pk042.k21:fis, full insert mRNA sequence [BT009398]

		A_99_P122915		3.2879837		3.1897552		5.887726		5.278236		5.5909767		8.663505		8.380012		6.8145523		7.570141		6.3623652		8.932567		6.7315297		-3.9426458		4.928468		-1.466681		1.059235		-1.9791641		2.3011394		-0.5525551		0.083022594		0.015924636		0.0058881766		NA		NA		CV766757		CV766757		Ta.44967		0		0		FGAS061144 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV766757]

		A_99_P112580		6.0276833		5.5473914		7.2593856		7.5380797		6.946302		7.7174764		9.346428		7.925257		7.491726		6.5381036		9.222038		8.113782		-1.4594492		2.264783		1.0900465		-1.1395978		-0.545424		1.1793728		0.12438965		-0.18852472		NA		0.006041952		NA		NA		EF423611		EF423611		Ta.41808		caffeic acid O-methyltransferase		0		Triticum aestivum O-methytransferase 4 (OMT4) mRNA, complete cds [EF423611]

		A_99_P340641		9.359771		8.076797		7.425041		7.4017105		10.366237		11.124211		9.797704		9.99821		11.888169		9.455118		9.8749695		9.611098		-2.871755		3.1801462		-1.0550166		1.3077725		-1.5219326		1.6690931		-0.07726574		0.38711166		0.032748908		0.0022043302		NA		NA		TA93788_4565		0		0		0		0		0

		A_99_P128035		1.5404595		1.3624334		1.3686823		1.3623238		1.8834577		2.3988943		10.09385		5.5118065		5.1389127		3.460534		10.212407		6.1426272		-9.549697		-2.0873027		-1.0856484		-1.5484457		-3.255455		-1.0616398		-0.11855698		-0.63082075		0.006943771		NA		NA		NA		CJ954884		CJ954884		Ta.46686		0		TC426619		CJ954884 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5b10 5', mRNA sequence [CJ954884]

		A_99_P215581		2.04551		2.8121397		3.7341766		2.1596596		4.1328454		9.045825		8.239518		3.801775		7.580937		6.351869		8.530749		4.137025		-10.913875		6.470853		-1.2236841		-1.261596		-3.4480915		2.693956		-0.29123116		-0.3352499		0.010072609		0.0074029695		NA		NA		TA56362_4565		0		0		0		0		0

		A_99_P358016		5.898154		5.0685124		6.2061543		5.1977887		11.171443		12.492012		11.846007		8.896052		13.451671		10.208868		12.353175		7.910333		-4.857546		4.8673754		-1.4212574		1.9803003		-2.2802277		2.283144		-0.5071678		0.9857192		0.004808426		0.0024656078		NA		NA		TA99329_4565		0		0		0		TC402790		0

		A_99_P159932		5.0662293		4.716306		5.692875		5.0849047		4.901834		3.9808571		4.9698544		3.6544597		3.8895066		4.254239		3.9951355		3.7849262		2.0171626		-1.2086378		1.9652581		-1.0946475		1.0123274		-0.27338195		0.9747188		-0.13046646		0.012908572		NA		NA		NA		CK214785		CK214785		Ta.55111		0		0		FGAS026724 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214785]

		A_99_P198711		4.9135747		5.489508		4.3260913		5.634485		6.0848937		5.2511754		4.2281017		5.72162		4.3300705		5.286638		1.5516081		5.956711		3.3748496		-1.0248853		6.3930025		-1.1769807		1.7548232		-0.03546238		2.6764936		-0.23509073		NA		NA		0.003664582		NA		TA50501_4565		0		Ta.34636		0		TC386586		Rep: Patatin-like phospholipase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (36%) [TC386586]

		A_99_P430782		5.8028054		5.3108974		7.017843		5.464617		8.875144		10.385911		11.766616		8.204162		10.641373		8.935131		12.187556		6.4547844		-3.401636		2.733558		-1.3388		3.362134		-1.7662287		1.4507799		-0.4209404		1.7493773		0.006943771		NA		NA		0.045719616		TA60065_4565		0		Ta.54341		0		TC386649		Rep: Class III chitinase - Oryza sativa (Rice), partial (67%) [TC386649]

		A_99_P441757		5.020436		5.02651		5.069809		4.9312057		5.84116		7.2131524		6.6840363		4.9172688		6.553011		5.8286853		7.053478		5.0603313		-1.6379044		2.610755		-1.2918526		-1.1042467		-0.7118511		1.3844671		-0.3694415		-0.14306259		NA		0.010346848		NA		NA		CD871850		0		Ta.21998		0		TC397734		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		A_99_P192232		4.5086174		3.5141668		5.435255		3.979058		6.110949		6.186027		8.5136385		5.9946284		8.460974		5.608235		8.618342		5.171871		-5.09833		1.4925634		-1.0752736		1.7687832		-2.3500247		0.57779217		-0.1047039		0.82275724		0.014438964		NA		NA		NA		EB511985		0		Ta.12887		0		TC445649		0

		A_99_P230171		4.7412863		3.8125799		4.8774247		4.09745		4.2365603		3.378892		4.019207		4.80554		4.462258		3.427152		2.8217382		2.7257912		-1.1693425		-1.0340171		2.2933693		4.2273364		-0.22569752		-0.048259974		1.1974688		2.0797489		NA		NA		0.006148012		NA		TA61572_4565		0		Ta.18720		0		TC392516		0

		A_99_P296496		3.010589		2.968116		3.9489071		3.2437422		8.149658		10.838806		8.261752		5.513691		10.33845		7.8509827		8.651738		5.00135		-4.5592365		7.932763		-1.3103807		1.4263629		-2.1887922		2.9878235		-0.38998604		0.512341		NA		0.0018887959		NA		NA		TA80649_4565		0		Ta.10164		0		TC413128		Rep: Homocysteine S-methyltransferase 1 - Zea mays (Maize), partial (38%) [TC413128]

		A_99_P554162		12.021873		11.4412155		13.06258		12.7992935		13.583186		14.974213		14.522308		13.676997		14.345284		13.814369		14.898087		13.650375		-1.6959555		2.2343318		-1.2975392		1.0186242		-0.7620983		1.1598434		-0.3757782		0.026621819		NA		0.0018829036		NA		NA		TA67616_4565		0		Ta.12671		0		TC453853		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC453853]

		A_99_P361871		6.0228257		4.662542		3.9225636		3.8803089		6.11949		6.477627		5.667975		4.9545546		7.345613		6.525126		5.7983737		5.2393985		-2.3393745		-1.033472		-1.0945961		-1.2182784		-1.2261229		-0.04749918		-0.13039875		-0.28484392		0.044315018		NA		NA		NA		TA100645_4565		0		0		0		TC408233		Rep: Isoform ERG1b of A2WWV5  - Oryza sativa subsp. indica (Rice), partial (79%) [TC408233]

		A_99_P475407		5.365894		5.385468		5.7997003		5.3589077		5.981865		6.9283442		5.447096		4.453133		4.023865		4.1879745		4.0104256		4.286364		3.885229		6.682416		2.7069538		1.1225417		1.9579997		2.7403698		1.4366703		0.16676903		0.041114453		0.0074029695		0.01012269		NA		BJ277773		0		Ta.2758		0		TC419634		Rep: Phosphate transporter 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (19%) [TC419634]

		A_99_P385192		4.9081764		4.7474847		4.426861		5.2726502		7.4838805		9.564413		7.939749		6.0205827		8.99677		7.480492		8.386277		6.012201		-2.8538103		4.2395787		-1.3627571		1.0058267		-1.5128894		2.083921		-0.44652843		0.008381844		0.007920353		0.0037703791		NA		NA		TA106804_4565		0		0		0		TC412901		Rep: Probable polyol transporter 4 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC412901]

		A_99_P117345		1.3601065		1.5274148		1.364549		1.3539099		1.8209146		6.182373		5.0067525		3.1217623		2.5313585		3.3102448		5.2633777		3.0137494		-1.6363075		7.321444		-1.1946808		1.0777428		-0.71044385		2.8721282		-0.25662518		0.108012915		NA		0.014281379		NA		NA		CJ684326		CJ684326		Ta.43332		0		TC410349		CJ684326 Y.Ogihara unpublished cDNA library Wh_PCDAM Triticum aestivum cDNA clone whpc16h10 5', mRNA sequence [CJ684326]

		A_99_P299031		4.619512		3.3798835		4.2795296		3.538641		4.9768853		5.507237		5.2754436		3.4202719		5.9932995		4.8234954		5.1359215		4.789679		-2.0228848		1.6063002		1.1015401		-2.5836437		-1.0164142		0.68374157		0.13952208		-1.3694072		0.031499907		NA		NA		NA		TA81397_4565		0		0		0		TC405598		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC405598]

		A_99_P236396		11.628704		10.838773		11.268993		11.210594		13.041026		13.40549		16.61344		14.311601		14.251507		13.611867		16.630249		12.529084		-2.3141472		-1.1537871		-1.0117196		3.4402573		-1.2104807		-0.20637703		-0.016809464		1.7825165		NA		NA		NA		0.023026405		CK161960		CK161960		Ta.56885		wali5 protein		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P365211		10.070972		9.384761		10.15415		9.824921		11.453694		12.213924		10.636265		10.04453		12.826008		10.508591		10.710683		9.702677		-2.5888538		3.2610435		-1.0529362		1.2673835		-1.3723135		1.7053337		-0.07441807		0.34185314		0.017728265		0.0034427166		NA		NA		TA101771_4565		0		0		0		TC386285		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (94%) [TC386285]

		A_99_P469882		5.3895726		4.523223		6.9489694		5.9760647		6.124168		6.817241		9.536693		7.107719		7.778015		7.5439835		9.794735		7.0414996		-3.1467166		-1.6548979		-1.1958549		1.0469694		-1.6538472		-0.72674227		-0.25804234		0.06621933		0.026274715		NA		NA		NA		CJ873852		CJ873852		Ta.47697		0		TC416508		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		A_99_P339706		8.585832		7.198168		7.120037		7.7482314		9.93973		11.1201515		9.435586		9.613851		10.623896		9.575013		9.515752		9.229882		-1.6067728		2.9183207		-1.0571395		1.3049263		-0.68416595		1.5451384		-0.08016586		0.38396835		NA		0.0031980167		NA		NA		TA93510_4565		0		Ta.7386		0		TC395293		0

		A_99_P645421		10.342124		10.2164755		12.073802		12.473813		11.613232		12.906295		14.144036		13.214958		12.667451		11.406182		14.535027		13.184474		-2.076594		2.8286479		-1.3112931		1.0213549		-1.0542192		1.5001125		-0.39099026		0.0304842		NA		0.0018329794		NA		NA		AY226581		AY226581		Ta.336		caffeic acid O-methyltransferase		TC425244		Triticum aestivum caffeic acid O-methyltransferase (COMT1) mRNA, complete cds [AY226581]

		A_99_P462477		8.506527		7.6003404		5.4203734		6.2705936		9.23482		9.958066		7.9586506		7.6058793		9.918625		8.820205		8.113034		7.369681		-1.6063703		2.2005455		-1.112946		1.1778848		-0.6838045		1.1378613		-0.15438366		0.23619843		NA		0.0031980167		NA		NA		TC412133		0		0		0		TC412133		0

		A_99_P171414		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884		-2.8357003		1.0250845		-1.8852911		2.275442		-1.503705		0.03574276		-0.9147873		1.1861467		NA		NA		NA		0.0066036303		AJ878510		AJ878510		Ta.57724		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		A_99_P376872		2.5174124		2.9440517		4.3843174		4.7122884		5.695835		6.9414687		6.8964744		6.8997436		7.2544136		4.8970847		7.12466		5.5282283		-2.9456346		4.124971		-1.1713609		2.587422		-1.5585785		2.044384		-0.22818565		1.3715153		0.004808426		0.008661914		NA		NA		TA104764_4565		0		0		0		TC430955		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC430955]

		A_99_P227651		13.595767		13.797086		14.647811		14.686557		14.516709		13.667554		14.030572		15.154004		12.8103895		13.357269		12.591941		14.888012		3.2632732		1.2399523		2.7106354		1.2024627		1.7063198		0.3102846		1.438631		0.26599216		NA		NA		0.006594898		NA		TA60921_4565		0		0		0		0		0

		A_99_P152057		1.3644387		1.423536		3.5927715		1.3576894		1.3265654		3.3822155		5.268857		4.3215947		3.77612		3.2226632		6.3865776		4.14453		-5.462474		1.1169405		-2.1700385		1.1305814		-2.4495544		0.15955234		-1.1177206		0.1770649		0.004808426		NA		NA		NA		CJ834638		CJ834638		Ta.53242		0		TC434154		CJ834638 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal6h12 5', mRNA sequence [CJ834638]

		A_99_P060446		1.6265572		1.3123175		2.2743578		1.9526933		3.5066729		6.4628243		7.794426		6.2023373		6.875467		4.7644916		8.177728		5.79846		-10.330183		3.2452571		-1.3043236		1.3230588		-3.368794		1.6983328		-0.38330173		0.40387726		0.012098201		NA		NA		NA		CA741046		CA741046		Ta.22339		0		0		wem1c.pk001.p5 wem1c Triticum aestivum cDNA clone wem1c.pk001.p5 5' end, mRNA sequence [CA741046]

		A_99_P409482		13.896905		14.0541315		14.994797		15.03154		14.802635		14.113892		14.502313		15.354627		13.35276		13.698413		13.1066065		15.209687		2.7318435		1.3337412		2.6311731		1.1056843		1.4498749		0.4154787		1.3957062		0.14493942		NA		NA		0.006525913		NA		TA60960_4565		0		0		0		TC371549		Rep: Stress responsive protein - Triticum aestivum (Wheat), complete [TC371549]

		A_99_P334611		6.3416977		5.5209146		6.437917		6.568976		7.2061367		7.5543723		8.195278		6.519502		8.009376		6.3399963		7.9999604		6.399132		-1.7450143		2.320404		1.1449763		1.0870138		-0.80323887		1.214376		0.19531775		0.12037039		NA		0.003145816		NA		NA		TA91941_4565		0		0		0		0		0

		A_99_P253296		6.455334		6.8323264		7.3272805		7.0192685		9.512701		12.02222		11.4536085		8.833186		11.9004135		9.592843		11.966418		8.229064		-5.233269		5.386606		-1.4268264		1.5200535		-2.3877125		2.4293766		-0.51280975		0.60412216		0.008727966		0.005902558		NA		0.0049601016		TA68052_4565		0		0		0		TC396811		Rep: Cinnamyl alcohol dehydrogenase 1a - Festuca arundinacea (Tall fescue) (Schedonorus arundinaceus), partial (49%) [TC396811]

		A_99_P417967		4.4520917		3.6717231		4.0565376		1.6690339		5.6800423		5.1679945		7.874886		7.5732894		6.703859		4.655778		7.1032696		2.622443		-2.0332909		1.4262398		1.7071816		30.928108		-1.0238166		0.51221657		0.77161646		4.9508467		NA		NA		NA		0.0036477002		Y09916		Y09916		Ta.56302		pSBGer2 protein		TC378956		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P287191		5.6938744		4.4863715		4.7328515		4.8180676		6.841587		8.413054		6.940601		5.8203177		8.882228		7.8798537		7.178863		6.0145507		-4.1142826		1.4471363		-1.1795709		-1.1441157		-2.0406408		0.53320074		-0.23826218		-0.19423294		0.033440996		NA		NA		NA		TA77982_4565		0		Ta.24134		0		TC409702		0

		A_99_P059546		12.029941		11.870412		12.037614		11.818435		12.654799		14.010013		13.266971		12.307709		12.983798		12.981769		13.668027		12.324219		-1.2561412		2.0395403		-1.3204744		-1.0115097		-0.32899857		1.028244		-0.4010563		-0.01651001		NA		0.005397964		NA		NA		DR738110		DR738110		Ta.21998		0		TC455494		FGAS083327 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738110]

		A_99_P425522		1.839993		4.347874		2.3286011		1.7113647		1.513723		1.7572931		2.2171142		2.1230679		4.4830146		10.546254		8.462509		4.372064		-7.8315163		-442.32452		-75.86669		-4.75352		-2.9692917		-8.788961		-6.2453947		-2.2489963		0.014205899		0.002645037		8.26E-04		0.041052703		TA77707_4565		0		0		0		TC385151		Rep: TPR domain protein - Musa acuminata (Banana), partial (69%) [TC385151]

		A_99_P555047		2.1295836		2.5348396		2.3337796		4.5385985		2.2082908		7.269741		8.746236		6.591433		3.765276		5.1957626		8.317699		7.350222		-2.9423833		4.2104616		1.3458675		-1.6920698		-1.5569851		2.0739784		0.42853642		-0.75878906		NA		0.0049426304		NA		NA		AK335181		AK335181		Ta.51477		0		TC454209		Triticum aestivum cDNA, clone: WT012_E07, cultivar: Chinese Spring [AK335181]

		A_99_P239756		9.005225		9.735999		6.633714		9.305409		8.038082		8.312742		5.799265		7.558283		7.599739		8.545937		4.3581123		8.649808		1.3550471		-1.1754347		2.715377		-2.130992		0.43834305		-0.23319435		1.4411526		-1.0915251		NA		NA		0.0011743676		NA		TA64369_4565		0		0		0		0		0

		A_99_P242791		8.618609		7.6915627		9.977239		9.398822		11.972518		15.054904		13.927025		12.265411		13.531301		13.272819		14.156802		12.333371		-2.9460514		3.4392295		-1.1726539		-1.0482333		-1.5587826		1.7820854		-0.22977734		-0.067959785		NA		0.0018329794		NA		NA		TA65180_4565		0		Ta.192		0		TC415690		Rep: PR17d precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (76%) [TC415690]

		A_99_P449922		11.4661255		10.867889		10.086266		10.218962		12.361573		13.150459		12.475548		10.357101		13.523742		12.020022		12.761078		10.357211		-2.2379355		2.1892502		-1.218858		-1.000076		-1.1621685		1.1304369		-0.2855301		-1.10E-04		NA		0.0062426426		NA		NA		CD374021		0		Ta.24576		0		TC403677		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC403677]

		A_99_P419827		2.0066288		1.811092		1.2905862		1.2895228		3.0015373		2.4476583		4.556131		9.9356		4.509464		1.2926626		3.8591201		5.680592		-2.8440099		2.2268367		1.6211423		19.093481		-1.5079265		1.1549957		0.69701076		4.255008		NA		NA		NA		0.0022016047		TA67455_4565		0		Ta.58591		0		TC380558		0

		A_99_P235541		5.664381		4.641397		5.881849		6.235848		9.708106		9.381797		10.492459		8.20622		11.751901		9.763585		10.660548		8.515343		-4.1232862		-1.3029559		-1.1235691		-1.2389543		-2.0437946		-0.38178825		-0.16808891		-0.30912304		0.007649195		NA		NA		NA		TA63222_4565		0		0		0		TC405266		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (37%) [TC405266]

		A_99_P445424		4.1629195		3.700019		4.6398587		4.284874		3.1073837		2.6742532		2.5430586		2.8135803		4.4694314		2.2893355		4.2613854		3.8014631		-2.5704975		1.3057853		-3.2905455		-1.9832724		-1.3620477		0.38491774		-1.7183268		-0.98788285		NA		NA		0.020349082		NA		TC404471		0		0		0		TC404471		Rep: Wali2 protein - Triticum aestivum (Wheat), partial (14%) [TC404471]

		A_99_P128910		3.4757702		3.3467674		3.8252041		3.8176117		6.2101645		6.312062		6.5199127		4.2397885		7.8965325		5.151794		6.930956		4.6966114		-3.2184544		2.2349892		-1.329647		-1.3725159		-1.686368		1.1602678		-0.41104317		-0.45682287		NA		0.0052602678		NA		NA		CJ707256		CJ707256		Ta.46964		0		TC408305		CJ707256 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n9m10 5', mRNA sequence [CJ707256]

		A_99_P322201		10.059822		9.426193		8.910974		9.107899		10.92791		11.920093		11.452367		10.271893		12.306783		11.068954		11.828728		9.658768		-2.600651		1.8039235		-1.2980634		1.5295687		-1.3788729		0.8511381		-0.3763609		0.61312485		0.018852921		NA		NA		NA		TA88202_4565		0		0		0		TC379280		Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC379280]

		A_99_P479427		1.3946656		1.8928629		1.7219445		1.3687466		2.539139		5.830235		8.71413		3.5245583		7.1370444		4.526942		9.611735		2.7611144		-24.216276		2.467916		-1.8629706		1.6975381		-4.597905		1.3032932		-0.89760494		0.76344395		0.015310148		NA		NA		NA		TC421811		0		0		0		TC421811		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC421811]

		A_99_P346871		3.8791368		3.7133229		4.196249		3.254739		7.8405824		8.24739		7.6310716		8.588145		7.792334		7.4212947		7.354613		5.971405		1.0340086		1.7728803		1.2112181		6.133626		0.04824829		0.8260951		0.27645874		2.6167402		NA		NA		NA		0.00551135		TA95769_4565		0		0		0		TC448247		MIPARRLS Podospora anserina mtDNA for large subunit rRNA, partial (3%) [TC448247]

		A_99_P441142		9.185255		9.249087		9.951564		9.713836		9.241309		10.242696		11.398598		11.654335		10.459903		9.046631		11.032233		11.304883		-2.3271973		2.291139		1.2891003		1.2740766		-1.2185936		1.196065		0.36636448		0.34945202		NA		0.03344849		NA		NA		CK206425		CK206425		Ta.1830		0		TC427986		FGAS018018 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206425]

		A_99_P159167		3.6495144		4.965229		5.028438		4.2982063		2.5474608		2.6462836		2.6243813		1.3985152		3.3787136		3.4373777		2.019126		2.7258778		-1.7792298		-1.7303863		1.521248		-2.509435		-0.8312528		-0.79109406		0.60525537		-1.3273625		NA		NA		NA		0.01531735		AK334553		AK334553		Ta.54937		expansin EXPA3		TC385735		Triticum aestivum cDNA, clone: WT010_E14, cultivar: Chinese Spring [AK334553]

		A_99_P040958		1.2453231		1.2519019		1.2586359		1.7897607		1.3927988		1.2581605		1.2513665		1.5640651		4.9701915		4.2725635		3.4740658		1.956338		-11.9372		-8.080266		-4.667659		-1.3124596		-3.5773926		-3.0144029		-2.2226992		-0.39227295		0.004808426		0.017367166		0.0011989404		NA		CA746609		CA746609		Ta.15219		0		0		wri2s.pk004.k22 wri2s Triticum aestivum cDNA clone wri2s.pk004.k22 5' end, mRNA sequence [CA746609]

		A_99_P589522		7.719527		7.2829623		8.888664		9.09319		8.620559		9.47041		11.093692		9.684381		9.184707		8.164529		10.952305		9.652633		-1.4785141		2.4723475		1.102965		1.0222498		-0.56414795		1.3058815		0.14138699		0.031747818		NA		0.0036288619		NA		NA		AY226581		AY226581		Ta.336		caffeic acid O-methyltransferase		TC392174		Triticum aestivum caffeic acid O-methyltransferase (COMT1) mRNA, complete cds [AY226581]

		A_99_P206456		3.4073298		1.9518757		1.2528015		2.5349061		3.8759086		3.4356182		1.2508866		1.9693407		5.3621545		3.5134506		2.2956083		3.1059494		-2.80159		-1.0554311		-2.0629685		-2.1986358		-1.4862459		-0.07783246		-1.0447217		-1.1366087		0.043573983		NA		NA		NA		TA53001_4565		0		0		0		TC457241		Rep: ORF1 protein - Hordeum vulgare (Barley), complete [TC457241]

		A_99_P597642		15.050708		15.182805		12.159205		12.928605		15.288165		15.226905		11.436112		14.034354		15.075343		15.336993		10.399267		13.025536		1.158953		-1.0792943		2.051736		2.0122626		0.21282196		-0.11008835		1.0368452		1.0088186		NA		NA		0.0029796208		0.016839767		CK208553		CK208553		Ta.54252		glycine-rich RNA-binding protein		TC445108		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P373627		1.2465533		1.4712881		1.2608684		1.7298437		2.894078		5.124824		5.623941		4.0834527		3.715995		2.8637083		6.3728466		3.7089527		-1.7677535		4.7936206		-1.6805176		1.2963902		-0.82191706		2.2611158		-0.74890566		0.37450004		NA		0.008912641		NA		NA		TA103963_4565		0		0		0		0		0

		A_99_P106460		3.678239		3.3731565		3.6508865		4.035415		2.3856914		2.697734		3.6218593		1.45613		2.0991712		1.9584287		2.4807236		2.4979732		1.2196949		1.6693718		2.2055457		-2.0588562		0.28652024		0.7393054		1.1411357		-1.0418432		NA		NA		NA		0.0048534498		CA483945		CA483945		Ta.40041		0		TC399138		WHE3207_D01_H01ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3207_D01_H01, mRNA sequence [CA483945]

		A_99_P092495		2.4419653		2.8866253		4.4311147		5.689445		3.725502		8.184552		9.317223		7.142721		4.324405		5.5020943		8.753392		7.8034034		-1.5145646		6.4194865		1.4781886		-1.58083		-0.5989032		2.682458		0.5638304		-0.6606822		NA		0.011073109		NA		NA		AB244641		AB244641		Ta.34949		endo-beta-1,3-glucanase		TC368883		Triticum aestivum TaGlb2e mRNA for endo-beta-1,3-glucanase, complete cds [AB244641]

		A_99_P242271		1.276095		1.2858281		1.7612451		1.5486164		3.194606		3.5778446		2.049236		5.1121135		1.2793754		1.3657022		1.288386		1.2842411		3.7717412		4.633629		1.6944888		14.200524		1.9152306		2.2121425		0.7608501		3.8278723		NA		9.48E-04		NA		0.03096726		TA65058_4565		0		Ta.22011		0		0		0

		A_99_P647151		4.772365		3.7713425		4.625255		4.8747077		5.17154		3.5203037		4.3508253		3.4564202		2.6930902		3.082917		2.6640186		3.0165474		5.5729823		1.3541492		3.219433		1.3564847		2.4784496		0.43738675		1.6868067		0.43987274		0.026497984		NA		NA		NA		CK205795		CK205795		Ta.54456		type 1 non-specific lipid transfer protein precursor		TC411301		FGAS017338 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK205795]

		A_99_P546587		7.445707		6.346424		5.1368594		5.8161616		8.484562		8.097189		10.54946		9.676735		8.155054		7.6665454		9.312068		6.505899		1.2565846		1.3478347		2.3577201		9.005685		0.32950783		0.43064356		1.2373924		3.170836		NA		NA		NA		0.0036477002		Y09917		Y09917		Ta.35388		pSBGer3 protein		TC450974		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P311356		6.449407		5.8687196		6.0244827		6.207915		7.73187		8.899631		7.336397		5.8449535		9.205988		7.6087146		8.120841		6.292833		-2.778137		2.4468336		-1.7224282		-1.3640337		-1.4741178		1.290916		-0.78444386		-0.4478793		0.010072609		0.0056388965		NA		NA		TA85044_4565		0		0		0		0		0

		A_99_P242796		6.6087785		5.9150825		6.468424		5.960357		7.580166		9.11453		8.645104		5.7777576		8.971115		8.149093		9.640232		6.6213174		-2.6225119		1.9526548		-1.9932569		-1.7944725		-1.3909492		0.96543694		-0.9951277		-0.84355974		0.03330837		NA		NA		NA		TA65181_4565		0		0		0		TC398605		Rep: PR17c precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC398605]

		A_99_P283116		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734		-2.8281298		1.6931764		-1.3814658		1.4144099		-1.4998484		0.75973225		-0.46619987		0.5002003		0.014289884		NA		NA		NA		TA76803_4565		0		0		0		TC400723		0

		A_99_P235486		8.887633		7.0633698		5.980135		7.89749		9.854114		9.301863		8.779243		7.854549		11.578059		9.788039		8.678224		8.207665		-3.3033862		-1.4007276		1.0725313		-1.2773169		-1.7239456		-0.4861765		0.10101986		-0.3531165		0.03860484		NA		NA		NA		TA63206_4565		0		0		0		TC407651		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (27%) [TC407651]

		A_99_P454652		6.0957847		3.6793635		3.8724787		5.2319665		5.651016		6.0110164		5.5724525		4.3335037		7.420672		7.2424903		6.1274395		5.1225853		-3.4097257		-2.3480675		-1.4691553		-1.727974		-1.7696557		-1.2314739		-0.55498695		-0.7890816		0.048014235		NA		NA		NA		TC406857		0		0		0		TC406857		Rep: CG14265-PB - Drosophila melanogaster (Fruit fly), partial (16%) [TC406857]

		A_99_P180455		5.6967216		6.067674		5.924662		6.049808		4.9110417		4.720713		4.5424294		4.8967757		4.645625		6.0430064		4.704472		5.36865		1.2019831		-2.500633		-1.1188701		-1.3869101		0.26541662		-1.3222933		-0.16204262		-0.47187424		NA		0.04610759		NA		NA		CD912922		CD912922		Ta.59783		0		0		G550.116E20R010920 G550 Triticum aestivum cDNA clone G550116E20, mRNA sequence [CD912922]

		A_99_P083750		2.3910637		2.4082174		1.4479489		2.3464622		6.2987175		9.252699		7.5742393		5.5310388		8.145251		7.0143523		8.005968		5.921444		-3.596351		4.7185597		-1.3488489		-1.3107615		-1.8465338		2.2383466		-0.43172884		-0.39040518		0.0039620036		0.0031980167		NA		NA		DR737675		DR737675		Ta.31891		0		TC389192		FGAS082893 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737675]

		A_99_P433582		2.4653285		3.8580787		3.5871708		1.5485182		3.1035721		5.0484843		6.1109204		3.2581036		4.779209		3.7662213		6.5391097		1.5629964		-3.1946037		2.4322019		-1.3455437		3.2380095		-1.675637		1.282263		-0.42818928		1.6951072		NA		NA		NA		0.026147734		TC391384		0		0		0		TC391384		Rep: Os10g0509600 protein - Oryza sativa subsp. japonica (Rice), partial (43%) [TC391384]

		A_99_P144008		9.436641		9.180143		7.9401417		8.619896		9.105775		7.7445474		6.482264		7.716989		8.134877		8.8070755		6.325393		7.9009833		1.9600598		-2.0885882		1.1148664		-1.1360247		0.9708977		-1.0625281		0.15687084		-0.1839943		0.032395322		0.01633435		NA		NA		CV780908		0		Ta.51320		0		TC404664		0

		A_99_P183447		10.584283		9.083332		7.456566		8.485536		11.109323		11.671367		8.896187		9.182906		11.741837		10.579726		9.314652		8.945371		-1.5502641		2.1311624		-1.3365053		1.1789769		-0.632514		1.0916405		-0.4184656		0.23753548		NA		0.0056388965		NA		NA		CA682193		CA682193		Ta.60474		0		TC392759		wlm24.pk0029.b2 wlm24 Triticum aestivum cDNA clone wlm24.pk0029.b2 5' end, mRNA sequence [CA682193]

		A_99_P196383		1.9435176		1.2946229		1.477619		3.3055956		3.3180685		4.2362046		4.586346		3.1100519		3.5595493		3.019244		5.1232905		2.4467525		-1.1822054		2.324565		-1.4508963		1.5837003		-0.24148083		1.2169607		-0.5369444		0.6632993		NA		0.004901286		NA		NA		TA92117_4565		0		0		0		TC424919		Rep: Os03g0335200 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC424919]

		A_99_P326436		5.706426		2.1950862		3.2846992		1.8945837		7.51652		4.802492		8.3750305		6.828262		7.8421516		5.306104		7.736723		3.0186672		-1.2532129		-1.4177587		1.5565021		14.021751		-0.32563162		-0.50361204		0.6383076		3.8095946		NA		NA		NA		0.0013309171		TA89479_4565		0		0		0		TC417930		0

		A_99_P424247		1.7609628		2.6612508		1.2410264		1.3062428		2.9542682		5.060431		10.810374		7.918436		4.9025493		6.847246		10.170733		4.549832		-3.8591444		-3.4505234		1.5579412		10.328825		-1.948281		-1.7868152		0.6396408		3.3686042		NA		NA		NA		0.0065518217		CK207575		0		Ta.21342		0		TC384116		Rep: Chitinase 3 - Triticum aestivum (Wheat), partial (60%) [TC384116]

		A_99_P427147		6.617932		5.935929		5.671042		6.1255684		6.97159		7.518572		6.411569		5.661888		7.976443		7.024135		6.6323433		5.8618712		-2.0067387		1.4087707		-1.1653588		-1.1486849		-1.0048528		0.49443674		-0.22077417		-0.19998312		0.037676025		NA		NA		NA		TC386247		0		0		0		TC386247		0

		A_99_P529747		4.5997605		4.178219		5.191941		4.263762		5.734239		6.9295707		6.242821		4.8994546		7.1229424		5.899855		6.8482604		4.774847		-2.6184323		2.0416217		-1.5214418		1.0902112		-1.3887033		1.0297155		-0.6054392		0.12460756		0.006916514		NA		3.48E-04		NA		AK334688		AK334688		Ta.67678		BAX inhibitor 1		TC444425		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P469182		10.917556		10.890508		6.6099257		10.352909		12.000561		10.303662		9.888569		10.857517		10.078107		10.117084		7.301895		10.509973		3.7906728		1.1380616		6.007121		1.2723933		1.9224539		0.18657875		2.5866737		0.34754467		NA		NA		0.002148266		NA		AK331977		AK331977		Ta.22759		0		TC416087		Triticum aestivum cDNA, clone: WT002_N12, cultivar: Chinese Spring [AK331977]

		A_99_P462407		1.5805336		2.1817067		1.8994776		2.63193		1.232798		3.0061524		2.864811		3.1851797		3.4882956		3.7307265		3.6462224		2.625489		-4.774989		-1.6524128		-1.7188116		1.4739532		-2.2554975		-0.7245741		-0.7814114		0.5596907		0.044402286		NA		NA		NA		CD890446		0		Ta.10082		0		TC412106		0

		A_99_P407717		5.4816246		5.362757		4.032883		2.8504765		7.620501		7.4771156		6.9257464		5.041305		9.499554		6.6409736		7.316871		4.7208905		-3.6783345		1.7852697		-1.3114154		1.2486893		-1.8790526		0.83614206		-0.39112473		0.32041454		0.017973071		NA		NA		NA		TC369813		0		0		0		TC369813		Rep: Probable glutathione S-transferase GSTF1 - Oryza sativa subsp. japonica (Rice), partial (69%) [TC369813]

		A_99_P326576		7.7467		8.204793		8.405818		8.11981		8.893538		10.335521		9.441551		8.761916		10.025742		9.499779		9.796892		8.598712		-2.1919322		1.7847748		-1.2792879		1.1197714		-1.1322031		0.835742		-0.35534096		0.1632042		0.006943771		NA		NA		NA		CK217796		CK217796		Ta.989		0		TC420492		FGAS029798 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217796]

		A_99_P132845		1.2433308		1.3880874		2.1672466		1.7865729		5.1468573		8.561242		8.203296		4.7578187		8.252143		6.275152		9.070337		4.3008094		-8.605659		4.877324		-1.8239189		1.3726933		-3.1052856		2.28609		-0.8670416		0.45700932		0.0052156486		0.0026688024		NA		NA		CJ628070		CJ628070		Ta.48117		0		0		CJ628070 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs14b05 5', mRNA sequence [CJ628070]

		A_99_P183952		3.948246		5.5355797		6.7806983		3.648034		4.2357135		6.0768123		6.543398		5.945877		6.595713		6.4036484		7.3741627		5.091904		-5.1337023		-1.2542597		-1.778628		1.8074715		-2.3599997		-0.3268361		-0.8307648		0.8539729		0.024328971		NA		NA		NA		CK208047		CK208047		Ta.60586		0		TC378720		FGAS019725 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208047]

		A_99_P245556		6.555942		6.8124714		6.839702		6.707807		7.156706		8.52095		7.9402466		6.5266247		7.761211		7.3721566		8.119864		6.465714		-1.520457		2.2172842		-1.1325839		1.0431241		-0.60450506		1.1487937		-0.17961788		0.0609107		NA		0.018645575		NA		NA		TA65888_4565		0		0		0		0		0

		A_99_P649102		1.7787613		1.3742882		1.3716506		1.37161		1.7469168		1.3841777		5.7232223		3.3869934		1.7442523		1.3973373		5.6592636		1.6098322		1.0018486		-1.0091633		1.0453302		3.427511		0.0026644468		-0.013159633		0.063958645		1.7771612		NA		NA		NA		0.023026405		AY596269		AY596269		Ta.62120		polyphenol oxidase		0		Triticum aestivum cultivar Glenlea polyphenol oxidase mRNA, partial cds [AY596269]

		A_99_P185814		1.36805		1.9846687		2.0156848		1.8733374		3.686658		7.001423		6.1626115		4.4754524		5.8600864		4.2267437		6.494395		4.2412834		-4.5109415		6.8432384		-1.2585682		1.176229		-2.1734285		2.7746792		-0.3317833		0.234169		0.010633168		0.004407682		NA		NA		CJ907824		CJ907824		Ta.61004		0		0		CJ907824 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8h19 5', mRNA sequence [CJ907824]

		A_99_P370637		2.5845616		2.6739924		1.7259251		1.7299395		4.8110976		5.8333383		4.3361106		1.7855037		5.3630347		5.0507145		5.5424404		2.1093032		-1.4660529		1.7202566		-2.3074987		-1.2516224		-0.5519371		0.78262377		-1.2063298		-0.3237995		NA		NA		7.39E-04		NA		TA103245_4565		0		0		0		TC400902		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (10%) [TC400902]

		A_99_P378077		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547		-2.6164157		2.3360891		-1.2630666		1.1136276		-1.3875918		1.2240953		-0.33693075		0.15526676		NA		0.04387963		NA		NA		TA105059_4565		0		0		0		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		A_99_P351076		1.2888255		2.0062058		1.3165425		1.9157511		3.6536207		3.8413498		2.193258		5.7680945		1.9071101		1.3688718		1.3047811		1.2988334		3.3554602		5.549962		1.8512207		22.150406		1.7465106		2.472478		0.88847697		4.469261		NA		NA		NA		0.009462279		TA97086_4565		0		0		0		TC387759		Rep: Calmodulin-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC387759]

		A_99_P395852		4.8123317		4.6694818		5.061794		4.826885		3.1966136		3.7755356		4.0442805		2.5605772		2.3834178		3.2479143		2.591508		2.3637197		1.7570993		1.4415504		2.7373362		1.1461989		0.8131957		0.52762127		1.4527726		0.19685745		NA		NA		0.0012243454		NA		TA109406_4565		0		0		0		TC449588		0

		A_99_P239701		5.054502		6.085594		2.6360152		6.2208533		4.3524756		5.3494515		2.335844		4.438977		3.7711294		4.9502797		1.5573254		5.5428314		1.4962448		1.3187506		1.7153686		-2.1492817		0.5813463		0.39917183		0.7785187		-1.1038547		NA		NA		NA		0.043272085		TA64357_4565		0		0		0		TC369886		0

		A_99_P436952		4.04441		4.3421726		1.5630506		3.2662659		6.993587		9.069695		9.349649		9.689157		8.953069		8.818887		9.788257		9.005982		-3.8892224		1.1898739		-1.3552953		1.6056685		-1.9594817		0.25080872		-0.43860722		0.68317413		0.009550733		NA		NA		NA		TA71706_4565		0		Ta.6801		0		TC394039		0

		A_99_P175719		6.479421		6.6330447		6.4001803		6.2408757		7.76742		11.007084		13.089068		10.118023		10.213761		9.902349		13.63329		9.81397		-5.450322		2.1505928		-1.4582336		1.2346082		-2.4463415		1.1047344		-0.5442219		0.3040533		0.017461266		NA		NA		NA		BQ744250		BQ744250		Ta.58716		0		TC423415		WHE4113_D06_G11ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4113_D06_G11, mRNA sequence [BQ744250]

		A_99_P509202		11.481017		12.522156		12.79996		11.856827		12.886078		14.51799		15.7332735		14.387988		14.11319		13.598001		15.888879		13.809247		-2.3409786		1.8921016		-1.1138889		1.4935454		-1.2271118		0.9199896		-0.15560532		0.5787411		0.015860438		NA		NA		NA		TA55707_4565		0		Ta.31518		0		TC413450		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), partial (66%) [TC413450]

		A_99_P339386		5.729225		4.4792957		3.487732		3.6007354		7.7239475		5.477491		3.8610315		6.59149		6.6936297		6.023088		3.2834854		3.999194		2.042474		-1.4596243		1.4923089		6.030576		1.0303178		-0.5455971		0.5775461		2.592296		NA		NA		NA		0.026927333		TA93419_4565		0		0		0		TC407861		0

		A_99_P509767		8.130624		7.6906776		7.67565		8.758381		8.492688		8.791101		6.38985		8.490199		8.773838		7.6793838		6.498222		8.843318		-1.215163		2.161028		-1.0780109		-1.2773191		-0.28114986		1.1117177		-0.108371735		-0.3531189		NA		0.00829696		NA		NA		BQ620409		0		Ta.30674		0		TC436015		Rep: Peroxidase 7 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (42%) [TC436015]

		A_99_P609927		14.85036		14.984019		11.920932		12.68039		15.133388		14.989118		11.207797		13.807083		14.816453		15.114505		10.215122		12.805596		1.2456809		-1.0908004		1.9898709		2.002062		0.3169346		-0.12538719		0.9926748		1.0014868		NA		NA		0.0029576477		0.017992992		CK208553		CK208553		Ta.54252		glycine-rich RNA-binding protein		TC445108		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P570492		5.253176		5.397242		6.652188		7.7215233		6.810221		8.007278		9.253832		9.217002		6.7343197		6.502659		8.457595		9.216739		1.0540195		2.8374984		1.7365657		1.0001825		0.07590151		1.5046196		0.796237		2.63E-04		NA		0.011379373		NA		NA		CD874133		0		Ta.46350		0		TC460006		Rep: Os06g0178600 protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC460006]

		A_99_P289376		4.157857		2.4775736		1.774124		2.047468		1.9672146		3.6662242		8.650378		8.938913		4.22963		3.798109		9.308816		5.9878616		-4.797941		-1.0957242		-1.5783725		7.733126		-2.2624154		-0.13188481		-0.6584377		2.9510517		NA		NA		NA		0.004083378		TA78618_4565		0		0		0		TC404300		0

		A_99_P383582		4.895244		5.226627		7.714939		7.9835205		5.7026076		7.6126		9.081632		9.2928505		6.8959985		6.5462794		9.430679		9.470502		-2.2868962		2.0940857		-1.2737195		-1.1310412		-1.1933908		1.0663204		-0.34904766		-0.1776514		0.03328789		NA		NA		NA		TA106410_4565		0		0		0		TC426480		Rep: Os01g0163000 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC426480]

		A_99_P225431		5.6970806		4.5435114		3.4409993		2.6255624		7.178902		6.844582		9.373997		8.407621		6.8675		5.9348927		8.397027		4.08616		1.2409133		1.878641		1.9683267		19.993528		0.31140232		0.9096894		0.9769697		4.321461		NA		NA		NA		0.010339822		TA60100_4565		0		0		0		TC376697		Rep: Oxalate oxidase GF-2.8 precursor - Triticum aestivum (Wheat), partial (92%) [TC376697]

		A_99_P256371		7.6459613		6.4704003		6.7173004		7.4693437		9.056582		11.276214		9.529567		9.440183		10.020484		9.365788		9.76027		9.35459		-1.9505777		3.7591987		-1.1734068		1.0611233		-0.9639015		1.9104252		-0.23070335		0.08559227		0.004808426		0.0046533425		NA		NA		AF110180		AF110180		Ta.10084		high-affinity phosphate transporter PT1		TC440513		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		A_99_P242686		11.730582		12.593509		15.07388		14.087123		12.768781		12.876182		13.153855		13.361375		14.444054		11.9248		13.875992		13.183017		-3.1937978		1.9337237		-1.6496232		1.1315953		-1.675273		0.9513817		-0.7221365		0.17835808		0.034926325		NA		0.0014575345		NA		TA65150_4565		0		Ta.253		0		TC379880		0

		A_99_P310211		4.2100964		3.6603405		4.3103576		4.069339		6.2870536		8.69438		8.609364		6.6240196		8.569293		7.567047		9.295625		6.6689186		-4.8643246		2.1845448		-1.609108		-1.031611		-2.2822394		1.1273327		-0.6862612		-0.044898987		0.0065335715		NA		NA		NA		CV761530		CV761530		Ta.14231		0		TC413501		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		A_99_P210936		14.324017		14.201789		11.936549		12.475062		13.852462		13.090054		9.810004		13.380179		13.982984		13.2275505		9.993294		12.344849		-1.0946895		-1.099995		-1.1354699		2.0495834		-0.13052177		-0.13749695		-0.18328953		1.0353308		NA		NA		NA		0.045818843		TA54419_4565		0		Ta.53883		0		TC402173		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (89%) [TC402173]

		A_99_P526212		5.873695		3.2821589		6.9562798		3.6726406		5.164628		5.5351434		4.283274		9.673244		4.4798646		5.717762		4.0783706		5.1027484		1.6074383		-1.134942		1.1526093		23.760546		0.68476343		-0.18261862		0.2049036		4.570496		NA		NA		NA		0.011102		TC443019		0		0		0		TC443019		Rep: Glycin-rich protein - Vigna unguiculata (Cowpea), partial (15%) [TC443019]

		A_99_P117725		1.9220723		4.1771617		6.413178		4.4547687		3.2382119		5.6182294		6.8904223		5.2826214		4.4739275		4.0398097		7.467758		5.62629		-2.3549814		2.9864254		-1.4920913		-1.2689792		-1.2357156		1.5784197		-0.57733583		-0.34366846		NA		0.018667223		NA		NA		CJ721099		CJ721099		Ta.43435		0		TC422109		CJ721099 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh10l22 5', mRNA sequence [CJ721099]

		A_99_P214061		8.0021		8.714263		5.875875		6.3935685		10.054278		12.222922		13.659438		10.437028		11.77288		11.83876		13.3828		8.807475		-3.2911716		1.3051014		1.2113687		3.0941708		-1.7186012		0.38416195		0.27663803		1.6295528		0.015456554		NA		NA		NA		TA55650_4565		0		0		0		TC381268		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), complete [TC381268]

		A_99_P199261		10.19932		10.533505		11.771611		11.193169		11.081576		12.373738		12.088814		11.230098		11.74101		11.351155		12.446078		11.328873		-1.5794622		2.031553		-1.2809947		-1.0708637		-0.65943336		1.022583		-0.35726452		-0.09877491		0.0110150445		0.0045991605		0.0036845054		NA		TA50699_4565		0		0		0		0		0

		A_99_P098910		5.922804		5.3488007		5.1366487		5.0844445		5.247395		3.976136		3.5007603		4.638776		5.1243873		5.057478		4.3915524		4.691911		1.0890028		-2.1160035		-1.8541939		-1.0375173		0.123007774		-1.081342		-0.89079213		-0.053135395		NA		0.017599616		NA		NA		CV767209		CV767209		Ta.37357		0		0		FGAS061597 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV767209]

		A_99_P310891		4.179338		3.6389782		4.009167		4.5778213		2.8364413		2.4672291		3.7285967		3.0550423		3.1439636		2.7319603		2.4808443		2.5878668		-1.2375804		-1.2014122		2.3747118		1.3824004		-0.3075223		-0.26473117		1.2477524		0.46717548		NA		NA		0.009656969		NA		TA84919_4565		0		0		0		0		0

		A_99_P454027		6.0280967		5.9990706		7.4481835		6.682844		5.570696		4.9178557		5.7115045		6.011727		5.285618		5.9330325		5.9544015		6.199991		1.2184762		-2.0211506		-1.1833665		-1.1393921		0.28507805		-1.0151768		-0.24289703		-0.18826437		NA		0.041553564		NA		NA		TC406447		0		0		0		TC406447		Rep: Os05g0406200 protein - Oryza sativa subsp. japonica (Rice), partial (3%) [TC406447]

		A_99_P133905		2.0959733		1.9046816		1.5935732		4.663916		1.5131994		2.2729268		5.097549		5.211079		1.7805783		1.5533444		2.4570987		5.764833		-1.203619		1.6467054		6.2352624		-1.4679002		-0.2673788		0.71958244		2.6404502		-0.55375385		NA		NA		0.0064674676		NA		AB029887		AB029887		Ta.48437		sucrose:fructan 6-fructosyltransferase		TC427838		Triticum aestivum 6-SFT mRNA for sucrose:fructan 6-fructosyltransferase, complete cds [AB029887]

		A_99_P348666		4.792566		2.078762		2.4586706		1.8581623		8.632571		10.04469		10.033399		7.4370065		10.546332		9.28809		10.127927		6.9612355		-3.7679012		1.6895047		-1.0677161		1.3906611		-1.9137611		0.7566004		-0.0945282		0.47577095		0.007851885		NA		NA		NA		TA96313_4565		0		0		0		TC382674		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC382674]

		A_99_P138825		10.130851		9.729209		9.91343		9.855813		11.275253		12.360504		11.852336		10.724033		11.828687		11.32206		12.308957		10.681811		-1.4675741		2.0540118		-1.372324		1.0296985		-0.5534334		1.0384445		-0.45662117		0.042222023		NA		0.0023161431		2.34E-04		NA		TA95683_4565		0		0		0		TC428299		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		A_99_P473522		6.638334		5.5495687		6.801628		6.605964		8.645074		8.980041		9.164376		7.3549175		9.696275		8.28229		10.506884		7.4691753		-2.072254		1.6219733		-2.5359168		-1.0824181		-1.0512009		0.6977501		-1.3425074		-0.11425781		0.0072798654		NA		0.0013963331		NA		TC418609		0		0		0		TC418609		0

		A_99_P115890		3.4848607		4.628272		3.896808		3.1622746		1.8577749		2.4451969		3.0076761		1.5464257		2.0221522		3.7225208		2.398145		4.0261135		-1.1206822		-2.4238896		1.5257633		-5.577767		-0.16437733		-1.277324		0.60953116		-2.4796877		NA		NA		NA		0.043272085		CJ718286		CJ718286		Ta.42921		0		TC432777		CJ718286 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd19d10 5', mRNA sequence [CJ718286]

		A_99_P026169		8.552106		7.709368		7.650055		8.496701		9.78086		12.171428		10.466624		10.408364		10.745091		10.276624		10.628281		10.34611		-1.9510239		3.7187145		-1.1185707		1.0440958		-0.9642315		1.894804		-0.16165638		0.062253952		0.006943771		0.0034982844		NA		NA		AF110180		AF110180		Ta.10084		high-affinity phosphate transporter PT1		0		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		A_99_P510277		3.6910374		3.1588833		2.8578289		4.5960803		8.183204		9.850753		10.049256		9.338314		10.1051445		7.6268716		10.364334		7.4337096		-3.7893248		4.671485		-1.2440788		3.7440622		-1.9219408		2.2238812		-0.31507778		1.9046044		NA		NA		NA		0.0036477002		TC436213		0		0		0		TC436213		Rep: Os07g0550400 protein - Oryza sativa subsp. japonica (Rice), partial (66%) [TC436213]

		A_99_P366697		1.9028105		1.3498186		1.540994		1.3878604		1.3703403		3.608076		3.932002		1.359046		3.8237896		1.8202143		4.398115		1.3538623		-5.4772406		3.4530275		-1.3813827		1.0035995		-2.4534492		1.7878618		-0.4661131		0.0051836967		NA		0.016769376		NA		NA		TA102272_4565		0		0		0		0		0

		A_99_P228801		8.802424		8.816473		8.819112		8.790055		9.829071		9.959527		10.510376		9.126969		11.083768		9.302865		10.790363		8.69571		-2.38617		1.5764309		-1.2141843		1.3484099		-1.2546968		0.656662		-0.27998734		0.43125916		0.02737681		NA		NA		NA		TA61229_4565		0		0		0		TC402771		Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Oryza sativa (Rice), complete [TC402771]

		A_99_P250731		9.429119		10.451457		10.240447		10.744714		8.435067		8.674533		8.260924		9.848105		8.429652		9.9035635		8.517348		10.226879		1.0037605		-2.3440943		-1.1945142		-1.3002362		0.005414963		-1.2290306		-0.25642395		-0.3787737		NA		0.009316583		NA		NA		TA67370_4565		0		0		0		TC443259		0

		A_99_P000381		11.057536		10.087592		11.111321		10.463521		12.158885		13.971812		13.066589		11.895307		13.139346		12.087113		13.114831		11.458412		-1.973096		3.6927583		-1.0340039		1.3536872		-0.9804611		1.8846989		-0.048241615		0.43689442		NA		0.002855394		NA		NA		AF112963		AF112963		Ta.221		chitinase II precursor		TC371620		Triticum aestivum chitinase II precursor (Cht2) mRNA, complete cds [AF112963]

		A_99_P545872		7.3700213		7.258511		8.715955		7.9633126		8.164548		8.97747		8.753945		7.8038316		9.466388		8.198607		8.675438		8.106845		-2.465431		1.7157781		1.055925		-1.2337185		-1.3018398		0.77886295		0.07850742		-0.30301332		0.025897568		0.0041352436		NA		NA		CD921138		0		0		0		TC450704		Rep: Os01g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (51%) [TC450704]

		A_99_P172124		8.592174		7.227398		6.9595585		7.8155837		9.099572		9.523255		8.494254		8.685143		10.905461		7.482344		9.031151		8.260296		-3.4964457		4.1150537		-1.4508483		1.3424307		-1.8058891		2.0409112		-0.5368967		0.4248476		0.017197777		0.0026688024		NA		NA		CV765350		CV765350		Ta.68022		0		TC411783		FGAS059735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765350]

		A_99_P558812		6.489243		6.706244		6.4328237		5.520818		7.5448055		8.673047		7.8847556		6.4439335		8.607243		7.6976185		8.371932		6.2665763		-2.0884564		1.9662253		-1.4016988		1.1308105		-1.062437		0.9754286		-0.48717642		0.1773572		0.008727966		0.004747181		NA		NA		TC455568		0		0		0		TC455568		0

		A_99_P278716		6.3959317		5.6549897		7.487806		7.7184925		9.937008		11.170967		10.908278		9.739526		11.689534		9.721785		11.272212		9.88962		-3.3694808		2.730533		-1.28693		-1.1096418		-1.7525263		1.4491825		-0.36393356		-0.15009403		0.0051288744		0.0018829036		NA		NA		TA75514_4565		0		Ta.5766		0		TC378353		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		A_99_P473697		6.210036		6.0318933		6.770907		6.6585426		6.611466		7.1722164		8.364598		6.574888		7.9395967		6.5961437		9.007264		6.465759		-2.5107715		1.4907855		-1.5612113		1.0785772		-1.3281307		0.5760727		-0.64266586		0.10912943		0.03494428		NA		NA		NA		TC418711		0		0		0		TC418711		Rep: Leucine Rich Repeat domain protein - Aspergillus clavatus, partial (4%) [TC418711]

		A_99_P363086		9.026711		7.4701905		7.2182336		7.1578355		10.10135		11.243283		10.22729		8.545341		11.549942		10.675973		10.639823		8.204613		-2.729416		1.4817585		-1.3310205		1.2663953		-1.4485922		0.56731033		-0.4125328		0.3407278		0.016038302		NA		NA		NA		TA101066_4565		0		0		0		TC407451		0

		A_99_P310606		3.76746		3.2135365		3.1611836		3.3552217		6.01515		5.76257		5.096413		7.0748653		2.5271187		2.996125		3.0281532		3.8288317		11.220238		6.8042912		4.1938057		9.487537		3.4880314		2.766445		2.06826		3.2460337		NA		0.011568463		NA		0.048488025		TA84834_4565		0		0		0		0		0

		A_99_P353536		3.5000455		2.831997		5.603182		6.603872		4.9121785		8.039659		9.068755		7.8410897		6.215588		6.197069		8.327878		8.333915		-2.4681149		3.5865316		1.6711916		-1.4071977		-1.3034096		1.8425894		0.74087715		-0.49282503		NA		0.0031980167		NA		NA		TA97863_4565		0		0		0		TC418049		0

		A_99_P356686		4.8108544		4.695976		4.245117		4.98551		6.2505035		8.390342		7.704437		5.546187		7.4876723		6.65443		8.24256		5.6573014		-2.3573546		3.3308995		-1.4520826		-1.0800623		-1.2371688		1.7359118		-0.5381236		-0.1111145		NA		0.0059919534		NA		NA		TA98861_4565		0		0		0		TC446688		Rep: Allergen V5/Tpx-1 related precursor - Frankia sp. (strain CcI3), partial (6%) [TC446688]

		A_99_P280411		9.783776		11.196785		12.120954		11.266021		10.441532		12.136325		12.828236		11.579651		12.257304		11.336614		13.261036		11.5792885		-3.5204797		1.7407527		-1.3498511		1.0002512		-1.815772		0.7997112		-0.4328003		3.62E-04		0.014438964		NA		NA		NA		TA75997_4565		0		0		0		0		0

		A_99_P469957		7.0186305		9.224071		12.308585		10.798347		9.082562		9.622338		9.555388		9.849347		11.102791		8.565152		10.157448		9.119191		-4.05648		2.080869		-1.5178818		1.6588184		-2.0202284		1.0571861		-0.60205936		0.73015594		0.015860438		NA		NA		NA		TA63215_4565		0		Ta.59925		0		TC416532		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (30%) [TC416532]

		A_99_P511947		3.8033864		3.598487		4.41518		3.908435		3.518629		2.7669556		6.0495486		4.0543666		2.629469		2.337755		4.636429		4.6098523		1.8520976		1.3464873		2.6631243		-1.4696634		0.88916016		0.42920065		1.4131198		-0.5554857		NA		NA		0.0067061954		NA		AL811512		0		Ta.6677		0		0		0

		A_99_P312001		1.9918548		1.6107842		2.0326557		1.2890779		2.3978443		3.867213		4.1659265		3.0876067		3.3224876		2.344964		4.190519		1.5288285		-1.8982148		2.8723848		-1.0171922		2.9460423		-0.9246433		1.522249		-0.0245924		1.5587782		NA		NA		NA		0.045184914		TA85217_4565		0		0		0		TC370866		0

		A_99_P344451		7.938026		6.9427905		7.1215096		7.9234166		10.092631		11.891236		10.330226		9.340558		11.678685		10.021854		10.908338		8.948696		-3.0022702		3.6537602		-1.4928939		1.3120856		-1.5860538		1.8693819		-0.57811165		0.39186192		0.007920353		0.0028111588		NA		NA		TA95013_4565		0		0		0		TC422479		0

		A_99_P355581		2.2430232		1.5526441		2.2476885		1.6598586		2.6267712		3.2559233		4.243754		1.9952193		3.5446243		1.774847		4.885905		2.2941		-1.8893018		2.791569		-1.5606542		-1.2301896		-0.9178531		1.4810762		-0.6421509		-0.2988807		NA		0.012139512		NA		NA		TA98508_4565		0		0		0		TC382743		Rep: TNP2-like protein - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (13%) [TC382743]

		A_99_P080715		1.7175852		2.0074546		2.5886118		1.8017173		5.9867244		8.875058		7.3411503		4.3188157		7.8182507		8.033687		7.6526966		4.682714		-3.559134		1.7917527		-1.2410371		-1.2868985		-1.8315263		0.84137154		-0.31154633		-0.36389828		0.0039620036		NA		NA		NA		CN011019		CN011019		Ta.30850		0		0		WHE3878_H09_P18ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3878_H09_P18, mRNA sequence [CN011019]

		A_99_P512267		12.318736		11.800614		11.261371		11.6906805		10.848855		10.783619		10.128071		9.528072		11.042388		11.214198		10.148292		10.90112		-1.1435606		-1.3477745		-1.0141146		-2.5901718		-0.19353294		-0.4305792		-0.020220757		-1.3730478		NA		NA		NA		0.04993011		CK215021		0		Ta.2412		0		0		0

		A_99_P294496		7.8732533		7.590733		7.0884705		6.4121575		8.840873		10.022552		9.189675		8.168706		10.008541		9.03447		9.386753		7.5581155		-2.2464833		1.9835461		-1.146374		1.526884		-1.1676683		0.98808193		-0.19707775		0.61059046		0.011921108		NA		NA		NA		TA80078_4565		0		0		0		TC380591		Rep: WRKY DNA binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC380591]

		A_99_P136255		2.5565271		1.7406106		3.0414426		2.209482		2.0258706		2.7322428		3.3045967		2.4702463		3.4882421		6.8054085		5.5877686		3.0472705		-2.7556098		-16.832363		-4.8674693		-1.4917691		-1.4623716		-4.073166		-2.283172		-0.5770242		NA		0.0048401994		0.0053614713		NA		BQ169432		BQ169432		Ta.49075		0		0		WHE1772_A03_A06ZT Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE1772_A03_A06, mRNA sequence [BQ169432]

		A_99_P233221		2.6505644		2.3788042		3.960124		2.3955715		4.824475		4.7530236		4.6858087		5.8423944		2.7843444		1.6846842		2.5931532		2.4050672		4.112827		8.388073		4.265324		10.8327465		2.0401304		3.0683393		2.0926554		3.4373271		NA		0.015201373		NA		0.032932952		TA62541_4565		0		0		0		TC393359		Rep: Em protein CS41 - Triticum aestivum (Wheat), complete [TC393359]

		A_99_P129640		8.039461		8.352397		7.5621796		7.481512		8.68762		10.52728		8.727469		8.548499		9.846226		9.759748		9.235827		8.321657		-2.2324154		1.7023544		-1.4224304		1.1702704		-1.1586056		0.7675314		-0.508358		0.22684193		0.009973128		NA		NA		NA		CJ665567		CJ665567		Ta.47165		0		TC388910		CJ665567 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp4a15 5', mRNA sequence [CJ665567]

		A_99_P229316		2.016925		1.258076		1.2717735		1.4343991		2.6856527		4.9773073		6.970918		5.2087827		3.532898		3.0784981		6.8814006		4.7066383		-1.7990624		3.7290528		1.0640143		1.4163171		-0.8472452		1.8988092		0.08951759		0.50214434		NA		0.0034818999		NA		NA		TA61368_4565		0		0		0		0		0

		A_99_P575407		3.4071462		2.3234272		2.6900442		2.4563878		4.2119937		5.078995		4.19558		2.4705708		6.7464585		4.4883194		4.0926003		3.5128508		-5.793619		1.505952		1.0739893		-2.0594797		-2.5344648		0.59067583		0.10297966		-1.04228		0.028879834		NA		NA		NA		TA100255_4565		0		0		0		TC461681		Rep: FAD binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (26%) [TC461681]

		A_99_P235516		6.4422965		8.253003		11.983466		10.43219		8.968765		9.382389		9.216301		9.497792		10.991977		8.125964		9.821956		8.610892		-4.0648766		2.38903		-1.5216691		1.8491983		-2.0232115		1.2564249		-0.6056547		0.88689995		0.011221823		NA		NA		NA		TA63215_4565		0		Ta.59925		0		0		0

		A_99_P618717		14.951634		15.096147		12.013326		12.818566		15.208065		15.133609		11.327357		13.913308		14.978742		15.215622		10.313769		12.924005		1.1722851		-1.058494		2.018926		1.9852265		0.22932339		-0.08201313		1.013588		0.9893036		NA		NA		0.0035268348		0.017159125		CK208553		CK208553		Ta.54252		glycine-rich RNA-binding protein		TC445108		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P385237		1.3883677		1.7576156		1.3899155		1.3814615		1.4162049		5.2150226		3.525755		1.4714946		1.9303756		2.420143		4.801527		1.940869		-1.428173		6.9397306		-2.4212837		-1.384509		-0.51417065		2.7948797		-1.2757721		-0.46937442		NA		0.0062426426		NA		NA		TA106814_4565		0		0		0		TC448097		0

		A_99_P150422		2.6125696		1.6351415		1.8096317		2.7789023		4.9461637		7.078234		6.5363927		5.575737		6.588869		5.3894024		6.979143		5.4069467		-3.1225083		3.2239554		-1.3591931		1.1241156		-1.6427054		1.6888318		-0.44275045		0.16879034		0.008810023		NA		NA		NA		CJ806976		CJ806976		Ta.52865		0		TC397069		CJ806976 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct38g24 5', mRNA sequence [CJ806976]

		A_99_P538147		1.2410059		1.6573232		2.3067408		1.2458426		1.2452812		2.232045		3.9846299		3.315753		2.7675827		2.1733496		4.1506286		3.753641		-2.8724892		1.0415235		-1.1219425		-1.3546197		-1.5223014		0.058695316		-0.1659987		-0.4378879		0.028063525		NA		NA		NA		TC447756		0		0		0		TC447756		Rep: Contig An10c0020, complete genome. precursor - Aspergillus niger, partial (10%) [TC447756]

		A_99_P270251		10.011628		8.830443		7.798185		7.4493256		11.451996		10.959689		14.109592		10.945931		12.933327		10.933969		14.983651		9.712745		-2.7920618		1.0179881		-1.8328118		2.3508568		-1.4813309		0.025720596		-0.8740587		1.2331867		0.021702396		NA		NA		0.009462279		AJ878510		AJ878510		Ta.57724		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		A_99_P225546		2.3131719		1.6433358		1.7100815		1.8734757		5.6470165		6.18197		10.279443		5.3695664		7.5171638		6.489183		9.672479		3.471936		-3.6556988		-1.2373149		1.5230509		3.7260072		-1.8701472		-0.30721283		0.6069641		1.8976305		NA		NA		NA		0.005864677		CV763406		CV763406		Ta.61022		peroxidase		TC379342		FGAS057795 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763406]

		A_99_P151722		4.381988		4.255398		4.208244		5.2558665		2.1808994		3.1089509		3.9574966		4.495413		4.396261		2.8725722		3.913291		5.151499		-4.64398		1.1780319		1.0311153		-1.5758016		-2.2153618		0.23637867		0.044205666		-0.65608597		0.019916272		NA		NA		NA		CJ827955		CJ827955		Ta.53165		0		TC455891		CJ827955 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal24j12 5', mRNA sequence [CJ827955]

		A_99_P278711		9.031947		8.257431		10.08318		10.043287		12.239886		13.573723		13.101651		12.085579		14.153104		12.200394		13.789176		12.25959		-3.7664819		2.590677		-1.610518		-1.1281909		-1.9132175		1.3733292		-0.6875248		-0.17401123		0.0051288744		0.0018829036		NA		NA		TA75513_4565		0		0		0		TC444729		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		A_99_P371677		1.4710083		1.3615307		2.2797148		1.268109		3.6978264		3.693098		4.0004215		1.8399426		6.2230797		3.9426181		4.2161865		1.9150611		-5.756745		-1.1888115		-1.1613195		-1.0534476		-2.5252533		-0.24952006		-0.215765		-0.07511854		0.010474263		NA		NA		NA		TA103506_4565		0		0		0		TC396226		Rep: Septum formation protein Maf - Alteromonas macleodii 'Deep ecotype', partial (5%) [TC396226]

		A_99_P418947		1.7929808		2.019199		2.5655687		1.9529656		1.557819		4.6280417		3.4825523		2.5434415		3.2837827		3.6387825		4.063612		4.28562		-3.3080103		1.9851655		-1.4959476		-3.3453999		-1.7259637		0.98925924		-0.5810597		-1.7421787		0.03155562		NA		NA		NA		CK162975		CK162975		Ta.51887		0		TC379820		FGAS015586 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162975]

		A_99_P344981		8.456595		9.948005		10.236688		9.491055		7.941672		8.292354		8.84583		9.403411		7.1606216		9.543		8.752803		9.564521		1.7183813		-2.3794804		1.0666058		-1.118147		0.7810502		-1.2506466		0.093027115		-0.16110992		NA		0.0024422607		NA		NA		TA95165_4565		0		Ta.18908		0		TC450502		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC450502]

		A_99_P502112		1.4223142		1.4180069		1.4177142		1.8851424		4.588177		3.7667582		4.64962		2.6167886		8.45546		4.457976		5.1848454		1.9208288		-14.593787		-1.6146457		-1.4491686		1.6199619		-3.8672824		-0.69121766		-0.5352254		0.6959598		0.004202322		NA		NA		NA		TC432654		0		0		0		TC432654		Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC432654]

		A_99_P021179		3.5771906		3.4866517		3.2853186		3.952819		3.017336		9.099338		10.175344		6.3525004		5.81221		6.110166		9.838916		5.9922943		-6.9397044		7.940179		1.2626271		1.2836093		-2.7948742		2.9891715		0.33642864		0.36020613		NA		0.0026688024		NA		NA		TA90844_4565		0		Ta.8350		0		TC439141		Rep: Ent-copalyl diphosphate synthase - Oryza sativa subsp. indica (Rice), partial (9%) [TC439141]

		A_99_P359001		3.7599676		2.6730614		7.0087166		7.8508277		6.600824		8.602521		9.459559		9.507604		7.630913		6.504869		9.771328		9.41328		-2.04215		4.2801223		-1.2412283		1.0675652		-1.0300889		2.097652		-0.31176853		0.09432411		NA		0.0018110871		NA		NA		TA99672_4565		0		0		0		TC394619		Rep: Os04g0307500 protein - Oryza sativa subsp. japonica (Rice), partial (55%) [TC394619]

		A_99_P196433		8.030025		7.6478252		7.2064285		6.7004485		8.91442		9.937019		9.21374		8.412808		10.01015		9.094611		9.468623		7.7881207		-2.1372118		1.7930406		-1.1932389		1.541877		-1.0957298		0.8424082		-0.2548828		0.6246877		0.014612206		NA		NA		NA		TA80078_4565		0		0		0		TC380591		Rep: WRKY DNA binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC380591]

		A_99_P461867		1.314453		1.2900621		2.4543905		3.0331528		2.5951192		6.237387		5.760284		5.475289		4.679678		3.712822		6.176699		5.828729		-4.2414536		5.754		-1.3346072		-1.2776036		-2.0845587		2.5245652		-0.4164152		-0.35344028		NA		0.004477295		NA		NA		TC411743		0		0		0		TC411743		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC411743]

		A_99_P320681		6.7750854		6.3411202		5.7951226		5.923077		6.8037395		7.630865		7.3681703		6.0961556		7.8413196		6.95147		7.489969		6.2109776		-2.0527813		1.6014682		-1.0880904		-1.0828414		-1.03758		0.6793952		-0.121798515		-0.11482191		0.041607596		0.008397291		NA		NA		TA87736_4565		0		0		0		TC448079		Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat), partial (63%) [TC448079]

		A_99_P222576		3.4246979		3.3763294		3.911252		2.8104572		7.404901		10.550689		8.531789		6.176491		8.678044		8.497024		7.912146		6.1005116		-2.4168758		4.151593		1.5364946		1.0540762		-1.2731433		2.0536652		0.61964273		0.07597923		NA		0.0020008208		NA		NA		TA59212_4565		0		Ta.54990		0		TC393117		Rep: Chitinase II - Triticum aestivum (Wheat), partial (70%) [TC393117]

		A_99_P133120		1.3282758		1.6497197		1.3732461		1.8856865		4.7361903		3.792696		2.6662276		1.514894		4.3793545		2.7876565		4.1351204		1.3849854		1.2806141		2.0069983		-2.7680938		1.0942243		0.35683584		1.0050395		-1.4688928		0.12990856		NA		NA		0.001790693		NA		CJ631651		CJ631651		Ta.48199		0		TC406737		CJ631651 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs8j08 5', mRNA sequence [CJ631651]

		A_99_P211026		15.465365		15.390754		13.116333		13.785843		15.154101		14.49073		11.08109		14.840657		15.419968		14.633086		11.216655		13.714269		-1.2023578		-1.103706		-1.0985228		2.1831157		-0.26586628		-0.14235592		-0.1355648		1.1263885		NA		NA		NA		0.023100454		TA54447_4565		0		0		0		TC407422		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC407422]

		A_99_P118450		5.7079873		5.435177		6.9939938		6.1023498		6.297697		7.371119		9.033027		6.6941476		7.0260415		6.3270984		9.457317		6.0556526		-1.6567369		2.0619662		-1.3419125		1.5567044		-0.72834444		1.0440207		-0.42429066		0.63849497		NA		0.005181235		NA		NA		CJ688843		CJ688843		Ta.43657		0		TC458122		CJ688843 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd15j19 5', mRNA sequence [CJ688843]

		A_99_P356796		8.322118		7.738093		9.494557		10.272179		9.938801		11.081017		10.786605		10.597781		10.964068		9.785951		11.319096		10.612952		-2.035337		2.453882		-1.4464242		-1.0105712		-1.0252676		1.2950659		-0.53249073		-0.015171051		0.010378437		0.0037902424		NA		NA		TA98913_4565		0		Ta.46865		0		TC386290		0

		A_99_P005951		7.548515		5.750538		6.770534		5.6499634		11.242469		11.579056		10.778577		7.467956		12.988242		10.341125		11.277812		7.0789237		-3.3537457		2.3586009		-1.4134641		1.3095148		-1.7457733		1.2379313		-0.49923515		0.38903236		0.007851885		NA		NA		NA		BQ744001		BQ744001		Ta.3119		0		TC432498		WHE4110_F04_K08ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_F04_K08, mRNA sequence [BQ744001]

		A_99_P487232		5.759756		6.4536285		7.1297345		6.9298973		5.8504043		5.582905		6.8829913		7.082415		4.534773		6.2141724		6.0455685		7.0349956		2.4891124		-1.5489253		1.7868553		1.0334148		1.3156314		-0.63126755		0.83742285		0.047419548		0.043212336		NA		0.005116882		NA		TC425844		0		0		0		TC425844		Rep: Predicted protein - Ostreococcus lucimarinus (strain CCE9901), partial (6%) [TC425844]

		A_99_P000576		2.4715977		2.4461994		3.8878028		3.1175728		3.1848743		5.802179		5.2172747		2.6114485		3.7341576		2.85705		5.2117724		4.1506352		-1.4633585		7.7014437		1.0038211		-2.9063063		-0.54928327		2.945129		0.005502224		-1.5391867		NA		0.03191213		NA		NA		BF482605		BF482605		Ta.309		0		TC431776		WHE2301-2304_K06_K06ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE2301-2304_K06_K06, mRNA sequence [BF482605]

		A_99_P263516		10.261596		9.225774		10.414361		9.496841		11.340233		12.414626		11.951549		11.088016		12.462655		10.816157		12.453069		10.865054		-2.1771219		3.0282173		-1.4157045		1.1671269		-1.1224222		1.5984688		-0.50152016		0.22296143		0.012188323		0.0033201638		NA		NA		TA70991_4565		0		Ta.9765		0		TC443159		0

		A_99_P028994		2.2869549		1.2691323		1.9731878		1.885986		1.9221712		8.8670845		7.741951		3.9191198		5.777063		5.4676547		7.9733467		3.7428815		-14.468985		10.551892		-1.1739701		1.1299338		-3.8548918		3.3994298		-0.23139572		0.1762383		0.020526763		0.0018186421		NA		NA		BM140585		BM140585		Ta.11004		0		TC445155		WHE0485_d08_h15zS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0485_d08_h15, mRNA sequence [BM140585]

		A_99_P119894		7.639244		7.5907083		6.6107306		7.046907		6.69331		6.2287292		5.492754		6.263263		6.5133233		7.250704		5.6418204		6.804704		1.1328733		-2.0306964		-1.1088517		-1.4554255		0.17998648		-1.0219746		-0.14906645		-0.54144096		NA		0.00976131		NA		NA		CJ731962		CJ731962		Ta.44083		0		0		CJ731962 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh5p01 5', mRNA sequence [CJ731962]

		A_99_P555822		11.648201		11.590238		10.669379		11.191326		11.135307		10.323855		10.1609535		10.470548		10.627319		11.523094		10.449679		10.576191		1.4220656		-2.2961848		-1.221561		-1.075974		0.507988		-1.1992388		-0.28872585		-0.10564327		NA		0.007191208		NA		NA		TA70588_4565		0		Ta.3025		0		TC451101		Rep: Ribulose bisphosphate carboxylase large chain - Doryanthes palmeri, partial (19%) [TC451101]

		A_99_P100415		4.5555577		5.308211		7.040182		6.8728356		5.5746837		8.193614		8.278199		6.634256		6.527455		5.6817985		9.029151		6.2228227		-1.935587		5.7033734		-1.6829027		1.3300065		-0.9527712		2.5118155		-0.75095177		0.41143322		0.0051288744		0.03385301		NA		NA		CD868971		CD868971		Ta.37944		0		TC429150		AZO2.110F05F010115 AZO2 Triticum aestivum cDNA clone AZO2110F05, mRNA sequence [CD868971]

		A_99_P149162		10.189298		9.57731		9.264548		9.330286		9.889483		10.313504		10.9046335		9.888938		11.5274935		10.242964		11.347797		9.854596		-3.1123624		1.05011		-1.3595827		1.0240895		-1.63801		0.07054043		-0.44316387		0.034341812		0.04059912		NA		NA		NA		CJ849756		CJ849756		Ta.52593		0		TC457214		CJ849756 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal13a04 5', mRNA sequence [CJ849756]

		A_99_P326036		1.374462		1.6098995		1.7783791		2.507984		1.3325101		3.565384		9.318898		6.204256		2.3693411		2.1811023		9.304841		6.738795		-2.0517159		2.6104195		1.0097913		-1.4484789		-1.036831		1.3842816		0.014057159		-0.53453875		0.03328789		NA		NA		NA		TA89362_4565		0		0		0		TC431718		0

		A_99_P329666		6.84384		6.31249		3.9170482		5.6891217		7.1491985		7.657438		5.0596886		6.4002395		7.7586036		6.114174		5.1677637		5.6487174		-1.5256299		2.9145312		-1.0777893		1.6835681		-0.60940504		1.5432639		-0.10807514		0.75152206		0.02885898		0.0050337026		NA		NA		TA90439_4565		0		0		0		TC370892		0

		A_99_P420342		9.317207		8.555839		9.929028		9.93006		9.957927		10.772163		10.301906		9.528577		10.519904		9.693696		10.293338		9.879238		-1.4762913		2.1117914		1.0059564		-1.2751449		-0.5619774		1.0784674		0.00856781		-0.35066128		NA		0.00956268		NA		NA		TC380923		0		0		0		TC380923		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (57%) [TC380923]

		A_99_P401467		4.6919804		3.8506324		2.289586		4.5383735		7.6196237		9.38512		9.25262		7.970608		9.562062		8.394069		9.723686		7.8753495		-3.8435478		1.9876333		-1.3861338		1.068257		-1.9424386		0.9910517		-0.47106647		0.09525871		0.007742281		NA		NA		NA		TA110806_4565		0		0		0		TC442159		0

		A_99_P491142		3.347292		3.4733741		3.4409828		4.0486336		5.798469		4.1161537		5.942976		5.95126		5.396581		4.2525654		5.207071		4.5631948		1.3212358		-1.0991678		1.6654421		2.6172748		0.4018879		-0.13641167		0.7359052		1.3880653		NA		NA		NA		0.018444981		BJ285849		0		Ta.37918		0		0		0

		A_99_P193608		4.503745		4.192442		5.501222		5.342327		4.0241675		3.5809014		4.726858		4.1616707		3.5129995		3.2677448		3.381334		4.431276		1.4252036		1.2424232		2.541225		-1.2054778		0.511168		0.3131566		1.3455241		-0.26960516		NA		NA		0.012342428		NA		CJ860037		CJ860037		Ta.62726		0		TC441325		CJ860037 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal9l20 5', mRNA sequence [CJ860037]

		A_99_P459937		5.9117274		5.7283916		5.311811		6.4494743		6.94892		8.036358		8.052897		6.1308103		9.236881		7.937805		8.225826		6.5927467		-4.8836555		1.0706989		-1.1273447		-1.3773894		-2.2879615		0.098552704		-0.17292881		-0.46193647		0.0219916		NA		NA		NA		CA692139		0		Ta.51056		0		TC410507		0

		A_99_P132175		2.5414522		1.7352873		1.434409		1.5827065		2.6147172		4.8671527		2.7971935		1.8790945		3.9415872		2.913522		2.4664402		1.6274275		-2.5085783		3.873481		1.2576699		1.190582		-1.32687		1.9536307		0.33075333		0.25166702		NA		0.0047559096		NA		NA		CV758588		CV758588		Ta.47903		0		TC391999		FGAS053033 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV758588]

		A_99_P011754		11.402411		11.472229		11.283862		11.393413		12.182235		12.799858		12.113682		11.692067		13.355144		12.150227		12.336785		11.68668		-2.2546582		1.5687674		-1.1672418		1.0037411		-1.1729088		0.6496315		-0.22310352		0.005387306		0.014207986		0.004239577		NA		NA		CJ856658		CJ856658		Ta.5124		0		TC377487		CJ856658 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal37j19 5', mRNA sequence [CJ856658]

		A_99_P368342		3.8660288		3.389899		3.3242414		3.3019373		7.8238297		10.079166		8.458561		6.780124		9.391238		7.8872848		9.038893		6.5945325		-2.963719		4.5690103		-1.4951931		1.1372833		-1.5674086		2.1918817		-0.5803318		0.1855917		NA		0.0019946992		NA		NA		TA102685_4565		0		0		0		TC451986		0

		A_99_P261796		6.76671		7.341831		6.833163		7.053887		7.7778397		8.893932		8.792716		7.9113526		8.988404		7.8561974		9.302811		7.3798733		-2.314282		2.0530019		-1.4241437		1.4454106		-1.2105646		1.037735		-0.51009464		0.53147936		NA		0.02241239		NA		NA		TA70489_4565		0		Ta.55986		0		TC375684		0

		A_99_P553087		1.4241949		1.4223986		1.4243644		1.8859094		1.5395145		3.44917		4.643536		4.463198		3.0780318		2.6159422		5.286944		4.85373		-2.9049578		1.7816672		-1.5620145		-1.3108767		-1.5385172		0.8332279		-0.6434078		-0.39053202		0.033044264		NA		NA		NA		CD884310		0		Ta.32896		0		TC453470		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (81%) [TC453470]

		A_99_P103260		2.8963747		2.2200377		1.3212862		2.0312803		5.954945		6.2797456		5.583262		7.8422837		7.586271		7.503512		6.199646		4.4561634		-3.0979755		-2.3355565		-1.533028		10.454994		-1.6313257		-1.2237663		-0.616384		3.3861203		NA		NA		NA		0.005435988		BQ903693		BQ903693		Ta.38932		0		0		Ta03_17g05_R Ta03_AAFC_ECORC_Fusarium_graminearum_inoculated_wheat_heads Triticum aestivum cDNA clone Ta03_17g05, mRNA sequence [BQ903693]

		A_99_P251661		12.035298		11.442473		13.048504		12.609474		13.320267		14.482877		14.102483		13.3153715		14.022099		13.41895		14.580711		13.244891		-1.6265688		2.090614		-1.3930322		1.0500662		-0.7018318		1.0639267		-0.47822857		0.07048035		NA		0.0018829036		NA		NA		TA67617_4565		0		0		0		TC448563		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC448563]

		A_99_P245576		8.549935		8.695198		8.790097		8.729603		9.250501		10.658633		10.056618		8.881858		9.711839		9.463248		10.146851		8.592023		-1.3768182		2.2900593		-1.0645419		1.2225004		-0.46133804		1.195385		-0.09023285		0.28983498		NA		0.01301803		NA		NA		TA65892_4565		0		0		0		TC426381		0

		A_99_P419162		7.0613136		7.3166738		8.025903		8.303652		6.5041046		6.524069		7.2179008		8.029878		5.542353		6.815512		6.04907		8.453036		1.947673		-1.2238641		2.2482944		-1.34086		0.96175146		-0.29144335		1.1688309		-0.42315865		NA		NA		0.005105179		NA		TC380025		0		0		0		TC380025		Rep: Os04g0412300 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC380025]

		A_99_P282976		6.2881756		6.6819377		6.339311		5.535515		4.709692		6.2345634		2.55906		4.6848054		5.7176414		4.812262		3.3572445		4.569318		-2.0110505		2.680127		-1.7389114		1.0833411		-1.0079494		1.4223013		-0.7981844		0.115487576		NA		0.035883557		NA		NA		TA76765_4565		0		0		0		0		0

		A_99_P322501		7.242775		6.419966		6.9403996		6.4575944		8.291587		8.72535		7.248219		6.621573		9.241726		7.6821213		7.5677905		6.120954		-1.9320588		2.0608351		-1.2479599		1.4148204		-0.95013905		1.0432291		-0.3195715		0.50061893		0.004808426		0.0035149255		NA		NA		TA88291_4565		0		0		0		TC438020		0

		A_99_P258776		6.588885		6.088566		5.751347		3.2359188		6.562313		7.1298447		8.48738		7.1985283		6.977964		7.016596		8.478957		5.447153		-1.3339003		1.0816613		1.0058553		3.3667934		-0.41565084		0.113248825		0.008422852		1.7513752		NA		NA		NA		0.004083378		TA69647_4565		0		Ta.49980		0		TC434821		0

		A_99_P005116		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856		-3.6639717		2.9016793		-1.5094538		1.3038132		-1.8734083		1.5368881		-0.59402657		0.38273716		0.011904508		0.011204179		NA		NA		AB055077		AB055077		Ta.2793		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		A_99_P504077		5.889885		5.9726276		8.168981		8.010505		4.578659		4.217268		6.415447		7.0266666		4.401668		5.5944114		6.755709		7.579557		1.1305236		-2.5975354		-1.2659864		-1.4670218		0.17699099		-1.3771434		-0.34026194		-0.5528903		NA		0.03340554		NA		0.03826106		BQ172290		0		Ta.14679		0		TC433496		Rep: Selenium-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC433496]

		A_99_P467172		7.1117477		7.6539626		7.8907685		7.679995		8.418969		9.839511		8.866395		8.2107		9.452904		8.948722		9.212087		8.061387		-2.047601		1.8541899		-1.27076		1.1090412		-1.0339346		0.89078903		-0.34569168		0.14931297		0.008578072		0.0062426426		NA		NA		TC420492		0		0		0		TC420492		Rep: Os07g0187900 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC420492]

		A_99_P555182		3.551799		2.6455755		1.6589661		2.176461		4.563433		4.8548617		5.2496142		2.8851538		6.443998		3.67647		5.9084573		2.4213989		-3.6821916		2.2632434		-1.5788159		1.3791265		-1.8805647		1.1783917		-0.65884304		0.4637549		0.031775597		NA		NA		NA		BQ161999		0		Ta.8510		0		TC454248		0

		A_99_P218921		6.009878		5.812611		6.039068		5.7697577		6.5624084		7.869783		6.808617		5.7997417		7.157383		6.760946		7.1640716		5.879687		-1.510446		2.1567173		-1.2793885		-1.0569779		-0.5949745		1.1088371		-0.35545444		-0.07994509		NA		0.0060751652		NA		NA		TA57700_4565		0		Ta.55670		0		TC383180		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC383180]

		A_99_P117090		3.7949955		3.3586655		1.736111		3.5027707		5.4874096		6.996929		5.679609		4.634926		7.6894813		6.4512067		6.9279695		6.26577		-4.601396		1.4597511		-2.375713		-3.0969415		-2.2020717		0.5457225		-1.2483606		-1.6308441		NA		NA		2.71E-04		NA		CJ668780		CJ668780		Ta.43262		0		TC370808		CJ668780 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16d15 5', mRNA sequence [CJ668780]

		A_99_P187147		1.6730415		1.4743391		2.7639236		1.8256339		1.8932024		4.3216286		5.180054		4.1433163		3.2231853		1.472916		5.2077117		3.2385647		-2.5139968		7.203572		-1.0193557		1.8722221		-1.3299829		2.8487124		-0.027657509		0.90475154		NA		0.004747181		NA		NA		TA87036_4565		0		0		0		TC456369		0

		A_99_P213956		8.74026		8.274199		9.336089		9.341759		9.983554		12.06987		12.330781		10.084771		11.973882		10.197928		12.64137		10.319336		-3.9732728		3.6602485		-1.2402138		-1.1765517		-1.9903278		1.8719416		-0.31058884		-0.23456478		0.008727966		0.006841908		NA		NA		TA55608_4565		0		Ta.135		0		TC370171		0

		A_99_P326361		1.4922222		1.4208485		2.207266		1.4141763		5.0970674		4.7127547		7.1107445		5.237546		8.712126		5.113655		7.097418		3.3665645		-12.25296		-1.3203317		1.0092801		3.6578133		-3.6150584		-0.40090036		0.013326645		1.8709815		0.008568929		NA		NA		0.026643647		TA89457_4565		0		0		0		TC383235		Rep: Os04g0136500 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC383235]

		A_99_P259341		10.692624		10.251012		11.057034		11.130515		12.249622		13.476505		14.468575		13.328491		13.345833		12.258502		14.960244		13.153968		-2.137924		2.3262453		-1.4060712		1.1285914		-1.0962105		1.2180033		-0.49166965		0.17452335		NA		0.0018829036		NA		NA		TA69818_4565		0		Ta.55698		0		TC450494		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (32%) [TC450494]

		A_99_P303706		1.4855801		1.4690164		3.1314003		2.706231		2.483669		7.5526085		9.848184		7.7880473		6.399446		5.6757064		10.510163		6.9879813		-15.092679		3.6728554		-1.5822523		1.7411808		-3.915777		1.8769021		-0.6619797		0.800066		0.015053414		0.0019063139		NA		NA		TA82784_4565		0		0		0		TC452465		Rep: Cycloartenol synthase - Olea europaea (Common olive), partial (72%) [TC452465]

		A_99_P464282		15.185025		15.305402		16.563332		16.904066		16.470453		16.191101		16.42399		17.678703		15.041484		15.44674		15.1933365		17.330664		2.692543		1.675232		2.346733		1.2728299		1.4289694		0.7443609		1.2306538		0.34803963		NA		NA		0.013811339		NA		TA62365_4565		0		Ta.54783		0		TC413275		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (53%) [TC413275]

		A_99_P462322		1.7268604		2.1718264		1.8392906		1.427475		1.7331977		3.7637703		3.4980018		2.1023088		3.7493248		2.9758737		4.446808		1.9688454		-4.044965		1.7265555		-1.9302745		1.0969238		-2.016127		0.78789663		-0.94880605		0.13346338		0.013836566		NA		NA		NA		BQ743308		0		Ta.64320		0		TC412036		0

		A_99_P274261		11.881752		11.610008		11.83514		12.373412		12.68687		13.581741		12.78616		12.714023		13.03091		12.475432		13.412189		12.866385		-1.2693061		2.1529412		-1.5433102		-1.1113882		-0.34403992		1.1063089		-0.62602806		-0.15236282		NA		0.015805153		NA		NA		BT009435		BT009435		Ta.49774		0		0		Triticum aestivum clone wlmk4.pk0004.a4:fis, full insert mRNA sequence [BT009435]

		A_99_P354041		7.794792		7.7913823		7.5513954		8.118572		9.168759		12.15549		10.677872		9.382127		10.210731		10.376916		11.127004		9.611882		-2.059039		3.4308689		-1.3652186		-1.1726362		-1.0419712		1.778574		-0.44913197		-0.2297554		NA		0.005965263		NA		NA		TA97994_4565		0		0		0		TC384022		Rep: Pleiotropic drug resistance protein 3 - Nicotiana tabacum (Common tobacco), partial (14%) [TC384022]

		A_99_P095210		10.42354		10.104673		9.267205		10.134403		10.505445		11.391553		10.86439		11.394382		12.17175		10.134356		11.060416		10.957482		-3.1740074		2.3903093		-1.1455384		1.3536925		-1.6663055		1.2571974		-0.19602585		0.43690014		0.047497004		0.009188564		NA		NA		BQ743841		BQ743841		Ta.35929		0		TC422367		WHE4108_G08_N16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4108_G08_N16, mRNA sequence [BQ743841]

		A_99_P136205		11.362172		11.062753		11.885562		12.02842		12.416537		13.9574		13.050973		12.634652		13.019017		12.176162		13.244353		12.586032		-1.5183243		3.4372113		-1.1434398		1.0342753		-0.60247993		1.7812386		-0.19338036		0.048620224		NA		0.005597871		NA		NA		BT009242		BT009242		Ta.49058		0		TC383538		Triticum aestivum clone wlk1.pk0013.f1:fis, full insert mRNA sequence [BT009242]

		A_99_P243141		11.409873		11.221801		11.583425		11.304116		12.186923		13.501983		13.254024		11.718768		12.587361		12.369647		13.620796		11.645012		-1.3199089		2.1921334		-1.2894651		1.0524533		-0.4004383		1.1323357		-0.36677265		0.07375622		NA		0.002266253		NA		NA		TA65275_4565		0		Ta.21998		0		TC396826		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		A_99_P507147		5.6545224		4.9180684		4.446476		2.5896475		5.450138		5.9919944		7.387661		6.0322595		5.911335		5.7722306		7.418501		4.382358		-1.3766835		1.1645429		-1.0216067		3.1381218		-0.4611969		0.21976376		-0.03083992		1.6499014		NA		NA		NA		0.017159125		CJ637836		0		Ta.49980		0		TC434821		0

		A_99_P193978		6.9080634		7.096887		7.4907646		7.0185876		7.316216		10.474778		9.929341		8.833538		8.739423		8.013465		10.017877		8.458382		-2.6818097		5.507178		-1.0632901		1.2969801		-1.4232068		2.4613132		-0.08853531		0.3751564		NA		0.0031980167		NA		NA		TA69810_4565		0		0		0		TC371933		0

		A_99_P508312		7.3373694		5.627566		3.748307		4.5434184		8.124138		8.038515		7.553005		6.86595		10.380688		6.9225802		8.005181		6.40706		-4.7784734		2.167354		-1.3681023		1.3744838		-2.2565498		1.1159348		-0.4521761		0.45888996		0.016848119		0.0070971325		NA		NA		TC435322		0		0		0		TC435322		0

		A_99_P359051		1.5002956		1.7267767		1.821402		1.7817217		5.815071		6.985827		7.3464966		4.9974647		8.163091		6.2324715		7.836592		3.8633416		-5.091249		1.685709		-1.4045379		2.1948512		-2.3480196		0.7533555		-0.49009562		1.1341231		0.0051288744		NA		NA		NA		TA99687_4565		0		0		0		TC434768		Rep: Os09g0341100 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC434768]

		A_99_P424462		9.518224		8.749415		10.09265		10.086353		10.318362		11.083737		10.642651		9.953631		10.895775		10.068622		10.753128		10.150656		-1.4921707		2.021065		-1.0795854		-1.1463315		-0.5774126		1.0151157		-0.11047745		-0.19702435		NA		0.0058881766		NA		NA		CV773032		0		Ta.36568		0		TC384287		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (53%) [TC384287]

		A_99_P134320		1.8961983		2.98847		2.037839		3.1132376		1.5333253		3.8146226		4.0635266		5.2713265		2.5789998		4.0901775		3.8045719		4.6693854		-2.0643313		-1.2104596		1.1966114		1.5177573		-1.0456744		-0.2755549		0.25895476		0.6019411		0.04848329		NA		NA		NA		BT009323		BT009323		Ta.48535		0		0		Triticum aestivum clone wlm24.pk0013.d6:fis, full insert mRNA sequence [BT009323]

		A_99_P253286		7.255432		7.8677316		8.142279		7.322983		8.99138		10.615609		10.1416025		7.987066		10.872888		9.529048		10.715767		7.70262		-3.6845996		2.1236722		-1.488815		1.2179422		-1.8815079		1.0865612		-0.5741644		0.28444576		0.010726434		NA		NA		NA		TA68050_4565		0		0		0		0		0

		A_99_P244651		5.047648		4.377006		7.8575206		5.313627		7.490293		10.006735		9.105557		8.50103		8.35749		6.1293807		10.056357		6.4737015		-1.8241148		14.696026		-1.9329442		4.076493		-0.86719656		3.8773541		-0.95079994		2.0273285		NA		0.021495827		NA		0.042010214		TA65660_4565		0		Ta.55840		0		0		0

		A_99_P337481		8.848142		8.663146		8.996417		9.219934		10.3958235		11.892175		11.112526		10.54461		10.779961		10.508184		11.424502		10.561519		-1.305079		2.6098924		-1.2414072		-1.0117891		-0.38413715		1.3839903		-0.31197643		-0.016908646		NA		0.006392673		NA		NA		TA92844_4565		0		0		0		TC371111		Rep: Protein kinase domain containing protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC371111]

		A_99_P165192		9.103177		9.192538		8.56396		9.290837		8.453039		7.6086507		7.8847427		8.820975		7.774847		8.791482		7.4329834		8.988507		1.6001333		-2.2702186		1.3677071		-1.1231354		0.67819214		-1.1828313		0.45175934		-0.16753197		NA		0.009598124		NA		NA		M28059		M28059		Ta.56283		ubiquitin carrier protein		TC373557		Wheat ubiquitin carrier protein (E2) mRNA, complete cds [M28059]

		A_99_P417057		7.1217895		6.1425705		8.010077		7.9951606		10.164109		11.282261		11.234482		10.1707945		12.104557		10.105543		11.78318		10.372491		-3.8382478		2.260619		-1.4627655		-1.1500498		-1.9404478		1.1767178		-0.5486984		-0.2016964		0.0055297515		0.0018186421		NA		NA		TA75511_4565		0		Ta.5766		0		TC378153		0

		A_99_P462302		1.3322474		1.3308058		1.3531332		1.3284909		1.3914336		4.3595214		1.7342294		1.4016954		1.568123		1.5206194		1.5302819		1.6830848		-1.1302872		7.154753		1.1518458		-1.2153648		-0.17668939		2.838902		0.20394754		-0.28138947		NA		0.0018186421		NA		NA		TC412043		0		0		0		TC412043		Rep: IP09321p - Drosophila melanogaster (Fruit fly), partial (6%) [TC412043]

		A_99_P517302		9.132971		8.486878		9.734309		10.129593		11.510142		13.613145		12.8728485		11.560848		12.44756		12.253719		13.017441		11.885716		-1.9150977		2.56583		-1.1054182		-1.25255		-0.937418		1.3594255		-0.14459229		-0.3248682		0.0039620036		0.0018329794		NA		NA		TC439416		0		0		0		TC439416		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (89%) [TC439416]

		A_99_P154252		1.4683652		1.4668164		1.4669784		1.4664387		5.4481874		6.9677143		7.3897386		4.449704		8.80896		6.0415497		7.930247		2.4694135		-10.272907		1.9002175		-1.4544848		3.9457257		-3.3607726		0.9261646		-0.5405083		1.9802907		0.010227534		NA		NA		0.028973546		CJ948971		CJ948971		Ta.53773		0		TC402288		CJ948971 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul25e23 5', mRNA sequence [CJ948971]

		A_99_P145737		2.6745765		1.7039032		2.2461517		1.9504267		3.913329		3.6630905		4.8443036		3.5806339		5.1083407		1.8544723		5.020518		3.7355747		-2.289467		3.503066		-1.129915		-1.113376		-1.1950119		1.8086182		-0.17621422		-0.15494084		NA		0.012139512		NA		NA		CJ905038		CJ905038		Ta.51740		0		TC410526		CJ905038 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles37a15 5', mRNA sequence [CJ905038]

		A_99_P301211		10.795661		9.999349		9.30109		9.450892		11.677585		12.510425		11.498841		9.396092		13.048867		11.416229		11.930107		9.541954		-2.5870044		2.1349397		-1.3484162		-1.1063912		-1.3712826		1.0941954		-0.43126583		-0.14586163		0.027360015		0.004245766		NA		NA		TA82026_4565		0		Ta.24576		0		TC392501		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (71%) [TC392501]

		A_99_P286226		4.3960814		4.119772		2.7467403		2.6004202		3.6838868		2.4310899		1.8832769		1.4624668		3.0793028		4.6301203		1.9915112		2.163169		1.5205402		-4.5917063		-1.0779082		-1.6252955		0.604584		-2.1990304		-0.10823429		-0.7007021		NA		0.04925939		NA		NA		TA77700_4565		0		0		0		TC392118		Rep: Thaumatin-like protein - Cryptomeria japonica (Japanese cedar), partial (71%) [TC392118]

		A_99_P095945		1.3676633		1.3636883		1.6827072		1.3597646		1.8434633		4.7507663		6.4866652		3.6594257		4.376117		2.3406813		6.7662883		2.521371		-5.7863507		5.3150563		-1.2138777		2.200841		-2.5326538		2.410085		-0.27962303		1.1380548		0.004808426		0.005692829		NA		NA		DN829606		DN829606		Ta.36181		0		TC432364		KUCD01_06_D05_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829606]

		A_99_P095970		6.4755607		5.6285973		5.1584587		6.2619367		4.9396286		4.993094		4.1964154		3.741273		5.2522974		5.2999616		4.2955246		5.57435		-1.2420031		-1.237019		-1.0711119		-3.5629616		-0.3126688		-0.3068676		-0.09910917		-1.833077		NA		NA		NA		0.03826106		CV776942		CV776942		Ta.36189		0		TC414550		FGAS071346 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776942]

		A_99_P328976		5.293405		4.9964414		5.5537133		5.90573		6.6171093		8.239385		7.1821437		6.8764863		7.5111613		6.794973		7.820905		6.9648356		-1.8583884		2.7215183		-1.5569919		-1.063153		-0.894052		1.4444118		-0.6387615		-0.08834934		NA		0.0074391128		NA		NA		TA90233_4565		0		0		0		TC432811		0

		A_99_P465927		2.7689388		1.7926172		3.637812		2.2337797		8.252973		9.527131		8.942615		5.921726		10.680809		7.4394546		9.618474		5.3456783		-5.380859		4.2506294		-1.5975482		1.4907598		-2.4278364		2.0876765		-0.67585945		0.5760479		NA		0.0018329794		NA		NA		TC414181		0		0		0		TC414181		Rep: Glutathione S-transferase GST 42 - Zea mays (Maize), partial (84%) [TC414181]

		A_99_P223581		11.275741		11.705681		11.561759		11.965989		10.29111		9.646098		10.388951		10.878064		9.898799		10.702011		9.846908		11.5395155		1.3124943		-2.0790334		1.4560336		-1.581673		0.3923111		-1.055913		0.5420437		-0.66145134		NA		0.010930969		NA		NA		TA59570_4565		0		Ta.28740		0		TC446541		0

		A_99_P456762		8.570243		7.473646		7.918699		8.0894985		9.7645		10.860878		9.334296		8.713214		11.300162		10.226691		9.729415		8.68372		-2.8992157		1.5520626		-1.315051		1.0206543		-1.5356627		0.63418674		-0.3951187		0.029494286		0.0149720255		NA		NA		NA		TA77983_4565		0		Ta.24134		0		TC408291		0

		A_99_P445327		7.6366386		7.1424217		6.0298467		6.914135		6.2008953		6.503708		4.5922923		3.8868008		6.5285797		6.31254		4.6621537		5.837605		-1.2549974		1.1416875		-1.0496159		-3.8658998		-0.3276844		0.19116783		-0.06986141		-1.9508042		NA		NA		NA		0.03181898		TC400396		0		0		0		TC400396		Rep: Ent-kaurene synthase-like protein 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC400396]

		A_99_P255736		2.2980778		3.0704262		5.5243735		2.9306297		5.3999133		5.420708		7.033363		7.603378		6.8415656		3.7746964		7.8797975		4.857364		-2.716318		3.1296728		-1.7980518		6.708609		-1.4416523		1.6460118		-0.8464346		2.7460136		0.006943771		NA		NA		NA		TA68757_4565		0		Ta.67811		0		TC413534		Rep: Predicted protein - Coprinopsis cinerea okayama7#130, partial (12%) [TC413534]

		A_99_P416087		5.509588		5.143142		5.2414994		3.9422238		6.191632		6.791836		6.778788		5.547531		7.4693656		6.655619		7.3122344		4.688494		-2.4245782		1.0990193		-1.4473826		1.813827		-1.2777338		0.13621664		-0.5334463		0.8590369		0.03359085		NA		NA		NA		TA108995_4565		0		0		0		TC377351		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (40%) [TC377351]

		A_99_P414262		2.2609904		1.6207491		2.3247056		2.4781559		2.5999734		5.5809784		5.249499		4.821792		1.9623066		3.6567676		4.0356903		3.6308763		1.555811		3.7952917		2.3194914		2.2829762		0.6376668		1.9242108		1.2138085		1.1909158		NA		0.008786393		NA		NA		TC375893		0		0		0		TC375893		Rep: Serine/threonine-specific receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC375893]

		A_99_P430397		5.4591465		5.568048		4.9909444		5.5180507		6.1747155		7.588845		7.596371		6.8333907		7.6763954		6.6571794		8.26986		6.503153		-2.8317225		1.9074767		-1.5949255		1.2572206		-1.5016799		0.9316654		-0.6734891		0.33023787		0.028237093		0.0049452274		NA		NA		CV764228		0		Ta.12652		0		TC388797		Rep: Cytochrome b5 - Ananas comosus (Pineapple), partial (67%) [TC388797]

		A_99_P214111		8.9211		8.46399		9.524327		9.551397		10.175883		12.303978		12.560921		10.327462		12.154222		10.393852		12.854786		10.529389		-3.9403894		3.7584186		-1.2259203		-1.1502339		-1.9783382		1.9101257		-0.2938652		-0.20192719		0.008727966		0.0064943335		NA		NA		TA55696_4565		0		Ta.135		0		TC369736		0

		A_99_P114865		1.403595		1.7612681		1.4175377		2.1945894		2.0878904		3.694156		2.791376		3.239808		3.6578472		3.1456869		3.9977503		2.6992245		-2.9689581		1.4625329		-2.3075695		1.4545608		-1.5699568		0.54846907		-1.2063742		0.5405836		NA		NA		6.07E-04		NA		DR741676		DR741676		Ta.42597		0		TC386416		FGAS030727 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741676]

		A_99_P528587		6.5392528		5.953369		5.5397086		6.14426		9.030783		11.646702		11.278312		10.649809		11.184148		10.9478		11.694982		9.929804		-4.4486423		1.6232691		-1.3348428		1.6471878		-2.1533651		0.69890213		-0.41666985		0.72000504		0.009675727		NA		NA		4.46E-04		BJ305611		BJ305611		Ta.57963		0		TC443966		BJ305611 Y. Ogihara unpublished cDNA library, Wh_yd Triticum aestivum cDNA clone whyd26l14 5', mRNA sequence [BJ305611]

		A_99_P360396		5.140619		5.111834		4.4687405		4.8346252		2.423062		3.2439308		3.4360907		4.1050134		2.8573902		4.3887563		3.8166935		4.581116		-1.3512813		-2.2111938		-1.3018857		-1.3909811		-0.43432808		-1.1448255		-0.38060284		-0.47610283		NA		0.0058158413		NA		NA		TA100130_4565		0		0		0		TC378239		Rep: Os02g0696700 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC378239]

		A_99_P378982		1.9878602		1.6016852		1.9894114		1.3536538		4.8080063		4.6988487		4.730895		4.318607		5.7982707		4.154856		5.2560487		3.0017395		-1.986549		1.4580019		-1.4390868		2.4912457		-0.9902644		0.5439925		-0.52515364		1.3168674		NA		NA		NA		0.0036477002		TA105278_4565		0		0		0		TC427336		0

		A_99_P270216		1.3484902		1.3483201		1.3707151		1.3446592		4.2362585		2.777519		6.4221864		2.6105058		6.953972		3.2688675		5.0496545		1.3842688		-6.5782933		-1.4057583		2.5892458		2.3395598		-2.7177134		-0.4913485		1.3725319		1.226237		0.0055035003		NA		3.77E-04		NA		TA73021_4565		0		0		0		TC408095		0

		A_99_P355396		10.37716		10.407368		10.247539		10.308212		11.075154		11.708672		11.067291		10.590091		12.214649		11.123584		11.246074		10.581588		-2.2030387		1.5001303		-1.1319282		1.0059112		-1.1394949		0.5850878		-0.17878246		0.00850296		0.010003886		0.005397964		NA		NA		TA98434_4565		0		0		0		TC439505		Rep: Anthocyanin biosynthetic gene regulator PAC1 - Zea mays (Maize), partial (15%) [TC439505]

		A_99_P298901		7.7840195		8.5207815		8.380417		8.225017		8.547211		10.202004		9.776708		8.717763		9.556275		9.3038225		10.287765		8.719982		-2.012606		1.8637159		-1.4250938		-1.0015395		-1.0090647		0.8981819		-0.5110569		-0.0022192001		0.022942716		NA		NA		NA		TA81355_4565		0		0		0		TC433188		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC433188]

		A_99_P285386		10.237378		9.727064		9.323764		9.3242655		10.699406		11.282204		10.312256		9.571707		11.704846		10.396657		10.828021		9.495883		-2.0075567		1.8474646		-1.4297522		1.0539627		-1.0054407		0.8855467		-0.5157652		0.075823784		0.020493334		NA		NA		NA		TA77448_4565		0		Ta.8923		0		TC433754		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), partial (58%) [TC433754]

		A_99_P149432		3.225725		4.296576		4.8995123		4.8913302		4.0276504		5.1231833		5.6478977		4.874332		5.242924		5.2420044		6.01722		5.199462		-2.3218486		-1.0858473		-1.2917459		-1.2527773		-1.2152739		-0.118821144		-0.3693223		-0.32513		0.035579376		NA		NA		NA		CJ904219		CJ904219		Ta.52650		0		TC420491		CJ904219 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles34g07 5', mRNA sequence [CJ904219]

		A_99_P144503		7.94999		7.849318		7.8350368		7.7853217		8.694553		9.105213		8.169581		7.94756		9.755833		8.209478		8.663001		7.723019		-2.086781		1.8605572		-1.4077778		1.1684052		-1.0612793		0.8957348		-0.49341965		0.22454071		0.022950029		0.008804864		NA		NA		CJ777726		CJ777726		Ta.51434		0		TC391660		CJ777726 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl23o12 5', mRNA sequence [CJ777726]

		A_99_P363486		1.3622847		1.3673344		1.392272		1.5625571		3.0729494		7.5884476		9.5796995		6.9389033		5.776562		7.2474785		10.186156		6.079597		-6.514312		1.2666072		-1.5225153		1.8141658		-2.7036128		0.3409691		-0.60645676		0.85930634		0.018663464		NA		NA		NA		CV759795		CV759795		Ta.31618		0		TC446122		FGAS054179 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV759795]

		A_99_P459822		10.013543		9.625239		6.6994953		7.7346478		9.043405		8.143342		4.158163		8.574397		9.283238		7.5177093		3.6994689		7.4333024		-1.1808566		1.5428873		1.3742974		2.205483		-0.23983383		0.62563276		0.45869422		1.1410947		NA		NA		NA		0.025999306		TC410428		0		0		0		TC410428		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC410428]

		A_99_P455507		4.116806		3.349082		3.285559		2.0662045		5.397177		6.3534546		6.2427306		3.7410011		6.332318		5.1019244		6.461853		3.4302595		-1.912077		2.3809383		-1.1640253		1.2403451		-0.9351406		1.2515302		-0.21912241		0.31074166		0.010227534		0.005150277		NA		NA		BQ620057		0		Ta.13427		0		TC407425		CAB83315.1 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC407425]

		A_99_P346236		3.4060342		2.9479835		3.5664768		3.6104088		5.518477		5.29022		4.7396317		6.6194777		3.5369742		3.4389057		3.0654042		3.4396565		3.949042		3.6082869		3.1914842		9.061948		1.9815028		1.8513141		1.6742275		3.1798213		NA		0.030244524		0.039968096		0.019062197		TA95568_4565		0		0		0		TC404850		0

		A_99_P464582		10.32124		9.496151		8.356385		9.103556		10.912225		11.843991		10.041608		9.82492		11.473247		10.789643		10.375336		9.676221		-1.4753138		2.0767794		-1.2602656		1.1085691		-0.5610218		1.054348		-0.33372784		0.1486988		NA		0.0071987077		NA		NA		TC377704		0		0		0		TC377704		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC377704]

		A_99_P357221		7.9215336		7.4264464		7.4137073		7.4635262		8.634979		9.61013		7.6813493		7.7243896		8.979287		7.9951987		7.700663		7.6897125		-1.2695419		3.0629706		-1.0134773		1.0243275		-0.3443079		1.6149316		-0.019313812		0.03467703		NA		0.010731117		NA		NA		TA99059_4565		0		0		0		TC439097		Rep: ABC-2 type transporter - Salinispora arenicola CNS-205, partial (6%) [TC439097]

		A_99_P220026		7.6375985		7.0102906		6.3574142		6.0097866		10.289802		12.709691		12.632382		8.7574625		12.112901		11.778901		12.86638		8.538861		-3.538405		1.9063195		-1.176089		1.1636049		-1.8230991		0.93078995		-0.23399734		0.21860123		0.010122937		NA		NA		NA		TA58253_4565		0		0		0		0		0

		A_99_P307351		8.7729		9.464363		9.6401415		9.921157		9.744245		12.726016		12.520794		12.121882		11.031762		11.9628935		12.948642		12.516465		-2.4410765		1.69716		-1.3452253		-1.3145626		-1.2875175		0.76312256		-0.42784786		-0.39458275		0.026274715		NA		NA		NA		TA83850_4565		0		Ta.46147		0		TC400285		0

		A_99_P487532		8.121949		6.981621		7.631197		7.7754703		10.033082		12.437863		11.788254		9.996371		11.806537		10.900219		12.382393		9.863371		-3.4187162		2.9032009		-1.5095716		1.0965719		-1.7734547		1.5376444		-0.5941391		0.13300037		0.008727966		NA		NA		NA		CV761530		CV761530		Ta.14231		0		TC425981		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		A_99_P256956		7.428682		8.15002		7.887354		9.150451		7.109823		6.715834		4.7011604		7.4514694		6.0694804		6.894671		4.4674983		8.48772		2.0567162		-1.1319709		1.1758158		-2.05089		1.0403428		-0.17883682		0.23366213		-1.0362501		0.049027983		NA		NA		NA		TA69100_4565		0		Ta.14539		0		TC416716		0

		A_99_P326031		2.6793487		2.6131182		2.4038768		3.5298455		1.9651593		4.773464		10.366117		7.114284		4.541818		3.5072381		10.345235		7.4642205		-5.9655647		2.4053154		1.0145793		-1.2745045		-2.5766587		1.266226		0.020881653		-0.3499365		0.035517655		NA		NA		NA		TA89361_4565		0		0		0		TC431718		0

		A_99_P235521		7.610784		10.364072		12.418571		11.023486		8.417289		9.157178		9.691532		9.983632		10.338809		8.514913		10.334458		9.516522		-3.7882204		1.560778		-1.5614932		1.3823373		-1.9215202		0.6422653		-0.6429262		0.46710968		0.04969209		NA		NA		NA		AK331065		AK331065		Ta.47240		0		TC419090		Triticum aestivum cDNA, clone: SET5_P18, cultivar: Chinese Spring [AK331065]

		A_99_P304931		8.382555		5.937334		5.434057		3.986578		9.4335165		10.218622		10.070025		7.9064326		10.559016		9.672611		10.848859		8.104158		-2.181771		1.4600431		-1.715743		-1.146889		-1.1254997		0.546011		-0.7788334		-0.19772577		0.013775701		NA		NA		NA		TA83149_4565		0		0		0		TC403898		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC403898]

		A_99_P061253		2.3448045		2.338189		4.5046377		4.390146		3.734003		9.039796		8.842351		7.2630963		6.7716317		7.309195		9.17809		8.0182295		-8.211403		3.31866		-1.2620238		-1.6877874		-3.0376287		1.7306008		-0.33573914		-0.75513315		0.046784904		0.0014620636		NA		NA		CV768582		CV768582		Ta.22662		0		0		FGAS062973 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768582]

		A_99_P129230		6.1861854		4.9528213		5.0646634		4.5288696		7.3055444		7.8874936		6.55748		5.494827		7.779058		6.4823937		7.0631347		5.1084023		-1.388487		2.6483612		-1.4197676		1.3071499		-0.4735136		1.4050999		-0.5056548		0.38642454		NA		0.0045965067		NA		NA		DQ019636		DQ019636		Ta.47054		U2AF large subunit		NP9351242		Triticum aestivum U2AF large subunit (U2AF65a) mRNA, complete cds [DQ019636]

		A_99_P278751		11.759792		12.475764		12.597222		12.638339		12.1015625		11.927146		12.012229		12.85392		10.883021		11.611783		10.915504		12.8007555		2.327113		1.2443247		2.1386857		1.0375382		1.2185411		0.31536293		1.0967245		0.053164482		NA		NA		0.012553076		NA		TA75524_4565		0		Ta.54846		0		TC414179		0

		A_99_P389042		3.0829446		1.7336231		2.3935726		4.2898803		4.7005954		5.5590744		8.179062		7.2357802		6.8245945		5.654761		8.400474		7.281817		-4.359006		-1.0685737		-1.1658739		-1.0324248		-2.123999		-0.095686436		-0.2214117		-0.04603672		0.016038302		NA		NA		NA		TA107752_4565		0		0		0		TC397456		Rep: WRKY transcription factor - Triticum aestivum (Wheat), complete [TC397456]

		A_99_P160912		4.9962716		5.3991737		5.4488435		5.1897626		4.139544		4.326667		3.848811		3.456504		3.685888		4.6585693		4.100862		4.636948		1.3695064		-1.2586721		-1.190899		-2.2664652		0.45365596		-0.3319025		-0.25205112		-1.180444		NA		NA		NA		0.035282716		CV769273		CV769273		Ta.55318		0		TC448914		FGAS063664 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV769273]

		A_99_P093810		7.634195		6.5747943		4.3346553		5.3406196		8.545418		8.376043		10.106367		9.577385		8.650944		7.398478		8.988113		6.1041694		-1.0758866		1.9691395		2.1708405		11.105601		-0.10552597		0.9775653		1.1182537		3.4732156		NA		NA		NA		0.0066036303		Y09917		Y09917		Ta.35388		pSBGer3 protein		TC451466		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P358866		3.0991795		4.694943		1.5059422		3.5274374		1.479797		2.323803		3.0558255		4.560927		2.196761		1.8264046		1.4777464		1.7226719		-1.6437192		1.4116656		2.9857204		7.151545		-0.7169639		0.49739838		1.5780791		2.838255		NA		NA		NA		0.011115518		TA99618_4565		0		Ta.31415		0		0		0

		A_99_P072545		2.4341862		4.1358457		1.4759932		2.1459713		4.6795387		7.918953		6.7495637		6.275366		5.4187927		8.29102		5.7771645		4.3003964		-1.6693125		-1.2942061		1.9621009		3.931199		-0.739254		-0.37206745		0.97239923		1.9749694		NA		NA		NA		0.0064824685		CD862488		CD862488		Ta.27760		0		TC413865		AZO1.103K14F010126 AZO1 Triticum aestivum cDNA clone AZO1103K14, mRNA sequence [CD862488]

		A_99_P021939		5.4333816		5.639097		5.715752		5.6490464		6.761551		9.627971		12.4275055		8.513435		9.910197		7.69068		12.778725		7.2558074		-8.868231		3.8298573		-1.2756382		2.391023		-3.1486464		1.9372907		-0.35121918		1.257628		0.007851885		0.0033336699		NA		NA		CA688352		CA688352		Ta.8582		0		0		wlm96.pk040.k4 wlm96 Triticum aestivum cDNA clone wlm96.pk040.k4 5' end, mRNA sequence [CA688352]

		A_99_P447372		7.110396		7.0628395		7.5713615		7.084709		8.150017		9.626203		9.562688		8.035281		9.338447		8.293734		9.912151		7.8935204		-2.2790456		2.518333		-1.2740867		1.1032509		-1.1884298		1.332469		-0.34946346		0.14176083		NA		0.008912641		NA		NA		TC401847		0		0		0		TC401847		0

		A_99_P254656		11.29855		10.86498		9.947461		10.437251		11.619488		12.360881		11.160258		10.833889		12.812145		11.93131		11.656581		10.509397		-2.285734		1.3468331		-1.4106134		1.2522238		-1.1926575		0.42957115		-0.49632263		0.32449245		0.020493334		NA		NA		NA		AK331659		AK331659		Ta.4656		0		TC392699		Triticum aestivum cDNA, clone: WT002_A20, cultivar: Chinese Spring [AK331659]

		A_99_P365121		3.386871		1.9685408		2.9519012		1.4848257		4.1768746		4.7904286		5.396288		2.2512352		6.3131785		5.0558786		5.8167305		2.5557954		-4.3963428		-1.2020109		-1.338338		-1.2350421		-2.136304		-0.26545		-0.42044258		-0.30456018		0.024307178		NA		NA		NA		TA101741_4565		0		0		0		TC449327		0

		A_99_P167869		8.932784		8.748759		8.571499		8.238729		7.9087014		6.039867		4.702776		6.8112416		7.9904137		8.00203		4.8769717		6.366484		-1.0582733		-3.8964584		-1.1283352		1.3610853		-0.081712246		-1.9621634		-0.17419577		0.44475746		NA		0.0053294366		NA		NA		U76384		U76384		Ta.56912		o-methyltransferase		TC381404		Triticum aestivum o-methyltransferase mRNA, complete cds [U76384]

		A_99_P555867		8.380036		8.751395		9.311263		8.929808		8.4130335		9.902901		10.692222		11.078153		9.792703		8.449748		10.380405		10.762372		-2.602087		2.7380574		1.2412694		1.2446849		-1.3796692		1.4531527		0.31181622		0.31578064		NA		0.04402344		NA		NA		0		0		0		0		0		0

		A_99_P272976		2.5350997		4.9833603		6.3958473		4.8792863		2.4386184		3.6360514		4.822581		4.870644		2.9423625		7.804731		6.576692		5.294026		-1.4178885		-17.984465		-3.3731847		-1.3410674		-0.5037441		-4.168679		-1.7541113		-0.4233818		NA		0.008912641		1.95E-04		NA		AK331946		AK331946		Ta.28002		0		TC394498		Triticum aestivum cDNA, clone: WT002_M06, cultivar: Chinese Spring [AK331946]

		A_99_P327316		2.5309494		2.2755773		2.2287028		2.8405027		4.5248146		5.129271		4.137053		2.4908073		5.971495		3.9520442		4.574131		2.0915349		-2.7258015		2.2614167		-1.3538594		1.3188426		-1.4466805		1.1772268		-0.437078		0.39927244		0.010958776		NA		NA		NA		TA89742_4565		0		0		0		0		0

		A_99_P566407		1.56589		2.1383648		4.807194		2.2900562		1.8174137		3.9398086		7.7905364		5.369755		4.6320033		2.791371		6.7440925		4.8446403		-7.0351906		2.2167368		2.0654325		1.4390478		-2.8145895		1.1484375		1.0464439		0.52511454		0.007920353		NA		NA		NA		TC458552		0		0		0		TC458552		0

		A_99_P446917		1.5591244		1.5604986		1.5946046		1.5571779		3.5634506		4.697295		6.1594853		3.6953542		6.7435718		2.4494987		6.865488		4.647069		-9.063832		4.749569		-1.631278		-1.9341702		-3.1801212		2.2477965		-0.7060027		-0.95171475		0.0117187025		0.007868455		NA		NA		TC401490		0		0		0		TC401490		0

		A_99_P471612		8.621109		6.471807		2.9555318		6.8698425		9.267057		10.226994		7.65856		8.928109		10.026976		8.778072		7.9183135		8.003895		-1.6933947		2.7300384		-1.1972743		1.8976506		-0.7599182		1.4489212		-0.2597537		0.92421436		NA		0.0020008208		NA		0.010847257		AK335187		AK335187		Ta.46087		0		TC417456		Triticum aestivum cDNA, clone: WT012_E13, cultivar: Chinese Spring [AK335187]

		A_99_P320271		7.730475		7.6494384		8.4493065		7.632441		7.4509263		6.129103		7.8431983		7.5895867		6.735144		7.1622906		7.6850734		7.83594		1.6423734		-2.0465407		1.1158359		-1.1862048		0.71578217		-1.0331874		0.15812492		-0.24635315		NA		0.0034427166		NA		NA		TA87627_4565		0		0		0		TC437541		Rep: RING-H2 zinc finger protein-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC437541]

		A_99_P432322		10.932308		11.765016		14.075128		12.529857		11.971364		12.297691		12.519		12.237797		13.37803		11.550926		12.945144		12.161243		-2.6512372		1.6780261		-1.3436372		1.0544958		-1.4066658		0.74676514		-0.42614365		0.076553345		0.030145686		NA		NA		NA		TA77389_4565		0		0		0		TC390317		Rep: Cytochrome P450 reductase - Triticum aestivum (Wheat), partial (32%) [TC390317]

		A_99_P560602		9.809791		9.044252		7.806404		7.374054		9.09681		6.9777904		6.8353844		7.1533237		8.503109		9.229744		7.1371574		6.5596027		1.5091136		-4.763274		-1.2326584		1.509134		0.59370136		-2.2519536		-0.30177307		0.5937209		NA		0.004921664		NA		NA		TA65567_4565		0		Ta.54832		0		TC456251		Rep: Beta-galactosidase 4 precursor - Oryza sativa subsp. indica (Rice), partial (8%) [TC456251]

		A_99_P324136		5.1500816		4.9158187		5.820869		6.1798096		9.092021		12.904606		12.313376		8.922951		11.431069		10.121513		12.675377		8.681998		-5.059688		6.883262		-1.2852068		1.1817726		-2.3390484		2.7830925		-0.36200047		0.24095249		0.006943771		NA		NA		NA		TA88763_4565		0		0		0		TC451509		0

		A_99_P554627		9.801012		9.177377		9.465753		8.723674		10.132054		9.787222		10.858502		9.911415		10.702449		10.226309		11.192508		8.84573		-1.4849296		-1.355746		-1.2605081		2.093164		-0.5703945		-0.4390869		-0.33400536		1.0656853		NA		NA		NA		0.010148029		CA631423		0		Ta.18208		0		TC454033		0

		A_99_P203546		8.819622		8.948945		8.243518		9.023128		8.497122		7.271848		8.087137		7.9671645		7.3048973		7.544722		6.932112		8.546892		2.285048		-1.2082123		2.2268817		-1.494567		1.1922245		-0.27287388		1.155025		-0.57972765		NA		NA		0.019038338		NA		TA52086_4565		0		Ta.54859		0		TC371783		0

		A_99_P236486		8.713719		7.980263		8.592406		8.330291		9.893094		10.343993		13.229913		11.169563		11.352946		10.343228		13.424354		9.576232		-2.7508018		1.0005302		-1.1442806		3.0174532		-1.4598522		7.65E-04		-0.19444084		1.5933313		NA		NA		NA		0.032102607		TA63458_4565		0		0		0		0		0

		A_99_P428297		5.1906323		5.7174683		5.1952085		4.9279017		6.5576577		6.7399173		5.877207		4.1945043		7.7869873		5.9893417		6.6946697		4.653198		-2.3445802		1.6824639		-1.7623042		-1.3742967		-1.2293296		0.75057554		-0.8174629		-0.4586935		0.0055297515		NA		NA		NA		TC422993		0		0		0		TC422993		Rep: L-allo-threonine aldolase-related protein - Solanum tuberosum (Potato), partial (77%) [TC422993]

		A_99_P367447		9.53132		10.161308		11.427505		11.0620165		10.556229		12.387315		12.59031		12.358577		11.632358		11.089772		13.229779		12.082417		-2.1083713		2.4580982		-1.5577558		1.2109675		-1.076129		1.2975426		-0.63946915		0.27616024		NA		0.016292086		NA		NA		TA102474_4565		0		0		0		TC440022		0

		A_99_P250986		7.268868		6.8000045		6.587105		6.9943786		7.670625		8.409322		8.216065		6.693887		8.70534		7.287829		8.639931		6.7640967		-2.0487092		2.17572		-1.341517		-1.0498692		-1.0347152		1.1214929		-0.42386532		-0.0702095		0.024658134		0.010502529		NA		NA		BT009313		BT009313		Ta.27227		0		TC384942		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P231316		5.2601156		4.683267		1.4866558		2.6229255		5.133797		4.303729		1.6211287		2.4383185		4.596319		4.7608523		3.2565196		2.1975682		1.451433		-1.3728018		-3.106717		1.181607		0.53747797		-0.45712328		-1.6353909		0.24075031		NA		NA		0.0025827943		NA		TA61902_4565		0		0		0		TC412908		Rep: AGAP009230-PA - Anopheles gambiae str. PEST, partial (9%) [TC412908]

		A_99_P071965		7.3900504		7.723781		7.533648		7.0030704		7.637942		8.206275		9.748908		7.1587873		9.048835		7.79934		9.745765		7.2646446		-2.6590168		1.3258662		1.0021812		-1.0761337		-1.410893		0.40693521		0.0031433105		-0.10585737		0.007187605		NA		NA		NA		AK330368		AK330368		Ta.27412		0		TC370938		Triticum aestivum cDNA, clone: SET4_E15, cultivar: Chinese Spring [AK330368]

		A_99_P423387		7.923141		7.279856		8.658614		8.451828		8.99313		10.413425		9.953492		9.067021		9.885166		9.172731		10.3913555		9.151869		-1.8557938		2.363122		-1.3545966		-1.0605756		-0.89203644		1.240694		-0.43786335		-0.08484745		NA		0.001999132		NA		NA		TC383498		0		0		0		TC383498		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC383498]

		A_99_P058026		6.935125		7.1437745		6.7862163		7.0127664		7.9608154		8.7583065		8.324309		7.4783764		9.249368		8.141553		8.666312		7.4011254		-2.442828		1.5334207		-1.2675151		1.0550058		-1.2885523		0.6167536		-0.34200287		0.07725096		0.010122937		0.0052941917		NA		NA		CJ727167		CJ727167		Ta.21323		0		TC404503		CJ727167 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs16j11 5', mRNA sequence [CJ727167]

		A_99_P439242		5.4363747		5.917313		8.10713		5.5376134		7.7058196		10.323522		9.14922		7.4772468		9.131243		7.0053964		10.27233		6.3438396		-2.6859326		9.973676		-2.1781597		2.193762		-1.4254231		3.3181252		-1.1231098		1.1334071		0.008435831		NA		NA		NA		CD898363		0		Ta.47096		0		TC395745		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC395745]

		A_99_P065790		5.5284634		5.338333		6.0109463		5.3173523		4.0537143		3.939068		4.0932565		3.2718718		3.4884531		2.659187		2.3862073		3.326193		1.4796553		2.4281895		3.2649233		-1.0383705		0.5652611		1.279881		1.7070491		-0.05432129		NA		NA		7.42E-04		NA		CK217291		CK217291		Ta.25615		0		0		FGAS029293 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217291]

		A_99_P458782		5.983013		5.206598		5.178244		5.496281		7.24869		8.685289		7.0637937		6.0885396		9.128968		7.9510026		7.283556		6.2845197		-3.6814601		1.6635748		-1.1645417		-1.1455021		-1.8802781		0.7342868		-0.21976233		-0.19598007		0.022231555		NA		NA		NA		CN011702		0		Ta.24134		0		TC409702		0

		A_99_P359656		6.6846414		6.967077		7.2247405		7.7621255		5.8078074		5.960449		6.621135		7.095068		5.0814633		6.420353		5.494236		7.7262006		1.6544414		-1.37545		2.1838887		-1.5487804		0.7263441		-0.45990372		1.1268992		-0.6311326		NA		NA		0.0027459813		NA		TA99880_4565		0		0		0		TC383806		Rep: Os04g0412300 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC383806]

		A_99_P519152		13.044434		12.2746935		12.681539		12.616699		14.210164		14.7784395		17.64509		15.753026		15.78754		15.101462		18.010216		13.920494		-2.9842665		-1.2509489		-1.2879938		3.561616		-1.5773764		-0.32302284		-0.36512566		1.8325319		NA		NA		NA		0.03692797		CK161960		CK161960		Ta.56885		wali5 protein		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P037094		3.6142952		3.4067857		2.5656044		2.6100295		6.492954		7.27712		6.3297477		6.0089765		8.842402		5.916496		6.8942323		5.2834506		-5.0962944		2.567963		-1.4788591		1.6535032		-2.3494487		1.3606243		-0.5644846		0.72552586		0.009320778		0.0018186421		NA		NA		AL819902		AL819902		Ta.13755		0		0		AL819902 N:130 Triticum aestivum cDNA clone D11_N130_plate_20, mRNA sequence [AL819902]

		A_99_P162562		12.766841		12.466843		9.628405		8.419327		13.098983		13.200043		13.916286		11.261555		13.397153		13.932823		13.404931		8.964657		-1.2295839		-1.6618388		1.4253887		4.914		-0.2981701		-0.73278046		0.5113554		2.296898		NA		NA		NA		0.03173893		DR738899		DR738899		Ta.55686		chitinase 1		TC378180		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		A_99_P334616		4.20851		4.522449		4.7940903		4.9182773		3.8589542		6.0067916		6.5072536		4.971519		4.3919063		4.3073044		6.6485424		4.903888		-1.4468868		3.247855		-1.1028899		1.0479943		-0.5329521		1.6994872		-0.14128876		0.06763077		NA		0.032386497		NA		NA		TA91943_4565		0		0		0		TC451354		0

		A_99_P204401		12.097008		11.567829		12.241088		11.8749895		13.216588		13.757457		13.8638		12.589763		13.898117		12.663823		13.698769		12.354141		-1.6038387		2.1341088		1.1211905		1.1774138		-0.68152905		1.0936337		0.16503143		0.23562145		NA		0.0018829036		NA		NA		TA52370_4565		0		Ta.18653		0		TC436985		0

		A_99_P416362		1.5703455		1.4996929		1.5057316		1.4938207		2.3388088		3.9548638		4.5508647		2.91603		5.277231		3.9990175		5.387876		2.6659946		-7.665726		-1.0310781		-1.7863457		1.1892362		-2.9384224		-0.04415369		-0.83701134		0.2500353		0.01182675		NA		1.06E-04		NA		TC377607		0		0		0		TC377607		Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC377607]

		A_99_P091195		2.0847437		2.1134021		2.3942358		2.516054		7.152809		7.8934627		7.4803696		6.6055427		9.515855		6.243049		7.3915496		4.8795223		-5.1445527		3.139236		1.0634999		3.30814		-2.3630457		1.6504135		0.08881998		1.7260203		0.0047359914		NA		NA		NA		CN010828		CN010828		Ta.34544		0		TC383068		WHE3876_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3876_F11_K22, mRNA sequence [CN010828]

		A_99_P134660		8.873427		7.3653703		6.674043		7.8966446		9.731716		10.012509		9.305332		7.9793105		11.715587		10.145119		9.460153		7.8569894		-3.9555285		-1.0962747		-1.113283		1.0884846		-1.9838705		-0.13260937		-0.15482044		0.12232113		0.027051428		NA		NA		NA		BT009246		BT009246		Ta.48616		0		TC443943		Triticum aestivum clone wlk1.pk0019.d6:fis, full insert mRNA sequence [BT009246]

		A_99_P411447		13.398046		13.490396		13.41006		13.416676		14.020676		14.221359		14.7992325		13.711605		15.04325		13.955528		15.102112		13.392151		-2.0315409		1.2023284		-1.233604		1.2478584		-1.0225744		0.265831		-0.30287933		0.3194542		0.024307178		NA		NA		NA		TC373483		0		0		0		TC373483		Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Oryza sativa (Rice), partial (38%) [TC373483]

		A_99_P205136		10.308955		9.767704		10.634799		10.182625		11.345769		12.035502		12.034223		10.796643		12.157075		10.978534		11.95855		10.640702		-1.7547992		2.0805554		1.053852		1.1141481		-0.811306		1.0569687		0.07567215		0.15594101		0.012154361		0.002645037		NA		NA		TA52594_4565		0		0		0		TC413324		Rep: Caffeoyl-CoA O-methyltransferase - Phyllostachys edulis, partial (68%) [TC413324]

		A_99_P303491		4.6131234		4.298703		5.889372		5.2431574		9.621768		9.205432		10.112618		7.0105577		11.803852		8.872342		10.633225		7.3259163		-4.5380864		1.2597084		-1.4345587		-1.244321		-2.182084		0.33308983		-0.520607		-0.31535864		0.004808426		NA		NA		NA		TA82711_4565		0		0		0		TC380985		Rep: 4-coumarate:coenzyme A ligase - Eucalyptus camaldulensis (River red gum), partial (42%) [TC380985]

		A_99_P461822		9.021023		7.9518223		7.7091117		7.7295747		10.526618		11.665417		10.589393		9.339059		11.908933		10.99186		10.926136		9.16412		-2.6068628		1.5949999		-1.2629026		1.1289167		-1.3823147		0.6735563		-0.33674335		0.17493916		0.018437685		NA		NA		NA		CD884666		0		Ta.424		0		TC411696		0

		A_99_P330016		1.4752817		2.4783688		1.5035607		1.943868		5.9658146		5.002945		8.462295		3.360771		9.0200205		6.1757417		8.496913		2.9286335		-8.306299		-2.2544832		-1.0242858		1.3492311		-3.054206		-1.1727967		-0.034618378		0.4321375		0.007490285		NA		NA		NA		TA90539_4565		0		Ta.9423		0		TC414000		0

		A_99_P068430		1.594799		1.5660764		1.5682087		1.566091		1.686449		5.753762		2.0181906		1.6319952		3.7408116		2.3301263		2.8233864		1.6005493		-4.1536007		10.730426		-1.7473829		1.0220358		-2.0543625		3.4236355		-0.8051958		0.03144586		0.017346254		0.0067608906		0.0032527158		NA		CJ850738		CJ850738		Ta.66387		0		TC412205		CJ850738 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal16e06 5', mRNA sequence [CJ850738]

		A_99_P480642		1.8750712		1.5583261		1.5947415		2.1680853		2.169172		5.1503086		3.6251056		3.626831		2.7635288		2.688122		4.660879		2.9654052		-1.5097992		5.510513		-2.0502126		1.581645		-0.5943568		2.4621866		-1.0357735		0.6614258		NA		0.0052941917		NA		NA		CV772483		0		Ta.4117		0		TC422475		Rep: HGA6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (25%) [TC422475]

		A_99_P316146		4.142917		4.3999267		4.4730153		4.140983		2.4421554		2.6318455		4.393901		3.9432325		2.787836		3.6679676		4.6852894		4.929215		-1.2707504		-2.050708		-1.2238176		-1.9806616		-0.3456807		-1.0361221		-0.2913885		-0.9859824		NA		0.008823494		NA		NA		TA86426_4565		0		0		0		TC379794		Rep: Transcription factor PCF5 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC379794]

		A_99_P455927		6.47883		5.4520645		4.2949395		5.1270823		7.2179317		7.6204605		6.387296		5.426537		8.247888		7.03884		6.8478484		5.5055337		-2.0419617		1.4965295		-1.3760685		-1.0562832		-1.0299559		0.5816207		-0.46055222		-0.07899666		0.021750968		NA		NA		NA		TC407715		0		0		0		TC407715		Rep: Formin homology 2 domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC407715]

		A_99_P400092		2.0963974		2.0589085		3.0419695		2.3075058		4.363415		6.796945		7.758461		5.182455		7.521393		5.629795		8.511676		4.767443		-8.925778		2.2456763		-1.6855446		1.3333097		-3.157978		1.16715		-0.75321484		0.41501188		0.02737681		NA		NA		NA		TA110464_4565		0		0		0		0		0

		A_99_P025469		2.2589626		2.729084		3.5937138		2.8604233		3.9661598		6.06195		4.4347706		2.9408276		6.3982673		9.421141		6.652451		4.0559697		-5.396812		-10.261647		-4.6514497		-2.1661634		-2.4321074		-3.3591905		-2.2176805		-1.1151421		NA		0.0053514666		7.87E-04		NA		BJ239387		BJ239387		Ta.9868		0		0		BJ239387 Y. Ogihara unpublished cDNA library, Wh_e Triticum aestivum cDNA clone whe6b24 3', mRNA sequence [BJ239387]

		A_99_P370127		1.6143776		1.7435455		1.6637295		1.6170429		3.2902443		3.5804493		4.8587737		3.682233		5.95397		2.872534		4.48749		2.7811806		-6.3366733		1.633442		1.2935032		1.8674278		-2.6637256		0.7079153		0.37128353		0.9010525		0.008755849		NA		NA		NA		TA103118_4565		0		0		0		TC453591		Rep: Os05g0588900 protein - Oryza sativa subsp. japonica (Rice), partial (81%) [TC453591]

		A_99_P324056		3.6222107		2.6630726		1.5431213		1.7038336		5.663626		3.289362		2.3238442		4.1166744		3.7536736		3.464283		3.5377872		1.5165013		3.7579677		-1.1289026		-2.3197076		6.0635934		1.9099526		-0.17492104		-1.213943		2.600173		NA		NA		NA		0.0324978		TA88738_4565		0		0		0		TC395096		Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC395096]

		A_99_P516112		9.054938		7.7270756		7.56485		9.345687		9.347623		9.893039		9.425269		9.422421		10.518331		9.64146		9.527085		9.680984		-2.251221		1.1905088		-1.0731236		-1.1962858		-1.1707077		0.25157833		-0.10181618		-0.2585621		0.014113953		NA		NA		NA		TC438811		0		0		0		TC438811		0

		A_99_P389052		4.322576		2.6156437		2.7092087		2.727152		7.0818152		8.67588		7.3177886		6.329434		8.55236		6.835028		7.5326896		5.1410117		-2.7712643		3.5822158		-1.1606243		2.2790337		-1.4705443		1.8408523		-0.21490097		1.1884222		0.007187605		0.0013904839		NA		NA		TA107754_4565		0		0		0		TC448565		0

		A_99_P281276		1.6497945		1.6472589		1.6724672		1.6395637		1.7743417		4.0665565		7.559007		5.2953477		3.1567974		2.4099243		8.335512		4.6995544		-2.6071177		3.1527967		-1.7129761		1.5113033		-1.3824557		1.6566322		-0.776505		0.59579325		0.0421858		0.008786393		NA		NA		TA76246_4565		0		Ta.63120		0		TC419828		0

		A_99_P098440		10.127372		9.764504		9.039834		9.202975		8.805518		8.680632		8.567858		7.2627883		8.79184		9.071312		8.264919		8.804977		1.0095264		-1.3110114		1.2336545		-2.912361		0.013678551		-0.3906803		0.30293846		-1.5421891		NA		NA		NA		0.0492976		BE418479		BE418479		Ta.37200		0		TC379453		SCL034.C12R990602 ITEC SCL Wheat Leaf Library Triticum aestivum cDNA clone SCL034.C12, mRNA sequence [BE418479]

		A_99_P516227		6.016093		5.7250266		5.772344		5.9858227		8.067424		9.906517		8.133422		6.671768		9.693015		8.365731		8.778154		6.6564713		-3.085686		2.9095294		-1.5634494		1.0106595		-1.6255913		1.5407858		-0.6447325		0.015296936		0.008697607		NA		NA		NA		CA659318		0		Ta.51433		0		TC410848		0

		A_99_P443407		6.152284		6.2531466		6.956487		6.2533336		7.0591965		7.6430135		8.315776		6.8187966		8.388576		6.5460677		8.389321		6.3966517		-2.512945		2.1390138		-1.0522995		1.3399181		-1.3293791		1.0969458		-0.073545456		0.4221449		0.017973071		0.0018329794		NA		NA		TC398966		0		0		0		TC398966		Rep: Predicted protein - Monosiga brevicollis MX1, partial (6%) [TC398966]

		A_99_P445137		5.1660905		4.524469		4.2033553		3.3786087		5.764726		5.6807537		5.455059		4.977445		7.15348		5.525328		5.7447705		4.8241315		-2.618524		1.1137501		-1.2223958		1.1121209		-1.3887539		0.15542555		-0.28971148		0.15331364		0.0039620036		NA		NA		NA		TA96488_4565		0		Ta.50600		0		TC400232		Rep: Os09g0499500 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC400232]

		A_99_P284181		7.348865		6.49756		8.627213		7.0129914		11.407325		12.822719		13.539814		11.695529		13.423802		11.219677		13.992469		9.72718		-4.0459476		3.037831		-1.3685564		3.9132016		-2.0164776		1.6030416		-0.45265484		1.9683495		NA		NA		NA		0.004769441		TA77115_4565		0		0		0		TC437335		Rep: 50S ribosomal protein L9 - Novosphingobium aromaticivorans (strain DSM 12444), partial (8%) [TC437335]

		A_99_P256366		11.542663		11.076535		10.943146		11.626152		12.743149		15.324286		13.794724		13.690949		13.395709		13.403621		13.827016		13.272472		-1.5719553		3.7859774		-1.0226351		1.3365159		-0.65256023		1.9206657		-0.032291412		0.41847706		NA		0.0068212072		NA		NA		TA68936_4565		0		Ta.57262		0		TC441990		Rep: Phosphate transporter 6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC441990]

		A_99_P386442		8.542361		7.2354846		9.093116		9.066518		8.398419		6.9196143		7.8655496		8.666255		7.7759366		6.0356483		6.627935		8.790168		1.5395223		1.8454415		2.3580832		-1.0896863		0.6224828		0.88396597		1.2376146		-0.12391281		NA		NA		5.39E-04		NA		TA107115_4565		0		0		0		TC392167		Rep: Galactose-binding like - Medicago truncatula (Barrel medic), partial (25%) [TC392167]

		A_99_P518057		11.063092		9.370804		10.057187		9.745069		12.707619		13.792394		13.294242		10.66093		14.181674		12.29691		13.861405		10.464233		-2.7780168		2.819586		-1.4816077		1.1460708		-1.4740553		1.4954834		-0.56716347		0.19669628		0.004808426		NA		NA		NA		CD870161		CD870161		Ta.67029		0		TC439736		AZO2.113K07F010115 AZO2 Triticum aestivum cDNA clone AZO2113K07, mRNA sequence [CD870161]

		A_99_P418817		5.068974		2.9572637		4.0147204		2.972437		7.7688317		9.757749		9.6243515		7.4451795		9.865823		8.158408		9.85263		6.876925		-4.278162		3.0300477		-1.1714361		1.4827285		-2.096991		1.5993404		-0.22827816		0.5682545		0.0056649935		0.0018186421		NA		NA		TC379710		0		0		0		TC379710		Rep: MGC148775 protein - Bos taurus (Bovine), partial (7%) [TC379710]

		A_99_P361766		4.938003		4.0591474		5.477363		5.1534534		4.508377		3.1867392		3.772123		3.0152943		2.3464108		3.1682243		3.1090422		2.5906115		4.475244		1.0129162		1.5834606		1.3422774		2.1619663		0.018514872		0.66308093		0.42468286		0.010543854		NA		NA		NA		TA100615_4565		0		0		0		TC444789		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC444789]

		A_99_P211901		12.189044		11.989384		8.825034		8.913096		11.426793		10.576935		6.172916		10.423691		11.328602		9.779493		5.0504537		8.948823		1.0704306		1.7380161		2.1771824		2.7795818		0.09819126		0.7974415		1.1224623		1.4748678		NA		NA		NA		0.012109361		TA54762_4565		0		0		0		TC445077		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC445077]

		A_99_P302456		3.6322296		3.6268213		3.646592		2.9614332		4.5729465		5.635511		5.119919		4.633224		5.1597824		4.5636163		5.3833694		3.7322352		-1.5019491		2.1021924		-1.2003462		1.8673455		-0.58683586		1.0718946		-0.26345062		0.9009888		NA		0.0031980167		NA		NA		TA82394_4565		0		Ta.7387		0		TC378460		0

		A_99_P364371		6.1944847		7.204001		2.8921337		3.5859544		6.414225		8.71582		10.012877		7.7352843		7.771702		8.499322		10.097111		7.7229495		-2.5623662		1.16191		-1.0601242		1.0085865		-1.3574767		0.21649837		-0.084233284		0.012334824		0.04227222		NA		NA		NA		TA101476_4565		0		0		0		0		0

		A_99_P310886		8.059283		6.438029		6.0893674		5.7047963		7.080622		5.1255903		5.7325044		5.63118		6.340849		5.825859		3.730677		5.751164		1.6699134		-1.6248075		4.00507		-1.086723		0.7397733		-0.70026875		2.0018275		-0.11998415		NA		NA		0.029175492		NA		TA84918_4565		0		0		0		TC387352		Rep: AGAP000003-PA - Anopheles gambiae str. PEST, partial (9%) [TC387352]

		A_99_P037614		8.423951		7.003884		7.249319		7.1636415		9.898934		11.067403		10.553014		9.260327		11.072243		9.925059		10.944755		8.9038925		-2.2552829		2.207393		-1.3119755		1.2802582		-1.1733084		1.1423435		-0.3917408		0.35643482		0.004808426		0.0018829036		NA		NA		CV781620		CV781620		Ta.13956		0		TC406407		FGAS076032 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV781620]

		A_99_P510492		1.6878012		4.2014003		5.737732		4.0107694		2.125591		1.977491		3.908745		3.2076585		1.917971		3.374316		4.332554		4.005053		1.1547816		-2.6332142		-1.3414644		-1.7379595		0.20762002		-1.396825		-0.4238088		-0.7973945		NA		0.019142017		NA		NA		TC436292		0		0		0		TC436292		0

		A_99_P196573		1.4994482		1.499024		3.217625		1.4872888		2.6051493		4.0162907		5.8882523		2.5258129		4.8900943		4.109926		6.7106185		2.4628177		-4.8734555		-1.0670557		-1.7683039		1.0446323		-2.284945		-0.09363556		-0.82236624		0.062995195		0.04336028		NA		NA		NA		EB514985		EB514985		Ta.63601		0		0		Ta10b_02i04_R Ta10b_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta10b_02i04, mRNA sequence [EB514985]

		A_99_P255776		7.6916122		7.685495		8.653214		10.44371		8.924851		8.035312		7.9370103		10.888286		6.848581		7.1033325		5.9518266		10.823573		4.2171564		1.9078915		3.9591308		1.0458765		2.0762706		0.9319792		1.9851837		0.064712524		NA		NA		0.004797391		NA		TA68765_4565		0		0		0		0		0

		A_99_P413287		10.287499		10.0013895		9.506223		10.038306		10.821922		11.6356125		11.718135		10.038239		11.827451		10.46683		12.080731		9.926884		-2.0076787		2.2482185		-1.2857379		1.0802422		-1.0055285		1.1687822		-0.3625965		0.11135483		0.028237093		0.002687037		NA		NA		BT009313		BT009313		Ta.27227		0		TC375136		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P310436		6.806622		7.634325		7.8564987		7.582302		6.095373		5.8587775		6.75005		6.784153		5.8020616		7.0474515		6.992435		6.9360185		1.2254499		-2.2794313		-1.1829466		-1.1110052		0.2933116		-1.188674		-0.24238491		-0.15186548		NA		0.0022043302		NA		NA		TA84780_4565		0		0		0		0		0

		A_99_P409857		8.377629		7.0664487		6.402523		7.067801		8.958884		9.356838		8.50911		7.6498427		9.951148		8.295159		8.741482		7.410122		-1.9893041		2.0873592		-1.1747643		1.1807642		-0.9922638		1.0616789		-0.23237133		0.23972082		0.013775701		0.007191208		NA		NA		TC374053		0		0		0		TC374053		0

		A_99_P322421		9.14053		9.012076		10.529335		10.150181		10.2252655		12.758643		12.138604		11.306327		11.682189		10.891953		12.820549		11.337479		-2.7452233		3.646948		-1.604301		-1.0218276		-1.4569235		1.8666897		-0.68194485		-0.031151772		NA		0.0054044942		NA		NA		TA88265_4565		0		0		0		TC380909		Rep: ATATH15 (ABC2 homolog 15); ATPase, coupled to transmembrane movement of substances - Arabidopsis thaliana, partial (16%) [TC380909]

		A_99_P302811		7.1459365		7.3536167		7.158195		7.2306247		7.8943925		10.388391		9.566345		7.7368927		8.698697		8.638864		9.403933		7.7283206		-1.7463038		3.362483		1.1191572		1.0059594		-0.8043046		1.749527		0.16241264		0.008572102		NA		0.01651006		NA		NA		TA82508_4565		0		0		0		TC375017		Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC375017]

		A_99_P341476		4.1094184		4.4871974		3.3162594		4.222218		5.058967		6.749953		6.3574243		4.7193947		6.097551		5.4891257		6.470201		4.7242713		-2.0542102		2.3963308		-1.0813074		-1.0033859		-1.0385838		1.2608271		-0.11277676		-0.0048766136		0.022143185		NA		NA		NA		TA94034_4565		0		0		0		TC410905		Rep: Galactosyltransferase-like protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC410905]

		A_99_P165052		5.230879		3.6934986		3.6820564		3.4276197		7.369196		6.9277077		10.179625		8.933551		6.5063195		6.6358757		9.091506		5.0801787		1.8186607		1.2241938		2.125966		14.453752		0.8628764		0.29183197		1.0881186		3.853372		NA		NA		NA		0.015180765		M21962		M21962		Ta.56254		germin protein precursor		TC377253		Triticum aestivum germin protein precursor, mRNA, complete cds [M21962]

		A_99_P058191		8.101256		7.194967		7.666431		8.151027		8.662769		8.088945		10.502768		8.693847		10.033116		8.163512		11.196915		9.142358		-2.5853274		-1.0530448		-1.6179277		-1.3646312		-1.370347		-0.07456684		-0.6941471		-0.44851112		0.038915917		NA		NA		NA		TA72115_4565		0		0		0		0		0

		A_99_P330946		1.60037		2.0137837		1.9284111		1.6060671		1.8903118		3.0287936		6.464579		7.946104		1.6232487		1.9921389		4.227632		2.5225027		1.2033557		2.0514653		4.7139845		42.920685		0.26706314		1.0366547		2.236947		5.423601		0.04636359		NA		7.69E-04		0.0036477002		TA90830_4565		0		0		0		TC439150		Rep: Cytokinin dehydrogenase - Triticum aestivum (Wheat), partial (26%) [TC439150]

		A_99_P533842		9.89174		8.933132		9.377141		8.19654		10.843913		10.767333		13.393227		10.526044		12.168496		10.883016		13.590444		9.478626		-2.5046048		-1.0834875		-1.1464846		2.066827		-1.324583		-0.1156826		-0.19721699		1.0474176		NA		NA		NA		0.01783078		L28009		L28009		Ta.56205		wali6 protein		TC409372		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P410467		2.513334		1.7509371		1.8329259		3.5937645		4.7400913		3.223912		6.7231274		9.293251		4.281791		3.9865577		6.320654		5.5418553		1.373922		-1.6965991		1.3217721		13.467365		0.4583001		-0.7626457		0.40247345		3.7513957		NA		NA		NA		0.020089589		TA56382_4565		0		0		0		TC415512		Rep: COG0642: Signal transduction histidine kinase - Nostoc punctiforme PCC 73102, partial (3%) [TC372569]

		A_99_P353791		3.8058593		3.626193		5.310644		3.114579		6.204534		7.600306		7.5804253		6.922758		7.719473		7.962402		8.337004		6.22501		-2.857867		-1.2852917		-1.689479		1.6219711		-1.5149388		-0.36209583		-0.75657845		0.6977482		0.007813501		NA		NA		NA		TA97926_4565		0		0		0		TC388166		0

		A_99_P119849		5.705401		5.7106004		5.4528255		5.6859393		4.899559		4.4614034		5.035209		4.000103		4.8101807		4.5189424		3.8886974		4.119271		1.0639117		-1.040689		2.21378		-1.0861082		0.08937836		-0.057538986		1.1465118		-0.119167805		NA		NA		0.019285146		NA		CJ678810		CJ678810		Ta.44070		0		TC410356		CJ678810 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok14b02 5', mRNA sequence [CJ678810]

		A_99_P555242		5.035282		4.6860943		4.621965		5.36601		5.4405885		6.6467285		7.2614346		6.80378		7.165461		5.1719766		7.707516		6.5024514		-3.3055093		2.7793586		-1.3623351		1.2322788		-1.7248726		1.474752		-0.44608164		0.30132866		NA		0.009234853		NA		NA		BE406446		0		Ta.55698		0		TC454260		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (28%) [TC454260]

		A_99_P311111		8.510858		8.672393		8.466495		7.9061456		9.269954		10.421338		10.172615		10.120071		10.65799		10.448014		10.747863		10.208308		-2.6172228		-1.0186626		-1.4899334		-1.0630702		-1.3880367		-0.026676178		-0.57524776		-0.08823681		0.007920353		NA		NA		NA		TA84975_4565		0		0		0		0		0

		A_99_P524272		4.9738855		6.1122704		7.8917274		7.031242		2.1583745		4.596063		6.3453293		4.8638763		3.2381744		4.9665875		6.1142197		6.4982796		-2.1137428		-1.2928227		1.1737374		-3.1045911		-1.0797999		-0.3705244		0.23110962		-1.6344032		NA		NA		NA		0.047636263		CJ634596		0		Ta.22120		0		TC442223		Rep: Homoserine kinase - Shewanella baltica OS223, partial (5%) [TC442223]

		A_99_P541897		6.274395		6.561905		5.6572843		6.390262		4.477287		4.2228703		1.7892638		5.393648		5.735152		3.7441008		2.5279715		5.0158916		-2.3914158		1.3935546		-1.6686804		1.2993199		-1.257865		0.47876954		-0.73870766		0.3777566		0.03824555		NA		NA		NA		CK207885		CK207885		Ta.54462		endosperm transfer cell specific PR60		TC401614		FGAS019557 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207885]

		A_99_P264371		2.1475544		2.5285428		2.5388653		2.842679		6.0908203		10.331836		10.136813		6.272224		9.331241		8.892127		10.720244		6.352225		-9.450694		2.7126608		-1.4984088		-1.0570186		-3.2404203		1.4397087		-0.58343124		-0.08000088		0.008727966		NA		NA		NA		TA71225_4565		0		0		0		TC437092		0

		A_99_P149352		11.489067		11.191871		10.351014		10.179929		10.936679		10.109734		9.822603		10.029312		10.580279		11.118568		10.025868		9.750538		1.280227		-2.0122852		-1.1513011		1.2131637		0.35639954		-1.0088348		-0.20326519		0.27877426		NA		0.011158256		NA		NA		CJ850340		CJ850340		Ta.52634		0		TC457140		CJ850340 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal15d23 5', mRNA sequence [CJ850340]

		A_99_P392127		1.8476057		2.6914682		1.564191		2.1435869		3.418867		5.3730607		6.221069		4.367917		5.455253		3.9698956		6.3331065		4.159612		-4.102166		2.6448119		-1.0807536		1.15533		-2.036386		1.4031651		-0.11203766		0.20830488		0.013347054		NA		NA		NA		TA108511_4565		0		0		0		TC395411		Rep: Hydrolase, alpha/beta fold family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (44%) [TC395411]

		A_99_P370987		3.1946404		3.4094722		2.660615		3.818124		3.881408		6.10566		5.8417325		5.081118		5.4692826		4.868244		6.7474747		5.633989		-3.0060618		2.3577583		-1.8735081		-1.4670019		-1.5878747		1.2374158		-0.90574217		-0.55287075		0.030793542		0.0056388965		NA		NA		TA103330_4565		0		Ta.33310		0		TC410029		0

		A_99_P416897		4.2072964		2.933775		2.6243238		2.518513		6.239414		7.2261024		6.534828		5.4873104		7.734671		5.9135175		6.990972		5.0229754		-2.8191435		2.4838617		-1.37187		1.3796812		-1.4952569		1.3125849		-0.45614386		0.46433496		0.008727966		0.001999132		NA		NA		TC378017		0		0		0		TC378017		Rep: Wall associated kinase - Brachypodium sylvaticum (False brome), partial (19%) [TC378017]

		A_99_P133260		2.7736695		2.5475085		2.023971		3.460056		3.5712807		4.984488		4.098743		2.9266913		4.8693786		3.902502		4.3507357		3.4129887		-2.4590445		2.1169481		-1.1908509		-1.400845		-1.2980978		1.081986		-0.2519927		-0.48629737		NA		0.0028111588		NA		NA		TA86710_4565		0		Ta.10031		0		TC396397		0

		A_99_P439092		4.448335		4.7468247		3.985039		5.529411		8.413479		12.468021		12.273786		8.439511		11.294735		11.029441		12.671287		8.682517		-7.3679132		2.7105403		-1.3172243		-1.1834557		-2.881256		1.4385805		-0.397501		-0.24300575		0.011066713		NA		NA		NA		TA71225_4565		0		0		0		TC395661		0

		A_99_P371427		3.173785		2.144552		3.6051018		1.7311102		6.0526004		8.90252		8.436658		7.1206203		7.9155517		6.8314896		8.882129		5.271324		-3.63751		4.2018676		-1.3617585		3.6032434		-1.8629513		2.0710306		-0.4454708		1.8492961		0.004808426		NA		NA		0.0036477002		TA103445_4565		0		0		0		0		0

		A_99_P340421		5.4643817		5.428963		5.279171		5.0602956		7.4439607		9.750407		9.538161		7.9081345		9.193967		7.6667123		9.970902		7.643988		-3.3636		4.2389145		-1.3497958		1.2009252		-1.7500062		2.083695		-0.43274117		0.26414633		0.017197777		0.0023161431		NA		NA		TA93729_4565		0		Ta.21236		0		TC405513		Rep: Fimbrial assembly membrane protein - Xanthomonas axonopodis pv. citri, partial (9%) [TC405513]

		A_99_P428987		7.2795777		8.254909		8.507596		9.713569		7.1717715		6.3415885		8.08171		9.365451		5.889297		6.924845		6.9791794		9.767068		2.4325585		-1.4982275		2.14731		-1.3209877		1.2824745		-0.5832567		1.1025305		-0.40161705		0.028237093		NA		0.0077409954		NA		TC387646		0		0		0		TC387646		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (82%) [TC387646]

		A_99_P229841		11.170647		11.116397		12.966526		12.476388		12.32914		12.64601		13.195958		13.06037		13.963738		11.837504		13.429416		12.817592		-3.1050117		1.7513969		-1.1756492		1.1832696		-1.6345987		0.808506		-0.23345757		0.24277878		0.02031708		0.0018829036		NA		NA		TA61495_4565		0		0		0		TC428833		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (10%) [TC428833]

		A_99_P388432		3.2118251		3.7797997		3.869685		5.45438		6.000754		11.077033		8.493824		7.5395546		6.7017694		8.0410185		7.644422		8.215141		-1.6256486		8.202221		1.8017539		-1.5972462		-0.7010155		3.0360146		0.84940195		-0.6755867		NA		0.0030476614		NA		0.0020526308		TA107605_4565		0		0		0		TC436485		Rep: COG0477: Permeases of the major facilitator superfamily - Brevibacterium linens BL2, partial (4%) [TC436485]

		A_99_P453277		1.5538317		2.5258007		1.6906711		2.2966769		2.6354434		4.8126264		10.792755		6.9610457		5.1371293		5.505018		10.445737		5.2990775		-5.6634684		-1.6159605		1.2719291		3.1644795		-2.5016859		-0.6923919		0.34701824		1.6619682		0.020683968		NA		NA		NA		TA65744_4565		0		Ta.25053		0		TC405974		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (65%) [TC405974]

		A_99_P351886		7.0897408		6.642511		7.0767593		6.9491334		8.064793		9.633168		9.847958		8.191626		9.494235		8.449187		10.140279		8.311611		-2.693426		2.2720284		-1.224609		-1.086724		-1.4294424		1.183981		-0.2923212		-0.11998558		0.017973335		0.0056388965		NA		NA		TA97336_4565		0		0		0		TC406475		Rep: GTP-binding protein Rab6 - Oryza sativa subsp. japonica (Rice), partial (89%) [TC406475]

		A_99_P552752		7.4423127		7.266233		8.516357		8.865979		8.30541		9.899728		10.477722		9.951886		9.643798		8.870046		10.715016		10.156696		-2.5286853		2.0415745		-1.1787797		-1.1525347		-1.3383875		1.0296822		-0.2372942		-0.20481014		0.009320778		0.0037481056		NA		NA		TC453245		0		0		0		TC453245		0

		A_99_P339856		12.14255		10.849953		10.39395		11.155574		11.498813		9.203311		8.1569605		9.653754		11.506841		10.409301		9.145505		9.790917		-1.0055801		-2.3069549		-1.9841821		-1.0997405		-0.00802803		-1.2059898		-0.98854446		-0.13716316		NA		0.0056388965		NA		NA		TA93555_4565		0		0		0		0		0

		A_99_P255741		3.5921686		4.1362453		5.6385846		3.6458628		5.19976		5.2901554		7.8834596		6.997212		6.3641515		4.519383		8.377115		5.4062304		-2.2413867		1.7061831		-1.4080081		3.0125422		-1.1643915		0.77077246		-0.49365568		1.5909815		0.0049730805		NA		NA		NA		TA68758_4565		0		Ta.67811		0		TC429875		Rep: Cupin family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (4%) [TC429875]

		A_99_P165277		5.588976		5.407507		3.6009133		3.6407812		7.339695		7.004284		9.857919		9.094369		7.6298656		6.665632		8.757478		3.9283059		-1.2227849		1.2645746		2.1442022		35.903767		-0.29017067		0.33865213		1.100441		5.1660633		NA		NA		NA		0.009570477		Y09916		Y09916		Ta.56302		pSBGer2 protein		TC378956		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P195003		6.786508		7.2185254		5.9088		7.009693		6.3323894		5.91029		6.466268		6.3400097		6.484642		6.2229633		5.237739		6.5072575		-1.1113033		-1.2420073		2.3432794		-1.1229143		-0.15225267		-0.31267357		1.228529		-0.16724777		NA		NA		0.017081007		NA		AM701827		AM701827		Ta.63121		xylan synthase-like		TC419425		Triticum aestivum mRNA for putative xylan synthase (gt43 gene) [AM701827]

		A_99_P460792		1.7140287		2.228904		1.804561		1.7333536		1.6545674		4.6194863		3.321536		2.2795246		3.5602787		2.5852368		4.5703907		1.982817		-3.7469358		4.096096		-2.3765268		1.2283379		-1.9057113		2.0342495		-1.2488546		0.2967075		0.010122937		NA		0.0020137755		NA		TC411039		0		0		0		TC411039		0

		A_99_P158407		10.807105		10.419499		10.99072		10.863564		11.611291		12.484112		11.668392		11.329877		12.720061		11.39436		12.0390215		10.955844		-2.1566176		2.1283748		-1.2929167		1.2959706		-1.1087704		1.0897522		-0.3706293		0.37403297		0.010072609		0.010577527		NA		NA		EU082065		EU082065		Ta.54765		NADP-dependent malic enzyme		TC410333		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		A_99_P570312		1.6040446		1.6204295		1.6358584		3.6047757		4.9771295		8.32491		7.932298		2.4313385		8.541322		5.7860527		8.655233		1.9583448		-11.828476		5.811286		-1.6505367		1.3879867		-3.5641923		2.5388575		-0.7229352		0.47299373		0.004202322		0.002699394		NA		NA		TC459890		0		0		0		TC459890		0

		A_99_P362146		7.92851		9.145329		9.280521		9.23334		8.219093		7.535862		8.108589		8.798462		6.415045		7.8491783		6.745857		9.541688		3.491988		-1.2425607		2.571718		-1.6739148		1.8040485		-0.31331635		1.3627324		-0.74322605		NA		NA		0.005563714		NA		TA100750_4565		0		0		0		TC378803		0

		A_99_P482542		5.06052		5.180494		4.6987576		4.886005		6.3988786		9.765462		11.724345		8.787876		8.966859		8.653704		12.245225		8.48253		-5.929787		2.1610887		-1.43483		1.2357154		-2.5679803		1.1117582		-0.52087975		0.3053465		0.0149720255		NA		NA		NA		TA69812_4565		0		0		0		TC423415		0

		A_99_P262036		11.506256		9.100102		8.7301		9.104477		12.919421		12.57355		14.578762		14.020619		14.408668		11.346054		15.030665		11.832227		-2.8074229		2.3416023		-1.3678436		4.557974		-1.4892464		1.2274961		-0.45190334		2.1883926		NA		0.003076674		NA		NA		TA70558_4565		0		0		0		0		0

		A_99_P037474		2.0779507		1.7437588		1.7781128		1.7472616		1.6144329		2.9445937		5.7472515		2.856427		1.8133749		3.7346218		6.65069		1.8179699		-1.1478562		-1.7291081		-1.8705189		2.0540297		-0.19894195		-0.7900281		-0.90343857		1.038457		NA		NA		NA		0.02326801		CJ851772		CJ851772		Ta.13912		0		TC397010		CJ851772 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal1f23 5', mRNA sequence [CJ851772]

		A_99_P021584		5.717339		4.7840576		6.0479736		5.556976		5.609117		4.426382		5.358339		3.809253		3.6669273		3.970974		3.514363		4.0262246		3.8428848		1.3711706		3.58998		-1.1622913		1.9421897		0.4554081		1.8439758		-0.21697164		0.020683968		NA		NA		NA		CV763004		CV763004		Ta.8460		0		0		FGAS057393 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763004]

		A_99_P137844		1.9189769		1.7574519		2.2509975		2.2298937		1.6526814		2.5142596		6.705218		9.001233		1.8434855		3.049832		5.4710565		8.553617		-1.1413997		-1.4495173		2.3524456		1.3637854		-0.19080412		-0.5355725		1.2341614		0.44761658		NA		NA		4.52E-04		NA		CV774931		CV774931		Ta.49550		0		0		FGAS069331 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774931]

		A_99_P007916		4.657772		4.3216114		4.343344		5.112923		5.6797566		7.0818267		5.44974		4.2947106		7.295489		5.6932206		5.8362384		4.9176316		-3.064671		2.6182559		-1.3072168		-1.53999		-1.6157322		1.3886061		-0.38649845		-0.622921		0.0149720255		0.002073685		NA		NA		BJ248089		BJ248089		Ta.3819		0		TC400675		BJ248089 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf4n08 5', mRNA sequence [BJ248089]

		A_99_P012604		1.7605227		1.6961913		1.6980268		1.7011226		3.723276		5.5420423		5.4809685		2.9874432		6.0674553		3.743646		5.876747		1.7374665		-5.077715		3.4783337		-1.3156526		2.378376		-2.3441794		1.7983963		-0.39577866		1.2499768		NA		0.007610793		NA		0.016680699		CA726128		0		Ta.54230		0		TC438302		Rep: Reversibly glycosylated polypeptide - Triticum aestivum (Wheat), partial (63%) [TC438302]

		A_99_P437157		9.660267		8.054828		7.673584		8.189658		7.816246		6.109224		6.229034		5.66149		7.9431458		7.203928		6.4983287		7.7765565		-1.0919447		-2.1356928		-1.2052186		-4.3321		-0.12689972		-1.0947042		-0.26929474		-2.1150665		NA		NA		NA		0.04475583		CK217674		0		Ta.25600		0		TC394184		Rep: Chloroplast pigment-binding protein CP24 - Nicotiana tabacum (Common tobacco), partial (82%) [TC394184]

		A_99_P061193		1.8248163		1.7402449		1.769893		1.7906971		7.2559485		7.4882464		6.952944		8.319251		1.7331995		1.9479369		1.7328871		1.6996951		45.974083		46.5371		37.272934		98.32974		5.522749		5.5403094		5.2200565		6.619556		0.008833363		0.0014514488		2.76E-04		4.22E-05		CA684802		CA684802		Ta.22642		0		0		wlm96.pk027.j7 wlm96 Triticum aestivum cDNA clone wlm96.pk027.j7 5' end, mRNA sequence [CA684802]

		A_99_P236411		11.535663		10.933228		11.155995		11.167832		12.660283		13.06662		16.20244		14.028694		14.146709		13.3189745		16.59156		12.238315		-2.8019407		-1.1911496		-1.3095944		3.4590588		-1.4864264		-0.25235462		-0.3891201		1.7903795		NA		NA		NA		0.035380017		TA63442_4565		0		0		0		TC445054		0

		A_99_P259331		9.000197		8.328986		8.74375		9.179241		9.755061		10.783802		11.445216		10.897208		11.087231		9.499902		11.7406845		10.802701		-2.51781		2.4349637		-1.2272834		1.0677006		-1.3321695		1.2839003		-0.29546833		0.09450722		NA		0.007868455		NA		NA		TA69816_4565		0		0		0		0		0

		A_99_P345306		10.019515		8.526994		8.667505		8.129628		10.691052		10.918095		10.407861		8.927456		11.806415		10.427289		10.984683		8.734649		-2.166494		1.4052293		-1.4915602		1.1429856		-1.1153622		0.49080563		-0.5768223		0.1928072		0.020498198		NA		NA		NA		TA95272_4565		0		Ta.14129		0		TC413181		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		A_99_P617297		4.6144834		4.0728054		6.1686826		6.5685163		5.8231697		6.9043107		9.716922		7.5430465		6.7297454		5.4496307		9.425821		7.461745		-1.8745908		2.7409575		1.2235733		1.0579722		-0.9065757		1.45468		0.2911005		0.08130169		NA		0.008823494		NA		NA		BT009359		BT009359		Ta.49604		O-methyltransferase 3		TC454623		Triticum aestivum clone wlm96.pk025.c3:fis, full insert mRNA sequence [BT009359]

		A_99_P455232		8.538519		7.993107		9.013204		9.152423		9.880853		12.054196		12.23536		9.869326		11.971578		9.999778		12.454105		9.994009		-4.2596207		4.153762		-1.163721		-1.0902684		-2.090725		2.0544186		-0.21874523		-0.12468338		0.006943771		0.0051431074		NA		NA		TA55608_4565		0		Ta.135		0		TC407227		Rep: Alpha-1,4-glucan-protein synthase [UDP-forming] - Zea mays (Maize), partial (12%) [TC407227]

		A_99_P009936		1.5870342		1.5945497		1.5953122		1.5756935		3.5262318		3.8912551		3.0553582		4.362705		1.6226436		1.6367512		1.5921254		1.6211977		3.7414258		4.7717023		2.757255		6.687688		1.9035882		2.254504		1.4632328		2.7415075		NA		0.0058158413		NA		0.0072047096		CV776305		CV776305		Ta.4511		0		0		FGAS070709 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776305]

		A_99_P000281		14.956142		14.461586		14.343597		13.738003		14.625798		13.874692		12.65894		15.133834		14.9370165		13.609406		12.554569		13.357025		-1.240755		1.2018739		1.0750257		3.4266734		-0.31121826		0.2652855		0.10437107		1.7768087		NA		NA		NA		0.0066036303		AF058794		AF058794		Ta.182		cor39 protein		TC370739		Triticum aestivum COR39 (cor39) mRNA, complete cds [AF058794]

		A_99_P520907		7.2082024		6.860111		7.9322944		7.299561		7.0828767		6.4158006		6.874223		5.775088		6.0494056		6.1050663		6.372498		5.7899203		2.0469432		1.2403388		1.4159057		-1.0103341		1.0334711		0.31073427		0.5017252		-0.014832497		0.04310373		NA		NA		NA		CD916137		0		Ta.27954		0		TC440928		0

		A_99_P236391		11.400432		10.795583		11.154431		11.076786		12.617943		13.053584		16.24382		13.974299		13.979459		13.180267		16.46322		12.082702		-2.5695505		-1.0917808		-1.1642497		3.7104592		-1.361516		-0.12668324		-0.2194004		1.8915977		NA		NA		NA		0.03114761		TA63438_4565		0		Ta.56885		0		0		0

		A_99_P204396		12.094655		11.612586		11.651573		11.475227		13.093627		13.337406		13.32777		12.286056		13.869305		12.278523		13.0988035		11.782837		-1.711994		2.0833175		1.1719953		1.4173722		-0.7756777		1.0588827		0.22896671		0.50321865		NA		0.004373213		NA		NA		TA52369_4565		0		Ta.18653		0		TC417856		Rep: Caffeoyl-coa o-methyltransferase - Oryza sativa subsp. indica (Rice), partial (46%) [TC417856]

		A_99_P457092		12.315251		11.77203		12.147969		12.025296		13.6549425		14.13024		17.118567		15.060077		15.030041		14.264178		17.370901		13.125058		-2.5938556		-1.0972847		-1.191133		3.8238304		-1.3750982		-0.13393784		-0.2523346		1.9350185		NA		NA		NA		0.024359586		TA63445_4565		0		Ta.56885		0		TC438039		0

		A_99_P051466		6.4616947		6.047823		4.3379693		5.197511		4.322865		4.9489923		3.50223		2.5089438		4.317428		5.2429223		3.3729455		4.5899825		1.0037757		-1.2259754		1.0937511		-4.2311172		0.0054368973		-0.29393005		0.12928438		-2.0810387		NA		NA		NA		0.025999306		CJ703242		CJ703242		Ta.18441		0		TC390824		CJ703242 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n12l15 5', mRNA sequence [CJ703242]

		A_99_P545407		6.278895		6.2023664		6.659159		6.371753		5.264317		4.471002		5.1066723		5.0115123		5.539449		5.834385		5.3289638		5.601958		-1.210105		-2.5728776		-1.1665851		-1.5057117		-0.27513218		-1.3633828		-0.22229147		-0.5904455		NA		0.04158518		NA		NA		TC450536		0		0		0		TC450536		Rep: Possible OmpA family member precursor - Rhodopseudomonas palustris, partial (5%) [TC450536]

		A_99_P071845		1.8120455		1.768685		2.2327824		1.7799968		5.858667		9.264276		9.625939		5.7436852		7.972961		7.1126714		9.46687		5.7428837		-4.329781		4.443216		1.1165664		1.0005558		-2.114294		2.1516042		0.15906906		8.02E-04		0.0051288744		2.64E-04		NA		NA		BT009386		BT009386		Ta.27258		0		0		Triticum aestivum clone wlm96.pk034.m17:fis, full insert mRNA sequence [BT009386]

		A_99_P399692		5.4493814		4.7087193		3.4812567		3.7682755		3.1063528		3.8440135		2.5089731		1.894894		3.9281642		4.2414784		2.5554333		3.569924		-1.767624		-1.3171914		-1.0327278		-3.1932602		-0.82181144		-0.397465		-0.04646015		-1.6750301		NA		NA		NA		0.039850116		TA110362_4565		0		0		0		0		0

		A_99_P339466		7.278215		7.0924277		6.9125085		7.1453547		7.4095592		8.13381		7.2328377		6.886206		8.795947		7.627796		7.7446003		7.298383		-2.6142333		1.420121		-1.4257911		-1.3306924		-1.3863878		0.5060139		-0.5117626		-0.4121771		0.025210112		NA		0.005490341		NA		TA93440_4565		0		0		0		TC420976		Rep: Anthocyanin biosynthetic gene regulator PAC1 - Zea mays (Maize), partial (6%) [TC420976]

		A_99_P259316		4.3005843		3.518899		3.5854447		3.027815		4.609689		8.717172		10.754994		7.7508054		7.978411		7.610872		11.164577		7.399467		-10.329668		2.1529276		-1.3283011		1.2757436		-3.368722		1.1062999		-0.40958214		0.3513384		0.043247316		NA		NA		NA		TA69812_4565		0		0		0		TC423415		0

		A_99_P303501		3.3630245		2.2651076		2.166957		2.4294822		4.1000633		6.2447624		5.256498		3.0312731		6.2552075		4.484938		5.1883125		3.0270488		-4.4541316		3.3865688		1.0483972		1.0029323		-2.1551442		1.7598243		0.06818533		0.0042243004		NA		0.0049743527		NA		NA		TA82717_4565		0		0		0		TC378882		0

		A_99_P339971		4.9137545		2.2109592		2.310789		3.487097		5.6447735		5.9296317		7.0190964		6.2990303		7.4559293		5.2113624		7.3967667		5.406058		-3.5092332		1.6452073		-1.2992421		1.8569983		-1.8111558		0.71826935		-0.3776703		0.89297247		0.04075991		NA		NA		NA		TA93586_4565		0		0		0		TC404695		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC404695]

		A_99_P246561		9.7303		9.1186075		8.918519		9.182849		10.495381		11.500781		10.691615		9.218425		11.50743		10.283316		10.967892		9.082794		-2.016773		2.3253782		-1.2110653		1.0985729		-1.0120487		1.2174654		-0.2762766		0.13563061		0.008568929		NA		NA		NA		TA66152_4565		0		Ta.55465		0		TC370272		Rep: Os03g0733800 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC370272]

		A_99_P295051		3.6714163		2.2973855		3.9551246		2.1027443		1.7018862		1.9194015		1.7639259		6.1819553		2.3104508		2.9626179		1.90528		1.6773888		-1.5247414		-2.060817		-1.1029398		22.699154		-0.6085646		-1.0432163		-0.14135408		4.5045667		NA		NA		NA		0.004152268		TA80241_4565		0		0		0		0		0

		A_99_P365141		1.588885		1.5900301		1.9889855		2.0333276		3.1433594		5.9134216		7.2377515		5.6443887		4.639635		3.8758047		7.479286		5.596358		-2.8211348		4.105668		-1.1822497		1.0338528		-1.4962757		2.037617		-0.24153471		0.048030853		0.01693416		0.002687037		NA		NA		CJ662884		CJ662884		Ta.67331		0		TC432294		CJ662884 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp14g16 5', mRNA sequence [CJ662884]

		A_99_P013254		4.652612		4.631651		4.5505123		4.321556		2.8424551		3.6189415		3.6502562		2.7292316		3.1730025		2.0488725		2.4247708		3.0135605		-1.2574904		2.9691894		2.338341		-1.2178437		-0.33054733		1.5700691		1.2254853		-0.28432894		NA		0.007117815		NA		NA		DR735303		DR735303		Ta.5652		tonoplast intrinsic protein		TC413704		FGAS080973 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735303]

		A_99_P196646		1.7273079		1.6479502		1.646499		1.6185988		2.8884637		3.3470678		4.1407027		4.5073104		6.215055		2.3942585		3.5906322		2.3041494		-10.032374		1.9356382		1.4641572		4.6048717		-3.3265913		0.95280933		0.5500705		2.203161		0.012933341		NA		NA		0.020777728		EF583940		EF583940		Ta.63621		pathogen-inducible ethylene-responsive element-binding protein		0		Triticum aestivum pathogen-inducible ethylene-responsive element-binding protein (PIEP1) mRNA, complete cds [EF583940]

		A_99_P137205		2.5791438		2.4335248		2.0235784		2.0169346		2.6534262		3.4127693		3.635003		2.151928		4.769613		3.2710187		4.6957893		1.8583931		-4.3354645		1.103243		-2.0860682		1.2256397		-2.1161866		0.14175057		-1.0607862		0.29353487		NA		NA		0.0021958107		NA		BT009225		BT009225		Ta.49365		0		0		Triticum aestivum clone wle1n.pk0078.d6:fis, full insert mRNA sequence [BT009225]

		A_99_P493147		5.7892323		5.2080154		5.5613112		5.8069673		8.088735		10.903897		10.53778		8.446785		10.358651		9.285126		11.024442		8.271147		-4.8229523		3.071134		-1.4011991		1.1294639		-2.2699165		1.6187716		-0.4866619		0.1756382		0.0065335715		NA		NA		NA		TC428714		0		0		0		TC428714		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC428714]

		A_99_P368717		3.1757672		3.3785527		3.3933716		2.746781		2.897731		4.085686		4.7879777		3.5440266		3.9970608		3.6467078		5.9911537		3.184843		-2.1425512		1.3556441		-2.30246		1.2826998		-1.0993297		0.43897843		-1.203176		0.35918355		NA		NA		0.0026528563		NA		TA102780_4565		0		0		0		0		0

		A_99_P331056		6.9684753		7.7816277		7.58881		6.3505797		6.9138236		9.061703		10.652565		10.208145		8.210927		7.696257		10.920053		8.944708		-2.45735		2.576559		-1.2037097		2.4006703		-1.2971034		1.3654456		-0.26748753		1.2634373		NA		NA		NA		0.004714613		TA90861_4565		0		0		0		TC370440		Rep: Ice recrystallization inhibition protein 2 precursor - Triticum aestivum (Wheat), partial (44%) [TC370440]

		A_99_P080435		6.25194		5.4907455		4.8627725		5.194402		8.061146		8.493329		8.650565		7.899098		10.038475		7.359007		8.870294		5.986551		-3.9376347		2.195154		-1.1645144		3.764732		-1.9773293		1.1343222		-0.21972847		1.9125471		0.008727966		0.0018329794		NA		0.031060288		TA88925_4565		0		Ta.30753		0		TC370231		Rep: Glutathione S-transferase GST 24 - Zea mays (Maize), partial (92%) [TC370231]

		A_99_P032959		8.416886		7.8256545		10.711831		8.722444		9.47876		11.586227		11.919097		9.675019		10.741311		8.559242		12.534969		9.280079		-2.3991964		8.151046		-1.5324844		1.3148884		-1.2625513		3.0269852		-0.6158724		0.39494038		0.008727966		0.021243034		NA		NA		TA82924_4565		0		Ta.12225		0		TC432873		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC432873]

		A_99_P319506		4.977739		4.5526576		5.299904		4.793916		4.570608		4.1147647		4.6435256		3.7882957		3.4604073		3.5273316		3.2100115		3.432223		2.158757		1.502571		2.7010384		1.2799369		1.1102009		0.5874331		1.4335141		0.35607266		0.04059912		NA		NA		NA		CJ572121		CJ572121		Ta.35311		0		0		CJ572121 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok14j03 3', mRNA sequence [CJ572121]

		A_99_P236376		12.082184		11.154651		11.608804		11.546288		13.369731		13.733105		16.741564		14.638833		14.672006		14.083404		17.08059		12.798884		-2.4661741		-1.2748247		-1.2649019		3.579973		-1.3022747		-0.35029888		-0.3390255		1.8399487		NA		NA		NA		0.024295785		CK161960		CK161960		Ta.56885		wali5 protein		TC406452		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P455342		4.2500205		4.89071		4.24735		5.74978		2.0638082		2.0428982		2.5642087		2.5000184		2.6411002		3.4413474		2.5751219		4.296557		-1.492046		-2.6361806		-1.007593		-3.4738576		-0.57729197		-1.3984492		-0.010913134		-1.7965386		NA		NA		NA		0.022897815		0		0		0		0		0		0

		A_99_P416872		12.0785055		11.758358		11.93367		11.41994		12.098712		12.96991		13.450249		12.053406		13.391259		12.1037445		13.6943245		11.729317		-2.4496017		1.8228112		-1.1843338		1.2518737		-1.2925472		0.86616516		-0.24407578		0.32408905		0.03824555		0.011204179		NA		NA		AK333153		AK333153		Ta.55390		0		TC378008		Triticum aestivum cDNA, clone: WT005_M10, cultivar: Chinese Spring [AK333153]

		A_99_P184787		8.39582		7.946673		7.8114676		7.658003		5.51809		4.4987664		5.3277173		3.0143883		5.097876		5.3108582		4.999211		5.691363		1.3381257		-1.7557553		1.2557127		-6.395134		0.4202137		-0.8120918		0.32850647		-2.6769745		NA		NA		NA		0.016397748		CJ865862		CJ865862		Ta.60770		0		0		CJ865862 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal27d16 3', mRNA sequence [CJ865862]

		A_99_P204271		10.157336		10.027505		10.150656		9.650355		11.149373		12.021287		11.607673		10.2316475		11.656731		10.767175		11.309392		10.124432		-1.4214443		2.3852034		1.2296782		1.0771476		-0.5073576		1.2541122		0.29828072		0.10721588		0.0065335715		0.0018329794		NA		NA		TA52326_4565		0		0		0		TC453274		0

		A_99_P528162		11.44592		12.192658		8.821166		11.590961		10.534654		10.848983		8.416311		10.361698		9.93061		11.430787		7.148935		11.287125		1.5199711		-1.49672		2.407234		-1.8992456		0.60404396		-0.5818043		1.2673764		-0.9254265		NA		NA		0.014561841		NA		CA632669		0		Ta.27744		0		TC443648		0

		A_99_P426547		3.7918055		2.8067017		2.59941		4.0765505		4.567874		6.5219426		7.9490943		7.0350976		7.0806365		6.0635986		8.252463		7.2101974		-5.7071185		1.3739638		-1.2340227		-1.1290425		-2.5127625		0.45834398		-0.30336905		-0.17509985		0.041861463		NA		NA		NA		0		0		0		0		0		0

		A_99_P484237		6.2394843		7.946016		6.335462		5.6772866		7.3994293		11.279054		11.974582		10.396037		9.663274		9.3195715		12.309087		9.185365		-4.802696		3.8892236		-1.2609447		2.3144548		-2.2638445		1.9594822		-0.33450508		1.2106724		0.026524177		0.015728401		NA		NA		TC424317		0		0		0		TC424317		Rep: Os03g0789400 protein - Oryza sativa subsp. japonica (Rice), partial (19%) [TC424317]

		A_99_P424592		1.8140918		1.8465376		2.0310786		1.9041525		3.388156		3.5169747		2.8893917		4.599572		2.9411964		3.1080475		2.1158555		1.7590779		1.3631643		1.3276981		1.7094548		7.1626534		0.4469595		0.4089272		0.7735362		2.8404942		NA		NA		NA		0.0049601016		DR740289		0		Ta.63047		0		TC384398		Rep: Cold acclimation protein WCOR410c - Triticum aestivum (Wheat), partial (96%) [TC384398]

		A_99_P289841		1.6869437		1.7288185		2.1622686		1.6878115		1.9526166		2.7952373		5.056702		3.1426191		2.2432213		1.7272483		5.319842		3.5464294		-1.2231529		2.096509		-1.2000875		-1.3229975		-0.2906047		1.067989		-0.26313972		-0.40381026		NA		0.002687037		NA		NA		TA78755_4565		0		0		0		TC406819		Rep: LigA - Methylobacterium sp. 4-46, partial (4%) [TC406819]

		A_99_P058011		6.153702		5.9536414		6.9941635		7.1256013		10.0216875		13.9301		13.320561		9.870809		12.420022		11.048023		13.729214		9.621989		-5.271942		7.372108		-1.3274451		1.1882343		-2.3983345		2.8820772		-0.4086523		0.24881935		0.0067367363		NA		NA		NA		CA625758		CA625758		Ta.21314		0		0		wl1n.pk0141.d11 wl1n Triticum aestivum cDNA clone wl1n.pk0141.d11 5' end, mRNA sequence [CA625758]

		A_99_P152637		4.43799		4.839233		5.175572		4.5348115		8.627202		10.244933		10.266003		7.97689		10.690089		8.139636		10.5155525		7.0881076		-4.1782165		4.3028636		-1.1888361		1.8516129		-2.0628872		2.105297		-0.24954987		0.8887825		0.006595574		0.0028111588		NA		NA		CJ858652		CJ858652		Ta.53382		0		TC427816		CJ858652 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal5i18 5', mRNA sequence [CJ858652]

		A_99_P252956		10.227227		10.44489		9.873793		9.775931		11.07179		11.91541		11.38392		10.276938		12.161224		11.518275		11.756402		10.013474		-2.1279063		1.31689		-1.2945783		1.2003573		-1.0894346		0.39713478		-0.3724823		0.26346397		0.008177073		NA		NA		NA		TA67960_4565		0		0		0		TC451279		Rep: Intracellular chloride channel - Medicago truncatula (Barrel medic), partial (17%) [TC451279]

		A_99_P444937		1.8998394		1.8543729		3.4325082		3.7505443		2.7095268		4.988932		5.802819		5.6745887		4.8148885		3.4311132		6.0347104		5.8234763		-4.3030562		2.9440842		-1.1743737		-1.1087143		-2.1053617		1.5578189		-0.23189163		-0.14888763		0.020683968		NA		NA		NA		TC400093		0		0		0		TC400093		Rep: HGWP repeat containing protein-like - Oryza sativa subsp. japonica (Rice), partial (3%) [TC400093]

		A_99_P288086		8.72477		8.307931		10.144418		10.966601		9.733974		9.110057		11.693765		12.195885		8.641705		8.3127775		10.07644		12.071414		2.1320922		1.7378209		3.068056		1.0901077		1.0922699		0.79727936		1.6173248		0.12447071		NA		NA		0.025785113		NA		TA78254_4565		0		Ta.40744		0		TC408822		Rep: Os01g0170600 protein - Oryza sativa subsp. japonica (Rice), partial (87%) [TC408822]

		A_99_P355931		2.3732421		1.8108678		2.2247314		2.7153108		10.533954		10.7512245		10.233967		11.762527		1.7672077		2.6043015		1.8366545		2.8564065		435.5654		283.4446		337.16528		479.7441		8.766746		8.146923		8.397312		8.906121		0.0051288744		8.59E-04		2.56E-04		0.005434642		TA98621_4565		0		0		0		TC433913		0

		A_99_P417312		1.6387919		1.6402646		1.6238884		1.631074		2.4624546		5.965643		3.3108747		2.7594004		3.9308674		2.8577125		3.5226815		1.7119948		-2.767173		8.621449		-1.1581377		2.0668097		-1.4684129		3.1079304		-0.21180677		1.0474056		NA		0.0062779253		NA		NA		TC376501		0		0		0		TC376501		0

		A_99_P305711		7.6641		6.7462964		6.2231803		6.303665		9.102517		9.3957		8.477464		8.4748125		9.141234		7.897911		8.215332		7.0770783		-1.0272001		2.8240964		1.1992494		2.6348743		-0.03871727		1.4977894		0.2621317		1.3977342		NA		0.0056388965		NA		NA		TA83385_4565		0		Ta.47348		0		TC397229		0

		A_99_P071790		11.373694		10.997627		10.540878		11.178093		11.782245		12.397217		12.3137245		10.987286		12.798556		11.558475		12.623143		10.983674		-2.022741		1.7884903		-1.2392082		1.0025065		-1.0163116		0.83874226		-0.30941868		0.0036115646		0.036870535		0.014236742		NA		NA		BT009313		BT009313		Ta.27227		0		TC375136		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P104620		5.844176		5.7172503		5.7741914		5.859457		7.365925		8.454623		7.674662		5.8942513		7.8136773		6.8179417		7.682672		5.726646		-1.3639138		3.1094978		-1.0055674		1.1231927		-0.44775248		1.6366816		-0.008009911		0.1676054		NA		0.013779484		NA		NA		CK171779		CK171779		Ta.39380		0		TC396339		FGAS047197 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK171779]

		A_99_P149887		9.713222		9.094205		9.834419		9.517152		11.14161		11.96371		10.368481		9.701782		12.477933		10.199187		10.447118		9.333571		-2.525069		3.3976154		-1.05602		1.2907511		-1.3363228		1.7645226		-0.07863712		0.3682108		NA		0.0042423597		NA		NA		CJ954112		CJ954112		Ta.52749		0		0		CJ954112 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40o21 5', mRNA sequence [CJ954112]

		A_99_P484377		9.175513		8.244555		7.767633		8.330994		7.937472		6.271357		6.949969		7.3525405		8.134312		7.6249127		7.4706535		7.725734		-1.1461849		-2.5554116		-1.434636		-1.2952169		-0.19683981		-1.3535557		-0.5206847		-0.37319374		NA		0.008823494		NA		NA		TC424384		0		0		0		TC424384		0

		A_99_P053552		3.319505		2.5424042		4.0485415		3.8634803		4.446903		3.1796618		3.7372913		4.3736796		3.1609676		3.2015638		1.9193401		4.4655623		2.4384015		-1.0152972		3.5258014		-1.0657601		1.2859356		-0.021902084		1.8179512		-0.091882706		NA		NA		0.002061946		NA		CA644965		CA644965		Ta.19202		0		0		wre1n.pk0085.f7 wre1n Triticum aestivum cDNA clone wre1n.pk0085.f7 5' end, mRNA sequence [CA644965]

		A_99_P440932		1.6624113		1.6892391		1.6732692		1.647987		1.6874129		1.6878394		4.8920617		2.2615716		1.699721		1.708601		2.2837317		1.6980186		-1.0085678		-1.0144949		6.097974		1.4779046		-0.012308121		-0.02076161		2.60833		0.5635531		NA		NA		0.009503468		NA		TA63336_4565		0		0		0		TC397148		0

		A_99_P080205		4.434164		4.4691463		4.605066		5.046821		3.9749124		3.5245864		4.133167		2.8067615		3.1061447		3.1718495		3.0657628		3.3306034		1.8261025		1.2769809		2.095659		-1.437779		0.86876774		0.35273695		1.067404		-0.52384186		NA		NA		0.014199822		NA		BE498047		BE498047		Ta.30648		hypothetical LOC543020		TC409718		WHE0951_B03_C05ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE0951_B03_C05, mRNA sequence [BE498047]

		A_99_P350921		7.2161903		6.756548		5.46241		6.6675396		5.625729		4.8024063		5.245135		5.161937		4.880816		5.317806		3.829897		5.7512474		1.6758733		-1.4293898		2.667037		-1.5045272		0.7449131		-0.51539946		1.4152379		-0.58931017		NA		NA		0.009504622		NA		AK336248		AK336248		Ta.18225		0		TC431833		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		A_99_P235996		1.9394253		1.7371207		1.7919545		1.7601115		1.6563281		1.617846		5.584151		2.3584108		1.7856396		1.7241497		2.4896393		1.7343615		-1.0937717		-1.0764667		8.541631		1.5411949		-0.12931156		-0.10630369		3.0945115		0.6240493		NA		NA		0.0098679		NA		TA63327_4565		0		0		0		TC398652		0

		A_99_P303201		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138		-1.3605671		2.7969644		-1.1663918		1.0002571		-0.44420815		1.4838619		-0.22205257		3.71E-04		NA		0.003973444		NA		NA		TA82621_4565		0		0		0		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		A_99_P340636		10.16592		8.853917		8.061933		8.205817		10.784084		11.533061		10.262225		10.628576		12.4744425		9.838336		10.339266		10.24379		-3.227368		3.2371519		-1.054852		1.3056667		-1.6903582		1.694725		-0.07704067		0.3847866		0.024658134		0.0032130862		NA		NA		TA93787_4565		0		0		0		TC384686		Rep: Os10g0331600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC384686]

		A_99_P075055		6.6585927		6.185884		5.931562		5.788303		3.1357577		2.3669183		3.428078		1.774086		2.8915129		3.652256		3.1210682		3.448512		1.1844726		-2.437391		1.2371408		-3.1919236		0.24424481		-1.2853377		0.3070097		-1.6744261		NA		NA		NA		0.009462279		CK156785		CK156785		Ta.29077		0		0		FGAS037810 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK156785]

		A_99_P491447		6.9357834		5.2867885		5.0557427		7.208538		7.167234		7.784409		7.3777275		7.1835923		8.436428		7.333692		7.4387097		7.692311		-2.410269		1.3667192		-1.0431757		-1.4227858		-1.2691941		0.45071697		-0.060982227		-0.5087185		0.044422377		NA		NA		NA		CA727688		0		Ta.12836		0		TC427939		0

		A_99_P543167		12.697296		11.965962		12.396194		12.337199		14.0211935		14.501904		17.48007		15.488879		15.485415		14.74707		17.833818		13.54839		-2.7591462		-1.1852298		-1.2778764		3.8383567		-1.464222		-0.24516678		-0.35374832		1.9404888		NA		NA		NA		0.03114761		CK161960		CK161960		Ta.56885		wali5 protein		TC406452		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P467777		7.469649		7.0956874		6.4181294		7.514543		8.93446		9.723325		7.3103786		7.4227376		10.417928		8.535207		7.93205		7.3601584		-2.796201		2.278553		-1.5386571		1.0443311		-1.483468		1.188118		-0.6216717		0.062579155		0.008195968		9.48E-04		NA		NA		TA51496_4565		0		0		0		TC415264		Rep: Caffeoyl-CoA O-methyltransferase - Bambusa oldhamii (Giant timber bamboo), partial (73%) [TC415264]

		A_99_P020754		9.458844		6.848845		7.1451035		7.935903		12.008237		13.16933		12.863655		11.4651		14.161884		12.525635		13.34682		10.901586		-4.449513		1.5623254		-1.3978066		1.4778652		-2.1536474		0.6436949		-0.4831648		0.5635147		0.0047232816		NA		NA		NA		AY234333		AY234333		Ta.8228		hypothetical LOC543097		TC433013		Triticum aestivum putative agmatine coumaroyltransferase mRNA, partial cds [AY234333]

		A_99_P403762		2.6781712		1.9629897		2.9235287		4.1777368		5.022611		9.213612		11.538929		9.517838		6.554266		7.4390335		11.158244		9.108836		-2.891173		3.4213793		1.3019598		1.3277664		-1.5316548		1.7745781		0.38068485		0.40900135		NA		0.0018329794		NA		NA		TA111347_4565		0		0		0		TC400177		Rep: Chromosome chr13 scaffold_149, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC400177]

		A_99_P470512		1.8799548		1.8227663		1.8235866		1.7724835		3.4304905		5.4766984		3.542777		1.6809319		5.6460204		2.8149548		3.5907238		1.7551154		-4.644521		6.327974		-1.0337925		-1.052765		-2.21553		2.6617436		-0.04794669		-0.074183464		0.009823075		0.0053294366		NA		NA		TC416872		0		0		0		TC416872		Rep: Pathogen-related protein - Oryza sativa (Rice), partial (91%) [TC416872]

		A_99_P250996		11.578252		11.322383		10.854371		11.4039955		12.163037		12.938893		12.696919		11.375664		13.269933		11.831401		13.067551		11.262628		-2.1538167		2.1547081		-1.2929184		1.0815018		-1.1068954		1.1074924		-0.37063122		0.113036156		0.037508238		0.010984437		NA		NA		BT009326		BT009326		Ta.28081		0		TC373889		Triticum aestivum clone wlm24.pk0016.f9:fis, full insert mRNA sequence [BT009326]

		A_99_P377117		5.990522		5.8741946		5.2298217		7.3464074		7.7151203		9.545665		9.788825		8.878365		9.261104		8.739339		10.472545		8.8172		-2.9200304		1.7487522		-1.6062758		1.0433078		-1.5459833		0.8063259		-0.68371964		0.061164856		0.010227534		NA		NA		NA		TA104822_4565		0		0		0		0		0

		A_99_P274736		6.682585		6.5216584		6.371117		6.721522		7.9366684		9.341031		8.085636		7.0141673		9.177968		7.634415		8.655137		6.992983		-2.364114		3.2639432		-1.4840101		1.0147923		-1.2412996		1.7066159		-0.5695009		0.021184444		NA		0.012800243		NA		NA		TA74354_4565		0		0		0		TC403381		Rep: SERK1 protein precursor - Zea mays (Maize), partial (82%) [TC403381]

		A_99_P437312		8.6368065		8.164251		9.060562		8.336791		10.258005		11.18214		10.584096		9.278922		12.374394		9.438897		11.001862		8.9542		-4.336074		3.3478694		-1.335857		1.2524233		-2.1163893		1.7432432		-0.41776562		0.3247223		0.0106426785		0.0019558999		NA		NA		TC434388		0		0		0		TC434388		0

		A_99_P154222		6.4472466		6.5039477		6.7641263		6.8695664		7.6856284		8.91555		9.308649		8.589662		9.215343		8.036315		10.148282		8.464424		-2.887288		1.8394		-1.7895948		1.0906873		-1.5297151		0.87923527		-0.839633		0.12523746		0.025365973		NA		NA		NA		CJ944780		CJ944780		Ta.53767		0		TC420023		CJ944780 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul12e01 5', mRNA sequence [CJ944780]

		A_99_P295806		8.971958		9.031231		9.1468725		8.839156		9.69114		10.68456		10.86232		9.803397		10.778089		9.822825		10.987071		9.3718195		-2.1242423		1.8172216		-1.0903196		1.3487077		-1.0869484		0.8617344		-0.12475109		0.43157768		0.0039620036		0.001999132		NA		NA		TA80451_4565		0		0		0		0		0

		A_99_P239886		8.784289		8.58723		8.614762		8.761257		8.337914		11.750892		9.554414		9.696855		9.673245		9.321927		9.366059		9.530598		-2.5233335		5.3850684		1.1394633		1.1221433		-1.335331		2.4289646		0.18835449		0.1662569		NA		0.0026688024		NA		NA		TA64432_4565		0		0		0		TC400477		Rep: Glutathione-S-transferase - Hordeum vulgare (Barley), complete [TC400477]

		A_99_P208911		5.439707		4.8013463		5.4599433		7.2722836		8.951616		10.542062		11.41378		9.453027		10.125302		9.051247		11.650619		9.95616		-2.2558732		2.8104773		-1.1784073		-1.4172878		-1.173686		1.4908152		-0.23683834		-0.5031328		0.004808426		0.0018329794		NA		NA		TA53777_4565		0		Ta.36668		0		TC374050		Rep: Os09g0471400 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC458811]

		A_99_P406277		4.0623074		2.7187212		1.61163		2.925679		3.7532504		4.5484962		3.2602336		3.8913887		4.8478227		3.4030726		3.5383484		3.9660923		-2.1354976		2.2121108		-1.2126093		-1.0531447		-1.0945723		1.1454237		-0.2781148		-0.07470369		NA		0.022545043		NA		NA		NP9349870		0		0		0		NP9349870		GB

		A_99_P546787		2.7437782		1.7219301		2.5240772		1.6236008		3.5139225		5.005217		3.9484856		4.4910665		3.4410295		3.9432304		4.016742		3.9041824		1.0518237		2.0878046		-1.0484489		1.5019991		0.072892904		1.0619867		-0.06825662		0.586884		NA		0.0018329794		NA		NA		BQ162030		0		Ta.8534		0		TC413445		Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC413445]

		A_99_P071915		1.951253		1.8565792		1.9261962		2.4603326		5.2771974		8.402173		6.138113		2.5429122		8.5996		4.777445		6.3384633		1.8905201		-10.003288		12.335362		-1.1489773		1.5717722		-3.3224025		3.6247282		-0.20035028		0.65239215		0.010003886		0.0019768474		NA		NA		BT009410		BT009410		Ta.27359		0		0		Triticum aestivum clone wlm96.pk061.i14:fis, full insert mRNA sequence [BT009410]

		A_99_P362181		6.787088		6.4995246		6.592146		7.1348376		6.0016046		5.658715		5.667647		6.3408523		5.7906		5.777983		4.3779283		7.1067867		1.1574941		-1.0861839		2.4448037		-1.700471		0.21100473		-0.11926842		1.2897186		-0.76593447		NA		NA		0.00768881		NA		TA100764_4565		0		0		0		TC458761		0

		A_99_P322071		8.293964		7.5792313		7.441404		7.4592147		8.682917		9.145799		8.316822		7.877023		9.45469		8.103725		8.70586		7.756779		-1.7073672		2.0591848		-1.30952		1.0869187		-0.77177334		1.0420732		-0.3890381		0.120244026		0.0143421395		0.0071987077		NA		NA		TA88156_4565		0		Ta.39036		0		TC373232		0

		A_99_P499322		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516		1.37085		-2.713677		-1.2629188		-1.1104115		0.45507073		-1.440249		-0.33676195		-0.15109444		NA		0.0018329794		NA		NA		AK333778		AK333778		Ta.44401		0		TC431450		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		A_99_P441167		2.899273		2.019092		3.1324673		2.3550644		4.8084216		4.9070435		4.873752		5.8223863		4.7589498		4.5337057		4.5748477		3.1249044		1.034886		1.2953463		1.2302098		6.486687		0.049471855		0.37333775		0.29890442		2.6974819		NA		NA		NA		0.019984864		TC397293		0		0		0		TC397293		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (4%) [TC397293]

		A_99_P343391		5.9822583		5.4418883		6.882482		6.606462		6.008909		4.9074078		6.1026235		5.294151		4.7827215		5.0904994		4.802792		5.7704124		2.3394797		-1.1353142		2.462001		-1.3911343		1.2261877		-0.18309164		1.2998314		-0.47626162		NA		NA		0.0064933444		NA		TA94657_4565		0		Ta.40941		0		0		0

		A_99_P210931		15.2886		15.147288		12.72964		13.4445915		14.885262		14.237621		10.892278		14.601643		15.182563		14.291405		10.825786		13.367142		-1.2288436		-1.0379834		1.0471674		2.3529992		-0.2973013		-0.053783417		0.06649208		1.2345009		NA		NA		NA		0.0107227145		TA54418_4565		0		0		0		TC369682		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), complete [TC369682]

		A_99_P419832		9.137501		8.48368		7.0712075		7.707685		9.367184		9.659268		8.301583		7.740103		10.375178		9.293534		8.688796		7.6105313		-2.0111136		1.2885371		-1.3078642		1.0939686		-1.0079947		0.3657341		-0.38721275		0.12957144		0.010061103		0.0021099343		NA		NA		TC380564		0		0		0		TC380564		0

		A_99_P297116		5.0582047		6.98511		7.8888855		7.6902137		3.890684		4.951082		6.9403605		7.2404594		5.131923		5.6684074		7.1408424		7.161733		-2.364015		-1.644131		-1.1490821		1.0560852		-1.2412393		-0.7173252		-0.20048189		0.07872629		0.049487986		NA		NA		NA		TA80831_4565		0		0		0		TC458774		Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC458774]

		A_99_P166809		8.504128		8.839275		9.300145		8.603204		7.7457013		7.645706		8.816815		9.125797		7.8887362		8.790303		9.215278		8.7375		-1.1042256		-2.2108438		-1.3181022		1.3088475		-0.14303493		-1.144597		-0.3984623		0.38829708		NA		0.0018829036		NA		NA		CD916898		CD916898		Ta.36881		0		0		G608.103G02F010904 G608 Triticum aestivum cDNA clone G608103G02, mRNA sequence [CD916898]

		A_99_P354171		9.260062		9.501442		9.300084		8.874198		8.362344		7.911141		7.8262687		8.153252		7.8961473		8.999797		8.143486		8.351418		1.3814626		-2.126758		-1.2459251		-1.147239		0.46619654		-1.088656		-0.31721735		-0.1981659		NA		0.009333783		NA		NA		TA98030_4565		0		0		0		TC419024		Rep: LigA - Methylobacterium sp. 4-46, partial (10%) [TC419024]

		A_99_P259321		7.7219825		7.5895658		7.4804044		7.2677865		8.79637		11.925534		14.058422		11.004542		11.138862		10.819665		14.654063		10.657883		-5.0717797		2.1522853		-1.511144		1.271613		-2.342492		1.1058693		-0.59564114		0.34665966		0.024307178		NA		NA		NA		TA69813_4565		0		0		0		0		0

		A_99_P283446		3.2407846		2.506839		3.9603996		3.3101857		5.030162		9.679936		12.068695		9.473041		8.720036		8.041135		12.880021		8.543014		-12.905138		3.1140704		-1.7548236		1.9053117		-3.6898737		1.6388016		-0.811326		0.930027		0.033271432		NA		NA		NA		TA76901_4565		0		0		0		TC445957		Rep: Cycloartenol synthase - Dioscorea zingiberensis, partial (23%) [TC445957]

		A_99_P437897		7.578215		7.206444		7.632103		7.406877		8.413259		10.000699		8.384434		8.073312		8.694631		8.338191		8.325473		7.661438		-1.2153502		3.1656637		1.0417153		1.3304126		-0.28137207		1.662508		0.058960915		0.41187382		NA		0.009569813		NA		NA		TC394743		0		0		0		TC394743		Rep: Os02g0819400 protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC394743]

		A_99_P379137		3.741462		4.240095		4.8499126		3.5951607		2.582588		3.0404446		4.232271		2.9081857		2.2703383		3.1577787		2.9676769		2.5592031		1.2416424		-1.0847286		2.4025965		1.2736621		0.31224966		-0.11733413		1.2645943		0.34898257		NA		NA		0.0036933508		NA		TA105318_4565		0		0		0		TC458990		0

		A_99_P491807		4.8552847		4.0430923		2.7920334		1.8131427		4.0649314		5.0421443		5.9403195		5.3946166		4.8880277		5.048077		5.9446125		3.6026652		-1.7691989		-1.0041208		-1.0029801		3.4628296		-0.8230963		-0.005932808		-0.004292965		1.7919514		NA		NA		NA		0.0036477002		TA69647_4565		0		Ta.49980		0		TC428113		0

		A_99_P242726		9.814572		10.80697		13.173514		11.937318		10.792812		10.872661		10.62099		11.061043		12.576261		9.968681		11.2983885		10.903153		-3.4424798		1.8712201		-1.5992535		1.1156538		-1.7834482		0.9039793		-0.6773987		0.15788937		0.023981335		NA		4.19E-04		NA		TA65158_4565		0		Ta.253		0		TC402146		Rep: Cytochrome P450 - Triticum aestivum (Wheat), partial (26%) [TC402146]

		A_99_P457837		6.1962028		5.462582		4.6814685		4.770899		6.932213		8.502727		6.3070025		5.8262496		8.809649		7.5018744		6.602446		5.577776		-3.6742165		2.0011816		-1.2272623		1.1879497		-1.8774366		1.0008521		-0.29544353		0.24847364		0.008727966		NA		NA		NA		TC409090		0		0		0		TC409090		Rep: Abdominal-A - Metapolybia cingulata, partial (10%) [TC409090]

		A_99_P500487		8.839786		8.591292		8.137799		8.29781		9.413416		10.009547		9.257687		8.712758		10.48048		9.290868		9.511178		8.528023		-2.0951657		1.645675		-1.1920886		1.1366084		-1.0670643		0.7186794		-0.2534914		0.1847353		0.015884023		NA		NA		NA		TC431930		0		0		0		TC431930		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC431930]

		A_99_P417917		8.115432		7.8056293		8.814677		8.667462		8.574327		9.315249		9.283078		9.41641		9.778892		8.452201		9.572292		9.205684		-2.3046763		1.8188777		-1.2219745		1.157271		-1.2045641		0.86304855		-0.28921413		0.21072674		0.008568929		NA		NA		NA		TA97759_4565		0		0		0		TC378931		0

		A_99_P080955		1.977715		1.8366219		2.2340558		1.8431257		6.0265484		8.000228		6.7503867		2.4222734		8.245826		6.826269		6.543789		2.0037649		-4.6566014		2.2562997		1.1539637		1.3365451		-2.2192774		1.1739588		0.2065978		0.41850853		0.004808426		NA		NA		NA		CN012511		CN012511		Ta.30912		0		0		WHE3897_E10_J19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3897_E10_J19, mRNA sequence [CN012511]

		A_99_P391872		8.976167		9.657332		10.708751		11.386828		10.464883		12.294357		13.754933		11.991963		10.751422		12.417159		13.382529		13.022569		-1.2197107		-1.0888474		1.2945082		-2.0428813		-0.28653908		-0.12280178		0.3724041		-1.0306053		NA		NA		NA		0.011434145		TA108451_4565		0		0		0		TC446684		0

		A_99_P387107		6.8445225		8.176989		7.4654183		7.0090885		6.1838326		6.2441316		6.81961		6.394686		5.5933967		7.4661903		6.413202		7.126579		1.5057017		-2.3327937		1.3253821		-1.6608164		0.590436		-1.2220588		0.4064083		-0.7318926		NA		0.011158256		NA		NA		TA107272_4565		0		0		0		TC424631		Rep: Myosin heavy chain-like protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC424631]

		A_99_P532527		8.485576		10.148575		9.934781		8.806514		8.013122		7.710362		8.995393		8.208469		6.4029737		8.884621		7.5602684		8.370983		3.0528314		-2.256769		2.7040548		-1.1192356		1.610148		-1.1742587		1.4351244		-0.16251373		NA		NA		0.0094815325		NA		TC425172		0		0		0		TC425172		Rep: Peroxidase prx13 precursor - Spinacia oleracea (Spinach), partial (8%) [TC425172]

		A_99_P199036		1.9936423		3.1350338		2.3957357		7.1987495		1.6833583		2.766586		7.33341		6.8400764		1.8892425		2.021324		4.872486		7.412041		-1.153393		1.6762788		5.505691		-1.4865466		-0.20588422		0.74526215		2.4609237		-0.57196474		NA		NA		6.29E-04		NA		BT008969		BT008969		Ta.55030		0		TC412227		Triticum aestivum clone wdk1c.pk014.c11:fis, full insert mRNA sequence [BT008969]

		A_99_P469432		8.428543		6.6606164		6.2753873		6.2800484		8.854843		8.718154		12.181674		8.684973		10.036103		9.203661		12.346232		7.256557		-2.2677476		-1.4000778		-1.1208229		2.69151		-1.1812601		-0.485507		-0.16455841		1.4284158		NA		NA		NA		0.025551341		TC416235		0		0		0		TC416235		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC416235]

		A_99_P481492		8.507083		8.059316		8.650982		8.899161		9.509488		10.839116		10.435256		8.8525505		10.974442		9.862942		11.188919		9.175413		-2.7605455		1.9672419		-1.6860684		-1.25081		-1.4649534		0.97617435		-0.75366306		-0.32286263		0.016966641		NA		2.71E-04		NA		BJ282703		0		Ta.320		0		TC422914		Rep: Calmodulin-like protein - Cenchrus ciliaris (Buffelgrass) (Pennisetum ciliare), partial (74%) [TC422914]

		A_99_P060131		2.2373323		1.9562374		2.1421788		2.3754833		4.958315		6.575912		4.6714153		3.4371846		6.785444		5.420807		4.6093526		3.153159		-3.5483022		2.2270055		1.0439574		1.2175877		-1.8271289		1.1551051		0.06206274		0.28402567		0.010222139		NA		NA		NA		CA730423		CA730423		Ta.22213		0		0		wip1c.pk004.d10 wip1c Triticum aestivum cDNA clone wip1c.pk004.d10 5' end, mRNA sequence [CA730423]

		A_99_P044460		2.356415		2.601704		1.7576612		2.3809774		3.3795717		4.674103		3.4534328		3.2458856		4.8773727		3.6792183		4.405933		2.103841		-2.8241193		1.992921		-1.9352233		2.2069356		-1.4978011		0.9948845		-0.9525001		1.1420445		0.020306408		NA		0.0015557463		NA		CA604501		CA604501		Ta.16308		0		0		wr1.pk0042.a5 wr1 Triticum aestivum cDNA clone wr1.pk0042.a5 5' end, mRNA sequence [CA604501]

		A_99_P216361		9.189292		9.322102		9.4497175		9.198074		10.047311		11.280319		9.6742525		9.202007		11.2027445		9.681619		9.980981		9.03448		-2.2275126		3.028704		-1.2368996		1.1231318		-1.1554337		1.5987005		-0.30672836		0.1675272		0.007742281		0.0037207976		NA		NA		TA56721_4565		0		0		0		0		0

		A_99_P180370		3.2111416		5.2258496		4.7643905		4.188789		2.826392		3.9671433		1.9680843		4.262646		3.111316		3.9398835		3.0188587		4.1363525		-1.2183461		1.0190747		-2.0716414		1.091486		-0.28492403		0.027259827		-1.0507743		0.12629366		NA		NA		0.0011000177		NA		CJ675337		CJ675337		Ta.59766		0		TC425572		CJ675337 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms1m18 5', mRNA sequence [CJ675337]

		A_99_P525232		3.7165842		3.1080778		2.8289778		3.2135792		1.7679443		3.4118805		5.856144		3.825299		3.8992746		3.907575		6.027647		3.6682384		-4.3812127		-1.4099993		-1.1262312		1.1150131		-2.1313303		-0.4956944		-0.17150307		0.15706062		0.0051288744		NA		NA		NA		TC442614		0		0		0		TC442614		0

		A_99_P349706		2.140809		1.8113555		2.1261046		1.737388		2.0914524		4.7377357		6.787791		7.0376697		1.7881684		2.5969489		6.425196		6.8677564		1.23395		4.410025		1.2857361		1.1249908		0.30328393		2.140787		0.3625946		0.16991329		NA		0.0070320936		NA		NA		TA96669_4565		0		0		0		TC398384		Rep: Os03g0757000 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC398384]

		A_99_P175629		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686		-2.8749459		2.3994558		-1.296288		-1.0359308		-1.5235348		1.2627072		-0.3743863		-0.05092764		0.009174029		NA		NA		NA		CN012768		CN012768		Ta.58697		0		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		A_99_P106265		5.1401095		5.1123085		4.81032		5.6095815		4.9341264		4.0199943		4.4088826		4.420801		4.441877		5.0203094		4.4189563		4.647804		1.4066365		-2.000437		-1.007007		-1.1704007		0.4922495		-1.0003152		-0.010073662		-0.22700262		NA		0.006091489		NA		NA		AK331355		AK331355		Ta.13328		0		TC387325		Triticum aestivum cDNA, clone: WT007_E17, cultivar: Chinese Spring [AK331355]

																																																				ERROR:#VALUE!		ERROR:#VALUE!		ERROR:#VALUE!		ERROR:#VALUE!		ERROR:#VALUE!		ERROR:#VALUE!
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				Average signal  intensity values (log2 scale)																								Fold change																log Fold change																Statistics

		ProbeName		[ctrl, 06h](normalized)		[ctrl, 12h](normalized)		[ctrl, 24h](normalized)		[ctrl, 74h](normalized)		[host, 06h](normalized)		[host, 12h](normalized)		[host, 24h](normalized)		[host, 74h](normalized)		[nonhost, 06h](normalized)		[nonhost, 12h](normalized)		[nonhost, 24h](normalized)		[nonhost, 74h](normalized)		Fold change([host-06h] vs [ctrl-06h])		Fold change([host-12h] vs [ctrl-12h])		Fold change([host-24h] vs [ctrl-24h])		Fold change([host-74h] vs [ctrl-74h])		Fold change([nonhost-06h] vs [ctrl-06h])		Fold change([nonhost-12h] vs [ctrl-12h])		Fold change([nonhost-24h] vs [ctrl-24h])		Fold change([nonhost-74h] vs [ctrl-74h])		Log Fold change([host-06h] vs [ctrl-06h])		Log Fold change([host-12h] vs [ctrl-12h])		Log Fold change([host-24h] vs [ctrl-24h])		Log Fold change([host-74h] vs [ctrl-74h])		Log Fold change([nonhost-06h] vs [ctrl-06h])		Log Fold change([nonhost-12h] vs [ctrl-12h])		Log Fold change([nonhost-24h] vs [ctrl-24h])		Log Fold change([nonhost-74h] vs [ctrl-74h])		significant in static paired t-test analysis		significant in ANOVA single timepoint analysis		significant in unpaired t-test single timepoint analysis		PrimaryAccession		TIGRID		Description

		A_99_P515947		8.131192		7.742471		7.2568		7.8997664		9.584671		8.819848		8.150553		10.289608		7.955051		7.3858438		7.2593837		7.495868		2.7386763		2.1101959		1.8580027		5.240998		-1.1298579		-1.2804291		1.0017923		-1.3230782		1.4534788		1.0773768		0.8937526		2.3898416		-0.17614126		-0.35662746		0.0025835037		-0.40389824		Yes		No		No		TC438735		TC438735		Rep: Os01g0863300 protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC438735]

		A_99_P115130		5.9498563		6.262357		1.8642107		4.4785156		5.666168		5.4328117		8.6555395		13.018092		4.8035083		4.913279		1.9381342		4.182713		-1.2173028		-1.7771254		110.76275		372.10773		-2.2135286		-2.547493		1.0525753		-1.2275677		-0.28368807		-0.8295455		6.791329		8.539577		-1.146348		-1.3490782		0.07392347		-0.2958026		Yes		Yes		Yes		CJ659786		TC422278		CJ659786 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg20e20 5', mRNA sequence [CJ659786]

		A_99_P351076		1.2888255		2.0062058		1.3165425		1.9157511		3.6536207		3.8413498		2.193258		5.7680945		1.9071101		1.3688718		1.3047811		1.2988334		5.1507955		3.5680704		1.8361902		14.443451		1.5350488		-1.5554521		-1.0081857		-1.5335952		2.3647952		1.835144		0.87671554		3.8523436		0.6182846		-0.637334		-0.011761427		-0.6169177		Yes		No		No		TA97086_4565		TC387759		Rep: Calmodulin-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC387759]

		A_99_P009936		1.5870342		1.5945497		1.5953122		1.5756935		3.5262318		3.8912551		3.0553582		4.362705		1.6226436		1.6367512		1.5921254		1.6211977		3.8349228		4.913345		2.751171		6.9019866		1.0249897		1.029684		-1.0022113		1.0320438		1.9391975		2.2967055		1.4600459		2.7870116		0.035609365		0.04220152		-0.003186822		0.045504212		Yes		Yes		Yes		CV776305		0		FGAS070709 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776305]

		ETG02_36680		1.5537845		1.5195755		1.5967422		1.5401154		2.997413		3.236968		2.9701233		4.218696		1.5452127		1.5314821		1.6049255		1.5263737		2.720041		3.2884154		2.5907702		6.402258		-1.0059592		1.0082872		1.0056884		-1.0095705		1.4436284		1.7173926		1.3733811		2.6785808		-0.008571744		0.011906624		0.00818336		-0.013741612		Yes		Yes		Yes		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P394107		1.6036702		1.8727822		1.6353139		2.015147		2.6272213		3.3224547		1.7331003		6.0605397		2.3541937		2.1626837		1.6120619		1.8444339		2.0329168		2.7314603		1.0701302		16.511429		1.6824031		1.2225568		-1.0162476		-1.1256146		1.0235511		1.4496725		0.09778643		4.045393		0.75052345		0.2899015		-0.02325201		-0.17071307		Yes		No		No		TA108993_4565		TC459316		Rep: Phosphatidylinositol-4-phosphate 5-kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC459316]

		A_99_P500372		5.315149		5.3209314		4.670915		5.3209777		6.983481		6.638733		6.648397		7.5084786		5.892323		6.217589		5.578357		5.1539254		3.1784692		2.4928594		3.9380512		4.5551577		1.4919242		1.8617475		1.8757169		-1.1227621		1.6683321		1.3178015		1.9774818		2.187501		0.5771742		0.89665747		0.9074421		-0.16705227		Yes		No		No		AK335811		TC431680		Triticum aestivum cDNA, clone: WT013_N08, cultivar: Chinese Spring [AK335811]

		A_99_P417887		5.5337443		5.098144		4.380106		4.5143485		5.9587784		6.639813		6.6868114		9.919337		7.126093		6.274966		5.8870425		6.616155		1.3426042		2.911311		4.94752		42.370514		3.0153983		2.2607818		2.8420591		4.2924657		0.42503405		1.5416689		2.3067055		5.404989		1.5923486		1.1768217		1.5069366		2.1018066		Yes		Yes		Yes		TA81317_4565		TC378898		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (59%) [TC378898]

		A_99_P242271		1.276095		1.2858281		1.7612451		1.5486164		3.194606		3.5778446		2.049236		5.1121135		1.2793754		1.3657022		1.288386		1.2842411		3.780327		4.897402		1.2209388		11.822777		1.0022764		1.0569258		-1.3878572		-1.2011158		1.918511		2.2920165		0.28799093		3.563497		0.0032804012		0.07987404		-0.47285914		-0.26437533		Yes		Yes		Yes		TA65058_4565		0		0

		A_99_P526212		5.873695		3.2821589		6.9562798		3.6726406		5.164628		5.5351434		4.283274		9.673244		4.4798646		5.717762		4.0783706		5.1027484		-1.6347464		4.7666793		-6.3775644		64.02679		-2.6277542		5.4099045		-7.35084		2.6946685		-0.70906687		2.2529845		-2.6730056		6.0006037		-1.3938303		2.4356031		-2.8779092		1.4301078		No		Yes		Yes		TC443019		TC443019		Rep: Glycin-rich protein - Vigna unguiculata (Cowpea), partial (15%) [TC443019]

		A_99_P310606		3.76746		3.2135365		3.1611836		3.3552217		6.01515		5.76257		5.096413		7.0748653		2.5271187		2.996125		3.0281532		3.8288317		4.749218		5.8524203		3.8243897		13.174201		-2.3625443		-1.1626457		-1.0965947		1.3885796		2.24769		2.5490334		1.9352295		3.7196436		-1.2403414		-0.21741152		-0.13303041		0.47360992		Yes		No		No		TA84834_4565		0		0

		A_99_P233221		2.6505644		2.3788042		3.960124		2.3955715		4.824475		4.7530236		4.6858087		5.8423944		2.7843444		1.6846842		2.5931532		2.4050672		4.5124483		5.184552		1.6536852		10.904282		1.0971646		-1.6178973		-2.5792842		1.0066036		2.1739104		2.3742194		0.72568464		3.446823		0.13378		-0.69412005		-1.3669708		0.009495735		Yes		No		No		TA62541_4565		TC393359		Rep: Em protein CS41 - Triticum aestivum (Wheat), complete [TC393359]

		A_99_P346236		3.4060342		2.9479835		3.5664768		3.6104088		5.518477		5.29022		4.7396317		6.6194777		3.5369742		3.4389057		3.0654042		3.4396565		4.3242283		5.0708804		2.2550428		8.050447		1.095007		1.4053429		-1.4152654		-1.1256453		2.1124427		2.3422363		1.1731548		3.009069		0.13093996		0.4909222		-0.50107265		-0.17075229		Yes		No		No		TA95568_4565		TC404850		0

		A_99_P061193		1.8248163		1.7402449		1.769893		1.7906971		7.2559485		7.4882464		6.952944		8.319251		1.7331995		1.9479369		1.7328871		1.6996951		43.145325		53.742874		36.32902		92.318886		-1.0655637		1.1548393		-1.0259824		-1.0651097		5.4311323		5.7480016		5.1830506		6.528554		-0.09161687		0.20769203		-0.0370059		-0.09100199		Yes		Yes		Yes		CA684802		0		wlm96.pk027.j7 wlm96 Triticum aestivum cDNA clone wlm96.pk027.j7 5' end, mRNA sequence [CA684802]

		A_99_P295051		3.6714163		2.2973855		3.9551246		2.1027443		1.7018862		1.9194015		1.7639259		6.1819553		2.3104508		2.9626179		1.90528		1.6773888		-3.9164054		-1.2995245		-4.5668483		16.903046		-2.5685701		1.5858238		-4.140614		-1.3429034		-1.9695301		-0.37798393		-2.1911988		4.079211		-1.3609655		0.6652324		-2.0498447		-0.42535555		No		Yes		Yes		TA80241_4565		0		0

		A_99_P424592		1.8140918		1.8465376		2.0310786		1.9041525		3.388156		3.5169747		2.8893917		4.599572		2.9411964		3.1080475		2.1158555		1.7590779		2.977423		3.1831102		1.8129172		6.477422		2.1841996		2.3974652		1.0605237		-1.1057879		1.5740641		1.6704371		0.8583131		2.6954198		1.1271046		1.2615099		0.08477688		-0.1450746		Yes		No		No		DR740289		TC384398		Rep: Cold acclimation protein WCOR410c - Triticum aestivum (Wheat), partial (96%) [TC384398]

		A_99_P053552		3.319505		2.5424042		4.0485415		3.8634803		4.446903		3.1796618		3.7372913		4.3736796		3.1609676		3.2015638		1.9193401		4.4655623		2.184644		1.5553697		-1.2407825		1.4242469		-1.116155		1.5791625		-4.3747525		1.5179056		1.1273983		0.6372576		-0.3112502		0.5101993		-0.15853739		0.65915966		-2.1292014		0.602082		No		Yes		Yes		CA644965		0		wre1n.pk0085.f7 wre1n Triticum aestivum cDNA clone wre1n.pk0085.f7 5' end, mRNA sequence [CA644965]

		A_99_P417962		3.3365967		3.3742983		2.3240824		1.7046021		5.261675		4.8765674		3.6029875		5.820003		3.5458405		3.988427		2.342102		2.062454		3.7975743		2.832879		2.4265475		17.332415		1.156082		1.5306332		1.0125686		1.2815163		1.9250782		1.502269		1.2789052		4.115401		0.20924377		0.6141286		0.018019676		0.35785186		Yes		Yes		Yes		TC378967		TC378967		0

		A_99_P422412		3.7282612		4.1114573		4.42099		3.8338063		4.3615227		3.6513898		4.885472		7.846518		3.0327437		3.369979		4.9324565		4.1608863		1.5510675		-1.3756062		1.3798217		16.141598		-1.6194652		-1.6718882		1.4254985		1.2544718		0.63326144		-0.4600675		0.46448183		4.0127115		-0.69551754		-0.74147844		0.5114665		0.32708		No		Yes		Yes		TC382604		TC382604		0

		A_99_P251011		1.5953511		1.2981397		1.3019024		1.3036755		1.2797164		1.2803245		1.3191048		7.2965355		1.2799758		1.2872897		1.2872553		1.7309885		-1.244559		-1.0124252		1.0119952		63.684036		-1.2443353		-1.0075489		-1.0102043		1.3447267		-0.31563473		-0.017815232		0.017202377		5.99286		-0.31537533		-0.010849953		-0.014647126		0.42731297		No		Yes		Yes		TA67456_4565		TC384140		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (69%) [TC384140]

		A_99_P419827		2.0066288		1.811092		1.2905862		1.2895228		3.0015373		2.4476583		4.556131		9.9356		4.509464		1.2926626		3.8591201		5.680592		1.9929543		1.5546247		9.616718		400.61627		5.6679816		-1.432395		5.932063		20.981842		0.9949086		0.6365663		3.2655447		8.646077		2.502835		-0.5184294		2.568534		4.3910694		Yes		Yes		Yes		TA67455_4565		TC380558		0

		A_99_P358866		3.0991795		4.694943		1.5059422		3.5274374		1.479797		2.323803		3.0558255		4.560927		2.196761		1.8264046		1.4777464		1.7226719		-3.0724351		-5.1734977		2.9279344		2.0469694		-1.869197		-7.303249		-1.0197362		-3.4937239		-1.6193825		-2.37114		1.5498832		1.0334895		-0.9024186		-2.8685384		-0.028195858		-1.8047656		Yes		No		No		TA99618_4565		0		0

		A_99_P330946		1.60037		2.0137837		1.9284111		1.6060671		1.8903118		3.0287936		6.464579		7.946104		1.6232487		1.9921389		4.227632		2.5225027		1.2225909		2.0209167		23.201853		81.01049		1.0159847		-1.0151162		4.9219193		1.8874463		0.2899418		1.0150099		4.536168		6.340037		0.022878647		-0.02164483		2.299221		0.9164356		Yes		Yes		Yes		TA90830_4565		TC439150		Rep: Cytokinin dehydrogenase - Triticum aestivum (Wheat), partial (26%) [TC439150]

		A_99_P464282		15.185025		15.305402		16.563332		16.904066		16.470453		16.191101		16.42399		17.678703		15.041484		15.44674		15.1933365		17.330664		2.4375436		1.84766		-1.1014022		1.7107598		-1.1046133		1.1029278		-2.584697		1.3440601		1.285428		0.8856993		-0.13934135		0.7746372		-0.14354134		0.14133835		-1.3699951		0.4265976		No		Yes		Yes		TA62365_4565		TC413275		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (53%) [TC413275]

		A_99_P495102		14.802662		14.989544		16.202		16.511518		16.022064		15.688095		15.920459		17.35898		14.654237		15.056015		14.782687		16.976654		2.3285024		1.6228743		-1.2154924		1.7993324		-1.1083589		1.0471522		-2.6745803		1.380447		1.2194023		0.6985512		-0.28154087		0.8474617		-0.1484251		0.0664711		-1.4193125		0.46513557		No		Yes		Yes		TA62368_4565		TC429538		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (44%) [TC429538]

		A_99_P227766		14.840569		15.226741		15.530136		15.460959		15.904071		15.154658		15.030712		16.235647		14.0131235		14.496457		13.388301		15.903766		2.0899992		-1.051233		-1.4136491		1.7108197		-1.77454		-1.6589653		-4.413231		1.3592457		1.0635023		-0.07208252		-0.49942398		0.77468777		-0.82744503		-0.73028374		-2.1418352		0.44280624		No		Yes		Yes		AK332922		TC393608		Triticum aestivum cDNA, clone: WT005_D09, cultivar: Chinese Spring [AK332922]

		A_99_P147837		9.3712225		8.417327		8.078343		8.416743		9.198264		9.506957		9.566014		10.616097		9.800487		8.770835		9.178315		8.692278		-1.1273679		2.1281946		2.8043587		4.592737		1.3465465		1.2776636		2.143505		1.2104425		-0.17295837		1.0896301		1.4876709		2.1993542		0.42926407		0.353508		1.0999718		0.27553463		Yes		Yes		Yes		CJ954238		0		CJ954238 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40k22 5', mRNA sequence [CJ954238]

		A_99_P331986		1.564593		1.5471283		1.5608195		1.5464197		1.590242		1.580134		4.6982117		5.5235076		1.5342973		1.545117		3.4914036		1.534721		1.0179375		1.0231415		8.79932		15.747905		-1.0212214		-1.0013951		3.812095		-1.0081419		0.02564907		0.033005714		3.137392		3.977088		-0.03029561		-0.0020112991		1.9305841		-0.011698723		Yes		Yes		Yes		CJ949998		TC408784		CJ949998 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28a10 5', mRNA sequence [CJ949998]





NH-specifically-regulated_Wheat

				 Average signal  intensity values (log2 scale)																								Fold change																Log Fold change																Statistics

		ProbeName		[ctrl, 06h](normalized)		[ctrl, 12h](normalized)		[ctrl, 24h](normalized)		[ctrl, 74h](normalized)		[host, 06h](normalized)		[host, 12h](normalized)		[host, 24h](normalized)		[host, 74h](normalized)		[nonhost, 06h](normalized)		[nonhost, 12h](normalized)		[nonhost, 24h](normalized)		[nonhost, 74h](normalized)		Fold change([host-06h] vs [ctrl-06h])		Fold change([host-12h] vs [ctrl-12h])		Fold change([host-24h] vs [ctrl-24h])		Fold change([host-74h] vs [ctrl-74h])		Fold change([nonhost-06h] vs [ctrl-06h])		Fold change([nonhost-12h] vs [ctrl-12h])		Fold change([nonhost-24h] vs [ctrl-24h])		Fold change([nonhost-74h] vs [ctrl-74h])		Log Fold change([host-06h] vs [ctrl-06h])		Log Fold change([host-12h] vs [ctrl-12h])		Log Fold change([host-24h] vs [ctrl-24h])		Log Fold change([host-74h] vs [ctrl-74h])		Log Fold change([nonhost-06h] vs [ctrl-06h])		Log Fold change([nonhost-12h] vs [ctrl-12h])		Log Fold change([nonhost-24h] vs [ctrl-24h])		Log Fold change([nonhost-74h] vs [ctrl-74h])		significant in static paired t-test analysis		significant in ANOVA single timepoint analysis		significant in unpaired t-test single timepoint analysis		PrimaryAccession		GenbankAccession		UniGeneID		TIGRID		Description

		A_99_P425522		1.839993		4.347874		2.3286011		1.7113647		1.513723		1.7572931		2.2171142		2.1230679		4.4830146		10.546254		8.462509		4.372064		-1.2537676		-6.023412		-1.0803411		1.3302553		6.2463856		73.43419		70.22478		6.3233953		-0.32626998		-2.590581		-0.11148691		0.4117031		2.6430216		6.19838		6.1339083		2.6606994		Yes		Yes		Yes		TA77707_4565		0		0		TC385151		Rep: TPR domain protein - Musa acuminata (Banana), partial (69%) [TC385151]

		A_99_P136255		2.5565271		1.7406106		3.0414426		2.209482		2.0258706		2.7322428		3.3045967		2.4702463		3.4882421		6.8054085		5.5877686		3.0472705		-1.4445865		1.9884334		1.2000995		1.1981133		1.9075422		33.470028		5.8414474		1.7873083		-0.5306566		0.9916322		0.26315403		0.26076436		0.931715		5.064798		2.546326		0.8377886		Yes		Yes		Yes		BQ169432		BQ169432		Ta.49075		0		WHE1772_A03_A06ZT Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE1772_A03_A06, mRNA sequence [BQ169432]

		A_99_P025469		2.2589626		2.729084		3.5937138		2.8604233		3.9661598		6.06195		4.4347706		2.9408276		6.3982673		9.421141		6.652451		4.0559697		3.2652586		10.076105		1.7913619		1.0573143		17.621986		103.39744		8.33243		2.2903156		1.7071972		3.3328662		0.8410568		0.08040428		4.1393046		6.6920567		3.0587373		1.1955464		Yes		Yes		Yes		BJ239387		BJ239387		Ta.9868		0		BJ239387 Y. Ogihara unpublished cDNA library, Wh_e Triticum aestivum cDNA clone whe6b24 3', mRNA sequence [BJ239387]

		A_99_P412887		8.3018055		8.409276		7.232605		5.6287665		8.011277		8.887096		8.672027		7.2423973		8.78851		9.740805		9.794446		7.3413887		-1.223088		1.3926381		2.7121212		3.0602102		1.4012407		2.516692		5.904607		3.27756		-0.2905283		0.4778204		1.4394217		1.6136308		0.48670483		1.3315287		2.561841		1.7126222		Yes		Yes		Yes		TC374806		0		0		TC374806		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC374806]

		A_99_P240161		13.706876		14.214059		13.6117935		12.880542		13.505882		14.026115		13.784854		14.021983		13.835286		14.586757		14.805509		14.056954		-1.1494896		-1.1391387		1.1274476		2.206013		1.0930886		1.2947718		2.2874103		2.2601407		-0.20099354		-0.18794346		0.17306042		1.1414413		0.12841034		0.37269783		1.1937151		1.1764126		No		Yes		Yes		TA64525_4565		0		Ta.16297		TC374398		0

		A_99_P045922		6.111943		6.830166		4.8568597		5.734638		5.596953		6.5008755		5.851528		6.4205613		6.0437703		6.9392853		7.052471		6.0107274		-1.428984		-1.2563952		1.9926226		1.608731		-1.0483878		1.0785697		4.5808377		1.2109079		-0.51498985		-0.3292904		0.9946685		0.6859231		-0.068172455		0.109119415		2.1956115		0.2760892		No		Yes		Yes		CA613039		CA613039		Ta.16806		0		wr1.pk0150.a3 wr1 Triticum aestivum cDNA clone wr1.pk0150.a3 5' end, mRNA sequence [CA613039]

		A_99_P439842		3.3155365		3.972831		2.9299686		3.8867228		3.2132719		3.9843502		3.2162752		4.248457		4.3307805		4.0815105		4.3080735		4.3089485		-1.0734571		1.0080165		1.2195143		1.2849696		2.0212448		1.0782409		2.5992672		1.3399932		-0.10226464		0.011519194		0.28630662		0.36173415		1.015244		0.10867953		1.3781049		0.4222257		No		Yes		Yes		CJ673475		0		Ta.6221		TC396237		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC396237]

		A_99_P040958		1.2453231		1.2519019		1.2586359		1.7897607		1.3927988		1.2581605		1.2513665		1.5640651		4.9701915		4.2725635		3.4740658		1.956338		1.1076298		1.0043476		-1.0050515		-1.169341		13.221998		8.1153965		4.644199		1.1223925		0.14747572		0.006258607		-0.0072693825		-0.22569561		3.7248683		3.0206616		2.2154298		0.16657734		Yes		Yes		Yes		CA746609		CA746609		Ta.15219		0		wri2s.pk004.k22 wri2s Triticum aestivum cDNA clone wri2s.pk004.k22 5' end, mRNA sequence [CA746609]

		A_99_P462407		1.5805336		2.1817067		1.8994776		2.63193		1.232798		3.0061524		2.864811		3.1851797		3.4882956		3.7307265		3.6462224		2.625489		-1.2725618		1.7708546		1.9525146		1.4673872		3.7522655		2.9261827		3.3560047		-1.0044746		-0.34773564		0.8244457		0.96533334		0.5532496		1.9077619		1.5490198		1.7467448		-0.0064411163		Yes		No		No		CD890446		0		Ta.10082		TC412106		0

		A_99_P272976		2.5350997		4.9833603		6.3958473		4.8792863		2.4386184		3.6360514		4.822581		4.870644		2.9423625		7.804731		6.576692		5.294026		-1.0691626		-2.5443707		-2.9757771		-1.0060083		1.3261673		7.068336		1.1335474		1.333058		-0.09648132		-1.3473089		-1.5732665		-0.008642197		0.4072628		2.8213706		0.18084478		0.4147396		No		Yes		Yes		AK331946		AK331946		Ta.28002		TC394498		Triticum aestivum cDNA, clone: WT002_M06, cultivar: Chinese Spring [AK331946]






GenerallyPM-regulated-Orthologs

				 Average barley 44K signal  intensity values																																 Average wheat 44K signal  intensity values

		Contig Name (HarvEST35)		Barley probe ID		Barley_probe_orhtolog_match_ID		[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		Wheat probe ID both approaches		Wheat_probe_orhtolog_match_ID		[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]

		14951		CUST_4545_PI390587928		CUST_4545_PI390587928_1		7.5668826		7.9234986		7.481316		8.254703		11.596751		12.715859		15.532852		12.76159		12.166936		13.231967		14.849681		11.402459		A_99_P000256		A_99_P000256_1		9.573512		8.865238		8.832637		8.743777		13.874408		14.856601		15.19839		11.7938		15.214337		14.319304		15.863945		11.524886

		15620		CUST_16339_PI390587928		CUST_16339_PI390587928_1		13.289101		13.097039		12.70329		13.998792		14.4743		15.36449		16.786018		15.53315		15.032689		15.731538		16.110744		14.030106		A_99_P000381		A_99_P000381_1		11.057536		10.087592		11.111321		10.463521		12.158885		13.971812		13.066589		11.895307		13.139346		12.087113		13.114831		11.458412

		704		CUST_41535_PI390587928		CUST_41535_PI390587928_1		12.603137		10.929187		10.146306		10.024024		11.03795		10.820782		15.296184		15.561778		10.947822		9.990573		15.192752		12.71322		A_99_P000516		A_99_P000516_1		4.81749		5.846147		2.711871		6.503464		6.820183		10.466182		14.751865		10.178414		9.413554		10.421876		14.17276		9.4123955

		702		CUST_41538_PI390587928		CUST_41538_PI390587928_1		12.196449		10.671253		9.747033		9.690215		10.677775		10.39994		14.849086		14.817029		10.569575		9.523107		14.740517		12.288333		A_99_P000516		A_99_P000516_2		4.81749		5.846147		2.711871		6.503464		6.820183		10.466182		14.751865		10.178414		9.413554		10.421876		14.17276		9.4123955

		16561		CUST_32077_PI390587928		CUST_32077_PI390587928_1		14.780761		13.798252		13.430336		14.63531		14.816627		14.53896		13.831819		14.624518		14.927413		15.087047		14.042499		14.443077		A_99_P000521		A_99_P000521_1		10.848002		9.589656		8.009494		9.644965		11.116038		11.502529		9.38178		10.157222		11.803468		10.815662		9.897872		10.057172

		17330		CUST_40585_PI390587928		CUST_40585_PI390587928_1		14.733238		14.690612		14.532418		15.027271		15.357842		15.407496		16.289175		15.499321		15.817887		15.808984		15.645816		15.360881		A_99_P000686		A_99_P000686_1		10.067547		9.7024355		11.084001		10.533704		11.284283		13.816123		13.1366625		12.13372		12.080005		12.134824		13.68969		12.16547

		15704		CUST_14087_PI390587928		CUST_14087_PI390587928_1		8.074117		8.950745		7.6129107		7.3626513		8.442941		8.760766		10.392482		9.0064535		8.691112		9.68299		9.72543		7.3533607		A_99_P001586		A_99_P001586_1		6.17888		6.653299		6.676903		7.0121694		6.3023095		7.6384315		7.9128838		7.012942		7.068968		7.032871		8.158176		7.154007

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_2		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P001771		A_99_P001771_1		11.001718		11.682191		10.791275		12.252046		12.2640915		15.585678		14.912456		12.263106		12.870194		14.641659		14.9976225		12.214629

		675		CUST_19578_PI390587928		CUST_19578_PI390587928_2		12.517264		12.850383		12.274985		12.73326		12.702167		13.498517		14.383911		13.145261		13.023125		13.938487		14.230144		12.610286		A_99_P002326		A_99_P002326_1		1.6819388		1.544968		2.1337924		1.545751		2.1570327		4.367687		3.889761		2.1005626		3.5396087		3.216526		3.9215155		2.692526

		4907		CUST_1325_PI390587928		CUST_1325_PI390587928_1		6.2832394		5.8046336		6.0561333		6.34874		6.809253		6.864996		7.8832283		6.363669		7.0310364		7.292137		7.81835		6.6808915		A_99_P002561		A_99_P002561_1		7.8353972		7.6621304		7.842508		7.7504277		8.639544		8.943311		8.799331		8.032725		9.072636		8.69142		9.075798		8.303214

		3370		CUST_18252_PI390587928		CUST_18252_PI390587928_1		6.4681435		6.331064		6.1667213		6.0692177		6.403567		6.5721145		7.3789043		6.3318825		6.633062		7.098732		7.178865		6.2706313		A_99_P003671		A_99_P003671_1		5.887316		5.3626084		5.5971427		5.5586963		7.402365		8.300571		10.722318		7.7829013		9.067466		7.066933		10.988816		6.5040035

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_4		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P004496		A_99_P004496_1		11.278642		11.614612		11.27119		12.205991		12.781761		15.31729		14.581609		12.012179		13.392642		14.248547		14.825215		12.038727

		798		CUST_38135_PI390587928		CUST_38135_PI390587928_1		8.061298		6.7993584		6.074316		5.7716756		8.199559		5.9069877		9.892127		8.209919		9.87253		8.457425		9.060564		5.7066865		A_99_P004926		A_99_P004926_1		12.481664		11.495542		11.613426		10.043915		12.521823		12.532052		13.605674		11.445142		12.611886		11.573486		13.612969		10.756188

		42222		CUST_1529_PI390587928		CUST_1529_PI390587928_1		1.794681		3.459469		2.4206467		1.8294282		1.656271		4.4190392		7.0184975		6.096186		2.8800085		3.8197594		5.060337		1.5276089		A_99_P005116		A_99_P005116_2		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		23570		CUST_16686_PI390587928		CUST_16686_PI390587928_1		4.003894		5.546198		4.2951064		4.2093596		4.453769		6.445921		8.3260565		7.4159164		5.301284		6.3866677		6.883744		4.14385		A_99_P005116		A_99_P005116_3		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		8212		CUST_27921_PI390587928		CUST_27921_PI390587928_1		3.3399231		4.3873076		2.5068853		2.501712		3.054409		4.8296285		7.558703		6.473453		3.8886433		4.601028		6.2545915		2.434396		A_99_P005116		A_99_P005116_4		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		23308		CUST_2973_PI390587928		CUST_2973_PI390587928_1		4.2038393		4.763654		2.7325852		3.7145605		5.0861697		6.330027		8.099781		7.08256		5.3719077		6.424656		7.011118		3.476923		A_99_P005116		A_99_P005116_1		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		16426		CUST_37091_PI390587928		CUST_37091_PI390587928_1		5.1273227		5.6286626		3.149593		2.7902071		9.8010645		9.817818		12.555157		8.937187		10.562697		10.441676		11.44188		3.7690322		A_99_P005951		A_99_P005951_1		7.548515		5.750538		6.770534		5.6499634		11.242469		11.579056		10.778577		7.467956		12.988242		10.341125		11.277812		7.0789237

		13077		CUST_27985_PI390587928		CUST_27985_PI390587928_1		10.292721		9.986863		11.211043		10.850743		9.982436		9.173943		10.252294		9.38965		9.687136		9.006982		10.148282		10.506718		A_99_P006681		A_99_P006681_1		7.3013234		7.257299		7.181108		7.471872		6.3261294		5.7750983		5.5112453		5.9965625		7.037131		6.40622		6.5414767		6.527368

		33270		CUST_27181_PI390587928		CUST_27181_PI390587928_1		12.886913		12.834702		13.150745		12.827286		12.691434		12.746457		12.095848		11.946452		12.439078		12.571849		12.5154085		12.720885		A_99_P006971		A_99_P006971_3		13.474374		13.755436		13.25016		13.38079		12.890347		12.817412		12.420226		12.733792		12.545818		13.353744		12.157393		13.279008

		17272		CUST_30429_PI390587928		CUST_30429_PI390587928_1		12.38012		12.356044		12.656807		12.379978		12.128342		12.173779		11.533451		11.348827		11.901305		12.054692		11.868976		12.140617		A_99_P006971		A_99_P006971_1		13.474374		13.755436		13.25016		13.38079		12.890347		12.817412		12.420226		12.733792		12.545818		13.353744		12.157393		13.279008

		1479		CUST_13672_PI390587928		CUST_13672_PI390587928_1		7.19083		7.5023003		7.512278		8.14264		6.068011		6.1272864		6.419332		6.500835		5.5545526		6.2338805		5.7357335		7.032144		A_99_P007296		A_99_P007296_1		11.155305		12.89019		13.171009		12.373932		10.29548		11.478696		11.247987		12.36546		10.67434		11.460843		11.366467		12.311775

		47537		CUST_16662_PI390587928		CUST_16662_PI390587928_1		4.549373		3.854387		3.9931402		3.9157658		3.7893372		3.0558693		2.9945955		1.6549786		2.835349		3.2250936		3.2173774		2.762803		A_99_P008056		A_99_P008056_1		11.746978		11.533544		11.580524		11.165896		11.448391		10.380476		8.900676		10.144302		11.048755		10.744518		8.982922		10.108712

		15343		CUST_28730_PI390587928		CUST_28730_PI390587928_1		7.9074326		8.743997		6.5941014		9.013553		6.172226		7.3587527		6.769176		8.995926		5.9622664		7.4294953		6.0565624		6.404564		A_99_P009801		A_99_P009801_1		9.67019		9.819722		8.238729		10.416106		9.294263		8.353534		5.3670216		8.9867735		7.3520713		8.322932		5.8370843		9.854187

		7289		CUST_12065_PI390587928		CUST_12065_PI390587928_1		10.902047		10.8621645		10.317359		10.52064		12.397377		12.289883		13.014862		11.487705		13.001645		13.157303		12.58067		10.562463		A_99_P010874		A_99_P010874_1		6.7730503		6.2994823		6.4563217		6.418473		8.378252		9.61585		8.226144		6.9286847		9.745575		8.171811		8.673238		6.983993

		1473		CUST_13677_PI390587928		CUST_13677_PI390587928_1		10.120004		10.513248		10.489844		9.664801		9.514096		9.654671		7.7932124		7.7160687		8.901698		8.846684		8.637744		8.78412		A_99_P011064		A_99_P011064_1		9.597331		10.378979		9.718019		10.967182		8.733043		7.9529285		8.607632		8.952033		7.885002		8.765162		7.051293		9.497284

		49733		CUST_15701_PI390587928		CUST_15701_PI390587928_1		6.329698		5.7509513		5.745972		5.8557134		5.728771		5.4752502		4.3443527		4.085318		5.317604		5.1494527		4.575538		5.5975547		A_99_P011499		A_99_P011499_1		9.922789		10.464131		10.626866		10.455881		9.460105		9.526104		9.422245		10.5529175		9.599048		10.006295		9.816022		10.406554

		23081		CUST_18450_PI390587928		CUST_18450_PI390587928_1		9.525008		8.914981		9.188825		8.061843		9.425964		8.751293		6.9288754		6.51819		9.626395		8.169755		7.4573693		7.462078		A_99_P011499		A_99_P011499_3		9.922789		10.464131		10.626866		10.455881		9.460105		9.526104		9.422245		10.5529175		9.599048		10.006295		9.816022		10.406554

		37158		CUST_41659_PI390587928		CUST_41659_PI390587928_1		2.1594076		2.2933838		1.5330561		1.4702892		4.2032604		6.5379333		7.880594		4.1074367		4.560119		5.741352		7.767511		2.0167975		A_99_P011779		A_99_P011779_1		9.966096		8.061372		6.541771		8.109967		10.428528		10.033421		8.167263		7.5259833		10.917549		9.995835		8.642562		7.611941

		21620		CUST_4595_PI390587928		CUST_4595_PI390587928_1		9.541045		9.28951		9.218904		9.731902		10.099656		9.614797		11.059382		10.207389		10.471553		10.109367		10.640357		9.919604		A_99_P011829		A_99_P011829_1		9.782527		9.435742		9.563958		9.745748		10.369405		10.867767		10.649663		9.693413		11.319423		10.243623		10.965005		9.851542

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_2		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P012504		A_99_P012504_1		9.211652		7.758468		6.241711		7.7950053		10.932094		10.904083		15.30476		10.532001		12.201379		11.54041		14.7603035		9.639389

		38900		CUST_4554_PI390587928		CUST_4554_PI390587928_2		7.4723334		7.885181		6.8748055		8.118598		8.42294		10.090529		9.080531		8.73302		8.694134		9.188326		8.965777		7.4783955		A_99_P012744		A_99_P012744_1		7.2552123		6.5028863		5.9903092		6.358134		9.165054		10.299315		8.822111		7.305069		9.911105		10.27713		8.942627		7.127314

		35423		CUST_32197_PI390587928		CUST_32197_PI390587928_1		8.454208		8.5969925		7.053861		8.395202		8.871041		8.740189		8.513015		8.103164		8.630875		8.635037		8.442668		8.68704		A_99_P012819		A_99_P012819_1		4.1354613		4.123623		3.6401918		4.1190963		4.779347		5.4641857		4.850058		4.5640583		4.838597		5.0226216		5.0261784		4.691569

		4496		CUST_40229_PI390587928		CUST_40229_PI390587928_1		10.432332		10.9756365		9.801669		9.974069		9.871018		9.602347		7.8929963		7.7669654		9.645426		9.835904		8.158795		9.390302		A_99_P013019		A_99_P013019_1		11.099754		11.592926		11.814038		11.515269		10.4871		9.746398		11.157334		10.518624		9.507096		10.613288		9.954511		11.102188

		701		CUST_41539_PI390587928		CUST_41539_PI390587928_1		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		A_99_P013149		A_99_P013149_1		8.581683		8.765099		8.340512		8.223201		8.253335		8.600011		10.451873		8.538143		8.488254		8.39208		9.594489		8.194228

		17973		CUST_29059_PI390587928		CUST_29059_PI390587928_1		9.810259		10.426813		9.479669		10.350638		10.10455		10.692933		11.269046		11.364598		10.146552		10.916606		11.312831		11.161878		A_99_P014534		A_99_P014534_1		8.261157		8.535792		7.7014046		8.660197		8.601868		9.531802		9.229133		8.674649		8.722662		9.03014		8.9844055		8.955943

		5848		CUST_39242_PI390587928		CUST_39242_PI390587928_1		6.9142075		6.857809		7.3010716		7.0486445		6.682598		6.8366446		8.324989		7.432733		6.8424015		7.087471		7.926573		6.950123		A_99_P014639		A_99_P014639_1		6.3430676		5.848161		6.4996467		6.2740784		6.235666		6.9460278		7.662002		6.695577		6.554544		6.1581116		7.8178577		6.5641875

		7915		CUST_33250_PI390587928		CUST_33250_PI390587928_1		9.311809		9.344329		8.611424		9.657218		10.493661		11.160384		12.561584		11.644452		11.306347		11.904164		12.112905		10.672925		A_99_P014684		A_99_P014684_1		11.773715		11.139216		10.417512		10.669246		12.362392		13.294793		12.445134		11.488551		13.156695		12.386367		12.852737		11.568947

		2330		CUST_7235_PI390587928		CUST_7235_PI390587928_1		8.938306		9.073753		9.496087		8.586491		8.679155		8.838592		8.173673		7.986132		8.238834		8.646495		8.664336		8.623482		A_99_P015819		A_99_P015819_1		3.3535137		3.964284		3.9576466		4.024033		3.8641784		2.4114993		3.791745		2.4524426		2.5439537		2.684184		2.6339395		3.1985035

		8778		CUST_14564_PI390587928		CUST_14564_PI390587928_1		4.813646		5.9742265		5.6210313		4.1216044		3.9610205		5.3058596		3.9796817		2.8248446		4.0378613		4.7439284		3.898801		3.7455168		A_99_P018074		A_99_P018074_1		4.9466114		6.2049522		5.757831		4.8682218		3.9000447		4.2804866		4.376374		4.0500674		3.5530682		4.954557		3.9066029		4.1267047

		22404		CUST_16547_PI390587928		CUST_16547_PI390587928_1		9.215825		8.920741		10.561372		10.332425		8.84798		8.52845		9.084302		9.266023		8.15165		7.9467564		9.54076		10.06951		A_99_P019939		A_99_P019939_1		8.788681		9.558394		11.105855		10.431354		8.407287		8.180756		9.346253		10.332553		8.208634		8.852512		9.300053		10.176871

		1238		CUST_7753_PI390587928		CUST_7753_PI390587928_1		8.945363		9.277123		8.184243		8.173818		10.079417		10.994691		11.480621		10.59062		10.896916		11.7998		11.067655		7.929722		A_99_P020754		A_99_P020754_1		9.458844		6.848845		7.1451035		7.935903		12.008237		13.16933		12.863655		11.4651		14.161884		12.525635		13.34682		10.901586

		7124		CUST_19196_PI390587928		CUST_19196_PI390587928_1		3.631698		3.237983		2.5227816		1.9607543		5.4162807		6.572607		12.398285		10.650115		6.665012		8.701095		12.327165		8.446626		A_99_P021939		A_99_P021939_1		5.4333816		5.639097		5.715752		5.6490464		6.761551		9.627971		12.4275055		8.513435		9.910197		7.69068		12.778725		7.2558074

		7124		CUST_19196_PI390587928		CUST_19196_PI390587928_2		3.631698		3.237983		2.5227816		1.9607543		5.4162807		6.572607		12.398285		10.650115		6.665012		8.701095		12.327165		8.446626		A_99_P022179		A_99_P022179_1		3.0701458		2.5516143		3.9589546		3.3135662		4.848924		9.221433		12.536948		10.738304		8.428509		7.875216		12.74919		9.905814

		1571		CUST_35780_PI390587928		CUST_35780_PI390587928_1		7.405789		7.46156		7.41342		7.938929		7.5691648		7.9277053		9.448689		8.042958		7.963705		8.712846		8.988532		7.87435		A_99_P022489		A_99_P022489_1		9.98117		10.191638		10.32695		10.479234		11.395416		13.361561		12.844631		10.539659		11.887738		11.870273		12.87059		10.398759

		4802		CUST_125_PI390587928		CUST_125_PI390587928_1		4.35037		3.1316261		1.4852728		2.2046168		1.8408397		2.092919		10.09513		5.827394		1.9084783		2.0705106		9.593247		1.5384182		A_99_P022879		A_99_P022879_1		4.181757		3.2947702		3.6329384		2.58314		5.600081		5.272159		8.454732		5.263375		6.332344		5.402695		8.425848		3.952568

		8449		CUST_31114_PI390587928		CUST_31114_PI390587928_1		11.805485		9.894877		11.275612		12.192963		11.953891		10.290858		12.455429		12.80528		11.535668		10.700671		12.268982		12.476407		A_99_P024019		A_99_P024019_1		6.598718		7.074508		8.733181		9.409194		5.6304927		5.1373625		8.233463		8.678704		5.788405		5.8668404		8.375179		9.112994

		47012		CUST_18528_PI390587928		CUST_18528_PI390587928_1		5.9146705		6.3375993		5.9629188		6.9058595		5.690384		8.010903		7.2490845		7.317289		5.972175		8.072647		7.4516454		7.2070274		A_99_P024284		A_99_P024284_2		4.8239837		4.1850133		5.832006		5.2421994		6.322516		7.424063		7.5091777		7.98852		6.8279667		7.382158		8.0911665		7.4553723

		9065		CUST_30810_PI390587928		CUST_30810_PI390587928_1		7.658352		8.283905		7.3866105		8.803524		7.7036605		9.975694		9.355895		9.324931		7.9477673		9.91034		9.445557		9.179582		A_99_P024284		A_99_P024284_1		4.8239837		4.1850133		5.832006		5.2421994		6.322516		7.424063		7.5091777		7.98852		6.8279667		7.382158		8.0911665		7.4553723

		38843		CUST_37567_PI390587928		CUST_37567_PI390587928_1		3.3847008		3.8421679		1.5011164		4.158285		2.972428		4.6854115		3.821421		4.1941586		2.7665088		4.623516		4.3725123		4.124143		A_99_P024284		A_99_P024284_3		4.8239837		4.1850133		5.832006		5.2421994		6.322516		7.424063		7.5091777		7.98852		6.8279667		7.382158		8.0911665		7.4553723

		30113		CUST_23891_PI390587928		CUST_23891_PI390587928_1		7.167807		7.0729375		8.163026		7.7328033		7.0053654		6.8102765		6.9206595		6.623751		6.894693		6.525391		7.0705447		7.4693584		A_99_P024459		A_99_P024459_2		10.97306		11.311261		11.542338		11.122193		10.557915		10.013627		10.509862		10.951154		10.188533		10.622852		10.331882		10.922191

		19805		CUST_7071_PI390587928		CUST_7071_PI390587928_1		12.628296		12.499661		12.883717		12.32948		12.080699		12.083546		11.449933		11.571156		12.066933		11.978969		11.986137		12.159438		A_99_P024459		A_99_P024459_1		10.97306		11.311261		11.542338		11.122193		10.557915		10.013627		10.509862		10.951154		10.188533		10.622852		10.331882		10.922191

		19826		CUST_7030_PI390587928		CUST_7030_PI390587928_1		6.8285866		7.2742577		5.1316147		6.8064237		6.2993636		6.6405053		6.4394593		7.2182026		6.4494705		6.757896		5.935724		6.7868066		A_99_P026384		A_99_P026384_1		3.6682422		4.9266143		4.5743785		5.380818		4.7089877		6.3287086		5.9037223		6.0614777		5.119469		5.344256		6.476523		5.782003

		9462		CUST_11110_PI390587928		CUST_11110_PI390587928_1		4.3601723		2.570842		1.3507042		2.2936509		3.0412867		4.5408807		8.0328665		9.537574		3.0076616		5.814926		8.109752		7.9807343		A_99_P028994		A_99_P028994_1		2.2869549		1.2691323		1.9731878		1.885986		1.9221712		8.8670845		7.741951		3.9191198		5.777063		5.4676547		7.9733467		3.7428815

		26278		CUST_2480_PI390587928		CUST_2480_PI390587928_1		2.7674677		2.798488		3.1733925		4.2501445		3.4131343		3.7036667		6.3376503		7.390747		3.1834667		4.605676		6.717201		6.9298344		A_99_P029339		A_99_P029339_2		3.6049984		3.4801805		3.5009296		3.970009		4.541883		4.337313		4.43915		5.8859596		5.938944		5.1358104		4.479728		5.6547413

		21551		CUST_40824_PI390587928		CUST_40824_PI390587928_1		6.9247856		7.817514		5.415111		4.945625		4.694087		5.501038		2.3072855		1.630736		4.1836305		5.501826		3.519453		3.4299374		A_99_P035509		A_99_P035509_1		6.3660736		7.059605		7.3817296		7.8755774		5.5199127		5.2020364		6.461016		6.537665		5.6916966		5.4427505		6.037168		7.052259

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_5		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P036184		A_99_P036184_1		10.178798		10.581207		10.183254		11.216208		11.57666		14.434064		13.760758		11.1796465		12.181866		13.34761		13.729909		11.1466255

		26126		CUST_38264_PI390587928		CUST_38264_PI390587928_1		5.465589		3.740097		3.267381		2.4755468		4.429706		2.1964855		1.7481879		2.2446094		4.152222		2.1824703		2.1213067		2.2885225		A_99_P037229		A_99_P037229_1		5.0463448		6.6432877		4.1290517		4.737599		3.8213825		3.6669424		2.8667371		2.3787196		3.294996		4.696419		1.555292		3.4190066

		7207		CUST_24511_PI390587928		CUST_24511_PI390587928_1		4.8215833		4.23835		3.4703948		4.159958		5.2909155		4.3829665		5.6641746		5.9252048		5.7261353		4.992367		5.1285357		4.3912306		A_99_P037474		A_99_P037474_5		2.0779507		1.7437588		1.7781128		1.7472616		1.6144329		2.9445937		5.7472515		2.856427		1.8133749		3.7346218		6.65069		1.8179699

		10943		CUST_3241_PI390587928		CUST_3241_PI390587928_1		8.599046		8.247427		8.10149		8.608417		9.245991		9.860782		10.227787		9.176967		9.710164		10.793279		10.241311		9.35463		A_99_P037614		A_99_P037614_1		8.423951		7.003884		7.249319		7.1636415		9.898934		11.067403		10.553014		9.260327		11.072243		9.925059		10.944755		8.9038925

		2353		CUST_7212_PI390587928		CUST_7212_PI390587928_1		6.5907035		6.270188		6.3994946		5.643624		6.365891		7.116693		10.509557		6.791294		5.6640525		6.8034205		9.392619		7.094974		A_99_P037718		A_99_P037718_1		3.077348		2.8046162		4.030127		4.5747275		4.438538		3.986687		7.0141015		4.8898344		5.4799905		3.9730113		6.709083		5.288125

		8125		CUST_5754_PI390587928		CUST_5754_PI390587928_1		3.5191555		1.6205229		3.8823974		3.3571146		5.6016793		4.6469316		6.161613		5.644543		6.012984		5.447178		6.6231384		4.9060535		A_99_P038889		A_99_P038889_1		4.3984575		3.9031093		4.123339		4.7846904		4.149198		2.6601331		3.222707		2.5825584		2.188251		2.2709162		2.909343		2.334162

		17982		CUST_29040_PI390587928		CUST_29040_PI390587928_1		9.443346		9.931915		9.386336		7.756862		8.7707205		8.887612		7.3151813		7.069613		9.490981		9.250667		8.576817		7.4625607		A_99_P039594		A_99_P039594_1		10.638744		9.8933935		8.490816		8.552819		8.665603		8.0801		7.693117		7.8559055		8.820954		9.207149		8.029844		8.800965

		959		CUST_27663_PI390587928		CUST_27663_PI390587928_1		11.809096		12.254821		10.695122		10.572949		11.394043		11.65772		11.95708		11.873119		11.603775		11.62262		11.642025		10.553566		A_99_P043496		A_99_P043496_1		4.4890933		4.204745		5.0005107		4.2203393		2.7437303		2.7998874		3.7870445		2.6933806		2.295884		2.8655117		2.3932188		2.459851

		19950		CUST_3861_PI390587928		CUST_3861_PI390587928_1		11.879834		11.650749		11.10728		10.707752		12.178832		12.202648		12.335376		11.180385		12.294368		12.66331		12.421242		10.9737215		A_99_P043591		A_99_P043591_1		3.652381		3.5776987		3.833329		3.9455063		5.07902		5.7909374		5.904119		4.4538093		6.409475		5.4500995		6.2709794		4.71977

		3923		CUST_23097_PI390587928		CUST_23097_PI390587928_1		13.266861		13.189187		13.50887		13.239326		13.387149		12.641339		11.777016		12.219356		13.216165		12.18291		12.153866		12.347796		A_99_P044862		A_99_P044862_1		5.8586082		5.508573		7.3164744		5.9109898		4.8168736		4.12796		6.2466407		4.694126		4.967811		5.033893		6.0787272		5.6255345

		48703		CUST_35006_PI390587928		CUST_35006_PI390587928_1		7.442242		6.9489136		6.6226163		7.6094403		8.14137		8.535987		9.232041		7.955477		8.433935		9.524631		9.086553		8.426791		A_99_P046242		A_99_P046242_1		8.810342		8.477483		8.353516		8.2886		9.390666		10.028609		8.840831		8.614854		9.51448		9.291369		9.123886		8.87614

		20654		CUST_9361_PI390587928		CUST_9361_PI390587928_1		8.541022		8.653144		8.305171		8.040576		8.410066		8.385066		7.0372014		7.773449		7.9659476		8.169386		7.858004		8.068152		A_99_P047100		A_99_P047100_1		7.6847057		8.262657		6.896113		7.0767503		6.5443635		6.89393		6.1652565		6.016196		6.2900634		7.469046		5.673796		6.929297

		18552		CUST_13284_PI390587928		CUST_13284_PI390587928_1		11.83954		12.485421		12.732106		11.15184		12.0296335		12.589835		10.918648		10.818768		11.456173		12.074223		11.773305		11.2289505		A_99_P047520		A_99_P047520_3		12.481308		12.565903		11.064342		10.774402		11.263574		11.501678		9.886916		9.531095		10.872246		12.117909		9.320488		10.910344

		16652		CUST_1299_PI390587928		CUST_1299_PI390587928_1		11.655503		11.557884		13.072048		12.145663		12.257745		12.4673395		14.165935		12.281686		12.42067		13.39711		13.725568		12.405365		A_99_P049999		A_99_P049999_1		9.946942		10.080131		10.683614		10.717006		10.248062		10.5452795		12.085963		10.265832		11.147903		10.305198		11.988304		10.196533

		15884		CUST_22942_PI390587928		CUST_22942_PI390587928_2		10.299066		11.101841		10.428435		9.734375		9.928859		10.215623		7.633533		7.186951		9.462026		9.516231		8.807233		9.019395		A_99_P050814		A_99_P050814_1		11.753804		12.422849		11.021751		11.570839		10.742836		10.868766		8.921647		10.349326		10.634428		11.285671		9.094089		10.2721405

		8237		CUST_27899_PI390587928		CUST_27899_PI390587928_1		9.0200615		9.421735		9.530639		8.805906		8.509303		8.829869		7.496126		7.284971		8.069831		8.153237		8.176026		8.259496		A_99_P051746		A_99_P051746_1		7.5157433		7.623712		7.1823487		7.353021		6.993719		6.155556		6.622888		6.4937882		6.363207		6.920685		5.80059		6.8929095

		10890		CUST_847_PI390587928		CUST_847_PI390587928_1		11.561145		11.81958		12.078559		11.925461		10.943985		11.397606		9.673394		10.427868		10.126319		10.512597		10.482493		11.590478		A_99_P054404		A_99_P054404_1		5.722751		6.3230453		4.7603703		7.4471965		5.1433525		5.426939		2.370104		7.1753235		5.511816		5.8353667		3.7495375		7.4391766

		4802		CUST_125_PI390587928		CUST_125_PI390587928_2		4.35037		3.1316261		1.4852728		2.2046168		1.8408397		2.092919		10.09513		5.827394		1.9084783		2.0705106		9.593247		1.5384182		A_99_P055400		A_99_P055400_1		6.3353367		5.8472037		6.7010703		7.254696		7.762357		7.4536858		14.60592		9.477601		8.811254		8.660974		14.216304		9.570799

		5070		CUST_6138_PI390587928		CUST_6138_PI390587928_1		8.68204		8.386316		8.981939		8.793691		8.200993		8.070836		7.360306		7.6271915		8.103229		8.021749		7.9638214		8.624164		A_99_P056466		A_99_P056466_1		6.086693		5.785608		5.802632		5.4938083		4.757934		3.8420544		4.1786036		5.1199374		4.858273		4.762499		4.423921		5.2996945

		1196		CUST_25475_PI390587928		CUST_25475_PI390587928_1		9.204708		9.178311		8.846426		9.250312		9.572021		9.293407		10.03526		9.4547205		9.582953		9.667451		9.477241		9.255809		A_99_P056796		A_99_P056796_1		9.494946		9.637156		9.557196		9.738107		9.832737		11.059232		10.785264		9.621251		10.3444395		10.218377		11.000835		9.608359

		5380		CUST_16599_PI390587928		CUST_16599_PI390587928_1		9.953778		9.933734		10.547637		10.356155		11.329586		11.7537565		12.452656		12.226268		11.5748825		12.951176		12.002434		11.379712		A_99_P057546		A_99_P057546_1		7.6713443		8.132265		9.168645		9.819931		8.975286		10.400046		10.268253		9.320621		10.154331		9.017609		10.26714		9.782502

		982		CUST_30840_PI390587928		CUST_30840_PI390587928_2		14.464691		14.572413		14.673282		13.9806795		14.392081		14.398903		13.622853		13.513762		14.482802		14.172305		13.761997		13.903407		A_99_P057916		A_99_P057916_1		9.162221		9.131667		9.168786		9.188899		8.789231		8.276471		8.162879		9.004779		8.704923		8.770358		8.114221		8.993497

		6989		CUST_9180_PI390587928		CUST_9180_PI390587928_1		7.707166		8.290149		7.4194083		8.382636		8.392357		8.851627		9.397267		9.020412		8.720419		9.191301		9.163704		8.613288		A_99_P058026		A_99_P058026_1		6.935125		7.1437745		6.7862163		7.0127664		7.9608154		8.7583065		8.324309		7.4783764		9.249368		8.141553		8.666312		7.4011254

		1573		CUST_35778_PI390587928		CUST_35778_PI390587928_1		13.438371		13.315091		13.464226		12.851902		13.74899		13.616937		14.833797		13.507169		14.052025		14.254552		14.483211		12.988191		A_99_P059546		A_99_P059546_1		12.029941		11.870412		12.037614		11.818435		12.654799		14.010013		13.266971		12.307709		12.983798		12.981769		13.668027		12.324219

		18645		CUST_31735_PI390587928		CUST_31735_PI390587928_1		12.903229		12.8652115		12.595886		12.919379		13.50981		13.676796		14.03773		13.274213		13.598603		13.636605		13.811917		13.266534		A_99_P059856		A_99_P059856_1		4.677303		3.958598		3.594143		4.195451		5.1687903		6.001974		5.436518		4.6416106		6.1795745		5.7438507		5.5586		4.3664627

		3693		CUST_16940_PI390587928		CUST_16940_PI390587928_1		2.9400218		2.2632847		1.3768286		2.2925904		3.7492383		5.0793605		7.3573728		6.9523697		4.2279935		5.309426		6.786631		4.0204816		A_99_P060381		A_99_P060381_1		3.9240558		2.3365812		1.6722183		1.9145855		5.2284636		5.983444		5.757282		3.151641		6.3064847		6.1855817		6.5197997		2.6352444

		16985		CUST_23741_PI390587928		CUST_23741_PI390587928_1		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		A_99_P061018		A_99_P061018_1		10.968625		9.787953		9.240209		10.382023		11.130628		11.728215		10.656093		10.986236		12.832604		10.22852		11.120402		10.718521

		2028		CUST_2439_PI390587928		CUST_2439_PI390587928_1		10.954385		10.958411		10.8201685		10.568315		11.704365		11.756142		15.159996		12.005711		12.232799		12.248855		14.2236595		10.443745		A_99_P061523		A_99_P061523_1		7.1485863		3.4061387		3.6720822		2.466621		8.500143		7.5835595		8.55362		5.1842823		10.162026		7.7421417		9.401554		5.2551136

		17824		CUST_991_PI390587928		CUST_991_PI390587928_1		10.481778		11.528339		11.978185		10.940196		9.93911		10.412097		10.371583		9.877471		10.094911		10.258203		10.708705		10.739384		A_99_P061583		A_99_P061583_1		8.429776		9.786473		10.146344		9.441933		7.7087646		8.142742		8.740038		9.205064		7.5875382		8.417673		8.369472		9.133718

		43195		CUST_12437_PI390587928		CUST_12437_PI390587928_1		3.8493426		4.677529		3.868702		3.2729557		2.2776153		3.3537753		2.725853		2.1544638		2.8309424		3.8984215		2.797598		2.5871284		A_99_P061933		A_99_P061933_2		12.01358		12.923981		10.946057		10.687187		10.4143		11.278107		9.651311		9.792557		10.10173		11.844628		9.303258		10.911343

		15828		CUST_29128_PI390587928		CUST_29128_PI390587928_1		10.734795		10.668843		10.431815		11.301219		11.613109		12.821635		16.44687		14.78929		12.367595		14.433038		16.112736		13.833855		A_99_P063632		A_99_P063632_1		3.6262703		2.7956698		4.5054374		4.0406227		3.830589		7.1341057		7.9542155		5.4612846		5.1609015		6.1290703		8.3385725		5.7047253

		1070		CUST_30650_PI390587928		CUST_30650_PI390587928_1		14.498218		14.855916		15.376597		13.199716		13.835334		14.043827		12.933453		10.67715		13.509877		13.585246		13.218184		12.258705		A_99_P063897		A_99_P063897_1		10.4291525		11.898857		13.285965		11.1562395		9.596136		8.609227		9.030077		9.249691		9.590663		9.765597		9.594951		9.095981

		40451		CUST_35487_PI390587928		CUST_35487_PI390587928_1		12.070682		12.99252		13.667736		11.866909		12.456067		12.722764		12.449654		12.17242		12.225999		12.391797		12.597814		11.918953		A_99_P063967		A_99_P063967_1		13.595088		13.538113		13.277358		12.781062		12.876114		12.447473		12.4809		11.014756		12.307045		12.821289		12.179091		12.123357

		24436		CUST_12768_PI390587928		CUST_12768_PI390587928_1		6.464335		6.962465		6.0774		6.5081425		7.443165		8.9874935		9.005956		8.367467		7.997788		12.510512		8.931401		9.408044		A_99_P068430		A_99_P068430_1		1.594799		1.5660764		1.5682087		1.566091		1.686449		5.753762		2.0181906		1.6319952		3.7408116		2.3301263		2.8233864		1.6005493

		18939		CUST_9612_PI390587928		CUST_9612_PI390587928_1		12.512707		11.563889		12.674324		12.615219		12.347415		11.198012		11.116036		11.755151		11.774151		11.037433		11.595924		12.422559		A_99_P068905		A_99_P068905_1		4.7071095		3.4737198		3.9878483		3.802499		3.4659061		2.5922391		2.3517032		2.3541		3.463662		2.8467646		2.5997956		3.34017

		17799		CUST_30566_PI390587928		CUST_30566_PI390587928_1		9.851216		9.951206		9.365298		10.069469		10.058819		11.09072		10.623852		11.016282		10.315488		10.748463		10.406615		9.675584		A_99_P071535		A_99_P071535_1		10.833955		9.656798		8.857282		9.816039		11.045448		11.502126		10.719285		9.979523		11.885663		11.448723		10.753577		10.164132

		15508		CUST_21119_PI390587928		CUST_21119_PI390587928_1		10.299793		9.903336		9.046973		9.643906		10.65828		11.546681		14.469905		13.118928		11.251717		12.985677		14.259183		11.851878		A_99_P071865		A_99_P071865_1		3.3963368		2.5403817		3.6405945		3.9346712		7.273707		11.2508135		10.770104		7.3187523		9.998855		8.679547		11.547246		7.06151

		19328		CUST_10604_PI390587928		CUST_10604_PI390587928_1		7.0705147		7.311245		6.395967		5.78899		7.7287483		7.2611146		8.695401		7.4349275		7.7306905		8.425118		8.662323		6.0547314		A_99_P071965		A_99_P071965_1		7.3900504		7.723781		7.533648		7.0030704		7.637942		8.206275		9.748908		7.1587873		9.048835		7.79934		9.745765		7.2646446

		8300		CUST_20647_PI390587928		CUST_20647_PI390587928_1		4.2771544		5.1945233		2.369395		3.9107685		4.952606		5.462681		6.9308534		6.460714		5.2361712		5.831402		6.259489		4.2383003		A_99_P071982		A_99_P071982_2		7.5416927		6.8850503		9.325017		8.606698		8.925412		8.662073		11.416454		9.596486		9.3073		8.679904		11.655782		9.37073

		3554		CUST_34319_PI390587928		CUST_34319_PI390587928_1		4.5571756		3.6587372		1.5455812		2.4353144		4.7207847		4.572762		5.8700023		5.3089356		4.951678		5.2100677		5.0305386		3.3356838		A_99_P071982		A_99_P071982_1		7.5416927		6.8850503		9.325017		8.606698		8.925412		8.662073		11.416454		9.596486		9.3073		8.679904		11.655782		9.37073

		10590		CUST_38071_PI390587928		CUST_38071_PI390587928_1		5.4593177		6.115145		4.604518		5.1965785		6.144446		6.4596763		8.294163		7.76807		6.556974		6.917825		7.332154		5.5707755		A_99_P071982		A_99_P071982_3		7.5416927		6.8850503		9.325017		8.606698		8.925412		8.662073		11.416454		9.596486		9.3073		8.679904		11.655782		9.37073

		43450		CUST_19867_PI390587928		CUST_19867_PI390587928_1		3.8389595		3.4443693		3.3847682		3.1292686		4.3474874		5.3559494		7.7229323		6.4959846		4.3421445		6.3985996		7.2693944		5.373724		A_99_P072045		A_99_P072045_2		5.202458		5.432738		5.51119		6.8398438		8.10295		12.657077		11.877328		9.844128		10.477202		10.197051		12.190982		10.141206

		10619		CUST_23300_PI390587928		CUST_23300_PI390587928_1		4.241256		4.3898406		3.58233		5.0399203		5.0112953		7.1744714		9.635087		8.235316		5.7189803		8.428477		9.411387		7.3274055		A_99_P072045		A_99_P072045_1		5.202458		5.432738		5.51119		6.8398438		8.10295		12.657077		11.877328		9.844128		10.477202		10.197051		12.190982		10.141206

		3001		CUST_9174_PI390587928		CUST_9174_PI390587928_1		9.399186		8.994055		9.937839		8.695586		9.328401		9.033837		8.309971		7.687865		9.052144		8.800946		8.918552		8.193462		A_99_P072250		A_99_P072250_1		9.444108		9.185643		8.768523		8.846267		8.802945		7.8886867		7.590057		7.761946		8.577592		8.844174		7.7066345		8.552641

		2673		CUST_8161_PI390587928		CUST_8161_PI390587928_2		8.787802		8.930337		8.590423		9.498		10.645538		11.671535		12.842225		11.300346		11.093547		12.175014		12.385165		10.300373		A_99_P073850		A_99_P073850_1		12.808532		11.839787		10.96933		10.753747		13.557061		14.163615		12.425784		11.767487		14.260093		13.256641		12.86892		11.491229

		11169		CUST_9816_PI390587928		CUST_9816_PI390587928_1		6.881525		6.3412986		5.957256		7.146625		7.769993		7.5528126		9.895526		9.001426		8.101547		7.613537		8.853817		7.1824284		A_99_P074585		A_99_P074585_1		7.8900847		7.388847		8.108525		7.9570155		8.3976555		8.555936		8.816221		8.230605		8.657134		7.95335		8.971329		8.154012

		4300		CUST_11755_PI390587928		CUST_11755_PI390587928_1		9.047188		7.7255363		4.9192796		9.025073		8.343118		5.0826435		4.2509975		6.774874		8.192887		6.1018796		3.2235823		6.460522		A_99_P076280		A_99_P076280_1		6.118215		6.9391046		7.657785		8.157111		5.51413		4.7315745		5.8127923		8.20588		5.5962524		4.9548755		5.31533		7.6325793

		7597		CUST_36659_PI390587928		CUST_36659_PI390587928_1		9.166209		9.314922		9.373924		9.539947		9.756204		10.523494		11.207432		10.733353		10.133689		10.673305		10.857326		10.078845		A_99_P077070		A_99_P077070_1		5.9100666		5.225468		5.266021		4.7138		7.423958		8.6968355		7.841057		6.6370873		8.828893		7.2814307		8.253086		6.4495296

		4670		CUST_22180_PI390587928		CUST_22180_PI390587928_1		8.916588		8.540384		8.622703		8.734349		9.376002		9.419692		9.937396		8.876689		9.699555		9.511871		9.716569		8.950156		A_99_P079920		A_99_P079920_1		5.942261		5.79386		5.592823		5.6664596		6.3374467		7.161635		6.0102572		5.5733037		7.093489		6.3211727		6.5438404		5.8509507

		6939		CUST_460_PI390587928		CUST_460_PI390587928_1		2.1413662		2.4956157		2.747878		2.294441		2.3224485		3.144785		4.632777		4.282003		2.4198055		2.5763543		3.3112888		1.7738209		A_99_P080435		A_99_P080435_1		6.25194		5.4907455		4.8627725		5.194402		8.061146		8.493329		8.650565		7.899098		10.038475		7.359007		8.870294		5.986551

		5394		CUST_16585_PI390587928		CUST_16585_PI390587928_1		6.4383864		7.1179085		6.511909		7.8690734		9.318998		11.335724		11.016617		8.493779		9.751149		11.159829		10.876282		8.795815		A_99_P080470		A_99_P080470_1		8.692355		8.03954		7.862065		8.386106		11.316162		12.949948		10.865089		9.05622		12.451084		12.351714		11.283143		9.493215

		4929		CUST_38525_PI390587928		CUST_38525_PI390587928_1		7.3456826		7.8024063		4.0182586		5.462747		10.468591		11.0954895		10.28062		10.982293		10.056201		11.881804		11.267068		9.47334		A_99_P082125		A_99_P082125_1		3.0131342		2.6328728		2.1847918		2.264912		4.4784207		7.2396836		6.878609		5.831392		5.3722253		6.86877		5.895101		5.065436

		7510		CUST_15396_PI390587928		CUST_15396_PI390587928_1		11.008555		9.60793		8.803777		8.487433		11.517039		9.602533		6.7564635		6.697084		11.695455		9.090221		7.209397		7.8390546		A_99_P082640		A_99_P082640_1		5.1795335		4.639925		4.4548693		5.150188		3.792907		3.2257245		2.3591995		3.8231566		3.460664		4.3930826		2.9048016		4.634537

		27334		CUST_31374_PI390587928		CUST_31374_PI390587928_1		8.409873		7.762186		6.6559978		5.7049146		10.762104		8.993997		11.576795		10.528523		10.253722		9.724594		11.962662		7.8700905		A_99_P082665		A_99_P082665_1		11.30262		12.368008		12.672854		11.684128		12.927913		14.588165		15.81615		14.419373		14.050579		13.52864		15.912955		13.732716

		46024		CUST_39318_PI390587928		CUST_39318_PI390587928_1		7.4107337		7.87369		8.126551		6.0120697		7.5664077		7.7666283		6.3927155		5.6783395		7.0085816		7.57069		7.0593886		5.742449		A_99_P083625		A_99_P083625_1		9.681621		9.860946		8.40789		7.8504753		8.467368		8.328694		7.229897		6.216083		8.227309		9.029585		7.0973186		7.920393

		15347		CUST_28726_PI390587928		CUST_28726_PI390587928_2		8.424777		8.509905		7.5800996		8.731191		7.021257		7.44496		6.456555		9.646541		6.935377		7.5915895		6.661709		7.4130516		A_99_P083870		A_99_P083870_1		12.099088		10.823262		8.930402		11.075252		11.082268		9.888331		7.247656		10.469208		10.782027		10.389327		7.767904		10.570076

		6884		CUST_18554_PI390587928		CUST_18554_PI390587928_1		9.279017		8.707793		9.055455		9.107636		9.531559		9.199829		10.153375		9.323262		9.586151		9.415154		9.945091		9.356075		A_99_P084510		A_99_P084510_1		8.260419		7.571855		7.985802		7.572351		9.023919		9.403538		9.463849		8.266721		9.930594		8.432796		9.859382		8.006159

		5097		CUST_6111_PI390587928		CUST_6111_PI390587928_1		3.106513		2.8990288		1.8259888		4.6329713		1.4275389		1.2425737		1.6616937		1.9674257		1.4321443		1.5038261		1.250636		3.1378639		A_99_P086245		A_99_P086245_2		6.083204		7.7417245		9.065995		8.948926		5.043197		5.6939445		8.178024		8.40492		5.9069123		5.2945447		6.983043		8.983092

		20145		CUST_41229_PI390587928		CUST_41229_PI390587928_1		9.156517		10.181942		8.629625		9.340299		8.961086		10.157781		9.781083		9.872339		9.137507		9.979013		9.897359		9.949939		A_99_P088085		A_99_P088085_1		5.5750527		6.445745		5.4894843		5.628208		5.7968698		7.058651		7.123923		6.0717854		5.670734		6.915319		6.9103146		6.0774446

		26455		CUST_5057_PI390587928		CUST_5057_PI390587928_1		3.6018944		5.2218423		1.5826284		2.3515341		2.9301841		4.6975703		2.4612877		3.9121637		2.9309876		5.2095213		3.38705		3.5274155		A_99_P090350		A_99_P090350_1		2.8229072		4.681227		3.1543846		2.755106		3.6536205		5.262525		5.4908195		5.1046524		3.1504261		5.300412		5.5312676		5.1482797

		9129		CUST_22582_PI390587928		CUST_22582_PI390587928_1		8.429135		8.861352		9.304988		8.929822		7.8607736		8.23054		7.308346		7.432537		7.1788163		7.3846035		7.4834366		8.283891		A_99_P090390		A_99_P090390_1		5.881197		6.3808227		6.730999		6.9359264		5.501089		4.1837716		5.3339915		5.8226256		5.138403		4.8078604		4.639391		6.029223

		9350		CUST_373_PI390587928		CUST_373_PI390587928_1		5.182976		5.502707		5.388411		5.415792		4.072554		4.8516154		3.7795687		3.402071		3.3866794		4.0217457		4.063227		4.1219482		A_99_P090400		A_99_P090400_1		5.371899		7.3520494		8.411466		8.629418		2.9106328		4.1462445		4.1393094		6.3344803		3.575669		4.6218963		4.3282504		6.5708237

		3742		CUST_40630_PI390587928		CUST_40630_PI390587928_1		5.567473		5.280649		4.3937826		5.1266274		5.505842		6.668369		6.6388183		7.1202607		5.9261165		6.46492		6.7054935		4.7013993		A_99_P090775		A_99_P090775_1		9.646258		8.349752		7.7675586		7.7965064		9.9042425		9.949662		9.197612		8.239632		10.702652		10.232137		9.654601		8.337372

		20792		CUST_34034_PI390587928		CUST_34034_PI390587928_1		5.8276877		4.78035		5.120787		6.9476943		6.779087		6.444265		10.847263		9.756162		6.993572		7.6219788		10.445771		8.955609		A_99_P094130		A_99_P094130_1		6.006727		5.697495		6.522165		7.3976784		7.8622613		10.147468		9.456387		8.892056		9.536193		8.373086		9.428796		8.539159

		15110		CUST_2570_PI390587928		CUST_2570_PI390587928_1		11.637189		11.779111		11.595847		11.865479		12.027981		12.055847		13.143397		12.238728		12.42291		12.440324		12.642506		11.896946		A_99_P095075		A_99_P095075_1		13.084244		12.927236		12.45737		11.869023		13.072423		12.425499		14.191486		12.933109		12.238933		12.741057		13.996898		12.435269

		12884		CUST_11966_PI390587928		CUST_11966_PI390587928_1		8.598965		8.482922		7.5676627		9.076861		9.061929		10.127444		10.500032		10.813316		9.230579		9.394897		9.339796		8.311002		A_99_P095210		A_99_P095210_1		10.42354		10.104673		9.267205		10.134403		10.505445		11.391553		10.86439		11.394382		12.17175		10.134356		11.060416		10.957482

		15762		CUST_10407_PI390587928		CUST_10407_PI390587928_1		13.023198		13.134143		13.533321		15.977532		12.796023		14.195447		17.326303		18.256226		12.357202		14.284326		17.460386		18.512827		A_99_P095910		A_99_P095910_1		4.5831513		4.5955253		6.3741546		6.596184		5.1134067		9.763223		9.874343		10.563638		6.3790565		8.822309		10.183101		11.504563

		4630		CUST_33765_PI390587928		CUST_33765_PI390587928_1		6.4445148		7.6997705		7.6993165		7.8792515		6.9517922		8.107841		8.322106		9.123994		7.019666		7.797131		8.198367		8.788819		A_99_P096245		A_99_P096245_3		7.7674356		8.07392		8.39677		8.110656		8.317087		8.945938		10.651874		9.60096		8.384915		9.275083		10.443705		9.919549

		18470		CUST_34056_PI390587928		CUST_34056_PI390587928_1		3.1413155		4.3303604		4.2904434		4.36888		2.8003685		4.5405993		5.1618323		5.9137235		2.904667		4.174807		4.4549594		4.957863		A_99_P096245		A_99_P096245_1		7.7674356		8.07392		8.39677		8.110656		8.317087		8.945938		10.651874		9.60096		8.384915		9.275083		10.443705		9.919549

		4297		CUST_4296_PI390587928		CUST_4296_PI390587928_1		10.847951		11.166415		10.779389		11.640236		10.817428		11.070561		11.857982		11.878746		10.758302		11.229119		11.544915		11.829947		A_99_P097330		A_99_P097330_1		6.747786		7.140039		6.734202		7.226994		6.789776		7.7740226		7.4616103		7.318537		7.2827554		7.6181564		7.741682		7.346292

		27481		CUST_24982_PI390587928		CUST_24982_PI390587928_1		4.2336736		4.3724437		4.105627		3.5454893		3.5640013		3.7265942		3.4148915		3.1895077		2.813863		3.0234241		2.3641486		2.6289823		A_99_P097870		A_99_P097870_6		9.396012		8.617988		9.944626		9.570526		9.448322		8.209424		9.220254		7.6323776		7.8093123		7.968226		7.737924		7.9724984

		22073		CUST_39308_PI390587928		CUST_39308_PI390587928_1		2.0439444		2.2873719		2.2826672		1.9782871		3.2320824		4.6403465		3.7075026		1.8539387		3.5241663		2.5917046		3.3314154		1.6825165		A_99_P097870		A_99_P097870_7		9.396012		8.617988		9.944626		9.570526		9.448322		8.209424		9.220254		7.6323776		7.8093123		7.968226		7.737924		7.9724984

		11277		CUST_40396_PI390587928		CUST_40396_PI390587928_1		3.456826		2.5373402		1.3724734		3.102766		5.129437		4.710825		5.7936664		6.859099		5.9660873		4.450922		4.490011		2.790019		A_99_P097870		A_99_P097870_8		9.396012		8.617988		9.944626		9.570526		9.448322		8.209424		9.220254		7.6323776		7.8093123		7.968226		7.737924		7.9724984

		25101		CUST_32942_PI390587928		CUST_32942_PI390587928_1		6.41715		5.486038		4.182426		5.9491935		6.9509983		6.8671813		7.1622124		6.404703		7.267054		7.4495444		6.7913775		5.803492		A_99_P098065		A_99_P098065_1		6.3945603		5.1089587		4.801592		5.1966853		6.785929		6.6351447		5.3092713		5.6105194		7.052194		5.9027734		5.500609		5.5290284

		16304		CUST_7877_PI390587928		CUST_7877_PI390587928_1		11.527503		11.1673765		11.122979		11.306455		12.015953		11.9332		13.007683		12.175523		12.075294		12.28268		12.931428		11.926533		A_99_P098315		A_99_P098315_1		5.565632		5.1076837		3.706688		4.6183457		6.214079		6.6697083		5.2279525		5.6461577		6.6700363		5.9905972		5.8006516		5.250469

		16301		CUST_7880_PI390587928		CUST_7880_PI390587928_1		8.567499		8.106767		8.644645		8.682854		9.188605		9.302478		10.143754		9.230568		9.070966		9.805228		10.18826		9.344348		A_99_P098315		A_99_P098315_4		5.565632		5.1076837		3.706688		4.6183457		6.214079		6.6697083		5.2279525		5.6461577		6.6700363		5.9905972		5.8006516		5.250469

		29026		CUST_35533_PI390587928		CUST_35533_PI390587928_1		4.5846806		5.959982		5.4939747		5.572359		4.4347367		5.068381		4.692606		4.897688		4.315336		4.1521873		4.077404		4.5212784		A_99_P100000		A_99_P100000_1		4.9917374		5.444233		4.926358		4.694624		3.9969444		3.7992907		3.6793642		4.7551637		4.3035965		4.424443		3.4568512		4.5251083

		42917		CUST_38098_PI390587928		CUST_38098_PI390587928_1		9.658246		9.683194		8.986886		9.239959		10.369014		11.475345		11.075989		9.624105		11.023915		11.510198		10.779126		8.250278		A_99_P100305		A_99_P100305_1		9.555863		8.698068		8.326319		8.5019045		10.197974		11.10498		9.6311		8.547822		11.098209		10.007965		9.920133		8.509366

		22878		CUST_823_PI390587928		CUST_823_PI390587928_1		7.1800003		8.173946		7.8806777		7.607046		6.8712773		7.544304		6.0341015		6.126388		6.5829425		6.859188		6.784305		7.15857		A_99_P103780		A_99_P103780_1		7.205179		8.811977		7.558581		7.5229583		6.5394597		7.2331524		7.1795783		6.681875		6.247429		7.824173		6.643503		7.2102084

		26265		CUST_2515_PI390587928		CUST_2515_PI390587928_1		8.323745		8.205462		8.895869		8.969737		8.781172		9.476544		10.282973		9.580804		8.880257		9.58631		9.899332		9.043054		A_99_P105030		A_99_P105030_1		7.569832		7.6974297		7.831953		7.6461906		8.854568		10.11291		9.310875		9.077926		9.9973		9.329528		9.750296		8.758716

		9169		CUST_22548_PI390587928		CUST_22548_PI390587928_1		2.655794		1.7544235		2.4159281		1.9326261		4.398647		2.2764122		2.6551487		3.2275798		4.8068604		2.4104774		3.1609128		2.4351501		A_99_P105215		A_99_P105215_1		6.2927575		6.1540065		5.925686		6.6678224		7.032196		8.157156		8.019057		8.364988		7.802778		7.7154675		8.803021		7.8067303

		11090		CUST_18498_PI390587928		CUST_18498_PI390587928_1		6.654358		6.4296365		7.073213		6.600319		6.291782		6.242241		5.7122674		5.780069		6.144089		5.693581		5.9820504		6.263805		A_99_P105720		A_99_P105720_1		7.438186		7.910597		7.7558494		7.8019156		6.967186		6.6106896		6.0165997		7.078657		6.7616906		6.9096675		6.0366364		7.1997294

		43071		CUST_24843_PI390587928		CUST_24843_PI390587928_1		7.4594445		7.0046744		7.060417		7.604391		8.822317		9.074066		9.528559		8.443241		9.271764		9.867679		9.463324		7.6699767		A_99_P106160		A_99_P106160_1		5.778572		5.0004973		5.682474		5.545486		7.980042		10.664472		8.169323		6.876261		9.183312		8.925967		8.455127		7.036753

		3000		CUST_9176_PI390587928		CUST_9176_PI390587928_1		10.584167		10.84373		10.931247		10.10205		10.675988		10.791568		9.16602		9.529424		9.977988		10.395666		10.02855		10.090028		A_99_P107790		A_99_P107790_1		5.4988365		5.3590045		4.5970025		4.651095		3.9289987		3.5508525		3.6359756		3.488694		4.423352		4.6428385		3.1566877		4.5067735

		5514		CUST_13743_PI390587928		CUST_13743_PI390587928_1		11.408188		11.921383		10.736674		11.389083		12.291237		12.977592		13.859702		12.920509		12.601444		13.510406		13.633319		12.237601		A_99_P108795		A_99_P108795_1		10.611777		10.011315		9.350114		9.596616		11.785764		12.817782		12.075782		11.031634		12.63475		11.954525		12.507964		10.982434

		28427		CUST_21950_PI390587928		CUST_21950_PI390587928_1		3.9957438		3.3449202		4.3141007		4.3820586		4.038673		4.139156		6.466189		5.794796		4.311365		4.478631		5.4704385		4.6956944		A_99_P112780		A_99_P112780_1		4.607733		4.483288		4.717224		4.7162566		5.0790524		5.9644027		6.0037837		5.3542213		5.7784877		5.364638		6.5364666		5.528234

		4269		CUST_4324_PI390587928		CUST_4324_PI390587928_1		10.3011465		9.876439		10.724907		10.162629		9.976094		9.185971		8.765041		8.452468		10.020001		9.800117		9.567297		9.491588		A_99_P114360		A_99_P114360_1		7.167274		6.391323		7.1167884		6.8732667		5.150656		4.7261577		6.4499474		5.847086		5.9159465		5.2698956		6.0180073		6.3658485

		32976		CUST_26241_PI390587928		CUST_26241_PI390587928_1		8.0785475		7.8333573		6.7160277		8.272742		9.087381		9.519609		10.259361		10.243028		9.336707		10.080391		10.019443		9.251236		A_99_P114865		A_99_P114865_2		1.403595		1.7612681		1.4175377		2.1945894		2.0878904		3.694156		2.791376		3.239808		3.6578472		3.1456869		3.9977503		2.6992245

		22629		CUST_23246_PI390587928		CUST_23246_PI390587928_1		5.6536026		6.247951		1.9892577		4.2493005		6.477628		6.907072		13.332294		15.813599		7.168179		9.151692		4.746114		4.0571127		A_99_P115130		A_99_P115130_1		5.9498563		6.262357		1.8642107		4.4785156		5.666168		5.4328117		8.6555395		13.018092		4.8035083		4.913279		1.9381342		4.182713

		9168		CUST_22549_PI390587928		CUST_22549_PI390587928_1		8.314315		7.983959		7.6530747		8.152973		8.504452		8.888843		9.393527		8.966525		8.754511		8.963592		8.872635		8.13977		A_99_P115140		A_99_P115140_1		6.2005105		5.9259353		5.5198836		5.331667		5.1674905		4.8383126		4.6261563		3.9949634		5.1611695		5.2100034		4.587215		4.768719

		5173		CUST_16466_PI390587928		CUST_16466_PI390587928_1		8.005344		8.279308		8.510491		8.338937		7.708202		7.5591187		6.768053		6.7079005		7.479899		6.958626		7.349993		7.7360406		A_99_P115510		A_99_P115510_1		5.798414		7.2759438		7.2961707		8.3784075		5.1074266		5.535006		5.3794217		7.006138		5.247639		6.036407		5.6565204		7.013043

		7574		CUST_36681_PI390587928		CUST_36681_PI390587928_1		11.466901		10.685459		10.448379		11.233836		11.999104		12.0704		12.355987		11.673256		12.292127		12.444305		12.06034		11.1473875		A_99_P116250		A_99_P116250_1		10.9743185		10.127587		9.270535		10.111274		11.529246		11.542592		10.309825		10.746915		11.726766		10.828656		10.302799		10.317744

		1701		CUST_10244_PI390587928		CUST_10244_PI390587928_1		10.8716345		8.656186		9.6595335		11.042193		11.301898		10.397681		11.211594		10.805317		10.879875		10.769235		11.481124		11.984558		A_99_P117090		A_99_P117090_1		3.7949955		3.3586655		1.736111		3.5027707		5.4874096		6.996929		5.679609		4.634926		7.6894813		6.4512067		6.9279695		6.26577

		8775		CUST_14567_PI390587928		CUST_14567_PI390587928_1		11.931595		11.891869		12.280345		12.694961		11.831787		11.433673		10.888133		11.598859		11.842473		11.074557		11.150346		12.371404		A_99_P118545		A_99_P118545_1		5.27841		5.8111305		8.025269		7.0739675		5.132241		4.4476285		5.845858		7.0572643		5.0179114		4.4730706		5.7849507		6.718395

		19434		CUST_14441_PI390587928		CUST_14441_PI390587928_1		8.145787		7.7716794		7.857182		8.388947		8.100123		8.146293		9.034255		8.25814		8.095786		8.108778		8.882454		8.652854		A_99_P119594		A_99_P119594_1		6.481846		6.224158		6.398809		6.4070435		7.4212723		8.235713		7.4480796		7.7127805		7.623426		7.4564757		7.8045087		7.565754

		48718		CUST_34966_PI390587928		CUST_34966_PI390587928_1		5.6281238		4.7668557		4.9465		5.3791556		6.1941133		7.3517685		9.568028		9.688168		5.6550765		7.830868		8.912848		7.357756		A_99_P120644		A_99_P120644_1		2.0531478		2.862173		5.292983		3.8872445		2.7400253		3.6407921		7.6883607		7.025833		3.7557821		3.5743396		7.9252033		7.164244

		46818		CUST_866_PI390587928		CUST_866_PI390587928_1		2.6366603		2.9597092		2.2578413		2.2994502		3.261018		5.7886086		8.472649		7.862743		4.8668666		7.968736		7.651336		5.905683		A_99_P122945		A_99_P122945_1		1.7146044		1.8125979		1.587668		1.5703382		1.6166458		2.242689		3.8463523		1.7572613		2.8345177		2.0942183		4.2069106		2.0298266

		15962		CUST_6439_PI390587928		CUST_6439_PI390587928_2		6.3073807		5.572624		4.4469643		5.13784		6.4402122		5.653666		6.9031963		10.829414		6.5404515		5.1735816		6.1169696		5.2012014		A_99_P124265		A_99_P124265_1		2.7682886		3.0868886		2.0479698		4.399473		5.05638		4.065777		5.303082		6.7088413		6.6304646		2.3625784		5.59487		6.9550557

		6911		CUST_511_PI390587928		CUST_511_PI390587928_1		10.661141		11.000445		10.559039		10.732967		10.279496		10.718223		9.304433		9.96321		10.18429		10.241948		9.73792		10.611506		A_99_P125570		A_99_P125570_1		10.352822		10.718757		11.549579		10.731297		9.993317		10.0036125		10.134103		10.628487		9.685469		10.608033		10.419902		10.639714

		20283		CUST_18396_PI390587928		CUST_18396_PI390587928_1		6.5755906		6.1994166		6.605574		6.6981063		7.676201		7.979856		8.099345		6.9410744		8.056299		7.7406926		8.011298		5.8787265		A_99_P126595		A_99_P126595_1		7.508404		6.894645		7.2093577		7.258242		8.96283		9.834257		8.89714		7.6762624		9.984187		9.3193655		9.239931		8.0212755

		15759		CUST_10427_PI390587928		CUST_10427_PI390587928_1		10.374719		11.4511795		10.321089		10.986618		10.591254		11.3280945		11.935784		11.783508		10.597362		11.5769415		11.743873		11.386567		A_99_P127825		A_99_P127825_1		9.485735		9.9682455		9.765726		9.514157		9.609641		10.492928		11.4528055		10.424438		10.246109		10.209243		11.366342		10.070357

		49112		CUST_41718_PI390587928		CUST_41718_PI390587928_1		10.612816		11.688466		10.506207		11.200534		10.73647		11.560018		12.111516		11.541688		10.827645		11.782203		11.984868		11.621936		A_99_P127825		A_99_P127825_2		9.485735		9.9682455		9.765726		9.514157		9.609641		10.492928		11.4528055		10.424438		10.246109		10.209243		11.366342		10.070357

		40359		CUST_593_PI390587928		CUST_593_PI390587928_1		7.6700454		7.7674804		7.717707		8.693031		8.590731		10.323662		11.986541		10.46013		9.270329		10.947932		11.82194		9.877064		A_99_P127995		A_99_P127995_1		7.8708515		7.2352886		8.30936		7.5052056		9.112133		9.947911		9.635051		9.988112		9.866993		9.46062		10.144036		9.682054

		21316		CUST_4278_PI390587928		CUST_4278_PI390587928_1		6.6274037		6.542721		6.4386134		7.0392404		6.7768		6.4938035		8.421886		6.9778075		7.0868263		6.299927		7.6261144		6.99787		A_99_P128910		A_99_P128910_1		3.4757702		3.3467674		3.8252041		3.8176117		6.2101645		6.312062		6.5199127		4.2397885		7.8965325		5.151794		6.930956		4.6966114

		18213		CUST_15145_PI390587928		CUST_15145_PI390587928_1		9.275081		11.335046		9.4444475		9.930894		8.437972		10.418782		8.2811365		8.1338415		8.082171		9.804534		8.071482		9.525977		A_99_P129195		A_99_P129195_1		4.962522		6.897709		4.6710033		5.2156568		2.639308		4.789247		5.2505183		4.0877724		3.2333963		5.8721313		3.8087037		5.028036

		26360		CUST_25400_PI390587928		CUST_25400_PI390587928_1		1.4088435		1.9199883		2.8348734		3.675443		1.3639845		3.0953467		4.2301755		4.0562634		2.1341066		3.5157082		4.994715		5.2747927		A_99_P129265		A_99_P129265_1		3.2282515		3.705902		3.296644		4.3842783		5.3458195		7.381445		6.980726		6.266897		6.0793304		6.19988		7.4186006		6.4462285

		20579		CUST_17573_PI390587928		CUST_17573_PI390587928_1		6.350357		5.6607327		6.4296927		6.3215156		6.831449		6.5301604		7.727637		6.5395837		6.863108		7.0065536		7.1660438		6.272638		A_99_P129530		A_99_P129530_1		6.685641		6.3982377		6.4127674		6.313605		7.2367043		7.9366055		7.1120067		6.4752426		7.9591613		7.183721		7.6708074		6.516687

		7797		CUST_5779_PI390587928		CUST_5779_PI390587928_1		1.8044342		3.4452584		2.0835228		3.488327		2.4626288		4.7629056		6.2771516		7.228684		2.0658553		4.1710486		5.621117		5.0160108		A_99_P131475		A_99_P131475_1		5.728519		4.5034575		7.004083		6.2541175		6.251408		6.867062		8.880675		6.7703776		7.6606593		7.6603036		9.244587		6.7707405

		37158		CUST_41659_PI390587928		CUST_41659_PI390587928_2		2.1594076		2.2933838		1.5330561		1.4702892		4.2032604		6.5379333		7.880594		4.1074367		4.560119		5.741352		7.767511		2.0167975		A_99_P133120		A_99_P133120_1		1.3282758		1.6497197		1.3732461		1.8856865		4.7361903		3.792696		2.6662276		1.514894		4.3793545		2.7876565		4.1351204		1.3849854

		21611		CUST_4623_PI390587928		CUST_4623_PI390587928_1		4.5618815		5.286157		5.3353353		4.073711		3.8865669		4.4766593		3.3450897		4.1656327		4.1013007		4.20232		2.940778		3.2400296		A_99_P133530		A_99_P133530_1		7.076241		7.0001316		5.9312663		6.055382		5.7989106		5.2895036		4.862232		4.386555		5.652588		5.9450936		4.7082543		5.6230493

		18185		CUST_3521_PI390587928		CUST_3521_PI390587928_1		7.56126		8.428249		7.9666543		8.2934065		7.081642		7.618398		6.709619		7.3577156		6.6522408		6.829798		6.550073		7.712088		A_99_P133895		A_99_P133895_1		5.3176684		6.0961976		5.823857		5.705584		5.0201764		5.046239		3.9326084		4.740865		4.8518386		5.503744		4.3466163		5.0180984

		37223		CUST_16989_PI390587928		CUST_16989_PI390587928_1		3.2342463		2.4056246		2.2267463		1.7295569		2.958145		4.1002307		2.8964431		4.008704		3.2821739		3.0338042		2.1260705		2.1518888		A_99_P134355		A_99_P134355_2		10.286541		10.279512		10.151633		9.821517		10.669632		10.582374		11.535142		9.872189		11.1734705		10.406578		11.434643		9.753762

		13748		CUST_5196_PI390587928		CUST_5196_PI390587928_1		10.013339		10.2712145		9.414004		9.213355		10.773946		10.476632		11.441098		10.481661		10.762333		10.782517		11.023647		9.148284		A_99_P134355		A_99_P134355_1		10.286541		10.279512		10.151633		9.821517		10.669632		10.582374		11.535142		9.872189		11.1734705		10.406578		11.434643		9.753762

		46282		CUST_17430_PI390587928		CUST_17430_PI390587928_1		8.467019		8.795775		8.603835		8.7471285		9.539481		10.041648		10.546026		9.941346		10.0052595		10.282294		9.997201		8.499169		A_99_P134885		A_99_P134885_2		13.47281		12.226907		11.403689		12.339463		13.976048		14.357919		12.686192		12.588074		15.135001		13.580872		12.947955		12.715146

		39643		CUST_23625_PI390587928		CUST_23625_PI390587928_1		4.7892475		4.378569		2.83999		4.53122		4.930464		5.856226		4.8240857		5.2247567		5.265675		6.4259477		4.5446053		4.115719		A_99_P134885		A_99_P134885_3		13.47281		12.226907		11.403689		12.339463		13.976048		14.357919		12.686192		12.588074		15.135001		13.580872		12.947955		12.715146

		17048		CUST_35545_PI390587928		CUST_35545_PI390587928_1		13.014903		13.018292		12.28564		12.981243		14.26213		14.602898		14.631831		14.323296		14.546508		14.844444		14.331304		13.092442		A_99_P134885		A_99_P134885_1		13.47281		12.226907		11.403689		12.339463		13.976048		14.357919		12.686192		12.588074		15.135001		13.580872		12.947955		12.715146

		11121		CUST_37311_PI390587928		CUST_37311_PI390587928_1		7.5940742		8.064144		8.016102		7.982902		8.449551		9.120847		9.757079		9.2695265		8.950259		9.176334		9.229924		7.495456		A_99_P134885		A_99_P134885_4		13.47281		12.226907		11.403689		12.339463		13.976048		14.357919		12.686192		12.588074		15.135001		13.580872		12.947955		12.715146

		16561		CUST_32077_PI390587928		CUST_32077_PI390587928_3		14.780761		13.798252		13.430336		14.63531		14.816627		14.53896		13.831819		14.624518		14.927413		15.087047		14.042499		14.443077		A_99_P135365		A_99_P135365_1		14.173419		13.312657		11.576415		13.354457		14.580566		15.200753		13.214358		13.812119		15.35423		14.435261		13.718106		13.568207

		10880		CUST_882_PI390587928		CUST_882_PI390587928_1		9.835865		10.588626		11.947179		11.15985		9.594864		10.295608		11.309176		10.057883		9.344823		10.218756		11.490542		11.163312		A_99_P135605		A_99_P135605_2		5.974399		8.855678		11.753911		9.837683		4.5528665		6.8592944		9.788906		9.451012		6.1191096		6.74421		10.532821		9.377723

		26976		CUST_2178_PI390587928		CUST_2178_PI390587928_1		11.056684		10.5278425		10.898482		11.565109		11.415753		11.38873		13.086594		12.815259		11.201611		11.701026		13.054504		12.489628		A_99_P136205		A_99_P136205_1		11.362172		11.062753		11.885562		12.02842		12.416537		13.9574		13.050973		12.634652		13.019017		12.176162		13.244353		12.586032

		14970		CUST_4497_PI390587928		CUST_4497_PI390587928_2		6.8921547		6.4746857		6.0862393		7.043571		7.546226		6.716971		7.258875		9.627656		7.832691		7.947293		7.1302705		8.952247		A_99_P137844		A_99_P137844_1		1.9189769		1.7574519		2.2509975		2.2298937		1.6526814		2.5142596		6.705218		9.001233		1.8434855		3.049832		5.4710565		8.553617

		14918		CUST_35659_PI390587928		CUST_35659_PI390587928_2		7.7769494		8.924644		6.8618183		5.0493894		6.4197574		6.5084987		3.9700477		2.5242522		6.4986153		6.6843276		3.3272479		3.3340063		A_99_P138000		A_99_P138000_1		1.6889368		1.7297482		2.3542316		3.3159359		2.6065066		3.1098068		9.664057		6.0515466		3.2506378		3.222617		9.238998		5.585076

		14375		CUST_3740_PI390587928		CUST_3740_PI390587928_2		14.590324		14.072379		15.058128		15.363469		14.886685		15.280938		18.162941		16.498186		15.027926		15.689693		17.901041		15.561282		A_99_P138590		A_99_P138590_1		11.913174		11.24418		12.672881		13.582469		12.10789		11.878433		14.649589		13.137821		12.81083		11.552808		15.185178		13.038864

		5178		CUST_16461_PI390587928		CUST_16461_PI390587928_1		8.935965		8.674313		8.650296		8.89744		9.384019		9.36411		9.972045		9.155228		9.773083		9.955171		9.7880125		9.117067		A_99_P138825		A_99_P138825_1		10.130851		9.729209		9.91343		9.855813		11.275253		12.360504		11.852336		10.724033		11.828687		11.32206		12.308957		10.681811

		1500		CUST_29254_PI390587928		CUST_29254_PI390587928_1		11.311101		11.5410385		11.841084		12.485818		11.728131		11.338895		12.870983		13.460952		11.495954		11.17305		12.240214		12.039592		A_99_P139015		A_99_P139015_1		7.5744705		7.32275		7.0096297		6.621306		6.5917163		6.151335		6.306479		4.9388485		6.0695057		6.3123837		5.8181763		5.3595157

		236		CUST_7609_PI390587928		CUST_7609_PI390587928_1		12.970382		13.134053		12.835495		11.87827		12.210262		12.510167		11.068688		10.726639		11.505029		11.840619		11.774621		11.577339		A_99_P140483		A_99_P140483_1		7.3534966		7.7154694		7.3367996		8.087604		6.2319684		5.7207146		6.595989		6.775011		5.69931		6.4481225		5.9148846		7.236473

		15347		CUST_28726_PI390587928		CUST_28726_PI390587928_3		8.424777		8.509905		7.5800996		8.731191		7.021257		7.44496		6.456555		9.646541		6.935377		7.5915895		6.661709		7.4130516		A_99_P140588		A_99_P140588_1		11.859539		10.669131		8.790778		10.774133		10.897312		9.763211		7.0923743		10.299534		10.567567		10.275683		7.6119895		10.36385

		30558		CUST_28378_PI390587928		CUST_28378_PI390587928_1		6.25462		6.740772		6.897642		5.9693465		7.4984517		7.732638		8.8089285		7.6981273		7.592747		8.296135		8.508128		6.412892		A_99_P140913		A_99_P140913_1		10.326497		9.353669		7.9657364		9.2140045		10.3913355		10.0699		8.56745		9.498417		10.806427		9.895234		9.161387		9.231892

		11466		CUST_32212_PI390587928		CUST_32212_PI390587928_2		10.226756		10.0652		10.613445		10.359975		9.830873		9.963329		9.260888		9.315469		9.373629		9.515985		9.69645		10.108361		A_99_P141513		A_99_P141513_1		3.6346884		4.047718		4.6728325		5.24978		2.7509696		2.6542003		2.702691		4.1429167		2.4666214		4.2026224		2.5908935		4.3066773

		14345		CUST_3836_PI390587928		CUST_3836_PI390587928_1		3.3223019		3.839451		3.0966928		1.8897676		8.243546		6.27465		10.64574		10.061976		7.055799		6.797689		11.061749		6.9010787		A_99_P141803		A_99_P141803_1		4.596723		5.0995793		4.359764		5.6893005		8.536634		9.199719		13.749183		8.473152		10.326675		9.365681		13.148995		7.4906673

		34344		CUST_22329_PI390587928		CUST_22329_PI390587928_1		6.3104253		2.8186398		3.0442572		6.389527		6.2618294		4.4962573		4.591781		6.8866577		6.555325		6.206881		5.510924		7.3211064		A_99_P142423		A_99_P142423_1		7.964943		6.3837295		4.778279		6.7314982		8.543606		8.408523		6.9820156		7.1864605		9.317577		7.7355995		7.2392907		7.1458435

		12444		CUST_21253_PI390587928		CUST_21253_PI390587928_1		3.2305052		3.1885493		2.0850794		3.0059426		2.7506523		4.382326		5.2943993		4.3342266		3.0099757		3.7172124		5.3888154		2.612877		A_99_P142983		A_99_P142983_2		1.3028039		1.3631868		1.94141		1.3863338		3.2742565		4.6378965		5.532266		3.2832928		4.058986		4.1542974		5.997864		3.9402363

		9328		CUST_390_PI390587928		CUST_390_PI390587928_1		5.4328246		5.141147		4.6716313		4.98893		6.560553		7.0760484		8.703697		7.045033		6.609341		6.6454225		8.951037		6.4200387		A_99_P142983		A_99_P142983_1		1.3028039		1.3631868		1.94141		1.3863338		3.2742565		4.6378965		5.532266		3.2832928		4.058986		4.1542974		5.997864		3.9402363

		22190		CUST_6826_PI390587928		CUST_6826_PI390587928_1		11.732545		10.887608		10.173137		10.813342		12.726939		12.504318		11.514865		11.781021		13.038138		12.595638		11.769849		10.92316		A_99_P143338		A_99_P143338_1		8.6983		7.070137		8.025784		7.3784943		9.841117		9.613929		8.192673		7.94932		10.701729		9.30231		8.393762		7.8545775

		26406		CUST_9021_PI390587928		CUST_9021_PI390587928_1		5.8918595		5.8878345		3.9616673		4.0079207		6.2228966		6.7822075		5.929335		4.909743		6.463761		6.452526		5.7774158		3.5144444		A_99_P144248		A_99_P144248_1		4.362821		2.379526		2.116209		2.778448		5.402706		4.6941648		2.281594		2.0300505		5.6297226		4.654675		3.7043884		2.9631987

		22472		CUST_15630_PI390587928		CUST_15630_PI390587928_1		10.910094		10.664359		10.674075		11.853419		12.06115		12.27485		13.067073		11.680226		12.323944		12.647736		12.925771		12.438061		A_99_P145261		A_99_P145261_1		8.554416		8.406171		10.101663		9.497057		10.240529		11.896203		12.167949		10.470307		11.781211		10.8289795		12.664281		10.200951

		11013		CUST_2164_PI390587928		CUST_2164_PI390587928_1		9.370673		8.775754		9.242805		9.336394		9.894488		9.971416		10.30087		9.743767		10.017823		10.129661		9.926708		9.318302		A_99_P145391		A_99_P145391_1		6.5611496		5.620037		5.1101046		5.606794		7.8207946		8.2814665		7.850679		6.6062837		9.210186		7.568853		8.27881		6.4608874

		19674		CUST_30400_PI390587928		CUST_30400_PI390587928_1		8.76798		7.562002		7.510477		8.568055		9.127998		8.533005		9.253726		8.618381		8.7319		9.207608		9.524148		9.179491		A_99_P145737		A_99_P145737_1		2.6745765		1.7039032		2.2461517		1.9504267		3.913329		3.6630905		4.8443036		3.5806339		5.1083407		1.8544723		5.020518		3.7355747

		24817		CUST_27806_PI390587928		CUST_27806_PI390587928_2		4.973698		4.4740295		2.9695575		4.1650324		5.0599356		4.6025352		9.085737		7.7525864		6.0281386		5.580567		7.641909		6.0256095		A_99_P146197		A_99_P146197_1		3.026924		1.6775861		3.1893685		2.1783047		3.1090972		3.9976532		7.418246		4.690691		4.685703		4.7015786		8.02386		4.468239

		30765		CUST_27485_PI390587928		CUST_27485_PI390587928_1		3.5307305		4.2443357		3.2954044		3.7808163		4.022077		6.823372		5.1963406		4.514628		4.006144		6.134955		5.058768		3.4879112		A_99_P148637		A_99_P148637_2		7.4028068		6.484932		6.117162		6.5282845		9.276011		10.551091		9.002024		7.3718457		9.928644		10.217828		9.033462		7.1371284

		38900		CUST_4554_PI390587928		CUST_4554_PI390587928_1		7.4723334		7.885181		6.8748055		8.118598		8.42294		10.090529		9.080531		8.73302		8.694134		9.188326		8.965777		7.4783955		A_99_P148637		A_99_P148637_1		7.4028068		6.484932		6.117162		6.5282845		9.276011		10.551091		9.002024		7.3718457		9.928644		10.217828		9.033462		7.1371284

		6834		CUST_18603_PI390587928		CUST_18603_PI390587928_1		10.037073		9.129247		8.27724		8.8003435		10.023289		9.753651		9.8265085		9.6822605		10.064392		10.209037		9.8779		9.049672		A_99_P148937		A_99_P148937_1		2.2264235		1.4672288		1.9503988		2.3208592		2.6013606		5.515014		4.620871		2.9719086		4.4612136		3.3677619		4.7949524		3.5385172

		10081		CUST_39355_PI390587928		CUST_39355_PI390587928_1		4.059335		2.8066056		3.4548137		3.3452995		4.70352		4.8431005		4.7492194		4.2539673		4.8644876		5.0851345		4.3848004		2.4194996		A_99_P148937		A_99_P148937_3		2.2264235		1.4672288		1.9503988		2.3208592		2.6013606		5.515014		4.620871		2.9719086		4.4612136		3.3677619		4.7949524		3.5385172

		27271		CUST_31271_PI390587928		CUST_31271_PI390587928_1		5.4668984		6.412386		6.4676013		6.674988		6.743504		8.450996		10.396748		11.355095		7.331988		7.9180617		9.397171		8.256238		A_99_P149162		A_99_P149162_1		10.189298		9.57731		9.264548		9.330286		9.889483		10.313504		10.9046335		9.888938		11.5274935		10.242964		11.347797		9.854596

		20056		CUST_293_PI390587928		CUST_293_PI390587928_1		7.6145806		8.486385		8.081876		7.9857087		7.8347435		8.314647		11.7813		10.385119		7.9271092		9.652356		11.587539		9.795053		A_99_P149602		A_99_P149602_1		8.383098		8.299932		7.851816		8.121961		8.299825		9.599036		11.034524		8.365589		10.227864		8.61803		10.849289		7.7792535

		47030		CUST_18459_PI390587928		CUST_18459_PI390587928_1		3.8820622		4.4303308		1.5193772		1.6373183		3.1347036		4.644521		2.5189097		3.0633323		3.7480059		5.842964		3.5032465		3.3570058		A_99_P149677		A_99_P149677_1		4.9904733		5.679428		3.6268456		3.019268		5.3335724		6.213985		5.128397		5.6037297		4.893849		6.1047873		4.598478		4.2276225

		628		CUST_12534_PI390587928		CUST_12534_PI390587928_1		7.1446605		6.5084243		6.6852264		7.2334766		7.414768		7.381241		8.154069		7.497226		7.6276603		7.7748246		8.219865		7.7256646		A_99_P150307		A_99_P150307_1		4.454433		5.0867805		3.1653674		3.242967		5.788757		5.114073		7.438654		6.0191875		6.250387		3.997632		7.679682		4.302446

		20630		CUST_16230_PI390587928		CUST_16230_PI390587928_1		6.432917		5.843476		5.956241		7.2415657		7.692984		9.570835		11.094661		9.994919		8.303231		10.020313		10.685575		9.105491		A_99_P152292		A_99_P152292_1		4.950686		4.1520696		4.977928		5.997004		6.4018188		6.042438		6.4147553		7.4103756		5.6949143		5.4108906		6.587351		6.4705176

		3663		CUST_16967_PI390587928		CUST_16967_PI390587928_1		9.4405155		9.289609		9.826905		11.293466		10.199284		11.623481		13.562423		13.211723		10.624893		12.228844		13.784943		13.680774		A_99_P152432		A_99_P152432_1		2.610558		2.3153079		2.8694725		2.7183697		2.6975696		3.3245876		6.3797607		7.4377823		1.4282713		3.8485143		5.8322225		7.791694

		4251		CUST_30954_PI390587928		CUST_30954_PI390587928_1		10.513101		10.056457		9.487432		9.461791		11.0402155		10.4465		11.053599		9.983802		11.207833		10.872262		10.8730955		9.88684		A_99_P153072		A_99_P153072_1		9.087359		8.680817		7.8947797		8.1490965		9.575435		11.207698		11.479999		10.19597		10.318412		11.0688505		11.897507		10.552625

		46463		CUST_15561_PI390587928		CUST_15561_PI390587928_1		4.0063415		4.226729		2.1413188		3.3543131		5.7166753		7.5483584		9.269474		8.132733		5.693249		8.351241		8.971498		7.114437		A_99_P153457		A_99_P153457_1		2.7065809		3.1440544		2.0981967		3.3886898		2.9956892		4.89183		6.203424		5.3599415		4.500918		4.5999665		6.6501527		4.3608513

		44738		CUST_34068_PI390587928		CUST_34068_PI390587928_1		2.073763		2.0840762		1.7707876		1.8772578		2.1823142		3.5151756		4.190729		4.9067445		2.4600267		1.8328706		3.149166		1.900555		A_99_P153587		A_99_P153587_1		3.5507317		1.6315633		1.7323117		1.8227348		5.5509734		4.9016986		7.205509		6.212488		7.292093		4.5411544		7.5308113		4.5236835

		7821		CUST_50_PI390587928		CUST_50_PI390587928_1		9.917732		9.754304		10.166764		10.954822		10.249448		11.04868		11.759955		11.028857		10.881536		11.479907		11.4940405		10.698813		A_99_P154277		A_99_P154277_1		1.8183359		1.3271918		2.500117		1.9647917		6.8148727		7.327082		7.280993		3.647851		8.235078		7.027532		7.284056		3.8530567

		17475		CUST_39646_PI390587928		CUST_39646_PI390587928_1		8.602188		8.540835		8.522101		8.646209		8.289708		7.9886246		6.780266		7.5515976		8.500729		8.001676		6.776831		8.10577		A_99_P154702		A_99_P154702_1		10.802754		10.938637		10.204957		10.830929		10.271887		9.363891		9.158828		10.320649		10.271687		9.730819		8.633382		10.435269

		15091		CUST_20450_PI390587928		CUST_20450_PI390587928_2		12.769238		12.868285		12.494124		12.785519		13.34773		13.396026		13.924274		13.253319		13.377849		13.583485		13.620793		12.931785		A_99_P156052		A_99_P156052_1		13.466956		13.567196		13.647949		13.422875		14.217153		14.807537		14.606823		14.152455		14.357975		14.4703245		14.80837		13.88253

		15061		CUST_20547_PI390587928		CUST_20547_PI390587928_1		12.818944		12.749331		12.796168		13.370148		13.083249		12.953187		13.904621		13.299916		13.305453		13.410993		13.615795		13.434634		A_99_P156742		A_99_P156742_1		11.983532		12.087593		12.265243		12.468723		12.87412		13.745498		13.724683		12.429711		13.360676		12.909015		13.762227		12.389195

		157		CUST_26522_PI390587928		CUST_26522_PI390587928_1		5.428143		5.465093		5.023145		5.6540084		6.7831407		8.031007		8.5783615		7.737455		7.1625996		8.204648		8.506338		5.968042		A_99_P157077		A_99_P157077_1		3.561526		2.5762079		3.4099243		1.7563294		5.3942127		6.0088944		6.401506		3.3788407		6.4977546		5.426762		6.2280736		2.1000197

		2770		CUST_1896_PI390587928		CUST_1896_PI390587928_1		12.23948		13.008283		11.65448		11.338157		11.452771		11.594981		9.612457		9.259337		10.903427		11.378438		10.073722		10.584534		A_99_P157222		A_99_P157222_1		7.2132974		7.961679		7.5960274		8.656829		6.488014		5.795028		7.0422645		6.814388		5.7629714		6.568747		5.894976		7.4817634

		14091		CUST_582_PI390587928		CUST_582_PI390587928_2		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P157267		A_99_P157267_1		8.809735		8.136344		7.8036995		8.078514		9.164535		9.422199		9.079043		7.954633		10.076744		9.018837		9.672904		8.16591

		1405		CUST_7741_PI390587928		CUST_7741_PI390587928_2		11.000172		10.878639		10.803619		10.273695		11.080554		11.107175		12.12088		10.98145		11.283257		11.356692		11.97121		10.273828		A_99_P157327		A_99_P157327_1		8.79359		9.020116		8.773116		8.25892		9.192887		9.477637		10.164451		8.543358		9.599661		9.241193		10.1526375		8.048962

		46973		CUST_34482_PI390587928		CUST_34482_PI390587928_1		11.037787		11.360191		10.636588		11.560658		11.131		11.284022		11.849294		11.600906		11.090228		11.393799		11.612465		11.658311		A_99_P157602		A_99_P157602_2		10.4100895		10.680203		10.68206		10.967624		10.967902		11.800292		11.665208		11.228696		11.085841		11.254371		11.814029		10.984952

		20153		CUST_41207_PI390587928		CUST_41207_PI390587928_1		7.8831935		8.169381		7.5694394		8.813126		8.005603		8.194913		9.274963		8.874611		8.331419		8.820496		8.971871		8.928071		A_99_P157602		A_99_P157602_1		10.4100895		10.680203		10.68206		10.967624		10.967902		11.800292		11.665208		11.228696		11.085841		11.254371		11.814029		10.984952

		960		CUST_27655_PI390587928		CUST_27655_PI390587928_1		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		A_99_P158407		A_99_P158407_1		10.807105		10.419499		10.99072		10.863564		11.611291		12.484112		11.668392		11.329877		12.720061		11.39436		12.0390215		10.955844

		1012		CUST_8915_PI390587928		CUST_8915_PI390587928_1		14.181587		14.774163		14.3048525		13.953796		13.646152		14.250748		13.099254		12.94859		13.200244		13.574283		13.509319		13.546641		A_99_P158477		A_99_P158477_1		9.534575		10.185857		9.358491		10.190379		8.672913		8.768413		8.504102		8.992661		8.867251		9.236819		8.584474		9.265707

		15199		CUST_27037_PI390587928		CUST_27037_PI390587928_1		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		A_99_P158612		A_99_P158612_1		12.920587		13.156123		12.472228		12.2888		13.544314		14.085338		14.038452		13.341458		14.258934		13.653251		14.387988		12.48491

		9360		CUST_365_PI390587928		CUST_365_PI390587928_1		4.6288505		5.408835		4.434657		3.4224832		4.121306		3.92567		2.4161537		1.994873		4.034485		3.8923728		3.0657027		2.8499706		A_99_P158842		A_99_P158842_1		7.405802		6.719277		7.890732		7.842442		7.405529		6.0138783		7.1165557		6.1368203		5.995093		5.9563756		5.8396516		6.426988

		1073		CUST_30647_PI390587928		CUST_30647_PI390587928_1		10.765668		11.391305		11.179347		9.358757		10.143942		10.582431		7.7246423		8.831138		9.258351		10.148051		8.827548		8.847763		A_99_P159167		A_99_P159167_1		3.6495144		4.965229		5.028438		4.2982063		2.5474608		2.6462836		2.6243813		1.3985152		3.3787136		3.4373777		2.019126		2.7258778

		17331		CUST_40583_PI390587928		CUST_40583_PI390587928_1		9.236371		9.106471		8.766266		9.094262		9.801888		9.8442545		10.42735		9.902822		10.097534		10.315657		10.137298		9.274944		A_99_P159597		A_99_P159597_1		10.428592		9.771225		9.882463		9.5736885		11.001342		11.417134		11.1960535		10.2522		11.80941		10.946063		11.632984		10.317158

		17346		CUST_40543_PI390587928		CUST_40543_PI390587928_1		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		A_99_P160972		A_99_P160972_1		9.118229		9.145555		8.702323		8.278913		9.151732		9.87762		11.481286		9.499916		10.003781		10.296182		11.342069		9.008819

		15759		CUST_10427_PI390587928		CUST_10427_PI390587928_2		10.374719		11.4511795		10.321089		10.986618		10.591254		11.3280945		11.935784		11.783508		10.597362		11.5769415		11.743873		11.386567		A_99_P161447		A_99_P161447_1		5.6251397		6.508557		6.165062		5.837465		6.004255		6.614979		7.55656		6.414041		6.3777237		6.3037286		7.380941		6.0690727

		3035		CUST_33581_PI390587928		CUST_33581_PI390587928_1		7.642978		7.2179055		8.229084		7.930781		6.8825226		6.2434983		6.762423		6.6984153		6.9295526		5.557318		6.76817		7.2368627		A_99_P161922		A_99_P161922_1		5.5309615		6.120296		8.305502		7.224293		5.636582		4.9762697		7.0303655		6.424427		5.557312		5.465481		7.237374		6.7948937

		882		CUST_31970_PI390587928		CUST_31970_PI390587928_1		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		A_99_P162562		A_99_P162562_1		12.766841		12.466843		9.628405		8.419327		13.098983		13.200043		13.916286		11.261555		13.397153		13.932823		13.404931		8.964657

		1012		CUST_8915_PI390587928		CUST_8915_PI390587928_2		14.181587		14.774163		14.3048525		13.953796		13.646152		14.250748		13.099254		12.94859		13.200244		13.574283		13.509319		13.546641		A_99_P162717		A_99_P162717_1		6.662536		7.837561		7.1163354		7.7152543		5.98865		6.049997		5.5914674		6.0108256		6.0935864		6.2767463		5.690855		6.229727

		15645		CUST_31902_PI390587928		CUST_31902_PI390587928_1		13.849584		13.741749		16.41233		15.639844		13.082023		13.482682		14.880673		13.343173		13.024619		14.003583		15.049546		15.052944		A_99_P163037		A_99_P163037_2		13.56841		13.59582		16.263123		15.733338		12.899743		10.493476		12.583752		14.854583		14.128094		10.741006		13.337764		14.496681

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_1		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P163037		A_99_P163037_1		13.56841		13.59582		16.263123		15.733338		12.899743		10.493476		12.583752		14.854583		14.128094		10.741006		13.337764		14.496681

		47923		CUST_33335_PI390587928		CUST_33335_PI390587928_1		6.2629447		8.038655		11.31445		9.770361		5.071293		7.9581375		9.690587		7.6191354		5.289227		8.388944		9.696419		9.433375		A_99_P163037		A_99_P163037_4		13.56841		13.59582		16.263123		15.733338		12.899743		10.493476		12.583752		14.854583		14.128094		10.741006		13.337764		14.496681

		39932		CUST_18075_PI390587928		CUST_18075_PI390587928_1		8.075504		7.7194886		8.064085		8.569352		8.690006		9.625503		9.65098		8.269081		8.918997		9.895103		9.737111		8.6017		A_99_P163117		A_99_P163117_1		12.779382		12.756195		13.113917		12.996601		13.514445		15.105859		14.34135		13.022721		13.92828		14.354599		14.754735		13.28479

		14136		CUST_30733_PI390587928		CUST_30733_PI390587928_1		10.189259		9.021193		6.6255927		7.272587		10.421483		9.522076		12.388084		13.312278		10.285037		9.146272		12.666682		9.604581		A_99_P163992		A_99_P163992_2		12.10142		12.339328		11.365304		10.969241		11.502484		11.856967		13.0143585		11.197719		11.860073		12.280463		12.829337		11.031785

		14144		CUST_38285_PI390587928		CUST_38285_PI390587928_1		10.186942		8.82569		6.901878		7.194465		10.74886		9.516637		12.569683		13.420318		10.49676		9.571363		12.661732		9.65013		A_99_P163992		A_99_P163992_4		12.10142		12.339328		11.365304		10.969241		11.502484		11.856967		13.0143585		11.197719		11.860073		12.280463		12.829337		11.031785

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_1		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P164862		A_99_P164862_1		10.371719		9.581076		9.972079		8.546116		11.198443		11.108983		12.817519		10.740692		12.470322		11.20761		13.083267		9.786194

		4900		CUST_1337_PI390587928		CUST_1337_PI390587928_1		9.684272		9.678551		9.382549		8.903326		9.0173025		9.13781		8.272503		8.956632		8.648486		8.628409		8.656308		8.832566		A_99_P165322		A_99_P165322_1		12.187467		12.163918		12.876526		12.913266		11.6124115		10.826541		12.083995		12.438794		11.647771		11.369147		12.066142		12.60101

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_3		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P166984		A_99_P166984_1		4.8751473		3.7871647		3.7993336		4.840174		8.612601		8.722691		12.869836		8.820328		10.050206		9.8599825		12.491231		8.049089

		5383		CUST_16596_PI390587928		CUST_16596_PI390587928_1		12.1679945		12.499536		10.930263		12.434975		12.650342		13.791096		13.367771		13.856983		13.100863		13.42501		12.711282		11.692101		A_99_P167739		A_99_P167739_1		9.753425		8.597041		8.247226		9.4415865		10.201443		10.739915		9.750387		9.396644		10.940265		10.597251		9.888668		9.7749815

		4919		CUST_38555_PI390587928		CUST_38555_PI390587928_1		7.8267846		7.900664		6.310803		7.8076406		8.247792		9.207553		8.543516		9.094237		8.528831		9.094882		7.8516717		7.0991273		A_99_P167739		A_99_P167739_2		9.753425		8.597041		8.247226		9.4415865		10.201443		10.739915		9.750387		9.396644		10.940265		10.597251		9.888668		9.7749815

		14345		CUST_3836_PI390587928		CUST_3836_PI390587928_2		3.3223019		3.839451		3.0966928		1.8897676		8.243546		6.27465		10.64574		10.061976		7.055799		6.797689		11.061749		6.9010787		A_99_P167794		A_99_P167794_1		5.2439017		6.0260906		4.4747577		7.0874076		10.580579		10.939363		15.58104		10.384011		12.1306715		11.1286545		15.155526		9.048829

		15380		CUST_31296_PI390587928		CUST_31296_PI390587928_2		7.6997085		7.6857777		7.588576		7.3169885		7.561548		8.049286		11.385697		11.22211		6.9595485		8.49948		12.047139		9.1313715		A_99_P167804		A_99_P167804_1		6.9966674		7.8232026		6.178299		9.534004		10.285666		13.074733		15.6345625		12.191934		11.355485		13.187569		15.12632		12.245754

		210		CUST_7644_PI390587928		CUST_7644_PI390587928_1		7.0376086		7.4752975		6.0078697		5.9984093		9.116313		10.551006		9.837586		7.896127		9.788547		10.750066		9.956477		6.7495484		A_99_P167864		A_99_P167864_1		13.738857		13.076981		14.518096		13.785438		15.105087		16.669884		15.832952		15.145821		15.771199		15.705995		16.220491		14.743983

		7763		CUST_5812_PI390587928		CUST_5812_PI390587928_1		6.043432		6.485		6.5554748		5.1753073		5.4636397		5.608495		4.7621		4.831433		5.2895927		5.1172175		5.0544395		4.7904687		A_99_P168474		A_99_P168474_1		6.0396347		6.7334332		5.9240623		6.506922		5.350094		5.056516		4.6534753		5.1024146		4.9684606		5.260732		4.378841		5.5144925

		16763		CUST_4137_PI390587928		CUST_4137_PI390587928_2		10.786382		10.750642		10.712705		11.240548		11.355797		11.470355		12.045276		11.228538		11.392819		11.484372		11.697083		11.4644165		A_99_P170634		A_99_P170634_1		2.6326172		1.7273263		2.427185		2.8994882		2.269914		4.2528768		4.316214		4.7991376		3.7521474		3.9761403		5.037276		5.201555

		13827		CUST_14517_PI390587928		CUST_14517_PI390587928_1		12.962131		11.0700865		10.502433		10.741191		14.724675		12.689719		13.185703		13.143182		15.325526		14.273452		13.132833		11.512095		A_99_P171414		A_99_P171414_2		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884

		32574		CUST_17376_PI390587928		CUST_17376_PI390587928_1		6.370074		4.6620803		4.430594		4.3057156		7.9634705		5.853794		7.0104485		6.5577655		8.7947855		7.7006803		6.092379		4.8179917		A_99_P171414		A_99_P171414_3		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884

		31961		CUST_38299_PI390587928		CUST_38299_PI390587928_1		6.8202977		5.393589		4.6597347		5.1018176		8.584172		6.4670634		7.2424965		7.05775		9.287244		8.180413		7.000461		5.4608917		A_99_P171414		A_99_P171414_4		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884

		19974		CUST_26553_PI390587928		CUST_26553_PI390587928_1		13.8314085		14.557895		15.505279		15.786522		13.560275		14.229378		13.219234		14.0501795		13.016194		13.114858		13.896672		15.562308		A_99_P172104		A_99_P172104_1		10.464505		11.914475		12.807885		12.482501		9.778251		9.908902		10.53952		11.821834		9.646929		10.605534		11.009501		11.761902

		147		CUST_26541_PI390587928		CUST_26541_PI390587928_1		10.52443		10.386275		9.468163		10.046935		12.265545		12.683396		14.545863		14.606082		13.123067		13.588093		14.141191		12.594039		A_99_P172109		A_99_P172109_1		3.1742039		3.2372541		3.4352252		1.9941689		4.49234		6.6462874		7.0939865		6.5909195		6.240401		4.93834		6.7038016		4.5041103

		16985		CUST_23741_PI390587928		CUST_23741_PI390587928_2		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		A_99_P172124		A_99_P172124_1		8.592174		7.227398		6.9595585		7.8155837		9.099572		9.523255		8.494254		8.685143		10.905461		7.482344		9.031151		8.260296

		15643		CUST_31904_PI390587928		CUST_31904_PI390587928_1		14.58353		13.918273		16.480204		15.399533		13.540526		13.571423		14.422473		13.18246		13.407281		14.120568		15.00024		14.820404		A_99_P174849		A_99_P174849_1		12.979092		12.541844		15.045796		14.585116		11.717593		9.423808		11.3510895		13.986241		12.912399		9.430555		12.005245		13.808326

		882		CUST_31970_PI390587928		CUST_31970_PI390587928_2		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		A_99_P174934		A_99_P174934_1		12.190223		11.907371		9.218253		7.801811		12.18908		12.312861		12.744021		10.202789		12.562779		13.056636		12.382176		8.173506

		14397		CUST_25375_PI390587928		CUST_25375_PI390587928_1		3.4725425		4.0525665		1.3120002		3.6459987		3.7747843		3.4816933		3.4767888		4.062762		2.8654182		3.8312404		2.8925426		2.8624928		A_99_P175034		A_99_P175034_1		5.1156936		5.2600403		5.2849364		5.028275		4.567902		4.279653		4.5066605		3.557799		4.3130517		3.9981887		4.268156		4.0636477

		30532		CUST_13332_PI390587928		CUST_13332_PI390587928_1		5.699991		5.724012		4.9123015		5.9112644		7.0062404		8.441826		7.931084		7.840861		7.600298		8.351534		7.525553		5.96258		A_99_P175629		A_99_P175629_2		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686

		30412		CUST_16480_PI390587928		CUST_16480_PI390587928_1		5.367582		5.7474747		4.347014		5.66935		6.5005813		8.066486		7.3939576		7.338551		7.2582593		7.9606643		7.055298		5.533161		A_99_P175629		A_99_P175629_3		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686

		23208		CUST_24395_PI390587928		CUST_24395_PI390587928_1		6.8873773		6.479208		6.7560883		7.125448		8.4718895		9.431581		9.816371		8.972081		9.12859		9.629302		9.560037		7.5824833		A_99_P175629		A_99_P175629_1		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686

		45844		CUST_202_PI390587928		CUST_202_PI390587928_1		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		A_99_P175719		A_99_P175719_1		6.479421		6.6330447		6.4001803		6.2408757		7.76742		11.007084		13.089068		10.118023		10.213761		9.902349		13.63329		9.81397

		22479		CUST_15624_PI390587928		CUST_15624_PI390587928_1		8.992849		9.234527		9.184034		9.15995		9.480979		9.646893		11.638133		10.202216		9.4633875		9.755142		10.99725		9.544658		A_99_P175729		A_99_P175729_1		9.970456		9.8228655		11.008294		10.238589		10.678353		10.633355		12.171463		10.749885		11.355248		10.211624		12.582093		10.464827

		41493		CUST_26972_PI390587928		CUST_26972_PI390587928_1		8.741569		8.389142		8.151494		9.251175		9.306205		10.370446		9.813527		10.032397		9.588688		10.005435		9.438727		8.608654		A_99_P176931		A_99_P176931_1		9.922782		8.549724		7.587906		9.608021		9.925817		10.011516		9.18234		9.124931		10.75525		10.3658495		9.219106		9.634511

		24669		CUST_10055_PI390587928		CUST_10055_PI390587928_1		8.004207		8.069382		8.161095		9.201127		9.958579		11.006808		12.665761		11.242671		10.629622		12.154811		12.468974		11.2324095		A_99_P177889		A_99_P177889_1		4.587327		4.404862		4.6125894		4.5193167		6.957926		9.455417		8.808149		6.978049		8.238641		8.093463		9.146005		6.803183

		6174		CUST_24455_PI390587928		CUST_24455_PI390587928_2		10.9006195		11.803783		12.3211355		11.597243		10.123958		10.872295		10.221641		10.052304		9.938966		10.604929		10.428973		11.35521		A_99_P180370		A_99_P180370_1		3.2111416		5.2258496		4.7643905		4.188789		2.826392		3.9671433		1.9680843		4.262646		3.111316		3.9398835		3.0188587		4.1363525

		4480		CUST_40242_PI390587928		CUST_40242_PI390587928_1		10.808711		10.18476		9.564922		9.90405		10.818761		11.186112		11.368566		10.689095		10.992744		11.258266		11.093574		9.881238		A_99_P180965		A_99_P180965_1		7.860747		6.863581		5.81424		6.6649346		7.795183		7.503011		6.7355742		6.220672		8.393923		7.286446		6.944692		6.4733834

		2498		CUST_17296_PI390587928		CUST_17296_PI390587928_1		9.600619		9.029874		7.732035		8.524029		10.268054		10.847074		9.7433		10.32021		10.86411		11.10048		9.898721		9.2026		A_99_P181175		A_99_P181175_1		6.671436		5.9470677		4.879822		6.234232		7.145952		7.9055123		6.1042714		6.190697		7.473675		7.301375		5.997322		6.512867

		1663		CUST_5643_PI390587928		CUST_5643_PI390587928_1		10.575172		9.859878		8.390439		9.124888		11.244493		10.867713		10.885346		10.070239		11.288104		11.586044		10.675054		9.462261		A_99_P183447		A_99_P183447_1		10.584283		9.083332		7.456566		8.485536		11.109323		11.671367		8.896187		9.182906		11.741837		10.579726		9.314652		8.945371

		18460		CUST_24162_PI390587928		CUST_24162_PI390587928_3		5.943319		6.235005		5.1319413		4.715733		5.5851054		6.782486		7.991122		8.279292		6.0412917		5.884065		7.0775337		3.848954		A_99_P183952		A_99_P183952_1		3.948246		5.5355797		6.7806983		3.648034		4.2357135		6.0768123		6.543398		5.945877		6.595713		6.4036484		7.3741627		5.091904

		14159		CUST_38246_PI390587928		CUST_38246_PI390587928_2		13.686356		13.428082		13.686307		15.096471		14.784217		15.511604		16.061388		15.364816		15.0267515		15.914084		16.03171		15.759037		A_99_P185877		A_99_P185877_1		14.190452		14.592847		13.330986		14.022194		14.987102		16.363155		14.633022		14.7513		16.148981		15.912271		15.390923		14.934375

		3742		CUST_40630_PI390587928		CUST_40630_PI390587928_2		5.567473		5.280649		4.3937826		5.1266274		5.505842		6.668369		6.6388183		7.1202607		5.9261165		6.46492		6.7054935		4.7013993		A_99_P186347		A_99_P186347_1		7.659682		6.5098557		5.7564387		6.3751755		8.391052		8.531018		7.725822		6.8061256		9.2412815		8.824897		8.1995125		7.0192814

		16634		CUST_38157_PI390587928		CUST_38157_PI390587928_1		14.070419		13.025319		13.267301		13.145496		14.303593		13.540994		14.743614		14.0856905		14.793851		14.740662		14.456616		13.473636		A_99_P186482		A_99_P186482_1		9.842353		7.85086		9.224866		9.431187		11.312734		12.284503		11.964371		10.581409		12.699836		10.471961		12.45954		10.3190775

		19328		CUST_10604_PI390587928		CUST_10604_PI390587928_2		7.0705147		7.311245		6.395967		5.78899		7.7287483		7.2611146		8.695401		7.4349275		7.7306905		8.425118		8.662323		6.0547314		A_99_P190422		A_99_P190422_1		4.399786		4.544763		4.502842		3.7395668		3.2389002		2.930811		3.3410025		2.9874141		3.1664932		3.3117068		2.8295572		2.8322022

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_7		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P191147		A_99_P191147_1		8.153237		8.745204		8.276019		9.264779		9.769525		12.593879		11.850154		9.154796		10.461801		11.472539		11.79391		9.170157

		49430		CUST_33888_PI390587928		CUST_33888_PI390587928_2		8.8616495		9.230663		10.475701		9.326038		8.186508		8.171525		8.080547		7.247988		7.905786		7.745434		8.328155		8.530631		A_99_P192567		A_99_P192567_1		2.305686		5.7059913		5.6261563		5.376681		1.7061366		2.0251696		4.6092		4.7438293		1.7597259		3.9154117		4.610502		5.111307

		48269		CUST_24559_PI390587928		CUST_24559_PI390587928_1		5.0569744		4.4630857		4.8579164		4.8308706		8.893944		7.9994674		7.934817		4.7628455		9.105645		8.04427		7.9083843		3.0758817		A_99_P192847		A_99_P192847_1		10.7173195		9.278478		6.5587745		5.367306		8.211923		7.1608276		6.2922807		3.4423056		8.072867		9.102712		6.695515		3.6673396

		15270		CUST_10496_PI390587928		CUST_10496_PI390587928_1		9.67833		9.29062		8.411948		8.709426		10.998029		11.338992		14.817521		13.054413		11.928177		12.872807		14.269536		9.987981		A_99_P192962		A_99_P192962_1		3.6346629		3.265001		2.0945249		1.8292106		4.8804336		5.932448		6.268681		2.7078402		6.134603		5.655395		6.581		2.1711395

		16371		CUST_33023_PI390587928		CUST_33023_PI390587928_1		8.920428		9.1646385		8.583543		7.796038		8.804024		8.8506155		10.328003		9.344432		8.6727915		8.894225		10.457035		7.937078		A_99_P193168		A_99_P193168_1		10.260221		10.67622		9.292962		9.305951		9.96383		10.278305		11.120041		9.163207		10.615501		10.496364		11.059036		9.171776

		22562		CUST_38087_PI390587928		CUST_38087_PI390587928_1		9.266732		8.87427		9.930792		11.690461		9.742763		11.688594		15.100158		13.329108		9.89084		10.72626		14.094735		13.022777		A_99_P193313		A_99_P193313_1		10.456191		9.9958315		11.004771		11.851438		11.379415		11.985011		11.945491		12.405082		11.724711		11.477271		12.690032		12.464688

		18302		CUST_16257_PI390587928		CUST_16257_PI390587928_1		8.577412		8.917209		7.794966		7.8791695		9.068408		11.45386		13.613365		13.0462		10.3509245		13.587398		13.300164		11.715687		A_99_P193978		A_99_P193978_1		6.9080634		7.096887		7.4907646		7.0185876		7.316216		10.474778		9.929341		8.833538		8.739423		8.013465		10.017877		8.458382

		38247		CUST_2504_PI390587928		CUST_2504_PI390587928_1		7.708393		7.863692		7.0220203		7.3568687		7.603293		7.956356		9.455387		8.4222765		7.6493173		8.200718		8.619079		7.816152		A_99_P194113		A_99_P194113_1		6.4658318		6.2459817		6.1316247		6.2702127		6.4715104		7.4610906		7.722811		6.579761		6.8967795		6.636844		8.061492		6.491472

		22862		CUST_863_PI390587928		CUST_863_PI390587928_1		11.356632		10.741939		9.971572		10.11155		10.52708		11.480268		15.670676		15.911022		10.903079		14.169507		15.811412		14.996948		A_99_P194318		A_99_P194318_1		2.0379517		1.8679241		4.589105		3.657916		3.7672799		5.6867003		10.296609		6.1911883		6.2892814		4.1829534		11.07037		6.2465596

		16985		CUST_23741_PI390587928		CUST_23741_PI390587928_4		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		A_99_P194348		A_99_P194348_1		11.193661		9.999091		9.421668		10.502636		11.5008135		12.049663		11.011753		11.258686		12.990182		10.4931345		11.332889		10.8732195

		14518		CUST_34124_PI390587928		CUST_34124_PI390587928_1		14.373807		14.022807		14.793472		16.457237		15.216144		15.435368		17.256918		17.022991		15.384631		15.931779		16.876007		16.971815		A_99_P194463		A_99_P194463_1		10.038634		9.462944		10.94856		10.82635		11.874191		13.527989		12.75478		12.0047035		12.778805		12.324183		13.11983		12.108429

		1914		CUST_36245_PI390587928		CUST_36245_PI390587928_2		13.358643		14.853129		14.587296		13.045891		12.485166		14.051234		11.772091		11.009082		11.821876		12.987415		12.770381		12.357608		A_99_P194873		A_99_P194873_1		7.8762703		9.464134		9.119968		10.026895		6.0927587		6.5815887		6.2760816		7.546997		6.020676		7.2892		6.2043037		8.208084

		1238		CUST_7753_PI390587928		CUST_7753_PI390587928_2		8.945363		9.277123		8.184243		8.173818		10.079417		10.994691		11.480621		10.59062		10.896916		11.7998		11.067655		7.929722		A_99_P195528		A_99_P195528_1		4.254166		3.5105822		3.428029		4.4156337		5.758816		6.473868		6.591616		5.068648		7.536154		6.2693768		6.7285485		4.8809447

		3084		CUST_39056_PI390587928		CUST_39056_PI390587928_2		12.550078		9.638278		9.670327		9.741607		13.85664		10.983027		10.892647		10.350406		14.048245		11.7480345		9.971416		8.903629		A_99_P195538		A_99_P195538_1		11.707859		11.229481		7.729277		9.487411		10.0383625		9.502589		5.4662356		11.21646		11.169324		9.617638		5.3913574		9.047343

		15028		CUST_18839_PI390587928		CUST_18839_PI390587928_1		12.719517		12.294822		12.569598		12.747012		13.318759		13.4332285		14.220431		12.678623		13.2692375		14.150779		14.198607		12.841807		A_99_P196028		A_99_P196028_1		11.526916		11.680161		12.1054735		11.749157		12.460819		13.544422		12.563401		11.5857		12.35908		12.799846		12.739402		11.600548

		17993		CUST_29018_PI390587928		CUST_29018_PI390587928_3		12.667329		12.631131		12.986644		13.392953		13.415011		13.797001		14.762269		13.813008		13.716492		14.211543		14.330359		13.733062		A_99_P196338		A_99_P196338_1		11.552403		11.46368		11.337453		11.240565		12.076308		13.189614		12.184588		11.865307		12.782303		12.184789		12.625554		11.800029

		23352		CUST_20702_PI390587928		CUST_20702_PI390587928_1		6.747194		7.0679193		6.8389554		7.0802803		6.348099		6.641279		5.8045883		6.364544		6.2916923		6.3632636		6.0735226		6.7839837		A_99_P196378		A_99_P196378_2		6.449551		6.5158653		6.490376		7.4056587		7.911423		8.176529		8.534861		7.1046157		8.065567		7.957483		8.977936		7.300175

		22570		CUST_38053_PI390587928		CUST_38053_PI390587928_1		1.7545519		3.5137522		1.8476733		2.26867		1.9356083		3.0611026		6.6473885		4.557897		2.4779816		3.7526333		5.5710006		1.7716306		A_99_P196573		A_99_P196573_1		1.4994482		1.499024		3.217625		1.4872888		2.6051493		4.0162907		5.8882523		2.5258129		4.8900943		4.109926		6.7106185		2.4628177

		11862		CUST_3404_PI390587928		CUST_3404_PI390587928_1		6.505735		6.7839828		6.1163163		7.332905		6.7547917		8.291131		7.9944787		8.204618		7.017128		7.8162093		8.118524		7.079786		A_99_P198116		A_99_P198116_1		10.277423		9.085753		7.601084		9.026453		10.390656		10.698768		10.233944		9.58484		11.006348		10.868815		10.327687		9.789944

		2313		CUST_7252_PI390587928		CUST_7252_PI390587928_1		10.866859		11.454787		10.143966		11.053281		10.791779		11.451753		12.871297		11.829623		10.502381		10.968436		12.254414		11.76339		A_99_P198236		A_99_P198236_1		9.577076		9.704244		9.629223		9.923687		10.12564		10.069553		10.741416		10.708615		9.793218		10.289259		10.9984045		10.701261

		18685		CUST_26237_PI390587928		CUST_26237_PI390587928_1		13.533265		13.405284		13.181167		13.028701		12.889732		12.939601		11.81174		12.392728		12.592873		12.394649		12.193646		12.803681		A_99_P198526		A_99_P198526_1		11.456546		11.167584		10.773357		11.138658		10.895406		9.828139		9.736728		10.758479		10.617425		10.625725		9.714089		10.720662

		15406		CUST_9982_PI390587928		CUST_9982_PI390587928_1		13.927978		13.584558		14.023618		13.536082		14.654094		14.380982		15.317006		13.88639		14.917865		14.992687		14.989182		13.925088		A_99_P198951		A_99_P198951_1		9.968614		10.0295105		9.922009		10.006005		11.055752		11.912942		11.394464		10.758191		11.910115		10.991849		11.782094		10.530524

		16372		CUST_33022_PI390587928		CUST_33022_PI390587928_1		12.414464		12.593971		13.597922		13.325595		13.144807		13.376939		14.290557		13.233676		13.4353285		13.909541		14.107226		13.483659		A_99_P199261		A_99_P199261_1		10.19932		10.533505		11.771611		11.193169		11.081576		12.373738		12.088814		11.230098		11.74101		11.351155		12.446078		11.328873

		17330		CUST_40585_PI390587928		CUST_40585_PI390587928_2		14.733238		14.690612		14.532418		15.027271		15.357842		15.407496		16.289175		15.499321		15.817887		15.808984		15.645816		15.360881		A_99_P199331		A_99_P199331_1		3.956433		3.5597134		4.420322		4.277888		4.5195465		6.293962		5.905475		4.7737417		5.2993646		5.1207843		6.150948		5.1892943

		3451		CUST_31036_PI390587928		CUST_31036_PI390587928_1		9.891513		10.534637		10.097255		8.3411		9.397834		9.635104		7.9294357		7.4906936		9.645429		9.92974		9.015079		8.0636		A_99_P199781		A_99_P199781_1		9.937103		9.921027		8.751021		8.524322		7.984424		8.000431		7.444317		7.7095103		8.057458		8.870492		7.428907		8.94328

		5205		CUST_17416_PI390587928		CUST_17416_PI390587928_1		9.288623		9.713492		8.160693		7.113539		9.2583065		9.371379		6.402227		7.2027793		9.758639		9.008302		6.0824757		5.0915465		A_99_P200366		A_99_P200366_1		8.321523		9.988804		9.775228		8.620749		7.8304486		7.556481		8.802921		8.025596		6.1847496		8.785583		7.3958297		8.158576

		482		CUST_2920_PI390587928		CUST_2920_PI390587928_1		8.024563		8.714043		7.521566		7.4708786		9.167184		9.155438		10.482267		9.434991		9.875075		9.881105		9.861096		6.5246425		A_99_P200571		A_99_P200571_1		7.8767104		7.5008626		7.1153007		8.396953		6.0526567		4.823272		7.201164		6.317839		6.709063		6.5103264		7.735479		7.0934772

		33		CUST_4601_PI390587928		CUST_4601_PI390587928_1		8.071326		7.745851		7.4065766		7.571911		9.479309		9.453449		11.1763735		12.300624		10.060039		9.390854		10.747741		9.235313		A_99_P200571		A_99_P200571_2		7.8767104		7.5008626		7.1153007		8.396953		6.0526567		4.823272		7.201164		6.317839		6.709063		6.5103264		7.735479		7.0934772

		14981		CUST_4472_PI390587928		CUST_4472_PI390587928_1		9.84876		9.765375		9.835113		9.522201		9.24166		9.479942		8.651679		8.852303		9.279595		9.35517		9.128261		9.200476		A_99_P200871		A_99_P200871_1		14.576614		14.73687		14.641974		14.677924		13.966239		13.5533285		13.04045		14.192986		14.277247		14.3466215		13.663487		14.179275

		5295		CUST_13990_PI390587928		CUST_13990_PI390587928_1		8.696185		8.554629		8.548256		8.331263		8.791772		9.022237		9.959731		8.888198		9.050195		9.246842		9.693385		8.569687		A_99_P201386		A_99_P201386_1		11.198249		11.379758		11.258626		11.221606		11.782108		12.565926		12.466859		11.645976		12.374763		12.008548		12.807423		11.553032

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_3		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P201426		A_99_P201426_1		9.719415		8.735257		9.167777		8.435475		11.421176		11.100747		14.313224		10.5563545		12.263133		11.063454		14.187655		9.53498

		14092		CUST_581_PI390587928		CUST_581_PI390587928_1		10.618709		11.031783		10.314255		10.832986		11.747165		11.790156		12.356075		11.458668		11.860153		12.383434		11.783839		10.663428		A_99_P201776		A_99_P201776_1		7.6398544		7.4763145		6.780666		7.600479		9.456		10.387664		7.664598		7.783518		10.656793		8.924679		8.073582		7.5065103

		14335		CUST_8686_PI390587928		CUST_8686_PI390587928_3		10.782848		11.669064		9.733855		9.651301		9.947362		10.711566		7.3017144		8.080617		9.325257		10.40146		7.9508214		8.935387		A_99_P202031		A_99_P202031_1		11.014774		11.001946		9.6908655		11.120463		10.66538		8.891978		9.769703		10.085696		9.333099		9.673466		8.7427		10.613132

		15751		CUST_21514_PI390587928		CUST_21514_PI390587928_1		9.565431		9.554952		9.121569		10.108852		9.828137		9.945038		11.209766		10.387044		9.802109		9.720166		10.696662		10.120838		A_99_P202281		A_99_P202281_1		13.388509		12.902102		14.236758		13.705776		13.76329		12.7926		12.583237		13.161942		13.373837		12.613757		12.830129		13.007507

		16261		CUST_28385_PI390587928		CUST_28385_PI390587928_1		10.325359		11.359901		10.239221		9.211664		9.560807		10.56327		7.570904		7.5534425		8.7168		9.852445		8.712033		9.193855		A_99_P203546		A_99_P203546_1		8.819622		8.948945		8.243518		9.023128		8.497122		7.271848		8.087137		7.9671645		7.3048973		7.544722		6.932112		8.546892

		18685		CUST_26237_PI390587928		CUST_26237_PI390587928_2		13.533265		13.405284		13.181167		13.028701		12.889732		12.939601		11.81174		12.392728		12.592873		12.394649		12.193646		12.803681		A_99_P203556		A_99_P203556_1		9.485967		9.453317		9.362584		9.301658		9.127383		8.505696		8.338807		8.991925		8.860549		9.109838		8.371264		8.959334

		1664		CUST_5642_PI390587928		CUST_5642_PI390587928_2		6.7682476		6.4578576		6.3726707		6.740951		8.168967		9.0165205		10.332425		8.89253		8.860646		10.152043		9.779823		7.895622		A_99_P203946		A_99_P203946_1		11.149814		10.4192		9.228905		9.760221		13.531367		15.234261		13.163444		12.391086		14.737016		13.8679		13.859905		12.122154

		14101		CUST_30777_PI390587928		CUST_30777_PI390587928_2		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		A_99_P204396		A_99_P204396_1		12.094655		11.612586		11.651573		11.475227		13.093627		13.337406		13.32777		12.286056		13.869305		12.278523		13.0988035		11.782837

		14101		CUST_30777_PI390587928		CUST_30777_PI390587928_3		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		A_99_P204401		A_99_P204401_1		12.097008		11.567829		12.241088		11.8749895		13.216588		13.757457		13.8638		12.589763		13.898117		12.663823		13.698769		12.354141

		3451		CUST_31036_PI390587928		CUST_31036_PI390587928_2		9.891513		10.534637		10.097255		8.3411		9.397834		9.635104		7.9294357		7.4906936		9.645429		9.92974		9.015079		8.0636		A_99_P204611		A_99_P204611_1		10.00417		9.780667		8.328734		8.160245		7.8707585		7.617992		6.81739		7.1144905		7.8165174		8.731753		7.142754		8.544476

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_4		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P204666		A_99_P204666_1		9.136769		7.76654		7.332524		7.1811347		9.645099		9.784238		12.840323		9.7844		10.955352		10.12083		13.196182		8.5407

		14101		CUST_30777_PI390587928		CUST_30777_PI390587928_4		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		A_99_P205136		A_99_P205136_1		10.308955		9.767704		10.634799		10.182625		11.345769		12.035502		12.034223		10.796643		12.157075		10.978534		11.95855		10.640702

		14823		CUST_5551_PI390587928		CUST_5551_PI390587928_1		16.338804		16.717278		16.286482		15.445483		16.029623		16.264223		14.651097		13.917973		15.985524		16.26468		15.035427		14.653516		A_99_P205446		A_99_P205446_1		12.536125		12.513703		10.910441		9.354434		11.512428		10.422924		7.8412666		7.6181703		10.613524		11.757247		7.7859626		7.77652

		16858		CUST_41264_PI390587928		CUST_41264_PI390587928_1		14.652924		13.581955		12.547722		12.779206		14.22541		13.4035225		11.534935		12.224903		14.089954		12.829883		11.730184		12.535975		A_99_P206446		A_99_P206446_1		11.717941		11.17186		9.973072		10.527143		11.214229		10.379028		8.947633		10.98075		11.287491		10.691673		9.070321		10.211474

		31077		CUST_24905_PI390587928		CUST_24905_PI390587928_1		17.87291		16.695988		14.876656		16.270508		17.520979		16.786913		16.339933		16.922812		17.86029		17.17196		16.140772		16.24087		A_99_P206456		A_99_P206456_1		3.4073298		1.9518757		1.2528015		2.5349061		3.8759086		3.4356182		1.2508866		1.9693407		5.3621545		3.5134506		2.2956083		3.1059494

		16934		CUST_30065_PI390587928		CUST_30065_PI390587928_1		9.61698		9.716		8.554296		9.393706		11.195752		11.062535		10.578708		9.75383		12.385521		12.241337		11.304622		10.597215		A_99_P206461		A_99_P206461_1		2.1858103		1.7219816		1.9616483		2.3838701		2.5516758		3.109953		4.5657716		5.1042128		2.9248378		3.488346		4.13652		2.2824266

		1782		CUST_12574_PI390587928		CUST_12574_PI390587928_1		12.40583		12.354515		12.151181		12.327653		12.745984		13.164462		13.592637		13.260666		13.018811		13.482823		13.14175		12.11686		A_99_P206676		A_99_P206676_1		11.972505		10.961514		10.492656		11.691028		12.474397		12.488181		12.434138		11.604777		13.312218		11.687753		12.355222		11.607277

		1782		CUST_12574_PI390587928		CUST_12574_PI390587928_2		12.40583		12.354515		12.151181		12.327653		12.745984		13.164462		13.592637		13.260666		13.018811		13.482823		13.14175		12.11686		A_99_P206721		A_99_P206721_1		10.832619		9.760312		8.940855		10.441437		11.083145		10.989455		10.895458		10.235488		11.872391		10.300267		10.807209		10.2504015

		20112		CUST_39030_PI390587928		CUST_39030_PI390587928_1		3.380758		1.7001933		3.1502535		5.108299		4.3347974		5.72847		7.5680795		6.5487976		4.322416		6.193115		7.5924773		6.7461295		A_99_P208911		A_99_P208911_1		5.439707		4.8013463		5.4599433		7.2722836		8.951616		10.542062		11.41378		9.453027		10.125302		9.051247		11.650619		9.95616

		15028		CUST_18839_PI390587928		CUST_18839_PI390587928_4		12.719517		12.294822		12.569598		12.747012		13.318759		13.4332285		14.220431		12.678623		13.2692375		14.150779		14.198607		12.841807		A_99_P209041		A_99_P209041_1		11.576336		11.877289		12.128959		11.886584		12.691058		14.113312		13.167338		11.895974		12.926655		13.222801		13.399525		12.005462

		882		CUST_31970_PI390587928		CUST_31970_PI390587928_3		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		A_99_P209106		A_99_P209106_1		10.361838		9.706758		7.7127457		7.6879926		11.144679		11.705081		12.809422		9.640231		11.8313055		12.021119		12.48558		9.1707945

		256		CUST_16536_PI390587928		CUST_16536_PI390587928_1		9.399243		8.690437		7.2800775		7.482371		11.764081		10.585975		13.333508		13.483062		11.260204		11.005719		14.096349		9.484339		A_99_P209636		A_99_P209636_2		6.5631485		6.7841077		5.880863		5.2789903		6.7362537		8.123732		10.585807		6.4990954		7.161155		7.9432297		9.884319		6.288461

		445		CUST_7896_PI390587928		CUST_7896_PI390587928_1		9.448624		8.713429		7.227211		7.535623		11.823075		10.655724		13.375268		13.564868		11.322352		11.0547905		14.124465		9.557926		A_99_P209636		A_99_P209636_1		6.5631485		6.7841077		5.880863		5.2789903		6.7362537		8.123732		10.585807		6.4990954		7.161155		7.9432297		9.884319		6.288461

		2673		CUST_8161_PI390587928		CUST_8161_PI390587928_4		8.787802		8.930337		8.590423		9.498		10.645538		11.671535		12.842225		11.300346		11.093547		12.175014		12.385165		10.300373		A_99_P209986		A_99_P209986_1		13.032254		12.071513		11.477383		11.440419		13.939895		14.645027		12.966244		12.339951		14.720116		13.700002		13.445737		12.095145

		1444		CUST_7702_PI390587928		CUST_7702_PI390587928_1		10.699199		10.993945		10.25054		11.248408		10.951024		10.863231		11.9297285		11.483018		11.134931		11.431328		11.633569		11.298257		A_99_P210161		A_99_P210161_1		10.900268		11.20208		10.754506		11.1938095		11.118825		11.8255415		11.939647		11.373253		11.158528		11.631416		11.881759		11.329484

		12723		CUST_11024_PI390587928		CUST_11024_PI390587928_1		8.133525		8.650044		7.7110047		8.618533		10.256702		11.229129		13.195881		11.456078		10.710229		12.192935		12.381241		10.123589		A_99_P210391		A_99_P210391_2		8.691203		8.77562		7.1194077		7.13594		10.843868		13.18543		11.900899		10.237416		12.234677		10.826859		12.409953		10.3722105

		2673		CUST_8161_PI390587928		CUST_8161_PI390587928_1		8.787802		8.930337		8.590423		9.498		10.645538		11.671535		12.842225		11.300346		11.093547		12.175014		12.385165		10.300373		A_99_P210391		A_99_P210391_1		8.691203		8.77562		7.1194077		7.13594		10.843868		13.18543		11.900899		10.237416		12.234677		10.826859		12.409953		10.3722105

		445		CUST_7896_PI390587928		CUST_7896_PI390587928_2		9.448624		8.713429		7.227211		7.535623		11.823075		10.655724		13.375268		13.564868		11.322352		11.0547905		14.124465		9.557926		A_99_P210426		A_99_P210426_1		3.7844803		5.0633864		3.160907		6.431273		7.207329		10.093581		13.8249235		9.655657		8.286312		10.116334		13.169156		9.320207

		445		CUST_7896_PI390587928		CUST_7896_PI390587928_3		9.448624		8.713429		7.227211		7.535623		11.823075		10.655724		13.375268		13.564868		11.322352		11.0547905		14.124465		9.557926		A_99_P210876		A_99_P210876_1		1.481369		1.4687223		1.4747571		1.938043		1.9740313		4.401531		7.3848777		2.5482602		3.0002937		4.0968723		6.5715013		1.6087613

		445		CUST_7896_PI390587928		CUST_7896_PI390587928_4		9.448624		8.713429		7.227211		7.535623		11.823075		10.655724		13.375268		13.564868		11.322352		11.0547905		14.124465		9.557926		A_99_P210941		A_99_P210941_1		2.3912327		2.8731277		2.2269886		3.3512118		4.277874		7.2349186		11.7502775		6.8553977		5.5859666		7.4524465		11.229489		6.6236777

		17346		CUST_40543_PI390587928		CUST_40543_PI390587928_2		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		A_99_P211141		A_99_P211141_1		6.748135		6.9523673		4.925707		6.44628		9.997804		11.385789		14.4986725		11.4922285		10.900994		11.591339		13.90627		9.584535

		14994		CUST_2197_PI390587928		CUST_2197_PI390587928_2		7.239708		6.976331		7.0137544		7.3262734		6.6661897		6.672247		4.803555		5.5980144		6.3896003		6.084427		5.497889		7.121161		A_99_P211316		A_99_P211316_1		10.288833		10.189501		10.159794		11.014393		9.898373		9.187744		8.5516615		9.955849		9.498582		9.7114		8.561024		10.382665

		17346		CUST_40543_PI390587928		CUST_40543_PI390587928_3		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		A_99_P211331		A_99_P211331_1		5.3537307		5.373913		3.4823697		5.103941		8.258125		9.730619		12.745521		10.055699		9.413963		10.004804		12.301791		8.084857

		17346		CUST_40543_PI390587928		CUST_40543_PI390587928_4		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		A_99_P211671		A_99_P211671_1		5.7705154		6.062078		3.401076		5.3603444		8.767724		10.281501		13.577998		10.876187		9.940951		10.63495		13.033584		8.7329035

		1012		CUST_8915_PI390587928		CUST_8915_PI390587928_3		14.181587		14.774163		14.3048525		13.953796		13.646152		14.250748		13.099254		12.94859		13.200244		13.574283		13.509319		13.546641		A_99_P211701		A_99_P211701_1		6.540648		7.670654		6.4425163		7.402926		5.3390393		6.0124946		4.9255943		5.6682305		5.99095		6.2320824		5.1425204		5.826458

		16207		CUST_9750_PI390587928		CUST_9750_PI390587928_2		16.274702		16.290453		16.315882		15.59713		16.30961		16.450258		14.662065		13.891562		16.135454		16.252325		14.597928		15.101705		A_99_P211881		A_99_P211881_1		10.565501		10.269025		7.327905		8.257359		9.534004		8.606693		4.66456		9.048442		9.784512		8.088918		4.1916842		7.88819

		16207		CUST_9750_PI390587928		CUST_9750_PI390587928_3		16.274702		16.290453		16.315882		15.59713		16.30961		16.450258		14.662065		13.891562		16.135454		16.252325		14.597928		15.101705		A_99_P211901		A_99_P211901_1		12.189044		11.989384		8.825034		8.913096		11.426793		10.576935		6.172916		10.423691		11.328602		9.779493		5.0504537		8.948823

		15061		CUST_20547_PI390587928		CUST_20547_PI390587928_2		12.818944		12.749331		12.796168		13.370148		13.083249		12.953187		13.904621		13.299916		13.305453		13.410993		13.615795		13.434634		A_99_P212241		A_99_P212241_1		11.5252495		11.56947		11.745696		11.980347		12.375233		13.413823		13.293278		11.958438		12.936958		12.569133		13.416408		12.012582

		2495		CUST_17299_PI390587928		CUST_17299_PI390587928_1		11.845326		10.518799		12.251822		10.990775		11.945436		11.01607		10.763562		10.857079		11.145814		10.244953		11.477553		10.968438		A_99_P212726		A_99_P212726_1		12.021672		10.406306		11.31161		11.095237		11.039882		9.505261		10.558231		9.671166		10.782195		10.132533		10.357888		10.837317

		2494		CUST_17300_PI390587928		CUST_17300_PI390587928_1		11.820935		10.479031		12.217162		10.955447		11.900276		10.983067		10.666566		10.755452		11.1360655		10.152109		11.420941		10.9041605		A_99_P212726		A_99_P212726_2		12.021672		10.406306		11.31161		11.095237		11.039882		9.505261		10.558231		9.671166		10.782195		10.132533		10.357888		10.837317

		15202		CUST_26949_PI390587928		CUST_26949_PI390587928_1		8.107724		8.411522		7.5954537		7.847799		8.251888		8.515748		9.841025		8.649361		8.583592		9.190666		9.652741		7.9108243		A_99_P213066		A_99_P213066_1		8.264905		8.413498		8.130992		7.896725		8.719895		9.465004		9.73724		8.486885		9.152876		9.059584		9.861083		8.182134

		478		CUST_2942_PI390587928		CUST_2942_PI390587928_2		7.0504513		6.1479874		6.442884		6.7552757		8.009663		7.2748165		8.815394		6.9760284		8.1184225		8.206618		8.326861		7.057753		A_99_P213956		A_99_P213956_1		8.74026		8.274199		9.336089		9.341759		9.983554		12.06987		12.330781		10.084771		11.973882		10.197928		12.64137		10.319336

		14887		CUST_21126_PI390587928		CUST_21126_PI390587928_1		14.87901		15.07064		15.09974		14.8028145		14.605667		14.850881		13.925426		14.120603		14.485509		14.300092		13.922412		14.632805		A_99_P214071		A_99_P214071_1		6.640825		6.7637444		6.784954		6.6244187		6.529175		5.9286785		5.847601		5.9386787		6.0935082		6.1307054		5.5978293		5.6750584

		478		CUST_2942_PI390587928		CUST_2942_PI390587928_3		7.0504513		6.1479874		6.442884		6.7552757		8.009663		7.2748165		8.815394		6.9760284		8.1184225		8.206618		8.326861		7.057753		A_99_P214111		A_99_P214111_1		8.9211		8.46399		9.524327		9.551397		10.175883		12.303978		12.560921		10.327462		12.154222		10.393852		12.854786		10.529389

		3574		CUST_34299_PI390587928		CUST_34299_PI390587928_2		3.5971534		2.2907736		3.243181		2.814206		4.3733954		4.279409		6.5385766		4.423948		4.7594767		5.0251155		6.1262226		3.5842981		A_99_P214151		A_99_P214151_1		9.220613		7.725819		7.6782765		7.796253		10.141878		10.139741		10.235412		9.340097		10.016788		9.71698		10.162038		9.19476

		1998		CUST_37877_PI390587928		CUST_37877_PI390587928_1		10.449943		11.074936		10.348266		11.272823		10.596638		10.902008		11.698207		11.582669		10.69		10.977176		11.410129		11.527995		A_99_P214511		A_99_P214511_1		10.825393		11.233136		10.933486		11.145541		11.20903		12.008737		12.06963		11.571346		11.064102		11.703286		12.028877		11.425098

		1781		CUST_12576_PI390587928		CUST_12576_PI390587928_1		10.552608		10.768926		10.206284		11.1352625		10.950952		11.780998		13.395518		11.964665		11.431935		12.903531		13.1044235		11.265668		A_99_P214646		A_99_P214646_1		11.661939		11.668915		11.709832		11.9472475		12.636498		14.116498		13.483808		11.920596		13.2364		13.052727		13.681521		11.701388

		568		CUST_37136_PI390587928		CUST_37136_PI390587928_2		4.5659103		3.815444		3.8413732		3.2857876		5.004809		4.866047		6.4356704		6.6498566		5.156706		6.433319		7.665018		5.765251		A_99_P215951		A_99_P215951_1		5.3319783		4.708693		5.631499		5.5384297		6.231397		3.909829		9.224951		5.0073075		5.6407447		4.9722085		8.233802		4.8373356

		568		CUST_37136_PI390587928		CUST_37136_PI390587928_3		4.5659103		3.815444		3.8413732		3.2857876		5.004809		4.866047		6.4356704		6.6498566		5.156706		6.433319		7.665018		5.765251		A_99_P215961		A_99_P215961_1		6.4705048		5.828153		6.8614564		6.795851		7.5959315		6.4923954		9.192473		7.3426385		6.7438617		6.419264		7.9444203		7.021581

		573		CUST_37114_PI390587928		CUST_37114_PI390587928_1		12.075494		11.736402		10.772572		12.164734		12.225467		12.273314		12.846274		14.19452		12.247884		12.03138		12.288829		12.066766		A_99_P216071		A_99_P216071_1		11.603165		11.119948		9.82343		10.548179		12.12062		12.236862		11.446515		10.737147		12.852725		12.005489		11.823132		10.8709135

		568		CUST_37136_PI390587928		CUST_37136_PI390587928_4		4.5659103		3.815444		3.8413732		3.2857876		5.004809		4.866047		6.4356704		6.6498566		5.156706		6.433319		7.665018		5.765251		A_99_P216096		A_99_P216096_1		8.564234		7.674249		8.600967		8.654091		9.352355		8.043098		10.944766		8.623253		8.5580015		8.079225		9.742986		8.498029

		1930		CUST_36230_PI390587928		CUST_36230_PI390587928_1		8.297775		8.612176		7.986403		8.606053		8.565074		9.148872		10.073821		8.9235525		9.04289		9.822959		9.7934265		8.834539		A_99_P216246		A_99_P216246_1		11.643495		11.841869		11.61999		11.58652		12.488406		13.807931		12.626277		12.070624		13.115651		12.785992		13.066506		12.029874

		1930		CUST_36230_PI390587928		CUST_36230_PI390587928_2		8.297775		8.612176		7.986403		8.606053		8.565074		9.148872		10.073821		8.9235525		9.04289		9.822959		9.7934265		8.834539		A_99_P216251		A_99_P216251_1		7.5827928		7.5614524		7.4591756		7.187388		8.118488		9.361642		8.14283		7.264698		8.9363165		8.283502		8.676444		7.388396

		4523		CUST_17888_PI390587928		CUST_17888_PI390587928_1		3.7941437		3.9566863		1.2447628		3.8703108		3.878454		4.1443424		2.654772		2.5540798		2.8709862		3.3563526		2.2684972		4.2246346		A_99_P217286		A_99_P217286_1		8.489149		8.638368		8.358012		8.794332		8.404641		7.6954055		7.4587884		8.277169		8.083927		8.240135		7.276081		8.277094

		14091		CUST_582_PI390587928		CUST_582_PI390587928_1		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P218041		A_99_P218041_1		9.056259		9.40808		8.368303		8.874981		9.576947		10.147681		9.905689		9.303224		10.085902		10.152611		9.992506		9.327656

		14088		CUST_606_PI390587928		CUST_606_PI390587928_1		10.961639		11.24561		10.808566		12.163987		12.170707		12.462581		14.808398		13.533267		12.540221		12.879931		14.335317		13.24424		A_99_P218041		A_99_P218041_2		9.056259		9.40808		8.368303		8.874981		9.576947		10.147681		9.905689		9.303224		10.085902		10.152611		9.992506		9.327656

		14091		CUST_582_PI390587928		CUST_582_PI390587928_3		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P218306		A_99_P218306_1		10.107936		10.045595		9.427227		10.142423		10.015376		10.447324		10.36048		9.966088		10.788537		10.632283		10.808589		10.253404

		14091		CUST_582_PI390587928		CUST_582_PI390587928_4		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P218311		A_99_P218311_1		10.84874		11.274845		9.981568		10.674409		10.98769		11.56788		11.323158		11.28181		11.512806		11.850604		11.542221		11.069386

		14091		CUST_582_PI390587928		CUST_582_PI390587928_5		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P218376		A_99_P218376_1		12.4959135		12.559918		11.567403		12.149913		12.831452		13.248165		13.003338		12.475632		13.396561		13.38306		13.3923		12.598824

		14091		CUST_582_PI390587928		CUST_582_PI390587928_6		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P218451		A_99_P218451_1		11.925681		11.834836		10.97227		11.396024		12.414413		12.756153		12.5169325		11.785245		13.056953		12.607758		12.878563		11.774451

		16553		CUST_19752_PI390587928		CUST_19752_PI390587928_2		12.202107		11.924229		12.337479		12.02032		11.882687		11.57264		11.27769		11.543335		11.770513		11.514443		11.565429		11.924504		A_99_P218506		A_99_P218506_1		11.882558		11.744601		11.568504		11.719833		11.452164		10.853284		10.130255		11.1161995		11.468235		11.053014		10.081737		11.16496

		17422		CUST_11600_PI390587928		CUST_11600_PI390587928_1		5.8111725		4.8397593		5.0924363		5.6734295		6.1860104		6.781154		8.045915		7.2217693		6.6416755		7.5391254		7.5301666		5.4967475		A_99_P219711		A_99_P219711_1		9.747978		9.792972		9.544932		9.767901		10.622657		11.845497		10.925735		9.886629		11.338346		11.206872		11.352753		9.894108

		2013		CUST_18087_PI390587928		CUST_18087_PI390587928_1		10.150501		10.846772		9.546618		9.298856		9.475751		9.8169365		7.3797283		7.655269		8.255412		9.063735		8.31841		8.751035		A_99_P221066		A_99_P221066_1		10.013982		10.15496		10.085839		11.194316		9.009826		8.3875885		8.478826		9.143641		8.738132		8.931502		7.753819		9.535045

		15906		CUST_25211_PI390587928		CUST_25211_PI390587928_2		11.1808		11.518318		10.777011		11.7025795		11.232816		11.384887		11.939926		11.71579		11.234965		11.533157		11.757419		11.800912		A_99_P221276		A_99_P221276_1		10.20036		10.598268		10.415414		10.717712		10.518017		11.43327		11.505452		10.868344		10.789805		11.119605		11.580319		10.862262

		16347		CUST_13585_PI390587928		CUST_13585_PI390587928_1		16.852846		17.009645		16.328049		15.498946		16.49788		17.087606		14.363124		14.045624		16.395346		16.653044		15.175221		14.970639		A_99_P221751		A_99_P221751_1		5.1169124		4.6028867		4.8179374		4.916163		3.867237		3.4906857		3.9705753		2.7380779		3.9104567		3.0796788		3.5284998		3.3959045

		17813		CUST_1001_PI390587928		CUST_1001_PI390587928_4		5.607079		6.624494		6.784722		6.079828		4.8438554		5.830477		5.6216455		4.7397237		4.332688		5.8578734		5.78272		5.8045506		A_99_P222241		A_99_P222241_1		11.517937		12.711381		12.373763		11.814118		11.186315		11.4546585		11.7976		11.861279		10.517899		12.025817		11.720062		11.780789

		2718		CUST_27314_PI390587928		CUST_27314_PI390587928_1		8.489632		8.1317425		10.790135		9.0233965		7.631935		7.640551		8.409925		6.946115		7.5571685		7.6078186		8.887549		8.513179		A_99_P222441		A_99_P222441_1		12.218998		11.192268		13.856847		13.715852		10.812083		8.747785		9.768361		12.312729		11.558614		8.689422		10.206534		12.202015

		15621		CUST_16338_PI390587928		CUST_16338_PI390587928_1		3.103051		2.652303		3.2816133		3.285651		4.5027		5.9795423		6.8528037		4.6815124		5.298212		6.4322433		6.6470323		3.0613518		A_99_P222576		A_99_P222576_1		3.4246979		3.3763294		3.911252		2.8104572		7.404901		10.550689		8.531789		6.176491		8.678044		8.497024		7.912146		6.1005116

		16538		CUST_19821_PI390587928		CUST_19821_PI390587928_2		9.084404		8.464598		8.590894		8.364384		9.697438		9.41913		10.776324		9.474305		9.82191		11.149732		10.892007		9.062346		A_99_P222611		A_99_P222611_1		5.8016324		5.426693		5.9575562		5.4565396		6.561027		6.708439		7.714264		5.8966527		6.83203		6.164732		7.8986135		5.6883583

		14098		CUST_575_PI390587928		CUST_575_PI390587928_3		11.998386		12.427358		11.313588		12.4055395		12.71492		13.896301		14.633296		12.805962		12.973656		14.413161		14.263058		12.373511		A_99_P223026		A_99_P223026_1		10.920268		11.163861		10.88239		11.219501		12.195563		14.327583		12.943873		11.354038		12.745364		13.590613		13.347671		11.50524

		14098		CUST_575_PI390587928		CUST_575_PI390587928_4		11.998386		12.427358		11.313588		12.4055395		12.71492		13.896301		14.633296		12.805962		12.973656		14.413161		14.263058		12.373511		A_99_P223091		A_99_P223091_1		7.408507		7.428394		7.586506		7.5984797		8.812488		10.850804		9.265413		7.80068		9.345534		9.993331		9.727618		7.8437896

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_4		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P223461		A_99_P223461_1		14.277921		14.894669		14.899138		15.036815		13.904672		13.275048		14.063338		14.581708		13.135441		14.064008		13.126119		14.9853735

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_5		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P223466		A_99_P223466_1		13.769883		14.33965		14.327305		14.460129		13.30248		12.649297		13.374063		13.871829		12.484296		13.458088		12.441209		14.398582

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_6		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P223481		A_99_P223481_1		15.31384		15.98459		16.040236		16.117025		15.075217		14.58961		15.373627		15.887797		14.354573		15.366643		14.519187		16.142286

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_7		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P223486		A_99_P223486_1		10.20221		10.807236		10.48529		10.589737		9.535373		8.907086		9.336533		9.786746		8.940692		9.750541		8.673001		10.432828

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_8		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P223541		A_99_P223541_1		11.12022		11.719162		11.569626		11.7849		10.593831		9.909081		10.569392		11.00737		9.773892		10.678212		9.673924		11.685887

		48638		CUST_10003_PI390587928		CUST_10003_PI390587928_1		2.108957		4.864855		6.101612		5.6677184		1.8685411		2.5251746		3.9521482		3.3145788		1.6908332		1.479726		3.458416		5.800673		A_99_P223606		A_99_P223606_2		10.132229		10.66267		10.198644		10.423096		9.448281		8.918614		9.188552		9.899749		9.132426		9.753773		8.512192		10.33365

		14805		CUST_5568_PI390587928		CUST_5568_PI390587928_1		6.3628154		8.015962		8.101699		8.3527		5.4102635		6.294258		6.1491904		7.174628		4.23753		5.541592		6.382105		7.8167624		A_99_P223606		A_99_P223606_4		10.132229		10.66267		10.198644		10.423096		9.448281		8.918614		9.188552		9.899749		9.132426		9.753773		8.512192		10.33365

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_1		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P223606		A_99_P223606_1		10.132229		10.66267		10.198644		10.423096		9.448281		8.918614		9.188552		9.899749		9.132426		9.753773		8.512192		10.33365

		14802		CUST_5571_PI390587928		CUST_5571_PI390587928_1		6.298225		7.9851875		7.9986043		8.313221		5.354939		6.327108		6.2144036		7.215399		4.6830688		5.553247		6.4120946		7.684486		A_99_P223606		A_99_P223606_5		10.132229		10.66267		10.198644		10.423096		9.448281		8.918614		9.188552		9.899749		9.132426		9.753773		8.512192		10.33365

		14801		CUST_5572_PI390587928		CUST_5572_PI390587928_1		9.606317		11.348884		11.119629		11.497981		8.936472		9.975169		9.713017		10.627579		8.030005		8.982207		9.815652		11.168105		A_99_P223606		A_99_P223606_6		10.132229		10.66267		10.198644		10.423096		9.448281		8.918614		9.188552		9.899749		9.132426		9.753773		8.512192		10.33365

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_9		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P223616		A_99_P223616_1		15.22919		15.903797		15.960771		15.998657		14.951683		14.43065		15.247757		15.714171		14.2716875		15.249036		14.424254		16.024622

		14338		CUST_8682_PI390587928		CUST_8682_PI390587928_2		8.544421		9.378577		7.46056		7.61332		7.760691		8.426385		5.209879		4.923502		6.7517066		7.424022		5.8494678		6.733271		A_99_P223696		A_99_P223696_1		10.064954		10.402855		8.619906		9.8626175		9.645461		9.698376		7.6973248		8.454171		9.452995		9.742625		7.350918		8.352755

		15380		CUST_31296_PI390587928		CUST_31296_PI390587928_3		7.6997085		7.6857777		7.588576		7.3169885		7.561548		8.049286		11.385697		11.22211		6.9595485		8.49948		12.047139		9.1313715		A_99_P224186		A_99_P224186_1		6.7063975		7.724157		6.498455		9.31586		10.36349		13.00652		15.553012		11.841297		11.456143		12.996009		15.03078		11.774995

		717		CUST_41508_PI390587928		CUST_41508_PI390587928_2		17.679756		17.064705		17.421919		17.691292		17.978952		17.891405		18.823591		18.42114		18.36052		18.340628		18.759556		17.337828		A_99_P224411		A_99_P224411_1		13.582013		13.656448		13.119446		12.902397		13.74751		13.714535		13.664986		12.749616		14.007497		13.852693		14.127509		12.436427

		15199		CUST_27037_PI390587928		CUST_27037_PI390587928_2		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		A_99_P224726		A_99_P224726_1		6.3663497		5.9283223		5.3716044		5.248308		6.824447		7.2371635		6.068329		5.621838		7.6019483		6.379604		6.61606		5.5230365

		15199		CUST_27037_PI390587928		CUST_27037_PI390587928_3		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		A_99_P224741		A_99_P224741_1		10.90963		11.150128		10.1901045		10.168147		11.414821		11.903321		11.662423		11.055756		12.147527		11.56663		12.015198		10.233

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_4		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P225401		A_99_P225401_1		5.5404305		4.665835		4.997169		5.4181046		9.273367		9.302666		13.581685		9.474304		10.55581		10.463062		13.082347		8.674867

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_5		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P225441		A_99_P225441_1		9.446859		7.484253		5.183765		6.9594154		10.093041		8.948316		12.6756315		8.904908		10.589259		9.666304		11.975788		8.146703

		15274		CUST_10491_PI390587928		CUST_10491_PI390587928_3		6.2034106		4.234872		2.0825815		2.372864		2.70983		2.1364892		6.618254		7.5926247		2.1957204		3.0251815		5.9078712		4.5525107		A_99_P225456		A_99_P225456_1		5.0910196		4.426754		3.2483568		4.028826		6.1256447		5.50844		8.65932		8.378703		5.08966		5.70748		7.5528417		4.729947

		15274		CUST_10491_PI390587928		CUST_10491_PI390587928_4		6.2034106		4.234872		2.0825815		2.372864		2.70983		2.1364892		6.618254		7.5926247		2.1957204		3.0251815		5.9078712		4.5525107		A_99_P225476		A_99_P225476_1		8.119952		7.381538		6.3914638		6.8703175		9.006902		8.601311		10.966756		10.185016		8.267171		8.218818		9.725732		7.3317

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_7		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P225506		A_99_P225506_1		8.16855		5.92947		3.0957139		5.6088176		8.594937		7.786176		11.591357		7.660215		9.387303		8.578181		10.856256		7.1251054

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_8		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P225531		A_99_P225531_1		8.564069		6.515038		4.996257		6.549483		8.958882		8.221339		11.918462		8.0218		9.687681		8.87065		11.167926		7.65803

		15288		CUST_10452_PI390587928		CUST_10452_PI390587928_2		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		A_99_P226051		A_99_P226051_1		5.1244326		3.4257538		4.025025		3.240276		6.3053575		6.9233513		6.7393174		4.6693954		7.0135193		5.783687		6.7334085		4.4040327

		15288		CUST_10452_PI390587928		CUST_10452_PI390587928_3		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		A_99_P226086		A_99_P226086_1		4.979292		2.690956		3.7566006		3.8195362		6.6051736		7.327558		7.1203003		4.449128		7.3408265		5.976603		7.1480975		4.4450502

		15780		CUST_10358_PI390587928		CUST_10358_PI390587928_1		8.70404		7.83049		7.9497223		8.730256		8.7549095		7.529436		9.605178		9.877632		8.689307		7.797854		8.80173		8.432157		A_99_P227081		A_99_P227081_1		10.438803		10.045394		8.861906		9.602954		10.465757		10.253976		9.771058		9.714474		11.14082		9.969672		10.176616		9.622284

		3420		CUST_31066_PI390587928		CUST_31066_PI390587928_2		9.717628		10.218308		9.26155		9.129429		9.492164		9.6652155		10.426856		10.799454		9.798827		9.616052		9.859542		9.156524		A_99_P227381		A_99_P227381_1		6.0254216		6.3168354		5.7789364		5.6049385		6.1690903		7.212761		7.851236		6.282892		6.695108		6.688522		7.763163		6.143603

		21139		CUST_1163_PI390587928		CUST_1163_PI390587928_1		10.437594		10.5027075		9.905349		10.518281		10.582351		10.928772		11.587315		11.183151		10.671352		11.255627		11.429334		10.854622		A_99_P227976		A_99_P227976_1		10.925071		10.816384		10.657992		11.454303		11.8818865		13.202727		12.297817		12.124947		12.574912		12.130397		12.698413		12.147178

		773		CUST_6611_PI390587928		CUST_6611_PI390587928_2		5.5816097		4.5508294		3.7506893		3.4507868		5.53243		4.80778		7.677544		7.6333466		5.3396115		5.05493		7.6262493		4.17579		A_99_P227991		A_99_P227991_1		7.840431		6.219916		3.6026752		4.981699		9.857216		9.942473		11.167424		9.559234		10.930636		10.2061		10.898998		7.693628

		773		CUST_6611_PI390587928		CUST_6611_PI390587928_1		5.5816097		4.5508294		3.7506893		3.4507868		5.53243		4.80778		7.677544		7.6333466		5.3396115		5.05493		7.6262493		4.17579		A_99_P228041		A_99_P228041_1		7.5087295		7.0095086		5.2273273		5.858604		9.902265		10.550103		11.224923		9.367833		10.941444		10.890877		11.432645		8.395394

		772		CUST_6613_PI390587928		CUST_6613_PI390587928_1		5.802038		4.8120403		3.0485923		3.5687387		5.5622582		4.7542553		7.7942085		7.619207		5.335062		5.0295157		7.7344		4.59382		A_99_P228041		A_99_P228041_2		7.5087295		7.0095086		5.2273273		5.858604		9.902265		10.550103		11.224923		9.367833		10.941444		10.890877		11.432645		8.395394

		773		CUST_6611_PI390587928		CUST_6611_PI390587928_3		5.5816097		4.5508294		3.7506893		3.4507868		5.53243		4.80778		7.677544		7.6333466		5.3396115		5.05493		7.6262493		4.17579		A_99_P228046		A_99_P228046_1		3.0049877		2.8203285		2.8388147		2.9472282		6.176687		7.39107		9.854889		6.423406		7.4993		7.0797405		9.833259		6.102367

		773		CUST_6611_PI390587928		CUST_6611_PI390587928_4		5.5816097		4.5508294		3.7506893		3.4507868		5.53243		4.80778		7.677544		7.6333466		5.3396115		5.05493		7.6262493		4.17579		A_99_P228051		A_99_P228051_1		8.0152855		8.004117		6.1677146		7.45302		11.080491		11.950665		13.627181		10.740246		11.98212		12.014136		13.532727		9.951465

		16652		CUST_1299_PI390587928		CUST_1299_PI390587928_3		11.655503		11.557884		13.072048		12.145663		12.257745		12.4673395		14.165935		12.281686		12.42067		13.39711		13.725568		12.405365		A_99_P228896		A_99_P228896_1		10.983044		11.180259		11.911507		11.947063		11.335118		11.738159		13.39313		11.633187		12.337125		11.45474		13.189864		11.465745

		2920		CUST_17755_PI390587928		CUST_17755_PI390587928_1		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		A_99_P229836		A_99_P229836_1		12.121765		11.77303		13.177907		12.744461		12.90729		13.42665		13.491088		13.275193		14.390111		12.769069		13.688843		13.241286

		2920		CUST_17755_PI390587928		CUST_17755_PI390587928_2		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		A_99_P229841		A_99_P229841_1		11.170647		11.116397		12.966526		12.476388		12.32914		12.64601		13.195958		13.06037		13.963738		11.837504		13.429416		12.817592

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_1		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P230536		A_99_P230536_1		6.326877		6.2581997		6.482141		7.1127067		6.4536967		6.6668034		7.9893374		6.7563252		6.436359		6.1168876		7.6240845		7.234628

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_2		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P230541		A_99_P230541_1		6.062204		5.997639		5.7796197		6.869887		6.1435113		6.2382255		7.753814		6.412031		6.1148467		5.92431		7.501989		6.974172

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_3		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P230581		A_99_P230581_1		14.38018		14.395298		14.454944		15.280965		14.540423		15.325175		16.786375		15.462541		14.914253		14.814181		16.925932		15.555539

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_4		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P230586		A_99_P230586_1		14.781543		14.759915		14.932107		15.643727		15.049382		15.816516		17.161406		16.139448		15.361748		15.342816		17.31725		16.061363

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_5		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P230601		A_99_P230601_1		9.591237		9.332577		9.491093		9.986766		9.488093		10.031505		10.955502		9.913494		9.732766		9.581645		10.984118		10.173573

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_6		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P230611		A_99_P230611_1		9.920279		9.599366		9.466417		10.542758		10.010997		10.406799		11.681174		10.479112		9.961792		9.889617		11.367252		10.921295

		379		CUST_9712_PI390587928		CUST_9712_PI390587928_1		16.56135		16.671255		15.950744		16.14843		16.00627		16.205359		14.888451		15.650662		16.051725		15.985501		15.030819		15.937324		A_99_P231436		A_99_P231436_1		11.832349		11.919688		9.598362		11.085883		10.892447		10.590713		9.075116		11.075668		10.849395		11.152512		9.281374		11.018466

		1196		CUST_25475_PI390587928		CUST_25475_PI390587928_3		9.204708		9.178311		8.846426		9.250312		9.572021		9.293407		10.03526		9.4547205		9.582953		9.667451		9.477241		9.255809		A_99_P232186		A_99_P232186_1		7.558361		7.8141556		7.65496		7.490927		7.9180512		9.394283		8.809675		7.6401544		8.550469		8.472902		9.010452		7.620804

		1196		CUST_25475_PI390587928		CUST_25475_PI390587928_4		9.204708		9.178311		8.846426		9.250312		9.572021		9.293407		10.03526		9.4547205		9.582953		9.667451		9.477241		9.255809		A_99_P232211		A_99_P232211_1		9.54721		9.74514		9.524922		9.60938		10.066592		11.266945		10.914501		9.830727		10.492115		10.419671		11.067021		9.660629

		15091		CUST_20450_PI390587928		CUST_20450_PI390587928_3		12.769238		12.868285		12.494124		12.785519		13.34773		13.396026		13.924274		13.253319		13.377849		13.583485		13.620793		12.931785		A_99_P233666		A_99_P233666_1		10.582065		10.582427		10.366088		10.397874		11.075643		11.62679		11.2441		10.861518		11.28064		11.357345		11.479037		10.896138

		13837		CUST_34711_PI390587928		CUST_34711_PI390587928_6		13.570522		13.229893		14.360203		14.849902		13.23378		12.52563		13.172443		14.354762		13.156856		12.509662		13.428757		14.829651		A_99_P234091		A_99_P234091_1		12.2551985		12.299842		13.975456		13.900228		11.864285		11.026184		13.6863985		13.876923		11.608918		11.554198		13.218125		13.96831

		13837		CUST_34711_PI390587928		CUST_34711_PI390587928_8		13.570522		13.229893		14.360203		14.849902		13.23378		12.52563		13.172443		14.354762		13.156856		12.509662		13.428757		14.829651		A_99_P234111		A_99_P234111_1		12.491237		12.555312		14.251035		14.117011		12.183568		11.382297		13.9906435		14.189854		11.917553		11.80368		13.593986		14.213936

		14645		CUST_10900_PI390587928		CUST_10900_PI390587928_1		11.65395		11.645534		11.152854		10.763574		11.74257		11.485312		13.349861		15.422414		11.882507		11.218913		12.952037		10.484166		A_99_P234306		A_99_P234306_1		8.807641		8.497527		8.209031		7.817465		10.031971		9.962956		14.462311		11.764735		11.309265		10.534164		14.471138		11.098732

		37401		CUST_38728_PI390587928		CUST_38728_PI390587928_1		12.488805		12.434799		11.945282		11.530894		12.604518		12.270762		14.0182495		16.147535		12.711559		12.050717		13.641368		11.339253		A_99_P234306		A_99_P234306_2		8.807641		8.497527		8.209031		7.817465		10.031971		9.962956		14.462311		11.764735		11.309265		10.534164		14.471138		11.098732

		14645		CUST_10900_PI390587928		CUST_10900_PI390587928_3		11.65395		11.645534		11.152854		10.763574		11.74257		11.485312		13.349861		15.422414		11.882507		11.218913		12.952037		10.484166		A_99_P234321		A_99_P234321_1		10.46906		9.708674		10.072021		10.174174		11.955407		12.380414		15.690236		13.334989		13.206706		12.51859		15.773532		12.001614

		14645		CUST_10900_PI390587928		CUST_10900_PI390587928_4		11.65395		11.645534		11.152854		10.763574		11.74257		11.485312		13.349861		15.422414		11.882507		11.218913		12.952037		10.484166		A_99_P234356		A_99_P234356_1		9.404		9.021554		8.926017		8.466945		10.586582		10.508983		15.506278		12.548091		12.134908		11.218098		15.779162		11.855868

		14149		CUST_38278_PI390587928		CUST_38278_PI390587928_1		14.209526		13.688678		15.425518		15.117116		13.817292		12.856269		13.756424		13.692028		13.847931		13.150055		14.0490885		14.840092		A_99_P234456		A_99_P234456_1		10.050339		10.17807		9.733456		9.7968855		9.3729925		8.669686		7.576874		9.049278		10.036887		8.868802		7.7036915		9.202304

		14159		CUST_38246_PI390587928		CUST_38246_PI390587928_3		13.686356		13.428082		13.686307		15.096471		14.784217		15.511604		16.061388		15.364816		15.0267515		15.914084		16.03171		15.759037		A_99_P234461		A_99_P234461_1		13.677658		13.941665		12.466491		13.264167		14.39629		15.489678		13.225681		13.83262		15.372745		15.0834465		14.055709		14.066994

		14268		CUST_10808_PI390587928		CUST_10808_PI390587928_2		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		A_99_P234731		A_99_P234731_1		12.786107		13.346335		13.063025		13.782067		14.19798		16.262667		15.373658		13.478593		15.076913		15.092158		15.852664		13.509994

		14268		CUST_10808_PI390587928		CUST_10808_PI390587928_3		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		A_99_P234736		A_99_P234736_1		10.259152		10.408975		10.1538		11.041654		11.480243		13.197585		12.576983		10.631653		12.213845		12.026535		12.799642		10.765063

		14268		CUST_10808_PI390587928		CUST_10808_PI390587928_4		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		A_99_P234746		A_99_P234746_1		11.894734		12.293426		12.301192		12.431127		12.757316		14.298001		13.432689		11.792071		13.187434		13.151241		13.679607		11.75135

		14270		CUST_10786_PI390587928		CUST_10786_PI390587928_1		8.228918		8.367366		8.329274		8.684924		8.829932		9.239968		10.669581		9.157136		9.236607		10.027905		10.07338		8.473846		A_99_P234766		A_99_P234766_2		8.360637		8.634261		8.304547		9.225819		9.682042		11.48331		10.78973		8.804943		10.545269		10.312923		11.023412		8.966851

		14268		CUST_10808_PI390587928		CUST_10808_PI390587928_1		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		A_99_P234766		A_99_P234766_1		8.360637		8.634261		8.304547		9.225819		9.682042		11.48331		10.78973		8.804943		10.545269		10.312923		11.023412		8.966851

		14272		CUST_2566_PI390587928		CUST_2566_PI390587928_1		13.814259		13.969989		13.162456		14.404246		14.415718		15.024334		16.625635		15.085994		14.630069		15.526542		15.95165		14.267299		A_99_P234766		A_99_P234766_3		8.360637		8.634261		8.304547		9.225819		9.682042		11.48331		10.78973		8.804943		10.545269		10.312923		11.023412		8.966851

		38037		CUST_615_PI390587928		CUST_615_PI390587928_1		4.494766		4.3670382		3.7667487		5.3056164		5.1782403		5.6188674		7.008905		5.4987454		5.582029		6.052694		6.4056745		5.2848682		A_99_P234766		A_99_P234766_4		8.360637		8.634261		8.304547		9.225819		9.682042		11.48331		10.78973		8.804943		10.545269		10.312923		11.023412		8.966851

		272		CUST_16492_PI390587928		CUST_16492_PI390587928_3		12.7791395		13.422084		12.15141		13.760928		13.032215		13.366272		14.416225		14.417164		13.130043		13.397168		14.10091		14.177113		A_99_P236351		A_99_P236351_1		12.291469		13.005226		12.802323		13.579887		12.94877		14.207832		14.235299		13.726581		13.196685		13.893407		14.522026		13.535507

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_1		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P236451		A_99_P236451_1		9.147808		8.212245		8.700423		8.350072		10.185424		10.567306		13.37075		11.460149		11.625877		10.690379		13.669236		9.94304

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_9		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P237161		A_99_P237161_1		9.28708		9.92822		9.587394		10.463067		11.174545		13.850415		13.090289		10.387836		11.547235		12.595534		12.909443		10.278781

		43242		CUST_32700_PI390587928		CUST_32700_PI390587928_1		12.397781		12.672775		11.236764		12.565971		13.011357		13.676022		15.49366		13.570727		13.307353		14.314511		14.919296		12.408309		A_99_P237176		A_99_P237176_2		10.885436		11.510146		10.666209		12.1266365		11.98631		15.196677		14.620747		11.975311		12.658966		14.487053		14.722386		12.062683

		42390		CUST_36934_PI390587928		CUST_36934_PI390587928_1		3.4847662		3.9719203		3.102155		4.662556		4.583326		5.2800555		7.2811685		5.3609357		5.132427		6.203551		6.4269853		3.7243125		A_99_P237176		A_99_P237176_3		10.885436		11.510146		10.666209		12.1266365		11.98631		15.196677		14.620747		11.975311		12.658966		14.487053		14.722386		12.062683

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_1		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P237176		A_99_P237176_1		10.885436		11.510146		10.666209		12.1266365		11.98631		15.196677		14.620747		11.975311		12.658966		14.487053		14.722386		12.062683

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_10		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P237191		A_99_P237191_1		12.275901		12.690221		12.347196		13.421974		13.852941		16.794062		16.145388		13.544026		14.542163		15.594513		16.187717		13.373535

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_11		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P237196		A_99_P237196_1		8.886854		9.526536		8.694913		10.237049		10.13664		13.512386		12.769554		10.090945		10.880791		12.573769		12.771329		10.1190605

		1073		CUST_30647_PI390587928		CUST_30647_PI390587928_2		10.765668		11.391305		11.179347		9.358757		10.143942		10.582431		7.7246423		8.831138		9.258351		10.148051		8.827548		8.847763		A_99_P238136		A_99_P238136_1		6.404112		7.5812626		7.5820746		6.878966		5.654921		3.572612		2.611761		2.7853546		5.567253		5.238146		4.0958915		4.8014455

		1070		CUST_30650_PI390587928		CUST_30650_PI390587928_2		14.498218		14.855916		15.376597		13.199716		13.835334		14.043827		12.933453		10.67715		13.509877		13.585246		13.218184		12.258705		A_99_P238171		A_99_P238171_1		11.890058		13.333866		14.746003		12.542727		10.997319		9.919423		10.281203		10.626481		10.987973		11.094518		11.070008		10.445957

		1073		CUST_30647_PI390587928		CUST_30647_PI390587928_3		10.765668		11.391305		11.179347		9.358757		10.143942		10.582431		7.7246423		8.831138		9.258351		10.148051		8.827548		8.847763		A_99_P238191		A_99_P238191_1		6.1660132		7.8575625		7.7332816		6.6449656		5.8809943		4.083812		2.7792637		2.9945257		5.7510414		5.610933		4.463337		4.8315167

		149		CUST_26539_PI390587928		CUST_26539_PI390587928_3		7.8826585		7.4143467		8.442683		8.009917		8.055846		7.4632497		6.75634		7.364122		7.3814855		6.8890386		7.260367		7.766957		A_99_P239771		A_99_P239771_1		9.73005		9.315582		8.562177		9.126438		8.637424		8.550098		7.5265336		7.4374995		8.562597		8.76262		7.168406		8.933087

		15221		CUST_8131_PI390587928		CUST_8131_PI390587928_3		10.964851		11.645775		11.295505		10.39589		10.4290495		10.665564		9.951219		9.645523		10.879848		10.974159		10.250508		10.124391		A_99_P239956		A_99_P239956_1		9.7507925		10.266187		8.732837		8.552585		8.240448		8.309737		7.5474205		8.516511		8.625255		9.255825		8.261013		9.212193

		701		CUST_41539_PI390587928		CUST_41539_PI390587928_3		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		A_99_P240161		A_99_P240161_1		13.706876		14.214059		13.6117935		12.880542		13.505882		14.026115		13.784854		14.021983		13.835286		14.586757		14.805509		14.056954

		700		CUST_41540_PI390587928		CUST_41540_PI390587928_2		9.3370905		9.742462		9.091945		8.998111		9.275349		10.130608		10.5475645		10.873401		9.496732		10.271214		10.485855		10.105241		A_99_P240171		A_99_P240171_1		11.396922		11.825492		10.570912		9.045909		11.499923		12.504987		12.339867		10.987124		11.92026		13.054131		13.0545845		10.816417

		701		CUST_41539_PI390587928		CUST_41539_PI390587928_4		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		A_99_P240181		A_99_P240181_1		10.782109		11.06678		10.832275		9.986158		10.327368		10.760484		11.367397		11.3567915		10.670055		11.503727		12.104381		11.462705

		701		CUST_41539_PI390587928		CUST_41539_PI390587928_5		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		A_99_P240201		A_99_P240201_1		11.487946		11.795463		11.568405		10.633193		11.072282		11.454403		12.065792		12.077037		11.338905		12.169425		12.795803		12.137151

		10242		CUST_40065_PI390587928		CUST_40065_PI390587928_1		12.521558		12.778501		11.487502		11.873146		11.981155		11.534812		9.767106		9.72646		11.829091		11.677724		9.779304		11.188218		A_99_P241031		A_99_P241031_1		9.486217		9.706286		8.989998		9.2163725		8.63876		7.3317604		7.973068		7.953022		7.778254		8.386384		6.409094		8.590233

		2591		CUST_25292_PI390587928		CUST_25292_PI390587928_1		6.0245748		7.1107864		7.1968637		6.7520814		5.7995434		6.2428436		5.806549		6.216919		5.9985976		6.1358833		6.077482		6.25436		A_99_P241431		A_99_P241431_1		11.352264		11.425072		11.126531		11.18286		10.87233		10.845802		12.352539		11.21231		11.312045		10.952499		11.568135		11.265312

		7763		CUST_5812_PI390587928		CUST_5812_PI390587928_2		6.043432		6.485		6.5554748		5.1753073		5.4636397		5.608495		4.7621		4.831433		5.2895927		5.1172175		5.0544395		4.7904687		A_99_P241521		A_99_P241521_1		4.1129704		4.779248		3.6851807		4.571827		3.2017481		2.8194046		2.6804903		3.3239765		2.4941757		3.2875268		2.6750355		3.5441406

		210		CUST_7644_PI390587928		CUST_7644_PI390587928_2		7.0376086		7.4752975		6.0078697		5.9984093		9.116313		10.551006		9.837586		7.896127		9.788547		10.750066		9.956477		6.7495484		A_99_P242776		A_99_P242776_1		12.579755		11.7630415		13.261482		12.486618		13.756566		15.114762		14.380834		13.571279		14.311844		14.249237		14.736709		13.345795

		414		CUST_35746_PI390587928		CUST_35746_PI390587928_1		14.650951		14.477001		13.634552		14.374016		15.29099		16.18387		17.86074		17.080511		15.526333		16.509996		17.693348		15.675011		A_99_P242791		A_99_P242791_1		8.618609		7.6915627		9.977239		9.398822		11.972518		15.054904		13.927025		12.265411		13.531301		13.272819		14.156802		12.333371

		249		CUST_16542_PI390587928		CUST_16542_PI390587928_1		10.648491		9.821926		9.484435		9.337395		11.826843		12.083449		14.837032		13.803773		11.942586		13.09673		14.894061		12.067344		A_99_P242796		A_99_P242796_1		6.6087785		5.9150825		6.468424		5.960357		7.580166		9.11453		8.645104		5.7777576		8.971115		8.149093		9.640232		6.6213174

		1573		CUST_35778_PI390587928		CUST_35778_PI390587928_2		13.438371		13.315091		13.464226		12.851902		13.74899		13.616937		14.833797		13.507169		14.052025		14.254552		14.483211		12.988191		A_99_P243141		A_99_P243141_1		11.409873		11.221801		11.583425		11.304116		12.186923		13.501983		13.254024		11.718768		12.587361		12.369647		13.620796		11.645012

		1296		CUST_3865_PI390587928		CUST_3865_PI390587928_1		12.128421		12.669071		12.188699		12.555181		12.399628		13.471173		15.602627		14.732338		13.310764		13.885765		14.847267		13.243054		A_99_P243216		A_99_P243216_2		2.0197055		2.4600785		2.2936532		1.8716788		2.5133665		3.0736315		4.4209743		2.838641		3.5820553		2.3087819		4.829613		1.9555486

		1295		CUST_3867_PI390587928		CUST_3867_PI390587928_1		12.017276		12.480092		12.088025		12.68962		12.498729		13.23334		15.3341875		14.40462		13.215632		13.703098		14.687165		13.083875		A_99_P243216		A_99_P243216_1		2.0197055		2.4600785		2.2936532		1.8716788		2.5133665		3.0736315		4.4209743		2.838641		3.5820553		2.3087819		4.829613		1.9555486

		4053		CUST_4771_PI390587928		CUST_4771_PI390587928_1		8.232696		8.278145		7.303633		8.553212		8.649122		8.527293		9.153008		8.795749		8.549673		8.837711		8.7193575		8.56746		A_99_P244786		A_99_P244786_1		4.4087515		4.432886		4.521908		5.015929		5.0235977		5.960119		6.1023116		5.5250087		5.2672105		5.7362103		6.218038		5.366035

		1149		CUST_7077_PI390587928		CUST_7077_PI390587928_1		10.624618		10.670727		10.606799		10.900394		10.955207		10.743657		11.894076		11.227783		11.1306715		11.139968		11.437205		11.057548		A_99_P245576		A_99_P245576_1		8.549935		8.695198		8.790097		8.729603		9.250501		10.658633		10.056618		8.881858		9.711839		9.463248		10.146851		8.592023

		1149		CUST_7077_PI390587928		CUST_7077_PI390587928_2		10.624618		10.670727		10.606799		10.900394		10.955207		10.743657		11.894076		11.227783		11.1306715		11.139968		11.437205		11.057548		A_99_P245581		A_99_P245581_1		6.652556		6.9844127		6.9321513		6.850645		7.3106613		8.54517		7.8562236		7.024735		7.7936883		7.503077		8.096457		6.8094144

		703		CUST_41536_PI390587928		CUST_41536_PI390587928_1		12.182055		10.3489685		9.763835		9.750929		10.382317		10.860088		14.105201		15.102337		9.712504		9.721732		14.917404		12.509888		A_99_P245726		A_99_P245726_1		2.7562885		4.5012527		2.4099395		5.1182537		6.4366155		10.558299		13.716598		9.200938		8.770706		10.032989		13.220567		8.84295

		703		CUST_41536_PI390587928		CUST_41536_PI390587928_2		12.182055		10.3489685		9.763835		9.750929		10.382317		10.860088		14.105201		15.102337		9.712504		9.721732		14.917404		12.509888		A_99_P245741		A_99_P245741_1		5.1180058		5.944219		4.068734		6.43745		7.9218783		11.266999		14.390555		10.448421		9.772832		11.402143		13.992902		10.235641

		703		CUST_41536_PI390587928		CUST_41536_PI390587928_3		12.182055		10.3489685		9.763835		9.750929		10.382317		10.860088		14.105201		15.102337		9.712504		9.721732		14.917404		12.509888		A_99_P245746		A_99_P245746_1		4.736091		4.577717		2.5928879		5.7110443		6.446499		10.907219		14.287308		10.909046		9.427943		10.926788		14.044674		11.078326

		960		CUST_27655_PI390587928		CUST_27655_PI390587928_2		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		A_99_P246176		A_99_P246176_1		12.81438		12.371777		12.921636		12.822028		13.251199		14.176582		13.162629		12.823901		14.485274		13.048007		13.983875		12.636833

		960		CUST_27655_PI390587928		CUST_27655_PI390587928_3		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		A_99_P246186		A_99_P246186_1		8.752422		8.3043785		9.094162		8.790619		9.742541		10.449899		9.6737585		9.016712		10.475381		9.8044615		9.896995		8.76859

		960		CUST_27655_PI390587928		CUST_27655_PI390587928_4		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		A_99_P246191		A_99_P246191_1		13.216485		12.848901		13.2874155		13.332069		13.626717		14.452786		13.565503		13.322343		14.712864		13.381398		14.407532		13.091206

		15135		CUST_22743_PI390587928		CUST_22743_PI390587928_1		9.035287		9.129951		8.197691		8.910108		9.066381		9.05022		9.557212		9.729584		9.255693		9.435088		9.324848		9.775635		A_99_P246341		A_99_P246341_2		8.311627		8.751289		8.717787		8.759587		8.754273		9.891883		9.973721		9.539065		8.435405		9.600364		10.04972		9.639496

		15777		CUST_10377_PI390587928		CUST_10377_PI390587928_3		13.744193		14.382389		13.878026		13.414683		13.039688		13.481931		12.225761		12.120873		12.609212		12.851073		12.707803		13.074585		A_99_P246401		A_99_P246401_1		6.8354774		8.232809		7.9628434		8.8137045		6.623953		6.729233		7.210085		7.325131		6.170929		6.9241295		6.6433196		7.620991

		15777		CUST_10377_PI390587928		CUST_10377_PI390587928_4		13.744193		14.382389		13.878026		13.414683		13.039688		13.481931		12.225761		12.120873		12.609212		12.851073		12.707803		13.074585		A_99_P246406		A_99_P246406_1		5.9897246		7.4178734		7.0921597		8.068501		5.845644		5.7522426		6.0458965		6.174235		5.261496		6.2216973		5.511181		6.4974456

		1473		CUST_13677_PI390587928		CUST_13677_PI390587928_3		10.120004		10.513248		10.489844		9.664801		9.514096		9.654671		7.7932124		7.7160687		8.901698		8.846684		8.637744		8.78412		A_99_P247471		A_99_P247471_1		4.2966056		5.8976502		5.5049863		6.386587		3.764389		3.39264		3.4205616		4.2500043		3.161826		4.12693		2.5070267		4.7117233

		1473		CUST_13677_PI390587928		CUST_13677_PI390587928_4		10.120004		10.513248		10.489844		9.664801		9.514096		9.654671		7.7932124		7.7160687		8.901698		8.846684		8.637744		8.78412		A_99_P247476		A_99_P247476_1		3.2726738		4.96238		4.292252		5.3640647		2.4646146		2.303602		3.02027		3.5472412		2.5125406		2.5743983		2.2929513		3.4075434

		1473		CUST_13677_PI390587928		CUST_13677_PI390587928_5		10.120004		10.513248		10.489844		9.664801		9.514096		9.654671		7.7932124		7.7160687		8.901698		8.846684		8.637744		8.78412		A_99_P247481		A_99_P247481_1		9.092386		9.847758		9.200728		10.411515		8.163932		7.4224534		7.977627		8.215837		7.5144544		8.1399555		6.451651		8.791953

		2433		CUST_38855_PI390587928		CUST_38855_PI390587928_1		6.9975033		6.9807644		6.8032017		5.529503		6.542519		6.2012367		4.7841444		4.3717384		6.6917863		6.4879894		5.60031		4.9309416		A_99_P247941		A_99_P247941_1		4.7293334		5.4765		4.1701884		5.167111		4.401274		3.3987224		2.972553		3.8699691		2.6074674		3.9726002		2.4279048		4.7163544

		2433		CUST_38855_PI390587928		CUST_38855_PI390587928_2		6.9975033		6.9807644		6.8032017		5.529503		6.542519		6.2012367		4.7841444		4.3717384		6.6917863		6.4879894		5.60031		4.9309416		A_99_P247946		A_99_P247946_1		4.9352736		5.205393		4.2371182		5.348856		4.2590904		3.5504007		3.1768036		3.9796238		2.8320522		4.0628667		2.1557424		4.718448

		2770		CUST_1896_PI390587928		CUST_1896_PI390587928_2		12.23948		13.008283		11.65448		11.338157		11.452771		11.594981		9.612457		9.259337		10.903427		11.378438		10.073722		10.584534		A_99_P248201		A_99_P248201_1		10.031217		10.66245		10.186124		11.389053		8.601677		7.9779487		9.049526		9.150089		8.108251		8.651366		7.8695817		9.856888

		1632		CUST_5674_PI390587928		CUST_5674_PI390587928_2		8.954374		9.120345		8.429037		8.95025		8.799571		9.143674		10.124187		9.2180605		8.915885		9.735379		9.818376		8.953571		A_99_P248896		A_99_P248896_1		9.013843		9.277616		8.848443		9.239666		9.541816		10.714466		10.539642		9.088061		9.655383		10.2312975		10.483729		8.977615

		1632		CUST_5674_PI390587928		CUST_5674_PI390587928_3		8.954374		9.120345		8.429037		8.95025		8.799571		9.143674		10.124187		9.2180605		8.915885		9.735379		9.818376		8.953571		A_99_P248901		A_99_P248901_1		8.5918255		8.821702		8.375778		8.740241		8.979911		10.198197		9.881481		8.434436		9.218012		9.708541		9.923963		8.500367

		26719		CUST_37241_PI390587928		CUST_37241_PI390587928_1		13.087232		12.56384		14.826888		15.0495405		12.352753		12.122802		12.450748		13.370372		11.40467		11.6870165		13.489777		14.756005		A_99_P250721		A_99_P250721_1		2.6836948		4.3805313		4.014311		4.8489804		1.5361408		2.6289294		2.5185792		3.1214542		1.5703722		3.7028568		3.031305		4.5416875

		26719		CUST_37241_PI390587928		CUST_37241_PI390587928_2		13.087232		12.56384		14.826888		15.0495405		12.352753		12.122802		12.450748		13.370372		11.40467		11.6870165		13.489777		14.756005		A_99_P250726		A_99_P250726_1		4.055568		4.7731676		5.0266194		5.3191905		1.8775944		3.022128		3.4518993		4.141774		2.3556478		4.324473		3.526274		4.910088

		3169		CUST_38451_PI390587928		CUST_38451_PI390587928_1		11.651156		12.351598		11.269894		10.682606		11.110473		11.715392		10.601291		10.229289		11.225182		11.173721		10.718968		8.395984		A_99_P250841		A_99_P250841_1		12.179062		13.053578		12.842441		11.8260565		11.6991		11.112282		10.099213		10.938553		10.891315		12.29506		10.018998		11.168382

		14518		CUST_34124_PI390587928		CUST_34124_PI390587928_2		14.373807		14.022807		14.793472		16.457237		15.216144		15.435368		17.256918		17.022991		15.384631		15.931779		16.876007		16.971815		A_99_P251661		A_99_P251661_1		12.035298		11.442473		13.048504		12.609474		13.320267		14.482877		14.102483		13.3153715		14.022099		13.41895		14.580711		13.244891

		13718		CUST_5241_PI390587928		CUST_5241_PI390587928_1		14.800542		15.227431		14.47746		16.014563		14.299736		15.631503		12.83204		14.694431		13.867302		14.361594		13.830551		15.862775		A_99_P252931		A_99_P252931_1		11.904007		12.928455		12.234487		12.759042		11.223304		11.82664		10.726013		12.660104		11.418223		12.819888		11.458552		12.860457

		15618		CUST_16341_PI390587928		CUST_16341_PI390587928_1		7.551401		7.50516		7.6764016		8.365968		8.27058		8.601218		10.281339		8.636071		8.637307		9.287743		9.625949		8.077329		A_99_P253006		A_99_P253006_1		7.9787292		8.127561		8.120368		8.19284		8.821842		10.253209		9.839447		7.9010696		9.746161		9.444786		10.018966		8.004762

		16648		CUST_38107_PI390587928		CUST_38107_PI390587928_2		6.2958407		6.4042993		6.821756		6.542829		7.3551154		8.204305		9.72708		7.741182		7.7906966		8.20654		9.408714		6.8237596		A_99_P253076		A_99_P253076_1		7.7802505		7.9476647		8.53221		8.332023		8.634608		10.239512		9.774402		8.8257885		9.606402		9.001803		10.285221		8.571791

		16648		CUST_38107_PI390587928		CUST_38107_PI390587928_1		6.2958407		6.4042993		6.821756		6.542829		7.3551154		8.204305		9.72708		7.741182		7.7906966		8.20654		9.408714		6.8237596		A_99_P253081		A_99_P253081_1		10.462678		10.5958185		11.122777		11.208183		10.968007		11.952062		12.097444		11.611615		11.596241		11.210269		12.537834		11.50061

		1183		CUST_25498_PI390587928		CUST_25498_PI390587928_1		10.848092		10.886719		10.314979		10.679366		11.2792015		12.279813		15.242303		13.031766		11.556561		13.598183		14.827771		12.360335		A_99_P253296		A_99_P253296_1		6.455334		6.8323264		7.3272805		7.0192685		9.512701		12.02222		11.4536085		8.833186		11.9004135		9.592843		11.966418		8.229064

		8125		CUST_5754_PI390587928		CUST_5754_PI390587928_2		3.5191555		1.6205229		3.8823974		3.3571146		5.6016793		4.6469316		6.161613		5.644543		6.012984		5.447178		6.6231384		4.9060535		A_99_P253861		A_99_P253861_1		7.3664165		8.062237		9.207955		9.320659		9.755624		11.908172		11.857142		11.604019		10.834249		10.328602		11.9433775		11.600563

		42937		CUST_1243_PI390587928		CUST_1243_PI390587928_1		9.996345		8.908492		8.240418		8.235314		10.879191		10.133557		12.907643		13.255336		10.839558		10.324629		13.327067		10.51011		A_99_P253931		A_99_P253931_2		10.260419		9.732101		8.686378		8.433787		10.348478		11.02961		11.088414		9.937348		10.833262		10.471835		11.1974325		9.39083

		15709		CUST_21590_PI390587928		CUST_21590_PI390587928_1		9.1477995		8.087383		7.3944993		7.3180194		10.047508		9.238362		11.968086		12.222964		10.037309		9.622196		12.455113		9.68085		A_99_P253931		A_99_P253931_3		10.260419		9.732101		8.686378		8.433787		10.348478		11.02961		11.088414		9.937348		10.833262		10.471835		11.1974325		9.39083

		15708		CUST_21591_PI390587928		CUST_21591_PI390587928_1		10.757604		9.710248		8.9673395		8.922884		11.567612		10.793345		13.61449		13.896649		11.607822		11.04927		14.095486		11.235938		A_99_P253931		A_99_P253931_1		10.260419		9.732101		8.686378		8.433787		10.348478		11.02961		11.088414		9.937348		10.833262		10.471835		11.1974325		9.39083

		16200		CUST_9759_PI390587928		CUST_9759_PI390587928_3		11.553478		11.756115		10.973804		11.786237		11.603429		11.611092		12.033951		12.051666		11.708633		11.743198		12.000153		12.042104		A_99_P254506		A_99_P254506_1		8.265057		9.053262		8.713494		9.2648325		8.294952		9.000924		9.757319		9.610552		8.342874		9.035792		9.609139		9.509566

		1656		CUST_5650_PI390587928		CUST_5650_PI390587928_1		12.602733		12.4707155		12.633487		11.189419		12.491814		12.2044		10.895833		10.472109		12.374657		12.438237		11.810626		10.9654875		A_99_P254751		A_99_P254751_1		8.944015		8.598418		6.502317		4.876986		6.311257		6.131094		5.3518996		4.17972		6.5321574		7.3996205		5.7572417		5.637949

		18774		CUST_15027_PI390587928		CUST_15027_PI390587928_2		11.366341		11.580234		12.098481		11.9999075		10.890012		11.078612		10.762497		10.951606		10.379025		10.529902		11.004926		11.863113		A_99_P255461		A_99_P255461_1		8.65031		9.48278		9.256076		10.145106		8.085914		7.853995		7.778342		8.953532		7.9156036		8.380149		7.719258		9.198947

		18774		CUST_15027_PI390587928		CUST_15027_PI390587928_3		11.366341		11.580234		12.098481		11.9999075		10.890012		11.078612		10.762497		10.951606		10.379025		10.529902		11.004926		11.863113		A_99_P255466		A_99_P255466_1		9.362053		10.150606		10.006039		10.876396		8.936328		8.678886		8.588658		9.8287325		8.648621		9.152568		8.440526		9.980922

		2004		CUST_18099_PI390587928		CUST_18099_PI390587928_1		6.3450923		5.5818996		5.459862		5.7520847		5.4197383		5.955728		9.003386		8.260177		5.9751554		6.2286067		8.547732		6.1157937		A_99_P255741		A_99_P255741_1		3.5921686		4.1362453		5.6385846		3.6458628		5.19976		5.2901554		7.8834596		6.997212		6.3641515		4.519383		8.377115		5.4062304

		420		CUST_35731_PI390587928		CUST_35731_PI390587928_1		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		A_99_P256361		A_99_P256361_1		3.6296608		3.2552636		2.8317356		3.7910302		4.743377		5.5741954		5.270931		4.1365275		5.0176516		4.822639		5.2496295		4.1077094

		420		CUST_35731_PI390587928		CUST_35731_PI390587928_2		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		A_99_P256366		A_99_P256366_1		11.542663		11.076535		10.943146		11.626152		12.743149		15.324286		13.794724		13.690949		13.395709		13.403621		13.827016		13.272472

		420		CUST_35731_PI390587928		CUST_35731_PI390587928_3		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		A_99_P256371		A_99_P256371_1		7.6459613		6.4704003		6.7173004		7.4693437		9.056582		11.276214		9.529567		9.440183		10.020484		9.365788		9.76027		9.35459

		1404		CUST_7742_PI390587928		CUST_7742_PI390587928_1		12.579253		12.609597		13.00986		12.759708		12.225825		12.376227		11.893411		12.000207		12.308904		12.181527		11.967807		12.454713		A_99_P256516		A_99_P256516_1		12.046445		12.128554		12.198689		12.409966		11.383831		11.035665		11.07232		11.849426		11.172284		11.244906		11.135609		12.129434

		6539		CUST_40900_PI390587928		CUST_40900_PI390587928_1		9.747209		11.276242		9.988802		9.017753		9.209708		10.098115		7.1407986		6.611738		8.787875		9.303973		7.6327553		7.957388		A_99_P256946		A_99_P256946_1		6.7873254		7.3346725		7.250735		8.619502		6.5303307		6.258543		5.148407		6.8470764		5.8177705		6.193569		5.062525		7.8459573

		6539		CUST_40900_PI390587928		CUST_40900_PI390587928_2		9.747209		11.276242		9.988802		9.017753		9.209708		10.098115		7.1407986		6.611738		8.787875		9.303973		7.6327553		7.957388		A_99_P256956		A_99_P256956_1		7.428682		8.15002		7.887354		9.150451		7.109823		6.715834		4.7011604		7.4514694		6.0694804		6.894671		4.4674983		8.48772

		1704		CUST_10241_PI390587928		CUST_10241_PI390587928_1		6.1854806		6.4346957		6.121733		5.560745		4.6211743		4.406304		3.4500873		2.3837402		4.161005		3.5122833		3.4348843		6.4925113		A_99_P257296		A_99_P257296_1		8.259862		9.01336		8.350726		7.805403		7.5765915		6.8141236		7.4108977		6.9074397		7.2684913		7.65509		6.751558		7.0996537

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_2		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P257721		A_99_P257721_1		8.317421		7.836266		10.921773		10.086167		7.398573		4.728571		7.0254745		8.941812		8.438508		5.0009465		7.2649803		8.882747

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_3		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P257726		A_99_P257726_1		12.510234		11.752948		12.793363		12.584465		11.676361		9.177209		9.136088		11.160202		12.727895		9.486701		9.699241		10.91689

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_4		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P257736		A_99_P257736_1		10.037033		9.239985		11.571297		10.7452345		9.593853		6.29974		7.4776626		9.352848		10.020218		6.68216		7.6759777		9.095019

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_5		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P257741		A_99_P257741_1		15.36441		14.639829		16.12671		15.661247		14.794675		12.062655		12.203452		14.193889		15.886464		12.448583		12.781465		13.72189

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_6		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P257746		A_99_P257746_1		15.198739		14.450904		15.926848		15.46802		14.577479		11.830509		11.950437		13.938076		15.642709		12.180211		12.539075		13.497935

		15962		CUST_6439_PI390587928		CUST_6439_PI390587928_3		6.3073807		5.572624		4.4469643		5.13784		6.4402122		5.653666		6.9031963		10.829414		6.5404515		5.1735816		6.1169696		5.2012014		A_99_P258771		A_99_P258771_1		1.8561497		2.093568		4.0486345		5.2651315		5.5622535		3.890485		6.394104		7.6446195		6.770682		1.7636395		6.746366		7.472216

		23760		CUST_30143_PI390587928		CUST_30143_PI390587928_1		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		A_99_P258776		A_99_P258776_1		6.588885		6.088566		5.751347		3.2359188		6.562313		7.1298447		8.48738		7.1985283		6.977964		7.016596		8.478957		5.447153

		2797		CUST_1869_PI390587928		CUST_1869_PI390587928_2		9.162445		9.982728		8.669585		10.065667		9.301301		9.636758		10.496421		10.774616		9.260399		9.846002		9.821522		10.064969		A_99_P259131		A_99_P259131_1		9.238171		10.063649		9.144149		9.685556		9.576657		10.841441		10.876865		10.255367		10.001152		10.469171		10.953041		9.998173

		15844		CUST_29095_PI390587928		CUST_29095_PI390587928_2		9.593802		10.464901		9.382145		9.5381		9.328021		9.923386		8.164895		8.962899		9.099029		9.463712		8.279927		9.347941		A_99_P259211		A_99_P259211_1		9.820697		9.920271		9.476314		9.471253		9.478995		8.816827		8.130321		9.391421		9.26583		9.3099375		7.9743233		9.564156

		15844		CUST_29095_PI390587928		CUST_29095_PI390587928_3		9.593802		10.464901		9.382145		9.5381		9.328021		9.923386		8.164895		8.962899		9.099029		9.463712		8.279927		9.347941		A_99_P259226		A_99_P259226_1		9.222228		9.282569		8.981653		8.953836		9.090831		8.361716		7.737828		8.855118		8.636576		8.702148		7.335893		8.971051

		45844		CUST_202_PI390587928		CUST_202_PI390587928_2		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		A_99_P259286		A_99_P259286_1		1.9402262		1.8586649		2.4803264		1.8634726		2.9473584		7.6676736		9.662778		6.6032023		5.14834		5.569593		9.734172		6.7764893

		1048		CUST_30702_PI390587928		CUST_30702_PI390587928_1		10.707438		9.912051		9.545566		10.803886		11.801461		10.863918		13.975357		13.739236		12.185303		12.134341		13.518234		12.663292		A_99_P259336		A_99_P259336_1		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105

		1046		CUST_30704_PI390587928		CUST_30704_PI390587928_1		11.647695		11.057159		10.684598		12.153247		12.837369		12.0638685		15.226029		15.055425		13.319736		13.360687		14.682868		14.035443		A_99_P259336		A_99_P259336_2		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105

		1045		CUST_30705_PI390587928		CUST_30705_PI390587928_1		10.710442		10.120682		9.779847		10.788724		11.7605095		10.7145		14.076888		13.847626		12.036633		11.915059		13.469256		12.402978		A_99_P259336		A_99_P259336_3		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105

		1571		CUST_35780_PI390587928		CUST_35780_PI390587928_2		7.405789		7.46156		7.41342		7.938929		7.5691648		7.9277053		9.448689		8.042958		7.963705		8.712846		8.988532		7.87435		A_99_P259471		A_99_P259471_1		6.713276		7.302111		7.3571496		7.441065		8.283605		9.963601		9.290306		6.9965606		8.7789545		8.477187		9.440942		6.9679637

		1571		CUST_35780_PI390587928		CUST_35780_PI390587928_3		7.405789		7.46156		7.41342		7.938929		7.5691648		7.9277053		9.448689		8.042958		7.963705		8.712846		8.988532		7.87435		A_99_P259481		A_99_P259481_1		6.472816		7.093554		7.2327995		7.296496		8.278968		9.964325		9.275664		6.89254		8.612478		8.441563		9.372237		6.679199

		1571		CUST_35780_PI390587928		CUST_35780_PI390587928_4		7.405789		7.46156		7.41342		7.938929		7.5691648		7.9277053		9.448689		8.042958		7.963705		8.712846		8.988532		7.87435		A_99_P259486		A_99_P259486_1		8.880821		9.218488		9.187506		9.149756		10.019474		11.992547		11.231434		9.07777		10.515624		10.534831		11.288097		8.991196

		31706		CUST_11616_PI390587928		CUST_11616_PI390587928_1		6.3296075		6.3690515		5.778918		5.6569366		6.01724		5.9953213		3.8583915		3.8909824		5.3962803		5.5115237		4.4119225		4.669245		A_99_P259839		A_99_P259839_2		6.2267575		6.693741		5.630516		6.218153		5.7620406		5.77601		4.2115784		5.3199444		5.181411		6.166327		4.3178444		5.0533824

		15884		CUST_22942_PI390587928		CUST_22942_PI390587928_1		10.299066		11.101841		10.428435		9.734375		9.928859		10.215623		7.633533		7.186951		9.462026		9.516231		8.807233		9.019395		A_99_P259839		A_99_P259839_1		6.2267575		6.693741		5.630516		6.218153		5.7620406		5.77601		4.2115784		5.3199444		5.181411		6.166327		4.3178444		5.0533824

		15883		CUST_22943_PI390587928		CUST_22943_PI390587928_1		14.224475		14.544155		13.950847		13.452897		13.753095		14.123307		11.719108		11.586548		13.233727		13.586391		12.62486		12.762856		A_99_P259839		A_99_P259839_3		6.2267575		6.693741		5.630516		6.218153		5.7620406		5.77601		4.2115784		5.3199444		5.181411		6.166327		4.3178444		5.0533824

		15884		CUST_22942_PI390587928		CUST_22942_PI390587928_3		10.299066		11.101841		10.428435		9.734375		9.928859		10.215623		7.633533		7.186951		9.462026		9.516231		8.807233		9.019395		A_99_P259841		A_99_P259841_1		7.255834		7.694017		4.9038243		6.4395394		6.299049		5.909838		3.754977		5.373495		5.972866		6.3564363		3.784362		5.5930786

		15816		CUST_29140_PI390587928		CUST_29140_PI390587928_2		8.781927		10.005195		9.656756		8.778961		8.039722		8.9214735		8.125089		7.6464076		7.792646		8.328632		8.555596		8.237011		A_99_P260221		A_99_P260221_1		9.651642		11.322778		11.305824		11.286757		8.962527		9.720853		10.178805		10.194793		8.440604		10.390034		10.029445		10.594027

		15816		CUST_29140_PI390587928		CUST_29140_PI390587928_3		8.781927		10.005195		9.656756		8.778961		8.039722		8.9214735		8.125089		7.6464076		7.792646		8.328632		8.555596		8.237011		A_99_P260246		A_99_P260246_1		10.353328		12.011696		11.927871		11.938888		9.708667		10.467724		10.992055		10.892987		9.171542		11.093526		10.762124		11.290119

		17589		CUST_26931_PI390587928		CUST_26931_PI390587928_2		6.388223		6.5392723		6.517336		5.4780807		5.72464		5.6210976		4.5554867		4.1555295		5.725441		6.009027		5.499657		5.096433		A_99_P260961		A_99_P260961_1		9.325814		8.702778		7.351227		6.6523414		7.78059		6.75737		6.0436244		6.010203		7.7126594		7.86458		6.594744		7.066666

		16386		CUST_32976_PI390587928		CUST_32976_PI390587928_1		4.1562514		4.469889		4.8741975		4.009174		3.6646824		3.6484344		3.3095105		3.0290768		2.692095		3.2489107		3.8809335		2.9345233		A_99_P261111		A_99_P261111_1		4.160419		4.2052884		5.132257		5.6403255		3.914298		4.2128077		2.5904071		4.5538507		3.9132671		4.035353		2.9983165		4.7722764

		18540		CUST_10639_PI390587928		CUST_10639_PI390587928_1		7.9872975		8.670613		7.8060822		8.160794		8.25317		9.265035		10.575906		9.218907		8.736965		9.792434		10.220017		8.378137		A_99_P261471		A_99_P261471_1		13.322827		13.24117		12.518093		11.761661		12.288948		12.108383		11.265198		10.383847		11.960338		12.584432		10.931186		11.473942

		6068		CUST_37358_PI390587928		CUST_37358_PI390587928_1		9.11396		9.449101		7.7664027		8.592515		9.480865		9.761134		11.9505005		11.198901		9.37985		9.777023		11.579063		10.038022		A_99_P261796		A_99_P261796_1		6.76671		7.341831		6.833163		7.053887		7.7778397		8.893932		8.792716		7.9113526		8.988404		7.8561974		9.302811		7.3798733

		6068		CUST_37358_PI390587928		CUST_37358_PI390587928_2		9.11396		9.449101		7.7664027		8.592515		9.480865		9.761134		11.9505005		11.198901		9.37985		9.777023		11.579063		10.038022		A_99_P261801		A_99_P261801_1		6.169027		6.8651757		5.6892734		5.7874503		7.3057823		8.761308		8.123407		6.83106		8.682591		7.8756623		8.707578		6.1053796

		8206		CUST_27927_PI390587928		CUST_27927_PI390587928_1		2.1846645		1.759398		1.5158848		1.9719611		1.6623015		1.3368845		4.645031		6.9577937		2.5079017		2.1386814		3.481161		1.4308189		A_99_P262051		A_99_P262051_1		3.1699874		2.5118		5.619688		5.0789237		5.374592		5.6072598		9.110081		8.396412		6.8615246		5.1091795		8.856747		7.160933

		2083		CUST_20169_PI390587928		CUST_20169_PI390587928_1		7.6807504		7.447457		7.1189976		7.3558655		7.693163		7.756677		8.788502		7.5079255		7.9824014		8.302093		8.462773		7.0037923		A_99_P262176		A_99_P262176_1		10.433318		10.533158		10.001317		10.17483		10.953258		11.708939		11.61173		10.2029505		10.851726		11.517703		11.542839		9.878586

		2083		CUST_20169_PI390587928		CUST_20169_PI390587928_2		7.6807504		7.447457		7.1189976		7.3558655		7.693163		7.756677		8.788502		7.5079255		7.9824014		8.302093		8.462773		7.0037923		A_99_P262186		A_99_P262186_1		10.269989		10.3874235		10.034065		10.292722		10.760383		11.705594		11.6499605		10.250672		10.863936		11.534646		11.696036		10.007022

		16716		CUST_13764_PI390587928		CUST_13764_PI390587928_1		13.469476		13.082565		13.1345215		13.088815		14.141399		13.97285		15.726658		13.94432		14.547302		14.923561		15.311158		13.612529		A_99_P263521		A_99_P263521_1		11.445892		10.572417		11.361092		10.51396		12.260459		13.1538925		12.683694		11.992821		13.428767		11.746387		13.1777		11.680408

		3035		CUST_33581_PI390587928		CUST_33581_PI390587928_3		7.642978		7.2179055		8.229084		7.930781		6.8825226		6.2434983		6.762423		6.6984153		6.9295526		5.557318		6.76817		7.2368627		A_99_P264081		A_99_P264081_1		10.742592		11.046948		12.937909		12.205546		10.470622		10.17606		11.869346		11.570327		10.571992		10.527411		12.185433		11.861401

		14751		CUST_37214_PI390587928		CUST_37214_PI390587928_1		14.876803		14.792187		14.438958		14.0336685		14.406507		14.341991		12.921338		13.440449		14.268082		14.039525		13.198937		13.749107		A_99_P264346		A_99_P264346_1		11.657399		12.106006		11.239624		11.120468		10.835561		10.713851		9.076983		10.66952		11.2833395		10.919673		9.786535		10.533872

		3554		CUST_34319_PI390587928		CUST_34319_PI390587928_3		4.5571756		3.6587372		1.5455812		2.4353144		4.7207847		4.572762		5.8700023		5.3089356		4.951678		5.2100677		5.0305386		3.3356838		A_99_P264616		A_99_P264616_1		9.235402		9.564278		10.859508		10.257236		10.292113		10.567978		12.582665		10.60547		11.04054		10.332276		12.690536		10.990125

		47561		CUST_40977_PI390587928		CUST_40977_PI390587928_2		8.724625		8.685032		7.835212		8.837884		9.313284		9.133979		10.175744		9.103814		9.661519		9.69506		9.837478		9.014117		A_99_P265096		A_99_P265096_1		10.8586		10.898521		10.788995		10.526031		11.42027		11.976124		11.789908		10.813586		11.544169		11.278937		11.9314165		10.688039

		2193		CUST_37579_PI390587928		CUST_37579_PI390587928_1		11.003636		11.502118		10.846276		11.51257		11.308716		11.409026		12.011691		11.570729		11.532815		11.618337		11.6560545		11.505015		A_99_P265106		A_99_P265106_1		9.926014		10.213691		9.890319		10.308595		10.349855		11.079043		11.077354		10.404633		11.069354		10.741992		11.313949		10.482487

		13748		CUST_5196_PI390587928		CUST_5196_PI390587928_2		10.013339		10.2712145		9.414004		9.213355		10.773946		10.476632		11.441098		10.481661		10.762333		10.782517		11.023647		9.148284		A_99_P265961		A_99_P265961_1		6.642306		6.444645		6.331629		5.81921		6.958773		6.9472747		7.7908044		6.2737412		7.342819		6.7926216		7.7431245		6.1273456

		18476		CUST_34047_PI390587928		CUST_34047_PI390587928_1		13.368909		13.438553		13.582172		14.104054		12.994298		12.949454		12.8851385		13.091025		12.683338		12.675694		13.02366		13.636601		A_99_P266486		A_99_P266486_1		10.382726		10.047565		10.664471		11.490911		10.337784		9.20749		10.437795		11.2035475		9.505034		9.607468		9.548488		11.486445

		11822		CUST_27372_PI390587928		CUST_27372_PI390587928_1		3.7973788		4.6942124		4.137901		5.0086093		4.9080777		5.8315988		9.690392		8.380975		4.7883706		7.4575515		9.285123		8.3546295		A_99_P266781		A_99_P266781_1		1.65828		1.6342378		2.21934		1.7490954		2.299323		4.332483		6.2271295		5.489268		2.5612924		3.9896104		7.6410904		6.3374233

		28560		CUST_31989_PI390587928		CUST_31989_PI390587928_1		3.4162111		3.1185522		4.602543		3.8561804		2.6994247		3.0933216		3.933308		3.9136617		2.616007		2.231654		2.698527		3.3415692		A_99_P267001		A_99_P267001_3		10.369605		9.976445		10.664899		10.483878		10.22042		9.210654		9.425256		9.88765		9.882821		9.426303		9.547345		9.869361

		14674		CUST_7277_PI390587928		CUST_7277_PI390587928_1		7.9518647		8.137181		10.32936		9.4777155		7.712471		7.9439864		9.175597		8.462551		7.8944354		8.225307		9.182768		9.142499		A_99_P267036		A_99_P267036_1		6.089872		6.246277		9.979087		9.124608		6.5748196		6.073257		8.533627		8.613834		6.5786185		5.1389127		8.632629		8.518811

		16979		CUST_23752_PI390587928		CUST_23752_PI390587928_2		7.017649		7.011885		6.355662		6.1925488		7.9063544		7.622837		8.176651		7.3541355		7.6007404		7.5745254		8.198964		6.597427		A_99_P267456		A_99_P267456_1		10.451013		10.0049715		9.80539		9.756324		11.19986		11.457677		11.739644		10.142208		11.831243		11.120781		11.884608		9.937381

		9588		CUST_10977_PI390587928		CUST_10977_PI390587928_2		2.942239		2.811118		2.659867		3.514685		5.2338157		4.869454		7.7044315		7.670943		4.7462277		5.8308196		7.925934		7.1112027		A_99_P267636		A_99_P267636_1		9.407766		9.023696		7.6009164		8.588641		9.965777		10.290089		9.113274		9.859062		11.220019		9.382382		9.965413		9.448055

		19702		CUST_30698_PI390587928		CUST_30698_PI390587928_1		6.996923		6.4699006		7.321583		6.3392158		6.8840823		6.2251983		7.9109883		7.896658		7.128445		6.648163		7.5623794		6.1709366		A_99_P268046		A_99_P268046_1		1.7308431		1.6594137		1.7234384		1.6938366		2.0911455		1.8852447		4.96294		3.9965267		1.7133726		1.7750674		5.0986834		2.6249065

		1307		CUST_36918_PI390587928		CUST_36918_PI390587928_2		14.5169115		14.587281		14.5649605		13.986012		14.354037		14.239335		13.418739		13.658253		14.28976		13.982076		13.647152		13.941112		A_99_P268111		A_99_P268111_1		10.647319		10.965215		10.630275		10.36096		10.098644		10.056021		9.128306		9.955338		10.316828		10.1255045		9.320526		9.975025

		1307		CUST_36918_PI390587928		CUST_36918_PI390587928_3		14.5169115		14.587281		14.5649605		13.986012		14.354037		14.239335		13.418739		13.658253		14.28976		13.982076		13.647152		13.941112		A_99_P268121		A_99_P268121_1		10.02116		10.284062		10.015163		9.700282		9.527972		9.45132		8.364101		9.100207		9.654097		9.640391		8.763265		9.255308

		16514		CUST_19590_PI390587928		CUST_19590_PI390587928_1		9.322635		10.366292		11.569781		10.696019		9.373267		9.660836		11.264781		9.564544		9.620095		9.565202		10.789429		10.319361		A_99_P268211		A_99_P268211_1		12.70272		13.468712		14.725038		14.07711		12.816907		12.528824		13.671327		13.877052		12.278697		12.910403		14.100175		13.830934

		467		CUST_7864_PI390587928		CUST_7864_PI390587928_1		8.832458		8.006818		8.75962		8.291977		8.912034		8.12315		10.946958		10.543712		9.064358		8.117741		10.28194		8.09084		A_99_P268711		A_99_P268711_1		3.824661		3.1041174		7.176973		3.5011737		4.9296317		4.8427153		9.235377		7.9871774		6.5151706		4.9494076		8.956132		7.009496

		16300		CUST_7881_PI390587928		CUST_7881_PI390587928_1		11.036952		11.088956		11.388848		11.94355		10.525374		10.741406		10.227801		10.912786		10.222694		10.406797		10.354045		11.455559		A_99_P269156		A_99_P269156_1		11.890414		11.968922		11.634201		12.890927		11.351466		11.080978		10.426497		11.889168		11.1408205		10.950572		10.599801		12.027038

		12558		CUST_6910_PI390587928		CUST_6910_PI390587928_1		12.769107		12.622014		12.522433		11.560936		12.121345		11.97495		10.565669		9.965092		11.681676		11.590997		11.27602		11.100323		A_99_P270461		A_99_P270461_1		8.280726		8.058118		8.465607		8.893052		7.5894876		6.160951		6.5014825		7.5397696		7.596166		6.487098		5.9322166		7.8674545

		17124		CUST_41406_PI390587928		CUST_41406_PI390587928_1		6.348186		6.233167		8.893949		8.348244		5.5467534		4.6069217		7.390219		7.3676705		3.8683357		4.9951634		7.3238907		9.005184		A_99_P270531		A_99_P270531_1		9.098008		9.810053		12.6636		11.4494095		7.850038		8.3556795		12.33034		10.339714		7.557672		8.980049		11.577488		11.247448

		17124		CUST_41406_PI390587928		CUST_41406_PI390587928_3		6.348186		6.233167		8.893949		8.348244		5.5467534		4.6069217		7.390219		7.3676705		3.8683357		4.9951634		7.3238907		9.005184		A_99_P270536		A_99_P270536_1		9.128638		9.515645		12.36992		11.516067		7.507282		8.072608		11.789905		10.095875		7.4484267		8.693526		11.160342		11.188207

		21268		CUST_27248_PI390587928		CUST_27248_PI390587928_1		7.830397		7.7515874		6.219818		5.9075265		7.3313355		6.8609543		4.10391		3.6012905		7.1368365		6.533878		4.1717277		4.7897468		A_99_P271096		A_99_P271096_1		5.6665654		5.3436527		4.180551		4.57857		5.073837		3.2578926		2.2062144		3.3417337		3.2008908		4.124808		2.391019		4.765602

		28721		CUST_31917_PI390587928		CUST_31917_PI390587928_1		4.813226		5.9043713		5.171804		4.279759		4.0159883		5.3486133		3.6096222		4.161705		3.8698256		5.1602874		3.090643		3.7383034		A_99_P271131		A_99_P271131_2		6.135916		7.6046486		6.471254		6.556999		5.099599		6.233701		5.3011684		5.381189		5.135878		6.5721455		5.3279243		6.394606

		2375		CUST_41473_PI390587928		CUST_41473_PI390587928_2		9.766991		8.910675		8.384042		9.064766		12.489745		10.871419		12.141704		12.731944		11.471177		11.03695		12.784854		11.1998		A_99_P271256		A_99_P271256_1		9.134164		9.599105		8.225781		9.807675		10.307575		11.246177		12.198058		10.580446		10.578097		11.097623		11.801094		10.792983

		2375		CUST_41473_PI390587928		CUST_41473_PI390587928_3		9.766991		8.910675		8.384042		9.064766		12.489745		10.871419		12.141704		12.731944		11.471177		11.03695		12.784854		11.1998		A_99_P271266		A_99_P271266_1		9.022144		9.582261		8.1206		9.752002		10.243648		11.187386		12.091362		10.491643		10.485955		10.999802		11.734899		10.66211

		2214		CUST_37193_PI390587928		CUST_37193_PI390587928_1		10.874143		11.004527		10.793255		10.733949		10.616411		10.610359		9.708037		10.120563		10.53139		10.352088		9.989245		10.62671		A_99_P271311		A_99_P271311_1		9.179751		9.28816		8.987072		9.554999		8.44821		7.8087296		6.913278		8.560897		8.386845		8.071653		6.6566277		8.710862

		7104		CUST_19216_PI390587928		CUST_19216_PI390587928_1		6.5097146		6.331568		5.515446		5.9360547		6.6885495		7.0969396		7.4188995		6.2393823		7.120853		7.605696		7.13192		5.880976		A_99_P271616		A_99_P271616_1		8.137135		7.9123282		7.584818		7.2607074		9.229153		10.035718		8.550666		7.863882		9.844375		8.623935		8.875041		7.3759446

		2198		CUST_32803_PI390587928		CUST_32803_PI390587928_1		11.390765		12.607352		14.811875		13.230061		10.96455		12.307613		13.448382		11.648995		10.676605		12.380078		13.726059		13.109448		A_99_P271911		A_99_P271911_1		9.433732		11.1363		13.410168		12.665867		7.534655		7.634651		10.241226		11.612903		8.321924		8.055671		10.928345		11.546674

		2197		CUST_32804_PI390587928		CUST_32804_PI390587928_1		4.335251		5.7875233		8.7108		6.934643		3.8679783		5.142347		6.8858724		3.640131		2.8276958		4.7153645		7.1289964		6.988157		A_99_P271911		A_99_P271911_2		9.433732		11.1363		13.410168		12.665867		7.534655		7.634651		10.241226		11.612903		8.321924		8.055671		10.928345		11.546674

		1751		CUST_4684_PI390587928		CUST_4684_PI390587928_1		4.801188		4.2300415		5.1481833		4.8906646		4.0536194		3.1229036		4.017595		4.6083055		3.9263132		3.30694		4.830422		4.956007		A_99_P272876		A_99_P272876_1		7.788742		7.816751		8.150027		8.197174		7.4107895		6.4891534		7.013298		7.187296		7.354429		6.825993		6.9180408		7.656021

		1751		CUST_4684_PI390587928		CUST_4684_PI390587928_2		4.801188		4.2300415		5.1481833		4.8906646		4.0536194		3.1229036		4.017595		4.6083055		3.9263132		3.30694		4.830422		4.956007		A_99_P272881		A_99_P272881_1		10.836636		10.191681		10.815471		10.928886		10.385714		9.2007885		9.856835		10.308205		10.424628		9.586788		9.748805		10.5989275

		23299		CUST_12869_PI390587928		CUST_12869_PI390587928_3		8.442361		8.837684		9.392338		8.759416		8.090045		8.34184		8.092671		8.256467		7.7800374		8.091178		8.236218		8.413923		A_99_P272941		A_99_P272941_1		7.4713025		7.554626		6.970347		7.0199947		6.4863915		6.3262267		6.2825375		5.992775		6.294145		6.6473756		5.9321194		6.7688026

		16744		CUST_31924_PI390587928		CUST_31924_PI390587928_1		13.056839		13.888806		15.241321		15.39177		12.416276		13.230022		13.75481		13.820443		12.056198		12.100075		13.865336		15.014293		A_99_P272976		A_99_P272976_1		2.5350997		4.9833603		6.3958473		4.8792863		2.4386184		3.6360514		4.822581		4.870644		2.9423625		7.804731		6.576692		5.294026

		41647		CUST_31310_PI390587928		CUST_31310_PI390587928_1		9.782491		9.756958		9.910876		9.465064		10.480866		10.776912		11.763709		10.040932		10.875806		11.160278		11.447352		9.718803		A_99_P273036		A_99_P273036_2		10.332675		10.812516		10.211208		10.126641		10.967456		12.031651		12.522598		10.9320345		11.4090395		11.813573		12.914456		10.826442

		2255		CUST_37152_PI390587928		CUST_37152_PI390587928_1		7.311684		7.284052		7.1490855		6.6256833		7.774517		7.9919257		8.82724		6.526324		8.265123		8.2203		8.86041		6.7385406		A_99_P273036		A_99_P273036_1		10.332675		10.812516		10.211208		10.126641		10.967456		12.031651		12.522598		10.9320345		11.4090395		11.813573		12.914456		10.826442

		3807		CUST_17112_PI390587928		CUST_17112_PI390587928_2		11.229154		11.320621		11.350543		10.840587		11.225596		10.940253		9.881006		9.609562		11.202649		10.83343		9.925304		10.417285		A_99_P273431		A_99_P273431_1		11.301904		11.340114		11.229541		10.954679		11.160237		10.493396		9.725638		10.398726		10.828697		10.592189		9.271663		10.540557

		15769		CUST_10401_PI390587928		CUST_10401_PI390587928_1		3.822235		4.732576		3.4969332		4.375897		3.3114052		4.086939		6.6186256		5.920175		3.3229446		3.3070762		6.13602		5.1374574		A_99_P273751		A_99_P273751_1		8.714884		9.497678		9.552382		8.914978		9.155239		9.408302		10.891347		10.485496		9.911198		9.992513		11.170423		9.780355

		49405		CUST_38667_PI390587928		CUST_38667_PI390587928_1		9.1069		9.854497		8.68402		8.904412		8.751515		9.318706		11.500491		10.98101		8.479066		8.943602		11.230315		10.294009		A_99_P273751		A_99_P273751_2		8.714884		9.497678		9.552382		8.914978		9.155239		9.408302		10.891347		10.485496		9.911198		9.992513		11.170423		9.780355

		4467		CUST_40255_PI390587928		CUST_40255_PI390587928_1		7.105902		6.597815		6.582315		7.141336		7.12942		7.204722		8.041831		7.1994033		7.525982		8.263286		8.155168		7.3269677		A_99_P274176		A_99_P274176_1		8.054997		7.7136154		7.403609		7.7090726		8.505736		9.184325		8.384688		7.96226		9.147687		8.702977		8.774277		8.021859

		17900		CUST_24249_PI390587928		CUST_24249_PI390587928_1		8.170341		7.6565323		8.0796		8.959743		8.102511		8.540643		9.595637		9.247178		8.34126		8.8022995		9.357826		9.130839		A_99_P274251		A_99_P274251_1		10.825474		10.21124		10.055158		10.920825		11.515915		12.042481		11.128911		11.170293		11.804303		11.18706		11.639272		11.215633

		20539		CUST_22264_PI390587928		CUST_22264_PI390587928_2		4.6610894		5.4374003		2.770915		2.9815018		4.184695		5.2361245		5.2635226		4.7649956		4.48434		5.9380555		5.8747296		4.6495986		A_99_P274591		A_99_P274591_1		4.9650416		5.3403397		4.574907		4.834946		5.2960067		5.6403713		5.5801415		5.0497284		4.9015617		5.8301864		5.242662		5.15809

		18234		CUST_22229_PI390587928		CUST_22229_PI390587928_2		9.392339		9.974335		8.9936075		10.797702		9.587436		9.690715		10.700309		10.941841		9.658561		9.960713		10.426429		10.988937		A_99_P274641		A_99_P274641_1		4.80539		5.248652		5.0119987		5.8365707		5.089173		5.9638634		6.586151		5.9846454		5.3790855		5.832564		6.5014443		6.1132355

		482		CUST_2920_PI390587928		CUST_2920_PI390587928_3		8.024563		8.714043		7.521566		7.4708786		9.167184		9.155438		10.482267		9.434991		9.875075		9.881105		9.861096		6.5246425		A_99_P274671		A_99_P274671_1		3.5991		1.5676249		3.7888978		2.3009567		3.7905777		3.8579175		7.8029075		6.553892		5.327818		4.689333		7.9453635		6.5510364

		16362		CUST_13520_PI390587928		CUST_13520_PI390587928_1		11.96968		11.742917		11.723965		12.198242		12.526311		12.82624		13.601952		12.597943		12.702168		13.30595		13.426239		12.586182		A_99_P274736		A_99_P274736_1		6.682585		6.5216584		6.371117		6.721522		7.9366684		9.341031		8.085636		7.0141673		9.177968		7.634415		8.655137		6.992983

		16362		CUST_13520_PI390587928		CUST_13520_PI390587928_2		11.96968		11.742917		11.723965		12.198242		12.526311		12.82624		13.601952		12.597943		12.702168		13.30595		13.426239		12.586182		A_99_P274741		A_99_P274741_1		11.294327		10.836551		10.946235		11.161555		12.271153		13.216682		12.179417		11.579213		13.088857		12.006244		12.750201		11.518337

		4840		CUST_32497_PI390587928		CUST_32497_PI390587928_1		11.377696		11.105418		10.656339		11.112962		11.766921		11.983319		12.24233		11.714801		11.963038		12.318233		12.150307		11.3813095		A_99_P274866		A_99_P274866_1		14.5735855		13.734477		13.572941		14.984311		14.095512		12.636791		12.290179		13.876434		13.7009115		12.809314		11.73157		14.393074

		7684		CUST_11062_PI390587928		CUST_11062_PI390587928_1		5.706202		5.9696364		4.807112		6.8612456		5.551269		6.9294763		9.081761		9.691216		5.677936		6.6892166		9.019195		8.535023		A_99_P274951		A_99_P274951_1		11.443359		10.99821		10.44493		10.351045		12.709762		12.63716		14.146426		12.312945		12.808423		12.829381		13.965546		11.777432

		17613		CUST_31672_PI390587928		CUST_31672_PI390587928_1		9.631639		9.659621		9.494378		9.954322		9.899444		10.126824		11.394829		10.104807		10.152473		10.830714		10.977702		9.904979		A_99_P275601		A_99_P275601_1		10.898987		11.021623		10.950385		11.220923		12.077744		13.545201		12.742803		11.14952		12.575001		12.510239		12.951556		11.186843

		1802		CUST_21608_PI390587928		CUST_21608_PI390587928_1		10.495303		10.618798		9.794651		10.54046		10.942588		11.773545		13.024536		11.14651		11.2986555		12.352599		12.760868		10.396317		A_99_P275696		A_99_P275696_1		8.132932		8.444203		8.365495		8.879729		10.055306		11.859069		10.837255		8.294738		11.003964		10.247537		11.151591		8.432002

		3352		CUST_18270_PI390587928		CUST_18270_PI390587928_3		10.470887		10.524741		10.367597		11.067861		10.692866		10.790715		11.842351		11.244096		10.888818		11.063186		11.493435		11.246188		A_99_P276636		A_99_P276636_1		9.6228895		9.520425		9.807326		9.790841		10.284023		10.76414		10.773224		10.113536		10.643171		10.17468		10.970674		10.073513

		5428		CUST_21484_PI390587928		CUST_21484_PI390587928_2		9.22091		9.318934		10.506532		9.849933		8.899061		9.238392		8.811088		8.616248		8.67805		8.903245		9.277684		9.409266		A_99_P276966		A_99_P276966_1		7.9590497		8.08939		8.715381		8.857354		7.392287		6.8125176		7.3383307		8.2071085		7.46641		7.205032		7.2157865		8.081714

		14592		CUST_13142_PI390587928		CUST_13142_PI390587928_1		11.292378		10.962425		11.420155		10.950531		11.268967		10.524312		10.246286		9.935016		11.460313		10.535907		10.477167		10.722562		A_99_P277326		A_99_P277326_1		10.105071		10.662417		10.927545		10.535111		9.859567		9.034144		9.6242895		9.556586		9.220296		9.7109785		9.241942		10.089099

		14592		CUST_13142_PI390587928		CUST_13142_PI390587928_2		11.292378		10.962425		11.420155		10.950531		11.268967		10.524312		10.246286		9.935016		11.460313		10.535907		10.477167		10.722562		A_99_P277346		A_99_P277346_1		8.730236		9.273685		9.547182		9.143698		8.554615		7.7099113		8.517222		8.213101		7.9167237		8.444936		7.938109		8.824803

		18470		CUST_34056_PI390587928		CUST_34056_PI390587928_2		3.1413155		4.3303604		4.2904434		4.36888		2.8003685		4.5405993		5.1618323		5.9137235		2.904667		4.174807		4.4549594		4.957863		A_99_P277431		A_99_P277431_1		1.8143969		1.8696777		2.6990767		1.7124001		1.8034425		3.1685522		4.394076		3.7549827		2.4346464		3.6469104		4.827324		3.7859461

		16860		CUST_41254_PI390587928		CUST_41254_PI390587928_1		8.602675		8.751796		8.394183		7.284006		8.040282		7.6715355		6.386357		5.940452		8.359414		8.422608		7.594785		6.957106		A_99_P278066		A_99_P278066_2		9.737765		9.377028		8.000734		7.7187743		8.1486635		7.674524		7.302009		7.232034		8.10908		8.562463		7.4512258		8.252093

		17982		CUST_29040_PI390587928		CUST_29040_PI390587928_2		9.443346		9.931915		9.386336		7.756862		8.7707205		8.887612		7.3151813		7.069613		9.490981		9.250667		8.576817		7.4625607		A_99_P278096		A_99_P278096_1		11.088784		10.235524		8.722512		8.954205		8.92608		8.485715		8.197522		8.363986		9.227586		9.5625725		8.474318		9.259647

		49008		CUST_27982_PI390587928		CUST_27982_PI390587928_1		9.696967		9.594977		10.888233		10.540048		9.647908		9.364657		9.07817		9.144525		8.906441		9.039165		9.744716		10.512459		A_99_P278241		A_99_P278241_2		10.3160515		9.960186		11.519113		10.872162		9.429648		8.7469225		10.3374815		10.042924		9.435898		9.131821		10.357515		10.710309

		5380		CUST_16599_PI390587928		CUST_16599_PI390587928_2		9.953778		9.933734		10.547637		10.356155		11.329586		11.7537565		12.452656		12.226268		11.5748825		12.951176		12.002434		11.379712		A_99_P278246		A_99_P278246_1		8.869334		9.346744		9.537716		10.003219		10.506396		11.937495		10.996972		9.788185		11.5177765		10.345172		11.174564		10.06741

		16940		CUST_30054_PI390587928		CUST_30054_PI390587928_1		8.850573		9.071033		8.933789		9.442489		9.127906		9.193345		9.990125		9.507831		9.235679		9.538413		9.876996		9.598113		A_99_P278621		A_99_P278621_1		8.293223		8.62825		8.607998		8.577281		9.1505		10.069853		9.9241085		9.017247		9.366145		9.1324215		10.110327		8.788536

		16939		CUST_30060_PI390587928		CUST_30060_PI390587928_1		10.305016		10.718318		10.466304		11.147565		10.743459		10.77016		11.670624		11.155731		10.843572		11.060599		11.501965		11.2697525		A_99_P278621		A_99_P278621_2		8.293223		8.62825		8.607998		8.577281		9.1505		10.069853		9.9241085		9.017247		9.366145		9.1324215		10.110327		8.788536

		17577		CUST_32553_PI390587928		CUST_32553_PI390587928_1		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		A_99_P278701		A_99_P278701_1		9.228892		8.571664		10.292672		10.333112		12.490356		13.811024		13.526619		12.382453		14.431011		12.407845		14.190301		12.535876

		17577		CUST_32553_PI390587928		CUST_32553_PI390587928_2		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		A_99_P278716		A_99_P278716_1		6.3959317		5.6549897		7.487806		7.7184925		9.937008		11.170967		10.908278		9.739526		11.689534		9.721785		11.272212		9.88962

		19506		CUST_12833_PI390587928		CUST_12833_PI390587928_2		7.035066		6.475864		6.662886		7.414189		5.805832		5.7641044		4.56238		6.8072515		5.70983		6.045489		5.0611286		8.537491		A_99_P278751		A_99_P278751_1		11.759792		12.475764		12.597222		12.638339		12.1015625		11.927146		12.012229		12.85392		10.883021		11.611783		10.915504		12.8007555

		5248		CUST_3702_PI390587928		CUST_3702_PI390587928_1		11.305842		11.893857		12.9690275		12.782268		10.846352		11.530784		11.182484		11.556095		10.319327		10.912613		11.793262		12.768418		A_99_P279651		A_99_P279651_1		10.07433		10.873363		11.773819		12.140369		9.471234		9.310503		10.5703535		11.507893		9.177284		10.147602		10.29128		11.91478

		3546		CUST_34327_PI390587928		CUST_34327_PI390587928_1		12.571794		12.620154		11.015923		11.090302		12.692876		13.025338		12.764735		12.299539		12.642891		12.969668		12.88966		11.473147		A_99_P280466		A_99_P280466_1		8.308808		8.456992		8.136505		8.639127		8.259347		8.916823		10.038639		9.193491		8.899657		8.8532715		10.107481		8.945376

		17973		CUST_29059_PI390587928		CUST_29059_PI390587928_2		9.810259		10.426813		9.479669		10.350638		10.10455		10.692933		11.269046		11.364598		10.146552		10.916606		11.312831		11.161878		A_99_P280821		A_99_P280821_1		10.235536		10.532358		9.917026		10.523949		10.623357		11.3335		11.100471		10.57942		10.518556		10.908246		10.8877		10.715915

		13713		CUST_14000_PI390587928		CUST_14000_PI390587928_1		9.827973		10.507735		9.100558		8.518052		9.551324		9.699446		9.359428		10.05956		9.77114		9.505179		9.2219925		8.273816		A_99_P280911		A_99_P280911_1		9.010135		9.725216		7.1237564		8.75001		8.51294		8.475094		8.163501		8.637909		8.645952		9.375381		8.929862		8.676041

		20632		CUST_16228_PI390587928		CUST_16228_PI390587928_2		6.262461		6.6869164		6.0272603		3.2235107		6.1373863		6.4507775		3.104309		2.93371		5.824407		6.1277223		4.5578175		2.2325413		A_99_P281151		A_99_P281151_1		6.021604		5.256964		4.5945015		2.9352462		4.67379		3.7185786		3.217972		2.8536494		4.5801826		4.9333243		3.6563966		3.1080596

		49713		CUST_15759_PI390587928		CUST_15759_PI390587928_1		7.6549916		7.74366		7.6311984		7.378677		8.162118		8.1023		9.213947		8.650813		8.096133		7.8689995		8.922031		7.6547394		A_99_P281206		A_99_P281206_2		9.323311		9.459531		9.289804		9.47599		9.675039		9.968005		10.497094		9.643306		10.192909		9.737756		10.668729		9.496452

		16545		CUST_19782_PI390587928		CUST_19782_PI390587928_1		4.7318287		4.4866123		4.308074		4.11252		4.8741775		4.6890864		7.1223373		5.6949754		4.8790803		4.0485864		6.747748		4.588049		A_99_P281206		A_99_P281206_1		9.323311		9.459531		9.289804		9.47599		9.675039		9.968005		10.497094		9.643306		10.192909		9.737756		10.668729		9.496452

		236		CUST_7609_PI390587928		CUST_7609_PI390587928_2		12.970382		13.134053		12.835495		11.87827		12.210262		12.510167		11.068688		10.726639		11.505029		11.840619		11.774621		11.577339		A_99_P281516		A_99_P281516_1		7.0944023		6.931896		6.9630885		7.8671575		6.068544		4.9198055		5.410881		5.930653		5.627027		5.517545		5.0680566		6.4007344

		236		CUST_7609_PI390587928		CUST_7609_PI390587928_3		12.970382		13.134053		12.835495		11.87827		12.210262		12.510167		11.068688		10.726639		11.505029		11.840619		11.774621		11.577339		A_99_P281521		A_99_P281521_1		9.898076		9.930103		9.926234		10.787422		8.708334		7.73749		8.747068		9.198837		8.350234		8.412685		8.234615		9.426806

		16102		CUST_16530_PI390587928		CUST_16530_PI390587928_1		15.268275		15.238773		15.242153		16.088266		14.913521		15.370697		13.345886		15.471497		14.306229		14.553046		14.090312		15.913574		A_99_P281526		A_99_P281526_1		7.713913		7.4053726		8.846546		9.467444		6.8793716		5.597229		7.5748096		9.689111		6.732102		6.158884		7.17071		8.858077

		3107		CUST_5347_PI390587928		CUST_5347_PI390587928_1		5.6516013		6.173122		5.9997253		6.721145		5.714588		4.8340945		4.1065307		5.7370257		4.288282		4.4388404		3.5653477		3.9352398		A_99_P282976		A_99_P282976_1		6.2881756		6.6819377		6.339311		5.535515		4.709692		6.2345634		2.55906		4.6848054		5.7176414		4.812262		3.3572445		4.569318

		3503		CUST_17313_PI390587928		CUST_17313_PI390587928_1		11.8524885		11.286185		10.245289		10.798687		12.673018		12.721053		12.289931		12.044655		12.957316		13.290298		11.831162		10.29269		A_99_P283116		A_99_P283116_2		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734

		3502		CUST_17314_PI390587928		CUST_17314_PI390587928_1		13.989372		13.289424		12.510273		12.913169		14.545581		14.726249		14.456516		14.17851		14.831918		15.270289		13.974998		12.412338		A_99_P283116		A_99_P283116_1		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734

		8789		CUST_14554_PI390587928		CUST_14554_PI390587928_2		5.1256914		5.68265		5.0399184		4.338179		4.240953		5.1643467		3.9022458		2.79122		4.453817		5.1986585		4.4718103		3.6580744		A_99_P283931		A_99_P283931_1		7.4985905		9.0078745		6.805961		6.9878716		6.662594		7.632738		7.373587		6.6880016		6.095552		8.141692		7.2715316		7.0488343

		8789		CUST_14554_PI390587928		CUST_14554_PI390587928_3		5.1256914		5.68265		5.0399184		4.338179		4.240953		5.1643467		3.9022458		2.79122		4.453817		5.1986585		4.4718103		3.6580744		A_99_P283936		A_99_P283936_1		5.2576246		6.6908975		4.7208343		4.506308		4.119097		5.3744354		5.286885		4.248716		3.9894612		5.994059		5.234509		4.6569295

		6646		CUST_29974_PI390587928		CUST_29974_PI390587928_1		10.064569		10.178773		9.393472		10.366342		8.49662		9.194955		6.482734		8.5750885		7.8166175		8.326636		7.05525		9.973495		A_99_P284031		A_99_P284031_1		5.741982		6.6244903		7.326183		8.253943		4.6222587		4.9157166		4.8478713		7.9111657		5.510547		5.8992114		5.7534585		8.149943

		14158		CUST_38247_PI390587928		CUST_38247_PI390587928_1		12.236005		11.412827		11.506695		11.404903		14.458739		13.822651		16.0915		13.691059		15.31379		15.430997		15.501069		11.69291		A_99_P284181		A_99_P284181_1		7.348865		6.49756		8.627213		7.0129914		11.407325		12.822719		13.539814		11.695529		13.423802		11.219677		13.992469		9.72718

		2309		CUST_7256_PI390587928		CUST_7256_PI390587928_1		9.028461		8.524082		9.415778		8.99145		8.776631		8.346673		8.400258		8.084324		8.867373		8.361094		8.626463		9.108823		A_99_P284276		A_99_P284276_1		8.543014		8.288157		7.964121		7.829843		8.08205		7.1253657		7.0256443		7.4349937		7.9796157		7.677677		7.13215		7.418101

		2723		CUST_27309_PI390587928		CUST_27309_PI390587928_1		10.344684		11.095929		11.611865		11.181938		10.154892		10.7928505		9.608297		9.843208		9.932243		10.170306		10.322178		10.765052		A_99_P284466		A_99_P284466_1		9.7538185		11.044273		11.289418		11.539218		9.24076		9.273071		9.430608		10.690647		8.653484		9.986764		9.199699		10.909603

		6761		CUST_27427_PI390587928		CUST_27427_PI390587928_1		10.460474		9.347991		7.710974		8.484236		11.250094		9.975817		11.4178915		11.390723		11.083709		10.426927		10.999326		9.436822		A_99_P284621		A_99_P284621_1		4.4757814		3.6764348		3.0731618		3.4231846		4.7099643		4.6289654		4.99255		4.7444286		5.70843		4.732116		5.556366		4.9436345

		6761		CUST_27427_PI390587928		CUST_27427_PI390587928_2		10.460474		9.347991		7.710974		8.484236		11.250094		9.975817		11.4178915		11.390723		11.083709		10.426927		10.999326		9.436822		A_99_P284631		A_99_P284631_1		9.511011		8.848142		7.0092845		8.645139		9.83041		9.491394		9.118541		9.366925		10.5128355		9.722039		9.690465		9.447798

		2353		CUST_7212_PI390587928		CUST_7212_PI390587928_2		6.5907035		6.270188		6.3994946		5.643624		6.365891		7.116693		10.509557		6.791294		5.6640525		6.8034205		9.392619		7.094974		A_99_P285116		A_99_P285116_1		3.7604454		4.469886		3.7905633		4.591248		5.5475655		5.1311855		8.304395		5.76522		7.06031		5.1238313		8.172056		5.6097693

		18331		CUST_9380_PI390587928		CUST_9380_PI390587928_3		9.535081		9.893811		9.420442		9.339774		10.085067		10.658211		10.963149		10.329675		10.35237		10.688632		10.580848		9.566442		A_99_P285386		A_99_P285386_1		10.237378		9.727064		9.323764		9.3242655		10.699406		11.282204		10.312256		9.571707		11.704846		10.396657		10.828021		9.495883

		18331		CUST_9380_PI390587928		CUST_9380_PI390587928_1		9.535081		9.893811		9.420442		9.339774		10.085067		10.658211		10.963149		10.329675		10.35237		10.688632		10.580848		9.566442		A_99_P285391		A_99_P285391_1		10.843037		10.3301735		10.010213		9.924235		11.457072		12.1045685		11.110279		10.440425		12.448582		11.212677		11.626729		10.261022

		19278		CUST_18167_PI390587928		CUST_18167_PI390587928_1		7.926903		8.09089		7.389736		8.366128		7.9325852		7.9537053		8.621278		8.484477		7.8889203		8.262409		8.556972		8.4687395		A_99_P285606		A_99_P285606_1		6.8777027		7.3381705		7.222715		7.7341876		7.2077203		8.111808		8.312173		7.7915077		7.4509754		7.7844825		8.479857		7.660975

		17055		CUST_28891_PI390587928		CUST_28891_PI390587928_1		8.822478		8.565415		7.6947293		8.014281		8.922085		9.140137		11.934631		10.881469		8.927915		9.429629		11.10728		9.096375		A_99_P285636		A_99_P285636_1		7.5000577		6.454736		6.1893954		6.678469		7.6051307		9.012225		9.26075		7.032433		8.384332		8.2179		9.648197		6.7977843

		17055		CUST_28891_PI390587928		CUST_28891_PI390587928_3		8.822478		8.565415		7.6947293		8.014281		8.922085		9.140137		11.934631		10.881469		8.927915		9.429629		11.10728		9.096375		A_99_P285646		A_99_P285646_1		4.964765		3.9788024		3.77555		4.356062		5.6973643		6.9482274		6.9144053		4.736639		6.34397		6.026285		7.549647		5.008788

		18960		CUST_26492_PI390587928		CUST_26492_PI390587928_1		9.236358		9.543968		9.251446		7.3994145		8.882121		8.651816		6.9867454		6.61779		9.065751		9.156747		8.349956		7.2028136		A_99_P285796		A_99_P285796_1		12.043454		11.651833		10.729531		10.728241		10.667867		10.306397		9.448789		9.639361		10.514247		10.982385		9.621609		10.949359

		18960		CUST_26492_PI390587928		CUST_26492_PI390587928_2		9.236358		9.543968		9.251446		7.3994145		8.882121		8.651816		6.9867454		6.61779		9.065751		9.156747		8.349956		7.2028136		A_99_P285801		A_99_P285801_1		11.064667		10.517682		9.725529		9.752037		9.78958		9.280558		8.649957		8.716642		9.586144		9.830785		8.633605		9.883031

		2973		CUST_2247_PI390587928		CUST_2247_PI390587928_1		10.655717		10.86093		10.123172		10.554388		10.688071		11.113248		11.437066		10.926997		10.777614		11.307157		11.416053		10.5225525		A_99_P286121		A_99_P286121_1		7.5490494		8.214328		7.8203444		8.451375		8.140891		9.673923		9.274067		8.021632		8.604763		9.070151		9.479686		8.090278

		2973		CUST_2247_PI390587928		CUST_2247_PI390587928_2		10.655717		10.86093		10.123172		10.554388		10.688071		11.113248		11.437066		10.926997		10.777614		11.307157		11.416053		10.5225525		A_99_P286126		A_99_P286126_1		10.304734		10.618247		10.837319		11.14058		10.83253		11.823971		11.878024		11.0583315		10.838273		11.553969		11.913277		10.975567

		28089		CUST_31525_PI390587928		CUST_31525_PI390587928_1		9.084221		8.824021		9.441139		8.846877		7.9201293		8.751255		6.78685		7.1016235		7.262175		7.6332793		7.7626014		8.964449		A_99_P286206		A_99_P286206_1		10.069795		10.179654		10.078758		10.291856		8.902074		8.155057		8.867326		8.787312		7.9702096		9.458245		8.231879		9.840512

		16210		CUST_9737_PI390587928		CUST_9737_PI390587928_1		7.8722367		8.8676		6.696316		6.1534996		6.74218		7.8291206		3.7822392		4.141812		5.5577226		6.703051		5.314648		5.309172		A_99_P286301		A_99_P286301_1		8.785708		8.566991		7.625557		9.275164		7.929072		6.726177		6.738804		7.5293946		7.467293		7.54968		6.341019		7.8944097

		16210		CUST_9737_PI390587928		CUST_9737_PI390587928_2		7.8722367		8.8676		6.696316		6.1534996		6.74218		7.8291206		3.7822392		4.141812		5.5577226		6.703051		5.314648		5.309172		A_99_P286316		A_99_P286316_1		8.404851		8.16244		7.1140075		8.805969		7.3653674		6.3950214		6.239216		7.0989423		7.0122085		7.1703343		5.76994		7.4451118

		7193		CUST_37006_PI390587928		CUST_37006_PI390587928_1		1.435346		1.6286287		3.422498		1.904911		2.0577507		1.4355348		5.802877		4.3156605		1.968472		3.841759		6.0224986		4.519148		A_99_P286406		A_99_P286406_1		1.5198106		1.5036658		1.740373		1.5132426		2.370424		4.6267805		3.702902		2.0278902		2.659815		2.9298708		4.843735		1.5374955

		2836		CUST_37431_PI390587928		CUST_37431_PI390587928_1		7.0301614		7.562187		6.7088876		6.5613713		6.313267		7.0140166		4.905236		5.3978133		6.0829353		6.6267085		4.9341106		6.1218877		A_99_P286491		A_99_P286491_1		12.270473		12.860362		12.54541		11.955673		12.257497		12.298324		11.476626		12.01608		11.953822		12.235532		11.1925125		12.071437

		14181		CUST_35496_PI390587928		CUST_35496_PI390587928_2		6.945301		7.175016		6.741714		7.7727895		7.394545		8.863982		9.969196		8.468301		8.020545		8.653538		9.115073		6.685465		A_99_P287161		A_99_P287161_1		10.879437		10.417735		10.202366		10.275832		11.881593		11.5789795		11.236268		9.993213		12.746766		11.692856		11.714584		10.617267

		14181		CUST_35496_PI390587928		CUST_35496_PI390587928_1		6.945301		7.175016		6.741714		7.7727895		7.394545		8.863982		9.969196		8.468301		8.020545		8.653538		9.115073		6.685465		A_99_P287171		A_99_P287171_1		10.500774		9.959802		9.603572		9.744839		11.354547		10.9212		10.419826		9.3551035		12.175082		11.084625		10.875674		9.928542

		17188		CUST_19866_PI390587928		CUST_19866_PI390587928_1		7.1739793		7.608427		6.647494		7.5034313		6.931832		8.877484		8.845532		9.029826		7.4044323		8.402995		8.35046		7.2827106		A_99_P287196		A_99_P287196_1		6.6877933		5.764849		5.787642		6.134655		7.6675835		8.957191		7.2065454		6.5853		9.494545		8.311626		7.719912		6.7177143

		6278		CUST_3021_PI390587928		CUST_3021_PI390587928_2		11.557111		11.567078		11.948314		11.636504		11.325142		11.225319		10.816674		11.0023		11.00845		10.919379		11.044162		11.510861		A_99_P287581		A_99_P287581_1		10.549782		10.334132		10.361585		10.296086		9.963078		9.487374		9.364474		9.688708		9.851169		9.992549		9.320206		10.072164

		6278		CUST_3021_PI390587928		CUST_3021_PI390587928_3		11.557111		11.567078		11.948314		11.636504		11.325142		11.225319		10.816674		11.0023		11.00845		10.919379		11.044162		11.510861		A_99_P287591		A_99_P287591_1		9.438456		9.219813		9.054139		9.047238		8.548791		8.060833		7.748287		8.08559		8.499167		8.543183		7.7297797		8.698699

		14918		CUST_35659_PI390587928		CUST_35659_PI390587928_4		7.7769494		8.924644		6.8618183		5.0493894		6.4197574		6.5084987		3.9700477		2.5242522		6.4986153		6.6843276		3.3272479		3.3340063		A_99_P287646		A_99_P287646_1		4.3783793		4.6112003		4.9699516		5.464687		4.9581866		8.145461		13.684503		10.330582		7.025311		7.0832705		13.86996		9.424094

		17044		CUST_35551_PI390587928		CUST_35551_PI390587928_2		7.5146866		7.71238		7.0477805		6.8532887		7.776295		7.9761696		9.802686		8.484124		8.367721		8.77915		9.289706		7.0722466		A_99_P287801		A_99_P287801_1		8.190918		7.7872353		7.5310097		8.343841		7.96565		7.7883854		8.905597		7.501448		8.6661415		7.6948967		8.718299		8.150746

		49167		CUST_41585_PI390587928		CUST_41585_PI390587928_2		10.674317		10.836497		10.668907		10.417584		10.408175		10.662624		9.642847		9.611173		10.227628		10.764201		9.906459		10.1683		A_99_P288186		A_99_P288186_1		9.058387		9.054601		9.326571		9.573894		8.364087		8.004298		7.188761		9.163334		8.71267		8.081937		7.2771716		9.118361

		17563		CUST_32597_PI390587928		CUST_32597_PI390587928_1		2.608211		2.945199		1.4806656		2.277726		3.2037494		4.285504		4.617766		1.6286534		3.5925407		3.977932		5.2311		1.8393139		A_99_P288676		A_99_P288676_1		2.88922		3.1059153		2.9212825		2.7988787		4.0027184		4.578259		4.6254296		4.4834814		5.1182885		4.730124		4.6300817		3.656244

		17616		CUST_31668_PI390587928		CUST_31668_PI390587928_1		9.099109		9.863144		8.817529		7.8806725		9.563514		9.509155		11.459533		14.412957		9.493682		8.777694		11.047923		6.9867587		A_99_P289376		A_99_P289376_1		4.157857		2.4775736		1.774124		2.047468		1.9672146		3.6662242		8.650378		8.938913		4.22963		3.798109		9.308816		5.9878616

		7676		CUST_11070_PI390587928		CUST_11070_PI390587928_1		11.333104		11.690614		11.682045		10.096911		10.908538		11.612072		9.013131		9.086654		10.202047		10.556256		9.770085		9.342251		A_99_P289431		A_99_P289431_2		8.162197		8.128346		8.789038		7.528477		7.6066422		6.662066		4.805076		7.5976567		7.457924		7.7092423		5.6650662		7.4458346

		49779		CUST_15337_PI390587928		CUST_15337_PI390587928_1		6.747503		7.039389		6.7475257		5.6319575		6.4639945		7.0184236		5.147054		5.011484		5.728296		5.9576516		5.304455		4.94253		A_99_P289431		A_99_P289431_4		8.162197		8.128346		8.789038		7.528477		7.6066422		6.662066		4.805076		7.5976567		7.457924		7.7092423		5.6650662		7.4458346

		28230		CUST_28401_PI390587928		CUST_28401_PI390587928_1		4.9477057		4.5406947		7.247483		6.589087		4.6223927		3.8567104		6.239164		6.6045146		4.190481		2.6977398		5.999163		6.309832		A_99_P289606		A_99_P289606_2		4.039121		3.0830948		4.2936997		4.9398003		3.3244946		1.7256881		4.288199		4.0955634		3.693999		1.8572813		3.806717		4.802324

		26395		CUST_452_PI390587928		CUST_452_PI390587928_1		7.7271876		6.832548		9.797162		9.705209		7.531161		6.2961965		8.994411		8.859843		6.805649		5.691986		8.507523		8.832028		A_99_P289606		A_99_P289606_3		4.039121		3.0830948		4.2936997		4.9398003		3.3244946		1.7256881		4.288199		4.0955634		3.693999		1.8572813		3.806717		4.802324

		18523		CUST_10687_PI390587928		CUST_10687_PI390587928_3		10.277867		10.47421		9.807231		10.262792		10.423482		10.536495		10.820952		10.259991		10.517943		10.505814		10.696636		10.357419		A_99_P289826		A_99_P289826_1		6.3427854		5.9736037		5.116553		5.5313344		6.252498		6.4163976		6.338804		5.5691185		6.3160453		6.4581733		6.3010864		5.8952217

		4332		CUST_15263_PI390587928		CUST_15263_PI390587928_1		15.150795		15.255989		14.780065		13.1239805		14.769569		15.000358		12.607975		11.921802		14.664704		14.717838		13.476813		12.536481		A_99_P289916		A_99_P289916_1		14.789268		14.820297		13.463486		13.186416		13.947865		13.199642		11.81478		13.163569		13.663193		14.021912		11.446662		12.57388

		20163		CUST_41187_PI390587928		CUST_41187_PI390587928_1		9.13062		8.894412		8.53757		8.924721		9.097592		9.135446		9.698612		8.98406		9.122843		9.324972		9.931333		9.134442		A_99_P289946		A_99_P289946_1		8.789387		9.046017		8.693572		9.282427		9.027535		8.949967		10.013801		9.520616		8.353635		9.105376		9.800923		9.614926

		18544		CUST_10635_PI390587928		CUST_10635_PI390587928_2		3.8338501		4.9006267		3.6833432		3.197921		6.262819		6.7152305		9.208462		8.522531		5.8502603		6.5096087		9.630752		5.5507164		A_99_P290021		A_99_P290021_1		5.150801		4.447224		5.926665		6.158796		6.5302315		9.968869		11.572515		7.7043076		6.9258637		8.294952		10.935676		7.523575

		1479		CUST_13672_PI390587928		CUST_13672_PI390587928_2		7.19083		7.5023003		7.512278		8.14264		6.068011		6.1272864		6.419332		6.500835		5.5545526		6.2338805		5.7357335		7.032144		A_99_P290036		A_99_P290036_1		11.59203		13.264252		13.519904		12.795213		10.592339		11.869966		11.6154785		12.803338		11.097453		11.957013		11.826497		12.812077

		1479		CUST_13672_PI390587928		CUST_13672_PI390587928_3		7.19083		7.5023003		7.512278		8.14264		6.068011		6.1272864		6.419332		6.500835		5.5545526		6.2338805		5.7357335		7.032144		A_99_P290046		A_99_P290046_1		10.493003		12.206612		12.633095		11.880021		9.411038		10.480472		10.429294		11.521694		9.835438		10.720979		10.757155		11.658982

		21382		CUST_9244_PI390587928		CUST_9244_PI390587928_1		10.204715		10.321385		9.238859		9.667016		11.096503		11.872353		12.017592		10.995971		11.573615		12.245575		11.50134		9.589477		A_99_P290226		A_99_P290226_1		11.360932		10.886185		10.56812		10.888397		11.951755		12.433169		11.391914		10.915948		12.598946		11.863407		11.850741		10.716001

		21382		CUST_9244_PI390587928		CUST_9244_PI390587928_2		10.204715		10.321385		9.238859		9.667016		11.096503		11.872353		12.017592		10.995971		11.573615		12.245575		11.50134		9.589477		A_99_P290231		A_99_P290231_1		10.697467		10.143334		9.658507		10.083503		11.233638		11.609603		10.515876		10.034844		11.822437		11.187451		10.987652		9.852677

		2361		CUST_7204_PI390587928		CUST_7204_PI390587928_2		8.585618		8.665376		8.580103		8.274616		8.536307		8.931296		10.442057		9.36498		8.840322		9.788822		10.226348		8.838295		A_99_P290971		A_99_P290971_1		4.688062		5.331483		5.077793		5.112465		5.410795		6.5228915		7.219501		5.5846314		6.359116		6.0983434		7.549601		5.2573156

		1383		CUST_7654_PI390587928		CUST_7654_PI390587928_1		13.285693		14.0611105		14.87753		13.8778305		13.135385		13.582		13.052593		13.013622		13.34868		13.677856		13.404466		13.538792		A_99_P291061		A_99_P291061_1		11.754651		11.659943		11.210536		10.9577		11.002627		10.729976		9.83754		10.911283		11.340664		10.875274		10.179873		10.79662

		1383		CUST_7654_PI390587928		CUST_7654_PI390587928_2		13.285693		14.0611105		14.87753		13.8778305		13.135385		13.582		13.052593		13.013622		13.34868		13.677856		13.404466		13.538792		A_99_P291081		A_99_P291081_1		11.082837		11.649234		11.99994		11.358964		10.34789		10.291611		9.795281		11.043541		10.310681		10.617057		10.1274805		10.915524

		17046		CUST_35548_PI390587928		CUST_35548_PI390587928_3		11.063025		12.3692665		11.510915		10.932231		11.619003		12.236358		13.312022		12.031367		11.9605		12.702611		12.84977		11.689159		A_99_P291831		A_99_P291831_1		10.185918		10.397178		11.086662		10.4089575		9.890292		9.360047		10.339928		10.672829		9.778538		9.75824		9.967233		10.764938

		13052		CUST_28040_PI390587928		CUST_28040_PI390587928_1		4.026775		3.955251		3.1233635		3.0555494		3.1369724		3.5740058		6.4332085		5.691587		3.7729785		4.2947097		6.422495		5.2295184		A_99_P292516		A_99_P292516_2		9.359033		10.362603		9.965067		10.832153		8.414695		8.860872		9.505092		9.598995		9.57528		9.008151		9.694732		9.626448

		6967		CUST_9201_PI390587928		CUST_9201_PI390587928_1		6.470018		7.4474006		6.575731		7.407719		5.6072273		6.813029		9.427425		10.215468		6.369839		7.195333		9.712443		10.231561		A_99_P292516		A_99_P292516_1		9.359033		10.362603		9.965067		10.832153		8.414695		8.860872		9.505092		9.598995		9.57528		9.008151		9.694732		9.626448

		6967		CUST_9201_PI390587928		CUST_9201_PI390587928_2		6.470018		7.4474006		6.575731		7.407719		5.6072273		6.813029		9.427425		10.215468		6.369839		7.195333		9.712443		10.231561		A_99_P292521		A_99_P292521_1		8.053295		9.237872		8.742156		9.7483835		7.1178985		7.563164		7.8700695		8.322078		8.165608		7.909565		8.3166275		8.398595

		4293		CUST_4300_PI390587928		CUST_4300_PI390587928_1		13.93518		13.522946		13.485801		13.867209		14.431698		14.619185		14.812637		14.638832		14.882791		14.772896		14.725727		13.887876		A_99_P292561		A_99_P292561_1		11.694613		10.980031		10.513455		11.103103		11.863715		11.91788		11.091923		10.8102865		12.485527		11.814887		11.5538225		10.954057

		19336		CUST_10574_PI390587928		CUST_10574_PI390587928_1		7.184595		8.665776		8.488701		7.957208		6.5495205		7.507852		3.828303		5.495155		5.881143		6.3139787		4.522364		7.4131756		A_99_P292851		A_99_P292851_1		12.3346815		12.334899		11.967133		12.054177		11.803863		11.685265		13.054931		12.025617		12.204179		11.872205		12.248662		12.610782

		27862		CUST_31520_PI390587928		CUST_31520_PI390587928_1		7.0048623		7.1685658		6.9802036		8.277537		7.485822		9.359166		10.820126		11.038196		7.4756203		10.44648		11.298785		11.3117285		A_99_P293261		A_99_P293261_1		4.8261566		4.643123		5.018602		4.990549		3.9140673		4.3857117		4.0671663		3.6156275		3.5525115		4.289433		4.0329747		3.1448708

		29220		CUST_30516_PI390587928		CUST_30516_PI390587928_1		7.358006		7.2291436		7.5534606		7.3397202		7.2830143		6.9393044		5.9771237		6.731663		6.846994		6.656735		6.2361317		6.9753213		A_99_P293366		A_99_P293366_2		10.020366		9.840927		9.493281		9.377506		9.304676		8.559766		8.027959		8.43484		8.96806		9.140727		8.004246		8.973306

		6423		CUST_36347_PI390587928		CUST_36347_PI390587928_1		9.501094		9.44845		9.546533		9.506644		9.153363		8.832735		7.9593906		8.5639925		8.906644		8.770728		8.304077		9.199747		A_99_P293366		A_99_P293366_1		10.020366		9.840927		9.493281		9.377506		9.304676		8.559766		8.027959		8.43484		8.96806		9.140727		8.004246		8.973306

		36564		CUST_15518_PI390587928		CUST_15518_PI390587928_1		13.097371		13.20852		13.238075		13.384006		12.737687		13.037154		12.170308		12.63805		12.442121		12.598315		12.405934		13.275574		A_99_P293431		A_99_P293431_1		10.868093		11.215218		11.077035		11.17189		10.61021		10.470375		10.122611		10.888782		10.362634		11.014966		10.06972		11.009736

		18504		CUST_5259_PI390587928		CUST_5259_PI390587928_1		7.3253884		8.291388		5.9886303		6.42176		7.450353		8.665919		8.896774		8.12683		8.13536		8.442468		8.166183		4.705074		A_99_P294296		A_99_P294296_1		7.2966385		6.3307195		5.7780404		5.2167544		7.6657715		7.624012		7.377596		5.2363577		8.070142		7.1466637		7.5654073		4.9684377

		12445		CUST_21252_PI390587928		CUST_21252_PI390587928_1		10.34884		11.585476		10.4370365		10.264481		9.526446		10.869747		8.390419		9.402885		9.035884		10.109435		9.1708145		9.840984		A_99_P294396		A_99_P294396_2		11.751925		12.373924		12.271394		11.83871		11.081299		10.641583		9.921868		10.598367		10.597619		11.438827		10.051728		10.690079

		44021		CUST_257_PI390587928		CUST_257_PI390587928_1		4.884789		6.1462264		5.078963		5.1028333		3.8144023		4.81379		2.8826272		2.3849814		3.4760437		4.5504966		2.9452631		4.364203		A_99_P294396		A_99_P294396_3		11.751925		12.373924		12.271394		11.83871		11.081299		10.641583		9.921868		10.598367		10.597619		11.438827		10.051728		10.690079

		19678		CUST_30395_PI390587928		CUST_30395_PI390587928_1		9.857041		10.6629095		10.093812		9.818451		9.114179		10.348435		8.071996		8.409734		8.697955		9.318957		8.8445015		9.223916		A_99_P294396		A_99_P294396_1		11.751925		12.373924		12.271394		11.83871		11.081299		10.641583		9.921868		10.598367		10.597619		11.438827		10.051728		10.690079

		37676		CUST_4402_PI390587928		CUST_4402_PI390587928_1		8.294945		9.174952		8.383439		8.104148		7.7505507		8.633946		6.3007035		6.0574417		7.105209		7.9256387		7.0877852		7.497982		A_99_P294396		A_99_P294396_4		11.751925		12.373924		12.271394		11.83871		11.081299		10.641583		9.921868		10.598367		10.597619		11.438827		10.051728		10.690079

		37675		CUST_4403_PI390587928		CUST_4403_PI390587928_1		6.907064		7.677494		7.174228		6.378994		6.2520957		7.154757		4.912617		4.1173463		5.310394		6.2169595		5.4744263		5.8836956		A_99_P294396		A_99_P294396_5		11.751925		12.373924		12.271394		11.83871		11.081299		10.641583		9.921868		10.598367		10.597619		11.438827		10.051728		10.690079

		3501		CUST_17315_PI390587928		CUST_17315_PI390587928_1		12.786743		12.612615		13.064892		13.052548		12.910675		12.506686		11.7274885		12.222161		12.8256445		12.208547		11.825534		12.656685		A_99_P294611		A_99_P294611_1		12.22376		11.930564		12.514283		12.591167		12.005726		10.717814		10.898137		12.273059		11.622029		11.134578		10.907781		12.322827

		22072		CUST_39309_PI390587928		CUST_39309_PI390587928_2		8.608838		7.7594395		5.5808697		8.019742		11.24139		10.301774		11.088051		11.998082		11.889352		10.444844		10.227525		8.233331		A_99_P295716		A_99_P295716_1		3.3081987		1.3486239		1.3249565		2.4591234		5.276277		5.0605717		4.806082		2.7160149		6.8603683		4.6796756		5.30395		2.738409

		21453		CUST_39605_PI390587928		CUST_39605_PI390587928_1		7.2504616		7.0539594		6.8900886		6.506321		8.37978		7.4654026		10.631252		9.273558		8.985561		9.374223		9.985935		7.208294		A_99_P295811		A_99_P295811_1		9.300799		9.453038		9.565158		9.246105		10.389953		11.293458		11.445121		10.302725		11.309013		10.346286		11.656501		9.891048

		16282		CUST_29365_PI390587928		CUST_29365_PI390587928_3		16.021597		15.952058		15.3262		15.6522875		15.808575		15.526348		13.547504		14.619737		15.7235565		15.413793		14.072582		15.239581		A_99_P296026		A_99_P296026_1		13.510858		13.028567		12.069977		12.754982		13.054142		11.693535		10.650229		12.378745		12.712239		12.568516		10.743085		12.5014925

		3669		CUST_16963_PI390587928		CUST_16963_PI390587928_2		10.876317		10.486103		13.176219		12.235578		10.491714		10.075797		11.815907		11.25668		10.371197		10.332458		12.13679		12.363491		A_99_P296601		A_99_P296601_1		9.36818		9.2648535		11.1608095		10.652865		8.98393		8.726092		10.115635		10.11661		8.9831915		8.935612		10.19441		10.480192

		17745		CUST_25782_PI390587928		CUST_25782_PI390587928_2		9.530192		10.300803		9.678979		10.323509		11.080108		11.740456		12.62492		12.012799		11.548988		12.242981		12.344792		10.52836		A_99_P296646		A_99_P296646_1		7.7274265		8.214183		7.3323402		7.316672		8.436872		9.140832		8.3801775		7.7107835		9.99577		8.757759		8.7377825		7.7785378

		3542		CUST_34331_PI390587928		CUST_34331_PI390587928_2		6.973078		7.2639327		6.722283		2.357061		6.3402805		6.8491035		2.5511541		1.916266		5.684358		6.250012		5.184165		2.1976278		A_99_P296791		A_99_P296791_1		12.13392		11.325803		9.046542		9.504322		10.147121		8.536029		5.38582		6.720115		10.2635145		10.275346		7.1506577		6.960714

		7005		CUST_33607_PI390587928		CUST_33607_PI390587928_1		11.5923		11.904182		11.666378		11.937447		11.363061		11.349113		10.599559		11.140359		11.3055725		11.282974		10.635166		11.899155		A_99_P296986		A_99_P296986_1		11.695217		11.715827		12.213837		12.350418		12.023738		11.093465		11.331637		12.171781		11.040302		11.480968		10.813605		12.32005

		48057		CUST_33680_PI390587928		CUST_33680_PI390587928_1		9.26995		9.878659		8.064444		7.4791465		8.42307		8.450605		5.203619		5.1641173		8.194905		8.637631		5.5449204		6.6683		A_99_P297126		A_99_P297126_1		9.1322775		8.792197		5.676561		5.8466663		7.7399592		6.715321		3.1961606		4.0458336		6.6703277		7.987826		3.995599		4.0171504

		4064		CUST_4760_PI390587928		CUST_4760_PI390587928_1		6.6043267		7.2860236		6.5703187		6.4954324		5.775663		6.858871		4.466616		5.778806		5.8016276		6.607168		5.67652		6.362863		A_99_P297516		A_99_P297516_1		9.518579		10.288575		9.030459		8.61953		8.033229		9.084447		7.8832		7.558205		7.8623734		9.716413		7.446284		8.833202

		19169		CUST_20423_PI390587928		CUST_20423_PI390587928_1		8.286963		8.271213		9.079792		9.770774		9.024526		8.291726		8.216209		8.516176		9.750884		9.103488		8.141338		9.6083555		A_99_P298021		A_99_P298021_1		10.140848		9.6513815		10.468585		10.228298		9.269437		8.764266		6.342266		8.050754		9.858975		8.772002		6.718519		8.163289

		19805		CUST_7071_PI390587928		CUST_7071_PI390587928_2		12.628296		12.499661		12.883717		12.32948		12.080699		12.083546		11.449933		11.571156		12.066933		11.978969		11.986137		12.159438		A_99_P298226		A_99_P298226_1		11.019155		11.37056		11.580451		11.152101		10.573285		10.024063		10.471534		10.95165		10.195683		10.706551		10.347767		10.951904

		3375		CUST_14409_PI390587928		CUST_14409_PI390587928_1		10.005923		10.393904		9.7113495		10.366882		9.258741		9.713533		7.8900146		9.2907095		9.040261		9.250203		8.370429		10.476124		A_99_P298326		A_99_P298326_1		9.110592		9.4153185		9.380941		9.618717		9.239551		8.757428		8.694972		9.588889		8.469449		8.983665		8.150687		9.5015745

		19814		CUST_7052_PI390587928		CUST_7052_PI390587928_2		14.064164		13.747627		14.531765		13.705714		13.809146		13.629246		11.880215		11.695327		13.394745		12.929576		12.889725		12.643532		A_99_P298781		A_99_P298781_1		8.946736		7.951401		9.048135		8.534431		7.767357		5.3698983		5.182402		5.179033		8.235034		6.160029		6.0721755		5.8191605

		25198		CUST_41616_PI390587928		CUST_41616_PI390587928_1		8.463989		9.267921		7.5424476		9.184082		8.440617		10.757852		13.275783		12.543841		8.535037		9.593883		12.216893		9.471204		A_99_P298826		A_99_P298826_1		2.7050946		2.1357725		1.333629		2.9207008		3.614907		3.945678		3.7895699		3.5150692		4.3437223		3.4975846		4.2449565		4.0596166

		6199		CUST_24430_PI390587928		CUST_24430_PI390587928_1		12.389485		12.674558		12.691691		12.688642		12.350591		12.942464		13.996602		12.970105		12.593707		13.366997		13.738998		13.01724		A_99_P298901		A_99_P298901_1		7.7840195		8.5207815		8.380417		8.225017		8.547211		10.202004		9.776708		8.717763		9.556275		9.3038225		10.287765		8.719982

		12319		CUST_12036_PI390587928		CUST_12036_PI390587928_4		5.072713		3.630373		5.4799056		5.831444		6.108555		4.652001		7.646169		8.395488		5.3564763		4.750833		7.1407866		6.1212096		A_99_P298981		A_99_P298981_1		3.6347806		1.935387		6.34602		6.8340325		5.153114		3.7733414		8.422321		7.858753		5.942736		2.3478308		8.462846		7.343359

		4333		CUST_15262_PI390587928		CUST_15262_PI390587928_1		7.5382066		7.08214		7.1589546		7.0271683		7.7082977		7.679249		8.288429		7.2709904		7.866258		8.036386		7.922014		7.005567		A_99_P298991		A_99_P298991_1		11.765372		11.143463		9.909621		10.495112		11.905014		12.182167		11.098457		10.503848		12.792141		11.9100485		11.396909		10.344562

		4333		CUST_15262_PI390587928		CUST_15262_PI390587928_1		7.5382066		7.08214		7.1589546		7.0271683		7.7082977		7.679249		8.288429		7.2709904		7.866258		8.036386		7.922014		7.005567		A_99_P298996		A_99_P298996_1		3.6465065		3.4089413		1.5546432		2.343653		3.2041519		4.1225915		2.9126585		2.1046846		4.635778		4.005627		4.142421		1.6743561

		16467		CUST_27512_PI390587928		CUST_27512_PI390587928_3		12.218457		12.617425		12.138867		11.747523		12.030574		12.321351		10.897973		11.085864		11.729076		11.912862		11.496526		11.335576		A_99_P299006		A_99_P299006_1		10.97232		10.903343		10.188657		10.188241		9.894338		9.665245		9.196462		9.083276		9.988914		10.278239		8.90979		9.903323

		39322		CUST_31333_PI390587928		CUST_31333_PI390587928_1		7.776888		7.4970117		7.639395		6.7825446		8.035278		8.166701		8.098598		6.4840317		8.419221		8.747752		8.436616		6.9713473		A_99_P299031		A_99_P299031_2		4.619512		3.3798835		4.2795296		3.538641		4.9768853		5.507237		5.2754436		3.4202719		5.9932995		4.8234954		5.1359215		4.789679

		16779		CUST_4112_PI390587928		CUST_4112_PI390587928_1		12.0429945		12.235298		11.961288		11.854317		12.8763895		12.743781		13.679601		12.779149		13.153188		13.190799		13.331988		11.857923		A_99_P301206		A_99_P301206_1		11.320239		10.716363		10.029701		10.236867		12.180102		13.006989		12.292218		10.3142395		13.45909		11.877612		12.668035		10.277827

		16779		CUST_4112_PI390587928		CUST_4112_PI390587928_2		12.0429945		12.235298		11.961288		11.854317		12.8763895		12.743781		13.679601		12.779149		13.153188		13.190799		13.331988		11.857923		A_99_P301211		A_99_P301211_1		10.795661		9.999349		9.30109		9.450892		11.677585		12.510425		11.498841		9.396092		13.048867		11.416229		11.930107		9.541954

		23017		CUST_30313_PI390587928		CUST_30313_PI390587928_1		13.144028		13.2046		13.169258		12.862019		12.820003		12.841995		11.708194		11.890388		12.676804		12.482694		12.233677		12.611752		A_99_P301951		A_99_P301951_1		10.461389		11.362438		11.469536		10.995934		10.82738		10.404649		10.342879		10.978706		10.056151		10.759841		9.899139		10.933642

		23308		CUST_2973_PI390587928		CUST_2973_PI390587928_2		4.2038393		4.763654		2.7325852		3.7145605		5.0861697		6.330027		8.099781		7.08256		5.3719077		6.424656		7.011118		3.476923		A_99_P302696		A_99_P302696_1		2.882428		4.019445		4.2535114		3.0314567		4.3767037		5.5322323		6.5089087		4.2845173		6.2693653		4.9809213		6.9148154		4.2777634

		6230		CUST_1762_PI390587928		CUST_1762_PI390587928_1		8.386733		7.8950706		8.425346		8.50615		8.876247		8.633922		9.839372		8.507132		9.156975		9.147433		9.526767		8.562942		A_99_P302831		A_99_P302831_1		10.955426		10.639827		10.849266		10.455626		11.583398		12.16626		11.507859		10.722844		12.194652		11.350551		11.943461		10.5921

		25803		CUST_14513_PI390587928		CUST_14513_PI390587928_1		8.070478		8.426353		7.8806686		8.237052		8.2607565		10.041934		9.917886		9.807247		9.085995		9.890452		9.260938		7.412726		A_99_P302836		A_99_P302836_1		3.7520704		2.461334		3.4550288		2.306924		4.227719		4.7605033		4.298804		3.1675997		5.7683806		4.5570354		5.122191		4.1869674

		38764		CUST_19712_PI390587928		CUST_19712_PI390587928_1		7.1844444		7.2557826		7.571939		7.9844756		8.499373		8.50861		9.828686		8.5385685		8.405132		9.474547		9.531144		8.475552		A_99_P303201		A_99_P303201_2		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138

		40782		CUST_26339_PI390587928		CUST_26339_PI390587928_1		3.9245112		3.7930157		2.8997517		4.7456894		4.2217503		5.2946877		6.9582725		5.0115724		3.9989395		6.432471		6.523136		5.089604		A_99_P303201		A_99_P303201_3		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138

		17257		CUST_30491_PI390587928		CUST_30491_PI390587928_1		9.173531		9.205099		9.214234		9.867274		10.354107		10.744281		11.874931		10.577898		10.507954		11.754055		11.920746		10.627179		A_99_P303201		A_99_P303201_1		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138

		43370		CUST_5448_PI390587928		CUST_5448_PI390587928_1		13.5916605		12.812698		11.032369		11.058452		13.525517		13.658933		12.474763		11.674889		13.514867		14.013478		12.45995		11.637958		A_99_P303271		A_99_P303271_1		12.357071		10.884907		9.622281		10.245368		12.709244		13.036316		11.031434		10.869136		12.922928		12.323479		11.481547		10.677338

		12578		CUST_25948_PI390587928		CUST_25948_PI390587928_1		10.173322		9.702458		8.728291		7.9023323		9.363061		9.35183		6.702214		6.343799		8.748715		8.42997		7.444531		7.5613036		A_99_P303421		A_99_P303421_1		8.149955		8.447179		8.342361		8.497186		7.3740234		7.260287		7.4128585		7.592051		7.7760987		7.0818973		7.093614		7.435629

		5528		CUST_13729_PI390587928		CUST_13729_PI390587928_1		7.787516		8.515647		7.193992		6.6524253		10.881833		11.958354		12.902455		10.624037		11.531586		12.575391		12.41465		7.346928		A_99_P303491		A_99_P303491_1		4.6131234		4.298703		5.889372		5.2431574		9.621768		9.205432		10.112618		7.0105577		11.803852		8.872342		10.633225		7.3259163

		17216		CUST_17272_PI390587928		CUST_17272_PI390587928_5		8.712735		9.217506		8.242527		8.134511		9.390229		10.812935		11.477399		9.692529		10.085426		11.151978		10.941074		8.120139		A_99_P303501		A_99_P303501_1		3.3630245		2.2651076		2.166957		2.4294822		4.1000633		6.2447624		5.256498		3.0312731		6.2552075		4.484938		5.1883125		3.0270488

		17217		CUST_17271_PI390587928		CUST_17271_PI390587928_1		4.899296		4.7897973		3.6323206		3.8438492		5.503483		6.9701214		7.3885956		5.2797923		5.964859		7.126223		6.756163		3.2566268		A_99_P303506		A_99_P303506_2		7.3569393		6.6505904		6.0800643		7.191094		9.002166		9.780938		9.591541		8.596248		10.178285		8.537404		9.523519		8.066472

		17216		CUST_17272_PI390587928		CUST_17272_PI390587928_1		8.712735		9.217506		8.242527		8.134511		9.390229		10.812935		11.477399		9.692529		10.085426		11.151978		10.941074		8.120139		A_99_P303506		A_99_P303506_1		7.3569393		6.6505904		6.0800643		7.191094		9.002166		9.780938		9.591541		8.596248		10.178285		8.537404		9.523519		8.066472

		12952		CUST_39777_PI390587928		CUST_39777_PI390587928_1		5.2667866		5.682326		5.9213624		5.527331		4.617073		4.7814765		5.051292		5.0994105		4.4609313		4.5988364		4.635515		5.071731		A_99_P303616		A_99_P303616_2		9.003375		8.975584		8.489527		8.692665		8.4847555		7.92613		7.9883747		8.279332		8.47383		8.346736		7.907953		8.437479

		2932		CUST_17736_PI390587928		CUST_17736_PI390587928_1		9.620225		9.386729		9.073981		10.178487		11.518086		11.905675		14.456642		13.33669		12.31821		13.003184		13.759084		11.635459		A_99_P303716		A_99_P303716_1		1.4074746		2.1453238		2.0188382		1.3984137		2.1442375		2.6113145		6.511493		1.936587		3.6401107		2.4129124		7.1460567		1.4422837

		3055		CUST_33561_PI390587928		CUST_33561_PI390587928_1		4.2359123		3.3172557		3.0403202		5.235326		4.0934467		3.9083946		8.051156		6.2635674		4.8278418		6.46607		8.2130785		5.185121		A_99_P304011		A_99_P304011_1		7.1842704		7.996122		7.2951794		6.683746		9.232088		9.927577		8.290799		7.1948647		10.486909		9.701579		8.884154		7.194731

		17586		CUST_32520_PI390587928		CUST_32520_PI390587928_1		9.051239		8.821502		8.757676		8.660647		9.317229		9.315972		9.940548		8.967762		9.628129		10.101106		9.834558		9.148833		A_99_P304036		A_99_P304036_1		9.224569		9.072741		9.726333		9.359309		9.430291		10.187031		10.0627165		9.418767		9.957211		9.613938		10.39346		9.45189

		3424		CUST_31062_PI390587928		CUST_31062_PI390587928_1		8.050736		8.035282		8.6844		7.9865394		7.4967284		7.8750386		7.0781074		6.928065		7.264337		7.6320267		7.5990396		7.8654513		A_99_P304496		A_99_P304496_1		7.4874816		7.760466		8.215193		7.8908906		6.596594		6.5048923		7.015143		7.3143153		6.726277		6.8615155		6.850408		7.8619647

		23196		CUST_18958_PI390587928		CUST_18958_PI390587928_2		9.040433		8.99683		9.515392		9.220132		8.6942835		8.649174		8.485275		8.665212		8.367519		8.320496		8.557786		9.009795		A_99_P304826		A_99_P304826_1		6.5012493		6.757054		6.885079		7.044806		6.3193336		6.164852		5.8985553		6.8124924		6.0045624		6.267645		5.8585305		6.67527

		2024		CUST_2443_PI390587928		CUST_2443_PI390587928_1		2.6759384		3.65985		3.1657495		3.5828578		2.6926506		3.668596		7.110449		5.5679417		3.3066652		3.8766735		5.8763275		3.66696		A_99_P304931		A_99_P304931_1		8.382555		5.937334		5.434057		3.986578		9.4335165		10.218622		10.070025		7.9064326		10.559016		9.672611		10.848859		8.104158

		4958		CUST_38479_PI390587928		CUST_38479_PI390587928_1		6.222366		5.8899083		6.2415543		6.501203		6.5788574		7.4485774		9.078212		7.563118		6.9951415		8.355639		8.590272		7.0881863		A_99_P305101		A_99_P305101_1		10.337317		10.280407		9.515321		9.412593		10.890311		11.932666		10.525737		10.113552		11.561584		11.000007		11.091744		10.214486

		21137		CUST_1165_PI390587928		CUST_1165_PI390587928_1		7.9879622		7.9478106		8.979018		7.9421844		7.2603645		7.4802356		6.979183		6.8272758		6.873774		6.8462586		7.48036		7.548428		A_99_P305346		A_99_P305346_1		7.2476063		7.492878		7.7121367		7.511341		6.8125305		6.4434037		6.267114		7.06537		7.2015376		6.7842565		6.6684546		7.434934

		6216		CUST_1775_PI390587928		CUST_1775_PI390587928_1		8.493722		8.321265		7.9565735		8.845749		9.215646		9.451705		10.314917		9.448977		9.362217		9.905038		9.917422		9.144776		A_99_P305711		A_99_P305711_1		7.6641		6.7462964		6.2231803		6.303665		9.102517		9.3957		8.477464		8.4748125		9.141234		7.897911		8.215332		7.0770783

		4397		CUST_6329_PI390587928		CUST_6329_PI390587928_1		10.56483		10.607157		9.944322		10.051237		10.93838		11.552491		11.343204		11.48005		11.2314415		11.655818		11.215856		10.263625		A_99_P305831		A_99_P305831_1		9.624162		9.612087		8.572255		8.778246		9.519489		11.003967		10.154438		8.926822		10.120341		10.11728		10.318772		8.917472

		4221		CUST_30983_PI390587928		CUST_30983_PI390587928_1		3.6154327		4.194428		3.6913536		5.619559		4.6246934		5.860657		6.805769		6.7922745		4.7550282		5.8507876		5.8962097		5.231775		A_99_P305876		A_99_P305876_1		8.931396		9.439611		8.168168		8.407417		9.450076		10.321694		9.293303		9.297933		10.9313		9.485571		9.74446		8.897336

		7670		CUST_11076_PI390587928		CUST_11076_PI390587928_1		10.195103		10.425121		11.1733675		10.884438		9.721505		10.05252		9.984308		9.881993		9.336346		9.628632		10.138915		10.778461		A_99_P306201		A_99_P306201_1		8.639052		9.280137		9.680366		9.515281		8.909042		8.491841		8.641831		9.222251		8.869113		8.458919		8.652293		9.307431

		21034		CUST_23464_PI390587928		CUST_23464_PI390587928_2		8.548566		8.473626		10.351541		9.226115		8.105007		8.145241		8.789059		8.102557		7.8396854		8.046792		9.208024		9.150719		A_99_P306276		A_99_P306276_1		8.442368		7.9534187		8.726993		8.474648		7.4804063		6.8048897		7.587393		7.8363223		7.675366		7.153521		7.4420686		8.145827

		5734		CUST_1910_PI390587928		CUST_1910_PI390587928_1		9.499421		9.304498		9.2338915		10.103661		9.882846		10.331176		11.169969		10.750318		10.039008		10.412637		10.684241		10.32813		A_99_P306471		A_99_P306471_1		4.015959		4.295867		5.228208		4.7986274		3.631357		5.003945		7.635206		6.6263747		5.209636		5.2035294		8.138832		6.754749

		4739		CUST_15974_PI390587928		CUST_15974_PI390587928_1		10.246812		9.885247		9.7866745		9.704276		10.711941		10.637412		10.868985		10.004834		11.179622		10.646143		10.790399		9.769222		A_99_P306526		A_99_P306526_1		3.0220346		2.643564		1.7116686		2.7937381		3.2668362		3.9986525		2.8051748		2.5940535		4.774653		3.3882358		3.517032		2.3208153

		148		CUST_26540_PI390587928		CUST_26540_PI390587928_1		10.7303705		10.978091		10.700591		11.434855		11.41356		11.55189		13.101331		12.366238		11.831971		11.998883		12.705081		12.00381		A_99_P307351		A_99_P307351_1		8.7729		9.464363		9.6401415		9.921157		9.744245		12.726016		12.520794		12.121882		11.031762		11.9628935		12.948642		12.516465

		5706		CUST_1935_PI390587928		CUST_1935_PI390587928_1		9.964916		9.907641		9.822175		9.997729		10.799062		11.135227		11.906631		10.774192		11.40713		11.649757		11.521377		10.47166		A_99_P307536		A_99_P307536_1		5.3330636		4.9211144		5.344396		5.2083507		6.650102		7.727368		8.081783		7.0611243		7.385302		7.0498013		8.423043		7.071469

		2249		CUST_37158_PI390587928		CUST_37158_PI390587928_1		14.790669		14.392838		14.251679		12.705361		14.959594		14.026011		12.607602		11.08434		15.17252		14.208262		12.566741		11.874101		A_99_P307876		A_99_P307876_2		12.542628		12.384281		10.770736		10.316798		12.085803		10.443806		8.037886		9.622037		11.800044		11.847824		8.608754		8.949387

		4128		CUST_3313_PI390587928		CUST_3313_PI390587928_1		10.232287		10.492328		9.74276		9.732762		11.018584		10.992828		11.621299		10.625211		11.159256		11.648646		11.470859		10.055093		A_99_P308546		A_99_P308546_1		6.616329		6.8235874		7.1117797		6.6970906		8.160745		10.082306		9.5477495		7.5440297		9.554379		7.8267026		9.596555		7.29241

		20024		CUST_7414_PI390587928		CUST_7414_PI390587928_1		11.609651		11.784106		11.734752		11.753948		12.242634		12.092988		12.94885		11.922534		12.48495		12.270829		12.731484		11.77171		A_99_P309301		A_99_P309301_1		8.162923		8.198886		6.748041		7.8710175		8.149995		8.846581		8.782135		8.596584		8.245392		8.598941		8.983356		8.650695

		20024		CUST_7414_PI390587928		CUST_7414_PI390587928_2		11.609651		11.784106		11.734752		11.753948		12.242634		12.092988		12.94885		11.922534		12.48495		12.270829		12.731484		11.77171		A_99_P309306		A_99_P309306_1		7.385958		7.700192		6.1221595		7.2888794		7.169153		8.066934		8.155927		8.046685		7.6158013		7.98777		8.462999		8.172282

		4695		CUST_22157_PI390587928		CUST_22157_PI390587928_1		12.969541		12.7497635		12.693072		12.625834		13.407074		13.695698		14.471866		13.286048		13.592365		14.178486		14.217414		13.129966		A_99_P310211		A_99_P310211_1		4.2100964		3.6603405		4.3103576		4.069339		6.2870536		8.69438		8.609364		6.6240196		8.569293		7.567047		9.295625		6.6689186

		5107		CUST_28625_PI390587928		CUST_28625_PI390587928_1		6.950541		6.440596		6.6050467		6.696568		6.950966		7.3419204		7.820398		7.3634562		7.194109		7.674133		7.5954137		6.631866		A_99_P310901		A_99_P310901_1		8.605758		7.9277253		7.160438		8.19182		9.125236		9.529132		8.40294		8.0581255		9.932029		9.084321		8.795913		8.0920515

		5107		CUST_28625_PI390587928		CUST_28625_PI390587928_2		6.950541		6.440596		6.6050467		6.696568		6.950966		7.3419204		7.820398		7.3634562		7.194109		7.674133		7.5954137		6.631866		A_99_P310906		A_99_P310906_1		7.7706757		6.9532723		6.43856		7.299624		8.275705		8.546204		7.6095505		7.1162353		8.918637		8.134583		7.858809		7.3136897

		43322		CUST_28884_PI390587928		CUST_28884_PI390587928_1		6.926562		6.8052673		5.844048		7.154799		6.3636417		7.326097		10.821935		10.815663		6.3448634		7.7881646		10.040465		9.132507		A_99_P311321		A_99_P311321_1		1.3724779		1.386807		1.87179		2.000451		3.9204998		9.002711		9.96371		7.4004846		6.9045963		7.3889623		10.233498		7.411799

		21609		CUST_4635_PI390587928		CUST_4635_PI390587928_1		5.766276		6.0370994		5.801027		7.168905		5.243892		5.7491612		4.9384046		6.0826783		4.866129		5.22197		4.502643		7.220581		A_99_P311381		A_99_P311381_1		6.299063		6.1427407		6.795898		7.2520947		6.3373017		5.299427		5.855648		7.2962556		6.194851		5.8626256		5.5253525		7.098873

		20382		CUST_29864_PI390587928		CUST_29864_PI390587928_1		7.7531285		7.6179466		7.3238773		7.914477		8.11498		9.565158		11.787274		11.117817		8.906208		9.232577		10.806895		8.1595125		A_99_P313596		A_99_P313596_1		10.274692		9.209112		9.171804		9.313084		11.910079		13.189969		12.222179		10.731842		13.320779		12.390645		12.525664		10.478351

		22836		CUST_2807_PI390587928		CUST_2807_PI390587928_1		11.301468		11.124782		11.736664		11.567365		11.093738		10.86394		10.671475		10.923119		10.886131		10.701351		10.869784		11.480681		A_99_P313606		A_99_P313606_1		8.959641		9.037076		9.505539		9.629567		8.3903055		8.043387		8.624339		9.093492		8.268693		8.409194		8.489419		9.275684

		5994		CUST_18104_PI390587928		CUST_18104_PI390587928_1		12.232539		12.170804		11.720039		11.319877		12.107747		12.380612		10.520419		10.560638		11.92865		11.9953		11.117562		11.327572		A_99_P313631		A_99_P313631_1		8.4907255		8.758271		7.235082		8.3639		8.089604		7.346884		5.2478433		7.7718315		7.9035015		7.560084		5.48121		7.87229

		41		CUST_4572_PI390587928		CUST_4572_PI390587928_1		6.5126376		5.7912765		5.736173		7.391571		6.796076		6.8533864		7.662901		7.8499646		6.7491746		6.3447013		7.1974664		7.8796554		A_99_P313661		A_99_P313661_1		9.830809		9.650838		9.367557		10.419058		10.635459		11.293574		11.247594		10.954261		10.550555		10.42011		11.406891		10.866519

		5524		CUST_13733_PI390587928		CUST_13733_PI390587928_1		10.607274		10.339129		11.489839		11.114581		10.017182		9.939162		9.895952		9.834259		9.872402		9.41561		10.238545		10.680606		A_99_P314441		A_99_P314441_1		9.2327795		9.653178		11.294759		11.109366		9.016326		8.204792		9.911828		10.280016		8.584737		8.930979		9.542905		10.718814

		5524		CUST_13733_PI390587928		CUST_13733_PI390587928_2		10.607274		10.339129		11.489839		11.114581		10.017182		9.939162		9.895952		9.834259		9.872402		9.41561		10.238545		10.680606		A_99_P314451		A_99_P314451_1		9.398235		9.752437		11.37772		11.28717		9.243934		8.521255		10.285239		10.439444		8.770051		9.211873		9.8443165		11.035741

		4998		CUST_8923_PI390587928		CUST_8923_PI390587928_1		5.574034		6.5692153		4.776464		5.892815		5.4718423		7.275879		7.7927537		8.077374		6.026644		7.1020665		6.7535057		4.7128773		A_99_P314586		A_99_P314586_1		7.697351		6.087725		5.3844438		7.274957		8.163001		8.693259		8.003505		7.1042247		9.022549		8.549435		7.959768		7.8843064

		37609		CUST_18649_PI390587928		CUST_18649_PI390587928_1		5.943007		6.089905		5.9799423		6.519731		6.080988		5.8158054		7.1025147		6.2817454		6.148085		6.1135535		6.8119645		6.1560535		A_99_P315011		A_99_P315011_2		4.7427144		5.484129		4.164534		4.878448		5.3468146		6.251841		7.2482667		5.641033		6.2962203		6.187038		7.6131387		5.596325

		3202		CUST_18319_PI390587928		CUST_18319_PI390587928_1		7.327181		8.442463		5.942145		6.5620713		6.953181		7.4904017		8.066742		8.2377205		7.3289733		8.25007		7.788498		7.0365386		A_99_P315341		A_99_P315341_1		9.240249		10.247214		9.658641		9.217838		9.787077		10.80098		11.5532465		10.013501		9.701889		10.407461		11.225217		9.743992

		2433		CUST_38855_PI390587928		CUST_38855_PI390587928_3		6.9975033		6.9807644		6.8032017		5.529503		6.542519		6.2012367		4.7841444		4.3717384		6.6917863		6.4879894		5.60031		4.9309416		A_99_P315631		A_99_P315631_1		5.177764		5.520305		4.9774		5.590877		4.776571		3.8633378		4.0697656		4.3911037		3.1304007		4.2875905		2.7129784		4.7214494

		2433		CUST_38855_PI390587928		CUST_38855_PI390587928_4		6.9975033		6.9807644		6.8032017		5.529503		6.542519		6.2012367		4.7841444		4.3717384		6.6917863		6.4879894		5.60031		4.9309416		A_99_P315636		A_99_P315636_1		5.103378		5.5430427		4.6412177		5.2800345		3.7156909		3.051791		3.1880035		4.105876		2.3448927		3.6461532		2.2399914		4.729405

		1126		CUST_41861_PI390587928		CUST_41861_PI390587928_1		14.491425		14.442105		14.36597		14.25042		14.10471		14.016595		12.99242		12.89167		14.001586		13.94436		13.319206		13.597304		A_99_P315746		A_99_P315746_1		13.290666		13.774196		13.691045		13.638345		12.635312		12.64494		11.993825		13.06805		12.836632		12.761047		12.241063		13.206714

		19087		CUST_11806_PI390587928		CUST_11806_PI390587928_1		7.4420857		7.2009296		7.1466312		7.505114		9.708951		9.531535		11.075326		9.807815		10.188026		9.862168		10.745209		7.6844306		A_99_P315991		A_99_P315991_1		9.317734		7.7507133		7.0343304		6.570984		10.285365		9.384004		9.249612		6.9398932		10.812512		9.386481		9.631384		7.241712

		5686		CUST_10727_PI390587928		CUST_10727_PI390587928_1		4.509026		5.5617642		4.744262		2.3819096		3.6567526		4.6745644		2.0018606		2.3844092		3.239768		4.388817		2.552687		1.6375078		A_99_P316146		A_99_P316146_1		4.142917		4.3999267		4.4730153		4.140983		2.4421554		2.6318455		4.393901		3.9432325		2.787836		3.6679676		4.6852894		4.929215

		27081		CUST_2644_PI390587928		CUST_2644_PI390587928_1		11.293859		11.067795		11.062138		11.379723		11.565407		11.491993		12.436009		11.900875		11.762668		11.654605		12.1906805		11.287304		A_99_P317916		A_99_P317916_1		9.450095		9.155612		9.07294		9.196294		10.013248		10.459913		9.717472		9.112105		10.456502		9.484053		9.985947		9.119651

		21309		CUST_4285_PI390587928		CUST_4285_PI390587928_1		7.663915		7.5503907		6.902922		7.435882		7.768366		7.803656		8.248247		7.681457		7.9409585		8.272794		8.120507		7.7385254		A_99_P318051		A_99_P318051_1		8.542302		8.497216		7.3564525		7.4648967		8.919147		9.401086		8.588043		8.027673		9.597081		9.0515785		9.018345		7.764178

		19466		CUST_704_PI390587928		CUST_704_PI390587928_2		12.140309		12.372181		12.859642		12.655155		12.727366		12.926013		14.187679		13.146588		13.478635		13.55423		13.952291		13.3614435		A_99_P318056		A_99_P318056_1		8.830593		8.907168		9.536445		9.26868		9.999545		11.108818		11.049477		10.24709		10.960655		9.7739935		11.483733		10.581849

		20976		CUST_26314_PI390587928		CUST_26314_PI390587928_1		3.4988225		4.2664185		2.9145954		2.7222729		2.663092		5.310496		7.4961867		7.0806355		2.0463462		5.286596		6.3523307		3.557462		A_99_P318361		A_99_P318361_1		4.400295		4.458296		4.124304		5.3692417		5.0429997		6.7659016		8.274411		5.709461		7.4021983		6.299582		7.850292		6.926758

		18645		CUST_31735_PI390587928		CUST_31735_PI390587928_2		12.903229		12.8652115		12.595886		12.919379		13.50981		13.676796		14.03773		13.274213		13.598603		13.636605		13.811917		13.266534		A_99_P318411		A_99_P318411_1		9.997872		9.787875		9.351072		9.74738		10.898862		11.69782		10.686933		10.0583105		11.84488		11.007762		11.138272		10.009457

		5007		CUST_12645_PI390587928		CUST_12645_PI390587928_1		9.520565		9.627639		10.579858		10.217771		9.229503		9.0505705		8.517386		9.054126		8.293786		8.787088		9.361499		9.890404		A_99_P319036		A_99_P319036_1		6.33515		6.686147		7.720206		7.840149		5.93149		5.9164042		6.6232543		7.4795938		5.8348517		5.651072		5.9832306		7.5564933

		7783		CUST_5792_PI390587928		CUST_5792_PI390587928_1		9.96304		11.206962		11.487784		9.157814		8.926083		9.850994		8.884404		7.4732018		8.324174		9.410489		9.151486		8.415721		A_99_P319186		A_99_P319186_1		8.447412		9.270966		9.246501		8.696582		7.9433665		8.417183		7.5745826		7.9996758		8.4191675		8.4809885		7.933098		7.742855

		3240		CUST_14712_PI390587928		CUST_14712_PI390587928_2		12.567635		13.0590105		13.931996		13.524693		12.173038		12.678517		12.513446		12.401296		11.885296		12.276622		12.792496		13.588872		A_99_P320346		A_99_P320346_1		7.9907823		8.26561		8.875549		8.384491		7.715221		7.2754135		7.611336		7.718126		7.423641		7.8314433		7.7479806		7.938137

		6391		CUST_2379_PI390587928		CUST_2379_PI390587928_2		10.408769		10.606887		9.761073		9.804648		11.076755		11.705619		11.971736		11.307517		11.524653		11.807518		11.5679655		9.377738		A_99_P320681		A_99_P320681_1		6.7750854		6.3411202		5.7951226		5.923077		6.8037395		7.630865		7.3681703		6.0961556		7.8413196		6.95147		7.489969		6.2109776

		9204		CUST_5919_PI390587928		CUST_5919_PI390587928_2		7.6497445		7.216928		7.4209175		7.7234707		7.3161983		6.8973846		5.891936		6.6520653		7.043905		6.612274		6.103907		7.2388325		A_99_P321461		A_99_P321461_1		6.331489		6.0686927		6.7663283		5.932607		6.6881924		5.4304748		5.2707376		5.7565155		5.8074303		5.6397347		4.8051114		5.8278985

		4011		CUST_32415_PI390587928		CUST_32415_PI390587928_1		12.3037615		12.258525		11.942941		11.644694		12.426793		12.741394		13.1760645		12.292722		12.65425		13.032622		13.137677		11.992719		A_99_P321961		A_99_P321961_1		9.495281		9.356235		8.562243		8.722516		9.553388		9.872173		10.821767		8.862086		10.314864		9.76665		11.130184		8.585445

		8873		CUST_19953_PI390587928		CUST_19953_PI390587928_1		9.580119		9.569419		9.993188		8.840823		8.412271		8.424907		7.2076225		8.413964		7.922016		9.282177		7.794304		9.521258		A_99_P321991		A_99_P321991_1		10.638118		11.609761		12.464997		12.19641		10.976964		11.031044		11.317264		12.622449		9.276877		10.996722		9.971075		12.708613

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_1		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P322006		A_99_P322006_1		9.987636		8.553665		8.871761		7.9245563		11.001286		11.126298		11.135251		9.258151		12.120675		10.893565		11.690352		9.165856

		4978		CUST_8948_PI390587928		CUST_8948_PI390587928_1		9.918373		9.687754		9.957107		9.6127		11.029178		10.657165		11.857507		10.401568		11.325183		11.053571		11.02274		9.618334		A_99_P322071		A_99_P322071_1		8.293964		7.5792313		7.441404		7.4592147		8.682917		9.145799		8.316822		7.877023		9.45469		8.103725		8.70586		7.756779

		27087		CUST_2634_PI390587928		CUST_2634_PI390587928_1		11.788981		11.897751		11.804709		11.79491		12.5623255		13.427508		13.521144		12.927895		12.967674		13.619102		13.267961		11.815209		A_99_P322201		A_99_P322201_1		10.059822		9.426193		8.910974		9.107899		10.92791		11.920093		11.452367		10.271893		12.306783		11.068954		11.828728		9.658768

		5702		CUST_1939_PI390587928		CUST_1939_PI390587928_1		7.2585716		7.5055237		6.822825		7.2278457		7.1427064		7.6952825		8.94502		8.657178		7.164917		7.948156		8.871385		8.140279		A_99_P322421		A_99_P322421_1		9.14053		9.012076		10.529335		10.150181		10.2252655		12.758643		12.138604		11.306327		11.682189		10.891953		12.820549		11.337479

		21792		CUST_29471_PI390587928		CUST_29471_PI390587928_1		7.326113		7.9845796		6.4602227		8.180891		6.8154263		8.084545		8.9519825		9.05872		7.4967427		8.658626		7.7467446		5.8702374		A_99_P324301		A_99_P324301_1		10.358671		9.673543		7.5208297		9.673762		8.920184		7.910425		6.4296474		8.467455		8.002568		8.662177		6.1214027		9.459338

		20509		CUST_15184_PI390587928		CUST_15184_PI390587928_1		12.586814		13.091031		13.089501		13.350262		12.184028		12.8074255		11.799316		12.460644		11.891204		12.029368		12.067978		12.883442		A_99_P324636		A_99_P324636_1		8.798499		9.543764		9.784612		10.1865225		8.684993		8.308464		8.249933		9.58785		8.022175		9.2090645		8.336621		9.555165

		40627		CUST_3789_PI390587928		CUST_3789_PI390587928_2		14.853442		14.604401		13.699069		13.815899		14.410523		14.142436		11.6996355		12.076619		14.212331		13.557143		12.210813		13.05762		A_99_P324711		A_99_P324711_1		6.8814464		5.703527		7.8092422		7.305046		6.1414504		4.256678		6.3479743		5.89792		6.492384		4.611053		6.9186034		5.8268895

		26833		CUST_21196_PI390587928		CUST_21196_PI390587928_1		7.5966287		7.6884217		6.6022954		7.6022143		7.5815773		7.735306		7.9732647		7.4933677		7.439257		7.6909466		7.884917		7.7606893		A_99_P325681		A_99_P325681_1		9.050746		9.059993		8.893569		8.896737		9.480182		10.339916		9.527899		8.96025		10.112861		9.760148		9.880322		8.828201

		36916		CUST_39756_PI390587928		CUST_39756_PI390587928_1		8.73011		9.138143		7.956103		8.664497		8.463241		8.808544		9.274089		8.776101		8.489681		8.946041		9.177106		8.832182		A_99_P325681		A_99_P325681_2		9.050746		9.059993		8.893569		8.896737		9.480182		10.339916		9.527899		8.96025		10.112861		9.760148		9.880322		8.828201

		15227		CUST_8125_PI390587928		CUST_8125_PI390587928_2		5.324904		5.675613		5.180933		5.8139663		5.3597026		5.6699047		6.550015		5.211973		5.3948026		5.58902		6.674427		4.62842		A_99_P325771		A_99_P325771_1		7.9245334		7.675749		8.170791		8.163206		7.823626		8.825671		9.525924		8.22549		8.320319		8.485554		9.740539		8.300669

		17916		CUST_29242_PI390587928		CUST_29242_PI390587928_1		1.7730535		2.272556		1.9042786		1.7995763		3.045334		4.925346		5.9504056		6.6492486		4.4037757		5.884146		4.872438		2.0148623		A_99_P325987		A_99_P325987_1		5.1791234		4.6293726		5.9840794		5.1763916		6.840833		6.5551953		7.129728		6.503618		7.036831		7.067083		6.6057773		6.2615733

		17916		CUST_29242_PI390587928		CUST_29242_PI390587928_2		1.7730535		2.272556		1.9042786		1.7995763		3.045334		4.925346		5.9504056		6.6492486		4.4037757		5.884146		4.872438		2.0148623		A_99_P325991		A_99_P325991_1		2.2012966		1.8840619		1.9529558		1.863514		4.124346		3.8621695		1.7140174		1.887225		5.3671017		4.057417		3.147583		1.7712736

		31043		CUST_34408_PI390587928		CUST_34408_PI390587928_2		1.3877858		2.0444496		1.4485493		1.5006886		1.9429201		4.376453		6.3568254		2.0300057		1.9664384		4.3308825		4.0968986		1.3780136		A_99_P326361		A_99_P326361_1		1.4922222		1.4208485		2.207266		1.4141763		5.0970674		4.7127547		7.1107445		5.237546		8.712126		5.113655		7.097418		3.3665645

		16101		CUST_16531_PI390587928		CUST_16531_PI390587928_1		10.0624		10.702717		11.205533		10.797089		10.369654		10.902736		9.219377		10.151574		9.585586		9.515202		9.788892		10.213661		A_99_P326846		A_99_P326846_1		5.2712383		5.3887825		6.8687		6.772941		4.596892		3.764344		6.0786233		5.319961		4.5476184		5.1385174		6.2164235		6.043532

		20701		CUST_16932_PI390587928		CUST_16932_PI390587928_1		9.936355		9.78247		10.877294		10.302316		9.602696		9.110335		9.307054		9.279573		9.376781		8.877274		9.607104		10.06553		A_99_P326856		A_99_P326856_2		7.729655		8.699311		10.368066		9.549102		7.437094		7.1893334		9.263486		9.21326		6.8576293		7.730123		9.25185		9.5155325

		24707		CUST_11014_PI390587928		CUST_11014_PI390587928_1		8.770128		10.216746		9.182922		9.891621		9.633247		11.868893		11.353225		11.027291		10.056138		11.387265		10.933881		9.71177		A_99_P327036		A_99_P327036_1		3.9991055		3.7125294		2.6239612		2.3537593		4.7058163		5.6231093		4.144975		3.7844064		5.88862		5.4848037		4.7186637		3.8834693

		5065		CUST_12586_PI390587928		CUST_12586_PI390587928_1		11.676482		11.230535		10.761314		10.825795		12.548688		12.69382		12.36248		11.067136		12.614009		13.280606		12.246007		10.722202		A_99_P327186		A_99_P327186_1		5.900837		6.180872		5.7663364		6.075685		7.5728745		8.647933		7.4776626		6.4195075		8.503457		6.961727		7.653763		6.381466

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_2		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P327316		A_99_P327316_1		2.5309494		2.2755773		2.2287028		2.8405027		4.5248146		5.129271		4.137053		2.4908073		5.971495		3.9520442		4.574131		2.0915349

		3834		CUST_6385_PI390587928		CUST_6385_PI390587928_1		7.187065		7.542497		8.553797		7.850226		6.989675		7.2000504		6.594848		6.600222		6.6159873		6.7848167		7.001053		7.5379157		A_99_P328396		A_99_P328396_1		9.876727		9.94724		9.007004		9.306337		8.698672		8.881767		8.242642		8.0808		8.347712		9.295322		7.8428574		9.381761

		3834		CUST_6385_PI390587928		CUST_6385_PI390587928_2		7.187065		7.542497		8.553797		7.850226		6.989675		7.2000504		6.594848		6.600222		6.6159873		6.7848167		7.001053		7.5379157		A_99_P328401		A_99_P328401_1		9.252999		9.507031		8.74588		9.045694		8.022632		8.456595		7.79291		7.523084		7.7901616		8.884765		7.381668		8.861498

		19091		CUST_11795_PI390587928		CUST_11795_PI390587928_1		11.52868		11.80447		10.996826		10.717533		11.222656		11.6663885		9.137366		9.344205		10.457906		10.842616		10.011399		10.016721		A_99_P328456		A_99_P328456_1		9.348878		9.562926		8.857544		8.256417		8.360461		7.6308417		6.9006476		6.565977		8.3333025		8.360673		6.9525123		6.6790013

		6928		CUST_476_PI390587928		CUST_476_PI390587928_2		7.635057		7.7711062		7.563534		7.7119775		7.8428345		8.530778		9.287652		8.068433		8.038823		8.9205065		8.96717		8.0623		A_99_P328736		A_99_P328736_1		8.367705		8.335499		8.276413		8.216682		9.114905		9.934056		9.219897		8.633666		9.368303		9.186427		9.415855		8.697106

		6928		CUST_476_PI390587928		CUST_476_PI390587928_3		7.635057		7.7711062		7.563534		7.7119775		7.8428345		8.530778		9.287652		8.068433		8.038823		8.9205065		8.96717		8.0623		A_99_P328741		A_99_P328741_1		5.9368668		6.2991676		6.1424885		6.026193		6.692043		7.9270053		6.889374		6.4493065		7.1632004		7.050579		7.1795897		6.469354

		19522		CUST_12796_PI390587928		CUST_12796_PI390587928_1		11.13908		10.576848		11.023646		12.068332		11.744522		12.087531		13.084071		12.819587		11.950686		12.568652		13.017388		12.460917		A_99_P328976		A_99_P328976_1		5.293405		4.9964414		5.5537133		5.90573		6.6171093		8.239385		7.1821437		6.8764863		7.5111613		6.794973		7.820905		6.9648356

		3088		CUST_39053_PI390587928		CUST_39053_PI390587928_1		7.130605		5.580826		5.6161237		5.766886		7.6459503		5.8775234		7.0636096		8.266364		8.3678665		6.270272		6.331013		5.411595		A_99_P329743		A_99_P329743_1		6.617481		3.9574776		3.8555965		2.986063		6.734571		4.5950623		6.5658555		4.8468337		6.3621154		4.9545474		6.8312173		3.4200113

		12995		CUST_34859_PI390587928		CUST_34859_PI390587928_1		5.045943		5.517821		3.752207		2.8197796		5.8738766		7.244597		8.764514		4.8088603		6.1473937		7.5352154		7.971457		2.458004		A_99_P330016		A_99_P330016_1		1.4752817		2.4783688		1.5035607		1.943868		5.9658146		5.002945		8.462295		3.360771		9.0200205		6.1757417		8.496913		2.9286335

		6025		CUST_39077_PI390587928		CUST_39077_PI390587928_1		8.616049		9.186423		8.0006895		7.6247106		7.6578937		7.5808716		5.5698543		4.785026		7.1825805		7.7485237		5.7011905		7.301538		A_99_P330606		A_99_P330606_1		7.309242		6.50613		8.397606		7.1012745		6.0798774		3.5384643		6.5845294		5.545664		4.817961		5.192941		5.4656773		5.9104843

		6025		CUST_39077_PI390587928		CUST_39077_PI390587928_2		8.616049		9.186423		8.0006895		7.6247106		7.6578937		7.5808716		5.5698543		4.785026		7.1825805		7.7485237		5.7011905		7.301538		A_99_P330611		A_99_P330611_1		6.8158536		5.8786106		7.8248534		6.38275		5.049187		2.6792252		5.9522386		5.004932		4.1929345		4.5800056		4.898515		5.24853

		21074		CUST_10151_PI390587928		CUST_10151_PI390587928_2		1.3468018		1.3966552		1.4528981		1.5545765		2.1762264		2.3071206		3.6725187		2.952288		2.8739433		6.051455		4.4308457		1.3469537		A_99_P330946		A_99_P330946_1		1.60037		2.0137837		1.9284111		1.6060671		1.8903118		3.0287936		6.464579		7.946104		1.6232487		1.9921389		4.227632		2.5225027

		31417		CUST_41407_PI390587928		CUST_41407_PI390587928_1		7.6701336		6.1842446		5.432565		3.3294284		8.522696		6.846951		7.9317307		5.380806		8.135169		7.4500313		8.272202		5.0722117		A_99_P331056		A_99_P331056_1		6.9684753		7.7816277		7.58881		6.3505797		6.9138236		9.061703		10.652565		10.208145		8.210927		7.696257		10.920053		8.944708

		18302		CUST_16257_PI390587928		CUST_16257_PI390587928_2		8.577412		8.917209		7.794966		7.8791695		9.068408		11.45386		13.613365		13.0462		10.3509245		13.587398		13.300164		11.715687		A_99_P331481		A_99_P331481_1		5.107691		4.300731		4.3203564		4.423965		6.007749		7.3216004		7.779716		5.3756127		7.956303		6.313823		8.295795		5.0690494

		15768		CUST_10402_PI390587928		CUST_10402_PI390587928_1		1.3601128		2.2436068		1.3790056		2.0611603		1.4036382		1.7375422		7.305502		6.115763		2.366916		1.7746524		6.9032464		2.7709382		A_99_P331986		A_99_P331986_1		1.564593		1.5471283		1.5608195		1.5464197		1.590242		1.580134		4.6982117		5.5235076		1.5342973		1.545117		3.4914036		1.534721

		7684		CUST_11062_PI390587928		CUST_11062_PI390587928_2		5.706202		5.9696364		4.807112		6.8612456		5.551269		6.9294763		9.081761		9.691216		5.677936		6.6892166		9.019195		8.535023		A_99_P332866		A_99_P332866_1		9.470407		8.950417		8.793286		8.746654		10.909923		11.176658		12.55763		11.056869		11.320127		11.22823		12.52359		10.56948

		8580		CUST_24697_PI390587928		CUST_24697_PI390587928_2		5.2445087		5.8916855		4.2868934		6.262533		6.058679		6.6322083		6.9314666		6.1825314		6.355953		7.232523		6.7367916		6.504265		A_99_P332951		A_99_P332951_1		5.643053		6.360765		5.397062		6.098322		6.247952		7.5939426		7.2260895		6.482123		6.205752		7.3348026		7.129833		6.398824

		3539		CUST_34334_PI390587928		CUST_34334_PI390587928_1		8.588229		9.2939005		8.05099		9.036732		9.185836		10.735194		11.617892		10.922185		9.745866		11.239472		11.262078		9.247462		A_99_P332981		A_99_P332981_1		9.631864		9.333589		8.116706		9.170598		9.791873		11.337238		10.103526		9.637937		10.88224		10.126539		10.237302		9.746971

		22197		CUST_6819_PI390587928		CUST_6819_PI390587928_2		5.2501316		4.421812		4.417972		4.888619		5.6392245		5.676285		6.3020406		5.369314		5.934747		5.7915		5.882995		4.508312		A_99_P333381		A_99_P333381_1		10.05474		9.124957		8.484417		9.06467		10.757794		11.054181		9.75072		9.289975		11.473781		10.61218		9.984448		9.408277

		16769		CUST_4131_PI390587928		CUST_4131_PI390587928_1		10.454545		10.154938		9.4627075		10.942203		10.83612		10.850104		12.243514		12.87524		11.27003		11.4233885		11.071767		10.835576		A_99_P334666		A_99_P334666_1		12.2256		11.863881		10.957157		12.034051		12.467475		12.486711		12.504565		12.567264		12.867404		12.221889		12.643688		12.325134

		8135		CUST_5744_PI390587928		CUST_5744_PI390587928_1		3.831632		3.553608		2.6980693		2.112483		3.8814385		4.384859		5.698032		7.041762		3.6700783		4.1146045		5.550609		4.2321362		A_99_P335036		A_99_P335036_1		5.0043087		4.5637517		4.4027467		5.0535703		6.489184		7.2161317		8.966214		6.910708		7.938496		5.9470744		9.283936		6.1053147

		8135		CUST_5744_PI390587928		CUST_5744_PI390587928_2		3.831632		3.553608		2.6980693		2.112483		3.8814385		4.384859		5.698032		7.041762		3.6700783		4.1146045		5.550609		4.2321362		A_99_P335041		A_99_P335041_1		7.680899		7.1660995		6.1816087		7.2878213		8.870509		9.541763		9.531076		8.677142		10.729256		8.473072		9.935997		8.366183

		24618		CUST_8011_PI390587928		CUST_8011_PI390587928_1		7.361492		8.186465		6.769362		8.4498625		7.081291		7.647387		6.1123986		9.364414		5.6192336		6.1537004		5.697272		8.48478		A_99_P335576		A_99_P335576_2		9.783954		9.375493		9.94962		9.975129		10.28184		10.497756		10.338536		10.194405		10.581161		9.9790945		10.626931		10.114622

		24295		CUST_32240_PI390587928		CUST_32240_PI390587928_1		3.6059372		3.268324		3.978288		4.2347336		5.582522		6.7042174		7.1887918		6.3349433		5.4315696		6.715788		6.772631		4.647218		A_99_P336361		A_99_P336361_1		3.2524884		4.251858		3.2720726		3.4530518		4.2777467		4.879804		5.0497246		5.316878		4.0431256		4.8364277		5.653395		5.1314015

		18639		CUST_31760_PI390587928		CUST_31760_PI390587928_2		8.032783		7.2353606		7.2918916		9.977916		8.78165		9.569463		10.722725		11.203045		8.758689		9.826752		10.54358		10.940224		A_99_P337481		A_99_P337481_1		8.848142		8.663146		8.996417		9.219934		10.3958235		11.892175		11.112526		10.54461		10.779961		10.508184		11.424502		10.561519

		487		CUST_2912_PI390587928		CUST_2912_PI390587928_1		14.88914		14.786052		11.788487		14.178781		16.15489		16.303812		16.214338		16.871832		16.472483		16.589079		16.281197		16.30805		A_99_P337831		A_99_P337831_1		1.9029055		2.4290934		2.8180351		4.292153		5.5072865		6.4570947		9.580523		8.817347		4.284487		6.633549		8.259076		9.04089

		16797		CUST_4081_PI390587928		CUST_4081_PI390587928_1		9.168368		10.24574		8.246057		8.856336		8.592637		9.590618		8.726247		9.515758		8.39405		9.070571		8.80821		8.994323		A_99_P338251		A_99_P338251_1		2.7572854		2.5396063		1.4815226		1.976685		2.8201053		2.5688233		4.9107256		5.7523975		3.8617764		3.4737403		4.5924115		3.0882213

		5079		CUST_6129_PI390587928		CUST_6129_PI390587928_1		13.061104		14.029643		13.740069		13.460339		12.218956		13.307389		11.253072		11.435613		11.578681		12.629273		12.374566		13.111377		A_99_P338411		A_99_P338411_1		7.972238		9.858975		9.826793		10.251314		6.820391		7.676581		8.253442		8.524529		6.4793468		8.642636		8.603104		8.922381

		19607		CUST_39929_PI390587928		CUST_39929_PI390587928_2		7.513515		7.3221664		7.524864		7.3255944		7.171097		6.883864		5.7271323		6.2107034		6.8297906		6.501701		6.083222		6.813643		A_99_P338811		A_99_P338811_1		6.6267867		5.97685		6.328251		6.5530453		5.894378		4.9302382		5.2188077		6.0897803		5.8586183		5.754841		5.366511		6.434273

		3138		CUST_5316_PI390587928		CUST_5316_PI390587928_1		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		A_99_P339626		A_99_P339626_1		9.902665		9.3942		9.089963		9.441932		9.912505		10.135157		9.974738		10.001142		11.076098		9.443304		10.239029		9.793082

		2498		CUST_17296_PI390587928		CUST_17296_PI390587928_2		9.600619		9.029874		7.732035		8.524029		10.268054		10.847074		9.7433		10.32021		10.86411		11.10048		9.898721		9.2026		A_99_P339931		A_99_P339931_1		5.892988		4.7292533		2.9732628		4.954885		6.142183		7.393603		5.8279777		5.5309863		6.566172		6.5200977		5.543171		5.13765

		22204		CUST_16406_PI390587928		CUST_16406_PI390587928_1		4.79649		4.6082187		2.893401		2.1157887		5.075275		5.3633347		4.172746		4.8330092		4.977081		5.6067834		4.4364142		1.8942337		A_99_P340286		A_99_P340286_1		3.3331153		3.4110725		1.6290683		3.655794		3.3141382		3.7254295		7.0230174		6.5774074		2.7844346		4.659983		6.820883		6.417108

		20658		CUST_9357_PI390587928		CUST_9357_PI390587928_1		8.725068		8.611329		8.321528		8.337386		9.167106		9.366214		10.579098		10.7691765		9.34441		9.855694		10.146048		9.117671		A_99_P340636		A_99_P340636_1		10.16592		8.853917		8.061933		8.205817		10.784084		11.533061		10.262225		10.628576		12.4744425		9.838336		10.339266		10.24379

		22214		CUST_16390_PI390587928		CUST_16390_PI390587928_3		5.859545		7.257229		6.511146		4.8221335		4.755922		6.7271667		5.5551553		2.9831765		4.9937835		6.758579		6.256061		4.953241		A_99_P341656		A_99_P341656_1		9.623776		9.111184		10.090243		9.764457		9.5024		8.365037		9.131981		8.091685		7.86793		8.479072		7.6648736		8.114018

		9651		CUST_35248_PI390587928		CUST_35248_PI390587928_1		4.391316		4.1864004		3.1434758		6.0218368		4.6006827		4.7371826		7.824175		9.757659		4.865867		5.6835933		7.4483066		7.0764375		A_99_P341911		A_99_P341911_1		5.5047317		5.8828125		6.9234734		6.0270658		6.8229127		7.992502		9.429015		8.8097925		8.538667		6.939899		9.954476		7.4657807

		48172		CUST_19248_PI390587928		CUST_19248_PI390587928_1		9.611007		8.976113		11.112578		10.8334875		9.367957		8.311706		9.554705		9.833932		8.875329		7.9466133		10.216496		10.658002		A_99_P341956		A_99_P341956_1		7.202498		7.792994		9.49176		9.050705		5.85845		6.013719		8.702221		8.337428		5.340326		7.3066516		8.571631		9.135812

		38733		CUST_22058_PI390587928		CUST_22058_PI390587928_1		5.488687		7.134068		4.456494		6.4683785		5.0009027		8.011407		9.156306		8.23173		5.382567		8.40294		7.9170914		3.892725		A_99_P342071		A_99_P342071_1		9.539468		9.627563		7.937935		9.713279		7.84502		7.554444		6.821181		8.233746		8.372766		8.089878		6.5481296		9.222518

		22562		CUST_38087_PI390587928		CUST_38087_PI390587928_2		9.266732		8.87427		9.930792		11.690461		9.742763		11.688594		15.100158		13.329108		9.89084		10.72626		14.094735		13.022777		A_99_P342191		A_99_P342191_1		10.5840435		10.166087		11.185893		12.030711		11.608124		12.228782		12.207066		12.581981		11.953315		11.907826		12.914723		12.669975

		34157		CUST_6857_PI390587928		CUST_6857_PI390587928_1		10.083908		9.871391		10.734383		10.898469		9.942787		9.395945		9.218522		9.646762		9.672692		8.825753		9.49421		10.477605		A_99_P343211		A_99_P343211_1		7.5738254		8.107232		9.237834		9.762849		7.5766826		7.060759		10.101422		9.193986		7.355268		7.3149676		8.917527		9.901023

		3693		CUST_16940_PI390587928		CUST_16940_PI390587928_2		2.9400218		2.2632847		1.3768286		2.2925904		3.7492383		5.0793605		7.3573728		6.9523697		4.2279935		5.309426		6.786631		4.0204816		A_99_P343661		A_99_P343661_1		7.572517		5.5728536		4.306127		4.5192504		8.943982		9.520408		9.5732565		7.0803924		9.665618		9.703197		10.1541395		6.1081104

		13605		CUST_18720_PI390587928		CUST_18720_PI390587928_1		8.029178		8.456125		8.201135		8.573524		8.645787		10.48494		9.880506		9.5400305		9.038493		10.160666		9.718543		8.40227		A_99_P343776		A_99_P343776_1		8.184914		7.874059		7.721905		7.8363338		10.047448		11.740738		10.891337		9.607837		11.391202		10.101438		11.300372		8.943656

		18470		CUST_34056_PI390587928		CUST_34056_PI390587928_3		3.1413155		4.3303604		4.2904434		4.36888		2.8003685		4.5405993		5.1618323		5.9137235		2.904667		4.174807		4.4549594		4.957863		A_99_P344251		A_99_P344251_1		4.585299		4.959542		5.0468926		4.8453383		5.099762		5.614561		6.8404603		5.8443513		5.134187		5.82114		6.6247497		6.0574265

		2247		CUST_37160_PI390587928		CUST_37160_PI390587928_1		10.466416		10.795029		11.618885		10.995587		10.110093		10.3038645		10.117386		9.563317		10.402968		9.715581		10.556556		10.659272		A_99_P344296		A_99_P344296_1		10.849762		10.121651		12.4203005		12.642849		10.538658		8.161384		11.3966875		11.959892		10.141374		8.964226		11.159265		11.884709

		2894		CUST_31692_PI390587928		CUST_31692_PI390587928_1		11.618905		10.741757		10.398696		11.175297		12.695156		12.420494		12.225163		11.927218		12.562367		12.921351		12.042933		10.994625		A_99_P344371		A_99_P344371_1		10.245515		8.719455		6.8226833		7.855114		10.435383		10.744859		9.074714		8.165351		11.053065		9.584128		9.6563225		7.7831492

		44191		CUST_5359_PI390587928		CUST_5359_PI390587928_1		13.269773		13.306503		12.570987		12.70607		12.659058		12.128421		10.653317		11.50681		12.579147		12.25132		10.766785		12.255185		A_99_P344701		A_99_P344701_1		10.275382		10.959321		10.721425		11.3745775		9.452281		9.458363		8.95762		11.106452		9.893669		9.433467		9.347589		10.945226

		12720		CUST_11027_PI390587928		CUST_11027_PI390587928_1		5.0496416		4.868708		5.1882896		5.3210034		4.641063		4.548549		4.103926		4.169413		4.168979		3.9948876		4.485846		4.5898013		A_99_P344981		A_99_P344981_2		8.456595		9.948005		10.236688		9.491055		7.941672		8.292354		8.84583		9.403411		7.1606216		9.543		8.752803		9.564521

		20759		CUST_24228_PI390587928		CUST_24228_PI390587928_2		10.94696		12.056994		11.439931		12.179592		10.384907		11.586661		11.096428		10.738304		9.893678		10.87563		11.07267		12.0580015		A_99_P345151		A_99_P345151_1		10.0659275		10.91956		9.559655		11.186803		9.79786		9.882838		8.821481		10.76585		9.237441		9.944245		8.716605		10.78558

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_3		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P345306		A_99_P345306_1		10.019515		8.526994		8.667505		8.129628		10.691052		10.918095		10.407861		8.927456		11.806415		10.427289		10.984683		8.734649

		5221		CUST_3728_PI390587928		CUST_3728_PI390587928_1		8.1919985		7.51322		8.521217		8.024209		8.935363		8.167404		10.89062		9.591382		9.587006		10.19899		10.669316		9.480989		A_99_P345691		A_99_P345691_1		5.717776		6.1151524		6.3963523		4.4604278		6.6204267		8.101459		7.934672		6.986467		8.295765		5.5233865		8.236004		6.4047127

		5221		CUST_3728_PI390587928		CUST_3728_PI390587928_2		8.1919985		7.51322		8.521217		8.024209		8.935363		8.167404		10.89062		9.591382		9.587006		10.19899		10.669316		9.480989		A_99_P345696		A_99_P345696_1		5.5414214		6.0411506		6.223784		4.6437063		6.4254518		7.883138		7.68735		6.7757783		8.17101		5.272382		7.9530787		6.1878457

		6174		CUST_24455_PI390587928		CUST_24455_PI390587928_1		10.9006195		11.803783		12.3211355		11.597243		10.123958		10.872295		10.221641		10.052304		9.938966		10.604929		10.428973		11.35521		A_99_P346226		A_99_P346226_1		9.810424		11.268138		11.066529		11.218368		8.965774		10.164922		8.911407		11.324758		9.351029		10.554015		9.012347		11.079605

		7310		CUST_36146_PI390587928		CUST_36146_PI390587928_1		9.927825		9.996601		9.921176		9.682103		9.622559		9.497205		8.601529		8.870908		9.541608		9.720501		9.081975		9.391267		A_99_P346301		A_99_P346301_1		10.334286		10.22383		9.606232		9.735349		9.895789		9.294815		8.583104		9.176586		9.439078		9.698472		8.46865		9.517681

		22278		CUST_17502_PI390587928		CUST_17502_PI390587928_1		6.27397		7.7136264		4.7312016		4.334047		4.735346		4.8711658		1.91152		1.586856		3.1667092		5.112435		1.5470632		3.5082796		A_99_P346351		A_99_P346351_1		5.140802		5.023004		5.395603		5.15692		4.1153464		3.8890126		4.3099504		3.9075234		3.5302494		3.6010115		3.555803		3.9208367

		22278		CUST_17502_PI390587928		CUST_17502_PI390587928_2		6.27397		7.7136264		4.7312016		4.334047		4.735346		4.8711658		1.91152		1.586856		3.1667092		5.112435		1.5470632		3.5082796		A_99_P346356		A_99_P346356_1		5.779364		5.8167286		5.8786964		5.386255		5.349283		4.5108924		4.6243224		4.551887		4.45299		4.1478286		4.349544		4.362869

		48154		CUST_19291_PI390587928		CUST_19291_PI390587928_1		11.849651		12.276082		12.615298		11.068802		11.5182085		11.642734		11.11156		11.21194		11.458634		11.407931		11.7773695		11.265004		A_99_P346396		A_99_P346396_1		6.2056828		5.3020635		4.4437847		5.0438037		3.9164078		4.2174525		3.4847057		3.2310684		3.8868837		3.988261		3.777298		4.530237

		7531		CUST_36722_PI390587928		CUST_36722_PI390587928_1		11.621238		12.308818		12.3038435		11.1442995		10.88029		11.488319		10.9936		9.802651		10.263413		10.918693		11.484601		10.85107		A_99_P346441		A_99_P346441_1		9.49899		10.242257		10.701217		10.626518		9.063205		8.791367		9.741454		9.652729		8.936088		9.05001		9.455981		9.471726

		23126		CUST_9854_PI390587928		CUST_9854_PI390587928_1		9.050465		9.712445		9.968944		9.389927		8.504327		8.888463		8.508979		8.538592		8.241882		8.299706		8.6688795		9.031406		A_99_P346641		A_99_P346641_2		10.438954		10.7146		10.998524		11.178418		10.091022		9.565829		9.9819355		10.383517		9.830622		9.976882		10.080124		10.451405

		22356		CUST_22361_PI390587928		CUST_22361_PI390587928_1		11.351433		12.241585		14.218536		12.88289		10.683723		11.60057		13.105659		11.191911		10.409362		11.851688		13.156428		12.828372		A_99_P348596		A_99_P348596_1		8.456798		10.522722		12.327397		11.244693		6.876741		7.6400146		9.011456		9.921684		7.849871		7.408403		9.876163		10.109809

		6753		CUST_27434_PI390587928		CUST_27434_PI390587928_1		7.5663085		7.74975		9.365972		9.016982		7.210112		7.3279586		7.29835		7.9996037		6.510492		6.9106307		7.799862		8.665494		A_99_P348646		A_99_P348646_2		7.685997		7.776047		9.584323		7.907561		6.9264483		5.46529		6.8173423		7.034849		6.0828195		6.876236		6.8763156		7.2680736

		47413		CUST_32152_PI390587928		CUST_32152_PI390587928_1		8.527633		8.777754		10.219753		9.819934		7.9638314		8.032237		7.9777017		8.590796		7.1914787		7.652498		8.572437		9.614068		A_99_P348646		A_99_P348646_3		7.685997		7.776047		9.584323		7.907561		6.9264483		5.46529		6.8173423		7.034849		6.0828195		6.876236		6.8763156		7.2680736

		38136		CUST_35500_PI390587928		CUST_35500_PI390587928_1		9.555672		9.764545		11.079225		10.969258		9.148519		9.256505		9.17574		9.81296		8.446601		8.874274		9.753799		10.6539		A_99_P348646		A_99_P348646_1		7.685997		7.776047		9.584323		7.907561		6.9264483		5.46529		6.8173423		7.034849		6.0828195		6.876236		6.8763156		7.2680736

		7738		CUST_5837_PI390587928		CUST_5837_PI390587928_2		6.5312176		6.5652733		5.9716663		6.722525		9.720376		10.1676855		11.78476		11.004376		10.272126		10.74712		11.558393		10.0864935		A_99_P348666		A_99_P348666_1		4.792566		2.078762		2.4586706		1.8581623		8.632571		10.04469		10.033399		7.4370065		10.546332		9.28809		10.127927		6.9612355

		18359		CUST_24692_PI390587928		CUST_24692_PI390587928_2		6.395185		5.7171326		7.3472934		6.673889		5.888472		5.3792014		6.202633		5.916819		5.4838395		5.3501887		6.4148507		6.5044365		A_99_P349456		A_99_P349456_1		9.37043		9.338133		10.238126		9.822811		8.702371		8.189663		8.940528		9.596638		8.900429		8.283189		8.843762		9.752333

		7888		CUST_39863_PI390587928		CUST_39863_PI390587928_1		8.335862		8.899647		9.124204		8.257458		7.6460767		8.262681		7.005396		6.517273		6.9069533		7.582009		7.7369905		7.9506717		A_99_P350346		A_99_P350346_1		8.282632		8.01246		7.6777034		8.9295845		7.8571763		6.572123		7.234249		7.6022544		7.198499		7.2298446		6.047428		8.008113

		40651		CUST_25404_PI390587928		CUST_25404_PI390587928_1		9.54304		8.787133		8.925033		9.390294		9.985858		10.680917		10.925977		10.357934		10.254792		10.636773		10.673194		9.546216		A_99_P350621		A_99_P350621_2		5.1240525		3.661349		4.0988135		5.8232746		7.4277267		8.888032		7.1583724		6.6026053		8.467555		7.4668384		7.7575345		6.4238567

		28998		CUST_28081_PI390587928		CUST_28081_PI390587928_1		9.377875		8.728569		8.819728		9.246259		9.899532		10.661186		10.8713045		10.252597		10.141011		10.452125		10.54332		9.410842		A_99_P350621		A_99_P350621_3		5.1240525		3.661349		4.0988135		5.8232746		7.4277267		8.888032		7.1583724		6.6026053		8.467555		7.4668384		7.7575345		6.4238567

		20306		CUST_28678_PI390587928		CUST_28678_PI390587928_1		12.368758		11.710624		12.256027		13.241635		12.940379		13.2927885		14.784065		14.477252		13.324936		13.547169		14.4904585		13.81485		A_99_P350621		A_99_P350621_4		5.1240525		3.661349		4.0988135		5.8232746		7.4277267		8.888032		7.1583724		6.6026053		8.467555		7.4668384		7.7575345		6.4238567

		20305		CUST_28679_PI390587928		CUST_28679_PI390587928_1		10.68026		10.077892		10.662423		11.503109		11.223942		11.487804		12.879832		12.630267		11.661186		11.823794		12.823115		12.12853		A_99_P350621		A_99_P350621_5		5.1240525		3.661349		4.0988135		5.8232746		7.4277267		8.888032		7.1583724		6.6026053		8.467555		7.4668384		7.7575345		6.4238567

		20304		CUST_28680_PI390587928		CUST_28680_PI390587928_1		12.295615		11.658343		12.179175		13.147359		12.924855		13.238889		14.791238		14.455798		13.305577		13.480472		14.418411		13.746224		A_99_P350621		A_99_P350621_1		5.1240525		3.661349		4.0988135		5.8232746		7.4277267		8.888032		7.1583724		6.6026053		8.467555		7.4668384		7.7575345		6.4238567

		1801		CUST_21609_PI390587928		CUST_21609_PI390587928_2		7.600554		8.559589		8.086876		5.981115		7.3356285		7.9164624		4.8626285		4.0534973		7.4953704		7.1413307		5.8206573		5.3431		A_99_P350921		A_99_P350921_1		7.2161903		6.756548		5.46241		6.6675396		5.625729		4.8024063		5.245135		5.161937		4.880816		5.317806		3.829897		5.7512474

		41373		CUST_2646_PI390587928		CUST_2646_PI390587928_1		7.3144317		6.049048		5.968941		7.5042567		8.175893		8.087045		10.065087		9.435143		8.86872		8.8396225		9.484962		8.421042		A_99_P351076		A_99_P351076_1		1.2888255		2.0062058		1.3165425		1.9157511		3.6536207		3.8413498		2.193258		5.7680945		1.9071101		1.3688718		1.3047811		1.2988334

		8637		CUST_14072_PI390587928		CUST_14072_PI390587928_1		10.935632		10.909268		11.084824		11.012005		11.419823		11.68745		13.131607		12.005706		11.851932		12.060586		12.4702		11.355327		A_99_P351886		A_99_P351886_2		7.0897408		6.642511		7.0767593		6.9491334		8.064793		9.633168		9.847958		8.191626		9.494235		8.449187		10.140279		8.311611

		13236		CUST_17069_PI390587928		CUST_17069_PI390587928_1		10.754434		9.963178		9.562654		10.530937		11.288478		11.362964		11.862056		11.69173		11.636584		11.831902		11.58212		10.845349		A_99_P351946		A_99_P351946_1		3.7407234		2.757007		3.3381596		2.7146652		5.999786		7.5605264		6.8253136		6.30071		7.155951		6.3421454		7.272733		5.727513

		16426		CUST_37091_PI390587928		CUST_37091_PI390587928_2		5.1273227		5.6286626		3.149593		2.7902071		9.8010645		9.817818		12.555157		8.937187		10.562697		10.441676		11.44188		3.7690322		A_99_P352171		A_99_P352171_1		6.7311654		5.39374		6.7988033		5.8366838		11.110794		11.070001		10.756846		7.164806		12.800006		10.18979		11.30816		7.2671304

		21781		CUST_693_PI390587928		CUST_693_PI390587928_1		5.645697		5.6013856		4.4130516		5.5076637		5.7195888		6.9054985		8.427648		7.597669		5.4226913		6.807181		8.619991		7.7111893		A_99_P352286		A_99_P352286_1		1.5819114		2.3601463		2.0794535		1.9913603		1.5261225		5.7360616		8.4831915		3.2700853		3.5294685		4.956026		8.593684		2.9168918

		19929		CUST_13843_PI390587928		CUST_13843_PI390587928_1		11.35917		12.621404		15.032871		13.908444		11.19386		12.556024		14.17865		12.552562		10.921077		12.580611		14.076856		13.964707		A_99_P352921		A_99_P352921_1		8.004792		9.769814		12.283119		10.483605		8.086445		8.988773		9.913419		9.636121		9.355924		8.801763		10.5136175		9.563812

		16231		CUST_13374_PI390587928		CUST_13374_PI390587928_1		12.30418		11.7298		11.734908		11.427799		14.503072		14.606682		15.943851		14.287918		15.107597		14.94067		15.639347		12.82072		A_99_P353411		A_99_P353411_1		5.6898437		3.670908		3.7662458		1.7178445		8.91069		7.9956384		9.102815		4.922569		10.143693		8.096139		9.915605		4.9426827

		6809		CUST_18628_PI390587928		CUST_18628_PI390587928_1		8.998347		11.174245		10.926162		8.380013		8.891128		11.05917		8.604505		6.954508		7.5284743		9.456764		9.833757		7.807223		A_99_P354406		A_99_P354406_1		2.246357		2.464613		3.8392487		3.5896454		3.2742863		3.9987729		5.7549458		4.6322465		3.7992837		3.673453		6.164749		4.69734

		8021		CUST_8498_PI390587928		CUST_8498_PI390587928_1		8.782898		8.59983		8.6657095		8.784541		8.4782295		8.218678		7.5129666		8.143973		8.309394		7.9866505		7.952314		8.69229		A_99_P354486		A_99_P354486_2		3.1634085		3.4518127		4.221972		3.4606802		2.3312428		2.7886417		3.2215946		1.9078794		3.2725124		2.5295594		3.5211933		2.7373412

		12412		CUST_21295_PI390587928		CUST_21295_PI390587928_1		7.9589095		7.7814593		7.493801		7.2323055		7.9256177		8.353638		8.813448		8.165549		8.262094		8.897003		8.438563		7.825739		A_99_P354511		A_99_P354511_1		10.48791		10.25684		9.919625		9.862498		11.095787		11.641479		10.99233		10.503108		11.76254		10.644967		11.163685		10.698227

		48338		CUST_40741_PI390587928		CUST_40741_PI390587928_1		9.160877		8.928733		7.592655		7.949554		9.719723		9.900126		10.389232		9.56586		10.092605		10.344933		9.960193		8.652147		A_99_P354751		A_99_P354751_1		7.0538135		6.6383166		7.286348		7.240991		8.006181		9.350685		9.068055		7.6039586		8.6271105		7.583895		9.291705		7.4091096

		22598		CUST_37996_PI390587928		CUST_37996_PI390587928_1		4.1450057		3.9969504		4.1569543		3.1242802		7.415322		7.842708		9.135113		7.0364594		8.311383		8.3246155		8.665081		4.110968		A_99_P354776		A_99_P354776_1		1.6714616		1.6486653		1.5758896		1.5713186		5.7247376		4.4209194		8.733543		2.2927234		7.5520024		6.2966065		9.595254		2.378923

		30697		CUST_13474_PI390587928		CUST_13474_PI390587928_2		7.370657		7.395101		7.7818284		7.993692		7.553243		8.379819		9.61118		9.390263		7.736767		8.6046095		9.354356		7.8435063		A_99_P355581		A_99_P355581_1		2.2430232		1.5526441		2.2476885		1.6598586		2.6267712		3.2559233		4.243754		1.9952193		3.5446243		1.774847		4.885905		2.2941

		48116		CUST_26086_PI390587928		CUST_26086_PI390587928_1		5.08875		4.950997		3.9284298		4.3955073		4.3539824		4.0110116		3.2853155		2.1696463		3.9222496		3.7457428		3.5676868		4.090818		A_99_P356611		A_99_P356611_1		7.4930954		8.220812		8.033475		7.1098332		6.3416867		6.321262		5.5337405		6.080465		6.1111684		6.9966207		5.747845		5.9547563

		5850		CUST_39240_PI390587928		CUST_39240_PI390587928_1		12.199901		12.158414		12.281296		12.918897		13.208588		13.92789		14.536279		13.722988		13.517169		13.780463		14.247398		12.676041		A_99_P356796		A_99_P356796_1		8.322118		7.738093		9.494557		10.272179		9.938801		11.081017		10.786605		10.597781		10.964068		9.785951		11.319096		10.612952

		25987		CUST_13052_PI390587928		CUST_13052_PI390587928_1		10.501394		10.108762		10.23903		10.672734		11.029678		10.924034		10.700241		10.544122		10.937848		11.195348		10.821439		10.851207		A_99_P357251		A_99_P357251_1		8.668289		7.918281		8.126824		7.81745		9.465772		9.694467		9.14569		8.957979		10.022294		8.920101		9.396915		8.559927

		16797		CUST_4081_PI390587928		CUST_4081_PI390587928_2		9.168368		10.24574		8.246057		8.856336		8.592637		9.590618		8.726247		9.515758		8.39405		9.070571		8.80821		8.994323		A_99_P357466		A_99_P357466_1		4.9035516		3.0130064		3.1429489		3.2782404		5.68374		5.7900405		6.179563		4.013411		6.5211487		5.995198		6.162933		4.099319

		41631		CUST_31350_PI390587928		CUST_31350_PI390587928_1		12.193946		12.278882		11.24437		11.957813		12.657565		13.105457		12.7506485		12.869923		12.9554405		13.0757		12.8027315		11.567899		A_99_P357506		A_99_P357506_1		8.529704		8.00513		7.948094		7.7296715		9.412824		10.040315		9.658403		8.693854		11.085388		9.354035		9.942242		8.803241

		27724		CUST_21530_PI390587928		CUST_21530_PI390587928_1		3.8949811		1.958674		2.608467		1.6163582		5.4250927		4.4202876		8.313283		7.4215064		5.9382424		6.567202		7.760633		3.2632406		A_99_P357521		A_99_P357521_1		8.319299		6.856893		8.804187		8.0632		10.679707		13.215655		12.322624		9.961162		11.645099		11.187711		12.477391		10.274726

		26455		CUST_5057_PI390587928		CUST_5057_PI390587928_2		3.6018944		5.2218423		1.5826284		2.3515341		2.9301841		4.6975703		2.4612877		3.9121637		2.9309876		5.2095213		3.38705		3.5274155		A_99_P357871		A_99_P357871_1		3.863723		5.485256		4.3071685		4.4287763		4.506134		5.910189		6.2803226		5.8212833		5.030861		5.8516498		6.2663574		5.729448

		23184		CUST_18980_PI390587928		CUST_18980_PI390587928_1		5.8950043		6.3214035		4.9692764		4.0703106		7.466515		7.3821354		11.6354065		10.060344		8.640407		9.286182		10.594004		5.5597634		A_99_P358016		A_99_P358016_1		5.898154		5.0685124		6.2061543		5.1977887		11.171443		12.492012		11.846007		8.896052		13.451671		10.208868		12.353175		7.910333

		6585		CUST_3109_PI390587928		CUST_3109_PI390587928_1		8.084292		7.767044		7.311462		8.276479		9.297139		9.986335		11.243054		10.4245615		9.75747		10.85038		10.942974		9.58464		A_99_P358641		A_99_P358641_1		4.4942684		4.126911		3.4316285		4.847095		6.3597074		7.709563		7.653557		6.125276		8.340524		6.4196467		8.137192		5.7566967

		6617		CUST_30003_PI390587928		CUST_30003_PI390587928_1		8.834289		8.582854		8.865261		8.766376		8.8259		8.248441		7.256373		7.4808097		8.570563		7.992808		7.7630653		8.047538		A_99_P358831		A_99_P358831_1		6.5305886		6.4183755		6.4032903		6.412813		5.067634		5.19602		4.8833194		5.2938805		5.4828796		5.4970107		5.5099454		6.147947

		4591		CUST_17821_PI390587928		CUST_17821_PI390587928_2		11.219691		11.76747		11.98829		11.371361		11.784961		11.794978		10.112773		9.534459		11.679542		11.02671		10.25972		10.766507		A_99_P358866		A_99_P358866_1		3.0991795		4.694943		1.5059422		3.5274374		1.479797		2.323803		3.0558255		4.560927		2.196761		1.8264046		1.4777464		1.7226719

		48144		CUST_25991_PI390587928		CUST_25991_PI390587928_1		7.004885		6.94365		7.586817		9.235832		7.912697		9.019399		10.925578		10.291076		7.8540726		9.138422		10.798191		10.2560835		A_99_P359051		A_99_P359051_1		1.5002956		1.7267767		1.821402		1.7817217		5.815071		6.985827		7.3464966		4.9974647		8.163091		6.2324715		7.836592		3.8633416

		20773		CUST_24172_PI390587928		CUST_24172_PI390587928_1		9.765529		9.321431		10.521415		10.705596		10.661328		10.688937		11.971713		10.565563		10.46379		11.305511		11.943115		10.987718		A_99_P359951		A_99_P359951_1		8.541367		8.79292		9.115962		8.906022		9.911506		10.491201		10.3134165		9.65952		10.746675		9.814055		11.002792		9.689586

		20283		CUST_18396_PI390587928		CUST_18396_PI390587928_2		6.5755906		6.1994166		6.605574		6.6981063		7.676201		7.979856		8.099345		6.9410744		8.056299		7.7406926		8.011298		5.8787265		A_99_P360196		A_99_P360196_1		6.0768547		6.584413		6.5629134		6.304746		7.476889		8.132113		7.199493		6.1918216		8.493214		7.408014		7.3489842		6.3740463

		40627		CUST_3789_PI390587928		CUST_3789_PI390587928_3		14.853442		14.604401		13.699069		13.815899		14.410523		14.142436		11.6996355		12.076619		14.212331		13.557143		12.210813		13.05762		A_99_P360366		A_99_P360366_1		10.938882		10.520543		10.940292		11.095555		10.921638		9.887881		9.102978		10.503372		10.685032		10.57692		9.778729		10.701389

		22878		CUST_823_PI390587928		CUST_823_PI390587928_2		7.1800003		8.173946		7.8806777		7.607046		6.8712773		7.544304		6.0341015		6.126388		6.5829425		6.859188		6.784305		7.15857		A_99_P361211		A_99_P361211_1		7.161247		8.779077		7.4932194		7.459715		6.3959603		7.2092686		7.0987296		6.649126		6.377905		7.8338885		6.649648		7.28974

		5514		CUST_13743_PI390587928		CUST_13743_PI390587928_2		11.408188		11.921383		10.736674		11.389083		12.291237		12.977592		13.859702		12.920509		12.601444		13.510406		13.633319		12.237601		A_99_P361351		A_99_P361351_1		7.195122		6.9386106		6.8350387		6.761734		8.134843		9.288485		8.603444		7.4779487		9.087144		8.289947		9.121484		7.3887444

		14234		CUST_2683_PI390587928		CUST_2683_PI390587928_1		9.600352		10.412724		12.83448		9.77522		11.530692		12.159211		13.489632		11.256488		12.116844		12.9823265		13.384551		10.571933		A_99_P361736		A_99_P361736_1		8.92966		8.350069		11.662221		9.276251		9.792538		9.539437		9.366259		8.544704		11.10109		9.677417		9.96914		8.375197

		22420		CUST_7160_PI390587928		CUST_7160_PI390587928_1		10.627957		12.16407		11.540668		10.993575		10.037606		11.480328		9.427055		10.2831335		9.640197		10.505379		9.908635		10.341096		A_99_P361806		A_99_P361806_1		8.957093		9.946553		9.553199		9.949693		8.357879		8.640751		8.563233		9.714038		7.9784284		9.082131		8.526183		9.544555

		17799		CUST_30566_PI390587928		CUST_30566_PI390587928_3		9.851216		9.951206		9.365298		10.069469		10.058819		11.09072		10.623852		11.016282		10.315488		10.748463		10.406615		9.675584		A_99_P361871		A_99_P361871_1		6.0228257		4.662542		3.9225636		3.8803089		6.11949		6.477627		5.667975		4.9545546		7.345613		6.525126		5.7983737		5.2393985

		21596		CUST_17969_PI390587928		CUST_17969_PI390587928_1		3.2678707		4.977893		5.830408		3.5035124		2.6204264		3.78911		2.81334		3.0217597		2.0668495		3.1817553		3.1545956		4.979179		A_99_P362146		A_99_P362146_1		7.92851		9.145329		9.280521		9.23334		8.219093		7.535862		8.108589		8.798462		6.415045		7.8491783		6.745857		9.541688

		20382		CUST_29864_PI390587928		CUST_29864_PI390587928_2		7.7531285		7.6179466		7.3238773		7.914477		8.11498		9.565158		11.787274		11.117817		8.906208		9.232577		10.806895		8.1595125		A_99_P363086		A_99_P363086_1		9.026711		7.4701905		7.2182336		7.1578355		10.10135		11.243283		10.22729		8.545341		11.549942		10.675973		10.639823		8.204613

		40627		CUST_3789_PI390587928		CUST_3789_PI390587928_4		14.853442		14.604401		13.699069		13.815899		14.410523		14.142436		11.6996355		12.076619		14.212331		13.557143		12.210813		13.05762		A_99_P363536		A_99_P363536_1		11.847789		11.047638		11.297322		11.825527		11.983181		10.549532		9.364856		11.206311		11.605144		11.337207		9.926866		11.492928

		5706		CUST_1935_PI390587928		CUST_1935_PI390587928_2		9.964916		9.907641		9.822175		9.997729		10.799062		11.135227		11.906631		10.774192		11.40713		11.649757		11.521377		10.47166		A_99_P363766		A_99_P363766_1		4.7217793		4.054135		4.9000115		5.0031743		5.9161286		6.9266777		7.633592		6.306587		6.858202		6.1869903		7.97708		6.367794

		6683		CUST_20351_PI390587928		CUST_20351_PI390587928_2		10.735677		11.573601		11.781548		11.288455		10.195891		10.308521		10.780431		10.029489		10.156602		10.205544		10.7006		10.984883		A_99_P364006		A_99_P364006_1		7.462403		8.657149		9.251073		8.795868		6.97234		6.6089234		7.9772453		8.174005		6.5970993		7.242617		7.712045		8.44152

		24396		CUST_40704_PI390587928		CUST_40704_PI390587928_1		9.231151		8.959508		9.699113		11.197131		9.657544		9.699838		11.231196		11.448117		9.176158		9.714463		10.8209915		11.632983		A_99_P364191		A_99_P364191_3		5.8986125		5.2299905		6.069608		5.688938		7.03221		7.974896		7.1906877		6.129091		8.046554		6.8540845		8.061518		6.130312

		4075		CUST_4749_PI390587928		CUST_4749_PI390587928_1		10.408253		10.096641		9.938537		8.973013		10.387933		10.5779085		11.800853		11.589772		10.8422575		10.951671		12.035539		11.447907		A_99_P364371		A_99_P364371_1		6.1944847		7.204001		2.8921337		3.5859544		6.414225		8.71582		10.012877		7.7352843		7.771702		8.499322		10.097111		7.7229495

		26455		CUST_5057_PI390587928		CUST_5057_PI390587928_3		3.6018944		5.2218423		1.5826284		2.3515341		2.9301841		4.6975703		2.4612877		3.9121637		2.9309876		5.2095213		3.38705		3.5274155		A_99_P364516		A_99_P364516_1		2.9380639		4.7569156		2.8662329		3.1004617		3.2920158		5.0261254		5.4780617		5.005194		3.0486367		5.2688007		5.650889		5.0309873

		11649		CUST_23440_PI390587928		CUST_23440_PI390587928_1		4.1493506		4.984791		5.344425		4.2283816		3.4728425		4.06434		3.9921837		3.594411		3.1947963		2.4222088		2.7505066		3.4322758		A_99_P364991		A_99_P364991_2		5.344891		5.6566606		5.4673514		5.569435		4.7123537		4.019979		3.9690135		3.5070522		4.5061073		4.7664676		4.299814		4.3407764

		46838		CUST_808_PI390587928		CUST_808_PI390587928_1		5.4927554		6.1895432		6.4744506		5.55335		4.876898		5.5054526		3.8877523		3.9482205		4.3172946		4.525167		4.5210595		4.88257		A_99_P364991		A_99_P364991_1		5.344891		5.6566606		5.4673514		5.569435		4.7123537		4.019979		3.9690135		3.5070522		4.5061073		4.7664676		4.299814		4.3407764

		41258		CUST_9680_PI390587928		CUST_9680_PI390587928_1		6.34667		6.3432145		6.479544		5.6269684		6.053087		6.2046046		4.340494		4.410274		5.285331		5.5552526		4.903049		5.300615		A_99_P364991		A_99_P364991_4		5.344891		5.6566606		5.4673514		5.569435		4.7123537		4.019979		3.9690135		3.5070522		4.5061073		4.7664676		4.299814		4.3407764

		46754		CUST_1997_PI390587928		CUST_1997_PI390587928_1		5.735418		6.044052		6.970365		6.0660396		6.988537		7.6678853		7.844185		6.6936245		7.429567		8.051377		7.5269027		5.9143906		A_99_P365211		A_99_P365211_2		10.070972		9.384761		10.15415		9.824921		11.453694		12.213924		10.636265		10.04453		12.826008		10.508591		10.710683		9.702677

		19208		CUST_40197_PI390587928		CUST_40197_PI390587928_1		9.068029		8.99875		9.396072		9.096916		10.667174		11.039842		10.7608185		9.588116		10.974111		11.546677		10.7234125		9.1453085		A_99_P365211		A_99_P365211_1		10.070972		9.384761		10.15415		9.824921		11.453694		12.213924		10.636265		10.04453		12.826008		10.508591		10.710683		9.702677

		1751		CUST_4684_PI390587928		CUST_4684_PI390587928_3		4.801188		4.2300415		5.1481833		4.8906646		4.0536194		3.1229036		4.017595		4.6083055		3.9263132		3.30694		4.830422		4.956007		A_99_P365541		A_99_P365541_1		6.865902		7.0582356		7.9003754		7.631876		6.629907		5.8676314		6.5600452		6.685928		6.559892		6.0181375		6.526268		6.988018

		21052		CUST_10188_PI390587928		CUST_10188_PI390587928_1		13.839401		14.078544		13.678906		12.402986		13.483199		13.58678		11.3031645		11.176528		12.895413		12.755155		12.008061		11.833642		A_99_P365851		A_99_P365851_1		10.040787		9.727222		8.58772		8.84665		9.065106		7.755139		6.4232087		5.934981		8.816477		8.46111		7.216486		6.202444

		22907		CUST_39163_PI390587928		CUST_39163_PI390587928_1		4.386507		4.13003		1.6554302		3.318105		4.10938		5.7658596		5.140905		6.5183277		4.597121		5.052666		4.7646685		2.381829		A_99_P365881		A_99_P365881_2		8.378904		9.34935		9.563252		8.570805		8.130997		7.888714		7.0378995		7.5762134		7.16032		8.719229		7.303081		7.5657134

		39400		CUST_9899_PI390587928		CUST_9899_PI390587928_1		11.549241		11.830685		12.18269		11.845641		11.59924		11.343837		10.936122		10.657395		11.11734		10.830459		11.321007		11.650333		A_99_P365881		A_99_P365881_1		8.378904		9.34935		9.563252		8.570805		8.130997		7.888714		7.0378995		7.5762134		7.16032		8.719229		7.303081		7.5657134

		24985		CUST_34818_PI390587928		CUST_34818_PI390587928_2		10.518531		9.747502		12.242673		10.927737		9.988801		8.668877		10.560302		10.0436325		9.926196		8.581845		10.902635		10.174401		A_99_P366632		A_99_P366632_1		4.623569		5.0223675		4.5022464		5.403048		2.7494514		3.9621785		2.6557558		4.701835		2.5231085		4.5737276		3.4674156		5.030994

		18348		CUST_9347_PI390587928		CUST_9347_PI390587928_2		7.383138		7.8048325		7.6896954		7.4430556		7.0286007		6.6828074		6.266062		6.289943		7.045384		7.0336037		6.5556464		7.2490354		A_99_P366942		A_99_P366942_1		5.484375		5.737366		5.6869264		5.4037347		5.263739		4.697408		4.768185		4.776541		4.8797383		5.1191306		4.869155		4.943479

		18054		CUST_29912_PI390587928		CUST_29912_PI390587928_2		10.788484		10.686994		10.607075		10.335201		10.598989		10.461291		9.568089		9.811183		10.466481		10.258045		9.803535		10.140754		A_99_P367657		A_99_P367657_1		10.16119		10.123873		10.068195		10.016324		9.343927		9.39207		8.888335		9.182747		9.35371		9.393637		8.695535		9.817426

		13229		CUST_17083_PI390587928		CUST_17083_PI390587928_1		7.1405106		6.610941		6.703652		7.861035		10.541385		10.263841		12.762971		10.122574		11.078709		10.804169		12.29691		9.306585		A_99_P368077		A_99_P368077_2		1.235581		1.2334207		1.3675228		1.2365364		4.9663815		4.03046		6.306015		1.939237		6.0271316		4.6752343		6.734198		1.373453

		21911		CUST_39943_PI390587928		CUST_39943_PI390587928_1		8.24026		7.626821		7.27416		7.069938		11.862351		11.456886		12.891377		9.967743		12.538902		11.601001		12.441769		6.7667413		A_99_P368077		A_99_P368077_1		1.235581		1.2334207		1.3675228		1.2365364		4.9663815		4.03046		6.306015		1.939237		6.0271316		4.6752343		6.734198		1.373453

		21595		CUST_17970_PI390587928		CUST_17970_PI390587928_1		7.2413573		6.6231875		6.678572		5.436989		9.80838		9.3674965		11.037751		9.395547		9.16583		10.417502		11.395454		7.483148		A_99_P368422		A_99_P368422_1		5.265119		3.0705109		4.96432		4.196876		8.077996		8.516171		10.017833		7.2891803		7.877952		7.803206		9.207741		7.951893

		36182		CUST_19281_PI390587928		CUST_19281_PI390587928_1		3.9813766		2.946088		4.029218		4.754434		3.0703783		2.1232905		2.634175		2.3115947		3.1650665		1.9240869		2.8529117		3.991171		A_99_P369312		A_99_P369312_1		2.0373654		2.3543293		1.8838296		2.1671066		2.3790343		4.5426564		4.2287793		3.302993		3.307587		4.3604693		5.156636		3.5105965

		33866		CUST_213_PI390587928		CUST_213_PI390587928_1		9.857379		8.783665		7.7269154		9.6156845		11.36794		12.167935		12.225907		12.433122		12.179939		12.587231		12.088413		9.688664		A_99_P370317		A_99_P370317_1		8.327209		5.313082		4.642405		4.2764144		8.9026375		8.361052		6.997394		5.1722736		10.043597		8.694954		6.9829698		5.2826953

		10160		CUST_19504_PI390587928		CUST_19504_PI390587928_1		6.932598		7.4606996		6.9421234		7.873642		7.4579053		8.1667185		8.453972		7.6136928		7.3809495		8.510566		8.381745		8.303894		A_99_P370637		A_99_P370637_1		2.5845616		2.6739924		1.7259251		1.7299395		4.8110976		5.8333383		4.3361106		1.7855037		5.3630347		5.0507145		5.5424404		2.1093032

		37648		CUST_40091_PI390587928		CUST_40091_PI390587928_1		7.728558		7.4079394		7.293943		7.5356965		8.337398		8.380041		9.147251		8.568304		8.582589		8.636416		9.003842		8.550709		A_99_P372122		A_99_P372122_1		2.7072077		3.1966496		2.4662266		2.0681398		2.8289433		4.369382		4.962406		3.5013008		3.257431		3.7365606		4.844698		3.1780577

		32961		CUST_26278_PI390587928		CUST_26278_PI390587928_1		6.0330005		5.513617		4.906988		5.5289235		6.4010444		7.0249953		6.9507923		6.663836		6.3671956		7.3474336		7.022136		6.1096683		A_99_P372167		A_99_P372167_1		8.469901		7.736622		7.656794		8.176452		9.583467		10.596745		8.864812		7.953483		10.516071		9.804555		9.707515		7.738033

		42917		CUST_38098_PI390587928		CUST_38098_PI390587928_2		9.658246		9.683194		8.986886		9.239959		10.369014		11.475345		11.075989		9.624105		11.023915		11.510198		10.779126		8.250278		A_99_P374442		A_99_P374442_1		6.2336564		6.2744946		5.7041745		6.164135		7.9104614		9.730079		7.3160453		6.82041		8.621049		8.335395		7.596991		6.3207173

		24381		CUST_40738_PI390587928		CUST_40738_PI390587928_1		1.9293057		2.1818492		2.6614206		2.379282		1.6201185		2.444609		5.8093925		4.758412		1.857998		4.98823		4.347491		3.4486074		A_99_P374882		A_99_P374882_1		1.703065		2.1120508		1.6921841		2.197483		1.9115633		2.3604712		3.5986328		2.0344331		2.3084323		1.9659696		4.708678		1.6743107

		22286		CUST_17482_PI390587928		CUST_17482_PI390587928_1		5.6224227		5.9008064		6.6386094		5.0709357		5.0600834		5.277325		5.1838093		4.070311		4.4080367		4.9799223		5.2762527		5.40184		A_99_P375092		A_99_P375092_1		1.8242769		1.753478		1.7802296		1.7643553		1.6389045		1.6185608		5.9825497		1.6065482		1.766647		1.8268596		6.34655		1.7144227

		7513		CUST_36739_PI390587928		CUST_36739_PI390587928_1		6.8844657		5.22786		5.8665767		3.0541801		11.046803		10.78371		13.354065		8.173765		12.060173		11.394822		13.012474		4.829015		A_99_P375197		A_99_P375197_1		1.948246		1.6536517		2.0648901		1.6400217		8.196168		8.141579		9.853737		3.6108978		9.188114		7.453251		10.6808		3.004175

		15320		CUST_28779_PI390587928		CUST_28779_PI390587928_1		6.195734		6.16396		6.2488136		6.2629437		6.283123		6.399901		4.9924774		5.1151166		5.6547914		5.7174263		5.273421		6.013081		A_99_P375997		A_99_P375997_1		9.266323		8.874411		7.8565164		7.7169566		7.9791694		7.8206573		7.0640035		6.4510846		7.913643		8.387591		7.0477376		7.5142384

		34344		CUST_22329_PI390587928		CUST_22329_PI390587928_2		6.3104253		2.8186398		3.0442572		6.389527		6.2618294		4.4962573		4.591781		6.8866577		6.555325		6.206881		5.510924		7.3211064		A_99_P377457		A_99_P377457_1		9.681699		8.137004		6.02018		8.275992		10.078254		9.943614		8.429275		8.977422		10.866221		9.517344		8.929721		8.814587

		11938		CUST_11355_PI390587928		CUST_11355_PI390587928_1		9.173099		8.553533		8.490417		9.168011		9.573846		10.113995		10.154408		10.131888		9.583699		10.46499		10.153306		9.0567045		A_99_P378077		A_99_P378077_2		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547

		35192		CUST_12183_PI390587928		CUST_12183_PI390587928_1		11.550454		11.221124		11.488479		11.910225		11.959487		12.744821		12.880193		12.8588		12.148992		12.9669		12.888783		11.797526		A_99_P378077		A_99_P378077_3		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547

		38607		CUST_7357_PI390587928		CUST_7357_PI390587928_1		9.157798		8.673186		9.032855		8.9058075		8.351456		8.077788		7.959143		8.131031		8.282451		8.099988		7.948996		8.548583		A_99_P378077		A_99_P378077_13		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547

		27576		CUST_16158_PI390587928		CUST_16158_PI390587928_1		8.012119		7.479931		6.5189433		6.142536		8.553704		8.376626		8.958831		7.874462		8.707131		9.128041		8.532029		7.5767922		A_99_P378982		A_99_P378982_2		1.9878602		1.6016852		1.9894114		1.3536538		4.8080063		4.6988487		4.730895		4.318607		5.7982707		4.154856		5.2560487		3.0017395

		20192		CUST_41122_PI390587928		CUST_41122_PI390587928_1		11.736196		11.167552		10.479736		10.073517		12.251378		11.973751		11.954192		10.66175		12.502406		12.351596		11.779579		10.164547		A_99_P378982		A_99_P378982_1		1.9878602		1.6016852		1.9894114		1.3536538		4.8080063		4.6988487		4.730895		4.318607		5.7982707		4.154856		5.2560487		3.0017395

		10322		CUST_13966_PI390587928		CUST_13966_PI390587928_2		3.418008		3.218048		2.1945355		2.5553555		3.2019064		4.2381797		6.2971215		6.563431		3.015673		4.819211		5.5661607		4.8955474		A_99_P379117		A_99_P379117_1		5.0649548		4.781383		3.6354659		4.320558		6.316605		4.3776894		6.9181304		7.161421		5.2122912		4.740254		6.5656075		6.3915095

		10485		CUST_15672_PI390587928		CUST_15672_PI390587928_3		5.37294		4.7188754		3.3129969		4.2451525		6.369142		6.531315		7.6937885		6.7683673		7.001703		8.489845		7.836825		6.269449		A_99_P379732		A_99_P379732_1		2.2513072		1.6918836		1.7180834		2.5516534		3.7359836		5.629583		4.32893		3.3439229		5.2554564		3.2480192		4.554569		2.1145563

		9620		CUST_35275_PI390587928		CUST_35275_PI390587928_2		7.7577806		7.6894207		7.3228316		7.3294716		8.287496		8.798043		10.536918		9.803543		8.466561		8.787275		9.537871		8.027558		A_99_P379772		A_99_P379772_1		8.361594		7.5044513		7.0189195		8.336648		8.953042		10.3232565		10.555464		9.905406		10.3153		9.795569		10.862186		10.39085

		11645		CUST_23444_PI390587928		CUST_23444_PI390587928_1		10.218923		11.377708		11.536645		10.173848		9.82586		10.6113615		9.511762		8.74438		9.273446		9.754977		9.972634		9.706027		A_99_P379902		A_99_P379902_1		7.683109		8.066747		8.026196		8.529338		7.068565		6.903877		5.8177185		6.855297		7.904364		6.9877753		5.907246		7.1309314

		7160		CUST_37037_PI390587928		CUST_37037_PI390587928_1		12.396377		11.884041		14.18129		13.063809		12.064091		11.16246		11.434087		11.365905		11.895241		10.896705		12.147614		12.726607		A_99_P380612		A_99_P380612_1		11.770709		9.913094		11.581899		11.540077		10.486589		7.360739		9.32334		9.888768		10.276679		8.524644		9.424209		10.789589

		609		CUST_12565_PI390587928		CUST_12565_PI390587928_1		9.495451		9.617604		8.441707		9.11538		11.692962		12.158536		13.662613		14.008763		11.340057		12.757999		14.333515		12.388349		A_99_P380927		A_99_P380927_1		5.404846		6.221794		6.563357		8.387552		9.573814		12.179218		12.538812		10.06749		9.772708		10.542736		11.73051		10.170411

		10187		CUST_19443_PI390587928		CUST_19443_PI390587928_1		10.131349		10.100892		9.824574		9.398545		10.24166		9.940567		8.730191		9.040645		9.827666		9.537927		9.128791		9.22403		A_99_P382877		A_99_P382877_1		4.5036635		5.646217		6.017367		5.8272896		3.5929587		4.082498		4.2214217		5.3877435		2.9843369		5.168085		4.6870475		5.4863887

		19948		CUST_3882_PI390587928		CUST_3882_PI390587928_2		8.60899		8.930073		8.71786		8.460357		9.413985		10.930764		10.135211		9.462195		10.347595		12.411517		10.6342745		8.766931		A_99_P383062		A_99_P383062_1		9.871582		8.896901		7.7000904		8.184253		9.556151		12.284691		9.266849		8.023673		10.372803		9.735638		9.363002		8.225667

		19343		CUST_37722_PI390587928		CUST_37722_PI390587928_1		7.774572		7.1381125		7.320198		6.7332478		8.120156		7.813235		9.645886		8.908355		8.855842		8.62575		9.397671		7.008818		A_99_P385717		A_99_P385717_1		6.73218		6.0635		6.042183		6.2760167		6.9802246		7.504956		7.1199646		6.3956056		7.723126		7.207518		7.687414		6.6529603

		25568		CUST_35878_PI390587928		CUST_35878_PI390587928_1		11.154359		11.136799		11.487485		11.372075		10.011291		10.587028		10.527346		10.379045		10.109837		10.928731		9.933595		10.925705		A_99_P385877		A_99_P385877_1		10.625909		11.094018		10.687837		11.41483		9.320362		9.730965		9.477197		11.113664		9.591125		9.749524		9.93986		11.2535095

		19962		CUST_3841_PI390587928		CUST_3841_PI390587928_1		13.949226		13.946189		13.984054		13.6455145		13.499104		13.754768		12.851064		13.038238		13.211902		13.32809		13.4845705		13.679867		A_99_P386567		A_99_P386567_1		10.872417		10.588845		10.980209		10.997505		10.381648		9.204161		10.048068		10.730168		9.698907		10.121523		9.766859		10.945134

		37165		CUST_41635_PI390587928		CUST_41635_PI390587928_2		7.2846007		7.3249493		5.0847173		4.1258063		8.157546		8.472747		7.9237113		7.128761		7.994659		8.012165		7.7041297		5.6926455		A_99_P387617		A_99_P387617_1		2.8502274		4.463033		4.7113314		4.361283		1.4478182		4.007921		1.9779106		3.1320193		2.6392138		3.4631252		2.3192093		3.75864

		6617		CUST_30003_PI390587928		CUST_30003_PI390587928_2		8.834289		8.582854		8.865261		8.766376		8.8259		8.248441		7.256373		7.4808097		8.570563		7.992808		7.7630653		8.047538		A_99_P388392		A_99_P388392_1		8.5838995		8.937369		8.880944		8.824166		7.9329796		8.132422		7.2435403		7.747173		8.316467		8.508147		8.088028		8.275235

		30504		CUST_9735_PI390587928		CUST_9735_PI390587928_1		4.427611		4.212792		4.9296994		4.407724		3.9329574		3.4908047		2.6352232		3.2198303		3.1170235		3.4482784		2.764115		3.8698587		A_99_P388932		A_99_P388932_1		2.440117		2.4422286		3.092954		2.6164443		2.7264273		3.932431		3.4043772		2.7221727		4.0250397		3.814326		4.00015		3.4573958

		24626		CUST_7997_PI390587928		CUST_7997_PI390587928_1		4.612883		4.3235626		4.6269436		5.474851		5.868283		7.0461135		8.717915		8.339906		6.210762		7.4464507		8.490249		7.2231154		A_99_P390877		A_99_P390877_1		4.5860434		3.367933		4.479666		4.418514		5.846434		8.023018		6.495041		5.2570014		6.4872766		6.152743		7.0899415		5.803974

		13333		CUST_34251_PI390587928		CUST_34251_PI390587928_1		11.119267		12.26281		12.36805		11.757495		11.099784		11.472611		10.8		10.66845		11.03312		10.949982		11.128582		11.456609		A_99_P391702		A_99_P391702_1		3.244933		4.695081		4.9107814		5.1017804		2.6212149		3.4187047		4.4500585		4.5469537		2.4302819		3.655213		4.615455		4.8621006

		13570		CUST_36740_PI390587928		CUST_36740_PI390587928_3		7.230267		6.096283		6.402266		7.011274		7.715603		7.386783		10.377117		11.067238		7.773187		6.850771		9.904691		8.571296		A_99_P391837		A_99_P391837_1		4.29172		3.8908322		5.369905		5.6339355		2.5223505		4.2928457		6.3770833		5.51672		4.7879014		4.744661		6.859896		6.254322

		5514		CUST_13743_PI390587928		CUST_13743_PI390587928_3		11.408188		11.921383		10.736674		11.389083		12.291237		12.977592		13.859702		12.920509		12.601444		13.510406		13.633319		12.237601		A_99_P392122		A_99_P392122_1		6.2290707		5.761585		4.9909267		5.3460994		6.9921837		8.133353		7.254385		5.9835153		8.040751		7.254706		7.909345		5.765339

		18484		CUST_34018_PI390587928		CUST_34018_PI390587928_1		9.379882		9.703174		8.167043		9.187452		11.396389		11.952752		12.717194		11.748475		11.767006		13.342238		12.844219		11.204219		A_99_P392227		A_99_P392227_1		11.850159		11.3635645		10.17989		10.634031		12.450925		12.663249		11.775805		11.166949		12.914719		11.939109		12.047169		11.3437805

		7851		CUST_20_PI390587928		CUST_20_PI390587928_1		9.7211075		9.669578		10.704181		10.600109		9.318961		9.268823		9.682006		9.629288		8.916564		9.0183935		9.681334		10.4637785		A_99_P392517		A_99_P392517_2		5.552034		5.7564735		6.5224013		5.935711		5.426716		5.3384557		5.574079		5.276619		5.039335		5.551827		5.391358		5.3534646

		19338		CUST_10572_PI390587928		CUST_10572_PI390587928_1		6.6291747		5.994016		5.5876107		4.5722585		6.717771		7.8377395		9.759259		7.713529		7.0862794		7.6493		8.356242		5.115771		A_99_P394117		A_99_P394117_1		6.2874703		5.313722		5.6296935		4.769219		7.3788457		7.884333		7.5756555		6.4107203		8.668297		7.68107		8.122466		4.8519154

		20641		CUST_9391_PI390587928		CUST_9391_PI390587928_1		8.498456		8.920113		7.943231		8.02398		8.161868		8.649423		6.812453		7.107719		7.8745475		8.219799		7.0927987		7.520645		A_99_P394332		A_99_P394332_1		7.413882		7.466083		7.142081		7.9272213		6.855963		6.370747		6.493404		7.0033836		6.3536015		6.4055457		5.504362		7.5559297

		23221		CUST_40476_PI390587928		CUST_40476_PI390587928_1		3.36807		4.7875147		3.8895884		4.5775404		2.174949		2.4829898		4.679724		5.6900334		1.2531832		1.6344632		4.0620418		3.977588		A_99_P395832		A_99_P395832_1		2.9724371		2.7256632		3.8333328		3.465111		3.5667908		4.19665		7.7019477		6.6880283		4.5933743		3.9251654		7.280768		4.346033

		19674		CUST_30400_PI390587928		CUST_30400_PI390587928_2		8.76798		7.562002		7.510477		8.568055		9.127998		8.533005		9.253726		8.618381		8.7319		9.207608		9.524148		9.179491		A_99_P395857		A_99_P395857_1		8.647625		8.188231		8.151765		7.468289		9.338119		10.251539		10.180422		8.862464		9.72948		9.398347		10.307105		8.797772

		18570		CUST_13221_PI390587928		CUST_13221_PI390587928_1		9.972695		10.164397		9.642528		10.383531		10.456458		10.736831		11.912117		10.732749		10.645157		11.226551		11.607476		10.496712		A_99_P398297		A_99_P398297_1		1.786406		1.8865162		1.9487206		2.1766598		2.597995		5.5829244		3.9623775		1.8067093		4.3479953		3.9712956		4.656649		1.9908143

		15643		CUST_31904_PI390587928		CUST_31904_PI390587928_2		14.58353		13.918273		16.480204		15.399533		13.540526		13.571423		14.422473		13.18246		13.407281		14.120568		15.00024		14.820404		A_99_P398912		A_99_P398912_1		10.595489		10.894429		13.997185		13.518536		9.485583		7.3949866		9.638699		12.30775		11.1185		7.3696227		10.572215		12.055257

		14674		CUST_7277_PI390587928		CUST_7277_PI390587928_2		7.9518647		8.137181		10.32936		9.4777155		7.712471		7.9439864		9.175597		8.462551		7.8944354		8.225307		9.182768		9.142499		A_99_P398922		A_99_P398922_1		5.397516		5.475233		5.129223		4.9097543		4.894075		5.672725		7.6541247		4.6874948		5.489788		5.449121		6.7452273		5.1728234

		6150		CUST_12107_PI390587928		CUST_12107_PI390587928_1		13.363847		13.155307		13.23536		14.107793		13.4884615		14.135776		15.041981		14.608716		13.831832		14.314552		14.67134		14.5007715		A_99_P399997		A_99_P399997_1		11.53215		10.87016		11.012932		11.023834		12.214025		13.420147		12.440078		11.699443		12.60068		12.406093		12.841504		11.912116

		21672		CUST_37655_PI390587928		CUST_37655_PI390587928_1		4.2813134		3.364334		4.131463		3.2401488		3.345417		3.524349		1.9956335		2.7137473		3.1478186		3.6966362		2.4861033		3.6608407		A_99_P400307		A_99_P400307_1		9.015688		8.887571		7.9694576		7.6506104		7.771563		7.542543		7.1258616		6.523065		7.645415		8.193704		7.194502		7.42597

		14625		CUST_10942_PI390587928		CUST_10942_PI390587928_1		6.8107924		6.785769		5.5888596		7.140307		7.8166995		9.027588		10.411857		9.694809		8.791901		10.686305		10.414813		9.528664		A_99_P401667		A_99_P401667_1		1.9630104		1.6357588		1.6782395		1.6496209		1.8435793		3.3877432		3.529251		2.16559		4.996794		2.057656		4.8916607		1.6633862

		29072		CUST_5467_PI390587928		CUST_5467_PI390587928_1		2.5415294		2.154006		3.033884		3.9638956		2.3087494		3.5657456		6.1334043		4.730616		2.585553		4.168343		5.4747148		5.0051837		A_99_P401812		A_99_P401812_1		1.5881166		2.109584		1.8057675		1.3945007		2.3811264		4.067289		5.280674		2.787885		3.4080791		2.6660998		5.455216		3.8058662

		46509		CUST_14613_PI390587928		CUST_14613_PI390587928_1		5.8757224		7.113686		3.932143		6.5701904		6.8122406		8.94235		9.741394		10.102336		6.4939103		7.392711		10.0483		10.651956		A_99_P401992		A_99_P401992_1		7.6309915		7.824272		5.1019025		4.9379487		8.314635		10.505896		7.8160133		8.126285		8.080314		10.453742		8.556076		8.222009

		23294		CUST_12874_PI390587928		CUST_12874_PI390587928_5		9.335975		9.994729		8.403924		8.7654		8.541471		9.081115		7.079656		8.35874		8.230038		8.523368		7.749163		8.778754		A_99_P403167		A_99_P403167_1		6.042658		6.3301144		6.9532313		6.63742		5.8234744		5.016621		5.7533803		4.669435		5.0214095		4.993811		4.928809		4.863649

		5147		CUST_28585_PI390587928		CUST_28585_PI390587928_1		10.794407		10.766075		11.203078		11.551159		10.35363		10.1211195		9.947037		10.362735		10.170835		9.915826		10.030125		11.179825		A_99_P403947		A_99_P403947_1		7.0083046		7.8463883		8.23099		8.358588		6.7635255		6.610485		7.4604983		7.6156616		6.316438		7.166729		6.888925		8.199834

		3294		CUST_28690_PI390587928		CUST_28690_PI390587928_2		3.5464132		3.10064		3.91426		5.4429555		4.013757		3.1334884		6.261766		7.092092		3.4589636		2.9434268		6.6547794		6.7250543		A_99_P404427		A_99_P404427_1		3.9489021		3.4060466		5.697122		5.3606744		3.9997241		5.409516		5.6659546		6.403361		5.2058716		4.536283		6.3432403		6.4107566

		26530		CUST_6719_PI390587928		CUST_6719_PI390587928_2		9.211661		7.891752		7.9102516		6.844561		9.81971		8.736655		9.650981		10.498252		10.120894		9.447238		9.051364		5.3633056		A_99_P404527		A_99_P404527_1		10.614882		7.6494675		6.0609574		6.359798		10.868104		9.558084		8.324864		8.048577		11.822442		9.587089		8.839819		6.223293

		41559		CUST_10437_PI390587928		CUST_10437_PI390587928_2		9.490829		9.26556		11.806206		11.600652		8.883775		8.575229		9.406167		9.580867		7.9593024		7.78268		10.083028		11.157893		A_99_P404687		A_99_P404687_1		2.5373003		4.0250163		4.4868054		4.723925		1.5178112		2.7157192		3.5252666		2.9093666		1.4624153		2.9118412		3.1783745		3.4793518

		4490		CUST_40235_PI390587928		CUST_40235_PI390587928_1		5.063887		5.564776		5.1571383		6.3445477		5.300726		5.4461308		6.328024		5.73378		4.819351		5.2196517		6.1185966		6.8462844		A_99_P404732		A_99_P404732_1		4.5287137		3.944339		7.0285244		7.563274		3.7163293		2.0289733		6.060749		6.861028		4.959969		2.4843895		6.378115		7.245934

		50240		CUST_31404_PI390587928		CUST_31404_PI390587928_1		5.864143		5.796766		5.800928		6.881464		7.296698		8.956943		9.798724		9.18694		7.880747		8.777054		9.329307		7.52735		A_99_P406047		A_99_P406047_1		1.6381499		1.7561245		1.4350506		1.4283787		1.4734527		4.161014		4.0179186		2.3072212		2.434231		3.4133797		4.043677		3.5416367

		272		CUST_16492_PI390587928		CUST_16492_PI390587928_4		12.7791395		13.422084		12.15141		13.760928		13.032215		13.366272		14.416225		14.417164		13.130043		13.397168		14.10091		14.177113		A_99_P406827		A_99_P406827_1		12.842152		13.533832		13.376569		14.116478		13.523838		14.858833		14.9373865		14.3702		13.767376		14.469764		15.169677		14.136577

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_13		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P407197		A_99_P407197_1		7.9543777		8.253507		7.761265		8.948274		9.4731		12.260964		11.724906		8.992948		10.16907		11.059956		11.553318		9.078717

		14981		CUST_4472_PI390587928		CUST_4472_PI390587928_2		9.84876		9.765375		9.835113		9.522201		9.24166		9.479942		8.651679		8.852303		9.279595		9.35517		9.128261		9.200476		A_99_P407642		A_99_P407642_1		13.583923		13.655002		13.55313		13.704947		12.898469		12.356647		11.892036		13.05252		13.250159		13.149367		12.638168		13.111951

		20192		CUST_41122_PI390587928		CUST_41122_PI390587928_3		11.736196		11.167552		10.479736		10.073517		12.251378		11.973751		11.954192		10.66175		12.502406		12.351596		11.779579		10.164547		A_99_P407717		A_99_P407717_1		5.4816246		5.362757		4.032883		2.8504765		7.620501		7.4771156		6.9257464		5.041305		9.499554		6.6409736		7.316871		4.7208905

		14751		CUST_37214_PI390587928		CUST_37214_PI390587928_2		14.876803		14.792187		14.438958		14.0336685		14.406507		14.341991		12.921338		13.440449		14.268082		14.039525		13.198937		13.749107		A_99_P407847		A_99_P407847_1		13.896828		14.315959		13.462741		13.60805		13.362953		13.182683		11.842723		13.572517		13.649976		13.395785		12.245744		13.290614

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_10		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P408082		A_99_P408082_1		12.737148		13.208085		13.026574		13.375791		12.189172		11.530498		12.267093		12.695571		11.347472		12.371807		11.319837		13.392609

		14824		CUST_5550_PI390587928		CUST_5550_PI390587928_1		16.214823		15.140992		12.767865		13.501536		15.782635		14.467689		10.175691		12.371464		15.858761		14.612287		10.50948		12.194443		A_99_P408412		A_99_P408412_1		13.186973		12.641934		6.6747627		8.001686		12.194778		10.444054		3.107382		6.114094		11.59191		11.763794		3.8650787		6.4346824

		4285		CUST_4308_PI390587928		CUST_4308_PI390587928_2		8.378749		8.14325		7.341966		7.798804		8.435219		8.879964		8.585946		7.930158		8.639626		8.957878		8.762946		8.047729		A_99_P408467		A_99_P408467_1		7.7950478		7.935221		7.515238		7.47982		8.273284		8.527982		8.518617		8.044801		8.344277		8.464183		8.591641		7.811737

		1276		CUST_13836_PI390587928		CUST_13836_PI390587928_1		15.924809		15.706586		15.930064		16.3518		15.812976		15.82204		14.557721		15.671773		15.653033		15.409247		14.796069		16.18897		A_99_P408737		A_99_P408737_1		11.757968		11.6922		11.4642		11.701626		11.21441		10.447087		9.599565		11.245865		11.229436		10.940122		9.593198		11.30667

		19343		CUST_37722_PI390587928		CUST_37722_PI390587928_2		7.774572		7.1381125		7.320198		6.7332478		8.120156		7.813235		9.645886		8.908355		8.855842		8.62575		9.397671		7.008818		A_99_P409667		A_99_P409667_1		10.253895		9.076568		8.308355		8.8008175		10.870934		10.655353		8.785535		9.146779		11.524494		10.628203		9.184172		8.726514

		22379		CUST_22303_PI390587928		CUST_22303_PI390587928_1		9.448888		8.909374		6.5466638		7.4626718		9.868557		9.684405		9.709704		7.9723873		9.973475		9.361412		9.384467		7.2042356		A_99_P409722		A_99_P409722_1		7.018652		5.604567		2.5789516		4.9799857		7.902621		7.773659		5.5861106		5.0957885		8.44937		7.2189965		6.195717		5.6733785

		16652		CUST_1299_PI390587928		CUST_1299_PI390587928_4		11.655503		11.557884		13.072048		12.145663		12.257745		12.4673395		14.165935		12.281686		12.42067		13.39711		13.725568		12.405365		A_99_P409867		A_99_P409867_1		9.0733		9.290204		10.457312		10.460879		9.510661		9.8348875		11.56837		9.973973		10.557678		9.501092		11.424436		9.69275

		15288		CUST_10452_PI390587928		CUST_10452_PI390587928_5		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		A_99_P410167		A_99_P410167_1		1.8300071		2.1921446		2.893171		3.1119683		2.2830238		3.24237		11.426961		9.49392		3.995384		2.901954		11.77095		8.56314

		1160		CUST_7046_PI390587928		CUST_7046_PI390587928_2		11.930018		11.856766		10.6839		11.673447		11.879325		13.055322		11.906841		12.58842		12.218535		12.953673		11.989021		11.0576105		A_99_P411102		A_99_P411102_1		5.0166025		5.0912023		5.5701084		5.1702824		5.2559695		4.3159328		4.685958		4.0530505		4.211017		4.3501544		4.1487937		3.7601135

		39554		CUST_16153_PI390587928		CUST_16153_PI390587928_1		10.649209		11.071431		10.54174		11.736451		12.62572		13.818348		13.165439		12.985566		13.224566		13.649289		13.1110735		10.818008		A_99_P411312		A_99_P411312_1		8.853254		6.4577155		6.751244		7.409258		9.953148		9.33566		9.022389		7.4997497		10.741141		10.477165		8.7631445		7.998207

		7260		CUST_12091_PI390587928		CUST_12091_PI390587928_1		9.597264		9.7484865		8.660161		10.275914		10.795161		10.91772		11.444085		10.388742		10.915891		11.076278		11.185925		10.645417		A_99_P411812		A_99_P411812_1		8.021949		8.047222		7.913016		7.722113		8.8744955		9.3827715		8.462825		7.9861245		9.296504		8.729861		8.808025		8.293778

		14101		CUST_30777_PI390587928		CUST_30777_PI390587928_5		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		A_99_P412472		A_99_P412472_1		12.101581		11.391693		11.498225		11.32613		13.083954		13.034981		13.015987		12.2274065		13.946239		12.231965		12.824031		11.839261

		700		CUST_41540_PI390587928		CUST_41540_PI390587928_3		9.3370905		9.742462		9.091945		8.998111		9.275349		10.130608		10.5475645		10.873401		9.496732		10.271214		10.485855		10.105241		A_99_P412887		A_99_P412887_1		8.3018055		8.409276		7.232605		5.6287665		8.011277		8.887096		8.672027		7.2423973		8.78851		9.740805		9.794446		7.3413887

		16210		CUST_9737_PI390587928		CUST_9737_PI390587928_3		7.8722367		8.8676		6.696316		6.1534996		6.74218		7.8291206		3.7822392		4.141812		5.5577226		6.703051		5.314648		5.309172		A_99_P413307		A_99_P413307_1		7.5874114		7.1748085		6.052839		7.4741096		6.4679356		5.6187787		5.5632977		6.2631702		6.098126		6.2186275		5.143783		6.355696

		14098		CUST_575_PI390587928		CUST_575_PI390587928_5		11.998386		12.427358		11.313588		12.4055395		12.71492		13.896301		14.633296		12.805962		12.973656		14.413161		14.263058		12.373511		A_99_P413817		A_99_P413817_1		11.132886		11.421344		10.951924		11.407983		12.375178		14.496652		13.1119		11.603372		12.871755		13.823661		13.469148		11.668477

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_8		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P413842		A_99_P413842_1		13.99216		13.929172		14.055825		14.851323		14.178493		14.843909		16.446308		15.104134		14.440181		14.3930855		16.46279		15.15261

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_1		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P414547		A_99_P414547_1		1.8118583		1.9300569		1.5635046		1.5465406		4.3320723		4.273379		8.1058855		2.6648133		6.5948563		5.776467		8.047933		1.7738584

		14347		CUST_3834_PI390587928		CUST_3834_PI390587928_1		1.5579828		2.332788		1.515469		1.48697		5.195662		1.9195925		4.2221465		4.092402		4.729878		2.623645		6.640695		1.4570173		A_99_P414547		A_99_P414547_2		1.8118583		1.9300569		1.5635046		1.5465406		4.3320723		4.273379		8.1058855		2.6648133		6.5948563		5.776467		8.047933		1.7738584

		23997		CUST_7462_PI390587928		CUST_7462_PI390587928_2		8.257827		8.06841		7.4857078		8.345406		8.885485		9.410557		9.972024		9.187827		9.173542		9.871524		9.702436		8.800887		A_99_P414842		A_99_P414842_1		9.210441		8.809639		8.550607		9.050645		9.672242		10.322822		9.289523		9.035017		10.138688		9.692997		9.807547		9.481627

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_14		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P415462		A_99_P415462_1		9.807113		10.371633		9.527952		11.088863		11.131652		14.352323		13.716037		11.0612135		11.799443		13.446773		13.659392		11.019447

		701		CUST_41539_PI390587928		CUST_41539_PI390587928_6		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		A_99_P415647		A_99_P415647_1		12.132516		12.440454		12.213281		11.367203		11.690029		12.114723		12.729485		12.788381		11.984033		12.715419		13.695842		12.703801

		19338		CUST_10572_PI390587928		CUST_10572_PI390587928_2		6.6291747		5.994016		5.5876107		4.5722585		6.717771		7.8377395		9.759259		7.713529		7.0862794		7.6493		8.356242		5.115771		A_99_P416087		A_99_P416087_1		5.509588		5.143142		5.2414994		3.9422238		6.191632		6.791836		6.778788		5.547531		7.4693656		6.655619		7.3122344		4.688494

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_9		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P416462		A_99_P416462_1		1.8458323		1.9970536		1.5118204		1.4789864		4.234547		3.927553		7.7192254		2.7190835		5.8286614		5.088751		7.5457077		1.6102343

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_15		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P416688		A_99_P416688_1		10.541127		11.090805		10.585856		11.781536		12.133213		15.194751		14.432269		11.8181715		12.810695		13.989361		14.597824		11.770387

		2095		CUST_20157_PI390587928		CUST_20157_PI390587928_1		12.047378		11.908557		11.501331		11.312358		12.630368		12.138672		13.132253		12.559372		13.102592		12.482014		12.561974		11.362227		A_99_P416872		A_99_P416872_1		12.0785055		11.758358		11.93367		11.41994		12.098712		12.96991		13.450249		12.053406		13.391259		12.1037445		13.6943245		11.729317

		17577		CUST_32553_PI390587928		CUST_32553_PI390587928_3		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		A_99_P417057		A_99_P417057_1		7.1217895		6.1425705		8.010077		7.9951606		10.164109		11.282261		11.234482		10.1707945		12.104557		10.105543		11.78318		10.372491

		15769		CUST_10401_PI390587928		CUST_10401_PI390587928_3		3.822235		4.732576		3.4969332		4.375897		3.3114052		4.086939		6.6186256		5.920175		3.3229446		3.3070762		6.13602		5.1374574		A_99_P417077		A_99_P417077_1		3.9373448		3.4786575		2.9041536		3.785693		4.5158496		2.9700034		8.642221		4.5034647		2.5476124		3.2850363		8.154808		3.7061968

		16545		CUST_19782_PI390587928		CUST_19782_PI390587928_4		4.7318287		4.4866123		4.308074		4.11252		4.8741775		4.6890864		7.1223373		5.6949754		4.8790803		4.0485864		6.747748		4.588049		A_99_P417152		A_99_P417152_1		6.8741937		6.9045196		6.70795		6.844523		7.16363		7.4473343		7.8896337		6.9628205		7.628996		7.1591434		7.9926467		6.9374423

		1341		CUST_36887_PI390587928		CUST_36887_PI390587928_2		3.6194458		1.3480692		1.3387823		2.5110784		6.3133674		5.926382		3.2441366		2.879845		5.0403514		5.2062144		4.254645		1.4741803		A_99_P417887		A_99_P417887_1		5.5337443		5.098144		4.380106		4.5143485		5.9587784		6.639813		6.6868114		9.919337		7.126093		6.274966		5.8870425		6.616155

		416		CUST_35742_PI390587928		CUST_35742_PI390587928_2		17.00289		17.38046		15.659672		16.456688		16.582073		16.9851		13.76913		15.380689		16.32445		16.879822		14.547588		16.432768		A_99_P418782		A_99_P418782_1		15.463436		16.263287		13.363572		14.932114		15.137736		15.115796		11.666507		14.201813		14.810261		15.244451		11.303212		14.439525

		16102		CUST_16530_PI390587928		CUST_16530_PI390587928_2		15.268275		15.238773		15.242153		16.088266		14.913521		15.370697		13.345886		15.471497		14.306229		14.553046		14.090312		15.913574		A_99_P419112		A_99_P419112_1		7.374729		7.3036494		7.706864		7.3050995		6.50804		6.5781784		6.3369765		6.04332		6.0748525		6.222891		5.986326		6.089627

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_10		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P419137		A_99_P419137_1		4.6177845		4.0548882		3.233647		4.2831354		8.569566		8.64692		12.853887		8.5333395		9.967343		9.669434		12.299351		7.7642026

		4333		CUST_15262_PI390587928		CUST_15262_PI390587928_3		7.5382066		7.08214		7.1589546		7.0271683		7.7082977		7.679249		8.288429		7.2709904		7.866258		8.036386		7.922014		7.005567		A_99_P419832		A_99_P419832_1		9.137501		8.48368		7.0712075		7.707685		9.367184		9.659268		8.301583		7.740103		10.375178		9.293534		8.688796		7.6105313

		14348		CUST_3833_PI390587928		CUST_3833_PI390587928_1		6.790756		5.5163536		5.181908		2.4473248		8.6082945		6.952791		9.605037		11.199834		8.788844		7.940923		10.530194		4.6972656		A_99_P419942		A_99_P419942_1		6.538837		3.176512		4.1178975		3.507642		8.537161		6.564411		12.325147		9.253643		9.596197		6.37064		11.79658		7.756517

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_7		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P420007		A_99_P420007_1		8.201299		7.4882264		10.369776		9.6033325		7.5729766		4.8060956		6.601846		8.530787		8.368011		4.8718963		6.738746		8.35751

		22504		CUST_29673_PI390587928		CUST_29673_PI390587928_1		10.753845		10.576188		11.080909		11.869888		11.292979		11.317543		12.372285		12.351578		11.060097		11.485382		12.349179		12.228863		A_99_P420342		A_99_P420342_1		9.317207		8.555839		9.929028		9.93006		9.957927		10.772163		10.301906		9.528577		10.519904		9.693696		10.293338		9.879238

		416		CUST_35742_PI390587928		CUST_35742_PI390587928_3		17.00289		17.38046		15.659672		16.456688		16.582073		16.9851		13.76913		15.380689		16.32445		16.879822		14.547588		16.432768		A_99_P420907		A_99_P420907_1		16.581636		17.274414		14.727161		16.072657		16.296663		16.54508		13.08828		15.8415785		16.253143		16.638948		12.792095		15.717198

		35461		CUST_20901_PI390587928		CUST_20901_PI390587928_1		14.21407		14.545253		14.00204		14.164435		14.077922		14.686755		15.528359		16.375925		14.356853		14.76267		15.397294		15.249805		A_99_P421112		A_99_P421112_2		12.437264		12.852275		12.342559		11.533666		12.085609		12.697089		13.249675		12.962685		12.465138		13.367574		14.081052		13.0926895

		700		CUST_41540_PI390587928		CUST_41540_PI390587928_1		9.3370905		9.742462		9.091945		8.998111		9.275349		10.130608		10.5475645		10.873401		9.496732		10.271214		10.485855		10.105241		A_99_P421112		A_99_P421112_1		12.437264		12.852275		12.342559		11.533666		12.085609		12.697089		13.249675		12.962685		12.465138		13.367574		14.081052		13.0926895

		3439		CUST_31048_PI390587928		CUST_31048_PI390587928_1		9.320799		9.579432		8.586154		10.17625		9.759063		9.572408		10.9363165		10.887628		9.72663		10.09744		10.57618		10.2490225		A_99_P421202		A_99_P421202_1		7.343193		7.86816		7.644647		8.303895		8.050977		9.163638		9.446338		8.614783		7.935585		8.670175		9.207046		8.411206

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_11		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P421267		A_99_P421267_1		5.57795		4.7284226		4.449164		5.2249217		8.946944		9.072511		13.331964		8.919568		10.4217615		10.099912		12.782773		8.260825

		14345		CUST_3836_PI390587928		CUST_3836_PI390587928_3		3.3223019		3.839451		3.0966928		1.8897676		8.243546		6.27465		10.64574		10.061976		7.055799		6.797689		11.061749		6.9010787		A_99_P421337		A_99_P421337_1		1.4501147		1.4650637		1.4866829		1.6140374		3.5494325		4.2886443		8.558019		3.3546522		5.959703		4.5347037		8.505902		2.525667

		45365		CUST_11784_PI390587928		CUST_11784_PI390587928_1		8.992681		8.921529		9.028527		8.571492		8.667693		8.436605		7.749601		7.8553376		8.491673		8.636415		8.271525		8.168777		A_99_P421792		A_99_P421792_1		8.687182		8.642673		8.29004		8.309381		8.211817		8.008709		7.1047916		7.2818294		8.008221		8.149705		7.0632324		7.966297

		21034		CUST_23464_PI390587928		CUST_23464_PI390587928_3		8.548566		8.473626		10.351541		9.226115		8.105007		8.145241		8.789059		8.102557		7.8396854		8.046792		9.208024		9.150719		A_99_P422357		A_99_P422357_1		5.661775		5.3552322		5.599934		5.7824364		5.17322		4.1812286		4.297077		5.337501		5.30029		5.032702		4.346024		5.336847

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_12		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P422532		A_99_P422532_1		5.164621		4.054781		4.8687415		5.0911174		9.209977		9.180968		13.332059		9.2415495		10.516209		10.2802725		12.826922		8.376582

		20308		CUST_28676_PI390587928		CUST_28676_PI390587928_1		2.2428646		3.2381952		2.4755292		1.3451791		1.4247979		1.4189124		4.7768426		4.502902		2.1972866		1.3360926		1.5283297		1.3828908		A_99_P422672		A_99_P422672_1		2.2742772		1.7786833		3.2457523		1.8646511		3.3498495		3.1740198		4.7459135		3.244425		6.9440665		2.4390852		5.010221		3.238226

		1473		CUST_13677_PI390587928		CUST_13677_PI390587928_6		10.120004		10.513248		10.489844		9.664801		9.514096		9.654671		7.7932124		7.7160687		8.901698		8.846684		8.637744		8.78412		A_99_P422967		A_99_P422967_1		3.3839245		4.947603		4.250868		5.359364		2.4975817		2.539363		2.4292877		3.1949446		1.9042873		3.5559924		1.5474783		3.4020805

		15372		CUST_31326_PI390587928		CUST_31326_PI390587928_1		3.9198825		4.0127153		2.6377316		4.3534408		4.39096		5.1273136		5.2618127		5.0599656		4.955835		5.2509084		5.372061		3.0676634		A_99_P423162		A_99_P423162_1		7.0713696		6.2496476		5.9495063		6.54192		7.58647		7.2863975		7.713835		6.2246404		8.706919		6.9733586		7.590725		6.6008124

		14335		CUST_8686_PI390587928		CUST_8686_PI390587928_6		10.782848		11.669064		9.733855		9.651301		9.947362		10.711566		7.3017144		8.080617		9.325257		10.40146		7.9508214		8.935387		A_99_P423232		A_99_P423232_1		11.774325		11.752277		10.366841		11.912826		11.596687		9.822746		10.775024		11.197559		10.156139		10.567509		9.484433		11.455303

		14181		CUST_35496_PI390587928		CUST_35496_PI390587928_3		6.945301		7.175016		6.741714		7.7727895		7.394545		8.863982		9.969196		8.468301		8.020545		8.653538		9.115073		6.685465		A_99_P423262		A_99_P423262_1		10.526512		10.054981		9.887616		9.940595		11.560493		11.250472		10.899574		9.63061		12.362199		11.321292		11.3789015		10.322983

		14098		CUST_575_PI390587928		CUST_575_PI390587928_6		11.998386		12.427358		11.313588		12.4055395		12.71492		13.896301		14.633296		12.805962		12.973656		14.413161		14.263058		12.373511		A_99_P423277		A_99_P423277_1		2.8825524		2.6991932		3.015941		2.736945		3.7521617		6.180612		4.280679		2.8552449		5.00932		5.332744		4.8413563		2.8131664

		14518		CUST_34124_PI390587928		CUST_34124_PI390587928_3		14.373807		14.022807		14.793472		16.457237		15.216144		15.435368		17.256918		17.022991		15.384631		15.931779		16.876007		16.971815		A_99_P423387		A_99_P423387_1		7.923141		7.279856		8.658614		8.451828		8.99313		10.413425		9.953492		9.067021		9.885166		9.172731		10.3913555		9.151869

		1632		CUST_5674_PI390587928		CUST_5674_PI390587928_4		8.954374		9.120345		8.429037		8.95025		8.799571		9.143674		10.124187		9.2180605		8.915885		9.735379		9.818376		8.953571		A_99_P423712		A_99_P423712_1		8.238125		8.537382		8.000412		8.342473		8.909576		10.207479		9.7779875		8.347184		9.1257305		9.46593		9.663379		8.17987

		1515		CUST_36087_PI390587928		CUST_36087_PI390587928_1		15.351943		14.9981165		14.31537		14.015435		14.97805		14.765972		12.733547		12.911101		14.6815		14.262979		13.176141		13.706757		A_99_P424187		A_99_P424187_1		13.804313		13.922539		12.910819		12.749893		13.439049		12.970352		10.961582		12.571457		12.960327		13.668648		10.879973		12.6506815

		3807		CUST_17112_PI390587928		CUST_17112_PI390587928_3		11.229154		11.320621		11.350543		10.840587		11.225596		10.940253		9.881006		9.609562		11.202649		10.83343		9.925304		10.417285		A_99_P424237		A_99_P424237_1		10.64698		10.721287		10.595616		10.397229		10.58648		9.940007		9.4166155		9.961665		10.225517		10.047996		8.764527		10.219433

		17346		CUST_40543_PI390587928		CUST_40543_PI390587928_5		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		A_99_P424247		A_99_P424247_1		1.7609628		2.6612508		1.2410264		1.3062428		2.9542682		5.060431		10.810374		7.918436		4.9025493		6.847246		10.170733		4.549832

		2770		CUST_1896_PI390587928		CUST_1896_PI390587928_3		12.23948		13.008283		11.65448		11.338157		11.452771		11.594981		9.612457		9.259337		10.903427		11.378438		10.073722		10.584534		A_99_P424272		A_99_P424272_1		7.0671506		7.5230775		6.9017277		8.0847225		5.8784523		5.3464355		6.5018744		6.006344		5.57931		6.1039033		5.2172875		6.85517

		1012		CUST_8915_PI390587928		CUST_8915_PI390587928_4		14.181587		14.774163		14.3048525		13.953796		13.646152		14.250748		13.099254		12.94859		13.200244		13.574283		13.509319		13.546641		A_99_P424332		A_99_P424332_1		11.881701		12.464946		11.810463		12.537137		11.253236		11.188777		10.774892		11.262428		11.37119		11.504491		10.884624		11.512349

		22504		CUST_29673_PI390587928		CUST_29673_PI390587928_2		10.753845		10.576188		11.080909		11.869888		11.292979		11.317543		12.372285		12.351578		11.060097		11.485382		12.349179		12.228863		A_99_P424462		A_99_P424462_1		9.518224		8.749415		10.09265		10.086353		10.318362		11.083737		10.642651		9.953631		10.895775		10.068622		10.753128		10.150656

		1632		CUST_5674_PI390587928		CUST_5674_PI390587928_5		8.954374		9.120345		8.429037		8.95025		8.799571		9.143674		10.124187		9.2180605		8.915885		9.735379		9.818376		8.953571		A_99_P424782		A_99_P424782_1		9.42766		9.7227335		9.273347		9.80971		9.993228		11.18338		11.1842375		9.505525		10.259963		10.769252		11.163169		9.423329

		19168		CUST_20425_PI390587928		CUST_20425_PI390587928_1		5.014467		5.1822066		4.0345364		6.2003713		4.898869		3.8490288		8.885715		9.008114		5.6847386		6.047022		7.4562225		5.6028686		A_99_P425222		A_99_P425222_2		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663

		19167		CUST_20426_PI390587928		CUST_20426_PI390587928_1		5.2074685		5.5952163		3.3536625		6.417707		5.13216		4.4109707		9.27813		9.5704565		5.7568555		6.3481975		7.947801		5.8732247		A_99_P425222		A_99_P425222_1		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663

		16483		CUST_27448_PI390587928		CUST_27448_PI390587928_1		7.8723617		7.2286453		6.1585355		6.751129		7.740024		7.087686		7.3157883		8.075191		8.183166		7.8737106		7.196989		6.6686764		A_99_P425522		A_99_P425522_1		1.839993		4.347874		2.3286011		1.7113647		1.513723		1.7572931		2.2171142		2.1230679		4.4830146		10.546254		8.462509		4.372064

		3451		CUST_31036_PI390587928		CUST_31036_PI390587928_4		9.891513		10.534637		10.097255		8.3411		9.397834		9.635104		7.9294357		7.4906936		9.645429		9.92974		9.015079		8.0636		A_99_P426972		A_99_P426972_1		7.0218644		6.174719		5.380114		5.2430654		4.9902616		5.2687593		4.158987		4.321325		5.005932		5.4068656		4.3964634		5.403549

		14190		CUST_35466_PI390587928		CUST_35466_PI390587928_5		15.109009		14.90052		15.075501		15.661321		15.297951		15.454711		16.22477		15.886528		15.340675		15.682553		15.8256235		15.880168		A_99_P427002		A_99_P427002_1		15.368011		15.7265625		15.6997175		15.688462		15.748843		16.367958		16.19918		16.32872		16.061604		16.303078		16.737488		15.999766

		5107		CUST_28625_PI390587928		CUST_28625_PI390587928_3		6.950541		6.440596		6.6050467		6.696568		6.950966		7.3419204		7.820398		7.3634562		7.194109		7.674133		7.5954137		6.631866		A_99_P427147		A_99_P427147_1		6.617932		5.935929		5.671042		6.1255684		6.97159		7.518572		6.411569		5.661888		7.976443		7.024135		6.6323433		5.8618712

		14091		CUST_582_PI390587928		CUST_582_PI390587928_8		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P427152		A_99_P427152_1		13.229558		13.500649		12.385213		13.053739		13.552707		14.035439		13.976014		13.493735		13.969975		14.238086		14.195775		13.462341

		14397		CUST_25375_PI390587928		CUST_25375_PI390587928_3		3.4725425		4.0525665		1.3120002		3.6459987		3.7747843		3.4816933		3.4767888		4.062762		2.8654182		3.8312404		2.8925426		2.8624928		A_99_P427302		A_99_P427302_1		5.3433228		6.6429343		5.845633		6.304232		6.386101		7.575886		7.318457		7.101326		6.3568044		7.0652537		7.3910213		6.7396016

		3093		CUST_39048_PI390587928		CUST_39048_PI390587928_1		8.5719795		7.9991984		7.4305973		7.582983		8.776206		8.901408		9.290631		7.669325		9.180467		9.234011		8.979114		7.2179713		A_99_P427347		A_99_P427347_1		9.689391		9.241596		8.563178		8.364663		10.162811		10.784678		8.948524		8.422961		10.515845		9.935776		9.502938		8.2907295

		416		CUST_35742_PI390587928		CUST_35742_PI390587928_4		17.00289		17.38046		15.659672		16.456688		16.582073		16.9851		13.76913		15.380689		16.32445		16.879822		14.547588		16.432768		A_99_P427382		A_99_P427382_1		14.186237		14.73365		12.602704		14.093516		13.486206		13.226696		10.763062		13.362153		13.239249		13.509834		10.709007		13.468586

		7170		CUST_37028_PI390587928		CUST_37028_PI390587928_1		12.067283		12.833218		13.2273035		10.6327095		11.521969		12.084659		11.487008		9.851748		10.303726		10.839341		12.403272		10.084783		A_99_P427717		A_99_P427717_1		9.4547205		11.484426		11.697331		8.556284		9.36147		9.413415		10.948941		8.265136		7.4329414		9.960334		11.15192		7.9294906

		1167		CUST_7039_PI390587928		CUST_7039_PI390587928_3		11.256058		11.392859		11.834442		11.00026		11.066731		10.74919		10.504045		10.007503		11.217094		10.741276		10.702647		10.543571		A_99_P428187		A_99_P428187_1		9.506627		9.1368265		9.965817		9.193412		9.447653		7.817879		8.7637825		8.591269		8.85709		8.445014		8.395671		8.449318

		20163		CUST_41187_PI390587928		CUST_41187_PI390587928_4		9.13062		8.894412		8.53757		8.924721		9.097592		9.135446		9.698612		8.98406		9.122843		9.324972		9.931333		9.134442		A_99_P428332		A_99_P428332_1		5.7487264		5.7339463		5.5067058		6.2673		6.2449355		6.098806		7.2132277		6.57299		5.4580154		6.206852		6.7715974		6.921248

		1196		CUST_25475_PI390587928		CUST_25475_PI390587928_5		9.204708		9.178311		8.846426		9.250312		9.572021		9.293407		10.03526		9.4547205		9.582953		9.667451		9.477241		9.255809		A_99_P428537		A_99_P428537_1		10.956402		11.152874		11.104665		11.196765		11.483043		12.681774		12.466015		11.384003		11.815812		11.854198		12.559678		11.264178

		7537		CUST_36716_PI390587928		CUST_36716_PI390587928_1		4.2452474		5.451468		5.8925624		6.558291		4.193347		4.542179		4.0014405		5.9476953		2.7249553		3.5587857		3.6424272		7.110026		A_99_P428987		A_99_P428987_1		7.2795777		8.254909		8.507596		9.713569		7.1717715		6.3415885		8.08171		9.365451		5.889297		6.924845		6.9791794		9.767068

		1533		CUST_36069_PI390587928		CUST_36069_PI390587928_7		11.558754		11.754815		11.524812		11.647035		11.940787		12.309883		13.998652		13.738202		12.133884		13.820824		13.841128		13.255798		A_99_P429187		A_99_P429187_1		9.773051		9.943528		9.742236		9.6465845		10.404687		11.364039		10.709939		10.474886		11.26621		10.715271		10.8131075		10.386378

		14268		CUST_10808_PI390587928		CUST_10808_PI390587928_5		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		A_99_P429312		A_99_P429312_1		10.910983		11.379296		11.245576		11.637558		11.887151		13.606189		12.722434		11.047881		12.588035		12.482087		13.028352		11.043611

		15091		CUST_20450_PI390587928		CUST_20450_PI390587928_4		12.769238		12.868285		12.494124		12.785519		13.34773		13.396026		13.924274		13.253319		13.377849		13.583485		13.620793		12.931785		A_99_P429512		A_99_P429512_1		4.9443603		4.324322		4.5190706		4.596298		6.4306703		7.588169		6.1960444		4.7915435		7.2499804		5.985311		6.517923		4.387021

		8080		CUST_8440_PI390587928		CUST_8440_PI390587928_2		8.2294035		8.675461		8.794869		9.888806		7.652126		8.310983		7.3872037		8.749771		6.543392		7.3040237		7.6792355		9.770789		A_99_P429692		A_99_P429692_1		10.091144		8.9044		9.225333		6.7391667		8.6762495		7.361939		6.188082		7.1824794		9.232051		8.453859		6.468881		6.2607517

		4840		CUST_32497_PI390587928		CUST_32497_PI390587928_3		11.377696		11.105418		10.656339		11.112962		11.766921		11.983319		12.24233		11.714801		11.963038		12.318233		12.150307		11.3813095		A_99_P429777		A_99_P429777_1		13.488416		12.471969		12.199615		13.500888		12.700516		11.201942		10.917743		12.38475		12.410018		11.537205		10.417941		13.006603

		20283		CUST_18396_PI390587928		CUST_18396_PI390587928_3		6.5755906		6.1994166		6.605574		6.6981063		7.676201		7.979856		8.099345		6.9410744		8.056299		7.7406926		8.011298		5.8787265		A_99_P430102		A_99_P430102_1		5.6792684		5.122092		5.196586		5.2137585		8.279564		9.389633		7.9406877		6.0135994		9.581192		7.9995894		8.162964		6.3949304

		1149		CUST_7077_PI390587928		CUST_7077_PI390587928_3		10.624618		10.670727		10.606799		10.900394		10.955207		10.743657		11.894076		11.227783		11.1306715		11.139968		11.437205		11.057548		A_99_P430232		A_99_P430232_1		11.679424		11.825066		11.973775		11.872525		12.188413		12.984557		12.905118		12.039361		12.318902		12.424809		13.111323		11.907889

		7491		CUST_7003_PI390587928		CUST_7003_PI390587928_1		9.850265		9.140595		9.555753		10.508813		9.77144		10.139473		11.400806		11.192426		10.086898		10.718186		11.257298		10.753696		A_99_P430262		A_99_P430262_1		8.468345		7.6743965		7.853124		8.398259		8.874322		9.486146		8.943379		8.956961		9.873414		9.287814		9.322143		8.902241

		3834		CUST_6385_PI390587928		CUST_6385_PI390587928_3		7.187065		7.542497		8.553797		7.850226		6.989675		7.2000504		6.594848		6.600222		6.6159873		6.7848167		7.001053		7.5379157		A_99_P430357		A_99_P430357_1		10.3013525		9.839435		9.220524		8.889423		8.562366		8.286191		7.630619		6.6694775		8.550139		8.859516		7.489628		8.386575

		13437		CUST_38759_PI390587928		CUST_38759_PI390587928_2		6.4294066		6.0124564		5.7139983		6.420157		7.0434594		7.40151		11.480845		10.910138		7.5886064		6.890644		10.757413		10.355502		A_99_P430397		A_99_P430397_1		5.4591465		5.568048		4.9909444		5.5180507		6.1747155		7.588845		7.596371		6.8333907		7.6763954		6.6571794		8.26986		6.503153

		14098		CUST_575_PI390587928		CUST_575_PI390587928_8		11.998386		12.427358		11.313588		12.4055395		12.71492		13.896301		14.633296		12.805962		12.973656		14.413161		14.263058		12.373511		A_99_P430502		A_99_P430502_1		10.841461		11.047615		11.078904		11.012639		12.219283		14.24433		12.98215		11.374001		12.781807		13.346246		13.365033		11.476344

		16640		CUST_38121_PI390587928		CUST_38121_PI390587928_1		8.553374		9.495873		8.0295		8.0325365		7.4645085		8.3007345		4.625631		5.240196		6.7551103		7.763918		5.5504985		7.3093834		A_99_P430607		A_99_P430607_1		6.1626663		6.136198		5.720314		6.745786		5.1194615		4.0154443		4.6781445		5.163938		3.763828		4.9422393		3.147935		5.5863338

		14350		CUST_3806_PI390587928		CUST_3806_PI390587928_2		15.068728		15.089615		14.687377		15.593781		15.562377		15.93658		16.530228		16.683214		15.697726		16.245626		16.519218		16.35948		A_99_P430727		A_99_P430727_1		6.818012		6.746788		6.709952		6.5421143		8.321439		9.981167		9.335911		7.0654664		9.857797		9.014787		9.93272		7.195236

		1383		CUST_7654_PI390587928		CUST_7654_PI390587928_3		13.285693		14.0611105		14.87753		13.8778305		13.135385		13.582		13.052593		13.013622		13.34868		13.677856		13.404466		13.538792		A_99_P431247		A_99_P431247_1		12.737739		12.669589		12.554264		12.079739		12.077904		11.802689		11.096478		12.209825		12.316392		12.01299		11.468375		11.968173

		21203		CUST_21416_PI390587928		CUST_21416_PI390587928_1		10.965439		10.771731		10.179115		11.140781		11.995191		12.462288		12.7872095		12.234115		12.651577		12.816035		12.538968		10.507819		A_99_P431402		A_99_P431402_1		9.054245		7.9925194		7.7725654		7.893624		10.350781		11.235749		9.902963		8.561564		11.505135		10.349534		10.230778		8.656136

		2026		CUST_2441_PI390587928		CUST_2441_PI390587928_1		4.016689		2.9398406		1.606954		3.175212		4.6734004		6.6042037		9.211955		8.658868		4.245823		7.4630904		8.220397		7.0799737		A_99_P431562		A_99_P431562_1		7.4627566		4.2034135		3.427555		1.9508778		7.904175		7.469784		8.614557		6.3329887		9.077601		7.7687106		9.446813		5.893927

		30598		CUST_29290_PI390587928		CUST_29290_PI390587928_1		3.7184496		3.466835		3.5971563		2.7247686		3.9759805		6.279939		8.84842		8.389805		4.911266		6.8826404		8.042661		6.9351482		A_99_P431562		A_99_P431562_2		7.4627566		4.2034135		3.427555		1.9508778		7.904175		7.469784		8.614557		6.3329887		9.077601		7.7687106		9.446813		5.893927

		428		CUST_35723_PI390587928		CUST_35723_PI390587928_4		4.822533		4.59839		5.273687		6.3091683		4.6147356		4.6604257		3.3053458		9.263554		3.878294		3.2822688		2.6262777		5.910545		A_99_P431722		A_99_P431722_1		6.1007457		7.167006		4.8296638		6.3327255		5.0346622		4.9755654		3.3998272		3.6341522		3.8042262		4.5463486		2.6126385		3.6896384

		16147		CUST_3577_PI390587928		CUST_3577_PI390587928_1		5.3675027		5.2322545		5.664007		6.4618993		5.885156		5.082817		3.413617		5.646563		3.8614638		4.035421		5.0371203		3.6538448		A_99_P433012		A_99_P433012_1		4.3898544		5.7071233		6.2462525		5.5413995		3.7159412		5.658563		3.1037986		3.3460715		5.422196		3.7117894		1.6679506		3.6638937

		1307		CUST_36918_PI390587928		CUST_36918_PI390587928_1		14.5169115		14.587281		14.5649605		13.986012		14.354037		14.239335		13.418739		13.658253		14.28976		13.982076		13.647152		13.941112		A_99_P433062		A_99_P433062_1		11.794137		12.086749		11.880374		11.60534		11.380778		11.4041815		10.229205		11.206088		11.532871		11.334306		10.46453		11.09521

		3693		CUST_16940_PI390587928		CUST_16940_PI390587928_3		2.9400218		2.2632847		1.3768286		2.2925904		3.7492383		5.0793605		7.3573728		6.9523697		4.2279935		5.309426		6.786631		4.0204816		A_99_P433212		A_99_P433212_1		8.14663		6.363483		4.9833016		5.2129636		9.716971		10.298032		10.496209		7.9838357		10.449791		10.426343		11.053149		7.0706887

		26265		CUST_2515_PI390587928		CUST_2515_PI390587928_2		8.323745		8.205462		8.895869		8.969737		8.781172		9.476544		10.282973		9.580804		8.880257		9.58631		9.899332		9.043054		A_99_P434607		A_99_P434607_1		7.403208		7.9856477		7.840864		7.4489627		8.3986435		9.66875		9.03572		8.64564		9.264409		9.0059805		9.513616		8.288745

		1851		CUST_36377_PI390587928		CUST_36377_PI390587928_1		8.782992		6.9882503		3.2161064		6.299422		9.18589		9.480439		6.792851		9.221108		9.688386		10.069596		6.5262866		5.0139346		A_99_P435007		A_99_P435007_1		6.6572013		3.744559		2.177141		4.480335		7.0673594		6.004421		6.429472		5.1231437		8.365481		7.327572		5.917328		5.4068637

		3619		CUST_21732_PI390587928		CUST_21732_PI390587928_2		10.676689		11.724383		10.433242		11.960129		10.18954		10.919349		8.857686		9.915413		9.681188		10.275412		9.199079		11.921768		A_99_P435062		A_99_P435062_1		8.588638		8.702484		8.96695		9.707038		8.469887		7.2149444		8.122535		8.625627		7.5305057		7.837967		7.704138		9.295267

		15833		CUST_29114_PI390587928		CUST_29114_PI390587928_1		13.114182		12.708735		12.31561		13.044144		13.328197		12.764045		13.654061		13.435584		13.353119		12.998601		13.424031		13.027043		A_99_P435397		A_99_P435397_1		6.5231056		6.756645		5.8896694		6.672193		8.159429		9.210507		9.500587		8.154944		8.621825		9.069893		9.822112		7.592303

		1469		CUST_13681_PI390587928		CUST_13681_PI390587928_1		7.9763465		6.1545887		6.918452		5.4710803		7.948726		5.1812935		11.060969		7.36845		8.05458		6.365355		10.1322775		5.1257715		A_99_P435667		A_99_P435667_1		1.4761337		1.5005001		1.8650336		1.4842609		1.4314203		1.4453634		4.2899303		1.7472425		1.4874783		1.4977986		4.143846		1.4757653

		1126		CUST_41861_PI390587928		CUST_41861_PI390587928_2		14.491425		14.442105		14.36597		14.25042		14.10471		14.016595		12.99242		12.89167		14.001586		13.94436		13.319206		13.597304		A_99_P435677		A_99_P435677_1		12.767642		13.432242		13.430644		13.376517		12.021735		12.238716		12.23241		12.978897		12.105018		12.746686		12.44691		13.231201

		49105		CUST_32834_PI390587928		CUST_32834_PI390587928_1		11.338673		11.794823		11.078457		11.962739		12.114142		13.145114		12.513249		12.960739		12.658089		12.688393		12.284706		10.9082365		A_99_P435942		A_99_P435942_1		9.578016		8.515622		7.7071533		8.491686		10.252682		10.889534		9.625064		8.811893		11.361893		10.739476		10.095929		9.053362

		1487		CUST_13655_PI390587928		CUST_13655_PI390587928_3		11.989651		12.471608		12.102391		13.093585		12.1794		12.508061		13.654416		13.339138		12.2348795		12.609459		13.241376		13.206656		A_99_P436277		A_99_P436277_1		11.40208		11.925362		11.964494		12.25751		11.842587		12.767612		12.893993		12.379554		11.993556		12.447108		12.987512		12.274005

		35542		CUST_16710_PI390587928		CUST_16710_PI390587928_1		8.629608		7.700317		7.564504		8.042823		9.168643		9.011096		9.156842		8.782655		9.283053		9.260032		8.972444		8.101605		A_99_P436517		A_99_P436517_1		8.038217		7.096658		6.4613395		7.1040044		8.73239		8.992452		7.6472416		7.2498093		9.641911		8.54712		8.009215		7.4466743

		1126		CUST_41861_PI390587928		CUST_41861_PI390587928_3		14.491425		14.442105		14.36597		14.25042		14.10471		14.016595		12.99242		12.89167		14.001586		13.94436		13.319206		13.597304		A_99_P436592		A_99_P436592_1		10.879378		11.494664		11.285956		11.338078		10.036033		10.487507		9.999776		11.099682		10.560657		10.574606		10.378074		11.079571

		1332		CUST_36896_PI390587928		CUST_36896_PI390587928_2		9.846344		9.45238		9.390277		9.240374		10.744999		10.990207		11.290248		10.111672		11.060956		11.297665		11.21497		9.629524		A_99_P437222		A_99_P437222_1		8.388961		7.501373		7.093654		7.1212254		9.050044		9.387292		8.006196		7.401961		9.680226		8.390466		8.517554		7.1937423

		17121		CUST_41412_PI390587928		CUST_41412_PI390587928_3		3.9080784		3.6743937		4.398892		4.0543976		4.000562		3.9921653		6.3971367		6.2719765		4.448464		5.0143733		5.5576515		4.5987086		A_99_P437312		A_99_P437312_1		8.6368065		8.164251		9.060562		8.336791		10.258005		11.18214		10.584096		9.278922		12.374394		9.438897		11.001862		8.9542

		17157		CUST_35946_PI390587928		CUST_35946_PI390587928_1		6.2016582		6.114311		5.211064		6.6078014		6.417755		7.100908		7.3019347		6.9271007		7.0637016		7.1220717		7.0965514		5.79055		A_99_P437842		A_99_P437842_1		10.866565		10.227792		9.238059		9.703453		10.815713		11.0585165		10.057782		9.383723		11.549553		10.828697		10.478647		9.7672205

		1404		CUST_7742_PI390587928		CUST_7742_PI390587928_3		12.579253		12.609597		13.00986		12.759708		12.225825		12.376227		11.893411		12.000207		12.308904		12.181527		11.967807		12.454713		A_99_P438582		A_99_P438582_1		9.443127		9.402968		9.620843		9.639283		8.826929		8.450631		8.397361		9.159968		8.900676		8.622736		8.621227		9.315854

		2797		CUST_1869_PI390587928		CUST_1869_PI390587928_3		9.162445		9.982728		8.669585		10.065667		9.301301		9.636758		10.496421		10.774616		9.260399		9.846002		9.821522		10.064969		A_99_P438667		A_99_P438667_1		9.3915205		10.220172		9.245471		9.899611		9.700845		10.954032		11.025566		10.367452		10.130976		10.582417		11.103986		10.197188

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_13		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P438737		A_99_P438737_1		3.5491002		2.7667797		1.5013179		2.5112803		7.784014		7.1057777		10.87191		5.5694737		9.232299		8.358032		10.719581		4.9236054

		18445		CUST_24218_PI390587928		CUST_24218_PI390587928_1		8.982395		9.2070675		8.9090605		9.842729		9.043322		9.128644		9.966661		9.731301		9.101539		9.36461		9.7382		9.915303		A_99_P438797		A_99_P438797_1		8.363763		8.678776		8.536034		8.6716795		8.876447		9.538788		9.623268		9.251263		8.948746		9.316548		9.638339		9.075394

		5107		CUST_28625_PI390587928		CUST_28625_PI390587928_4		6.950541		6.440596		6.6050467		6.696568		6.950966		7.3419204		7.820398		7.3634562		7.194109		7.674133		7.5954137		6.631866		A_99_P439132		A_99_P439132_1		5.0905523		4.7170978		3.7375278		4.949474		5.439665		5.8204503		5.2583003		4.5152435		6.24168		5.0050697		5.8185544		4.7479515

		14098		CUST_575_PI390587928		CUST_575_PI390587928_9		11.998386		12.427358		11.313588		12.4055395		12.71492		13.896301		14.633296		12.805962		12.973656		14.413161		14.263058		12.373511		A_99_P439677		A_99_P439677_1		6.3384666		6.406565		6.6383204		6.3714614		7.712948		9.784354		8.216522		6.6599975		8.220834		8.900379		8.626005		6.629617

		3530		CUST_34343_PI390587928		CUST_34343_PI390587928_2		13.702144		13.610522		13.198166		14.043808		13.085614		13.075021		11.502658		12.904727		12.631302		12.412114		12.057721		14.035253		A_99_P439952		A_99_P439952_1		4.4108377		3.826229		5.1235843		5.0647717		3.719322		3.2806206		4.3642945		3.06716		2.730999		3.2138317		3.0700023		3.3254745

		14268		CUST_10808_PI390587928		CUST_10808_PI390587928_6		9.036148		9.145834		8.647502		9.606946		9.80121		10.485896		12.224293		10.383659		10.277928		11.113351		11.595039		9.283598		A_99_P439957		A_99_P439957_1		12.402908		12.918713		12.601817		13.364781		13.854126		15.777279		14.86074		13.048561		14.591922		14.587818		15.30997		13.010974

		48492		CUST_39447_PI390587928		CUST_39447_PI390587928_1		4.3152423		4.5374866		2.13986		3.4401493		4.825767		5.2194457		7.140222		7.066055		4.452559		4.6541743		6.8138294		4.3953395		A_99_P440607		A_99_P440607_1		5.3984942		3.6500099		4.5851517		3.834903		5.6595592		5.8735967		7.2917213		6.6389637		7.110905		4.6094		7.153463		6.078565

		1149		CUST_7077_PI390587928		CUST_7077_PI390587928_4		10.624618		10.670727		10.606799		10.900394		10.955207		10.743657		11.894076		11.227783		11.1306715		11.139968		11.437205		11.057548		A_99_P441067		A_99_P441067_1		5.0112557		5.2896996		5.485231		5.1753583		5.5210605		7.1205506		6.3235774		5.442927		6.4553857		5.90478		6.7070765		5.0529547

		1572		CUST_35779_PI390587928		CUST_35779_PI390587928_1		15.443416		15.325787		15.591634		15.206265		15.606999		15.603972		16.752176		15.740191		15.904526		16.06943		16.380518		15.270851		A_99_P441757		A_99_P441757_1		5.020436		5.02651		5.069809		4.9312057		5.84116		7.2131524		6.6840363		4.9172688		6.553011		5.8286853		7.053478		5.0603313

		14211		CUST_2716_PI390587928		CUST_2716_PI390587928_10		15.885797		15.985374		15.5314455		16.015076		16.160841		16.206055		16.930902		16.431814		16.598934		16.897512		16.853006		16.487354		A_99_P442142		A_99_P442142_1		5.8636346		5.844721		5.644233		5.0514894		5.0739827		4.5353103		4.6992345		2.838711		4.821002		4.908219		4.490539		3.6593392

		1404		CUST_7742_PI390587928		CUST_7742_PI390587928_4		12.579253		12.609597		13.00986		12.759708		12.225825		12.376227		11.893411		12.000207		12.308904		12.181527		11.967807		12.454713		A_99_P442282		A_99_P442282_1		5.3873925		5.175443		5.6391716		5.4725876		4.7861905		4.7649283		4.458796		4.866427		5.0144687		4.6793733		4.8409925		5.152836

		26118		CUST_30716_PI390587928		CUST_30716_PI390587928_1		10.97142		11.13002		10.582802		11.285026		11.983815		13.506251		13.455967		13.280719		12.475926		13.594403		13.206		11.506618		A_99_P442352		A_99_P442352_1		10.03675		8.462914		7.4694715		8.753067		10.779111		11.645755		10.028113		9.562232		11.685864		10.61765		10.363302		8.981801

		1998		CUST_37877_PI390587928		CUST_37877_PI390587928_3		10.449943		11.074936		10.348266		11.272823		10.596638		10.902008		11.698207		11.582669		10.69		10.977176		11.410129		11.527995		A_99_P442617		A_99_P442617_1		9.084273		9.40241		9.205143		9.13866		9.3471985		10.159561		10.316082		9.661755		9.28564		9.952394		10.354409		9.628409

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_2		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P442867		A_99_P442867_1		8.212413		7.545418		8.11114		7.7705407		9.313782		9.798053		12.559627		10.676243		10.824895		9.807761		12.793212		9.145236

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_4		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P442927		A_99_P442927_1		8.29069		6.7604966		7.374687		6.54746		8.845326		8.933852		8.895252		7.0473847		10.074047		8.769135		9.615018		7.19369

		15644		CUST_31903_PI390587928		CUST_31903_PI390587928_8		16.61775		16.34507		17.422674		16.986605		16.501795		16.2764		16.152643		15.434914		16.36088		16.00057		16.589357		16.59919		A_99_P442997		A_99_P442997_1		15.070763		14.2578535		15.681672		15.30418		14.491958		11.777568		11.925179		13.807895		15.519051		12.096428		12.408073		13.440877

		14918		CUST_35659_PI390587928		CUST_35659_PI390587928_6		7.7769494		8.924644		6.8618183		5.0493894		6.4197574		6.5084987		3.9700477		2.5242522		6.4986153		6.6843276		3.3272479		3.3340063		A_99_P443097		A_99_P443097_1		6.8912606		6.6004143		8.2194395		8.379032		7.750309		8.642365		10.429138		8.812631		8.449668		7.431127		10.214887		9.018594

		14376		CUST_3739_PI390587928		CUST_3739_PI390587928_11		13.446666		13.974652		13.964587		14.24123		13.561611		13.360364		15.371938		14.535472		13.343608		13.881036		14.985574		14.626071		A_99_P443907		A_99_P443907_1		13.685979		13.618729		13.699557		14.503098		13.886479		14.520579		16.051619		14.764465		14.112432		14.06807		16.167162		14.839334

		16102		CUST_16530_PI390587928		CUST_16530_PI390587928_3		15.268275		15.238773		15.242153		16.088266		14.913521		15.370697		13.345886		15.471497		14.306229		14.553046		14.090312		15.913574		A_99_P444367		A_99_P444367_1		7.800117		7.437733		8.899919		9.48922		7.12056		5.680271		7.882731		9.942845		6.724886		6.1800957		7.393275		8.9471245

		23059		CUST_18544_PI390587928		CUST_18544_PI390587928_2		8.148949		8.044965		7.8093834		6.639263		7.9509125		7.3886476		5.9349227		5.082968		7.8738427		7.5174427		6.594111		6.135594		A_99_P444637		A_99_P444637_1		7.798039		7.3258553		5.839995		5.8210196		6.5688434		5.3941274		5.3345795		4.875962		5.977876		6.0175223		4.5809474		5.749281

		32931		CUST_31743_PI390587928		CUST_31743_PI390587928_1		5.280498		4.6978955		2.560323		4.691218		5.232859		5.989193		6.7787194		6.57846		5.8647943		5.472885		6.1866393		4.677425		A_99_P445017		A_99_P445017_1		2.514695		2.5379012		2.600015		3.3910682		4.1475973		5.5773063		4.773272		4.962242		3.6226196		4.789743		4.753369		5.238788

		17422		CUST_11600_PI390587928		CUST_11600_PI390587928_2		5.8111725		4.8397593		5.0924363		5.6734295		6.1860104		6.781154		8.045915		7.2217693		6.6416755		7.5391254		7.5301666		5.4967475		A_99_P445137		A_99_P445137_1		5.1660905		4.524469		4.2033553		3.3786087		5.764726		5.6807537		5.455059		4.977445		7.15348		5.525328		5.7447705		4.8241315

		15844		CUST_29095_PI390587928		CUST_29095_PI390587928_4		9.593802		10.464901		9.382145		9.5381		9.328021		9.923386		8.164895		8.962899		9.099029		9.463712		8.279927		9.347941		A_99_P445502		A_99_P445502_1		8.200749		8.257212		8.148511		8.168531		8.245948		7.2271743		6.8219776		7.75981		7.4320083		7.545261		6.265377		7.9774647

		20203		CUST_38417_PI390587928		CUST_38417_PI390587928_1		10.751342		10.434102		9.320924		9.298512		10.987929		10.966129		10.995275		9.966281		11.220571		11.391678		10.871547		9.586799		A_99_P445827		A_99_P445827_1		10.080565		9.593558		9.080327		9.212144		10.371509		10.803463		10.253011		9.775311		11.355977		10.14133		10.763202		9.589847

		15360		CUST_31360_PI390587928		CUST_31360_PI390587928_1		8.048236		7.1199565		6.585743		7.0181565		8.133403		6.6606746		5.122118		6.0222645		8.472466		7.0025215		5.397659		7.3109984		A_99_P446397		A_99_P446397_2		12.482507		12.540042		11.277818		11.828776		12.0073805		11.482959		10.839564		11.937851		11.879359		11.926789		10.88441		11.907458

		15752		CUST_21513_PI390587928		CUST_21513_PI390587928_1		4.305572		3.6337795		2.9964192		2.9906929		4.9352098		4.3321776		7.3029885		5.6814113		6.004892		5.8370686		6.56222		2.8808985		A_99_P446442		A_99_P446442_1		4.6680894		3.6700804		1.7428404		2.0609708		4.980517		4.797872		6.481243		3.9407737		5.670489		4.6848145		7.144276		3.5802155

		18315		CUST_16235_PI390587928		CUST_16235_PI390587928_3		10.519409		10.943863		10.4815		11.389224		10.656643		11.018215		11.838916		11.536572		10.853114		11.278453		11.554478		11.60332		A_99_P446572		A_99_P446572_1		8.056089		8.316209		8.304984		8.298008		8.30432		9.236735		8.934197		8.446456		8.699864		8.826088		9.336841		8.444719

		19208		CUST_40197_PI390587928		CUST_40197_PI390587928_2		9.068029		8.99875		9.396072		9.096916		10.667174		11.039842		10.7608185		9.588116		10.974111		11.546677		10.7234125		9.1453085		A_99_P446867		A_99_P446867_1		9.42761		8.737061		9.654031		9.29333		11.396278		13.014045		11.192199		9.972074		12.884972		10.851031		11.233964		9.378536

		1307		CUST_36918_PI390587928		CUST_36918_PI390587928_4		14.5169115		14.587281		14.5649605		13.986012		14.354037		14.239335		13.418739		13.658253		14.28976		13.982076		13.647152		13.941112		A_99_P446912		A_99_P446912_1		11.369637		11.666821		11.372102		11.11993		10.892613		10.836678		9.855949		10.732597		10.986897		10.893325		10.045333		10.664638

		22479		CUST_15624_PI390587928		CUST_15624_PI390587928_2		8.992849		9.234527		9.184034		9.15995		9.480979		9.646893		11.638133		10.202216		9.4633875		9.755142		10.99725		9.544658		A_99_P447142		A_99_P447142_1		9.236838		9.124508		10.230855		9.461734		9.903253		9.888745		11.308679		9.86309		10.580689		9.447907		11.741886		9.597583

		17735		CUST_25801_PI390587928		CUST_25801_PI390587928_2		2.4533727		2.8574		1.5964012		1.5383781		4.7785587		5.446853		5.4290195		1.8073401		3.9779882		4.443524		5.527846		1.7662458		A_99_P447242		A_99_P447242_1		8.038227		6.444205		4.689015		5.428945		9.313025		10.206841		8.622449		6.422361		10.104705		10.057902		9.188539		7.2493343

		3500		CUST_17316_PI390587928		CUST_17316_PI390587928_2		12.587703		12.387108		12.846818		12.799827		12.604505		12.214489		11.454896		11.8708315		12.560276		11.98082		11.516743		12.410827		A_99_P447452		A_99_P447452_1		9.1574335		8.868842		9.342216		9.458959		9.111839		7.9834886		8.020181		9.339046		8.765868		8.397555		8.046678		9.299617

		1119		CUST_41868_PI390587928		CUST_41868_PI390587928_2		11.758061		11.582709		10.955612		11.292409		12.238434		12.201118		12.17709		12.296283		12.617946		12.327262		11.89212		11.257397		A_99_P447707		A_99_P447707_1		9.659917		9.536504		8.385903		8.845988		9.868848		10.469888		9.789959		8.900346		10.60237		9.762894		10.163628		8.932717

		1404		CUST_7742_PI390587928		CUST_7742_PI390587928_5		12.579253		12.609597		13.00986		12.759708		12.225825		12.376227		11.893411		12.000207		12.308904		12.181527		11.967807		12.454713		A_99_P447727		A_99_P447727_1		7.351057		7.2199287		7.258755		7.399389		6.336082		5.89477		5.787443		6.750506		6.4987454		6.4038754		5.9232426		7.079368

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_16		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P448257		A_99_P448257_1		4.4362826		4.988709		4.591946		5.379061		6.0782814		9.440986		8.038777		5.726465		7.1000695		8.194852		8.175567		5.3996043

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_5		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P448752		A_99_P448752_1		1.4187173		1.409074		1.4251305		1.4165908		1.3421587		1.3376886		3.951371		1.3498806		1.5909742		1.3945659		4.193684		1.3798903

		2770		CUST_1896_PI390587928		CUST_1896_PI390587928_4		12.23948		13.008283		11.65448		11.338157		11.452771		11.594981		9.612457		9.259337		10.903427		11.378438		10.073722		10.584534		A_99_P448817		A_99_P448817_1		10.88488		11.838879		11.235924		12.562823		9.587028		9.341941		10.408264		10.439738		9.056697		10.008761		9.160542		11.217026

		700		CUST_41540_PI390587928		CUST_41540_PI390587928_4		9.3370905		9.742462		9.091945		8.998111		9.275349		10.130608		10.5475645		10.873401		9.496732		10.271214		10.485855		10.105241		A_99_P448827		A_99_P448827_1		8.883907		9.093601		8.029925		6.376394		8.818971		9.634437		9.423961		8.033465		9.378585		10.390534		10.374193		7.991959

		4670		CUST_22180_PI390587928		CUST_22180_PI390587928_2		8.916588		8.540384		8.622703		8.734349		9.376002		9.419692		9.937396		8.876689		9.699555		9.511871		9.716569		8.950156		A_99_P449177		A_99_P449177_1		9.595519		9.473869		9.218029		9.4094925		9.966915		10.86028		9.769797		9.377527		10.546966		9.873311		10.170915		9.426628

		39626		CUST_31813_PI390587928		CUST_31813_PI390587928_1		5.5285335		6.132873		6.9131703		6.232155		5.014625		5.399029		5.53274		5.2478595		4.813862		4.8392034		5.653663		5.8205886		A_99_P449202		A_99_P449202_1		6.677237		6.817325		7.539856		7.2696724		6.5535407		6.366874		6.5679054		6.46051		6.1784453		6.630713		6.481794		6.651426

		1196		CUST_25475_PI390587928		CUST_25475_PI390587928_6		9.204708		9.178311		8.846426		9.250312		9.572021		9.293407		10.03526		9.4547205		9.582953		9.667451		9.477241		9.255809		A_99_P449212		A_99_P449212_1		8.936167		9.138363		8.990911		9.09196		9.40127		10.489231		10.296692		9.166526		9.745967		9.684329		10.341133		9.217353

		960		CUST_27655_PI390587928		CUST_27655_PI390587928_6		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		A_99_P449382		A_99_P449382_1		14.342026		14.113656		14.663699		14.560691		14.953445		15.984688		15.057227		14.824836		16.155703		14.816109		15.733693		14.4051285

		16779		CUST_4112_PI390587928		CUST_4112_PI390587928_3		12.0429945		12.235298		11.961288		11.854317		12.8763895		12.743781		13.679601		12.779149		13.153188		13.190799		13.331988		11.857923		A_99_P449922		A_99_P449922_1		11.4661255		10.867889		10.086266		10.218962		12.361573		13.150459		12.475548		10.357101		13.523742		12.020022		12.761078		10.357211

		1307		CUST_36918_PI390587928		CUST_36918_PI390587928_5		14.5169115		14.587281		14.5649605		13.986012		14.354037		14.239335		13.418739		13.658253		14.28976		13.982076		13.647152		13.941112		A_99_P449937		A_99_P449937_1		11.594859		11.926232		11.464564		11.382004		11.168897		11.176117		10.15583		10.954341		11.390301		11.258422		10.46149		10.928552

		15932		CUST_25177_PI390587928		CUST_25177_PI390587928_2		9.480744		10.073903		8.455879		9.723613		11.3448715		13.068091		12.083476		11.5112505		12.3720255		13.737903		12.331802		9.79955		A_99_P450157		A_99_P450157_1		9.129707		7.8464317		6.4760547		8.462111		9.194668		9.807982		8.65824		7.9275813		10.020313		10.149228		8.794339		8.740378

		19618		CUST_39906_PI390587928		CUST_39906_PI390587928_1		8.731784		9.783616		7.7501545		8.5045595		8.474183		11.455989		9.409051		11.192958		8.404868		10.781624		8.766992		7.263078		A_99_P451152		A_99_P451152_1		7.3296533		5.198239		4.3181577		6.112011		7.6910405		7.390015		6.806643		6.5375752		9.825206		8.305549		6.876576		6.6758094

		4943		CUST_38500_PI390587928		CUST_38500_PI390587928_4		8.25623		8.693341		8.496647		6.9991364		7.8578153		7.993509		6.7161694		6.698115		8.227784		8.152179		7.7593055		6.975746		A_99_P451362		A_99_P451362_1		9.690292		9.037671		8.522337		8.241014		8.668359		7.9957466		7.463278		7.231083		8.460996		8.686505		7.4910264		8.145715

		3701		CUST_40665_PI390587928		CUST_40665_PI390587928_3		10.375082		10.299281		10.477114		10.589137		10.095139		9.937583		9.42294		9.895507		9.99374		9.85304		9.450692		10.348498		A_99_P451552		A_99_P451552_1		6.2125363		6.945825		6.3683543		6.593662		5.807152		6.527817		4.5277214		6.357434		6.5069394		6.1755853		5.1972566		6.3371778

		16550		CUST_19758_PI390587928		CUST_19758_PI390587928_1		8.805129		8.067971		8.357887		9.330845		9.159833		9.28032		10.145103		9.854427		9.547877		9.884032		10.286757		9.863747		A_99_P452192		A_99_P452192_1		9.982665		9.974441		10.019184		10.070746		10.6730385		11.513306		10.867931		10.404597		11.291049		10.903853		11.279155		10.376735

		22686		CUST_25749_PI390587928		CUST_25749_PI390587928_1		5.182804		5.862837		4.9764576		5.5097747		4.224503		5.053927		5.1172967		4.477095		4.024342		4.748236		4.99926		4.909674		A_99_P452302		A_99_P452302_1		9.222416		9.667294		10.365555		11.016174		8.87506		8.361249		9.309283		9.49128		8.841716		8.847148		9.257611		10.368741

		16160		CUST_28177_PI390587928		CUST_28177_PI390587928_2		7.965589		8.468752		7.715718		8.306084		7.773127		8.482552		8.8178625		8.493787		7.8936896		8.556671		8.689378		8.445054		A_99_P452452		A_99_P452452_1		5.9740868		6.9129815		6.1704497		6.4290643		6.508208		7.309671		7.1491256		6.872017		6.5321693		6.9999104		7.220596		6.5533824

		16362		CUST_13520_PI390587928		CUST_13520_PI390587928_3		11.96968		11.742917		11.723965		12.198242		12.526311		12.82624		13.601952		12.597943		12.702168		13.30595		13.426239		12.586182		A_99_P453092		A_99_P453092_1		12.738518		12.29543		12.423429		12.685772		13.632126		14.499536		13.650153		13.174714		14.391056		13.405029		14.2504835		13.059331

		4393		CUST_6333_PI390587928		CUST_6333_PI390587928_1		13.196986		12.275032		12.182019		12.029805		13.976944		14.196864		13.682842		12.974953		14.141243		14.490376		13.702153		11.706287		A_99_P453252		A_99_P453252_1		5.9838257		5.0387626		4.5537586		4.5499644		7.3054833		8.58365		7.78636		6.4569097		8.1045065		6.6158385		8.074466		5.594419

		22934		CUST_3206_PI390587928		CUST_3206_PI390587928_1		12.332984		11.7448		11.761692		12.314312		12.538689		11.862735		12.342182		12.799048		12.335631		12.090836		12.791902		13.220031		A_99_P453942		A_99_P453942_1		8.220294		8.134659		8.591335		8.675194		9.490169		9.748187		9.529758		8.861046		9.647831		9.46308		9.66554		9.388967

		2013		CUST_18087_PI390587928		CUST_18087_PI390587928_2		10.150501		10.846772		9.546618		9.298856		9.475751		9.8169365		7.3797283		7.655269		8.255412		9.063735		8.31841		8.751035		A_99_P454112		A_99_P454112_1		9.256985		9.450065		9.461564		10.326482		8.406182		7.9106007		7.6732497		8.37116		8.05651		8.456529		7.0110106		8.833624

		7382		CUST_21323_PI390587928		CUST_21323_PI390587928_1		7.145846		7.289448		9.305468		8.099595		6.1121426		6.2895722		7.8926816		6.793799		6.8558383		7.6400013		8.096171		9.011603		A_99_P454472		A_99_P454472_1		5.5183225		5.4846826		6.096539		5.06716		5.0143867		4.105561		5.760868		4.9634285		3.7048914		4.793338		3.9740868		4.8196063

		1533		CUST_36069_PI390587928		CUST_36069_PI390587928_8		11.558754		11.754815		11.524812		11.647035		11.940787		12.309883		13.998652		13.738202		12.133884		13.820824		13.841128		13.255798		A_99_P454542		A_99_P454542_1		4.9423366		4.6971936		5.0058436		5.0184216		4.3355584		3.8970158		4.026897		3.7728128		4.3813014		3.594567		3.2795017		3.5267897

		478		CUST_2942_PI390587928		CUST_2942_PI390587928_4		7.0504513		6.1479874		6.442884		6.7552757		8.009663		7.2748165		8.815394		6.9760284		8.1184225		8.206618		8.326861		7.057753		A_99_P455232		A_99_P455232_1		8.538519		7.993107		9.013204		9.152423		9.880853		12.054196		12.23536		9.869326		11.971578		9.999778		12.454105		9.994009

		12070		CUST_28537_PI390587928		CUST_28537_PI390587928_1		8.646667		7.7743955		8.542045		8.693597		9.517695		8.983937		9.8930025		9.255103		9.402162		9.248944		9.688783		9.098708		A_99_P455262		A_99_P455262_1		7.5032125		7.1100335		7.4067054		7.3470836		9.501503		11.017273		9.373967		8.484845		10.9089		9.686246		9.751206		8.052926

		1664		CUST_5642_PI390587928		CUST_5642_PI390587928_3		6.7682476		6.4578576		6.3726707		6.740951		8.168967		9.0165205		10.332425		8.89253		8.860646		10.152043		9.779823		7.895622		A_99_P455397		A_99_P455397_1		3.332216		2.9644613		1.9603094		2.1885304		6.985905		8.97656		6.43189		5.273796		8.39314		7.5923104		7.2395387		5.344164

		6000		CUST_39108_PI390587928		CUST_39108_PI390587928_1		6.015412		5.6750145		4.81715		5.440972		7.4267464		7.030988		8.532717		6.877008		7.9963303		7.8730865		8.087857		5.6546283		A_99_P455507		A_99_P455507_1		4.116806		3.349082		3.285559		2.0662045		5.397177		6.3534546		6.2427306		3.7410011		6.332318		5.1019244		6.461853		3.4302595

		4005		CUST_32423_PI390587928		CUST_32423_PI390587928_2		4.0506444		3.9113035		4.6039343		3.2413208		3.2541294		2.3957407		2.8408444		2.1540687		3.2122386		2.854018		2.9402454		1.7541124		A_99_P456752		A_99_P456752_1		4.706288		4.9461646		3.1923206		2.1757326		3.0556204		2.704526		2.4066875		2.23335		2.3522599		3.776326		1.7731737		2.6969788

		17188		CUST_19866_PI390587928		CUST_19866_PI390587928_2		7.1739793		7.608427		6.647494		7.5034313		6.931832		8.877484		8.845532		9.029826		7.4044323		8.402995		8.35046		7.2827106		A_99_P456762		A_99_P456762_1		8.570243		7.473646		7.918699		8.0894985		9.7645		10.860878		9.334296		8.713214		11.300162		10.226691		9.729415		8.68372

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_3		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P457092		A_99_P457092_1		12.315251		11.77203		12.147969		12.025296		13.6549425		14.13024		17.118567		15.060077		15.030041		14.264178		17.370901		13.125058

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_18		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P457332		A_99_P457332_1		10.291229		10.728723		10.312401		11.330318		11.639308		14.435983		13.763836		11.177199		12.355014		13.374264		13.89013		11.202237

		5994		CUST_18104_PI390587928		CUST_18104_PI390587928_2		12.232539		12.170804		11.720039		11.319877		12.107747		12.380612		10.520419		10.560638		11.92865		11.9953		11.117562		11.327572		A_99_P457737		A_99_P457737_1		9.896602		9.938264		8.480469		9.47032		9.378532		8.661941		6.9302387		9.088585		9.2595825		8.89972		7.047491		8.97847

		16820		CUST_30851_PI390587928		CUST_30851_PI390587928_1		9.934571		9.319502		9.370048		9.4456625		9.908188		8.900871		8.156537		8.49614		9.87643		8.982339		8.075341		9.083551		A_99_P458002		A_99_P458002_1		9.617434		9.0479		9.2753		9.699135		9.640089		8.7175865		7.9075294		9.836106		9.550563		8.740581		7.660869		9.241309

		960		CUST_27655_PI390587928		CUST_27655_PI390587928_7		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		A_99_P459692		A_99_P459692_1		14.692342		14.4179945		15.025844		14.873004		15.345038		16.480753		15.46896		15.19207		16.597357		15.312898		16.292097		14.799499

		16207		CUST_9750_PI390587928		CUST_9750_PI390587928_4		16.274702		16.290453		16.315882		15.59713		16.30961		16.450258		14.662065		13.891562		16.135454		16.252325		14.597928		15.101705		A_99_P459822		A_99_P459822_1		10.013543		9.625239		6.6994953		7.7346478		9.043405		8.143342		4.158163		8.574397		9.283238		7.5177093		3.6994689		7.4333024

		24821		CUST_27793_PI390587928		CUST_27793_PI390587928_1		8.139771		7.504362		6.8579183		7.9455485		9.706779		10.523746		10.72166		9.678515		10.435733		10.678234		10.229034		8.260031		A_99_P459937		A_99_P459937_1		5.9117274		5.7283916		5.311811		6.4494743		6.94892		8.036358		8.052897		6.1308103		9.236881		7.937805		8.225826		6.5927467

		210		CUST_7644_PI390587928		CUST_7644_PI390587928_3		7.0376086		7.4752975		6.0078697		5.9984093		9.116313		10.551006		9.837586		7.896127		9.788547		10.750066		9.956477		6.7495484		A_99_P460017		A_99_P460017_1		10.781383		9.829562		11.30022		10.593661		12.002155		13.157294		12.397354		11.719958		12.485398		12.278836		12.621097		11.579333

		24738		CUST_35049_PI390587928		CUST_35049_PI390587928_2		9.0468445		9.066139		8.691135		9.657515		11.172179		11.395463		11.482724		9.163154		11.701767		12.129601		11.625413		9.628998		A_99_P460137		A_99_P460137_1		5.340313		4.2420363		5.374167		4.153728		8.615411		9.448117		9.145608		4.5621796		9.797988		9.442875		9.64094		5.250087

		8353		CUST_20598_PI390587928		CUST_20598_PI390587928_1		7.509771		7.507899		8.66783		7.0748467		6.7985396		6.762484		6.4815617		4.7672715		6.87293		6.952421		7.09292		6.49131		A_99_P461347		A_99_P461347_1		6.1695914		5.7067657		6.9791284		6.1257515		5.7463326		4.264857		5.4369507		5.3414817		5.652721		4.7391987		4.878981		4.8167934

		8204		CUST_27929_PI390587928		CUST_27929_PI390587928_1		6.597193		6.776508		7.5039783		6.2724915		6.14605		6.0389657		5.3970337		4.218593		5.769722		6.1613827		5.913527		5.476515		A_99_P461347		A_99_P461347_2		6.1695914		5.7067657		6.9791284		6.1257515		5.7463326		4.264857		5.4369507		5.3414817		5.652721		4.7391987		4.878981		4.8167934

		41497		CUST_26969_PI390587928		CUST_26969_PI390587928_1		14.362073		14.050029		11.585148		13.833294		13.520149		13.436305		9.772424		12.122722		13.044408		12.675654		10.644806		13.716798		A_99_P461507		A_99_P461507_1		10.368966		11.08195		10.045247		11.275543		10.221603		10.0476465		9.631981		11.049838		9.337799		10.609641		9.042024		10.996635

		21140		CUST_1158_PI390587928		CUST_1158_PI390587928_1		4.7931213		3.8518312		4.6126046		6.08011		5.2651596		6.013388		7.3760705		6.099363		5.3419285		6.607165		7.256689		6.901468		A_99_P461867		A_99_P461867_1		1.314453		1.2900621		2.4543905		3.0331528		2.5951192		6.237387		5.760284		5.475289		4.679678		3.712822		6.176699		5.828729

		4938		CUST_38509_PI390587928		CUST_38509_PI390587928_1		10.193101		11.066489		9.561031		9.578845		9.971728		11.439579		11.760762		11.245361		10.183193		11.317233		11.011967		9.223358		A_99_P462152		A_99_P462152_1		7.2760825		5.781278		6.1523795		6.387155		8.294972		8.866768		8.524184		6.5405574		9.93971		9.339353		8.540164		6.5904155

		14227		CUST_2700_PI390587928		CUST_2700_PI390587928_1		11.420807		10.682309		10.484538		9.891364		11.701495		11.259021		11.762034		10.666606		11.877294		11.46774		11.472435		10.048745		A_99_P462477		A_99_P462477_1		8.506527		7.6003404		5.4203734		6.2705936		9.23482		9.958066		7.9586506		7.6058793		9.918625		8.820205		8.113034		7.369681

		28213		CUST_13342_PI390587928		CUST_13342_PI390587928_1		7.4011197		7.990261		7.3890214		8.024306		8.337895		9.41893		9.951657		8.930142		8.330371		9.10439		9.465021		8.4654875		A_99_P463912		A_99_P463912_1		6.9768424		6.2603493		6.421825		6.796726		7.332203		7.584559		7.1487937		6.806553		7.7902846		7.0117664		7.5692964		6.9696126

		33348		CUST_9290_PI390587928		CUST_9290_PI390587928_1		8.650701		9.165628		8.658994		9.244927		9.546631		10.695385		11.261272		10.379232		9.832362		10.513302		11.067665		10.020019		A_99_P463912		A_99_P463912_3		6.9768424		6.2603493		6.421825		6.796726		7.332203		7.584559		7.1487937		6.806553		7.7902846		7.0117664		7.5692964		6.9696126

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_5		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P464142		A_99_P464142_1		5.438543		3.8589935		4.554334		3.7039502		6.4807286		6.3353457		6.0028586		4.4667606		7.510012		5.904349		6.6479354		4.552851

		1818		CUST_21592_PI390587928		CUST_21592_PI390587928_3		9.561043		10.226015		9.6944475		9.665848		9.964464		10.34735		12.0225725		10.850789		10.070409		10.486375		11.247547		9.797795		A_99_P464492		A_99_P464492_1		6.9232535		6.410608		6.6311097		5.271511		6.9964576		7.239516		8.563015		7.341411		9.395701		6.093218		7.8580856		6.3109417

		24801		CUST_27831_PI390587928		CUST_27831_PI390587928_1		11.077289		10.660041		9.966724		10.970824		11.428416		12.205437		12.0532875		12.098483		11.694461		12.333118		11.860181		11.435658		A_99_P464582		A_99_P464582_1		10.32124		9.496151		8.356385		9.103556		10.912225		11.843991		10.041608		9.82492		11.473247		10.789643		10.375336		9.676221

		16231		CUST_13374_PI390587928		CUST_13374_PI390587928_2		12.30418		11.7298		11.734908		11.427799		14.503072		14.606682		15.943851		14.287918		15.107597		14.94067		15.639347		12.82072		A_99_P464622		A_99_P464622_1		3.210802		2.4027643		3.368564		2.1306791		7.479078		6.7499623		8.958072		4.2222066		8.924497		7.14646		9.753745		3.68334

		1383		CUST_7654_PI390587928		CUST_7654_PI390587928_4		13.285693		14.0611105		14.87753		13.8778305		13.135385		13.582		13.052593		13.013622		13.34868		13.677856		13.404466		13.538792		A_99_P465227		A_99_P465227_1		12.273674		12.264354		12.141624		11.677417		11.568896		11.305424		10.598666		11.654431		11.804555		11.505549		10.951237		11.481711

		14803		CUST_5570_PI390587928		CUST_5570_PI390587928_11		10.640002		12.397175		12.083951		12.661267		9.3704405		10.867969		10.551875		11.540929		8.610147		9.853851		10.812878		12.407264		A_99_P465642		A_99_P465642_1		12.954894		13.406621		13.249805		13.607123		12.358814		11.768674		12.4516115		12.898552		11.601283		12.587174		11.541355		13.594573

		2214		CUST_37193_PI390587928		CUST_37193_PI390587928_2		10.874143		11.004527		10.793255		10.733949		10.616411		10.610359		9.708037		10.120563		10.53139		10.352088		9.989245		10.62671		A_99_P465737		A_99_P465737_1		9.160093		9.23274		8.8901005		9.323764		8.41953		7.8305373		7.228686		8.586404		8.384416		8.3013525		6.693615		8.795844

		23184		CUST_18980_PI390587928		CUST_18980_PI390587928_2		5.8950043		6.3214035		4.9692764		4.0703106		7.466515		7.3821354		11.6354065		10.060344		8.640407		9.286182		10.594004		5.5597634		A_99_P465927		A_99_P465927_1		2.7689388		1.7926172		3.637812		2.2337797		8.252973		9.527131		8.942615		5.921726		10.680809		7.4394546		9.618474		5.3456783

		7005		CUST_33607_PI390587928		CUST_33607_PI390587928_3		11.5923		11.904182		11.666378		11.937447		11.363061		11.349113		10.599559		11.140359		11.3055725		11.282974		10.635166		11.899155		A_99_P465982		A_99_P465982_1		10.891494		10.90086		11.366176		11.500832		11.115895		10.24519		10.381859		11.2603		10.200795		10.588654		9.939914		11.423168

		23556		CUST_16751_PI390587928		CUST_16751_PI390587928_1		2.1945896		2.2513478		1.3968881		1.584342		3.2697601		3.2746427		6.1400695		5.8094916		2.592762		4.369368		5.875563		4.84635		A_99_P466047		A_99_P466047_1		2.3063216		1.7844731		2.3358004		1.6107544		3.2445173		5.901632		5.9430566		4.7397537		5.4403043		4.7163424		6.6852155		4.042699

		39907		CUST_6468_PI390587928		CUST_6468_PI390587928_1		8.581527		7.6565948		6.7155876		7.171808		10.42928		9.431771		8.369975		7.388672		10.737737		9.890963		8.767425		7.2019906		A_99_P466062		A_99_P466062_1		2.1526055		3.395291		1.9114267		3.4938061		3.742349		4.2277484		4.6642356		3.601939		4.339152		4.578893		4.9779286		3.9130995

		717		CUST_41508_PI390587928		CUST_41508_PI390587928_3		17.679756		17.064705		17.421919		17.691292		17.978952		17.891405		18.823591		18.42114		18.36052		18.340628		18.759556		17.337828		A_99_P467167		A_99_P467167_1		13.777648		13.85526		13.263257		13.098465		14.085167		14.068847		14.11092		13.132088		14.298023		14.19561		14.623008		12.749031

		22685		CUST_25750_PI390587928		CUST_25750_PI390587928_1		9.299453		9.543301		8.631319		9.422152		9.728019		10.223733		10.616162		9.710734		9.867184		10.279176		10.128678		9.5996275		A_99_P467732		A_99_P467732_1		4.9446483		4.833071		4.3248525		4.8139725		5.847738		6.843495		5.9995403		5.418447		6.4961047		5.4997425		6.4092402		4.931277

		22356		CUST_22361_PI390587928		CUST_22361_PI390587928_2		11.351433		12.241585		14.218536		12.88289		10.683723		11.60057		13.105659		11.191911		10.409362		11.851688		13.156428		12.828372		A_99_P468162		A_99_P468162_1		9.757617		11.596906		13.155908		12.080189		8.040975		8.498881		10.299649		11.278454		8.760815		8.885163		11.03247		11.248652

		21309		CUST_4285_PI390587928		CUST_4285_PI390587928_2		7.663915		7.5503907		6.902922		7.435882		7.768366		7.803656		8.248247		7.681457		7.9409585		8.272794		8.120507		7.7385254		A_99_P468337		A_99_P468337_1		9.550956		9.64939		8.569619		8.711263		10.230706		10.909709		9.98048		9.319478		10.863808		10.256375		10.41821		8.802314

		6761		CUST_27427_PI390587928		CUST_27427_PI390587928_4		10.460474		9.347991		7.710974		8.484236		11.250094		9.975817		11.4178915		11.390723		11.083709		10.426927		10.999326		9.436822		A_99_P469002		A_99_P469002_1		8.707015		7.4357696		7.5265603		8.053411		9.584896		8.988988		9.632691		8.81696		9.596007		9.157228		9.881742		8.79387

		1479		CUST_13672_PI390587928		CUST_13672_PI390587928_4		7.19083		7.5023003		7.512278		8.14264		6.068011		6.1272864		6.419332		6.500835		5.5545526		6.2338805		5.7357335		7.032144		A_99_P469192		A_99_P469192_1		9.638207		11.227749		11.649009		10.679539		8.621444		9.656094		9.264518		10.401181		9.320073		9.6001005		9.595393		10.452699

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_6		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P469432		A_99_P469432_1		8.428543		6.6606164		6.2753873		6.2800484		8.854843		8.718154		12.181674		8.684973		10.036103		9.203661		12.346232		7.256557

		16514		CUST_19590_PI390587928		CUST_19590_PI390587928_3		9.322635		10.366292		11.569781		10.696019		9.373267		9.660836		11.264781		9.564544		9.620095		9.565202		10.789429		10.319361		A_99_P469592		A_99_P469592_1		9.86086		10.745397		12.044551		11.207849		9.78048		9.618154		10.626676		10.669556		9.4351		9.921376		11.292896		10.783788

		16054		CUST_34534_PI390587928		CUST_34534_PI390587928_4		7.685646		8.021955		8.041779		7.7104926		7.1963387		7.5863547		6.833906		6.674846		6.9439397		6.914146		7.2817607		7.2618484		A_99_P470082		A_99_P470082_1		6.210066		6.324161		6.7795815		6.32769		5.8490024		4.877989		5.974149		4.671727		4.3542695		5.605355		4.7833667		4.7791247

		12202		CUST_36997_PI390587928		CUST_36997_PI390587928_1		9.154565		8.576192		8.681808		9.936258		8.352684		7.5381413		8.189369		8.210361		7.5378633		7.5036144		8.326388		10.5074		A_99_P470437		A_99_P470437_1		9.0487995		6.999256		5.082403		7.96748		8.841243		8.620468		7.484487		7.9623694		9.3369465		7.722483		7.920435		7.963701

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_19		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P470837		A_99_P470837_1		11.457635		11.94621		11.482093		12.603035		13.051326		16.03459		15.25089		12.610757		13.614299		14.8491335		15.342929		12.553437

		5174		CUST_16465_PI390587928		CUST_16465_PI390587928_1		10.336011		9.608549		9.674286		10.111674		10.79554		10.853814		11.400149		10.691483		11.072568		11.081772		11.356285		10.33644		A_99_P471177		A_99_P471177_1		9.335858		8.373528		7.5853667		8.024522		9.474664		9.560103		8.521141		8.019509		10.054761		9.309098		8.889741		8.113088

		16863		CUST_41251_PI390587928		CUST_41251_PI390587928_1		10.970402		11.025052		10.982121		10.811589		10.524434		10.698315		8.963527		10.211132		10.155893		10.147725		9.420355		10.490056		A_99_P471192		A_99_P471192_1		8.718949		9.103652		7.923838		9.8694105		8.149067		7.705992		6.7214036		8.855221		8.038432		8.229592		6.468867		9.095102

		15833		CUST_29114_PI390587928		CUST_29114_PI390587928_2		13.114182		12.708735		12.31561		13.044144		13.328197		12.764045		13.654061		13.435584		13.353119		12.998601		13.424031		13.027043		A_99_P473052		A_99_P473052_1		10.707044		10.28765		10.326194		10.792549		11.197918		10.75677		11.287267		10.674942		11.280099		10.793541		11.546951		10.579105

		4064		CUST_4760_PI390587928		CUST_4760_PI390587928_2		6.6043267		7.2860236		6.5703187		6.4954324		5.775663		6.858871		4.466616		5.778806		5.8016276		6.607168		5.67652		6.362863		A_99_P473092		A_99_P473092_1		9.55322		10.172693		9.013246		8.608276		8.03715		8.990833		7.800135		7.6740837		7.820417		9.527329		7.2550373		8.926166

		16553		CUST_19752_PI390587928		CUST_19752_PI390587928_3		12.202107		11.924229		12.337479		12.02032		11.882687		11.57264		11.27769		11.543335		11.770513		11.514443		11.565429		11.924504		A_99_P473222		A_99_P473222_1		10.362563		10.125745		9.826228		9.873386		9.98219		9.293049		8.347719		9.365745		10.017349		9.522763		8.3177595		9.446955

		15199		CUST_27037_PI390587928		CUST_27037_PI390587928_4		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		A_99_P473317		A_99_P473317_1		6.9949527		6.624611		6.186397		5.8248763		7.6034675		7.916145		6.7611046		6.3372536		8.261413		7.1230636		7.2903233		6.122068

		14887		CUST_21126_PI390587928		CUST_21126_PI390587928_2		14.87901		15.07064		15.09974		14.8028145		14.605667		14.850881		13.925426		14.120603		14.485509		14.300092		13.922412		14.632805		A_99_P473917		A_99_P473917_1		10.384942		10.469977		10.537419		10.096249		10.207001		9.585538		9.157101		9.583268		9.925916		9.904189		9.1478815		9.669879

		14091		CUST_582_PI390587928		CUST_582_PI390587928_10		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P473972		A_99_P473972_1		11.494778		11.542651		10.310894		11.209874		12.060265		12.525822		12.334407		11.782639		12.5325		12.529033		12.382679		11.856792

		22286		CUST_17482_PI390587928		CUST_17482_PI390587928_2		5.6224227		5.9008064		6.6386094		5.0709357		5.0600834		5.277325		5.1838093		4.070311		4.4080367		4.9799223		5.2762527		5.40184		A_99_P474467		A_99_P474467_1		6.360864		7.8677077		5.4835134		6.2080917		4.7365108		6.338206		8.76664		6.110766		5.2212787		7.518207		9.132713		5.832292

		10359		CUST_13903_PI390587928		CUST_13903_PI390587928_1		10.441502		11.445164		10.419346		10.182728		10.073915		10.557773		7.963806		8.205966		9.617203		9.856266		8.875205		9.418713		A_99_P474872		A_99_P474872_1		5.411883		6.424275		6.234587		5.7074184		4.6639953		4.635056		3.193447		3.6748278		4.7019653		5.3385005		3.5507145		4.6276574

		7045		CUST_41375_PI390587928		CUST_41375_PI390587928_1		7.0449753		6.8804793		5.7003098		6.502172		6.779279		6.7094293		7.114153		8.506907		6.6907387		6.4400687		6.9745827		6.516954		A_99_P475312		A_99_P475312_1		4.066149		3.4256518		4.6102505		5.3494606		3.3931446		3.8688667		5.995417		5.634043		4.5589542		3.992178		6.208717		5.9193673

		1801		CUST_21609_PI390587928		CUST_21609_PI390587928_3		7.600554		8.559589		8.086876		5.981115		7.3356285		7.9164624		4.8626285		4.0534973		7.4953704		7.1413307		5.8206573		5.3431		A_99_P475692		A_99_P475692_1		6.3100667		5.6706986		4.4668956		5.961983		4.808853		2.6821747		3.6698675		3.6746712		3.4175828		4.314684		2.5440705		4.3398366

		19944		CUST_3887_PI390587928		CUST_3887_PI390587928_3		10.068922		9.918874		9.813617		10.050361		10.302717		10.638373		11.156787		10.648648		10.674214		10.615092		10.762902		9.886826		A_99_P475827		A_99_P475827_1		5.233357		5.576317		5.34331		5.4504585		5.250563		5.8986373		6.2427964		5.8080335		5.953871		5.6927485		6.7163506		5.6504693

		40453		CUST_35484_PI390587928		CUST_35484_PI390587928_1		3.7957003		2.2751853		3.3677814		4.0341887		3.875166		4.9060655		7.084707		7.1388974		4.450581		6.0181537		7.395937		6.4694057		A_99_P476542		A_99_P476542_3		7.763802		7.3652706		6.5583463		6.7966857		8.085201		8.731165		8.557967		7.7198224		9.2416315		8.1544695		9.07532		7.7713046

		45104		CUST_1143_PI390587928		CUST_1143_PI390587928_1		8.034667		8.242522		8.198788		9.274991		9.775485		10.441364		11.685449		10.383025		10.149739		10.973782		11.17345		9.880404		A_99_P477462		A_99_P477462_1		8.991023		8.045594		8.359984		8.796969		11.205673		13.187358		12.20089		11.012483		12.653755		11.892074		12.675296		10.962819

		19169		CUST_20423_PI390587928		CUST_20423_PI390587928_2		8.286963		8.271213		9.079792		9.770774		9.024526		8.291726		8.216209		8.516176		9.750884		9.103488		8.141338		9.6083555		A_99_P478522		A_99_P478522_1		6.1037955		5.8709884		7.1093554		6.728246		5.541567		4.912541		2.622389		4.4559293		5.7125893		4.8176		3.2470443		4.681606

		14571		CUST_6664_PI390587928		CUST_6664_PI390587928_21		11.17054		11.655351		10.341438		11.416635		11.700691		12.360776		14.346082		12.519115		12.051842		13.112559		13.598319		11.130994		A_99_P479352		A_99_P479352_1		8.203319		8.435148		7.8369613		9.097683		9.682869		12.301704		11.729351		9.055886		10.372394		11.163142		11.590308		9.2432165

		5662		CUST_10750_PI390587928		CUST_10750_PI390587928_1		5.630262		5.2299533		5.1069336		6.4386697		5.7299385		5.3136134		9.828769		8.741756		5.997677		5.758465		8.265392		6.877304		A_99_P479427		A_99_P479427_1		1.3946656		1.8928629		1.7219445		1.3687466		2.539139		5.830235		8.71413		3.5245583		7.1370444		4.526942		9.611735		2.7611144

		19519		CUST_12810_PI390587928		CUST_12810_PI390587928_1		5.555769		6.268104		3.4593022		6.297816		6.260488		7.967879		7.6203723		7.744943		6.711941		7.8296056		7.005844		4.975004		A_99_P479777		A_99_P479777_1		6.463814		5.5308776		4.732925		5.368055		8.8657		9.678487		8.527514		6.524369		10.442282		9.555961		8.4099655		6.765722

		16696		CUST_28283_PI390587928		CUST_28283_PI390587928_1		13.575652		13.349686		12.915939		13.180158		14.014796		13.7456665		16.470093		16.591642		14.486836		14.312633		15.525905		14.536237		A_99_P480952		A_99_P480952_1		6.7461357		6.759814		6.3952866		5.0200586		7.4500413		8.893803		11.191119		8.861703		8.994716		8.951476		11.878369		7.917459

		30373		CUST_18857_PI390587928		CUST_18857_PI390587928_1		8.870595		8.593037		8.041045		9.323578		10.464552		10.948949		12.177391		11.070096		10.936322		11.787662		11.593552		10.240677		A_99_P481492		A_99_P481492_1		8.507083		8.059316		8.650982		8.899161		9.509488		10.839116		10.435256		8.8525505		10.974442		9.862942		11.188919		9.175413

		16979		CUST_23752_PI390587928		CUST_23752_PI390587928_3		7.017649		7.011885		6.355662		6.1925488		7.9063544		7.622837		8.176651		7.3541355		7.6007404		7.5745254		8.198964		6.597427		A_99_P481562		A_99_P481562_1		8.211026		7.9773526		7.383611		7.6786976		8.551599		8.680715		9.048801		7.5021033		9.0099		8.432079		8.912995		7.6853714

		5205		CUST_17416_PI390587928		CUST_17416_PI390587928_2		9.288623		9.713492		8.160693		7.113539		9.2583065		9.371379		6.402227		7.2027793		9.758639		9.008302		6.0824757		5.0915465		A_99_P481897		A_99_P481897_1		8.297306		9.934762		9.772164		8.691758		7.9404583		7.7186446		8.90248		8.121108		6.3815875		8.779429		7.459188		8.285573

		12558		CUST_6910_PI390587928		CUST_6910_PI390587928_2		12.769107		12.622014		12.522433		11.560936		12.121345		11.97495		10.565669		9.965092		11.681676		11.590997		11.27602		11.100323		A_99_P482012		A_99_P482012_1		8.208634		7.9775605		8.461159		8.736018		7.588795		6.1906013		6.3987045		7.4287696		7.456711		6.3879294		5.8783736		7.658258

		45844		CUST_202_PI390587928		CUST_202_PI390587928_3		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		A_99_P482542		A_99_P482542_1		5.06052		5.180494		4.6987576		4.886005		6.3988786		9.765462		11.724345		8.787876		8.966859		8.653704		12.245225		8.48253

		15920		CUST_25197_PI390587928		CUST_25197_PI390587928_1		15.079678		14.466498		13.797077		14.058866		15.036667		14.91856		14.931296		14.761935		15.17464		15.297536		14.988872		14.29379		A_99_P482842		A_99_P482842_1		6.6489587		6.109736		6.7057366		8.486514		8.718998		10.392739		11.507248		9.569022		9.225608		10.696879		10.998029		10.175765

		26500		CUST_34112_PI390587928		CUST_34112_PI390587928_1		5.78521		7.004308		7.0897994		7.2855644		4.8997293		6.2571225		6.1291213		6.028326		3.9265966		5.879726		6.197813		6.96927		A_99_P483637		A_99_P483637_1		6.695606		6.904427		8.281287		7.81485		6.4830914		6.2568774		7.0780964		7.543815		6.365808		6.410233		7.2179694		7.76106

		13105		CUST_8415_PI390587928		CUST_8415_PI390587928_1		8.061927		7.063536		6.837528		6.265106		8.550388		8.443837		12.970725		11.066693		9.924553		10.154076		11.997319		7.5108676		A_99_P484237		A_99_P484237_1		6.2394843		7.946016		6.335462		5.6772866		7.3994293		11.279054		11.974582		10.396037		9.663274		9.3195715		12.309087		9.185365

		15199		CUST_27037_PI390587928		CUST_27037_PI390587928_5		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		A_99_P484672		A_99_P484672_1		13.247532		13.468389		12.771033		12.612519		13.903473		14.488419		14.364437		13.687657		14.623943		14.064054		14.777432		12.856158

		1516		CUST_36086_PI390587928		CUST_36086_PI390587928_1		7.3984456		7.420021		7.3449993		7.318275		7.813919		7.597074		8.683656		8.559012		8.128589		8.558365		8.792767		8.351718		A_99_P484747		A_99_P484747_1		8.95007		8.716628		9.825329		8.524671		9.692313		9.047042		11.929855		11.197816		10.068062		9.023495		11.948212		10.228332

		17890		CUST_24362_PI390587928		CUST_24362_PI390587928_1		9.060417		9.776997		8.223784		8.257084		10.682247		12.627385		15.456336		12.973178		11.805725		14.117076		14.4958315		10.872184		A_99_P484782		A_99_P484782_1		2.6462543		3.1122425		3.0417664		3.147218		6.007607		10.972695		11.147935		7.655823		10.055152		8.000077		11.600189		6.7496667

		18545		CUST_10634_PI390587928		CUST_10634_PI390587928_1		12.216171		12.015767		12.863376		12.344419		12.205468		11.909434		11.797639		11.733562		11.892089		11.824844		12.157059		12.463128		A_99_P485132		A_99_P485132_1		8.427548		9.178272		8.366731		8.133733		7.025816		7.5364265		7.4384065		7.0155544		6.75634		8.696633		7.195246		8.094285

		16485		CUST_27445_PI390587928		CUST_27445_PI390587928_2		5.8409476		5.167282		4.0828614		5.4648185		6.3894134		6.7029214		8.545512		6.543362		7.321364		7.843174		8.305072		8.079961		A_99_P485727		A_99_P485727_1		4.811973		3.454406		1.605739		3.2822754		3.1852076		3.8542433		4.298901		2.131814		4.1831		3.7687633		4.5861998		1.7503327

		19974		CUST_26553_PI390587928		CUST_26553_PI390587928_2		13.8314085		14.557895		15.505279		15.786522		13.560275		14.229378		13.219234		14.0501795		13.016194		13.114858		13.896672		15.562308		A_99_P486487		A_99_P486487_1		3.786822		6.502501		8.006942		6.9072304		4.0448966		5.3441105		5.578871		5.9023113		3.8925264		5.3324428		6.211422		6.009994

		6646		CUST_29974_PI390587928		CUST_29974_PI390587928_2		10.064569		10.178773		9.393472		10.366342		8.49662		9.194955		6.482734		8.5750885		7.8166175		8.326636		7.05525		9.973495		A_99_P486572		A_99_P486572_1		8.987401		9.862596		10.319334		11.2141905		8.22327		8.266098		8.163293		11.047863		8.493232		9.104463		8.675495		11.1063

		20192		CUST_41122_PI390587928		CUST_41122_PI390587928_4		11.736196		11.167552		10.479736		10.073517		12.251378		11.973751		11.954192		10.66175		12.502406		12.351596		11.779579		10.164547		A_99_P486677		A_99_P486677_1		2.681983		2.6834047		2.2070796		1.9982295		4.7322106		4.496247		4.1948395		4.0112495		6.7800827		3.8622887		4.596754		2.5875683

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_14		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P486982		A_99_P486982_1		7.1466317		5.3651795		6.593881		6.756352		10.675181		10.634433		14.936829		10.816998		11.884501		11.739188		14.570934		10.070354

		1781		CUST_12576_PI390587928		CUST_12576_PI390587928_2		10.552608		10.768926		10.206284		11.1352625		10.950952		11.780998		13.395518		11.964665		11.431935		12.903531		13.1044235		11.265668		A_99_P487227		A_99_P487227_1		10.644868		10.52455		10.554141		10.653333		11.16199		12.339908		12.129247		10.589722		11.593147		11.776151		12.174995		10.424828

		25908		CUST_39497_PI390587928		CUST_39497_PI390587928_1		4.0053406		5.0942574		3.506307		4.3966427		2.7450292		5.1942716		8.7659645		7.3920918		2.283548		3.411815		8.24677		6.251816		A_99_P487447		A_99_P487447_1		1.7210956		1.5520983		2.6782968		2.4321408		2.5166476		3.1318152		5.648607		5.7829156		3.9506805		4.043616		6.3916626		5.1272426

		4695		CUST_22157_PI390587928		CUST_22157_PI390587928_2		12.969541		12.7497635		12.693072		12.625834		13.407074		13.695698		14.471866		13.286048		13.592365		14.178486		14.217414		13.129966		A_99_P487532		A_99_P487532_1		8.121949		6.981621		7.631197		7.7754703		10.033082		12.437863		11.788254		9.996371		11.806537		10.900219		12.382393		9.863371

		15406		CUST_9982_PI390587928		CUST_9982_PI390587928_2		13.927978		13.584558		14.023618		13.536082		14.654094		14.380982		15.317006		13.88639		14.917865		14.992687		14.989182		13.925088		A_99_P488397		A_99_P488397_1		11.27169		11.430748		11.208881		11.241763		12.288484		13.161757		12.555896		11.948188		13.130555		12.254582		12.933665		11.74173

		2920		CUST_17755_PI390587928		CUST_17755_PI390587928_3		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		A_99_P489217		A_99_P489217_1		11.464162		11.125351		12.490669		12.062978		12.301417		12.80716		12.89856		12.569943		13.683736		12.131568		12.956376		12.560684

		5383		CUST_16596_PI390587928		CUST_16596_PI390587928_2		12.1679945		12.499536		10.930263		12.434975		12.650342		13.791096		13.367771		13.856983		13.100863		13.42501		12.711282		11.692101		A_99_P489622		A_99_P489622_1		11.522376		10.549068		10.002056		11.232377		11.909818		12.474053		11.545968		11.119878		12.695342		12.322914		11.811303		11.431262

		31141		CUST_20092_PI390587928		CUST_20092_PI390587928_1		3.335986		2.1898305		1.8457812		1.5382881		2.8329897		2.4948263		7.947412		3.1144302		3.3710215		3.9458692		6.436413		1.7250913		A_99_P489702		A_99_P489702_1		5.872557		6.1708426		5.7543163		5.573618		8.54322		9.446867		9.262612		7.38011		10.004527		8.128688		9.58575		7.181276

		21323		CUST_4261_PI390587928		CUST_4261_PI390587928_2		3.6264417		3.390525		2.2218473		2.631778		4.6260457		3.430354		5.3896294		4.1023617		5.108301		4.743154		4.0651016		3.7457187		A_99_P491142		A_99_P491142_1		3.347292		3.4733741		3.4409828		4.0486336		5.798469		4.1161537		5.942976		5.95126		5.396581		4.2525654		5.207071		4.5631948

		5121		CUST_28611_PI390587928		CUST_28611_PI390587928_1		10.269626		9.566481		9.214943		10.689294		10.173106		11.353322		11.506241		11.842448		10.518112		11.276929		11.11704		10.858891		A_99_P491447		A_99_P491447_1		6.9357834		5.2867885		5.0557427		7.208538		7.167234		7.784409		7.3777275		7.1835923		8.436428		7.333692		7.4387097		7.692311

		39909		CUST_6466_PI390587928		CUST_6466_PI390587928_1		4.3511558		3.9452572		4.7094994		6.1842422		4.5059133		6.1033673		8.438949		8.415566		3.4588816		4.8552938		7.705452		7.605846		A_99_P491467		A_99_P491467_1		5.8718567		5.5880036		5.8192735		6.401497		7.3233886		8.602932		7.882341		6.8882804		7.4052734		7.66894		8.189227		7.689066

		15380		CUST_31296_PI390587928		CUST_31296_PI390587928_5		7.6997085		7.6857777		7.588576		7.3169885		7.561548		8.049286		11.385697		11.22211		6.9595485		8.49948		12.047139		9.1313715		A_99_P491592		A_99_P491592_1		5.2449913		6.104404		4.378586		7.819144		8.668536		11.396825		13.762843		10.494559		9.80365		11.4045105		13.197932		10.700606

		17735		CUST_25801_PI390587928		CUST_25801_PI390587928_3		2.4533727		2.8574		1.5964012		1.5383781		4.7785587		5.446853		5.4290195		1.8073401		3.9779882		4.443524		5.527846		1.7662458		A_99_P491647		A_99_P491647_1		1.8384804		1.4646717		1.4794083		1.4555941		5.157251		7.3017163		5.635063		2.4947274		7.1368318		6.136749		6.5307374		3.5838737

		18939		CUST_9612_PI390587928		CUST_9612_PI390587928_2		12.512707		11.563889		12.674324		12.615219		12.347415		11.198012		11.116036		11.755151		11.774151		11.037433		11.595924		12.422559		A_99_P491687		A_99_P491687_1		11.873149		10.485554		11.359408		11.756501		11.194283		9.464843		9.395295		10.230218		11.047732		9.755924		9.322379		11.170902

		23760		CUST_30143_PI390587928		CUST_30143_PI390587928_2		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		A_99_P491807		A_99_P491807_1		4.8552847		4.0430923		2.7920334		1.8131427		4.0649314		5.0421443		5.9403195		5.3946166		4.8880277		5.048077		5.9446125		3.6026652

		21139		CUST_1163_PI390587928		CUST_1163_PI390587928_2		10.437594		10.5027075		9.905349		10.518281		10.582351		10.928772		11.587315		11.183151		10.671352		11.255627		11.429334		10.854622		A_99_P492107		A_99_P492107_1		9.779385		9.587039		8.970601		9.954757		10.892104		12.1660795		11.180554		10.946736		11.455899		11.101178		11.530132		10.7879305

		5178		CUST_16461_PI390587928		CUST_16461_PI390587928_2		8.935965		8.674313		8.650296		8.89744		9.384019		9.36411		9.972045		9.155228		9.773083		9.955171		9.7880125		9.117067		A_99_P492252		A_99_P492252_1		7.7604156		7.0662932		7.258827		6.935322		8.792504		9.952163		9.385121		7.9393516		9.464683		8.80877		9.850902		7.9162765

		4695		CUST_22157_PI390587928		CUST_22157_PI390587928_3		12.969541		12.7497635		12.693072		12.625834		13.407074		13.695698		14.471866		13.286048		13.592365		14.178486		14.217414		13.129966		A_99_P493147		A_99_P493147_1		5.7892323		5.2080154		5.5613112		5.8069673		8.088735		10.903897		10.53778		8.446785		10.358651		9.285126		11.024442		8.271147

		4354		CUST_15241_PI390587928		CUST_15241_PI390587928_1		8.092107		8.13139		8.520789		8.008151		7.758196		7.800573		6.7759833		6.9181075		7.512461		7.4700427		7.209334		7.7885222		A_99_P493177		A_99_P493177_1		6.108166		6.7484264		7.946775		7.526195		6.261248		6.1066422		6.7963386		7.52601		5.852614		6.5895343		7.1955132		7.384854

		23208		CUST_24395_PI390587928		CUST_24395_PI390587928_2		6.8873773		6.479208		6.7560883		7.125448		8.4718895		9.431581		9.816371		8.972081		9.12859		9.629302		9.560037		7.5824833		A_99_P493207		A_99_P493207_1		6.6721644		5.357408		5.411856		5.630095		8.18453		8.996083		8.311376		6.6870465		9.789006		7.652487		8.726079		7.0132813

		147		CUST_26541_PI390587928		CUST_26541_PI390587928_2		10.52443		10.386275		9.468163		10.046935		12.265545		12.683396		14.545863		14.606082		13.123067		13.588093		14.141191		12.594039		A_99_P494027		A_99_P494027_1		4.8798594		3.6683083		4.468867		3.9862862		4.9729686		6.500221		6.976354		6.421259		6.0814567		5.442186		6.9007764		4.805576

		1533		CUST_36069_PI390587928		CUST_36069_PI390587928_9		11.558754		11.754815		11.524812		11.647035		11.940787		12.309883		13.998652		13.738202		12.133884		13.820824		13.841128		13.255798		A_99_P494037		A_99_P494037_1		2.2224076		1.8022127		1.8268744		2.0774324		3.2622547		6.165516		5.2112846		2.6843975		6.0055184		4.214021		6.0397086		3.6835985

		12558		CUST_6910_PI390587928		CUST_6910_PI390587928_3		12.769107		12.622014		12.522433		11.560936		12.121345		11.97495		10.565669		9.965092		11.681676		11.590997		11.27602		11.100323		A_99_P494237		A_99_P494237_1		8.456748		8.306244		8.479666		8.954177		7.6875625		6.2652354		6.412672		7.4878917		7.6527057		6.5545335		5.871496		7.8563285

		5248		CUST_3702_PI390587928		CUST_3702_PI390587928_2		11.305842		11.893857		12.9690275		12.782268		10.846352		11.530784		11.182484		11.556095		10.319327		10.912613		11.793262		12.768418		A_99_P494522		A_99_P494522_1		6.410187		6.8571644		7.6739655		8.269117		5.8385587		5.5358834		6.5493636		7.4964867		5.7317443		6.2002754		6.49853		7.902107

		21389		CUST_9237_PI390587928		CUST_9237_PI390587928_1		4.813008		4.695042		5.7897067		5.6450295		4.5270267		4.5480733		3.8332233		4.015742		3.534033		3.4730785		4.447205		5.499991		A_99_P494887		A_99_P494887_1		10.319461		9.72989		9.517094		10.061851		9.297946		8.750478		8.183312		8.455882		9.19856		9.0372		7.811527		9.736575

		14091		CUST_582_PI390587928		CUST_582_PI390587928_11		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P495072		A_99_P495072_1		12.829953		13.122005		11.987567		12.630706		13.127983		13.654195		13.51003		13.142842		13.521281		13.851242		13.656685		13.120499

		1012		CUST_8915_PI390587928		CUST_8915_PI390587928_5		14.181587		14.774163		14.3048525		13.953796		13.646152		14.250748		13.099254		12.94859		13.200244		13.574283		13.509319		13.546641		A_99_P495707		A_99_P495707_1		8.886547		9.957156		9.147011		9.812967		8.203336		8.243827		7.6007266		8.277953		8.270309		8.558948		7.854206		8.398957

		266		CUST_16516_PI390587928		CUST_16516_PI390587928_5		12.543698		12.701196		12.212678		13.162212		12.602464		12.562607		13.341077		13.175929		12.625613		12.754948		13.017869		13.1928835		A_99_P496902		A_99_P496902_1		4.98907		4.8447604		5.3262		4.5890346		3.7766778		3.863289		3.9432204		3.9443524		3.5748708		3.5301905		3.5013382		3.6395352

		15816		CUST_29140_PI390587928		CUST_29140_PI390587928_4		8.781927		10.005195		9.656756		8.778961		8.039722		8.9214735		8.125089		7.6464076		7.792646		8.328632		8.555596		8.237011		A_99_P497672		A_99_P497672_1		9.917913		11.534522		11.453575		11.389384		9.384507		10.110961		10.547308		10.557655		8.954385		10.603831		10.29177		10.780606

		20156		CUST_41204_PI390587928		CUST_41204_PI390587928_1		9.264793		9.300824		10.011722		9.92837		9.028024		8.878669		9.008049		8.93707		8.897683		8.654686		9.242424		9.836053		A_99_P497732		A_99_P497732_1		7.4788184		8.094727		8.251592		7.999514		6.9469495		6.836161		7.0583005		7.5867577		6.875506		7.308441		6.7656307		7.7969856

		8265		CUST_27871_PI390587928		CUST_27871_PI390587928_1		10.609657		10.097038		9.412373		9.70736		11.463025		11.61394		13.084767		12.432836		11.922657		12.413131		12.433696		11.169449		A_99_P498297		A_99_P498297_1		4.442709		5.4355683		6.372107		7.113401		5.7623773		7.4005675		11.266491		8.250447		7.100325		6.646997		11.556171		8.52026

		3138		CUST_5316_PI390587928		CUST_5316_PI390587928_3		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		A_99_P498477		A_99_P498477_1		4.1329975		4.008347		3.075524		2.6679451		3.9449823		5.1632476		4.6158233		4.6530585		6.429151		3.0435011		3.658448		4.1705966

		14190		CUST_35466_PI390587928		CUST_35466_PI390587928_8		15.109009		14.90052		15.075501		15.661321		15.297951		15.454711		16.22477		15.886528		15.340675		15.682553		15.8256235		15.880168		A_99_P499032		A_99_P499032_1		8.0238905		7.9732685		8.004455		8.0638895		7.261114		6.78549		7.2671046		5.7913346		6.765651		6.8667245		6.529039		6.6570168

		5851		CUST_39239_PI390587928		CUST_39239_PI390587928_2		10.930793		11.040263		10.654481		11.24158		11.434405		12.8819		11.995072		12.423606		12.036105		12.454583		12.301589		11.0924425		A_99_P499177		A_99_P499177_1		3.6066751		3.3944387		2.7951472		3.2307312		5.432537		6.129969		4.8303323		3.8586447		6.345576		5.973969		5.1607685		4.0674534

		12880		CUST_11973_PI390587928		CUST_11973_PI390587928_1		5.976955		6.403057		7.101906		6.7785378		5.6053557		5.8048377		4.878296		4.415592		4.763328		5.34917		5.6642394		6.0236926		A_99_P499322		A_99_P499322_2		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516

		49430		CUST_33888_PI390587928		CUST_33888_PI390587928_1		8.8616495		9.230663		10.475701		9.326038		8.186508		8.171525		8.080547		7.247988		7.905786		7.745434		8.328155		8.530631		A_99_P499322		A_99_P499322_1		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516

		1701		CUST_10244_PI390587928		CUST_10244_PI390587928_3		10.8716345		8.656186		9.6595335		11.042193		11.301898		10.397681		11.211594		10.805317		10.879875		10.769235		11.481124		11.984558		A_99_P499857		A_99_P499857_1		8.052381		7.9809012		7.9989896		8.217485		8.57235		9.378986		8.885906		8.82742		9.504527		8.710652		9.381155		8.665645

		31163		CUST_12503_PI390587928		CUST_12503_PI390587928_1		9.085639		9.033939		8.439842		8.832007		8.941729		9.359085		10.330929		9.736312		9.307021		9.505457		9.722859		8.926498		A_99_P500487		A_99_P500487_1		8.839786		8.591292		8.137799		8.29781		9.413416		10.009547		9.257687		8.712758		10.48048		9.290868		9.511178		8.528023

		21092		CUST_10113_PI390587928		CUST_10113_PI390587928_1		10.919556		9.6344595		8.615608		9.874861		10.871192		10.191871		10.643474		10.723705		10.982341		10.420311		10.430308		10.136338		A_99_P501307		A_99_P501307_1		9.040691		8.125846		7.2856994		7.609001		9.231667		9.231053		7.9857526		8.2084875		9.988305		8.729442		8.583102		7.9334426

		19974		CUST_26553_PI390587928		CUST_26553_PI390587928_3		13.8314085		14.557895		15.505279		15.786522		13.560275		14.229378		13.219234		14.0501795		13.016194		13.114858		13.896672		15.562308		A_99_P501587		A_99_P501587_1		8.963908		9.81025		10.507178		10.407731		8.163989		7.8204956		7.6566615		9.695411		8.215232		8.512063		8.121093		9.571578

		6177		CUST_24452_PI390587928		CUST_24452_PI390587928_3		11.732719		11.739536		13.122714		13.070136		11.562993		11.541116		11.691989		12.321102		10.774738		11.012265		12.083466		13.057002		A_99_P502447		A_99_P502447_1		8.3970995		7.747499		9.238285		9.495167		7.735703		6.543512		7.9074826		8.139648		7.4174843		7.182941		7.5600305		8.85061

		16372		CUST_33022_PI390587928		CUST_33022_PI390587928_2		12.414464		12.593971		13.597922		13.325595		13.144807		13.376939		14.290557		13.233676		13.4353285		13.909541		14.107226		13.483659		A_99_P502597		A_99_P502597_1		11.318143		11.799426		13.025975		12.441142		12.50262		13.890094		13.6748085		12.641124		13.271005		12.751672		14.02201		12.691764

		19292		CUST_17941_PI390587928		CUST_17941_PI390587928_1		8.134667		9.343204		9.562722		10.316105		7.1174126		8.326655		7.883348		8.676772		6.9609084		7.52117		8.247814		9.822057		A_99_P503332		A_99_P503332_1		7.081907		9.069242		9.9010935		10.512782		7.0830226		7.091021		7.7138066		10.187693		6.2035637		8.29154		7.63002		10.063413

		48172		CUST_19248_PI390587928		CUST_19248_PI390587928_2		9.611007		8.976113		11.112578		10.8334875		9.367957		8.311706		9.554705		9.833932		8.875329		7.9466133		10.216496		10.658002		A_99_P504077		A_99_P504077_1		5.889885		5.9726276		8.168981		8.010505		4.578659		4.217268		6.415447		7.0266666		4.401668		5.5944114		6.755709		7.579557

		48091		CUST_33620_PI390587928		CUST_33620_PI390587928_1		12.209599		12.12434		11.944496		12.107713		12.697236		12.629383		13.235604		12.607063		13.116829		12.835369		12.980695		12.626754		A_99_P504107		A_99_P504107_1		5.020996		5.023416		3.975896		4.0339675		5.6726737		6.4969406		5.4828544		4.2966413		6.3236446		5.772677		5.8315296		4.895683

		17226		CUST_17253_PI390587928		CUST_17253_PI390587928_1		11.232398		11.10426		10.621345		11.719371		12.17646		12.362605		13.932544		13.165172		12.446111		13.309392		13.672878		12.801785		A_99_P504637		A_99_P504637_1		10.917727		8.728293		5.463566		8.398108		11.073281		11.028193		8.3471575		10.130736		11.983312		10.1420145		8.7173395		9.636261

		21113		CUST_1191_PI390587928		CUST_1191_PI390587928_2		9.59959		9.373835		9.30343		8.608831		9.283261		8.946731		7.634212		8.061574		9.031567		8.314456		8.188827		8.441322		A_99_P505057		A_99_P505057_1		4.535455		4.9639378		5.6487136		4.3308973		4.011955		3.0143397		3.3031814		4.2091846		3.311588		4.065271		3.5344067		4.242918

		15274		CUST_10491_PI390587928		CUST_10491_PI390587928_5		6.2034106		4.234872		2.0825815		2.372864		2.70983		2.1364892		6.618254		7.5926247		2.1957204		3.0251815		5.9078712		4.5525107		A_99_P505304		A_99_P505304_1		3.1142464		1.7714944		1.6534287		1.6276913		3.6178663		2.83004		4.839918		3.782789		3.0244782		2.7053998		3.4065964		1.947765

		16077		CUST_18880_PI390587928		CUST_18880_PI390587928_1		7.849832		8.3387985		7.4454637		7.3062577		8.240476		8.627197		8.593641		7.5186524		8.271816		8.813568		8.804978		7.5003395		A_99_P505547		A_99_P505547_1		7.0256934		6.6188445		6.930349		7.4996285		7.6057286		8.095838		7.8888087		7.5641446		8.009349		7.3289933		7.9583535		7.5700974

		18996		CUST_26453_PI390587928		CUST_26453_PI390587928_1		9.854294		9.157938		10.128978		10.083783		9.251929		8.621714		8.386695		8.885591		9.095843		8.565819		8.482276		9.90628		A_99_P505632		A_99_P505632_1		10.522614		11.445175		12.058326		11.5210905		9.691022		9.778275		9.63375		11.577071		9.77383		10.328481		10.071149		11.457409

		19121		CUST_39645_PI390587928		CUST_39645_PI390587928_1		12.8270445		13.503455		13.203912		12.498563		12.233403		12.877622		9.809251		10.0475025		11.351813		12.003891		10.944752		11.204555		A_99_P506102		A_99_P506102_1		8.899642		9.941293		7.6603885		8.943244		6.9378715		7.067423		4.661198		6.2359757		6.893493		8.1353		4.2302175		6.3500676

		15199		CUST_27037_PI390587928		CUST_27037_PI390587928_6		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		A_99_P506462		A_99_P506462_1		13.086432		13.312877		12.6034155		12.434323		13.907391		14.513993		14.303326		13.615531		14.531966		13.975743		14.668498		12.763419

		773		CUST_6611_PI390587928		CUST_6611_PI390587928_6		5.5816097		4.5508294		3.7506893		3.4507868		5.53243		4.80778		7.677544		7.6333466		5.3396115		5.05493		7.6262493		4.17579		A_99_P506467		A_99_P506467_1		8.878442		8.048089		5.6167436		7.044155		11.3482275		11.759114		12.921272		11.008447		12.260605		11.934266		12.784703		9.508878

		5985		CUST_18115_PI390587928		CUST_18115_PI390587928_1		9.655923		9.2351265		8.872482		9.11079		9.893746		9.646155		10.72465		10.133852		10.131557		10.018382		10.183509		9.422135		A_99_P507122		A_99_P507122_1		2.6071165		1.7163086		1.4035612		1.2588385		2.3732646		3.1996963		3.3767214		2.3647583		4.908936		2.3979244		3.7919905		2.4504273

		23760		CUST_30143_PI390587928		CUST_30143_PI390587928_3		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		A_99_P507147		A_99_P507147_1		5.6545224		4.9180684		4.446476		2.5896475		5.450138		5.9919944		7.387661		6.0322595		5.911335		5.7722306		7.418501		4.382358

		6928		CUST_476_PI390587928		CUST_476_PI390587928_4		7.635057		7.7711062		7.563534		7.7119775		7.8428345		8.530778		9.287652		8.068433		8.038823		8.9205065		8.96717		8.0623		A_99_P507332		A_99_P507332_1		8.170652		8.140667		8.1958475		8.086637		8.770833		9.624935		8.974578		8.433457		9.08936		8.926669		9.195325		8.518168

		21356		CUST_4908_PI390587928		CUST_4908_PI390587928_1		6.3860908		6.458781		5.2638264		6.7492256		6.7901816		6.846187		8.030441		7.3623295		6.895869		7.3986697		7.7783103		7.167019		A_99_P507352		A_99_P507352_1		2.0391722		3.0938847		2.2698507		3.4887676		3.1850288		4.5951715		4.2983923		3.7853782		4.697461		4.599074		4.82324		4.170795

		1307		CUST_36918_PI390587928		CUST_36918_PI390587928_6		14.5169115		14.587281		14.5649605		13.986012		14.354037		14.239335		13.418739		13.658253		14.28976		13.982076		13.647152		13.941112		A_99_P508072		A_99_P508072_1		12.834859		13.08535		12.797897		12.573895		12.426266		12.465426		11.602264		12.31361		12.624705		12.625431		11.880935		12.396716

		3093		CUST_39048_PI390587928		CUST_39048_PI390587928_2		8.5719795		7.9991984		7.4305973		7.582983		8.776206		8.901408		9.290631		7.669325		9.180467		9.234011		8.979114		7.2179713		A_99_P508307		A_99_P508307_1		8.865959		8.141129		7.427704		6.632679		9.146993		9.722079		7.8626313		6.706379		9.3323965		9.035384		8.565734		6.517753

		17121		CUST_41412_PI390587928		CUST_41412_PI390587928_4		3.9080784		3.6743937		4.398892		4.0543976		4.000562		3.9921653		6.3971367		6.2719765		4.448464		5.0143733		5.5576515		4.5987086		A_99_P508312		A_99_P508312_1		7.3373694		5.627566		3.748307		4.5434184		8.124138		8.038515		7.553005		6.86595		10.380688		6.9225802		8.005181		6.40706

		3641		CUST_21711_PI390587928		CUST_21711_PI390587928_1		11.564744		11.471087		11.67283		11.774959		11.510989		11.694546		12.7118025		11.777013		11.736873		12.263837		12.555443		11.756007		A_99_P508587		A_99_P508587_1		6.7726903		6.6985664		6.557979		6.958367		7.6812997		10.073704		9.693424		6.8229003		8.6663885		8.221799		9.610962		6.701151

		27334		CUST_31374_PI390587928		CUST_31374_PI390587928_2		8.409873		7.762186		6.6559978		5.7049146		10.762104		8.993997		11.576795		10.528523		10.253722		9.724594		11.962662		7.8700905		A_99_P509202		A_99_P509202_1		11.481017		12.522156		12.79996		11.856827		12.886078		14.51799		15.7332735		14.387988		14.11319		13.598001		15.888879		13.809247

		3138		CUST_5316_PI390587928		CUST_5316_PI390587928_4		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		A_99_P509312		A_99_P509312_1		7.0026784		6.377538		5.7370543		6.674665		7.453181		8.014491		7.979358		8.01934		8.954052		6.7423816		8.084496		7.49233

		14351		CUST_3805_PI390587928		CUST_3805_PI390587928_15		6.207461		5.045367		7.0736313		6.13996		11.13133		9.58985		12.90369		13.16919		10.173746		10.586326		13.762961		10.106132		A_99_P509832		A_99_P509832_1		7.295746		6.046251		6.660654		6.922386		10.774639		10.70769		15.128936		10.908921		11.969414		11.844704		14.73174		10.173588

		3677		CUST_16956_PI390587928		CUST_16956_PI390587928_1		3.140682		2.5324876		2.540127		3.308234		2.4109602		3.2719002		5.7232475		4.618761		2.28505		2.6717815		5.748783		5.0284076		A_99_P510432		A_99_P510432_1		9.207286		9.495405		8.2012205		8.635335		9.443019		9.978511		9.966512		9.0461645		9.257728		10.177793		9.933526		9.458926

		16744		CUST_31924_PI390587928		CUST_31924_PI390587928_3		13.056839		13.888806		15.241321		15.39177		12.416276		13.230022		13.75481		13.820443		12.056198		12.100075		13.865336		15.014293		A_99_P510492		A_99_P510492_1		1.6878012		4.2014003		5.737732		4.0107694		2.125591		1.977491		3.908745		3.2076585		1.917971		3.374316		4.332554		4.005053

		47914		CUST_33365_PI390587928		CUST_33365_PI390587928_2		11.596108		11.105205		10.445516		10.814049		12.126452		11.739764		11.783633		11.211521		12.337769		12.105205		11.559395		10.850609		A_99_P510637		A_99_P510637_1		1.9819088		3.3408134		2.6228065		1.9818		3.7204754		4.0013075		4.003216		3.2205522		3.9378252		3.6602256		4.1476445		3.1575842

		42343		CUST_18875_PI390587928		CUST_18875_PI390587928_1		4.424375		4.134769		4.4689655		4.8549867		3.3690243		3.6516685		2.8976047		3.5625904		3.0754402		2.9633353		3.6812599		3.7873287		A_99_P511572		A_99_P511572_1		9.059413		8.594846		8.436179		8.684956		10.100212		10.684886		9.5878		9.322936		11.105359		9.804642		10.092273		9.065927

		19974		CUST_26553_PI390587928		CUST_26553_PI390587928_4		13.8314085		14.557895		15.505279		15.786522		13.560275		14.229378		13.219234		14.0501795		13.016194		13.114858		13.896672		15.562308		A_99_P511722		A_99_P511722_1		10.396337		11.644929		12.45593		12.247402		9.5261135		9.625226		9.901057		11.492322		9.4921465		10.370517		10.476512		11.5062

		6761		CUST_27427_PI390587928		CUST_27427_PI390587928_6		10.460474		9.347991		7.710974		8.484236		11.250094		9.975817		11.4178915		11.390723		11.083709		10.426927		10.999326		9.436822		A_99_P512297		A_99_P512297_1		9.351036		8.71354		6.759073		8.404176		9.933084		9.583002		9.473798		9.515449		10.347474		9.61356		9.774013		9.464135

		5295		CUST_13990_PI390587928		CUST_13990_PI390587928_2		8.696185		8.554629		8.548256		8.331263		8.791772		9.022237		9.959731		8.888198		9.050195		9.246842		9.693385		8.569687		A_99_P513682		A_99_P513682_1		10.83011		11.076564		10.974462		10.847894		11.392806		12.20972		12.061259		11.259301		12.025739		11.71728		12.511525		11.223327

		7289		CUST_12065_PI390587928		CUST_12065_PI390587928_3		10.902047		10.8621645		10.317359		10.52064		12.397377		12.289883		13.014862		11.487705		13.001645		13.157303		12.58067		10.562463		A_99_P513802		A_99_P513802_1		9.037143		8.914977		8.837101		8.589101		10.944538		12.256137		10.790806		9.300037		12.141759		10.772106		11.300865		8.962646

		17613		CUST_31672_PI390587928		CUST_31672_PI390587928_2		9.631639		9.659621		9.494378		9.954322		9.899444		10.126824		11.394829		10.104807		10.152473		10.830714		10.977702		9.904979		A_99_P514047		A_99_P514047_1		6.658415		6.5337586		6.5445995		6.4421864		7.551475		8.925426		7.638153		6.296472		8.17388		7.6993103		7.8943524		6.4020767

		3169		CUST_38451_PI390587928		CUST_38451_PI390587928_2		11.651156		12.351598		11.269894		10.682606		11.110473		11.715392		10.601291		10.229289		11.225182		11.173721		10.718968		8.395984		A_99_P514862		A_99_P514862_1		7.0849977		8.210462		8.06607		7.0803237		6.549974		6.270098		5.380398		5.7336044		5.9578776		7.050247		4.955013		6.183141

		272		CUST_16492_PI390587928		CUST_16492_PI390587928_10		12.7791395		13.422084		12.15141		13.760928		13.032215		13.366272		14.416225		14.417164		13.130043		13.397168		14.10091		14.177113		A_99_P514937		A_99_P514937_1		2.0825527		2.5411797		2.0498645		1.9143853		4.224168		5.431511		5.32696		2.944893		6.007961		3.6727908		5.488025		2.43063

		5121		CUST_28611_PI390587928		CUST_28611_PI390587928_2		10.269626		9.566481		9.214943		10.689294		10.173106		11.353322		11.506241		11.842448		10.518112		11.276929		11.11704		10.858891		A_99_P516112		A_99_P516112_1		9.054938		7.7270756		7.56485		9.345687		9.347623		9.893039		9.425269		9.422421		10.518331		9.64146		9.527085		9.680984

		24551		CUST_25945_PI390587928		CUST_25945_PI390587928_1		10.099815		10.736636		12.116322		12.158235		9.005805		9.583318		9.713528		10.282622		7.99719		8.787587		9.606113		12.014175		A_99_P516232		A_99_P516232_1		7.845903		9.507043		9.9689		10.093695		7.50785		8.044875		7.4089656		9.505898		7.5154853		8.2454405		7.8880897		9.3035555

		1851		CUST_36377_PI390587928		CUST_36377_PI390587928_2		8.782992		6.9882503		3.2161064		6.299422		9.18589		9.480439		6.792851		9.221108		9.688386		10.069596		6.5262866		5.0139346		A_99_P517172		A_99_P517172_1		8.978257		5.991037		4.1297994		6.761602		8.759556		7.9386115		6.9783273		6.942332		9.606297		9.291137		6.5312896		6.7143574

		4393		CUST_6333_PI390587928		CUST_6333_PI390587928_2		13.196986		12.275032		12.182019		12.029805		13.976944		14.196864		13.682842		12.974953		14.141243		14.490376		13.702153		11.706287		A_99_P517302		A_99_P517302_1		9.132971		8.486878		9.734309		10.129593		11.510142		13.613145		12.8728485		11.560848		12.44756		12.253719		13.017441		11.885716

		15288		CUST_10452_PI390587928		CUST_10452_PI390587928_6		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		A_99_P518057		A_99_P518057_1		11.063092		9.370804		10.057187		9.745069		12.707619		13.792394		13.294242		10.66093		14.181674		12.29691		13.861405		10.464233

		25928		CUST_39461_PI390587928		CUST_39461_PI390587928_1		7.5057416		8.014852		7.191412		7.4123745		6.700601		7.1591907		5.894752		6.3287835		6.7501807		6.823789		6.120836		7.103058		A_99_P518172		A_99_P518172_1		6.5475616		7.2403684		6.1631436		6.6614227		5.6540203		5.821661		5.443558		6.635262		5.541073		6.569097		5.1630216		6.745191

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_6		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P519152		A_99_P519152_1		13.044434		12.2746935		12.681539		12.616699		14.210164		14.7784395		17.64509		15.753026		15.78754		15.101462		18.010216		13.920494

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_6		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P519212		A_99_P519212_1		8.128098		6.890188		7.834902		6.938069		8.355864		8.977211		8.538484		8.191863		9.054375		7.9166827		8.967759		7.0501266

		24669		CUST_10055_PI390587928		CUST_10055_PI390587928_2		8.004207		8.069382		8.161095		9.201127		9.958579		11.006808		12.665761		11.242671		10.629622		12.154811		12.468974		11.2324095		A_99_P519517		A_99_P519517_1		6.69772		6.478926		6.3458595		6.2657714		8.99536		11.460472		10.995609		9.020471		10.319943		10.476495		11.343796		8.863393

		22404		CUST_16547_PI390587928		CUST_16547_PI390587928_3		9.215825		8.920741		10.561372		10.332425		8.84798		8.52845		9.084302		9.266023		8.15165		7.9467564		9.54076		10.06951		A_99_P522432		A_99_P522432_1		8.916258		9.84739		11.074532		10.489755		8.67839		8.484445		9.498179		10.473155		8.307485		9.178163		9.533097		10.388477

		7160		CUST_37037_PI390587928		CUST_37037_PI390587928_2		12.396377		11.884041		14.18129		13.063809		12.064091		11.16246		11.434087		11.365905		11.895241		10.896705		12.147614		12.726607		A_99_P523022		A_99_P523022_1		10.071101		8.417722		9.70395		9.268321		8.863959		6.01285		6.3994427		7.5949225		8.730325		7.0107303		6.7101803		8.150851

		21110		CUST_4714_PI390587928		CUST_4714_PI390587928_1		10.690883		10.445079		10.741249		10.508006		10.55939		10.312787		9.441211		9.927506		10.485677		9.841386		9.738541		10.410088		A_99_P523732		A_99_P523732_1		6.7317734		6.4434123		6.6706696		6.5235806		6.3826427		5.1710815		5.071281		5.991068		5.988436		5.7219415		4.946674		6.3176613

		8789		CUST_14554_PI390587928		CUST_14554_PI390587928_1		5.1256914		5.68265		5.0399184		4.338179		4.240953		5.1643467		3.9022458		2.79122		4.453817		5.1986585		4.4718103		3.6580744		A_99_P525902		A_99_P525902_1		4.4030056		4.901672		4.0720944		4.1109414		2.963438		3.5881479		3.62128		3.4645631		2.4425414		4.1063046		3.0276425		3.443249

		5870		CUST_39220_PI390587928		CUST_39220_PI390587928_1		6.8795037		7.1779113		8.405098		7.7595725		6.9772644		6.744919		7.1692696		6.1016345		6.7162147		6.4777985		7.281021		7.1809907		A_99_P526212		A_99_P526212_1		5.873695		3.2821589		6.9562798		3.6726406		5.164628		5.5351434		4.283274		9.673244		4.4798646		5.717762		4.0783706		5.1027484

		27142		CUST_26205_PI390587928		CUST_26205_PI390587928_4		7.282129		8.048505		7.88971		7.053566		5.716186		6.2528057		5.784776		7.4470744		5.569391		6.2934117		6.5202928		4.506779		A_99_P526832		A_99_P526832_1		3.3285472		4.251819		5.125712		4.1677184		5.3946114		5.504097		6.508806		6.753176		6.443413		3.366703		6.1472645		5.608747

		1405		CUST_7741_PI390587928		CUST_7741_PI390587928_3		11.000172		10.878639		10.803619		10.273695		11.080554		11.107175		12.12088		10.98145		11.283257		11.356692		11.97121		10.273828		A_99_P526887		A_99_P526887_1		4.732517		5.1118417		4.764034		3.7058423		5.560412		6.462831		6.9056587		4.7192893		6.488107		6.1821384		7.132288		4.124605

		14951		CUST_4545_PI390587928		CUST_4545_PI390587928_2		7.5668826		7.9234986		7.481316		8.254703		11.596751		12.715859		15.532852		12.76159		12.166936		13.231967		14.849681		11.402459		A_99_P527802		A_99_P527802_1		8.055936		7.4280562		7.1511035		7.17598		12.125728		13.157433		13.185777		10.0925865		13.534526		12.55037		14.009978		9.973186

		2770		CUST_1896_PI390587928		CUST_1896_PI390587928_5		12.23948		13.008283		11.65448		11.338157		11.452771		11.594981		9.612457		9.259337		10.903427		11.378438		10.073722		10.584534		A_99_P528492		A_99_P528492_1		9.478187		10.4050665		9.81033		11.168446		8.056235		7.726423		8.692479		8.850319		7.662083		8.505972		7.5861926		9.722069

		1762		CUST_4673_PI390587928		CUST_4673_PI390587928_1		3.7635047		3.076718		2.8565397		4.1515965		3.279938		6.465511		8.936964		6.163606		4.197092		6.500172		7.5916896		4.600746		A_99_P528777		A_99_P528777_1		3.308961		3.0887203		3.5901196		3.836078		5.490736		9.893153		7.769316		6.578278		7.0704675		7.2554517		8.009585		5.6938615

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_7		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P529162		A_99_P529162_1		11.850038		10.981238		11.349579		11.388473		13.268924		13.588864		16.705359		14.4335985		14.494494		13.844154		16.87269		12.6834345

		1801		CUST_21609_PI390587928		CUST_21609_PI390587928_4		7.600554		8.559589		8.086876		5.981115		7.3356285		7.9164624		4.8626285		4.0534973		7.4953704		7.1413307		5.8206573		5.3431		A_99_P529327		A_99_P529327_1		6.528177		6.176937		5.2578034		6.1630654		5.4543304		4.4561906		4.82843		5.0089374		4.3977885		5.1280475		3.9411933		5.209906

		21113		CUST_1191_PI390587928		CUST_1191_PI390587928_3		9.59959		9.373835		9.30343		8.608831		9.283261		8.946731		7.634212		8.061574		9.031567		8.314456		8.188827		8.441322		A_99_P529522		A_99_P529522_1		11.234317		12.016545		12.351379		11.62535		10.843839		10.368653		10.954177		11.457924		10.175593		11.408496		10.855666		11.565831

		1517		CUST_36085_PI390587928		CUST_36085_PI390587928_1		13.081181		12.938126		12.910304		13.132476		13.71519		13.692082		14.986362		14.722931		13.917617		14.303983		14.751727		14.22887		A_99_P529562		A_99_P529562_1		11.752059		11.585614		12.209062		11.372094		12.025688		11.592805		14.155968		13.338546		12.479408		11.695912		14.236412		12.589569

		23566		CUST_16716_PI390587928		CUST_16716_PI390587928_1		3.4431279		3.345834		1.3211387		2.5269516		2.2660978		4.6846104		8.159166		5.7659416		3.210975		2.0954983		7.4682484		3.2220027		A_99_P530752		A_99_P530752_1		2.7023704		1.8753624		6.1829123		7.1648393		4.64235		5.1893945		8.864413		8.507151		5.2917533		4.4394336		9.232721		9.081573

		43536		CUST_30446_PI390587928		CUST_30446_PI390587928_2		1.6719123		1.756389		1.8951011		1.7179136		1.8942417		2.0415542		4.8451858		5.3202806		1.7662387		1.6420594		3.8376682		2.8448608		A_99_P531027		A_99_P531027_1		1.8330231		1.8637036		1.935269		1.8415025		1.6581324		1.9088289		5.4217896		4.4205527		2.826749		2.1216319		6.0212417		3.9860165

		8264		CUST_27872_PI390587928		CUST_27872_PI390587928_1		2.4916084		3.3793201		1.2536021		1.2304019		4.515654		8.294297		8.127579		6.6224294		5.383287		7.234129		7.3577156		1.6925398		A_99_P531552		A_99_P531552_1		1.4346828		1.5119096		2.6144347		2.0063114		7.5798354		9.30595		8.454764		4.290956		9.56022		8.834632		8.161595		3.7452478

		882		CUST_31970_PI390587928		CUST_31970_PI390587928_5		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		A_99_P531582		A_99_P531582_1		6.991533		6.8416543		3.0848389		3.1150858		8.080699		8.83075		10.102692		7.326397		8.7486925		9.813049		9.768939		4.514433

		39932		CUST_18075_PI390587928		CUST_18075_PI390587928_2		8.075504		7.7194886		8.064085		8.569352		8.690006		9.625503		9.65098		8.269081		8.918997		9.895103		9.737111		8.6017		A_99_P533027		A_99_P533027_1		14.012489		14.086796		14.577863		14.383418		14.970372		16.776062		15.899628		14.672825		15.463548		15.939105		16.291853		14.739255

		3941		CUST_23066_PI390587928		CUST_23066_PI390587928_1		10.187343		10.29057		10.115021		10.392016		12.767021		13.252579		12.717893		11.523604		13.348802		13.389571		12.465485		9.886417		A_99_P533597		A_99_P533597_1		6.017073		2.6856697		3.642625		2.6131623		7.8238487		4.5848756		3.848195		2.5296597		8.566108		6.544684		4.1815944		3.4386199

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_8		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P533842		A_99_P533842_1		9.89174		8.933132		9.377141		8.19654		10.843913		10.767333		13.393227		10.526044		12.168496		10.883016		13.590444		9.478626

		23362		CUST_16902_PI390587928		CUST_16902_PI390587928_3		4.075565		3.2230186		3.6003742		4.625867		3.5383174		3.256449		6.3808713		7.953701		3.2428818		2.8610399		5.873737		6.710547		A_99_P534392		A_99_P534392_1		6.273453		6.3829074		6.5562153		7.3299775		6.724964		6.6661954		8.142629		7.04746		6.7799134		6.25387		7.46452		7.4733644

		16545		CUST_19782_PI390587928		CUST_19782_PI390587928_5		4.7318287		4.4866123		4.308074		4.11252		4.8741775		4.6890864		7.1223373		5.6949754		4.8790803		4.0485864		6.747748		4.588049		A_99_P534582		A_99_P534582_1		8.445691		8.419425		8.333695		8.557556		8.803805		9.020486		9.55622		8.768711		9.294876		8.847459		9.679608		8.668582

		17485		CUST_22510_PI390587928		CUST_22510_PI390587928_2		6.3457427		6.100208		7.536465		6.741717		5.998984		5.1688952		5.963		5.563146		5.9024143		5.176743		6.3290105		6.1307106		A_99_P534702		A_99_P534702_1		6.094156		5.628963		4.207653		3.5943477		3.795635		3.922477		3.7212136		2.0923834		4.656363		4.9052825		4.0649223		3.6110516

		5546		CUST_13713_PI390587928		CUST_13713_PI390587928_1		8.463754		8.2572565		8.314507		8.0608015		9.480881		9.558787		9.801114		9.140339		9.8949995		9.879297		10.498534		8.632796		A_99_P535312		A_99_P535312_1		4.82871		3.9158459		3.1592453		4.078758		5.626556		5.1531315		6.5823274		5.669663		5.650371		5.5581956		7.2764053		4.9696255

		30706		CUST_37125_PI390587928		CUST_37125_PI390587928_1		10.36666		11.258214		11.442906		11.198569		9.8826475		10.537229		9.648602		9.706218		9.284112		9.705014		9.94923		10.43476		A_99_P535752		A_99_P535752_1		8.974193		10.891034		11.815228		12.306083		7.811601		8.968963		10.650904		11.041954		8.153556		9.678987		10.534066		11.758666

		17017		CUST_20178_PI390587928		CUST_20178_PI390587928_2		7.255917		7.1060944		4.2708077		5.8763986		7.1587906		8.7861595		10.235334		9.104388		7.7440953		8.68036		9.100226		5.767372		A_99_P536052		A_99_P536052_1		6.6446342		6.497129		5.329169		6.1828446		7.933553		9.288052		8.014996		7.021763		9.3997755		7.874588		8.2907		7.242386

		4763		CUST_15952_PI390587928		CUST_15952_PI390587928_1		10.339377		10.637649		10.6661415		11.698567		10.661451		11.251119		13.340173		12.2882185		10.96405		10.876499		12.443845		12.3252945		A_99_P536337		A_99_P536337_1		11.739238		11.608342		12.637385		12.515915		12.474385		12.907863		13.572381		12.948478		12.685575		12.939064		13.7948885		13.303626

		402		CUST_35769_PI390587928		CUST_35769_PI390587928_2		11.304812		10.626945		10.195802		10.351913		11.062434		10.107282		13.224097		12.755216		11.528961		10.556201		12.479123		10.532508		A_99_P537337		A_99_P537337_1		9.979938		9.5347805		11.334793		10.181296		11.406194		11.631302		13.135079		13.444301		12.635181		10.206998		13.186048		12.037488

		16102		CUST_16530_PI390587928		CUST_16530_PI390587928_4		15.268275		15.238773		15.242153		16.088266		14.913521		15.370697		13.345886		15.471497		14.306229		14.553046		14.090312		15.913574		A_99_P539957		A_99_P539957_1		7.601149		7.2866054		8.817607		9.312783		6.7873116		5.4418855		7.427838		9.508903		6.492687		6.0474224		7.096045		8.628226

		7883		CUST_39868_PI390587928		CUST_39868_PI390587928_1		9.953404		10.393609		10.51171		10.436351		9.155263		9.597684		8.377528		8.76357		8.6289015		8.806672		8.985463		9.928623		A_99_P540867		A_99_P540867_1		8.8921		9.113812		9.312729		9.628094		8.566467		7.622059		8.17549		8.849365		8.403337		7.8864865		7.748091		9.020421

		21551		CUST_40824_PI390587928		CUST_40824_PI390587928_3		6.9247856		7.817514		5.415111		4.945625		4.694087		5.501038		2.3072855		1.630736		4.1836305		5.501826		3.519453		3.4299374		A_99_P541627		A_99_P541627_1		6.6666675		7.1870723		6.151909		8.31715		5.630747		5.2685494		7.000034		6.6293244		5.2762246		5.4302363		5.716127		7.2323594

		5380		CUST_16599_PI390587928		CUST_16599_PI390587928_3		9.953778		9.933734		10.547637		10.356155		11.329586		11.7537565		12.452656		12.226268		11.5748825		12.951176		12.002434		11.379712		A_99_P542182		A_99_P542182_1		9.166322		9.785329		10.086553		10.461838		10.948402		12.560729		11.683453		10.54276		11.942447		10.857681		11.784317		10.6640005

		22147		CUST_19489_PI390587928		CUST_19489_PI390587928_2		10.127656		10.001221		9.3966675		9.7189		10.454978		10.645389		10.728765		10.097325		10.422872		10.621329		10.751728		10.180606		A_99_P543207		A_99_P543207_1		5.151358		5.3796387		4.1632047		4.5209613		6.4250298		7.6264434		6.772904		5.6723595		6.9309196		6.686008		7.118953		5.8131905

		10998		CUST_33485_PI390587928		CUST_33485_PI390587928_2		8.079831		8.103425		7.969437		7.597593		7.302817		7.400085		6.1486335		6.1271977		6.9364114		6.881125		6.635882		6.974785		A_99_P543552		A_99_P543552_1		5.8105464		6.6715646		5.3628807		6.014871		5.286754		5.5137544		6.5277457		6.0705543		4.8504615		5.906382		5.8943553		6.321314

		675		CUST_19578_PI390587928		CUST_19578_PI390587928_1		12.517264		12.850383		12.274985		12.73326		12.702167		13.498517		14.383911		13.145261		13.023125		13.938487		14.230144		12.610286		A_99_P543757		A_99_P543757_1		5.2196565		6.163067		5.332152		5.9624305		7.4693513		9.794534		8.3030815		5.485863		8.468741		8.461589		8.463712		5.3740745

		36534		CUST_25931_PI390587928		CUST_25931_PI390587928_1		9.012717		9.229834		8.601759		9.061015		9.367814		9.918288		10.736413		9.574223		9.558605		10.456066		10.511984		8.926698		A_99_P543757		A_99_P543757_2		5.2196565		6.163067		5.332152		5.9624305		7.4693513		9.794534		8.3030815		5.485863		8.468741		8.461589		8.463712		5.3740745

		24186		CUST_26010_PI390587928		CUST_26010_PI390587928_1		9.933547		10.671382		10.715675		9.810521		9.798462		9.997457		8.773435		8.604968		9.4771385		9.434939		9.18686		9.131752		A_99_P544362		A_99_P544362_2		10.572812		10.499614		11.032009		10.374311		10.60162		10.118412		9.629754		10.253142		10.5205		10.200291		9.909618		9.963084

		21440		CUST_39634_PI390587928		CUST_39634_PI390587928_1		6.052349		6.753452		6.8957734		6.095057		5.8734193		6.060985		4.9825974		4.8447976		5.6062126		5.6097856		5.640742		5.422112		A_99_P544362		A_99_P544362_1		10.572812		10.499614		11.032009		10.374311		10.60162		10.118412		9.629754		10.253142		10.5205		10.200291		9.909618		9.963084

		18131		CUST_15098_PI390587928		CUST_15098_PI390587928_1		3.8666122		4.2176437		4.7000375		4.2183537		3.5218499		3.2249975		2.6755512		3.6381702		3.0740612		2.59103		2.9015427		3.6268318		A_99_P544917		A_99_P544917_1		6.9989686		7.037815		7.5793214		7.029257		6.861238		6.651087		6.7442565		6.6834283		6.4292445		6.5794997		6.5757203		6.4712424

		4653		CUST_33742_PI390587928		CUST_33742_PI390587928_2		10.793368		10.6525		9.968438		10.42736		11.67915		12.28434		12.092438		11.817468		11.918598		12.180531		12.250679		11.089625		A_99_P545312		A_99_P545312_1		3.96676		2.3806343		1.8754212		1.9086477		4.4809284		5.70483		4.339278		2.8261712		5.3936906		5.461289		4.622647		3.8807175

		23881		CUST_29813_PI390587928		CUST_29813_PI390587928_1		11.689697		11.733421		10.886163		11.843703		12.493449		13.584386		13.239581		13.050891		13.259808		13.441169		12.734151		10.988519		A_99_P545842		A_99_P545842_1		8.673365		7.6302094		7.8600774		8.208872		9.448302		10.416136		9.340485		8.436723		10.402468		9.653947		9.635536		8.667461

		20579		CUST_17573_PI390587928		CUST_17573_PI390587928_2		6.350357		5.6607327		6.4296927		6.3215156		6.831449		6.5301604		7.727637		6.5395837		6.863108		7.0065536		7.1660438		6.272638		A_99_P546052		A_99_P546052_1		3.1261978		3.7760696		2.8883622		2.2226312		4.3817945		5.271355		3.6882803		3.2865536		5.4460716		4.2853475		4.605064		3.2674444

		24269		CUST_32342_PI390587928		CUST_32342_PI390587928_1		10.436496		10.344335		10.016419		10.726462		10.941215		10.963342		11.730148		11.375577		11.421102		11.357347		11.597675		11.338895		A_99_P546182		A_99_P546182_1		7.2107005		7.028935		7.4757533		6.0469384		8.135601		10.107067		9.704547		7.3759103		9.854028		7.9620113		9.603719		7.0667605

		25188		CUST_41639_PI390587928		CUST_41639_PI390587928_1		7.8773055		7.573185		6.403459		7.0623646		8.240655		8.274857		8.518185		8.095649		8.403319		9.09838		8.377162		7.9564776		A_99_P546272		A_99_P546272_1		4.9815803		3.579981		3.8093703		3.0502307		5.6604214		5.8904586		5.388529		4.0597687		6.843889		4.8929267		5.867321		3.9256752

		15274		CUST_10491_PI390587928		CUST_10491_PI390587928_6		6.2034106		4.234872		2.0825815		2.372864		2.70983		2.1364892		6.618254		7.5926247		2.1957204		3.0251815		5.9078712		4.5525107		A_99_P546587		A_99_P546587_1		7.445707		6.346424		5.1368594		5.8161616		8.484562		8.097189		10.54946		9.676735		8.155054		7.6665454		9.312068		6.505899

		37165		CUST_41635_PI390587928		CUST_41635_PI390587928_4		7.2846007		7.3249493		5.0847173		4.1258063		8.157546		8.472747		7.9237113		7.128761		7.994659		8.012165		7.7041297		5.6926455		A_99_P546787		A_99_P546787_1		2.7437782		1.7219301		2.5240772		1.6236008		3.5139225		5.005217		3.9484856		4.4910665		3.4410295		3.9432304		4.016742		3.9041824

		1012		CUST_8915_PI390587928		CUST_8915_PI390587928_6		14.181587		14.774163		14.3048525		13.953796		13.646152		14.250748		13.099254		12.94859		13.200244		13.574283		13.509319		13.546641		A_99_P547632		A_99_P547632_1		7.7758427		8.844875		8.083259		8.584586		7.179356		6.9600067		6.435291		6.9887834		7.163447		7.3580565		6.636198		7.3330994

		5174		CUST_16465_PI390587928		CUST_16465_PI390587928_2		10.336011		9.608549		9.674286		10.111674		10.79554		10.853814		11.400149		10.691483		11.072568		11.081772		11.356285		10.33644		A_99_P547922		A_99_P547922_1		11.289205		10.525822		9.501921		10.07435		11.385617		11.618058		10.519315		10.052171		11.992214		11.331195		11.023021		10.209392

		38937		CUST_4476_PI390587928		CUST_4476_PI390587928_1		4.562805		3.8432791		4.3679347		3.9124272		3.88198		3.7622974		3.0814292		3.074336		3.7084644		3.3787758		3.3527222		3.3341942		A_99_P548362		A_99_P548362_1		8.678418		8.342889		8.275064		7.7996125		7.94055		6.877218		6.7636776		6.6584454		7.3014503		7.6228395		6.6507087		7.580626

		21326		CUST_4258_PI390587928		CUST_4258_PI390587928_1		8.841575		9.300819		6.910669		7.511953		8.382547		10.0775385		10.649643		10.071494		8.764961		10.3131895		10.566505		9.019898		A_99_P548687		A_99_P548687_1		2.6756208		2.575268		1.7230592		2.635011		3.098842		3.9020908		2.828704		2.9039059		4.3208127		4.2588553		3.2744246		3.04868

		17331		CUST_40583_PI390587928		CUST_40583_PI390587928_2		9.236371		9.106471		8.766266		9.094262		9.801888		9.8442545		10.42735		9.902822		10.097534		10.315657		10.137298		9.274944		A_99_P548757		A_99_P548757_1		7.3548126		6.8508554		6.699798		6.5020504		7.9344773		8.242677		7.8698993		6.8826385		8.565789		7.6276684		8.269912		6.888705

		3375		CUST_14409_PI390587928		CUST_14409_PI390587928_2		10.005923		10.393904		9.7113495		10.366882		9.258741		9.713533		7.8900146		9.2907095		9.040261		9.250203		8.370429		10.476124		A_99_P549322		A_99_P549322_1		8.532326		8.875023		8.867589		9.075088		8.760972		8.369859		8.299903		9.081852		8.0940695		8.56339		7.765308		9.031022

		7157		CUST_37040_PI390587928		CUST_37040_PI390587928_1		15.780274		15.793175		15.731071		13.94501		15.426314		15.3022995		13.746566		11.989137		15.54271		15.385346		14.505887		13.066901		A_99_P550852		A_99_P550852_1		10.261909		10.397852		10.305784		9.518174		9.4882		9.787293		7.135605		8.372502		10.333217		9.533973		8.074307		8.15311

		8221		CUST_27912_PI390587928		CUST_27912_PI390587928_1		7.6021647		7.939551		7.154728		8.558713		8.919013		9.4053755		10.85188		10.115851		8.865989		10.244148		10.757192		10.02196		A_99_P550937		A_99_P550937_1		8.430919		8.122773		7.8756886		8.204247		9.582873		10.332618		10.6620655		9.513326		10.1043825		9.992244		10.613587		9.7181425

		14645		CUST_10900_PI390587928		CUST_10900_PI390587928_6		11.65395		11.645534		11.152854		10.763574		11.74257		11.485312		13.349861		15.422414		11.882507		11.218913		12.952037		10.484166		A_99_P551077		A_99_P551077_1		9.647411		9.299115		9.00262		8.334484		10.740871		10.618909		14.873103		12.366287		11.871873		11.247138		14.831466		11.684471

		6648		CUST_29972_PI390587928		CUST_29972_PI390587928_2		10.543774		10.587445		10.605699		10.770762		11.140899		11.1544485		12.2939825		11.3129225		11.35909		11.521329		11.809944		10.944751		A_99_P551347		A_99_P551347_1		5.388353		5.108461		6.150062		6.0320582		5.4129624		6.062578		6.899901		6.0219784		6.3634458		5.822323		7.2485733		5.796898

		19814		CUST_7052_PI390587928		CUST_7052_PI390587928_3		14.064164		13.747627		14.531765		13.705714		13.809146		13.629246		11.880215		11.695327		13.394745		12.929576		12.889725		12.643532		A_99_P551782		A_99_P551782_1		12.755402		11.781432		12.727513		12.172718		11.722717		9.279629		8.92844		9.294131		12.014904		10.053714		9.743476		9.700616

		12395		CUST_40772_PI390587928		CUST_40772_PI390587928_2		5.847323		6.1738224		6.2800636		6.156857		5.379666		7.1426525		8.820954		8.330869		5.026981		6.498131		8.43575		6.403017		A_99_P552752		A_99_P552752_1		7.4423127		7.266233		8.516357		8.865979		8.30541		9.899728		10.477722		9.951886		9.643798		8.870046		10.715016		10.156696

		16763		CUST_4137_PI390587928		CUST_4137_PI390587928_5		10.786382		10.750642		10.712705		11.240548		11.355797		11.470355		12.045276		11.228538		11.392819		11.484372		11.697083		11.4644165		A_99_P553087		A_99_P553087_1		1.4241949		1.4223986		1.4243644		1.8859094		1.5395145		3.44917		4.643536		4.463198		3.0780318		2.6159422		5.286944		4.85373

		19466		CUST_704_PI390587928		CUST_704_PI390587928_1		12.140309		12.372181		12.859642		12.655155		12.727366		12.926013		14.187679		13.146588		13.478635		13.55423		13.952291		13.3614435		A_99_P553127		A_99_P553127_1		9.131012		9.37186		9.870061		9.509162		9.990836		11.20437		11.158641		10.595517		10.978333		10.007232		11.536416		10.896781

		23481		CUST_20909_PI390587928		CUST_20909_PI390587928_2		12.458141		12.350365		12.736874		11.763106		12.200978		12.157504		11.133984		11.034751		12.0271845		11.807303		11.703313		11.596278		A_99_P553312		A_99_P553312_1		10.475658		10.304866		10.051721		9.8952		9.997607		8.944651		8.821832		9.565135		9.777822		9.705642		8.750861		9.456019

		14518		CUST_34124_PI390587928		CUST_34124_PI390587928_4		14.373807		14.022807		14.793472		16.457237		15.216144		15.435368		17.256918		17.022991		15.384631		15.931779		16.876007		16.971815		A_99_P554162		A_99_P554162_1		12.021873		11.4412155		13.06258		12.7992935		13.583186		14.974213		14.522308		13.676997		14.345284		13.814369		14.898087		13.650375

		1048		CUST_30702_PI390587928		CUST_30702_PI390587928_3		10.707438		9.912051		9.545566		10.803886		11.801461		10.863918		13.975357		13.739236		12.185303		12.134341		13.518234		12.663292		A_99_P555242		A_99_P555242_1		5.035282		4.6860943		4.621965		5.36601		5.4405885		6.6467285		7.2614346		6.80378		7.165461		5.1719766		7.707516		6.5024514

		11763		CUST_30201_PI390587928		CUST_30201_PI390587928_2		9.295572		9.233613		9.30678		9.68262		8.813568		9.006161		7.839579		8.773		8.539855		8.448675		8.188209		9.700936		A_99_P555312		A_99_P555312_1		6.4448237		6.2358527		7.0829005		7.143349		6.2529297		5.5638123		5.966023		6.907868		6.048487		5.609463		5.909193		6.970892

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_7		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P555552		A_99_P555552_1		8.886478		7.3334274		6.928676		6.3377976		10.190848		11.020831		9.992446		8.254057		11.506943		9.898481		10.522658		7.597391

		17408		CUST_11627_PI390587928		CUST_11627_PI390587928_8		11.745727		11.540275		11.021874		10.772068		11.858696		11.569165		9.777776		10.19921		11.755229		11.224032		10.03917		10.249711		A_99_P555822		A_99_P555822_1		11.648201		11.590238		10.669379		11.191326		11.135307		10.323855		10.1609535		10.470548		10.627319		11.523094		10.449679		10.576191

		22479		CUST_15624_PI390587928		CUST_15624_PI390587928_3		8.992849		9.234527		9.184034		9.15995		9.480979		9.646893		11.638133		10.202216		9.4633875		9.755142		10.99725		9.544658		A_99_P556057		A_99_P556057_1		9.557175		9.400907		10.68027		9.9091215		10.186946		10.0858555		11.735747		10.21091		10.921482		9.622598		12.172063		10.028863

		16634		CUST_38157_PI390587928		CUST_38157_PI390587928_2		14.070419		13.025319		13.267301		13.145496		14.303593		13.540994		14.743614		14.0856905		14.793851		14.740662		14.456616		13.473636		A_99_P556062		A_99_P556062_1		9.070331		6.996371		8.459748		8.611638		10.5667925		11.536555		11.204117		9.887591		12.000385		9.768767		11.716736		9.648847

		14091		CUST_582_PI390587928		CUST_582_PI390587928_12		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P556177		A_99_P556177_1		13.037147		13.231617		12.053411		12.929844		13.579449		14.002461		14.006011		13.431355		13.992027		14.315567		14.167915		13.484553

		3603		CUST_21748_PI390587928		CUST_21748_PI390587928_3		8.341286		8.626178		10.817754		9.18922		7.6950326		8.399348		9.133302		8.352172		7.660761		8.457523		9.589374		9.236512		A_99_P556627		A_99_P556627_1		8.916717		8.414402		7.5012703		8.041728		8.042413		6.5160737		5.001862		6.7627463		7.896029		7.7865567		5.3119645		7.132422

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_9		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P556772		A_99_P556772_1		9.277766		8.181534		8.612878		8.260642		10.549073		10.551278		13.681523		10.292543		11.592185		10.701932		13.471267		9.266777

		15844		CUST_29095_PI390587928		CUST_29095_PI390587928_5		9.593802		10.464901		9.382145		9.5381		9.328021		9.923386		8.164895		8.962899		9.099029		9.463712		8.279927		9.347941		A_99_P558527		A_99_P558527_1		10.866856		10.959412		10.629277		10.72752		10.877748		9.971327		9.623906		10.483931		10.113965		10.471753		8.904654		10.831608

		41411		CUST_22713_PI390587928		CUST_22713_PI390587928_2		9.009579		8.842816		9.143038		9.781409		9.404648		9.531863		11.562572		10.84711		9.859635		10.19431		11.04334		10.226303		A_99_P558872		A_99_P558872_1		8.947686		9.119797		9.526774		9.324975		9.551411		10.669847		10.569606		9.969708		10.3139105		10.00575		10.952522		10.003729

		13330		CUST_34253_PI390587928		CUST_34253_PI390587928_1		12.427852		12.158891		12.207232		12.484249		13.361508		13.645062		14.263543		13.741806		13.958957		13.927078		13.766084		12.300099		A_99_P559942		A_99_P559942_1		12.2811575		10.859353		10.186611		10.168868		12.98893		13.268397		12.391945		10.77098		13.791745		13.0398445		12.646839		10.929642

		21064		CUST_10169_PI390587928		CUST_10169_PI390587928_1		10.108353		9.555062		9.4490385		10.888496		10.658275		11.28419		12.058745		11.48323		10.868355		11.68744		12.105652		11.600952		A_99_P559982		A_99_P559982_1		3.2087567		3.5717163		2.494359		5.2838936		6.5458837		9.297442		8.247494		7.5965004		7.3369126		7.183885		8.698364		7.617948

		19940		CUST_3891_PI390587928		CUST_3891_PI390587928_2		11.919219		11.746002		12.875264		12.211815		11.982373		11.654338		14.440327		12.672531		11.872428		12.379002		14.032867		12.715526		A_99_P561812		A_99_P561812_1		7.5590386		6.0059285		6.411925		8.931691		9.281944		10.698558		10.63762		9.279021		11.0586195		8.9261055		10.9093895		9.469055

		15777		CUST_10377_PI390587928		CUST_10377_PI390587928_6		13.744193		14.382389		13.878026		13.414683		13.039688		13.481931		12.225761		12.120873		12.609212		12.851073		12.707803		13.074585		A_99_P561853		A_99_P561853_1		7.677732		9.07877		8.790794		9.74808		7.495992		7.5910277		7.97336		8.211318		7.0564446		7.9013863		7.528873		8.618293

		17044		CUST_35551_PI390587928		CUST_35551_PI390587928_3		7.5146866		7.71238		7.0477805		6.8532887		7.776295		7.9761696		9.802686		8.484124		8.367721		8.77915		9.289706		7.0722466		A_99_P563197		A_99_P563197_1		7.478313		7.3877435		7.6134763		7.960299		7.927489		7.851309		8.861453		7.361015		8.75573		7.524946		9.086869		7.609417

		8959		CUST_7516_PI390587928		CUST_7516_PI390587928_2		7.8486505		7.861742		7.0603943		7.955799		7.736486		8.157612		8.65268		7.562781		7.6214046		8.247029		8.8585205		8.211352		A_99_P563447		A_99_P563447_1		2.3447297		3.3792484		2.6026707		1.6659312		5.429754		6.4374924		4.287186		2.5666678		6.3043523		5.3582063		5.6420646		3.357693

		29407		CUST_11581_PI390587928		CUST_11581_PI390587928_2		5.76762		6.519772		7.0881057		6.361332		5.441641		5.509472		6.0533166		5.198954		5.4453487		5.3004656		5.8435693		5.6661415		A_99_P563527		A_99_P563527_1		6.936878		7.5561433		8.234433		8.576236		5.9150405		6.287296		6.952347		6.984083		6.0193715		6.8866754		6.8537765		8.004109

		20905		CUST_12260_PI390587928		CUST_12260_PI390587928_1		4.706562		4.3889527		5.6870537		6.254065		3.7669353		3.4517148		3.991882		4.4684715		3.7611446		3.4719229		4.3018146		6.1730113		A_99_P563972		A_99_P563972_1		4.403421		5.38767		5.710823		5.9523168		2.8798866		3.6087315		4.5545096		5.292478		3.752613		4.491554		4.751246		6.0984273

		15199		CUST_27037_PI390587928		CUST_27037_PI390587928_7		9.093303		9.166019		9.061		8.8107		9.399596		9.94825		11.139122		9.813838		9.752564		10.131538		10.808745		9.009731		A_99_P563992		A_99_P563992_1		12.566386		12.769456		12.190915		11.998433		13.16402		13.686152		13.637593		12.9531975		13.905234		13.304314		13.983138		12.199501

		22645		CUST_37839_PI390587928		CUST_37839_PI390587928_1		6.7629924		7.3064804		5.0990586		5.127729		9.439038		10.79871		11.801673		9.725628		10.307448		11.220103		11.239924		7.308947		A_99_P564287		A_99_P564287_1		8.211843		8.37766		8.801201		8.409535		7.905249		7.276653		7.7221293		7.0240645		7.3489494		7.279114		7.2281423		7.1471825

		19902		CUST_13889_PI390587928		CUST_13889_PI390587928_3		5.6253476		5.0759163		3.0810206		4.6818194		5.2482085		6.123655		5.8069053		6.28093		4.7903953		5.743262		6.0602646		5.892071		A_99_P564507		A_99_P564507_1		1.8216068		3.3614342		2.5200264		3.3476717		2.1575806		3.845372		4.54606		4.297588		2.6839874		3.9096718		4.5218196		4.263502

		14091		CUST_582_PI390587928		CUST_582_PI390587928_13		11.118691		11.493463		10.984698		12.296639		12.361032		12.60883		15.031865		13.658706		12.726662		13.06181		14.546231		13.403457		A_99_P564637		A_99_P564637_1		9.984875		9.931854		8.749318		9.6638975		10.48404		10.985764		10.780103		10.176512		10.91737		10.873975		10.711169		10.314427

		4397		CUST_6329_PI390587928		CUST_6329_PI390587928_2		10.56483		10.607157		9.944322		10.051237		10.93838		11.552491		11.343204		11.48005		11.2314415		11.655818		11.215856		10.263625		A_99_P565517		A_99_P565517_1		9.446727		9.5838175		8.538063		8.648255		9.298383		10.835063		10.000826		8.86809		9.968715		10.059218		10.2016325		8.858039

		4803		CUST_124_PI390587928		CUST_124_PI390587928_1		9.559014		9.972062		8.526198		9.699852		10.006721		10.69274		10.637952		11.031518		10.127444		11.09393		10.719453		10.905061		A_99_P570492		A_99_P570492_1		5.253176		5.397242		6.652188		7.7215233		6.810221		8.007278		9.253832		9.217002		6.7343197		6.502659		8.457595		9.216739

		2894		CUST_31692_PI390587928		CUST_31692_PI390587928_2		11.618905		10.741757		10.398696		11.175297		12.695156		12.420494		12.225163		11.927218		12.562367		12.921351		12.042933		10.994625		A_99_P570532		A_99_P570532_1		6.2223973		4.8186526		2.0460687		3.4459121		6.5381646		6.890654		5.0228343		4.265524		7.263001		5.5754		5.764607		4.118815

		15714		CUST_21585_PI390587928		CUST_21585_PI390587928_2		11.818268		11.63832		11.223007		10.991803		12.01694		12.381442		12.530923		11.694325		12.387666		12.749573		12.399625		11.186915		A_99_P571427		A_99_P571427_1		10.669296		10.752041		9.546814		10.013409		10.63161		11.418381		10.330764		9.885002		11.621945		11.220424		10.853783		10.144872

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_8		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P573682		A_99_P573682_1		10.486397		9.743253		10.030768		10.131368		11.832321		12.298202		15.536939		13.153812		13.164243		12.388096		15.612128		11.755027

		6737		CUST_41953_PI390587928		CUST_41953_PI390587928_1		6.825785		6.2385483		5.8225875		7.413073		7.5002217		8.065266		8.577476		7.6979804		6.529995		7.590744		9.244676		8.836272		A_99_P573902		A_99_P573902_1		7.6084595		8.192688		6.038038		7.714003		7.343269		8.620449		7.6215224		7.3108945		8.475381		8.845303		8.258342		7.253447

		9071		CUST_30805_PI390587928		CUST_30805_PI390587928_1		4.337609		4.370154		3.8855963		4.521563		4.118385		3.941583		2.9211557		3.7852476		3.976228		3.90644		1.9715365		2.4827044		A_99_P575057		A_99_P575057_1		4.867327		5.37162		3.0337741		4.183508		2.9700058		3.6172206		2.192955		2.977381		4.288342		4.3510857		2.5671015		3.870713

		16561		CUST_32077_PI390587928		CUST_32077_PI390587928_5		14.780761		13.798252		13.430336		14.63531		14.816627		14.53896		13.831819		14.624518		14.927413		15.087047		14.042499		14.443077		A_99_P581292		A_99_P581292_1		13.826842		12.931072		11.345715		12.955302		14.129327		14.541314		12.69368		13.200236		14.817861		13.937375		13.173152		13.0336

		14645		CUST_10900_PI390587928		CUST_10900_PI390587928_7		11.65395		11.645534		11.152854		10.763574		11.74257		11.485312		13.349861		15.422414		11.882507		11.218913		12.952037		10.484166		A_99_P603057		A_99_P603057_1		1.73036		1.6885767		1.3952727		1.8849672		1.7857403		2.5723164		4.800806		2.9014158		3.0402431		2.7386131		4.180773		3.0485656

		14693		CUST_25118_PI390587928		CUST_25118_PI390587928_2		13.572426		13.643196		12.998459		14.022954		13.954521		14.374982		16.298767		14.96448		14.190373		14.930623		15.78464		13.852332		A_99_P612492		A_99_P612492_1		9.255931		9.544737		9.054034		9.924008		10.444581		11.9174		11.730899		9.291945		10.781756		11.060489		11.596005		9.264373

		14918		CUST_35659_PI390587928		CUST_35659_PI390587928_7		7.7769494		8.924644		6.8618183		5.0493894		6.4197574		6.5084987		3.9700477		2.5242522		6.4986153		6.6843276		3.3272479		3.3340063		A_99_P617297		A_99_P617297_1		4.6144834		4.0728054		6.1686826		6.5685163		5.8231697		6.9043107		9.716922		7.5430465		6.7297454		5.4496307		9.425821		7.461745

		14693		CUST_25118_PI390587928		CUST_25118_PI390587928_3		13.572426		13.643196		12.998459		14.022954		13.954521		14.374982		16.298767		14.96448		14.190373		14.930623		15.78464		13.852332		A_99_P618662		A_99_P618662_1		11.387146		11.610428		11.074422		12.006886		12.550822		14.060155		13.973052		11.620923		12.937711		13.339905		14.074536		11.578292

		210		CUST_7644_PI390587928		CUST_7644_PI390587928_4		7.0376086		7.4752975		6.0078697		5.9984093		9.116313		10.551006		9.837586		7.896127		9.788547		10.750066		9.956477		6.7495484		A_99_P618947		A_99_P618947_1		11.293832		10.361676		11.888631		11.075897		12.73571		13.886928		13.027447		12.47466		13.118275		12.934674		13.268792		12.057781

		13846		CUST_34694_PI390587928		CUST_34694_PI390587928_1		7.421711		8.074658		7.4979568		8.565597		7.420899		7.6563525		8.662681		8.907668		7.8779054		7.8075385		8.102626		8.365471		A_99_P621902		A_99_P621902_4		15.153946		15.1563225		16.780914		16.21046		15.1874695		14.879456		15.423709		15.803245		16.034876		15.138331		15.935718		15.6375475

		15061		CUST_20547_PI390587928		CUST_20547_PI390587928_4		12.818944		12.749331		12.796168		13.370148		13.083249		12.953187		13.904621		13.299916		13.305453		13.410993		13.615795		13.434634		A_99_P625052		A_99_P625052_1		7.202663		7.3354893		7.546732		7.6752677		8.287064		9.146072		9.270682		7.6022105		8.723976		8.308323		9.142584		7.5534935

		17		CUST_4647_PI390587928		CUST_4647_PI390587928_1		11.93708		12.204395		12.32878		10.277218		12.178379		12.062785		10.72577		10.000499		11.622078		11.996919		11.341023		10.082437		A_99_P627791		A_99_P627791_2		12.370166		12.617206		11.369118		10.389601		11.61871		11.16122		10.340102		8.974608		10.884906		11.56371		9.937631		10.11177

		15131		CUST_22747_PI390587928		CUST_22747_PI390587928_1		11.063773		11.364499		11.133388		11.390659		13.067341		12.931767		13.641075		12.810031		13.380145		13.168017		13.36909		11.925659		A_99_P648346		A_99_P648346_1		7.124274		6.5039535		6.3336143		6.4378357		7.376284		7.7891717		7.1069756		7.2717843		8.683797		7.386086		7.38076		7.376392

		41184		CUST_34765_PI390587928		CUST_34765_PI390587928_1		11.473176		12.018382		12.419314		11.763053		13.033912		12.900826		13.435986		12.805091		12.999432		13.0021715		13.420562		12.2119875		A_99_P648346		A_99_P648346_2		7.124274		6.5039535		6.3336143		6.4378357		7.376284		7.7891717		7.1069756		7.2717843		8.683797		7.386086		7.38076		7.376392

		14243		CUST_10878_PI390587928		CUST_10878_PI390587928_2		14.6536665		14.23705		14.25917		13.395774		14.215259		13.93541		15.781676		15.001823		14.102111		13.904883		15.536336		14.127296		A_99_P649022		A_99_P649022_1		4.033105		3.343815		2.8735063		3.249369		3.251917		2.8159523		7.1391435		2.8585956		3.820964		2.882405		6.443394		2.2918456

		ERROR:#VALUE!





Ortholog-annotation

		Barley annotation												Matching wheat ortholog annotation

		Contig Name (HarvEST35)		Barley probe ID		Description		Rice		Best hit NCBI nr		Best hit Rice PP5		Wheat probe ID 		PrimaryAccession		GeneName		TIGRID		Description

		14951		CUST_4545_PI390587928		U35_44k_v1_14951		LOC_Os08g09040.1		gb|AAG00425.1|AF250933_1 e-122  germin A [Hordeum vulgare]		LOC_Os08g08990.1 1e-105 germin-like protein subfamily 1 member 11 precursor putative expressed		A_99_P000256		DR740444		germin-like protein		TC370210		FGAS000391 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740444]

		15620		CUST_16339_PI390587928		U35_44k_v1_15620		LOC_Os04g41680.1		gb|AAD28733.1|AF112966_1 e-124  chitinase IV precursor [Triticum aestivum]		LOC_Os04g41680.1 9e-97 endochitinase A precursor putative expressed		A_99_P000381		AF112963		chitinase II precursor		TC371620		Triticum aestivum chitinase II precursor (Cht2) mRNA, complete cds [AF112963]

		704		CUST_41535_PI390587928		U35_44k_v1_704		LOC_Os01g28500.1		sp|Q05968|PR1_HORVU 3e-78  Pathogenesis-related protein 1 precursor		LOC_Os01g28500.1 1e-60 pathogenesis-related protein PRMS precursor putative expressed		A_99_P000516		DN829572		pathogenesis-related protein 1		TC378332		KUCD01_10_D01_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829572]

		702		CUST_41538_PI390587928		U35_44k_v1_702		LOC_Os01g28450.1		emb|CAA52893.1| 3e-78  PR-1a pathogenesis related protein (Hv-1a) [Hordeum vulgare subsp. vulgare]		LOC_Os01g28500.1 4e-61 pathogenesis-related protein PRMS precursor putative expressed		A_99_P000516		DN829572		pathogenesis-related protein 1		TC378332		KUCD01_10_D01_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829572]

		16561		CUST_32077_PI390587928		U35_44k_v1_16561		LOC_Os03g03700.2		sp|P93766|MLO_HORVU 0.0  Protein MLO		LOC_Os03g03700.1 0.0 MLO protein homolog 1 putative expressed		A_99_P000521		AF361932		seven transmembrane-spanning protein		TC412695		Triticum aestivum seven transmembrane-spanning protein (Mlo2) mRNA, complete cds [AF361932]

		17330		CUST_40585_PI390587928		U35_44k_v1_17330		LOC_Os02g06690.1		gb|AAY16797.1| 2e-57  cold acclimation induced protein 2-1 [Triticum aestivum]		LOC_Os06g46740.1 1e-36 early nodulin 20 precursor putative expressed		A_99_P000686		AY666013		cold acclimation induced protein 2-1		TC373512		Triticum aestivum cold acclimation induced protein 2-1 mRNA, complete cds [AY666013]

		15704		CUST_14087_PI390587928		U35_44k_v1_15704		LOC_Os02g55440.2		gb|EAY87872.1| 0.0  hypothetical protein OsI_009105 [Oryza sativa (indica cultivar-group)]		LOC_Os02g55440.2 0.0 transmembrane 9 superfamily protein member 2 precursor putative expressed		A_99_P001586		CK211032		0		TC407059		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC407059]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P001771		AF262981		protein disulfide isomerase 3 precursor		TC439870		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		675		CUST_19578_PI390587928		U35_44k_v1_675		LOC_Os09g27830.1		ref|NP_001063331.1| 0.0  Os09g0451500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27830.1 0.0 OsPDIL2-3 - Oryza sativa protein disulfide isomerase expressed		A_99_P002326		0		0		0		0

		4907		CUST_1325_PI390587928		U35_44k_v1_4907		LOC_Os11g07850.1		ref|NP_001066289.1| 4e-90  Os12g0174800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07590.2 7e-92 receptor-type tyrosine-protein phosphatase S precursor putative expressed		A_99_P002561		CJ631343		0		TC391573		CJ631343 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs7g23 5', mRNA sequence [CJ631343]

		3370		CUST_18252_PI390587928		U35_44k_v1_3370		LOC_Os12g10560.1		ref|NP_001066387.1| 1e-74  Os12g0207300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g10560.1 2e-76 AP-2 complex subunit sigma-1 putative expressed		A_99_P003671		CD937018		0		0		OV.105M08F010220 OV Triticum aestivum cDNA clone OV105M08, mRNA sequence [CD937018]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P004496		U11496		protein disulfide isomerase		TC395657		Triticum aestivum Chinese spring protein disulfide isomerase (PDI) mRNA, complete cds [U11496]

		798		CUST_38135_PI390587928		U35_44k_v1_798		LOC_Os03g18130.3		gb|AAK49456.1|AF307145_1 0.0  glutamine-dependent asparagine synthetase 1 [Hordeum vulgare subsp. vulgare]		LOC_Os06g15420.1 0.0 asparagine synthetase putative expressed		A_99_P004926		BT009245		glutamine-dependent asparagine synthetase		TC379783		Triticum aestivum clone wlk1.pk0018.d4:fis, full insert mRNA sequence [BT009245]

		42222		CUST_1529_PI390587928		U35_44k_v1_42222		LOC_Os01g50100.1		dbj|BAB85651.1| 3e-97  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 2e-88 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		23570		CUST_16686_PI390587928		U35_44k_v1_23570		LOC_Os01g50100.1		dbj|BAB85651.1| 4e-09  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-07 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		8212		CUST_27921_PI390587928		U35_44k_v1_8212		LOC_Os01g50100.1		dbj|BAB85651.1| 5e-91  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 4e-90 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		23308		CUST_2973_PI390587928		U35_44k_v1_23308		LOC_Os01g50100.1		dbj|BAB85651.1| e-118  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-107 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		16426		CUST_37091_PI390587928		U35_44k_v1_16426		LOC_Os09g39940.1		ref|NP_001060957.1| 4e-39  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 8e-41 blue copper protein precursor putative expressed		A_99_P005951		BQ744001		0		TC432498		WHE4110_F04_K08ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_F04_K08, mRNA sequence [BQ744001]

		13077		CUST_27985_PI390587928		U35_44k_v1_13077		LOC_Os06g08640.1		gb|EAY99940.1| 6e-58  hypothetical protein OsI_021173 [Oryza sativa (indica cultivar-group)]		LOC_Os06g08640.1 3e-58 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P006681		BQ744501		0		TC435681		WHE4116_C12_F24ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4116_C12_F24, mRNA sequence [BQ744501]

		33270		CUST_27181_PI390587928		U35_44k_v1_33270		LOC_Os05g49430.1		gb|EAY99082.1| 3e-25  hypothetical protein OsI_020315 [Oryza sativa (indica cultivar-group)]		LOC_Os05g49430.1 6e-27 apospory-associated protein C putative expressed		A_99_P006971		CK162590		0		TC368547		FGAS015187 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162590]

		17272		CUST_30429_PI390587928		U35_44k_v1_17272		LOC_Os11g12810.1		gb|AAQ14552.1|AF310160_1 2e-70  sucrose-phosphate synthase [Triticum aestivum]		LOC_Os11g12810.1 1e-64 sucrose-phosphate synthase putative expressed		A_99_P006971		CK162590		0		TC368547		FGAS015187 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162590]

		1479		CUST_13672_PI390587928		U35_44k_v1_1479		LOC_Os03g10090.1		ref|NP_001049269.1| 3e-23  Os03g0197100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10090.1 7e-25 polyol transporter protein 4 putative expressed		A_99_P007296		TA78806_4565		0		TC416109		0

		47537		CUST_16662_PI390587928		U35_44k_v1_47537		LOC_Os08g04310.1		gb|EAZ05528.1| 8e-43  hypothetical protein OsI_026760 [Oryza sativa (indica cultivar-group)]		LOC_Os08g04310.1 2e-44 uclacyanin-2 precursor putative expressed		A_99_P008056		TA86969_4565		0		TC417557		0

		15343		CUST_28730_PI390587928		U35_44k_v1_15343		LOC_Os08g36920.1		gb|EAZ43061.1| 2e-52  hypothetical protein OsJ_026544 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g36920.1 3e-54 AP2 domain containing protein expressed		A_99_P009801		DY761266		0		TC391662		EST162 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone C65R1L1-81, mRNA sequence [DY761266]

		7289		CUST_12065_PI390587928		U35_44k_v1_7289		LOC_Os11g03900.1		gb|EAZ19550.1| e-131  hypothetical protein OsJ_033759 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g03720.2 1e-132 glucosamine--fructose-6-phosphate aminotransferase putative expressed		A_99_P010874		CV764049		0		TC400893		FGAS058432 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV764049]

		1473		CUST_13677_PI390587928		U35_44k_v1_1473		LOC_Os03g52630.1		dbj|BAA94257.1| 0.0  endo-1,4-beta-glucanase Cel1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52630.1 0.0 endo-14-beta-glucanase Cel1 putative expressed		A_99_P011064		AK335072		endo-1,4-beta-glucanase		TC386635		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		49733		CUST_15701_PI390587928		U35_44k_v1_49733		LOC_Os01g12320.1		ref|NP_001042442.1| 5e-55  Os01g0223200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g12320.1 1e-56 alpha-L-fucosidase 2 precursor putative expressed		A_99_P011499		TA88906_4565		0		TC422930		Rep: Os01g0223000 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC422930]

		23081		CUST_18450_PI390587928		U35_44k_v1_23081		LOC_Os01g12390.1		gb|EAY73080.1| 2e-55  hypothetical protein OsI_000927 [Oryza sativa (indica cultivar-group)]		LOC_Os01g12390.1 4e-57 ATP binding protein putative expressed		A_99_P011499		TA88906_4565		0		TC422930		Rep: Os01g0223000 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC422930]

		37158		CUST_41659_PI390587928		U35_44k_v1_37158		LOC_Os04g39010.1		ref|NP_001053015.1| 6e-22  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 2e-23 ATFP4 putative expressed		A_99_P011779		BJ277319		0		TC417335		BJ277319 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr10p10 5', mRNA sequence [BJ277319]

		21620		CUST_4595_PI390587928		U35_44k_v1_21620		LOC_Os03g14800.4		ref|NP_001049576.1| e-111  Os03g0252800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14800.4 1e-112 serine palmitoyltransferase 1 putative expressed		A_99_P011829		AK336291		0		0		Triticum aestivum cDNA, clone: SET3_L05, cultivar: Chinese Spring [AK336291]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P012504		AY506509		root peroxidase		TC395358		Triticum aestivum root peroxidase (prc4) mRNA, complete cds [AY506509]

		38900		CUST_4554_PI390587928		U35_44k_v1_38900		LOC_Os01g46800.1		gb|ABN43183.1| 2e-61  WRKY transcription factor [Triticum aestivum]		LOC_Os05g49620.1 2e-41 OsWRKY19 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P012744		EF397616		WRKY19-b transcription factor		TC425788		Triticum aestivum cultivar Nongda 3338 WRKY19-b transcription factor (WRKY19-b) mRNA, complete cds [EF397616]

		35423		CUST_32197_PI390587928		U35_44k_v1_35423		LOC_Os01g54880.1		gb|EAZ13561.1| 7e-25  hypothetical protein OsJ_003386 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g54880.1 2e-26 glucosidase 2 beta subunit precursor putative expressed		A_99_P012819		CK197361		0		TC384431		FGAS005832 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK197361]

		4496		CUST_40229_PI390587928		U35_44k_v1_4496		LOC_Os10g32980.1		gb|AAR29966.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os10g32980.1 0.0 CESA7 - cellulose synthase expressed		A_99_P013019		CV770648		0		TC387827		FGAS065041 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770648]

		701		CUST_41539_PI390587928		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P013149		CD872187		0		TC398825		AZO2.120A22F010209 AZO2 Triticum aestivum cDNA clone AZO2120A22, mRNA sequence [CD872187]

		17973		CUST_29059_PI390587928		U35_44k_v1_17973		LOC_Os10g35850.1		ref|NP_001064992.1| 7e-61  Os10g0502500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35850.1 1e-62 membrane steroid-binding protein 1 putative expressed		A_99_P014534		CV777198		0		TC385342		FGAS071603 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777198]

		5848		CUST_39242_PI390587928		U35_44k_v1_5848		LOC_Os06g26270.1		ref|NP_001057612.1| 2e-50  Os06g0367500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g26270.1 2e-47 expressed protein		A_99_P014639		CJ858438		0		TC401163		CJ858438 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4p10 5', mRNA sequence [CJ858438]

		7915		CUST_33250_PI390587928		U35_44k_v1_7915		LOC_Os03g18560.1		ref|NP_001049834.1| 4e-77  Os03g0297000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18560.1 8e-79 cp protein putative expressed		A_99_P014684		CV768307		0		TC389242		FGAS062698 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768307]

		2330		CUST_7235_PI390587928		U35_44k_v1_2330		LOC_Os07g46410.1		gb|ABY61747.1| 0.0  NADP-thioredoxin reductase C precursor [Hordeum vulgare]		LOC_Os07g46410.1 0.0 bifunctional thioredoxin reductase/thioredoxin putative expressed		A_99_P015819		CK214966		0		0		FGAS026910 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214966]

		8778		CUST_14564_PI390587928		U35_44k_v1_8778		LOC_Os03g14250.1		ref|NP_001049544.1| 0.0  Os03g0246500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g14250.1 0.0 expressed protein		A_99_P018074		CV779614		0		TC387426		FGAS074023 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779614]

		22404		CUST_16547_PI390587928		U35_44k_v1_22404		LOC_Os02g15120.1		ref|NP_001046437.1| 1e-46  Os02g0249300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g15120.1 2e-48 RING-H2 finger protein ATL1N precursor putative expressed		A_99_P019939		BE489301		0		TC441497		WHE1076_E03_I06ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1076_E03_I06, mRNA sequence [BE489301]

		1238		CUST_7753_PI390587928		U35_44k_v1_1238		LOC_Os04g56900.1		gb|AAO73071.1| 0.0  agmatine coumaroyltransferase [Hordeum vulgare]		LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P020754		AY234333		hypothetical LOC543097		TC433013		Triticum aestivum putative agmatine coumaroyltransferase mRNA, partial cds [AY234333]

		7124		CUST_19196_PI390587928		U35_44k_v1_7124		-		No hits found		No hits found		A_99_P021939		CA688352		0		0		wlm96.pk040.k4 wlm96 Triticum aestivum cDNA clone wlm96.pk040.k4 5' end, mRNA sequence [CA688352]

		7124		CUST_19196_PI390587928		U35_44k_v1_7124		-		No hits found		No hits found		A_99_P022179		CK217341		0		TC397988		FGAS029343 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217341]

		1571		CUST_35780_PI390587928		U35_44k_v1_1571		LOC_Os02g48110.1		ref|NP_001047898.1| 0.0  Os02g0710900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48110.1 0.0 oxygen-regulated protein precursor putative expressed		A_99_P022489		TA69853_4565		0		TC369816		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC369816]

		4802		CUST_125_PI390587928		U35_44k_v1_4802		-		No hits found		No hits found		A_99_P022879		CD871652		0		TC407288		AZO2.118L21F010207 AZO2 Triticum aestivum cDNA clone AZO2118L21, mRNA sequence [CD871652]

		8449		CUST_31114_PI390587928		U35_44k_v1_8449		LOC_Os06g20200.1		gb|EAZ36760.1| 2e-55  hypothetical protein OsJ_020243 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g20200.1 4e-57 gibberellin receptor GID1L2 putative expressed		A_99_P024019		TA109443_4565		0		TC432921		0

		47012		CUST_18528_PI390587928		U35_44k_v1_47012		-		No hits found		LOC_Os03g38800.1 0.001 mitochondrial protein putative expressed		A_99_P024284		TA94790_4565		0		TC399239		Rep: Os03g0584400 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC399239]

		9065		CUST_30810_PI390587928		U35_44k_v1_9065		LOC_Os03g38800.1		ref|NP_001050566.1| e-106  Os03g0584400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38800.1 1e-108 mitochondrial protein putative expressed		A_99_P024284		TA94790_4565		0		TC399239		Rep: Os03g0584400 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC399239]

		38843		CUST_37567_PI390587928		U35_44k_v1_38843		LOC_Os03g38800.1		gb|AAT76330.1| 2e-67  putative ATPase [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38800.1 4e-69 mitochondrial protein putative expressed		A_99_P024284		TA94790_4565		0		TC399239		Rep: Os03g0584400 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC399239]

		30113		CUST_23891_PI390587928		U35_44k_v1_30113		LOC_Os03g49150.1		ref|NP_001050981.1| 7e-36  Os03g0698500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49150.1 2e-37 protein yippee-like putative expressed		A_99_P024459		CJ778251		0		TC371059		CJ778251 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl25p09 5', mRNA sequence [CJ778251]

		19805		CUST_7071_PI390587928		U35_44k_v1_19805		LOC_Os03g49150.1		ref|NP_001050981.1| 2e-58  Os03g0698500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49150.1 5e-60 protein yippee-like putative expressed		A_99_P024459		CJ778251		0		TC371059		CJ778251 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl25p09 5', mRNA sequence [CJ778251]

		19826		CUST_7030_PI390587928		U35_44k_v1_19826		LOC_Os03g42770.1		ref|NP_001050698.1| e-172  Os03g0625900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42770.1 1e-174 expressed protein		A_99_P026384		AL819737		0		TC410598		AL819737 n:129 Triticum aestivum cDNA clone C12_n129_plate_4, mRNA sequence [AL819737]

		9462		CUST_11110_PI390587928		U35_44k_v1_9462		LOC_Os04g09900.3		gb|EAZ29933.1| 7e-60  hypothetical protein OsJ_013416 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09900.3 2e-61 ent-kaurene synthase A chloroplast precursor putative expressed		A_99_P028994		BM140585		0		TC445155		WHE0485_d08_h15zS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0485_d08_h15, mRNA sequence [BM140585]

		26278		CUST_2480_PI390587928		U35_44k_v1_26278		-		gb|AAY44098.1| 1e-33  NAC domain transcription factor [Triticum aestivum]		No hits found		A_99_P029339		AY625682		NAC domain transcription factor		TC368677		Triticum aestivum NAC domain transcription factor (NAC69-1) mRNA, complete cds [AY625682]

		21551		CUST_40824_PI390587928		U35_44k_v1_21551		LOC_Os09g30486.1		gb|ABI95399.1| 9e-83  fasciclin-like protein FLA9 [Triticum aestivum]		LOC_Os09g30486.1 5e-74 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P035509		CK207364		fasciclin-like protein FLA24		TC404516		FGAS018985 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207364]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P036184		AF262980		protein disulfide isomerase 2 precursor		TC408715		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		26126		CUST_38264_PI390587928		U35_44k_v1_26126		LOC_Os05g43940.1		ref|NP_001105689.1| 3e-49  Zea root preferential4 [Zea mays]		LOC_Os05g43940.1 2e-49 O-methyltransferase ZRP4 putative expressed		A_99_P037229		TA91530_4565		0		TC422846		0

		7207		CUST_24511_PI390587928		U35_44k_v1_7207		LOC_Os07g44780.1		gb|EAZ04881.1| 4e-63  hypothetical protein OsI_026113 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44780.1 8e-65 esterase precursor putative expressed		A_99_P037474		CJ851772		0		TC397010		CJ851772 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal1f23 5', mRNA sequence [CJ851772]

		10943		CUST_3241_PI390587928		U35_44k_v1_10943		-		gb|EAZ04183.1| 1e-09  hypothetical protein OsI_025415 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35580.1 1e-07 CRK6 putative expressed		A_99_P037614		CV781620		0		TC406407		FGAS076032 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV781620]

		2353		CUST_7212_PI390587928		U35_44k_v1_2353		LOC_Os09g04050.1		gb|AAX08107.1| 0.0  cinnamoyl-CoA reductase [Triticum aestivum]		LOC_Os09g04050.1 1e-144 dihydroflavonol-4-reductase putative expressed		A_99_P037718		AY771357		cinnamoyl-CoA reductase		TC377195		Triticum aestivum cultivar H4564 cinnamoyl-CoA reductase mRNA, complete cds [AY771357]

		8125		CUST_5754_PI390587928		U35_44k_v1_8125		LOC_Os10g38470.1		ref|NP_001065121.1| 7e-71  Os10g0528100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38470.1 1e-72 glutathione S-transferase GSTU6 putative expressed		A_99_P038889		DR735396		0		TC369623		FGAS081066 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735396]

		17982		CUST_29040_PI390587928		U35_44k_v1_17982		LOC_Os02g51790.1		ref|NP_001048153.1| 3e-48  Os02g0754300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g51790.1 7e-50 50S ribosomal protein L29 chloroplast precursor putative expressed		A_99_P039594		CV779475		0		TC394045		FGAS073884 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779475]

		959		CUST_27663_PI390587928		U35_44k_v1_959		LOC_Os09g26880.1		ref|NP_001063281.1| 0.0  Os09g0440300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26880.1 0.0 aldehyde dehydrogenase family 7 member A1 putative expressed		A_99_P043496		CD490980		0		0		WHE3069_C01_F01ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3069_C01_F01, mRNA sequence [CD490980]

		19950		CUST_3861_PI390587928		U35_44k_v1_19950		LOC_Os01g12910.1		ref|NP_001042487.1| 2e-48  Os01g0229500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g12910.1 5e-50 thioesterase family protein expressed		A_99_P043591		CK161285		0		TC448741		FGAS013851 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161285]

		3923		CUST_23097_PI390587928		U35_44k_v1_3923		LOC_Os02g44108.1		dbj|BAD06319.1| e-140  putative beta-expansin [Triticum aestivum]		LOC_Os02g44108.1 8e-95 beta-expansin 4 precursor putative expressed		A_99_P044862		AB158404		expB protein		TC369033		Triticum aestivum expB mRNA for putative beta-expansin, complete cds [AB158404]

		48703		CUST_35006_PI390587928		U35_44k_v1_48703		LOC_Os04g05770.1		gb|AAL73536.2|AF466200_15 1e-20  hypothetical protein S250_18C08.26 [Sorghum bicolor]		LOC_Os04g08200.1 9e-18 conserved hypothetical protein		A_99_P046242		CJ878784		0		TC397867		CJ878784 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls29l21 5', mRNA sequence [CJ878784]

		20654		CUST_9361_PI390587928		U35_44k_v1_20654		LOC_Os03g03640.1		ref|NP_001048840.1| 1e-19  Os03g0128400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03640.1 3e-21 expressed protein		A_99_P047100		BQ744202		0		TC396698		WHE4112_H01_P02ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4112_H01_P02, mRNA sequence [BQ744202]

		18552		CUST_13284_PI390587928		U35_44k_v1_18552		LOC_Os07g30670.2		gb|EAZ03907.1| 2e-31  hypothetical protein OsI_025139 [Oryza sativa (indica cultivar-group)]		LOC_Os07g30670.2 4e-33 electron carrier/ electron transporter/ iron ion binding protein putative expressed		A_99_P047520		AK336188		0		TC386045		Triticum aestivum cDNA, clone: SET3_H02, cultivar: Chinese Spring [AK336188]

		16652		CUST_1299_PI390587928		U35_44k_v1_16652		LOC_Os06g04280.1		ref|NP_001056712.1| 0.0  Os06g0133900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04280.1 0.0 3-phosphoshikimate 1-carboxyvinyltransferase chloroplast precursor putative expressed		A_99_P049999		AK333537		5-enolpyruvylshikimate 3-phosphate synthase		TC371935		Triticum aestivum cDNA, clone: WT006_L10, cultivar: Chinese Spring [AK333537]

		15884		CUST_22942_PI390587928		U35_44k_v1_15884		LOC_Os08g23180.1		gb|ABI95393.1| e-155  fasciclin-like protein FLA3 [Triticum aestivum]		LOC_Os08g23180.1 1e-130 fasciclin-like arabinogalactan protein 8 precursor putative expressed		A_99_P050814		AK331590		fasciclin-like protein FLA3		TC382777		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		8237		CUST_27899_PI390587928		U35_44k_v1_8237		LOC_Os01g64490.1		gb|EAZ34454.1| 2e-49  hypothetical protein OsJ_017937 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36960.1 3e-51 ATP binding protein putative expressed		A_99_P051746		DN829541		0		TC392772		KUCD01_05_E12_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829541]

		10890		CUST_847_PI390587928		U35_44k_v1_10890		LOC_Os01g65150.1		gb|EAY76654.1| 5e-97  hypothetical protein OsI_004501 [Oryza sativa (indica cultivar-group)]		LOC_Os01g65150.1 1e-98 expressed protein		A_99_P054404		BQ294960		0		TC442907		WHE2856_F01_K02ZS Wheat unstressed root tip cDNA library Triticum aestivum cDNA clone WHE2856_F01_K02, mRNA sequence [BQ294960]

		4802		CUST_125_PI390587928		U35_44k_v1_4802		-		No hits found		No hits found		A_99_P055400		CV772025		0		TC435925		FGAS066418 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772025]

		5070		CUST_6138_PI390587928		U35_44k_v1_5070		LOC_Os12g41590.1		ref|NP_001067243.1| e-118  Os12g0609500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41590.1 1e-120 cell-cell signaling protein csgA-like putative expressed		A_99_P056466		BQ578337		0		TC400179		WHE0301_G05_M09ZS Wheat unstressed seedling shoot cDNA library Triticum aestivum cDNA clone WHE0301_G05_M09, mRNA sequence [BQ578337]

		1196		CUST_25475_PI390587928		U35_44k_v1_1196		LOC_Os06g50154.1		gb|EAZ02360.1| e-104  hypothetical protein OsI_023592 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50154.1 1e-105 translocon-associated protein alpha subunit precursor putative expressed		A_99_P056796		CA486372		0		TC415958		WHE4330_F12_K24ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4330_F12_K24, mRNA sequence [CA486372]

		5380		CUST_16599_PI390587928		U35_44k_v1_5380		LOC_Os04g43070.1		gb|AAR27052.1| e-103  ammonium transporter [Triticum aestivum]		LOC_Os04g43070.1 3e-97 ammonium transporter 1 member 2 putative expressed		A_99_P057546		BT009318		ammonium transporter		TC373583		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		982		CUST_30840_PI390587928		U35_44k_v1_982		LOC_Os06g13100.1		ref|NP_001057255.1| 3e-89  Os06g0238300 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13100.1 6e-91 CREG1 protein precursor putative expressed		A_99_P057916		BJ280202		0		TC439107		BJ280202 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr7a04 5', mRNA sequence [BJ280202]

		6989		CUST_9180_PI390587928		U35_44k_v1_6989		LOC_Os02g47350.1		ref|NP_001047846.1| 3e-82  Os02g0701900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g47350.1 7e-84 3-ketodihydrosphingosine reductase precursor putative expressed		A_99_P058026		CJ727167		0		TC404503		CJ727167 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs16j11 5', mRNA sequence [CJ727167]

		1573		CUST_35778_PI390587928		U35_44k_v1_1573		-		ref|NP_001050252.1| 1e-16  Os03g0385400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26820.1 2e-18 xylogen protein 1 putative expressed		A_99_P059546		DR738110		0		TC455494		FGAS083327 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738110]

		18645		CUST_31735_PI390587928		U35_44k_v1_18645		LOC_Os06g07200.1		ref|NP_001056925.1| e-109  Os06g0168500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07200.1 1e-110 syntaxin 132 putative expressed		A_99_P059856		CJ573427		0		0		CJ573427 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok19j10 3', mRNA sequence [CJ573427]

		3693		CUST_16940_PI390587928		U35_44k_v1_3693		LOC_Os01g24010.1		ref|NP_001042955.1| 0.0  Os01g0342700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g24010.1 0.0 PDR5-like ABC transporter putative expressed		A_99_P060381		CV773147		0		TC389038		FGAS067543 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773147]

		16985		CUST_23741_PI390587928		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		A_99_P061018		BT009372		0		TC447969		Triticum aestivum clone wlm96.pk028.k4:fis, full insert mRNA sequence [BT009372]

		2028		CUST_2439_PI390587928		U35_44k_v1_2028		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-37  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 6e-39 PGPS/D12 putative expressed		A_99_P061523		TA95119_4565		0		TC406235		0

		17824		CUST_991_PI390587928		U35_44k_v1_17824		LOC_Os04g55670.1		emb|CAI93181.1| 0.0  glycosyltransferase [Hordeum vulgare]		LOC_Os04g55670.1 1e-142 glycosyltransferase putative expressed		A_99_P061583		AJ969056		glycosyltransferase		TC381830		Triticum aestivum mRNA for glycosyltransferase (pglcat7 gene) [AJ969056]

		43195		CUST_12437_PI390587928		U35_44k_v1_43195		-		No hits found		No hits found		A_99_P061933		CK210725		0		TC375790		FGAS022551 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210725]

		15828		CUST_29128_PI390587928		U35_44k_v1_15828		LOC_Os12g36880.1		gb|AAP04429.1| 4e-72  pathogenesis-related protein 10 [Hordeum vulgare]		LOC_Os12g36830.1 3e-30 pathogenesis-related protein 10 putative expressed		A_99_P063632		CA682325		0		TC461895		wlm24.pk0028.b5 wlm24 Triticum aestivum cDNA clone wlm24.pk0028.b5 5' end, mRNA sequence [CA682325]

		1070		CUST_30650_PI390587928		U35_44k_v1_1070		LOC_Os05g39990.1		gb|ACB45302.1| e-138  expansin EXPA11 [Hordeum vulgare]		LOC_Os05g39990.1 1e-122 alpha-expansin 1 precursor putative expressed		A_99_P063897		AY910580		expansin EXPA10		TC394735		Triticum aestivum expansin EXPA10 mRNA, complete cds [AY910580]

		40451		CUST_35487_PI390587928		U35_44k_v1_40451		-		ref|YP_874634.1| e-130  maturase K [Hordeum vulgare subsp. vulgare]		No hits found		A_99_P063967		BJ247487		0		TC368642		BJ247487 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf2g20 5', mRNA sequence [BJ247487]

		24436		CUST_12768_PI390587928		U35_44k_v1_24436		LOC_Os12g25090.2		gb|AAT40067.1| 6e-22  MPI [Zea diploperennis]		LOC_Os12g25090.2 7e-19 expressed protein		A_99_P068430		CJ850738		0		TC412205		CJ850738 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal16e06 5', mRNA sequence [CJ850738]

		18939		CUST_9612_PI390587928		U35_44k_v1_18939		LOC_Os02g44500.1		emb|CAB59894.1| 6e-95  glutathione peroxidase-like protein GPX15Hv [Hordeum vulgare subsp. vulgare]		LOC_Os04g46960.2 1e-68 phospholipid hydroperoxide glutathione peroxidase putative expressed		A_99_P068905		CD490890		0		0		WHE3007_G12_N23ZT Wheat etiolated seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE3007_G12_N23, mRNA sequence [CD490890]

		17799		CUST_30566_PI390587928		U35_44k_v1_17799		LOC_Os01g62430.3		gb|AAC04628.1| 3e-60  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1 putative expressed		A_99_P071535		BT009397		0		TC372192		Triticum aestivum clone wlm96.pk039.k12:fis, full insert mRNA sequence [BT009397]

		15508		CUST_21119_PI390587928		U35_44k_v1_15508		LOC_Os11g31530.1		gb|EAY81075.1| 2e-67  hypothetical protein OsI_035034 [Oryza sativa (indica cultivar-group)]		LOC_Os11g31540.1 1e-68 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P071865		BT009398		0		TC374517		Triticum aestivum clone wlm96.pk042.k21:fis, full insert mRNA sequence [BT009398]

		19328		CUST_10604_PI390587928		U35_44k_v1_19328		LOC_Os02g16630.2		dbj|BAD27896.1| 2e-94  putative phosphoribosylanthranilate isomerase 1 (PAI1) [Oryza sativa Japonica Group]		LOC_Os02g16630.1 4e-96 tryptophan biosynthesis protein trpCF putative expressed		A_99_P071965		AK330368		0		TC370938		Triticum aestivum cDNA, clone: SET4_E15, cultivar: Chinese Spring [AK330368]

		8300		CUST_20647_PI390587928		U35_44k_v1_8300		LOC_Os01g07870.1		gb|EAZ10731.1| e-158  hypothetical protein OsJ_000556 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07870.1 1e-160 multidrug resistance-associated protein 3 putative expressed		A_99_P071982		BT009369		0		TC384071		Triticum aestivum clone wlm96.pk028.e8:fis, full insert mRNA sequence [BT009369]

		3554		CUST_34319_PI390587928		U35_44k_v1_3554		LOC_Os01g07870.1		gb|AAQ10074.1| e-131  multidrug resistance associated protein MRP2 [Triticum aestivum]		LOC_Os01g07870.1 1e-132 multidrug resistance-associated protein 3 putative expressed		A_99_P071982		BT009369		0		TC384071		Triticum aestivum clone wlm96.pk028.e8:fis, full insert mRNA sequence [BT009369]

		10590		CUST_38071_PI390587928		U35_44k_v1_10590		LOC_Os01g07870.1		gb|EAZ10731.1| 2e-76  hypothetical protein OsJ_000556 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07870.1 5e-78 multidrug resistance-associated protein 3 putative expressed		A_99_P071982		BT009369		0		TC384071		Triticum aestivum clone wlm96.pk028.e8:fis, full insert mRNA sequence [BT009369]

		43450		CUST_19867_PI390587928		U35_44k_v1_43450		LOC_Os03g62200.1		gb|AAR87397.1| 1e-79  ammonium transporter AMT2.1 [Triticum aestivum]		LOC_Os03g62200.1 2e-71 ammonium transporter 2 putative expressed		A_99_P072045		BT009273		ammonium transporter AMT2.1		NP958347		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		10619		CUST_23300_PI390587928		U35_44k_v1_10619		LOC_Os03g62200.1		gb|AAR87397.1| e-121  ammonium transporter AMT2.1 [Triticum aestivum]		LOC_Os03g62200.1 1e-109 ammonium transporter 2 putative expressed		A_99_P072045		BT009273		ammonium transporter AMT2.1		NP958347		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		3001		CUST_9174_PI390587928		U35_44k_v1_3001		LOC_Os03g09060.1		ref|NP_001049226.1| 2e-86  Os03g0190100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g09060.1 4e-88 14-dihydroxy-2-naphthoate octaprenyltransferase putative expressed		A_99_P072250		BT009062		0		TC431367		Triticum aestivum clone wds1f.pk002.a12:fis, full insert mRNA sequence [BT009062]

		2673		CUST_8161_PI390587928		U35_44k_v1_2673		LOC_Os08g03350.1		ref|NP_001060901.1| 0.0  Os08g0127100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03350.1 0.0 LHT1 putative expressed		A_99_P073850		BT009250		0		TC378805		Triticum aestivum clone wlk4.pk0003.e2:fis, full insert mRNA sequence [BT009250]

		11169		CUST_9816_PI390587928		U35_44k_v1_11169		LOC_Os01g07870.1		gb|AAQ10074.1| e-176  multidrug resistance associated protein MRP2 [Triticum aestivum]		LOC_Os01g07870.1 1e-156 multidrug resistance-associated protein 3 putative expressed		A_99_P074585		AF532601		multidrug resistance associated protein MRP2		TC378225		Triticum aestivum multidrug resistance associated protein MRP2 mRNA, complete cds [AF532601]

		4300		CUST_11755_PI390587928		U35_44k_v1_4300		LOC_Os02g33380.1		ref|NP_001047045.1| 1e-54  Os02g0537000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g33380.1 2e-56 pectinesterase inhibitor domain containing protein expressed		A_99_P076280		DR738336		0		TC369857		FGAS083553 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738336]

		7597		CUST_36659_PI390587928		U35_44k_v1_7597		LOC_Os01g57510.1		ref|NP_001044460.1| 3e-97  Os01g0784200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57510.1 7e-99 receptor protein kinase putative expressed		A_99_P077070		CJ803105		0		TC407075		CJ803105 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27k02 5', mRNA sequence [CJ803105]

		4670		CUST_22180_PI390587928		U35_44k_v1_4670		LOC_Os09g15420.1		gb|AAX49505.2| e-114  UDP-D-glucose epimerase 2 [Hordeum vulgare]		LOC_Os09g15420.1 1e-100 UDP-glucose 4-epimerase GEPI48 putative expressed		A_99_P079920		CK203901		0		0		FGAS012436 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK203901]

		6939		CUST_460_PI390587928		U35_44k_v1_6939		LOC_Os01g72160.1		ref|NP_001104988.1| 7e-93  glutathione S-transferase GST 24 [Zea mays]		LOC_Os01g72150.1 4e-70 glutathione S-transferase putative expressed		A_99_P080435		TA88925_4565		0		TC370231		Rep: Glutathione S-transferase GST 24 - Zea mays (Maize), partial (92%) [TC370231]

		5394		CUST_16585_PI390587928		U35_44k_v1_5394		LOC_Os04g39010.1		ref|NP_001053015.1| 2e-18  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 3e-20 ATFP4 putative expressed		A_99_P080470		CN010035		0		TC411893		WHE3865_G01_N01ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3865_G01_N01, mRNA sequence [CN010035]

		4929		CUST_38525_PI390587928		U35_44k_v1_4929		-		No hits found		No hits found		A_99_P082125		DR740782		0		TC410391		FGAS000718 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740782]

		7510		CUST_15396_PI390587928		U35_44k_v1_7510		LOC_Os01g65480.1		gb|EAZ14346.1| 3e-43  hypothetical protein OsJ_004171 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65480.1 7e-45 dnaJ protein homolog 1 putative expressed		A_99_P082640		TA102796_4565		0		TC374797		0

		27334		CUST_31374_PI390587928		U35_44k_v1_27334		LOC_Os12g43430.1		gb|AAK55323.2|AF355455_1 1e-71  thaumatin-like protein TLP4 [Hordeum vulgare]		LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor putative expressed		A_99_P082665		CK217898		0		TC413450		FGAS029900 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217898]

		46024		CUST_39318_PI390587928		U35_44k_v1_46024		LOC_Os08g37940.2		ref|NP_001062091.1| 3e-30  Os08g0485900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37940.2 5e-32 HAD-superfamily hydrolase subfamily IA variant 3 putative expressed		A_99_P083625		AK330445		0		TC452485		Triticum aestivum cDNA, clone: SET4_H15, cultivar: Chinese Spring [AK330445]

		15347		CUST_28726_PI390587928		U35_44k_v1_15347		LOC_Os09g35030.1		gb|AAX23701.1| 1e-96  HvCBF6 [Hordeum vulgare subsp. vulgare]		LOC_Os09g35030.1 1e-56 sbCBF6 putative expressed		A_99_P083870		DY761330		CBFIIIa-D6		TC369029		EST226 Stress treated wheat cDNA libraries from the FGAS project Triticum aestivum cDNA clone 917, mRNA sequence [DY761330]

		6884		CUST_18554_PI390587928		U35_44k_v1_6884		LOC_Os04g44550.1		ref|NP_001053369.1| 1e-30  Os04g0527700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44550.1 3e-32 coiled-coil-helix-coiled-coil-helix domain-containing protein 4 putative expressed		A_99_P084510		CK210200		0		TC388484		FGAS021997 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210200]

		5097		CUST_6111_PI390587928		U35_44k_v1_5097		LOC_Os02g01590.1		dbj|BAE19752.1| 5e-25  fructan:fructan 1-fructosyltransferase [Triticum aestivum]		LOC_Os02g01590.1 7e-22 beta-fructofuranosidase 1 precursor putative expressed		A_99_P086245		AB088409		fructan:fructan 1-fructosyltransferase		TC414740		Triticum aestivum 1-FFT-A mRNA for fructan:fructan 1-fructosyltransferase, complete cds [AB088409]

		20145		CUST_41229_PI390587928		U35_44k_v1_20145		LOC_Os04g50790.1		ref|NP_001053727.1| e-120  Os04g0594400 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g50790.1 1e-121 nucleic acid binding protein putative expressed		A_99_P088085		DR739834		0		TC411591		FGAS000101 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739834]

		26455		CUST_5057_PI390587928		U35_44k_v1_26455		LOC_Os02g45120.2		ref|NP_001047708.1| 3e-23  Os02g0672700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45120.2 6e-25 expressed protein		A_99_P090350		BU099432		0		TC390503		WHE3307_D01_H01ZS Chinese Spring wheat drought stressed root cDNA library Triticum aestivum cDNA clone WHE3307_D01_H01, mRNA sequence [BU099432]

		9129		CUST_22582_PI390587928		U35_44k_v1_9129		LOC_Os03g43684.1		ref|NP_001050727.1| 3e-66  Os03g0637900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g43684.1 9e-68 expressed protein		A_99_P090390		AK334748		0		TC413169		Triticum aestivum cDNA, clone: WT010_O15, cultivar: Chinese Spring [AK334748]

		9350		CUST_373_PI390587928		U35_44k_v1_9350		LOC_Os03g03600.1		gb|ABI95392.1| 1e-26  fasciclin-like protein FLA2 [Triticum aestivum]		LOC_Os03g03600.1 3e-14 fasciclin-like arabinogalactan protein 8 precursor putative expressed		A_99_P090400		DQ872375		fasciclin-like protein FLA2		TC411128		Triticum aestivum fasciclin-like protein FLA2 mRNA, complete cds [DQ872375]

		3742		CUST_40630_PI390587928		U35_44k_v1_3742		LOC_Os04g43440.1		gb|EAY94839.1| 0.0  hypothetical protein OsI_016072 [Oryza sativa (indica cultivar-group)]		LOC_Os04g43440.1 0.0 NB-ARC domain containing protein expressed		A_99_P090775		CD882291		0		TC446608		F1.105P19F010330 F1 Triticum aestivum cDNA clone F1105P19, mRNA sequence [CD882291]

		20792		CUST_34034_PI390587928		U35_44k_v1_20792		LOC_Os01g72610.1		emb|CAI30069.1| 0.0  glycosyltransferase [Triticum aestivum]		LOC_Os01g72610.1 1e-141 glycosyltransferase putative expressed		A_99_P094130		AJ867392		glycosyltransferase		TC368604		Triticum aestivum mRNA for glycosyltransferase (a1 gene) [AJ867392]

		15110		CUST_2570_PI390587928		U35_44k_v1_15110		LOC_Os01g03760.2		ref|NP_001041912.1| e-163  Os01g0128400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03760.1 1e-164 expressed protein		A_99_P095075		AY091513		beta-D-glucan exohydrolase		TC381694		Triticum aestivum beta-D-glucan exohydrolase mRNA, complete cds [AY091513]

		12884		CUST_11966_PI390587928		U35_44k_v1_12884		LOC_Os03g47280.1		No hits found		LOC_Os03g47280.1 5e-05 VQ motif family protein expressed		A_99_P095210		BQ743841		0		TC422367		WHE4108_G08_N16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4108_G08_N16, mRNA sequence [BQ743841]

		15762		CUST_10407_PI390587928		U35_44k_v1_15762		-		No hits found		No hits found		A_99_P095910		CA685366		0		TC421381		wlm96.pk029.o18 wlm96 Triticum aestivum cDNA clone wlm96.pk029.o18 5' end, mRNA sequence [CA685366]

		4630		CUST_33765_PI390587928		U35_44k_v1_4630		LOC_Os01g43520.2		gb|ABX76295.1| 0.0  neutral ceramidase [Triticum aestivum]		LOC_Os01g43520.2 0.0 ceramidase putative expressed		A_99_P096245		EU200974		neutral ceramidase		TC368943		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		18470		CUST_34056_PI390587928		U35_44k_v1_18470		LOC_Os01g43520.2		gb|ABX76295.1| 0.0  neutral ceramidase [Triticum aestivum]		LOC_Os01g43520.2 1e-174 ceramidase putative expressed		A_99_P096245		EU200974		neutral ceramidase		TC368943		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		4297		CUST_4296_PI390587928		U35_44k_v1_4297		LOC_Os01g46510.2		ref|NP_001043744.1| 4e-62  Os01g0653800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46510.2 8e-64 peptidase S8 and S53 subtilisin kexin sedolisin putative expressed		A_99_P097330		TA85468_4565		0		TC376149		Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC376149]

		27481		CUST_24982_PI390587928		U35_44k_v1_27481		LOC_Os09g16380.1		gb|EAZ44307.1| e-123  hypothetical protein OsJ_027790 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16380.1 2e-91 ABC1 protein putative		A_99_P097870		0		0		0		0

		22073		CUST_39308_PI390587928		U35_44k_v1_22073		LOC_Os08g29570.1		gb|EAZ42586.1| 4e-27  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 8e-29 PDR-type ABC transporter 1 putative expressed		A_99_P097870		0		0		0		0

		11277		CUST_40396_PI390587928		U35_44k_v1_11277		LOC_Os08g29570.1		gb|EAZ42586.1| 2e-71  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 5e-73 PDR-type ABC transporter 1 putative expressed		A_99_P097870		0		0		0		0

		25101		CUST_32942_PI390587928		U35_44k_v1_25101		LOC_Os12g42570.1		gb|EAZ21254.1| e-99  hypothetical protein OsJ_035463 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42570.1 1e-101 expressed protein		A_99_P098065		TA95372_4565		0		TC409145		0

		16304		CUST_7877_PI390587928		U35_44k_v1_16304		LOC_Os07g35260.1		gb|EAZ04185.1| 4e-81  hypothetical protein OsI_025417 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35260.1 4e-72 serine/threonine kinase-like protein putative expressed		A_99_P098315		DR741786		0		TC377381		FGAS030830 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741786]

		16301		CUST_7880_PI390587928		U35_44k_v1_16301		LOC_Os07g35260.1		gb|EAZ04185.1| 2e-77  hypothetical protein OsI_025417 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35260.1 2e-68 serine/threonine kinase-like protein putative expressed		A_99_P098315		DR741786		0		TC377381		FGAS030830 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741786]

		29026		CUST_35533_PI390587928		U35_44k_v1_29026		LOC_Os12g07880.1		gb|EAZ19835.1| 2e-86  hypothetical protein OsJ_034044 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07880.1 5e-88 ARC5 putative expressed		A_99_P100000		CK207180		0		TC449801		FGAS018798 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207180]

		42917		CUST_38098_PI390587928		U35_44k_v1_42917		LOC_Os02g09960.1		gb|EAY84835.1| 7e-47  hypothetical protein OsI_006068 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09960.1 1e-47 protein kinase putative expressed		A_99_P100305		BQ806475		0		0		WHE3579_E04_I07ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3579_E04_I07, mRNA sequence [BQ806475]

		22878		CUST_823_PI390587928		U35_44k_v1_22878		LOC_Os02g50990.3		ref|NP_001048097.1| 2e-65  Os02g0743700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50990.3 4e-67 RING-H2 finger protein ATL1Q putative expressed		A_99_P103780		BE489865		0		TC421861		WHE1071-1074_D22_D22ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1071-1074_D22_D22, mRNA sequence [BE489865]

		26265		CUST_2515_PI390587928		U35_44k_v1_26265		LOC_Os01g49614.1		gb|EAZ13157.1| 7e-90  hypothetical protein OsJ_002982 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49580.1 2e-91 protein kinase domain containing protein expressed		A_99_P105030		DR741498		0		TC376288		FGAS030553 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741498]

		9169		CUST_22548_PI390587928		U35_44k_v1_9169		LOC_Os02g52830.1		gb|EAZ24738.1| 4e-58  hypothetical protein OsJ_008221 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52830.1 1e-59 triacylglycerol lipase putative expressed		A_99_P105215		BG904413		0		TC428043		TaLr1132A04R TaLr1 Triticum aestivum cDNA clone TaLr1132A04 5', mRNA sequence [BG904413]

		11090		CUST_18498_PI390587928		U35_44k_v1_11090		LOC_Os02g27060.2		ref|NP_001046829.1| 1e-48  Os02g0469900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g27060.2 3e-50 HMG box family protein expressed		A_99_P105720		CK206022		0		TC405315		FGAS017596 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206022]

		43071		CUST_24843_PI390587928		U35_44k_v1_43071		LOC_Os01g25340.1		gb|EAZ38501.1| 1e-06  hypothetical protein OsJ_021984 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02590.2 4e-08 expressed protein		A_99_P106160		BE488821		0		TC434816		WHE1078_G07_N14ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1078_G07_N14, mRNA sequence [BE488821]

		3000		CUST_9176_PI390587928		U35_44k_v1_3000		LOC_Os07g41080.1		gb|EAZ40563.1| e-121  hypothetical protein OsJ_024046 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41080.1 1e-123 hydrolase alpha/beta fold family protein		A_99_P107790		CA497981		0		TC400658		WHE3236_G10_N20ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3236_G10_N20, mRNA sequence [CA497981]

		5514		CUST_13743_PI390587928		U35_44k_v1_5514		LOC_Os03g29850.1		ref|NP_001050351.1| e-132  Os03g0411800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29850.1 1e-133 zinc transporter 2 precursor putative expressed		A_99_P108795		CJ876829		0		TC389034		CJ876829 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls22g14 5', mRNA sequence [CJ876829]

		28427		CUST_21950_PI390587928		U35_44k_v1_28427		LOC_Os01g48200.1		gb|EAZ13049.1| e-124  hypothetical protein OsJ_002874 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55040.1 1e-115 ATGSL05 putative expressed		A_99_P112780		CD886203		1,3-beta-glucan synthase 22-like		TC437170		G118.101K08F010601 G118 Triticum aestivum cDNA clone G118101K08, mRNA sequence [CD886203]

		4269		CUST_4324_PI390587928		U35_44k_v1_4269		LOC_Os03g04470.1		ref|NP_001048903.1| 3e-65  Os03g0137600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04470.1 6e-67 expressed protein		A_99_P114360		CJ723696		0		TC443951		CJ723696 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh2c17 5', mRNA sequence [CJ723696]

		32976		CUST_26241_PI390587928		U35_44k_v1_32976		LOC_Os08g13690.1		emb|CAE54286.1| 1e-36  receptor-like kinase with LRR repeats [Triticum aestivum]		LOC_Os04g15660.1 9e-29 receptor-like protein kinase 5 precursor putative		A_99_P114865		DR741676		0		TC386416		FGAS030727 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741676]

		22629		CUST_23246_PI390587928		U35_44k_v1_22629		LOC_Os01g10640.1		No hits found		No hits found		A_99_P115130		CJ659786		0		TC422278		CJ659786 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg20e20 5', mRNA sequence [CJ659786]

		9168		CUST_22549_PI390587928		U35_44k_v1_9168		-		gb|EAY81588.1| 4e-52  hypothetical protein OsI_035547 [Oryza sativa (indica cultivar-group)]		LOC_Os12g37770.1 1e-19 RGH1A putative expressed		A_99_P115140		CJ598904		0		0		CJ598904 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone rwhv16n18d08 3', mRNA sequence [CJ598904]

		5173		CUST_16466_PI390587928		U35_44k_v1_5173		LOC_Os02g06360.1		ref|NP_001045955.1| e-163  Os02g0158300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g06360.1 1e-165 expressed protein		A_99_P115510		CJ732717		0		TC441770		CJ732717 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh10f24 5', mRNA sequence [CJ732717]

		7574		CUST_36681_PI390587928		U35_44k_v1_7574		LOC_Os12g42570.1		gb|EAZ21254.1| 3e-24  hypothetical protein OsJ_035463 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42570.1 6e-26 expressed protein		A_99_P116250		CJ642045		0		0		CJ642045 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec7i19 5', mRNA sequence [CJ642045]

		1701		CUST_10244_PI390587928		U35_44k_v1_1701		LOC_Os04g24220.3		emb|CAD40527.2| 0.0  OSJNBa0023J03.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		A_99_P117090		CJ668780		0		TC370808		CJ668780 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16d15 5', mRNA sequence [CJ668780]

		8775		CUST_14567_PI390587928		U35_44k_v1_8775		LOC_Os02g40840.1		gb|EAY86736.1| 2e-66  hypothetical protein OsI_007969 [Oryza sativa (indica cultivar-group)]		LOC_Os02g40840.1 6e-68 oxidoreductase putative expressed		A_99_P118545		CJ713605		0		TC448415		CJ713605 Y.Ogihara unpublished cDNA library Wh_VABA Triticum aestivum cDNA clone whva19f23 5', mRNA sequence [CJ713605]

		19434		CUST_14441_PI390587928		U35_44k_v1_19434		LOC_Os12g08180.1		gb|EAZ19859.1| 1e-88  hypothetical protein OsJ_034068 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g08180.1 2e-90 receptor-like protein kinase precursor putative expressed		A_99_P119594		CJ671329		0		TC374186		CJ671329 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv5j01 5', mRNA sequence [CJ671329]

		48718		CUST_34966_PI390587928		U35_44k_v1_48718		LOC_Os02g34790.1		gb|EAZ23420.1| 5e-70  hypothetical protein OsJ_006903 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g34790.1 1e-71 receptor-like protein kinase 5 precursor putative expressed		A_99_P120644		CJ671166		0		TC408316		CJ671166 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv4p10 5', mRNA sequence [CJ671166]

		46818		CUST_866_PI390587928		U35_44k_v1_46818		LOC_Os11g37700.1		gb|EAY81563.1| 3e-81  hypothetical protein OsI_035522 [Oryza sativa (indica cultivar-group)]		LOC_Os11g37700.1 7e-83 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P122945		EB513603		0		0		Ta08_07n07_R Ta08_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta08_07n07, mRNA sequence [EB513603]

		15962		CUST_6439_PI390587928		U35_44k_v1_15962		LOC_Os11g28060.1		gb|EAZ05312.1| e-145  hypothetical protein OsI_026544 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01450.1 1e-143 cytochrome P450 71C4 putative expressed		A_99_P124265		CK161299		0		TC374753		FGAS013865 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161299]

		6911		CUST_511_PI390587928		U35_44k_v1_6911		-		No hits found		No hits found		A_99_P125570		CD904416		0		TC421421		G356.113J01F010919 G356 Triticum aestivum cDNA clone G356113J01, mRNA sequence [CD904416]

		20283		CUST_18396_PI390587928		U35_44k_v1_20283		LOC_Os06g05050.1		gb|AAY34783.1| 0.0  wall-associated kinase 3 [Triticum aestivum]		LOC_Os02g02120.1 1e-117 OsWAK11 - OsWAK receptor-like protein kinase expressed		A_99_P126595		DR741869		0		TC377635		FGAS030911 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741869]

		15759		CUST_10427_PI390587928		U35_44k_v1_15759		LOC_Os04g35520.3		emb|CAH67301.1| e-154  OSIGBa0102D10.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35520.3 1e-156 OsAPx7 - Stromal Ascorbate Peroxidase encoding gene expressed		A_99_P127825		TA74669_4565		0		TC386102		0

		49112		CUST_41718_PI390587928		U35_44k_v1_49112		-		No hits found		No hits found		A_99_P127825		TA74669_4565		0		TC386102		0

		40359		CUST_593_PI390587928		U35_44k_v1_40359		-		No hits found		LOC_Os07g13800.1 7e-05 cytokinin-N-glucosyltransferase 1 putative expressed		A_99_P127995		TA96601_4565		0		TC415425		0

		21316		CUST_4278_PI390587928		U35_44k_v1_21316		LOC_Os07g18230.1		gb|EAZ39416.1| e-117  hypothetical protein OsJ_022899 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g18230.1 1e-119 lectin receptor-type protein kinase putative expressed		A_99_P128910		CJ707256		0		TC408305		CJ707256 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n9m10 5', mRNA sequence [CJ707256]

		18213		CUST_15145_PI390587928		U35_44k_v1_18213		LOC_Os05g46610.1		emb|CAA50223.1| e-142  MybHv33 [Hordeum vulgare subsp. vulgare]		LOC_Os05g46610.1 3e-79 myb-related protein Hv33 putative expressed		A_99_P129195		AB252145		myb-related protein		NP9351438		Triticum aestivum Tamyb2 mRNA for myb-related protein, complete cds [AB252145]

		26360		CUST_25400_PI390587928		U35_44k_v1_26360		LOC_Os12g41540.1		ref|NP_001067240.1| e-112  Os12g0609000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41540.1 1e-114 protein kinase putative expressed		A_99_P129265		DQ120791		STK protein kinase		NP9351615		Triticum aestivum STK protein kinase gene, partial cds [DQ120791]

		20579		CUST_17573_PI390587928		U35_44k_v1_20579		LOC_Os06g50030.1		dbj|BAD54109.1| e-152  putative calcium/calmodulin-dependent protein kinase [Oryza sativa Japonica Group]		LOC_Os10g36710.1 1e-137 CDPK-related protein kinase putative expressed		A_99_P129530		AW448132		0		TC393045		BRY_1726 BRY Triticum aestivum cDNA clone P46-11G, mRNA sequence [AW448132]

		7797		CUST_5779_PI390587928		U35_44k_v1_7797		-		No hits found		No hits found		A_99_P131475		CJ873852		0		TC417195		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		37158		CUST_41659_PI390587928		U35_44k_v1_37158		LOC_Os04g39010.1		ref|NP_001053015.1| 6e-22  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 2e-23 ATFP4 putative expressed		A_99_P133120		CJ631651		0		TC406737		CJ631651 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs8j08 5', mRNA sequence [CJ631651]

		21611		CUST_4623_PI390587928		U35_44k_v1_21611		LOC_Os03g59640.1		gb|AAZ32779.1| e-144  chloroplast Mg-chelatase subunit XANTHA-G precursor [Hordeum vulgare]		LOC_Os03g59640.1 1e-127 magnesium-chelatase subunit chlD chloroplast precursor putative expressed		A_99_P133530		CX536017		0		TC440100		kpw Chinese Spring wheat immature spikelet cDNA Triticum aestivum cDNA 5' similar to related to Mg++-cheletase subunit, mRNA sequence [CX536017]

		18185		CUST_3521_PI390587928		U35_44k_v1_18185		LOC_Os06g20370.1		dbj|BAD62190.1| 0.0  putative microtubule-associated protein [Oryza sativa Japonica Group]		LOC_Os06g20370.1 0.0 microtubule-associated protein MAP65-1a putative expressed		A_99_P133895		AK330617		0		TC369015		Triticum aestivum cDNA, clone: SET4_O06, cultivar: Chinese Spring [AK330617]

		37223		CUST_16989_PI390587928		U35_44k_v1_37223		LOC_Os03g42110.1		gb|EAY91019.1| 1e-82  hypothetical protein OsI_012252 [Oryza sativa (indica cultivar-group)]		LOC_Os03g42110.1 3e-84 N-acetyl-gamma-glutamyl-phosphate reductase chloroplast precursor putative expressed		A_99_P134355		BT009392		0		0		Triticum aestivum clone wlm96.pk037.f18:fis, full insert mRNA sequence [BT009392]

		13748		CUST_5196_PI390587928		U35_44k_v1_13748		LOC_Os03g42110.1		ref|NP_001050668.1| 0.0  Os03g0617900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42110.1 0.0 N-acetyl-gamma-glutamyl-phosphate reductase chloroplast precursor putative expressed		A_99_P134355		BT009392		0		0		Triticum aestivum clone wlm96.pk037.f18:fis, full insert mRNA sequence [BT009392]

		46282		CUST_17430_PI390587928		U35_44k_v1_46282		LOC_Os01g42410.1		gb|EAZ12650.1| 1e-59  hypothetical protein OsJ_002475 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42410.1 2e-61 PDR5-like ABC transporter putative expressed		A_99_P134885		BT009500		0		TC393218		Triticum aestivum clone wr1.pk0083.d6:fis, full insert mRNA sequence [BT009500]

		39643		CUST_23625_PI390587928		U35_44k_v1_39643		LOC_Os01g42410.1		gb|EAZ12650.1| 7e-34  hypothetical protein OsJ_002475 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42410.1 2e-35 PDR5-like ABC transporter putative expressed		A_99_P134885		BT009500		0		TC393218		Triticum aestivum clone wr1.pk0083.d6:fis, full insert mRNA sequence [BT009500]

		17048		CUST_35545_PI390587928		U35_44k_v1_17048		LOC_Os01g42410.1		gb|EAY74922.1| 0.0  hypothetical protein OsI_002769 [Oryza sativa (indica cultivar-group)]		LOC_Os01g42410.1 0.0 PDR5-like ABC transporter putative expressed		A_99_P134885		BT009500		0		TC393218		Triticum aestivum clone wr1.pk0083.d6:fis, full insert mRNA sequence [BT009500]

		11121		CUST_37311_PI390587928		U35_44k_v1_11121		LOC_Os01g42410.1		sp|Q8GU89|PDR4_ORYSJ 2e-23  Pleiotropic drug resistance protein 4		LOC_Os01g42410.1 5e-21 PDR5-like ABC transporter putative expressed		A_99_P134885		BT009500		0		TC393218		Triticum aestivum clone wr1.pk0083.d6:fis, full insert mRNA sequence [BT009500]

		16561		CUST_32077_PI390587928		U35_44k_v1_16561		LOC_Os03g03700.2		sp|P93766|MLO_HORVU 0.0  Protein MLO		LOC_Os03g03700.1 0.0 MLO protein homolog 1 putative expressed		A_99_P135365		AF384144		MLo protein		TC386975		Triticum aestivum MLo protein mRNA, complete cds [AF384144]

		10880		CUST_882_PI390587928		U35_44k_v1_10880		LOC_Os05g41440.2		emb|CAE47491.1| 1e-56  cytochrome P450 [Triticum aestivum]		LOC_Os05g41440.2 3e-50 cytochrome P450 98A1 putative expressed		A_99_P135605		AJ583532		0		TC390867		Triticum aestivum mRNA for cytochrome P450 (CYP98A12 gene) [AJ583532]

		26976		CUST_2178_PI390587928		U35_44k_v1_26976		LOC_Os10g33210.1		gb|EAY78886.1| 2e-89  hypothetical protein OsI_032845 [Oryza sativa (indica cultivar-group)]		LOC_Os10g33210.1 5e-91 peptide transporter PTR2 putative expressed		A_99_P136205		BT009242		0		TC383538		Triticum aestivum clone wlk1.pk0013.f1:fis, full insert mRNA sequence [BT009242]

		14970		CUST_4497_PI390587928		U35_44k_v1_14970		LOC_Os03g01310.1		gb|EAY88183.1| 1e-18  hypothetical protein OsI_009416 [Oryza sativa (indica cultivar-group)]		LOC_Os03g01300.1 2e-20 cortical cell-delineating protein precursor putative expressed		A_99_P137844		CV774931		0		0		FGAS069331 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774931]

		14918		CUST_35659_PI390587928		U35_44k_v1_14918		LOC_Os08g06100.1		gb|ABQ58825.1| 0.0  flavonoid O-methyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os08g06100.1 1e-156 quercetin 3-O-methyltransferase 1 putative expressed		A_99_P138000		BT009359		O-methyltransferase 3		TC376536		Triticum aestivum clone wlm96.pk025.c3:fis, full insert mRNA sequence [BT009359]

		14375		CUST_3740_PI390587928		U35_44k_v1_14375		LOC_Os12g42876.2		emb|CAJ01714.1| 0.0  methionine synthase 2 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P138590		AK335462		0		TC371165		Triticum aestivum cDNA, clone: WT012_P10, cultivar: Chinese Spring [AK335462]

		5178		CUST_16461_PI390587928		U35_44k_v1_5178		LOC_Os06g47530.1		gb|EAZ02187.1| 2e-37  hypothetical protein OsI_023419 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47530.1 3e-30 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P138825		TA95683_4565		0		TC428299		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		1500		CUST_29254_PI390587928		U35_44k_v1_1500		LOC_Os06g33710.4		ref|NP_001057773.1| e-112  Os06g0528600 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g33710.4 1e-114 spermidine synthase 1 putative expressed		A_99_P139015		CK155309		0		0		FGAS036097 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK155309]

		236		CUST_7609_PI390587928		U35_44k_v1_236		LOC_Os03g57460.1		gb|ABI95416.1| e-165  fasciclin-like protein FLA26 [Triticum aestivum]		LOC_Os03g57460.1 1e-151 fasciclin domain putative expressed		A_99_P140483		DQ872400		fasciclin-like protein FLA27		NP9351269		Triticum aestivum fasciclin-like protein FLA27 mRNA, complete cds [DQ872400]

		15347		CUST_28726_PI390587928		U35_44k_v1_15347		LOC_Os09g35030.1		gb|AAX23701.1| 1e-96  HvCBF6 [Hordeum vulgare subsp. vulgare]		LOC_Os09g35030.1 1e-56 sbCBF6 putative expressed		A_99_P140588		EF028755		CBFIIIa-6.1		NP9351108		Triticum aestivum CBFIIIa-6.1 mRNA, complete cds [EF028755]

		30558		CUST_28378_PI390587928		U35_44k_v1_30558		LOC_Os08g10150.1		gb|EAZ41843.1| 6e-36  hypothetical protein OsJ_025326 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g10150.1 2e-36 SHR5-receptor-like kinase putative		A_99_P140913		TC386672		0		TC386672		Rep: Os08g0201700 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC386672]

		11466		CUST_32212_PI390587928		U35_44k_v1_11466		LOC_Os05g37200.2		ref|NP_001055680.1| 8e-97  Os05g0444300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37200.2 2e-98 solute carrier family 35 member F1 putative expressed		A_99_P141513		TC439497		0		TC439497		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC439497]

		14345		CUST_3836_PI390587928		U35_44k_v1_14345		LOC_Os07g48050.1		emb|CAB99487.1| e-149  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os07g48050.1 1e-115 peroxidase precursor putative expressed		A_99_P141803		X85229		peroxidase		TC378627		T.aestivum pox3 gene [X85229]

		34344		CUST_22329_PI390587928		U35_44k_v1_34344		LOC_Os12g19030.1		gb|AAY34779.1| 9e-20  wall-associated kinase-like 1 [Triticum aestivum]		LOC_Os09g38834.1 6e-18 OsWAK89b - OsWAK receptor-like protein kinase expressed		A_99_P142423		TA104904_4565		0		TC372586		Rep: Wall-associated kinase-like 1 - Triticum aestivum (Wheat), partial (55%) [TC372586]

		12444		CUST_21253_PI390587928		U35_44k_v1_12444		LOC_Os08g02560.1		gb|EAZ41333.1| 1e-18  hypothetical protein OsJ_024816 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02580.1 2e-20 conserved hypothetical protein		A_99_P142983		BM135747		0		TC420041		WHE2623_F01_L01ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE2623_F01_L01, mRNA sequence [BM135747]

		9328		CUST_390_PI390587928		U35_44k_v1_9328		LOC_Os08g02560.1		ref|NP_001060871.1| 6e-55  Os08g0119300 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02560.1 1e-53 conserved hypothetical protein		A_99_P142983		BM135747		0		TC420041		WHE2623_F01_L01ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE2623_F01_L01, mRNA sequence [BM135747]

		22190		CUST_6826_PI390587928		U35_44k_v1_22190		LOC_Os10g34170.1		ref|NP_001064882.1| e-145  Os10g0482900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g34170.1 1e-147 domain found in Dishevelled Egl-10 and Pleckstrin family protein expressed		A_99_P143338		CJ953296		0		TC392237		CJ953296 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul38c02 5', mRNA sequence [CJ953296]

		26406		CUST_9021_PI390587928		U35_44k_v1_26406		LOC_Os06g19370.2		gb|EAZ36716.1| 4e-55  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.2 8e-57 embryogenesis transmembrane protein putative expressed		A_99_P144248		CJ907456		0		TC453335		CJ907456 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles7k03 5', mRNA sequence [CJ907456]

		22472		CUST_15630_PI390587928		U35_44k_v1_22472		LOC_Os01g58140.1		ref|NP_001044501.1| 6e-18  Os01g0793900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58140.1 1e-19 expressed protein		A_99_P145261		CA728497		0		TC447552		wdi1c.pk004.o6 wdi1c Triticum aestivum cDNA clone wdi1c.pk004.o6 5' end, mRNA sequence [CA728497]

		11013		CUST_2164_PI390587928		U35_44k_v1_11013		LOC_Os02g43430.1		ref|NP_001047588.1| 3e-66  Os02g0650500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43430.1 6e-68 protein kinase APK1B chloroplast precursor putative expressed		A_99_P145391		CJ855858		0		TC419096		CJ855858 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal34n02 5', mRNA sequence [CJ855858]

		19674		CUST_30400_PI390587928		U35_44k_v1_19674		LOC_Os04g10410.1		emb|CAH65854.1| e-123  OSIGBa0140C02.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10460.1 1e-124 amidase putative expressed		A_99_P145737		CJ905038		0		TC410526		CJ905038 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles37a15 5', mRNA sequence [CJ905038]

		24817		CUST_27806_PI390587928		U35_44k_v1_24817		LOC_Os01g72900.1		ref|NP_001045459.1| 2e-13  Os01g0959100 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72900.1 5e-15 abscisic stress ripening protein 1 putative expressed		A_99_P146197		CD933183		0		TC418737		GR45.120C01F010719 GR45 Triticum aestivum cDNA clone GR45120C01, mRNA sequence [CD933183]

		30765		CUST_27485_PI390587928		U35_44k_v1_30765		LOC_Os05g49620.1		gb|ABN43183.1| 6e-09  WRKY transcription factor [Triticum aestivum]		No hits found		A_99_P148637		AK335019		WRKY transcription factor		TC453350		Triticum aestivum cDNA, clone: WT011_N09, cultivar: Chinese Spring [AK335019]

		38900		CUST_4554_PI390587928		U35_44k_v1_38900		LOC_Os01g46800.1		gb|ABN43183.1| 2e-61  WRKY transcription factor [Triticum aestivum]		LOC_Os05g49620.1 2e-41 OsWRKY19 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P148637		AK335019		WRKY transcription factor		TC453350		Triticum aestivum cDNA, clone: WT011_N09, cultivar: Chinese Spring [AK335019]

		6834		CUST_18603_PI390587928		U35_44k_v1_6834		LOC_Os07g35310.1		gb|EAZ04196.1| e-152  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35310.1 1e-152 CRK10 putative expressed		A_99_P148937		CJ961991		0		0		CJ961991 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28f07 3', mRNA sequence [CJ961991]

		10081		CUST_39355_PI390587928		U35_44k_v1_10081		LOC_Os07g35390.1		ref|NP_001059875.1| 2e-50  Os07g0537500 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35310.2 5e-52 CRK10 putative expressed		A_99_P148937		CJ961991		0		0		CJ961991 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28f07 3', mRNA sequence [CJ961991]

		27271		CUST_31271_PI390587928		U35_44k_v1_27271		LOC_Os04g58090.1		ref|NP_001054263.1| 3e-26  Os04g0677300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58090.1 8e-28 NHL25 putative expressed		A_99_P149162		CJ849756		0		TC457214		CJ849756 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal13a04 5', mRNA sequence [CJ849756]

		20056		CUST_293_PI390587928		U35_44k_v1_20056		-		No hits found		No hits found		A_99_P149602		CJ778475		0		TC432920		CJ778475 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26m05 5', mRNA sequence [CJ778475]

		47030		CUST_18459_PI390587928		U35_44k_v1_47030		LOC_Os09g37040.1		gb|EAZ09934.1| 2e-15  hypothetical protein OsI_031166 [Oryza sativa (indica cultivar-group)]		LOC_Os09g37040.1 5e-17 bZIP protein putative expressed		A_99_P149677		CJ805095		0		TC430329		CJ805095 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct32m08 5', mRNA sequence [CJ805095]

		628		CUST_12534_PI390587928		U35_44k_v1_628		LOC_Os10g38710.1		ref|NP_001065137.1| 3e-67  Os10g0530500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38710.1 6e-69 glutathione S-transferase GSTU6 putative expressed		A_99_P150307		CJ875925		0		TC444513		CJ875925 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls1b06 5', mRNA sequence [CJ875925]

		20630		CUST_16230_PI390587928		U35_44k_v1_20630		LOC_Os03g15080.1		gb|EAY89302.1| 4e-64  hypothetical protein OsI_010535 [Oryza sativa (indica cultivar-group)]		LOC_Os03g15080.1 1e-65 expressed protein		A_99_P152292		CJ853697		0		TC432893		CJ853697 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal29k09 5', mRNA sequence [CJ853697]

		3663		CUST_16967_PI390587928		U35_44k_v1_3663		LOC_Os03g60960.1		gb|EAY92400.1| 0.0  hypothetical protein OsI_013633 [Oryza sativa (indica cultivar-group)]		LOC_Os03g60960.1 0.0 cytokinin-N-glucosyltransferase 1 putative expressed		A_99_P152432		CJ856243		0		TC438322		CJ856243 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal36g19 5', mRNA sequence [CJ856243]

		4251		CUST_30954_PI390587928		U35_44k_v1_4251		LOC_Os03g08999.1		ref|NP_001049222.1| e-109  Os03g0189400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08999.1 1e-111 alcohol dehydrogenase 1 putative expressed		A_99_P153072		CJ879087		0		TC439880		CJ879087 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls2n09 5', mRNA sequence [CJ879087]

		46463		CUST_15561_PI390587928		U35_44k_v1_46463		LOC_Os01g47560.1		gb|AAU10654.1| 2e-08  WRKY transcription factor [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49100.1 5e-10 OsWRKY49 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P153457		CJ900721		0		TC447085		CJ900721 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles23c23 5', mRNA sequence [CJ900721]

		44738		CUST_34068_PI390587928		U35_44k_v1_44738		LOC_Os01g58130.1		ref|NP_001044500.1| 1e-32  Os01g0793800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58130.1 3e-34 expressed protein		A_99_P153587		CJ907927		0		TC403819		CJ907927 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8m04 5', mRNA sequence [CJ907927]

		7821		CUST_50_PI390587928		U35_44k_v1_7821		LOC_Os09g16950.1		gb|EAZ44316.1| e-107  hypothetical protein OsJ_027799 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16540.1 1e-108 protein kinase putative expressed		A_99_P154277		CJ949632		0		TC412373		CJ949632 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul27b03 5', mRNA sequence [CJ949632]

		17475		CUST_39646_PI390587928		U35_44k_v1_17475		-		No hits found		No hits found		A_99_P154702		CJ664909		0		TC373713		CJ664909 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp20k12 5', mRNA sequence [CJ664909]

		15091		CUST_20450_PI390587928		U35_44k_v1_15091		LOC_Os03g32580.1		gb|AAU82111.1| e-103  leucine-rich repeat protein [Triticum aestivum]		LOC_Os03g32580.1 1e-101 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P156052		TA62671_4565		0		TC373065		0

		15061		CUST_20547_PI390587928		U35_44k_v1_15061		LOC_Os09g17840.1		gb|AAF80449.1|AF161718_1 0.0  Sec61p [Triticum aestivum]		LOC_Os09g17840.1 0.0 protein transport protein Sec61 alpha subunit isoform 2 putative expressed		A_99_P156742		AK332520		Sec61p		TC423675		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		157		CUST_26522_PI390587928		U35_44k_v1_157		LOC_Os10g34920.1		gb|ABV22582.1| e-118  PR17c precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34920.1 2e-72 secretory protein putative expressed		A_99_P157077		CK212311		secretory protein		0		FGAS024182 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212311]

		2770		CUST_1896_PI390587928		U35_44k_v1_2770		LOC_Os05g48900.1		gb|ABI95405.1| 6e-81  fasciclin-like protein FLA15 [Triticum aestivum]		LOC_Os05g48900.1 4e-60 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P157222		AK332545		0		TC384151		Triticum aestivum cDNA, clone: WT004_E01, cultivar: Chinese Spring [AK332545]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P157267		DR735495		glutathione transferase F5		TC370729		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		1405		CUST_7741_PI390587928		U35_44k_v1_1405		LOC_Os12g13320.1		ref|NP_001066459.1| 0.0  Os12g0235800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13320.1 0.0 argininosuccinate synthase chloroplast precursor putative expressed		A_99_P157327		CV770773		0		TC412393		FGAS065166 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770773]

		46973		CUST_34482_PI390587928		U35_44k_v1_46973		LOC_Os03g50340.1		gb|AAS58474.1| 9e-30  coatomer alpha subunit [Hordeum vulgare subsp. vulgare]		LOC_Os03g50340.1 9e-30 coatomer subunit alpha putative expressed		A_99_P157602		AF176226		COP alpha homolog		TC402675		Triticum aestivum COP alpha homolog mRNA, partial cds [AF176226]

		20153		CUST_41207_PI390587928		U35_44k_v1_20153		LOC_Os03g50340.1		gb|AAG09228.1| 0.0  COP alpha homolog [Triticum aestivum]		LOC_Os09g04110.2 0.0 coatomer subunit alpha putative expressed		A_99_P157602		AF176226		COP alpha homolog		TC402675		Triticum aestivum COP alpha homolog mRNA, partial cds [AF176226]

		960		CUST_27655_PI390587928		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		A_99_P158407		EU082065		NADP-dependent malic enzyme		TC410333		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		1012		CUST_8915_PI390587928		U35_44k_v1_1012		LOC_Os03g62090.1		gb|AAR29964.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os03g62090.1 0.0 CESA5 - cellulose synthase expressed		A_99_P158477		CK210842		0		TC433523		FGAS022669 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210842]

		15199		CUST_27037_PI390587928		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		A_99_P158612		BT009287		0		TC407541		Triticum aestivum clone wlm0.pk0014.b1:fis, full insert mRNA sequence [BT009287]

		9360		CUST_365_PI390587928		U35_44k_v1_9360		LOC_Os01g68540.1		ref|NP_001045172.1| 2e-87  Os01g0913600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68540.1 4e-89 rho GDP-dissociation inhibitor 1 putative expressed		A_99_P158842		AK335279		0		TC420206		Triticum aestivum cDNA, clone: WT012_I01, cultivar: Chinese Spring [AK335279]

		1073		CUST_30647_PI390587928		U35_44k_v1_1073		LOC_Os01g60770.1		gb|AAT94292.1| e-115  alpha-expansin EXPA2 [Triticum aestivum]		LOC_Os01g60770.1 1e-112 alpha-expansin 10 precursor putative expressed		A_99_P159167		AK334553		expansin EXPA3		TC385735		Triticum aestivum cDNA, clone: WT010_E14, cultivar: Chinese Spring [AK334553]

		17331		CUST_40583_PI390587928		U35_44k_v1_17331		LOC_Os01g70380.1		ref|NP_001045279.1| 0.0  Os01g0928800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70380.1 0.0 serine palmitoyltransferase 2 putative expressed		A_99_P159597		AK331432		0		TC458207		Triticum aestivum cDNA, clone: WT007_H18, cultivar: Chinese Spring [AK331432]

		17346		CUST_40543_PI390587928		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		A_99_P160972		CK161245		chitinase 3		TC447464		FGAS013810 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161245]

		15759		CUST_10427_PI390587928		U35_44k_v1_15759		LOC_Os04g35520.3		emb|CAH67301.1| e-154  OSIGBa0102D10.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35520.3 1e-156 OsAPx7 - Stromal Ascorbate Peroxidase encoding gene expressed		A_99_P161447		CV771340		0		TC384997		FGAS065733 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771340]

		3035		CUST_33581_PI390587928		U35_44k_v1_3035		LOC_Os03g43720.7		ref|NP_001106048.1| 0.0  major facilitator superfamily protein [Zea mays]		LOC_Os03g43720.4 0.0 synaptic vesicle 2-related protein putative expressed		A_99_P161922		AK333179		0		TC398955		Triticum aestivum cDNA, clone: WT005_N13, cultivar: Chinese Spring [AK333179]

		882		CUST_31970_PI390587928		U35_44k_v1_882		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		A_99_P162562		DR738899		chitinase 1		TC378180		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		1012		CUST_8915_PI390587928		U35_44k_v1_1012		LOC_Os03g62090.1		gb|AAR29964.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os03g62090.1 0.0 CESA5 - cellulose synthase expressed		A_99_P162717		TA54541_4565		0		TC429902		Rep: Cellulose synthase-7 - Zea mays (Maize), partial (39%) [TC429902]

		15645		CUST_31902_PI390587928		U35_44k_v1_15645		LOC_Os11g32650.1		sp|P53415|CHS2_SECCE e-124  Chalcone synthase 2 (Naringenin-chalcone synthase 2)		LOC_Os11g32650.1 1e-117 chalcone synthase putative expressed		A_99_P163037		AY286098		chalcone synthase		TC368698		Triticum aestivum chalcone synthase (CHS1) mRNA, complete cds [AY286098]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P163037		AY286098		chalcone synthase		TC368698		Triticum aestivum chalcone synthase (CHS1) mRNA, complete cds [AY286098]

		47923		CUST_33335_PI390587928		U35_44k_v1_47923		LOC_Os11g32650.1		gb|AAQ19323.1| 2e-31  chalcone synthase [Triticum aestivum]		LOC_Os11g32650.1 3e-30 chalcone synthase putative expressed		A_99_P163037		AY286098		chalcone synthase		TC368698		Triticum aestivum chalcone synthase (CHS1) mRNA, complete cds [AY286098]

		39932		CUST_18075_PI390587928		U35_44k_v1_39932		LOC_Os01g67054.1		No hits found		No hits found		A_99_P163117		AK332726		calreticulin		TC445779		Triticum aestivum cDNA, clone: WT004_L11, cultivar: Chinese Spring [AK332726]

		14136		CUST_30733_PI390587928		U35_44k_v1_14136		-		No hits found		No hits found		A_99_P163992		AF442967		thaumatin-like protein		TC378613		Triticum aestivum clone WAS-3a thaumatin-like protein mRNA, complete cds [AF442967]

		14144		CUST_38285_PI390587928		U35_44k_v1_14144		LOC_Os12g43450.1		gb|AAK55325.1|AF355457_1 3e-73  thaumatin-like protein TLP7 [Hordeum vulgare]		LOC_Os12g43490.1 4e-54 alpha-amylase/trypsin inhibitor putative expressed		A_99_P163992		AF442967		thaumatin-like protein		TC378613		Triticum aestivum clone WAS-3a thaumatin-like protein mRNA, complete cds [AF442967]

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P164862		L28009		wali6 protein		TC409372		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		4900		CUST_1337_PI390587928		U35_44k_v1_4900		LOC_Os06g42720.1		ref|NP_001046156.1| 0.0  Os02g0191300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g09810.3 0.0 amino acid transporter-like protein putative expressed		A_99_P165322		AK331026		0		TC381261		Triticum aestivum cDNA, clone: SET5_O06, cultivar: Chinese Spring [AK331026]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P166984		X85228		peroxidase		TC382719		T.aestivum pox2 gene [X85228]

		5383		CUST_16596_PI390587928		U35_44k_v1_5383		LOC_Os03g55540.1		sp|Q42430|ZFP1_WHEAT 3e-33  Zinc finger protein 1 (WZF1)		LOC_Os03g55540.1 5e-32 zinc-finger protein 1 putative expressed		A_99_P167739		D16416		zinc-finger protein WZF1		TC371841		Triticum aestivum mRNA for zinc-finger protein WZF1, complete cds [D16416]

		4919		CUST_38555_PI390587928		U35_44k_v1_4919		LOC_Os03g55540.1		sp|Q42430|ZFP1_WHEAT 5e-37  Zinc finger protein 1 (WZF1)		LOC_Os03g55540.1 1e-28 zinc-finger protein 1 putative expressed		A_99_P167739		D16416		zinc-finger protein WZF1		TC371841		Triticum aestivum mRNA for zinc-finger protein WZF1, complete cds [D16416]

		14345		CUST_3836_PI390587928		U35_44k_v1_14345		LOC_Os07g48050.1		emb|CAB99487.1| e-149  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os07g48050.1 1e-115 peroxidase precursor putative expressed		A_99_P167794		AK336293		peroxidase		TC372232		Triticum aestivum cDNA, clone: SET3_L07, cultivar: Chinese Spring [AK336293]

		15380		CUST_31296_PI390587928		U35_44k_v1_15380		LOC_Os12g43380.1		sp|P32937|PR1A_HORVU 3e-89  Pathogenesis-related protein 1A/1B precursor		LOC_Os12g43430.1 2e-55 thaumatin-like protein precursor putative expressed		A_99_P167804		DR741149		thaumatin-like protein		TC407068		FGAS001081 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741149]

		210		CUST_7644_PI390587928		U35_44k_v1_210		LOC_Os10g34920.1		gb|ABV22584.1| e-121  PR17d precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34910.1 3e-68 secretory protein putative		A_99_P167864		U32431		hypothetical LOC543235		TC375395		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		7763		CUST_5812_PI390587928		U35_44k_v1_7763		LOC_Os03g08550.1		ref|NP_001049184.1| e-103  Os03g0183800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08550.1 1e-105 leucine-rich repeat transmembrane protein kinase 2 putative expressed		A_99_P168474		TA64884_4565		0		TC382535		0

		16763		CUST_4137_PI390587928		U35_44k_v1_16763		LOC_Os11g11780.1		gb|ABN45792.1| e-175  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11890.1 1e-88 protein kinase domain containing protein expressed		A_99_P170634		TA73685_4565		0		TC397910		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (41%) [TC397910]

		13827		CUST_14517_PI390587928		U35_44k_v1_13827		LOC_Os04g59150.3		emb|CAA05897.1| 4e-63  peroxidase [Hordeum vulgare]		LOC_Os04g59150.1 1e-32 peroxidase 12 precursor putative expressed		A_99_P171414		AJ878510		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		32574		CUST_17376_PI390587928		U35_44k_v1_32574		LOC_Os07g44460.1		dbj|BAF97642.1| 9e-26  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os04g59150.2 2e-14 peroxidase 12 precursor putative expressed		A_99_P171414		AJ878510		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		31961		CUST_38299_PI390587928		U35_44k_v1_31961		LOC_Os01g73170.1		emb|CAA05897.1| 1e-51  peroxidase [Hordeum vulgare]		LOC_Os04g59150.2 5e-28 peroxidase 12 precursor putative expressed		A_99_P171414		AJ878510		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		19974		CUST_26553_PI390587928		U35_44k_v1_19974		LOC_Os06g43620.1		ref|NP_001058180.1| e-136  Os06g0643700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43620.1 1e-138 haemolysin-III related family protein expressed		A_99_P172104		TC420331		0		TC420331		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (13%) [TC420331]

		147		CUST_26541_PI390587928		U35_44k_v1_147		LOC_Os08g08980.1		gb|AAF34811.1|AF005089_1 e-124  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 precursor putative expressed		A_99_P172109		DN949100		oxalate oxidase		TC377788		KUCD01_13_B04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949100]

		16985		CUST_23741_PI390587928		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		A_99_P172124		CV765350		0		TC411783		FGAS059735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765350]

		15643		CUST_31904_PI390587928		U35_44k_v1_15643		LOC_Os11g32650.1		sp|P53414|CHS1_SECCE 9e-91  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 2e-86 chalcone synthase putative expressed		A_99_P174849		CJ662941		0		TC385194		CJ662941 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp14k08 5', mRNA sequence [CJ662941]

		882		CUST_31970_PI390587928		U35_44k_v1_882		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		A_99_P174934		TA53899_4565		0		TC457574		Rep: Chitinase 1 - Triticum aestivum (Wheat), partial (34%) [TC457574]

		14397		CUST_25375_PI390587928		U35_44k_v1_14397		LOC_Os03g22730.3		ref|NP_001050112.1| 0.0  Os03g0350100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22740.1 0.0 nucleolar protein NOP5 putative expressed		A_99_P175034		0		0		0		0

		30532		CUST_13332_PI390587928		U35_44k_v1_30532		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-28  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 5e-30 esterase PIR7B putative expressed		A_99_P175629		CN012768		0		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		30412		CUST_16480_PI390587928		U35_44k_v1_30412		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-42  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 7e-44 esterase PIR7B putative expressed		A_99_P175629		CN012768		0		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		23208		CUST_24395_PI390587928		U35_44k_v1_23208		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-33  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		A_99_P175629		CN012768		0		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		45844		CUST_202_PI390587928		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		A_99_P175719		BQ744250		0		TC423415		WHE4113_D06_G11ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4113_D06_G11, mRNA sequence [BQ744250]

		22479		CUST_15624_PI390587928		U35_44k_v1_22479		LOC_Os06g36090.2		gb|EAZ37335.1| 6e-22  hypothetical protein OsJ_020818 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36090.2 1e-23 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P175729		CK210388		0		TC394054		FGAS022195 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210388]

		41493		CUST_26972_PI390587928		U35_44k_v1_41493		LOC_Os05g39720.1		gb|AAD32677.1|AF140554_1 9e-67  DNA-binding protein WRKY1 [Avena sativa]		LOC_Os05g39720.1 6e-63 OsWRKY70 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P176931		EU665427		WRKY transcription factor		TC377989		Triticum aestivum WRKY14 transcription factor mRNA, complete cds [EU665427]

		24669		CUST_10055_PI390587928		U35_44k_v1_24669		LOC_Os06g06350.1		gb|ABL11229.1| 0.0  putative acyl-CoA synthetase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06350.1 0.0 ACS-like protein putative expressed		A_99_P177889		CJ723907		0		TC440245		CJ723907 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh3a07 5', mRNA sequence [CJ723907]

		6174		CUST_24455_PI390587928		U35_44k_v1_6174		LOC_Os09g25100.1		gb|EAZ07132.1| 3e-79  hypothetical protein OsI_028364 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 15 putative expressed		A_99_P180370		CJ675337		0		TC425572		CJ675337 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms1m18 5', mRNA sequence [CJ675337]

		4480		CUST_40242_PI390587928		U35_44k_v1_4480		LOC_Os04g11820.1		ref|NP_001052211.1| 0.0  Os04g0194500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g11820.1 0.0 ABC transporter-like protein putative expressed		A_99_P180965		TA82664_4565		0		TC411573		0

		2498		CUST_17296_PI390587928		U35_44k_v1_2498		LOC_Os12g41710.1		gb|EAY83859.1| e-171  hypothetical protein OsI_037818 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41710.1 1e-176 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P181175		CA653269		0		TC385034		wre1n.pk168.a12 wre1n Triticum aestivum cDNA clone wre1n.pk168.a12 5' end, mRNA sequence [CA653269]

		1663		CUST_5643_PI390587928		U35_44k_v1_1663		LOC_Os09g15330.2		gb|EAZ08597.1| 3e-66  hypothetical protein OsI_029829 [Oryza sativa (indica cultivar-group)]		LOC_Os09g15330.2 8e-68 sugar transport protein 14 putative expressed		A_99_P183447		CA682193		0		TC392759		wlm24.pk0029.b2 wlm24 Triticum aestivum cDNA clone wlm24.pk0029.b2 5' end, mRNA sequence [CA682193]

		18460		CUST_24162_PI390587928		U35_44k_v1_18460		LOC_Os08g04540.1		dbj|BAD11769.1| 0.0  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 0.0 aromatic-L-amino-acid decarboxylase putative expressed		A_99_P183952		CK208047		0		TC378720		FGAS019725 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208047]

		14159		CUST_38246_PI390587928		U35_44k_v1_14159		LOC_Os03g51080.1		ref|NP_001051099.1| 0.0  Os03g0720300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51080.1 0.0 glutamate decarboxylase putative expressed		A_99_P185877		AF528524		hypothetical LOC542956		TC418783		Triticum aestivum putative glutamate decarboxylase 1 mRNA, partial cds [AF528524]

		3742		CUST_40630_PI390587928		U35_44k_v1_3742		LOC_Os04g43440.1		gb|EAY94839.1| 0.0  hypothetical protein OsI_016072 [Oryza sativa (indica cultivar-group)]		LOC_Os04g43440.1 0.0 NB-ARC domain containing protein expressed		A_99_P186347		CV760556		0		TC428028		FGAS054942 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV760556]

		16634		CUST_38157_PI390587928		U35_44k_v1_16634		LOC_Os09g39770.1		No hits found		No hits found		A_99_P186482		CD891900		0		TC434455		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		19328		CUST_10604_PI390587928		U35_44k_v1_19328		LOC_Os02g16630.2		dbj|BAD27896.1| 2e-94  putative phosphoribosylanthranilate isomerase 1 (PAI1) [Oryza sativa Japonica Group]		LOC_Os02g16630.1 4e-96 tryptophan biosynthesis protein trpCF putative expressed		A_99_P190422		CK199590		0		0		FGAS008093 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK199590]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P191147		AF262981		protein disulfide isomerase 3 precursor		TC399539		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		49430		CUST_33888_PI390587928		U35_44k_v1_49430		LOC_Os06g07100.2		gb|EAZ35957.1| 1e-25  hypothetical protein OsJ_019440 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		A_99_P192567		CJ693714		0		TC451037		CJ693714 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc14g02 5', mRNA sequence [CJ693714]

		48269		CUST_24559_PI390587928		U35_44k_v1_48269		LOC_Os03g61360.1		gb|EAZ29152.1| 3e-34  hypothetical protein OsJ_012635 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61360.1 5e-36 epoxide hydrolase 2 putative expressed		A_99_P192847		TA80867_4565		0		TC405518		Rep: Epoxide hydrolase - Ananas comosus (Pineapple), partial (43%) [TC405518]

		15270		CUST_10496_PI390587928		U35_44k_v1_15270		LOC_Os06g08041.1		gb|AAP95024.1| 6e-94  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os06g08032.1 3e-93 flavonol synthase/flavanone 3-hydroxylase putative expressed		A_99_P192962		TC453133		0		TC453133		Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley), partial (30%) [TC453133]

		16371		CUST_33023_PI390587928		U35_44k_v1_16371		LOC_Os03g03450.1		ref|NP_001048822.1| e-149  Os03g0126000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g03450.1 1e-150 anthranilate phosphoribosyltransferase chloroplast precursor putative expressed		A_99_P193168		CJ732908		0		TC429880		CJ732908 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh11f05 5', mRNA sequence [CJ732908]

		22562		CUST_38087_PI390587928		U35_44k_v1_22562		LOC_Os10g35950.1		ref|NP_001064997.1| 2e-37  Os10g0503300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35950.1 6e-39 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		A_99_P193313		CJ663212		0		TC427337		CJ663212 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp15k12 5', mRNA sequence [CJ663212]

		18302		CUST_16257_PI390587928		U35_44k_v1_18302		LOC_Os11g37700.1		emb|CAD59574.1| 0.0  PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P193978		TA69810_4565		0		TC371933		0

		38247		CUST_2504_PI390587928		U35_44k_v1_38247		LOC_Os02g10040.1		gb|EAZ22068.1| 4e-16  hypothetical protein OsJ_005551 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10040.1 1e-17 guanine nucleotide-exchange protein-like putative expressed		A_99_P194113		CJ829310		0		TC445325		CJ829310 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal29g19 5', mRNA sequence [CJ829310]

		22862		CUST_863_PI390587928		U35_44k_v1_22862		LOC_Os03g60840.1		gb|ABX84379.1| 4e-25  Bowman-Birk trypsin inhibitor-like protein [Triticum aestivum]		LOC_Os03g60840.1 4e-21 Bowman-Birk type trypsin inhibitor putative expressed		A_99_P194318		CJ872995		0		TC414248		CJ872995 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls10i20 5', mRNA sequence [CJ872995]

		16985		CUST_23741_PI390587928		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		A_99_P194348		CA670456		0		TC453071		0

		14518		CUST_34124_PI390587928		U35_44k_v1_14518		LOC_Os02g36940.1		ref|NP_001047231.1| 6e-67  Os02g0579800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36940.1 1e-68 expressed protein		A_99_P194463		TA67616_4565		0		TC404523		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC404523]

		1914		CUST_36245_PI390587928		U35_44k_v1_1914		LOC_Os08g06380.1		gb|ABZ01578.1| 0.0  cellulose synthase-like CslF6 [Hordeum vulgare]		LOC_Os08g06380.1 0.0 CSLF6 - cellulose synthase-like family F; beta13;14 glucan synthase expressed		A_99_P194873		AM743080		mixed beta glucan synthase-like		TC383979		Triticum aestivum mRNA for putative mixed beta glucan synthase (cslf6 gene), cultivar Cadenza [AM743080]

		1238		CUST_7753_PI390587928		U35_44k_v1_1238		LOC_Os04g56900.1		gb|AAO73071.1| 0.0  agmatine coumaroyltransferase [Hordeum vulgare]		LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P195528		AB334134		agmatine coumaroyltransferase		TC447579		Triticum aestivum TaACT-1D mRNA for agmatine coumaroyltransferase, partial cds [AB334134]

		3084		CUST_39056_PI390587928		U35_44k_v1_3084		-		gb|AAC96100.2| 2e-21  low temperature induced protein [Hordeum vulgare]		No hits found		A_99_P195538		DR741683		0		TC401430		FGAS030734 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741683]

		15028		CUST_18839_PI390587928		U35_44k_v1_15028		LOC_Os01g67054.1		gb|ABR15365.1| 0.0  calreticulin [Triticum aestivum]		LOC_Os01g67054.1 0.0 calreticulin-3 precursor putative expressed		A_99_P196028		DR739933		0		TC371503		FGAS000199 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739933]

		17993		CUST_29018_PI390587928		U35_44k_v1_17993		LOC_Os03g59390.1		ref|NP_001051652.1| 0.0  Os03g0808600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59390.1 0.0 calcium-dependent protein kinase 2 putative expressed		A_99_P196338		EU181185		calcium-dependent protein kinase		TC435620		Triticum aestivum calcium-dependent protein kinase (CPK12) mRNA, complete cds [EU181185]

		23352		CUST_20702_PI390587928		U35_44k_v1_23352		LOC_Os10g10190.1		ref|NP_001064253.1| e-169  Os10g0181700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g10190.1 1e-170 MORC family CW-type zinc finger 3 putative expressed		A_99_P196378		BQ838339		WRKY11 transcription factor		0		WHE2909_D01_G01ZS Wheat aluminum-stressed root tip cDNA library Triticum aestivum cDNA clone WHE2909_D01_G01, mRNA sequence [BQ838339]

		22570		CUST_38053_PI390587928		U35_44k_v1_22570		-		No hits found		No hits found		A_99_P196573		EB514985		0		0		Ta10b_02i04_R Ta10b_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta10b_02i04, mRNA sequence [EB514985]

		11862		CUST_3404_PI390587928		U35_44k_v1_11862		LOC_Os02g50710.1		gb|EAY87472.1| 1e-08  hypothetical protein OsI_008705 [Oryza sativa (indica cultivar-group)]		LOC_Os02g50710.1 2e-10 expressed protein		A_99_P198116		CJ954763		0		TC399041		CJ954763 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5j03 5', mRNA sequence [CJ954763]

		2313		CUST_7252_PI390587928		U35_44k_v1_2313		LOC_Os10g31950.1		ref|NP_001064764.1| 0.0  Os10g0457600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g31950.1 0.0 3-ketoacyl-CoA thiolase 2 peroxisomal precursor putative expressed		A_99_P198236		AK331387		0		TC385576		Triticum aestivum cDNA, clone: WT007_F23, cultivar: Chinese Spring [AK331387]

		18685		CUST_26237_PI390587928		U35_44k_v1_18685		LOC_Os02g55590.1		ref|NP_001048408.1| 0.0  Os02g0799300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55590.1 0.0 expressed protein		A_99_P198526		TA50386_4565		0		TC454742		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC454742]

		15406		CUST_9982_PI390587928		U35_44k_v1_15406		LOC_Os05g41480.2		ref|NP_001055925.1| e-151  Os05g0494500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41480.2 1e-153 plastidic phosphate translocator-like protein1 putative expressed		A_99_P198951		AK333421		0		TC384955		Triticum aestivum cDNA, clone: WT006_G23, cultivar: Chinese Spring [AK333421]

		16372		CUST_33022_PI390587928		U35_44k_v1_16372		LOC_Os08g04620.1		gb|EAZ41478.1| 7e-79  hypothetical protein OsJ_024961 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04620.1 1e-80 structural molecule putative expressed		A_99_P199261		TA50699_4565		0		0		0

		17330		CUST_40585_PI390587928		U35_44k_v1_17330		LOC_Os02g06690.1		gb|AAY16797.1| 2e-57  cold acclimation induced protein 2-1 [Triticum aestivum]		LOC_Os06g46740.1 1e-36 early nodulin 20 precursor putative expressed		A_99_P199331		AY666013		cold acclimation induced protein 2-1		TC432489		Triticum aestivum cold acclimation induced protein 2-1 mRNA, complete cds [AY666013]

		3451		CUST_31036_PI390587928		U35_44k_v1_3451		LOC_Os05g49320.1		sp|Q06030|RK121_SECCE 4e-45  50S ribosomal protein L12-1, chloroplast precursor (CL12-1)		LOC_Os01g47330.1 2e-43 50S ribosomal protein L12-1 chloroplast precursor putative expressed		A_99_P199781		TA50866_4565		0		TC395826		Rep: 50S ribosomal protein L12-2, chloroplast precursor - Secale cereale (Rye), partial (87%) [TC395826]

		5205		CUST_17416_PI390587928		U35_44k_v1_5205		LOC_Os01g16450.1		ref|NP_001042703.1| e-126  Os01g0270300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16450.1 1e-128 peroxidase 24 precursor putative expressed		A_99_P200366		AK333534		0		TC386752		Triticum aestivum cDNA, clone: WT006_L08, cultivar: Chinese Spring [AK333534]

		482		CUST_2920_PI390587928		U35_44k_v1_482		LOC_Os01g03330.1		pdb|1TX6|I 2e-75  Chain I, Trypsin:bbi Complex		LOC_Os01g03340.1 3e-30 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		A_99_P200571		CJ896772		0		TC427640		CJ896772 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles10j04 5', mRNA sequence [CJ896772]

		33		CUST_4601_PI390587928		U35_44k_v1_33		LOC_Os01g03380.1		pdb|1TX6|I 1e-66  Chain I, Trypsin:bbi Complex		LOC_Os01g03380.1 2e-29 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		A_99_P200571		CJ896772		0		TC427640		CJ896772 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles10j04 5', mRNA sequence [CJ896772]

		14981		CUST_4472_PI390587928		U35_44k_v1_14981		LOC_Os01g13210.2		ref|NP_001042508.1| 2e-24  Os01g0233000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g13210.2 3e-26 DREPP4 protein putative expressed		A_99_P200871		TA51217_4565		0		TC418806		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (46%) [TC418806]

		5295		CUST_13990_PI390587928		U35_44k_v1_5295		LOC_Os01g57220.2		ref|NP_001044437.1| 6e-61  Os01g0780500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57220.2 1e-62 SC3 protein putative expressed		A_99_P201386		TA51381_4565		0		TC376525		0

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P201426		L28009		wali6 protein		TC406703		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		14092		CUST_581_PI390587928		U35_44k_v1_14092		LOC_Os06g06980.1		gb|ABO26812.1| e-124  caffeoyl-CoA O-methyltransferase [Bambusa oldhamii]		LOC_Os06g06980.1 1e-122 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P201776		TA51496_4565		0		TC377628		Rep: Caffeoyl-CoA O-methyltransferase - Bambusa oldhamii (Giant timber bamboo), partial (90%) [TC377628]

		14335		CUST_8686_PI390587928		U35_44k_v1_14335		LOC_Os05g34170.2		emb|CAM58984.1| 0.0  beta tubulin 6 [Hordeum vulgare subsp. vulgare]		LOC_Os01g18050.1 0.0 tubulin beta-1 chain putative expressed		A_99_P202031		TA51577_4565		0		TC409495		Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat), partial (9%) [TC409495]

		15751		CUST_21514_PI390587928		U35_44k_v1_15751		-		ref|NP_001055844.1| 1e-11  Os05g0477900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g40010.1 1e-13 nonspecific lipid-transfer protein precursor putative expressed		A_99_P202281		TA51679_4565		0		TC391433		Rep: Non-specific lipid-transfer protein 3 precursor - Brassica napus (Rape), partial (69%) [TC391433]

		16261		CUST_28385_PI390587928		U35_44k_v1_16261		LOC_Os12g32620.1		gb|ABA99040.1| e-108  Pollen-specific protein SF3, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32620.1 1e-109 pollen-specific protein SF3 putative expressed		A_99_P203546		TA52086_4565		0		TC371783		0

		18685		CUST_26237_PI390587928		U35_44k_v1_18685		LOC_Os02g55590.1		ref|NP_001048408.1| 0.0  Os02g0799300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55590.1 0.0 expressed protein		A_99_P203556		TA52088_4565		0		TC393089		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC393089]

		1664		CUST_5642_PI390587928		U35_44k_v1_1664		LOC_Os07g01560.1		ref|NP_001058704.1| 0.0  Os07g0106200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01560.1 0.0 sugar transport protein 1 putative expressed		A_99_P203946		TA52227_4565		0		TC390754		Rep: Monosaccharide transport protein 1 - Zea mays (Maize), partial (96%) [TC390754]

		14101		CUST_30777_PI390587928		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P204396		TA52369_4565		0		TC417856		Rep: Caffeoyl-coa o-methyltransferase - Oryza sativa subsp. indica (Rice), partial (46%) [TC417856]

		14101		CUST_30777_PI390587928		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P204401		TA52370_4565		0		TC436985		0

		3451		CUST_31036_PI390587928		U35_44k_v1_3451		LOC_Os05g49320.1		sp|Q06030|RK121_SECCE 4e-45  50S ribosomal protein L12-1, chloroplast precursor (CL12-1)		LOC_Os01g47330.1 2e-43 50S ribosomal protein L12-1 chloroplast precursor putative expressed		A_99_P204611		TA52434_4565		0		TC395826		Rep: 50S ribosomal protein L12-2, chloroplast precursor - Secale cereale (Rye), partial (87%) [TC395826]

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P204666		TA52450_4565		0		TC403041		Rep: Wali3 protein - Triticum aestivum (Wheat), complete [TC403041]

		14101		CUST_30777_PI390587928		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P205136		TA52594_4565		0		TC413324		Rep: Caffeoyl-CoA O-methyltransferase - Phyllostachys edulis, partial (68%) [TC413324]

		14823		CUST_5551_PI390587928		U35_44k_v1_14823		LOC_Os08g35760.1		gb|ABG46233.1| e-105  germin-like protein 2a [Hordeum vulgare subsp. vulgare]		LOC_Os08g35760.1 1e-98 auxin-binding protein ABP20 precursor putative expressed		A_99_P205446		TA52698_4565		0		TC379289		0

		16858		CUST_41264_PI390587928		U35_44k_v1_16858		LOC_Os01g64970.1		ref|NP_001044930.1| e-173  Os01g0869900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g64970.1 1e-175 serine/threonine-protein kinase SAPK4 putative expressed		A_99_P206446		TA52995_4565		0		TC380205		Rep: Serine/threonine-protein kinase SAPK4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC380205]

		31077		CUST_24905_PI390587928		U35_44k_v1_31077		-		emb|CAA55483.1| 1e-15  ES1A [Hordeum vulgare]		No hits found		A_99_P206456		TA53001_4565		0		TC457241		Rep: ORF1 protein - Hordeum vulgare (Barley), complete [TC457241]

		16934		CUST_30065_PI390587928		U35_44k_v1_16934		LOC_Os02g37490.1		No hits found		No hits found		A_99_P206461		TA53003_4565		0		TC391907		Rep: Glycine-rich cell wall structural protein precursor - Hordeum vulgare (Barley), partial (48%) [TC391907]

		1782		CUST_12574_PI390587928		U35_44k_v1_1782		LOC_Os10g43060.1		ref|NP_001065517.1| e-123  Os10g0580900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g43060.1 1e-125 expressed protein		A_99_P206676		AK330213		0		TC415297		Triticum aestivum cDNA, clone: SET3_O13, cultivar: Chinese Spring [AK330213]

		1782		CUST_12574_PI390587928		U35_44k_v1_1782		LOC_Os10g43060.1		ref|NP_001065517.1| e-123  Os10g0580900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g43060.1 1e-125 expressed protein		A_99_P206721		TA53082_4565		0		TC443312		0

		20112		CUST_39030_PI390587928		U35_44k_v1_20112		LOC_Os09g29510.1		ref|NP_001063440.1| e-164  Os09g0471200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29510.1 1e-166 OsWAK80 - OsWAK receptor-like protein kinase expressed		A_99_P208911		TA53777_4565		0		TC374050		Rep: Os09g0471400 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC458811]

		15028		CUST_18839_PI390587928		U35_44k_v1_15028		LOC_Os01g67054.1		gb|ABR15365.1| 0.0  calreticulin [Triticum aestivum]		LOC_Os01g67054.1 0.0 calreticulin-3 precursor putative expressed		A_99_P209041		AK332726		calreticulin		TC369211		Triticum aestivum cDNA, clone: WT004_L11, cultivar: Chinese Spring [AK332726]

		882		CUST_31970_PI390587928		U35_44k_v1_882		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		A_99_P209106		DR738899		chitinase 1		TC378180		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		256		CUST_16536_PI390587928		U35_44k_v1_256		LOC_Os01g71670.1		gb|AAM75342.1|AF515785_1 1e-29  beta-1,3-glucanase II [Hordeum vulgare subsp. vulgare]		LOC_Os01g71340.1 5e-23 glucan endo-13-beta-glucosidase acidic isoform precursor putative expressed		A_99_P209636		DQ090946		glucan endo-1,3-beta-D-glucosidase		TC368669		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		445		CUST_7896_PI390587928		U35_44k_v1_445		LOC_Os01g71670.1		sp|P15737|E13B_HORVU e-151  Glucan endo-1,3-beta-glucosidase GII precursor ((1->3)-beta-glucan endohydrolase GII) ((1->3)-beta-glucanase isoenzyme GII) (Beta-1,3-endoglucanase GII)		LOC_Os01g71670.1 1e-120 glucan endo-13-beta-glucosidase GII precursor putative expressed		A_99_P209636		DQ090946		glucan endo-1,3-beta-D-glucosidase		TC368669		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		2673		CUST_8161_PI390587928		U35_44k_v1_2673		LOC_Os08g03350.1		ref|NP_001060901.1| 0.0  Os08g0127100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03350.1 0.0 LHT1 putative expressed		A_99_P209986		TA54139_4565		0		TC371942		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC371942]

		1444		CUST_7702_PI390587928		U35_44k_v1_1444		LOC_Os04g52270.1		ref|NP_001053847.1| e-142  Os04g0612600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g52270.1 1e-144 coatomer subunit epsilon putative expressed		A_99_P210161		TA54189_4565		0		TC382826		0

		12723		CUST_11024_PI390587928		U35_44k_v1_12723		LOC_Os08g03350.1		emb|CAD89802.1| 3e-56  histidine amino acid transporter [Oryza sativa (indica cultivar-group)]		LOC_Os08g03350.1 9e-58 LHT1 putative expressed		A_99_P210391		AK333707		0		TC428053		Triticum aestivum cDNA, clone: WT008_I09, cultivar: Chinese Spring [AK333707]

		2673		CUST_8161_PI390587928		U35_44k_v1_2673		LOC_Os08g03350.1		ref|NP_001060901.1| 0.0  Os08g0127100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g03350.1 0.0 LHT1 putative expressed		A_99_P210391		AK333707		0		TC428053		Triticum aestivum cDNA, clone: WT008_I09, cultivar: Chinese Spring [AK333707]

		445		CUST_7896_PI390587928		U35_44k_v1_445		LOC_Os01g71670.1		sp|P15737|E13B_HORVU e-151  Glucan endo-1,3-beta-glucosidase GII precursor ((1->3)-beta-glucan endohydrolase GII) ((1->3)-beta-glucanase isoenzyme GII) (Beta-1,3-endoglucanase GII)		LOC_Os01g71670.1 1e-120 glucan endo-13-beta-glucosidase GII precursor putative expressed		A_99_P210426		TA54264_4565		0		TC395059		Rep: Glucan endo-1,3-beta-D-glucosidase precursor - Triticum aestivum (Wheat), complete [TC395059]

		445		CUST_7896_PI390587928		U35_44k_v1_445		LOC_Os01g71670.1		sp|P15737|E13B_HORVU e-151  Glucan endo-1,3-beta-glucosidase GII precursor ((1->3)-beta-glucan endohydrolase GII) ((1->3)-beta-glucanase isoenzyme GII) (Beta-1,3-endoglucanase GII)		LOC_Os01g71670.1 1e-120 glucan endo-13-beta-glucosidase GII precursor putative expressed		A_99_P210876		DQ090946		glucan endo-1,3-beta-D-glucosidase		TC368669		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		445		CUST_7896_PI390587928		U35_44k_v1_445		LOC_Os01g71670.1		sp|P15737|E13B_HORVU e-151  Glucan endo-1,3-beta-glucosidase GII precursor ((1->3)-beta-glucan endohydrolase GII) ((1->3)-beta-glucanase isoenzyme GII) (Beta-1,3-endoglucanase GII)		LOC_Os01g71670.1 1e-120 glucan endo-13-beta-glucosidase GII precursor putative expressed		A_99_P210941		TA54420_4565		0		TC395059		Rep: Glucan endo-1,3-beta-D-glucosidase precursor - Triticum aestivum (Wheat), complete [TC395059]

		17346		CUST_40543_PI390587928		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		A_99_P211141		TA54484_4565		0		TC378916		0

		14994		CUST_2197_PI390587928		U35_44k_v1_14994		LOC_Os01g70270.4		ref|NP_001045270.1| 0.0  Os01g0927600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70270.3 0.0 auxin response factor 2 putative expressed		A_99_P211316		AK334169		auxin response factor 2		TC370843		Triticum aestivum cDNA, clone: SET2_E03, cultivar: Chinese Spring [AK334169]

		17346		CUST_40543_PI390587928		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		A_99_P211331		TA54555_4565		0		TC447464		Rep: Class I chitinase - Triticum aestivum (Wheat), partial (45%) [TC447464]

		17346		CUST_40543_PI390587928		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		A_99_P211671		TA54666_4565		0		TC380557		Rep: Class I chitinase - Triticum aestivum (Wheat), complete [TC380557]

		1012		CUST_8915_PI390587928		U35_44k_v1_1012		LOC_Os03g62090.1		gb|AAR29964.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os03g62090.1 0.0 CESA5 - cellulose synthase expressed		A_99_P211701		TA54675_4565		0		TC438868		0

		16207		CUST_9750_PI390587928		U35_44k_v1_16207		LOC_Os03g17790.1		sp|P68178|ESI3_LOPEL 6e-18  Salt stress-induced hydrophobic peptide ESI3		LOC_Os03g17790.1 3e-15 expressed protein		A_99_P211881		TA54755_4565		0		TC398344		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC398344]

		16207		CUST_9750_PI390587928		U35_44k_v1_16207		LOC_Os03g17790.1		sp|P68178|ESI3_LOPEL 6e-18  Salt stress-induced hydrophobic peptide ESI3		LOC_Os03g17790.1 3e-15 expressed protein		A_99_P211901		TA54762_4565		0		TC445077		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC445077]

		15061		CUST_20547_PI390587928		U35_44k_v1_15061		LOC_Os09g17840.1		gb|AAF80449.1|AF161718_1 0.0  Sec61p [Triticum aestivum]		LOC_Os09g17840.1 0.0 protein transport protein Sec61 alpha subunit isoform 2 putative expressed		A_99_P212241		AK332520		Sec61p		TC426805		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		2495		CUST_17299_PI390587928		U35_44k_v1_2495		LOC_Os10g41780.4		ref|NP_001065433.1| 0.0  Os10g0567400 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g41780.1 0.0 chlorophyllide a oxygenase chloroplast precursor putative expressed		A_99_P212726		TA55150_4565		0		TC371475		Rep: Isoform 2 of Q8S7E1  - Oryza sativa subsp. japonica (Rice), partial (63%) [TC371475]

		2494		CUST_17300_PI390587928		U35_44k_v1_2494		LOC_Os10g41780.4		gb|EAY79567.1| 2e-78  hypothetical protein OsI_033526 [Oryza sativa (indica cultivar-group)]		LOC_Os10g41780.4 3e-80 chlorophyllide a oxygenase chloroplast precursor putative expressed		A_99_P212726		TA55150_4565		0		TC371475		Rep: Isoform 2 of Q8S7E1  - Oryza sativa subsp. japonica (Rice), partial (63%) [TC371475]

		15202		CUST_26949_PI390587928		U35_44k_v1_15202		LOC_Os12g13380.1		ref|NP_001066462.1| e-124  Os12g0236400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13380.1 1e-126 adenylate kinase A putative expressed		A_99_P213066		TA55298_4565		0		TC383480		0

		478		CUST_2942_PI390587928		U35_44k_v1_478		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		A_99_P213956		TA55608_4565		0		TC370171		0

		14887		CUST_21126_PI390587928		U35_44k_v1_14887		LOC_Os06g13680.1		emb|CAA54065.1| 9e-44  HvB12D [Hordeum vulgare subsp. vulgare]		LOC_Os06g13680.1 3e-38 B12D protein expressed		A_99_P214071		TA55654_4565		0		TC416105		Rep: HvB12D protein - Hordeum vulgare (Barley), complete [TC416105]

		478		CUST_2942_PI390587928		U35_44k_v1_478		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		A_99_P214111		TA55696_4565		0		TC369736		0

		3574		CUST_34299_PI390587928		U35_44k_v1_3574		LOC_Os09g32840.1		ref|NP_001063606.1| 0.0  Os09g0506000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g32840.1 0.0 nucleotide pyrophosphatase/phosphodiesterase putative expressed		A_99_P214151		TA55708_4565		0		TC426003		0

		1998		CUST_37877_PI390587928		U35_44k_v1_1998		LOC_Os04g32550.1		sp|Q9SME8|DAD2_HORVU 6e-57  Defender against cell death 2 (DAD-2)		LOC_Os04g32550.1 5e-55 defender against cell death 1 putative expressed		A_99_P214511		DR739018		0		TC384654		FGAS084235 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739018]

		1781		CUST_12576_PI390587928		U35_44k_v1_1781		LOC_Os12g07490.1		gb|EAY74575.1| 1e-14  hypothetical protein OsI_002422 [Oryza sativa (indica cultivar-group)]		LOC_Os01g38510.1 3e-16 protein transport protein Sec61 beta subunit putative expressed		A_99_P214646		TA55906_4565		0		TC422009		0

		568		CUST_37136_PI390587928		U35_44k_v1_568		LOC_Os02g53180.2		gb|EAY87690.1| e-149  hypothetical protein OsI_008923 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53180.2 1e-150 1-aminocyclopropane-1-carboxylate oxidase 1 putative expressed		A_99_P215951		TA56510_4565		0		TC405783		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa subsp. japonica (Rice), partial (91%) [TC405783]

		568		CUST_37136_PI390587928		U35_44k_v1_568		LOC_Os02g53180.2		gb|EAY87690.1| e-149  hypothetical protein OsI_008923 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53180.2 1e-150 1-aminocyclopropane-1-carboxylate oxidase 1 putative expressed		A_99_P215961		TA56514_4565		0		TC376165		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa subsp. japonica (Rice), partial (64%) [TC376165]

		573		CUST_37114_PI390587928		U35_44k_v1_573		LOC_Os05g05680.1		ref|NP_001054657.1| e-156  Os05g0149400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05680.1 1e-157 1-aminocyclopropane-1-carboxylate oxidase putative expressed		A_99_P216071		TA56545_4565		0		TC412180		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (34%) [TC412180]

		568		CUST_37136_PI390587928		U35_44k_v1_568		LOC_Os02g53180.2		gb|EAY87690.1| e-149  hypothetical protein OsI_008923 [Oryza sativa (indica cultivar-group)]		LOC_Os02g53180.2 1e-150 1-aminocyclopropane-1-carboxylate oxidase 1 putative expressed		A_99_P216096		AK332340		0		TC405020		Triticum aestivum cDNA, clone: WT003_L24, cultivar: Chinese Spring [AK332340]

		1930		CUST_36230_PI390587928		U35_44k_v1_1930		LOC_Os01g61970.1		ref|NP_001044733.1| 0.0  Os01g0836800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61970.1 0.0 protein GPR108 precursor putative expressed		A_99_P216246		TA56664_4565		0		TC382988		0

		1930		CUST_36230_PI390587928		U35_44k_v1_1930		LOC_Os01g61970.1		ref|NP_001044733.1| 0.0  Os01g0836800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g61970.1 0.0 protein GPR108 precursor putative expressed		A_99_P216251		TA56665_4565		0		TC415628		0

		4523		CUST_17888_PI390587928		U35_44k_v1_4523		LOC_Os03g62500.1		ref|NP_001105536.1| e-117  hypothetical protein LOC542518 [Zea mays]		LOC_Os03g62500.1 1e-118 shaggy-related protein kinase kappa putative expressed		A_99_P217286		TA57182_4565		0		TC407486		Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC407486]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P218041		TA57444_4565		0		TC372351		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		14088		CUST_606_PI390587928		U35_44k_v1_14088		LOC_Os01g70770.1		emb|CAD29478.1| 8e-36  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 5e-26 glutathione S-transferase III putative expressed		A_99_P218041		TA57444_4565		0		TC372351		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P218306		TA57506_4565		0		0		0

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P218311		TA57507_4565		0		TC372351		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P218376		TA57525_4565		0		TC401346		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC401346]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P218451		TA57544_4565		0		0		0

		16553		CUST_19752_PI390587928		U35_44k_v1_16553		LOC_Os02g10310.1		ref|NP_001046195.1| 0.0  Os02g0196800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10310.1 0.0 fumarylacetoacetase putative expressed		A_99_P218506		TA57559_4565		0		TC440201		0

		17422		CUST_11600_PI390587928		U35_44k_v1_17422		LOC_Os06g41770.1		ref|NP_001058100.1| 2e-68  Os06g0622700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 3e-70 bZIP transcription factor protein putative expressed		A_99_P219711		TA58168_4565		0		TC401080		Rep: BZIP transcription factor-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC401080]

		2013		CUST_18087_PI390587928		U35_44k_v1_2013		LOC_Os07g27810.1		ref|NP_001059580.1| 7e-66  Os07g0462200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g27810.1 1e-67 fiber protein Fb34 putative expressed		A_99_P221066		TA58660_4565		0		TC415666		0

		15906		CUST_25211_PI390587928		U35_44k_v1_15906		LOC_Os09g04110.2		gb|AAS58474.1| 0.0  coatomer alpha subunit [Hordeum vulgare subsp. vulgare]		LOC_Os09g04110.2 0.0 coatomer subunit alpha putative expressed		A_99_P221276		BJ256928		0		TC455285		BJ256928 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh19b07 5', mRNA sequence [BJ256928]

		16347		CUST_13585_PI390587928		U35_44k_v1_16347		LOC_Os04g34600.1		gb|EAY94130.1| 4e-32  hypothetical protein OsI_015363 [Oryza sativa (indica cultivar-group)]		LOC_Os11g06720.1 4e-15 abscisic stress ripening protein 2 putative expressed		A_99_P221751		TA58957_4565		0		TC451938		Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar, partial (51%) [TC451938]

		17813		CUST_1001_PI390587928		U35_44k_v1_17813		LOC_Os05g01290.1		gb|ABO37956.1| 8e-22  unknown protein [Triticum turgidum]		LOC_Os05g01290.1 3e-21 expressed protein		A_99_P222241		CK213823		0		TC400922		FGAS025735 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK213823]

		2718		CUST_27314_PI390587928		U35_44k_v1_2718		LOC_Os07g48770.1		gb|EAZ05198.1| e-118  hypothetical protein OsI_026430 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48770.1 1e-119 expressed protein		A_99_P222441		TA59172_4565		0		0		0

		15621		CUST_16338_PI390587928		U35_44k_v1_15621		LOC_Os04g41680.1		gb|AAD28733.1|AF112966_1 3e-88  chitinase IV precursor [Triticum aestivum]		LOC_Os04g41680.1 9e-87 endochitinase A precursor putative expressed		A_99_P222576		TA59212_4565		0		TC393117		Rep: Chitinase II - Triticum aestivum (Wheat), partial (70%) [TC393117]

		16538		CUST_19821_PI390587928		U35_44k_v1_16538		LOC_Os10g22520.1		ref|NP_001055011.1| 0.0  Os05g0244500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g15510.2 0.0 cellulase containing protein expressed		A_99_P222611		TA59222_4565		0		TC373937		0

		14098		CUST_575_PI390587928		U35_44k_v1_14098		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		A_99_P223026		TA59341_4565		0		TC383406		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (20%) [TC383406]

		14098		CUST_575_PI390587928		U35_44k_v1_14098		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		A_99_P223091		TA59357_4565		0		TC450692		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (26%) [TC450692]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223461		AK332332		phosphoethanolamine methyltransferase		TC446541		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223466		AK332332		phosphoethanolamine methyltransferase		TC405848		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223481		AK332332		phosphoethanolamine methyltransferase		TC372158		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223486		TA59549_4565		0		TC373171		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (43%) [TC373171]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223541		CV782318		0		TC421273		FGAS076731 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV782318]

		48638		CUST_10003_PI390587928		U35_44k_v1_48638		LOC_Os05g47540.2		gb|AAL40895.1| 3e-20  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 9e-16 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223606		TA59577_4565		0		TC434964		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (90%) [TC434964]

		14805		CUST_5568_PI390587928		U35_44k_v1_14805		LOC_Os05g47540.2		gb|AAL40895.1| 2e-49  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 8e-44 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223606		TA59577_4565		0		TC434964		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (90%) [TC434964]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223606		TA59577_4565		0		TC434964		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (90%) [TC434964]

		14802		CUST_5571_PI390587928		U35_44k_v1_14802		LOC_Os05g47540.2		gb|AAL40895.1| 3e-12  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 2e-08 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223606		TA59577_4565		0		TC434964		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (90%) [TC434964]

		14801		CUST_5572_PI390587928		U35_44k_v1_14801		LOC_Os05g47540.2		gb|AAL40895.1| e-128  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.1 1e-114 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223606		TA59577_4565		0		TC434964		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (90%) [TC434964]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P223616		TA59579_4565		0		TC402731		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (15%) [TC402731]

		14338		CUST_8682_PI390587928		U35_44k_v1_14338		LOC_Os01g59150.2		sp|P93176|TBB_HORVU 0.0  Tubulin beta chain (Beta-tubulin)		LOC_Os01g59150.2 0.0 tubulin beta-4 chain putative expressed		A_99_P223696		TA59598_4565		0		TC444737		Rep: Tubulin beta-2 chain - Triticum aestivum (Wheat), complete [TC444737]

		15380		CUST_31296_PI390587928		U35_44k_v1_15380		LOC_Os12g43380.1		sp|P32937|PR1A_HORVU 3e-89  Pathogenesis-related protein 1A/1B precursor		LOC_Os12g43430.1 2e-55 thaumatin-like protein precursor putative expressed		A_99_P224186		CK162151		thaumatin-like protein		TC441162		FGAS014736 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162151]

		717		CUST_41508_PI390587928		U35_44k_v1_717		LOC_Os06g06290.3		gb|ABL11233.1| 0.0  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 0.0 alpha-L-fucosidase 2 precursor putative expressed		A_99_P224411		TA59838_4565		0		TC442729		0

		15199		CUST_27037_PI390587928		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		A_99_P224726		TA59924_4565		0		TC418483		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (57%) [TC418483]

		15199		CUST_27037_PI390587928		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		A_99_P224741		TA59927_4565		0		TC404007		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (34%) [TC404007]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P225401		X85228		peroxidase		TC382719		T.aestivum pox2 gene [X85228]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P225441		AY506509		root peroxidase		TC381581		Triticum aestivum root peroxidase (prc4) mRNA, complete cds [AY506509]

		15274		CUST_10491_PI390587928		U35_44k_v1_15274		LOC_Os03g48780.1		emb|CAA74595.1| e-125  oxalate oxidase [Hordeum vulgare]		LOC_Os03g48780.1 5e-96 oxalate oxidase 2 precursor putative expressed		A_99_P225456		TA60107_4565		0		TC372166		Rep: PSBGer1 protein - Triticum aestivum (Wheat), complete [TC372166]

		15274		CUST_10491_PI390587928		U35_44k_v1_15274		LOC_Os03g48780.1		emb|CAA74595.1| e-125  oxalate oxidase [Hordeum vulgare]		LOC_Os03g48780.1 5e-96 oxalate oxidase 2 precursor putative expressed		A_99_P225476		CJ778677		pSBGer4 protein		TC372166		CJ778677 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26j10 5', mRNA sequence [CJ778677]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P225506		AY506496		root peroxidase		TC438180		Triticum aestivum root peroxidase (pra2) mRNA, complete cds [AY506496]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P225531		X85228		peroxidase		TC438180		T.aestivum pox2 gene [X85228]

		15288		CUST_10452_PI390587928		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		A_99_P226051		DR737456		blue copper-binding protein homolog		TC450396		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		15288		CUST_10452_PI390587928		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		A_99_P226086		DR737456		blue copper-binding protein homolog		0		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		15780		CUST_10358_PI390587928		U35_44k_v1_15780		LOC_Os04g32920.5		gb|AAC39315.1| 0.0  putative high-affinity potassium transporter [Hordeum vulgare]		LOC_Os04g32920.5 0.0 potassium transporter 1 putative expressed		A_99_P227081		TA60711_4565		0		TC394473		0

		3420		CUST_31066_PI390587928		U35_44k_v1_3420		LOC_Os10g32680.1		ref|NP_001064789.1| e-147  Os10g0463800 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g32680.1 1e-149 expressed protein		A_99_P227381		TA60803_4565		0		TC439822		Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC439822]

		21139		CUST_1163_PI390587928		U35_44k_v1_21139		LOC_Os10g33140.1		ref|NP_001064820.1| e-113  Os10g0469700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33140.1 1e-115 hcrVf2 protein putative expressed		A_99_P227976		TA61039_4565		0		TC455016		0

		773		CUST_6611_PI390587928		U35_44k_v1_773		LOC_Os11g37950.1		sp|P28814|BARW_HORVU 3e-72  Barwin		LOC_Os11g37950.1 2e-66 win2 precursor putative expressed		A_99_P227991		TA61042_4565		0		TC415393		Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat), partial (87%) [TC415393]

		773		CUST_6611_PI390587928		U35_44k_v1_773		LOC_Os11g37950.1		sp|P28814|BARW_HORVU 3e-72  Barwin		LOC_Os11g37950.1 2e-66 win2 precursor putative expressed		A_99_P228041		TA61053_4565		0		TC452934		Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat), complete [TC452934]

		772		CUST_6613_PI390587928		U35_44k_v1_772		LOC_Os11g37950.1		pdb|1BW3|A 1e-68  Chain A, Three-Dimensional Structure In Solution Of Barwin, A Protein From Barley Seed		LOC_Os11g37950.1 5e-63 win2 precursor putative expressed		A_99_P228041		TA61053_4565		0		TC452934		Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat), complete [TC452934]

		773		CUST_6611_PI390587928		U35_44k_v1_773		LOC_Os11g37950.1		sp|P28814|BARW_HORVU 3e-72  Barwin		LOC_Os11g37950.1 2e-66 win2 precursor putative expressed		A_99_P228046		TA61055_4565		0		TC384618		Rep: Wheatwin-1 precursor - Triticum aestivum (Wheat), complete [TC384618]

		773		CUST_6611_PI390587928		U35_44k_v1_773		LOC_Os11g37950.1		sp|P28814|BARW_HORVU 3e-72  Barwin		LOC_Os11g37950.1 2e-66 win2 precursor putative expressed		A_99_P228051		DR739144		pathogenesis-related protein 4		TC454300		FGAS084361 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739144]

		16652		CUST_1299_PI390587928		U35_44k_v1_16652		LOC_Os06g04280.1		ref|NP_001056712.1| 0.0  Os06g0133900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04280.1 0.0 3-phosphoshikimate 1-carboxyvinyltransferase chloroplast precursor putative expressed		A_99_P228896		AK333537		5-enolpyruvylshikimate 3-phosphate synthase		TC371935		Triticum aestivum cDNA, clone: WT006_L10, cultivar: Chinese Spring [AK333537]

		2920		CUST_17755_PI390587928		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		A_99_P229836		TA61494_4565		0		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		2920		CUST_17755_PI390587928		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		A_99_P229841		TA61495_4565		0		TC428833		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (10%) [TC428833]

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P230536		AK335485		0		TC418128		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P230541		AK335485		0		TC369938		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P230581		AK335485		0		TC401093		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P230586		TA61666_4565		0		0		0

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P230601		TA61669_4565		0		TC449331		Rep: Cobalamin-independent methionine synthase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (34%) [TC449331]

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P230611		TA61671_4565		0		TC422680		0

		379		CUST_9712_PI390587928		U35_44k_v1_379		LOC_Os01g37910.1		ref|NP_001105613.1| 0.0  C13 endopeptidase NP1 precursor [Zea mays]		LOC_Os01g37910.1 0.0 vacuolar processing enzyme precursor putative expressed		A_99_P231436		TA61933_4565		0		TC411493		Rep: Legumain-like protease precursor - Zea mays (Maize), partial (16%) [TC411493]

		1196		CUST_25475_PI390587928		U35_44k_v1_1196		LOC_Os06g50154.1		gb|EAZ02360.1| e-104  hypothetical protein OsI_023592 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50154.1 1e-105 translocon-associated protein alpha subunit precursor putative expressed		A_99_P232186		TA62145_4565		0		TC395489		0

		1196		CUST_25475_PI390587928		U35_44k_v1_1196		LOC_Os06g50154.1		gb|EAZ02360.1| e-104  hypothetical protein OsI_023592 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50154.1 1e-105 translocon-associated protein alpha subunit precursor putative expressed		A_99_P232211		TA62153_4565		0		TC405978		0

		15091		CUST_20450_PI390587928		U35_44k_v1_15091		LOC_Os03g32580.1		gb|AAU82111.1| e-103  leucine-rich repeat protein [Triticum aestivum]		LOC_Os03g32580.1 1e-101 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P233666		AK333147		leucine-rich repeat protein		TC375835		Triticum aestivum cDNA, clone: SET1_P24, cultivar: Chinese Spring [AK333147]

		13837		CUST_34711_PI390587928		U35_44k_v1_13837		LOC_Os02g57720.1		dbj|BAA23745.2| e-151  HvPIP1;3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g44630.2 1e-135 aquaporin PIP1.1 putative expressed		A_99_P234091		TA62775_4565		0		TC439279		0

		13837		CUST_34711_PI390587928		U35_44k_v1_13837		LOC_Os02g57720.1		dbj|BAA23745.2| e-151  HvPIP1;3 [Hordeum vulgare subsp. vulgare]		LOC_Os02g44630.2 1e-135 aquaporin PIP1.1 putative expressed		A_99_P234111		TA62780_4565		0		TC439279		0

		14645		CUST_10900_PI390587928		U35_44k_v1_14645		LOC_Os01g04040.1		gb|AAS49905.2| 3e-42  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 4e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		A_99_P234306		TA62822_4565		0		TC400521		0

		37401		CUST_38728_PI390587928		U35_44k_v1_37401		LOC_Os08g02630.1		gb|AAS49905.2| 6e-29  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os08g02630.1 5e-15 photosystem II core complex proteins psbY chloroplast precursor putative expressed		A_99_P234306		TA62822_4565		0		TC400521		0

		14645		CUST_10900_PI390587928		U35_44k_v1_14645		LOC_Os01g04040.1		gb|AAS49905.2| 3e-42  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 4e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		A_99_P234321		CK161960		wali5 protein		TC451236		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		14645		CUST_10900_PI390587928		U35_44k_v1_14645		LOC_Os01g04040.1		gb|AAS49905.2| 3e-42  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 4e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		A_99_P234356		TA62842_4565		0		TC416237		0

		14149		CUST_38278_PI390587928		U35_44k_v1_14149		LOC_Os08g36320.2		gb|AAP46640.1| 0.0  GAD1 [Hordeum vulgare]		LOC_Os08g36320.3 0.0 glutamate decarboxylase putative expressed		A_99_P234456		TA62887_4565		0		TC418338		Rep: GAD1 - Hordeum vulgare (Barley), partial (20%) [TC418338]

		14159		CUST_38246_PI390587928		U35_44k_v1_14159		LOC_Os03g51080.1		ref|NP_001051099.1| 0.0  Os03g0720300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51080.1 0.0 glutamate decarboxylase putative expressed		A_99_P234461		TA62889_4565		0		TC369577		0

		14268		CUST_10808_PI390587928		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		A_99_P234731		TA62978_4565		0		TC387914		0

		14268		CUST_10808_PI390587928		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		A_99_P234736		TA62979_4565		0		TC387914		0

		14268		CUST_10808_PI390587928		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		A_99_P234746		TA62981_4565		0		TC450044		Rep: Mxi1 protein - Mus musculus (Mouse), partial (14%) [TC450044]

		14270		CUST_10786_PI390587928		U35_44k_v1_14270		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		A_99_P234766		TA62987_4565		0		TC372537		0

		14268		CUST_10808_PI390587928		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		A_99_P234766		TA62987_4565		0		TC372537		0

		14272		CUST_2566_PI390587928		U35_44k_v1_14272		-		No hits found		No hits found		A_99_P234766		TA62987_4565		0		TC372537		0

		38037		CUST_615_PI390587928		U35_44k_v1_38037		LOC_Os04g32950.5		gb|EAY93972.1| 3e-75  hypothetical protein OsI_015205 [Oryza sativa (indica cultivar-group)]		LOC_Os04g32950.3 2e-78 calnexin homolog precursor putative expressed		A_99_P234766		TA62987_4565		0		TC372537		0

		272		CUST_16492_PI390587928		U35_44k_v1_272		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		A_99_P236351		Y18626		reversibly glycosylated polypeptide		TC368995		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P236451		TA63451_4565		0		TC411652		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC411652]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P237161		U11496		protein disulfide isomerase		TC391997		Triticum aestivum Chinese spring protein disulfide isomerase (PDI) mRNA, complete cds [U11496]

		43242		CUST_32700_PI390587928		U35_44k_v1_43242		LOC_Os06g04620.1		dbj|BAD68653.1| 3e-51  putative root cap-specific protein [Oryza sativa Japonica Group]		LOC_Os06g04620.1 7e-53 GDP-mannose 46 dehydratase 2 putative expressed		A_99_P237176		TA63632_4565		0		TC439870		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), partial (44%) [TC439870]

		42390		CUST_36934_PI390587928		U35_44k_v1_42390		LOC_Os11g09280.2		gb|AAA70346.1| 2e-17  disulfide isomerase		LOC_Os11g09280.2 1e-16 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P237176		TA63632_4565		0		TC439870		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), partial (44%) [TC439870]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P237176		TA63632_4565		0		TC439870		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), partial (44%) [TC439870]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P237191		AF262980		protein disulfide isomerase 2 precursor		TC417072		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P237196		TA63636_4565		0		TC401677		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), complete [TC401677]

		1073		CUST_30647_PI390587928		U35_44k_v1_1073		LOC_Os01g60770.1		gb|AAT94292.1| e-115  alpha-expansin EXPA2 [Triticum aestivum]		LOC_Os01g60770.1 1e-112 alpha-expansin 10 precursor putative expressed		A_99_P238136		TA63932_4565		0		TC425997		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (46%) [TC425997]

		1070		CUST_30650_PI390587928		U35_44k_v1_1070		LOC_Os05g39990.1		gb|ACB45302.1| e-138  expansin EXPA11 [Hordeum vulgare]		LOC_Os05g39990.1 1e-122 alpha-expansin 1 precursor putative expressed		A_99_P238171		TA63939_4565		0		TC392527		Rep: Expansin EXPA12 - Triticum aestivum (Wheat), partial (50%) [TC392527]

		1073		CUST_30647_PI390587928		U35_44k_v1_1073		LOC_Os01g60770.1		gb|AAT94292.1| e-115  alpha-expansin EXPA2 [Triticum aestivum]		LOC_Os01g60770.1 1e-112 alpha-expansin 10 precursor putative expressed		A_99_P238191		TA63946_4565		0		TC402003		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (52%) [TC402003]

		149		CUST_26539_PI390587928		U35_44k_v1_149		LOC_Os07g05480.1		sp|P36886|PSAK_HORVU 2e-65  Photosystem I reaction center subunit psaK, chloroplast precursor (Photosystem I subunit X) (PSI-K) (Light-harvesting complex I 7 kDa protein)		LOC_Os07g05480.1 2e-61 photosystem I reaction center subunit psaK chloroplast precursor putative expressed		A_99_P239771		TA64372_4565		0		TC444180		Rep: Photosystem I reaction center subunit psaK, chloroplast precursor - Hordeum vulgare (Barley), complete [TC444180]

		15221		CUST_8131_PI390587928		U35_44k_v1_15221		LOC_Os12g17910.1		ref|NP_001066567.1| 0.0  Os12g0277500 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g17910.1 0.0 ruBisCO large subunit-binding protein subunit alpha chloroplast precursor putative expressed		A_99_P239956		X07851		rubisco subunit binding-protein alpha subunit ( 543 AA )		TC370974		Wheat mRNA for Rubisco subunit binding-protein alpha subunit [X07851]

		701		CUST_41539_PI390587928		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P240161		TA64525_4565		0		TC374398		0

		700		CUST_41540_PI390587928		U35_44k_v1_700		LOC_Os10g11500.1		emb|CAA07474.1| 9e-87  pathogenisis-related protein 1.2 [Triticum aestivum]		LOC_Os10g11500.1 2e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P240171		TA64527_4565		0		TC433505		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC433505]

		701		CUST_41539_PI390587928		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P240181		TA64529_4565		0		TC434383		0

		701		CUST_41539_PI390587928		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P240201		TA64533_4565		0		TC393294		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), partial (95%) [TC393294]

		10242		CUST_40065_PI390587928		U35_44k_v1_10242		LOC_Os09g25490.1		ref|NP_001105532.1| 2e-71  cellulose synthase catalytic subunit 12 [Zea mays]		LOC_Os09g25490.1 2e-72 CESA9 - cellulose synthase expressed		A_99_P241031		TA64746_4565		0		TC384806		Rep: Cellulose synthase catalytic subunit 12 - Zea mays (Maize), partial (19%) [TC384806]

		2591		CUST_25292_PI390587928		U35_44k_v1_2591		LOC_Os06g30920.1		ref|NP_001046496.1| 1e-10  Os02g0264800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g30920.1 1e-12 AGP16 putative expressed		A_99_P241431		TA64848_4565		0		TC408096		0

		7763		CUST_5812_PI390587928		U35_44k_v1_7763		LOC_Os03g08550.1		ref|NP_001049184.1| e-103  Os03g0183800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08550.1 1e-105 leucine-rich repeat transmembrane protein kinase 2 putative expressed		A_99_P241521		TA64877_4565		0		TC408267		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (32%) [TC408267]

		210		CUST_7644_PI390587928		U35_44k_v1_210		LOC_Os10g34920.1		gb|ABV22584.1| e-121  PR17d precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34910.1 3e-68 secretory protein putative		A_99_P242776		U32431		hypothetical LOC543235		TC376481		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		414		CUST_35746_PI390587928		U35_44k_v1_414		LOC_Os10g34930.1		emb|CAA74593.1| e-119  hypothetical protein [Hordeum vulgare]		LOC_Os10g34930.1 1e-80 secretory protein putative expressed		A_99_P242791		TA65180_4565		0		TC415690		Rep: PR17d precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (76%) [TC415690]

		249		CUST_16542_PI390587928		U35_44k_v1_249		LOC_Os10g34910.1		emb|CAA74594.1| e-127  hypothetical protein [Hordeum vulgare]		LOC_Os10g34910.1 1e-76 secretory protein putative		A_99_P242796		TA65181_4565		0		TC398605		Rep: PR17c precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC398605]

		1573		CUST_35778_PI390587928		U35_44k_v1_1573		-		ref|NP_001050252.1| 1e-16  Os03g0385400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26820.1 2e-18 xylogen protein 1 putative expressed		A_99_P243141		TA65275_4565		0		TC396826		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		1296		CUST_3865_PI390587928		U35_44k_v1_1296		LOC_Os01g64120.1		ref|NP_001051821.1| 8e-38  Os03g0835900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61960.1 2e-39 ferredoxin-3 chloroplast precursor putative expressed		A_99_P243216		TA65299_4565		0		TC381901		Rep: Ferredoxin-3, chloroplast precursor - Zea mays (Maize), partial (69%) [TC381901]

		1295		CUST_3867_PI390587928		U35_44k_v1_1295		LOC_Os03g61960.1		ref|NP_001105346.1| 4e-56  ferredoxin3 [Zea mays]		LOC_Os03g61960.1 8e-55 ferredoxin-3 chloroplast precursor putative expressed		A_99_P243216		TA65299_4565		0		TC381901		Rep: Ferredoxin-3, chloroplast precursor - Zea mays (Maize), partial (69%) [TC381901]

		4053		CUST_4771_PI390587928		U35_44k_v1_4053		LOC_Os01g68324.2		ref|NP_001045159.1| 0.0  Os01g0911200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g68324.2 0.0 dolichyl-diphosphooligosaccharide--protein glycosyltransferase 63 kDasubunit precursor putative expressed		A_99_P244786		TA65696_4565		0		TC402017		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC402017]

		1149		CUST_7077_PI390587928		U35_44k_v1_1149		LOC_Os01g01307.1		dbj|BAD45510.1| 9e-69  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g01307.1 6e-71 translocon-associated protein beta containing protein expressed		A_99_P245576		TA65892_4565		0		TC426381		0

		1149		CUST_7077_PI390587928		U35_44k_v1_1149		LOC_Os01g01307.1		dbj|BAD45510.1| 9e-69  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g01307.1 6e-71 translocon-associated protein beta containing protein expressed		A_99_P245581		TA65894_4565		0		TC397217		0

		703		CUST_41536_PI390587928		U35_44k_v1_703		LOC_Os01g28450.1		emb|CAA52893.1| 6e-79  PR-1a pathogenesis related protein (Hv-1a) [Hordeum vulgare subsp. vulgare]		LOC_Os01g28500.1 2e-60 pathogenesis-related protein PRMS precursor putative expressed		A_99_P245726		TA65929_4565		0		TC376573		Rep: Pathogenisis-related protein 1.1 precursor - Triticum aestivum (Wheat), complete [TC376573]

		703		CUST_41536_PI390587928		U35_44k_v1_703		LOC_Os01g28450.1		emb|CAA52893.1| 6e-79  PR-1a pathogenesis related protein (Hv-1a) [Hordeum vulgare subsp. vulgare]		LOC_Os01g28500.1 2e-60 pathogenesis-related protein PRMS precursor putative expressed		A_99_P245741		TA65932_4565		0		TC373424		Rep: Pathogenisis-related protein 1.1 precursor - Triticum aestivum (Wheat), complete [TC373424]

		703		CUST_41536_PI390587928		U35_44k_v1_703		LOC_Os01g28450.1		emb|CAA52893.1| 6e-79  PR-1a pathogenesis related protein (Hv-1a) [Hordeum vulgare subsp. vulgare]		LOC_Os01g28500.1 2e-60 pathogenesis-related protein PRMS precursor putative expressed		A_99_P245746		DR740800		pathogenisis-related protein 1.1		TC375912		FGAS000735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740800]

		960		CUST_27655_PI390587928		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		A_99_P246176		TA66050_4565		0		TC382147		0

		960		CUST_27655_PI390587928		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		A_99_P246186		EU082065		NADP-dependent malic enzyme		TC395464		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		960		CUST_27655_PI390587928		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		A_99_P246191		TA66053_4565		0		TC382147		0

		15135		CUST_22743_PI390587928		U35_44k_v1_15135		LOC_Os06g11800.1		gb|EAZ36310.1| 4e-76  hypothetical protein OsJ_019793 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11800.1 2e-70 annexin-like protein RJ4 putative expressed		A_99_P246341		AK331881		0		TC443177		Triticum aestivum cDNA, clone: WT002_J15, cultivar: Chinese Spring [AK331881]

		15777		CUST_10377_PI390587928		U35_44k_v1_15777		LOC_Os05g32110.1		gb|AAO86520.1| 0.0  phytochelatin synthetase [Triticum monococcum]		LOC_Os05g32110.1 0.0 COBRA-like protein 4 precursor putative expressed		A_99_P246401		AK332079		phytochelatin synthetase		TC379942		Triticum aestivum cDNA, clone: WT003_B13, cultivar: Chinese Spring [AK332079]

		15777		CUST_10377_PI390587928		U35_44k_v1_15777		LOC_Os05g32110.1		gb|AAO86520.1| 0.0  phytochelatin synthetase [Triticum monococcum]		LOC_Os05g32110.1 0.0 COBRA-like protein 4 precursor putative expressed		A_99_P246406		TA66107_4565		0		TC398486		0

		1473		CUST_13677_PI390587928		U35_44k_v1_1473		LOC_Os03g52630.1		dbj|BAA94257.1| 0.0  endo-1,4-beta-glucanase Cel1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52630.1 0.0 endo-14-beta-glucanase Cel1 putative expressed		A_99_P247471		AK335072		endo-1,4-beta-glucanase		TC386635		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		1473		CUST_13677_PI390587928		U35_44k_v1_1473		LOC_Os03g52630.1		dbj|BAA94257.1| 0.0  endo-1,4-beta-glucanase Cel1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52630.1 0.0 endo-14-beta-glucanase Cel1 putative expressed		A_99_P247476		TA66424_4565		0		TC425765		0

		1473		CUST_13677_PI390587928		U35_44k_v1_1473		LOC_Os03g52630.1		dbj|BAA94257.1| 0.0  endo-1,4-beta-glucanase Cel1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52630.1 0.0 endo-14-beta-glucanase Cel1 putative expressed		A_99_P247481		TA66426_4565		0		TC377859		Rep: Endo-1,4-beta-glucanase Cel1 - Hordeum vulgare (Barley), partial (29%) [TC377859]

		2433		CUST_38855_PI390587928		U35_44k_v1_2433		LOC_Os11g05290.1		gb|EAY79959.1| 1e-36  hypothetical protein OsI_033918 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05290.1 6e-38 pop3 peptide putative expressed		A_99_P247941		TA66546_4565		0		TC392055		0

		2433		CUST_38855_PI390587928		U35_44k_v1_2433		LOC_Os11g05290.1		gb|EAY79959.1| 1e-36  hypothetical protein OsI_033918 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05290.1 6e-38 pop3 peptide putative expressed		A_99_P247946		TA66547_4565		0		TC381809		Rep: Peptidase M20D, amidohydrolase - Thermobifida fusca (strain YX), partial (5%) [TC381809]

		2770		CUST_1896_PI390587928		U35_44k_v1_2770		LOC_Os05g48900.1		gb|ABI95405.1| 6e-81  fasciclin-like protein FLA15 [Triticum aestivum]		LOC_Os05g48900.1 4e-60 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P248201		DQ872388		fasciclin-like protein FLA15		TC410644		Triticum aestivum fasciclin-like protein FLA15 mRNA, complete cds [DQ872388]

		1632		CUST_5674_PI390587928		U35_44k_v1_1632		LOC_Os04g36859.1		ref|NP_001052909.1| 1e-95  Os04g0446300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36859.1 2e-97 signal peptidase complex subunit 2 putative expressed		A_99_P248896		TA66806_4565		0		TC372355		0

		1632		CUST_5674_PI390587928		U35_44k_v1_1632		LOC_Os04g36859.1		ref|NP_001052909.1| 1e-95  Os04g0446300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36859.1 2e-97 signal peptidase complex subunit 2 putative expressed		A_99_P248901		TA66807_4565		0		TC372355		0

		26719		CUST_37241_PI390587928		U35_44k_v1_26719		LOC_Os04g36720.1		gb|EAY94278.1| 5e-05  hypothetical protein OsI_015511 [Oryza sativa (indica cultivar-group)]		LOC_Os04g36720.1 7e-07 ferric reductase-like transmembrane component putative expressed		A_99_P250721		TA67368_4565		0		0		0

		26719		CUST_37241_PI390587928		U35_44k_v1_26719		LOC_Os04g36720.1		gb|EAY94278.1| 5e-05  hypothetical protein OsI_015511 [Oryza sativa (indica cultivar-group)]		LOC_Os04g36720.1 7e-07 ferric reductase-like transmembrane component putative expressed		A_99_P250726		TA67369_4565		0		0		0

		3169		CUST_38451_PI390587928		U35_44k_v1_3169		LOC_Os01g47780.1		gb|ABI95404.1| 1e-66  fasciclin-like protein FLA14 [Triticum aestivum]		LOC_Os01g47780.1 3e-64 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P250841		DR738075		fasciclin-like protein FLA14		TC369464		FGAS083292 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738075]

		14518		CUST_34124_PI390587928		U35_44k_v1_14518		LOC_Os02g36940.1		ref|NP_001047231.1| 6e-67  Os02g0579800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36940.1 1e-68 expressed protein		A_99_P251661		TA67617_4565		0		TC448563		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC448563]

		13718		CUST_5241_PI390587928		U35_44k_v1_13718		LOC_Os12g42090.2		ref|NP_001067274.1| e-118  Os12g0615400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g42090.2 1e-120 inner envelope membrane protein chloroplast precursor putative expressed		A_99_P252931		TA67950_4565		0		TC381821		Rep: 37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach), partial (35%) [TC381821]

		15618		CUST_16341_PI390587928		U35_44k_v1_15618		LOC_Os02g08180.1		ref|NP_001046076.1| 3e-16  Os02g0178400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g08180.1 6e-18 protein transport protein SEC61 gamma subunit putative expressed		A_99_P253006		TA67973_4565		0		TC409343		Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), complete [TC409343]

		16648		CUST_38107_PI390587928		U35_44k_v1_16648		LOC_Os08g45210.1		ref|NP_001062544.1| 2e-84  Os08g0566900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g45210.1 5e-86 peroxisomal membrane protein PMP22 putative expressed		A_99_P253076		TA67996_4565		0		TC448126		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC448126]

		16648		CUST_38107_PI390587928		U35_44k_v1_16648		LOC_Os08g45210.1		ref|NP_001062544.1| 2e-84  Os08g0566900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g45210.1 5e-86 peroxisomal membrane protein PMP22 putative expressed		A_99_P253081		TA67997_4565		0		TC417367		0

		1183		CUST_25498_PI390587928		U35_44k_v1_1183		LOC_Os02g09490.1		gb|AAK97808.1| e-149  cinnamyl alcohol dehydrogenase 1a [Festuca arundinacea]		LOC_Os02g09490.1 1e-143 cinnamyl alcohol dehydrogenase putative expressed		A_99_P253296		TA68052_4565		0		TC396811		Rep: Cinnamyl alcohol dehydrogenase 1a - Festuca arundinacea (Tall fescue) (Schedonorus arundinaceus), partial (49%) [TC396811]

		8125		CUST_5754_PI390587928		U35_44k_v1_8125		LOC_Os10g38470.1		ref|NP_001065121.1| 7e-71  Os10g0528100 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g38470.1 1e-72 glutathione S-transferase GSTU6 putative expressed		A_99_P253861		TA68232_4565		0		TC425297		0

		42937		CUST_1243_PI390587928		U35_44k_v1_42937		-		gb|AAK55326.1|AF355458_1 2e-09  thaumatin-like protein TLP8 [Hordeum vulgare]		LOC_Os03g46070.1 2e-08 protein P21 putative expressed		A_99_P253931		TA68253_4565		0		TC403839		Rep: Thaumatin-like protein TLP8 - Hordeum vulgare (Barley), complete [TC403839]

		15709		CUST_21590_PI390587928		U35_44k_v1_15709		LOC_Os01g59660.3		emb|CAA61021.1| 0.0  GAMyb protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g59660.2 0.0 transcription factor GAMYB putative expressed		A_99_P253931		TA68253_4565		0		TC403839		Rep: Thaumatin-like protein TLP8 - Hordeum vulgare (Barley), complete [TC403839]

		15708		CUST_21591_PI390587928		U35_44k_v1_15708		LOC_Os03g45960.1		gb|AAK55326.1|AF355458_1 e-111  thaumatin-like protein TLP8 [Hordeum vulgare]		LOC_Os03g45960.1 2e-92 protein P21 putative expressed		A_99_P253931		TA68253_4565		0		TC403839		Rep: Thaumatin-like protein TLP8 - Hordeum vulgare (Barley), complete [TC403839]

		16200		CUST_9759_PI390587928		U35_44k_v1_16200		LOC_Os11g32240.1		sp|P93596|CP51_WHEAT 0.0  Cytochrome P450 51 (CYPLI) (P450-LIA1) (Obtusifoliol 14-alpha demethylase)		LOC_Os11g32240.1 0.0 cytochrome P450 51 putative expressed		A_99_P254506		TA68420_4565		0		TC373124		Rep: Cytochrome P450 51 - Triticum aestivum (Wheat), partial (40%) [TC373124]

		1656		CUST_5650_PI390587928		U35_44k_v1_1656		LOC_Os05g01110.1		ref|NP_001054379.1| 1e-49  Os05g0101400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g01110.1 2e-51 50S ribosomal protein L28 chloroplast precursor putative expressed		A_99_P254751		TA68493_4565		0		TC387821		Rep: 50S ribosomal protein L28, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC387821]

		18774		CUST_15027_PI390587928		U35_44k_v1_18774		LOC_Os04g51710.1		ref|NP_001061297.1| 0.0  Os08g0230200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g13350.1 0.0 cysteine-type endopeptidase/ ubiquitin thiolesterase putative expressed		A_99_P255461		TA68681_4565		0		TC397856		0

		18774		CUST_15027_PI390587928		U35_44k_v1_18774		LOC_Os04g51710.1		ref|NP_001061297.1| 0.0  Os08g0230200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g13350.1 0.0 cysteine-type endopeptidase/ ubiquitin thiolesterase putative expressed		A_99_P255466		TA68682_4565		0		TC416952		0

		2004		CUST_18099_PI390587928		U35_44k_v1_2004		LOC_Os03g10110.1		gb|EAY88907.1| 9e-14  hypothetical protein OsI_010140 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10110.1 2e-15 preproMP73 putative expressed		A_99_P255741		TA68758_4565		0		TC429875		Rep: Cupin family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (4%) [TC429875]

		420		CUST_35731_PI390587928		U35_44k_v1_420		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		A_99_P256361		TA68935_4565		0		0		0

		420		CUST_35731_PI390587928		U35_44k_v1_420		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		A_99_P256366		TA68936_4565		0		TC441990		Rep: Phosphate transporter 6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC441990]

		420		CUST_35731_PI390587928		U35_44k_v1_420		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		A_99_P256371		AF110180		high-affinity phosphate transporter PT1		TC440513		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		1404		CUST_7742_PI390587928		U35_44k_v1_1404		LOC_Os04g30420.1		gb|AAX81879.1| e-145  quinone reductase [Triticum monococcum]		LOC_Os04g30420.1 1e-136 chloroplastic quinone-oxidoreductase putative expressed		A_99_P256516		TA68976_4565		0		TC372153		0

		6539		CUST_40900_PI390587928		U35_44k_v1_6539		LOC_Os05g02310.1		ref|NP_001054459.1| e-108  Os05g0114000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g02310.1 1e-110 soluble inorganic pyrophosphatase putative expressed		A_99_P256946		TA69097_4565		0		TC375539		Rep: Soluble inorganic pyrophosphatase - Papaver rhoeas, partial (83%) [TC375539]

		6539		CUST_40900_PI390587928		U35_44k_v1_6539		LOC_Os05g02310.1		ref|NP_001054459.1| e-108  Os05g0114000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g02310.1 1e-110 soluble inorganic pyrophosphatase putative expressed		A_99_P256956		TA69100_4565		0		TC416716		0

		1704		CUST_10241_PI390587928		U35_44k_v1_1704		LOC_Os01g01660.1		ref|NP_001105699.1| e-136  isoflavone reductase-like1 [Zea mays]		LOC_Os01g01660.1 1e-124 isoflavone reductase homolog IRL putative expressed		A_99_P257296		TA69204_4565		0		TC397159		Rep: Isoflavone reductase homolog IRL - Zea mays (Maize), partial (73%) [TC397159]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P257721		AY286097		chalcone synthase		TC404363		Triticum aestivum chalcone synthase (CHS) mRNA, complete cds [AY286097]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P257726		TA69333_4565		0		TC420170		Rep: Chalcone synthase 1 - Hordeum vulgare (Barley), partial (93%) [TC420170]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P257736		AK333375		0		TC420170		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P257741		AK333375		0		TC457050		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P257746		AK333375		0		TC399756		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		15962		CUST_6439_PI390587928		U35_44k_v1_15962		LOC_Os11g28060.1		gb|EAZ05312.1| e-145  hypothetical protein OsI_026544 [Oryza sativa (indica cultivar-group)]		LOC_Os08g01450.1 1e-143 cytochrome P450 71C4 putative expressed		A_99_P258771		TA69645_4565		0		TC420363		Rep: Os01g0543600 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC420363]

		23760		CUST_30143_PI390587928		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		A_99_P258776		TA69647_4565		0		TC434821		0

		2797		CUST_1869_PI390587928		U35_44k_v1_2797		LOC_Os11g19220.1		gb|EAZ43322.1| 5e-91  hypothetical protein OsJ_026805 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40250.1 1e-92 expressed protein		A_99_P259131		AK331808		0		TC405263		Triticum aestivum cDNA, clone: WT002_G14, cultivar: Chinese Spring [AK331808]

		15844		CUST_29095_PI390587928		U35_44k_v1_15844		LOC_Os09g07020.1		ref|NP_001062658.1| e-175  Os09g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07020.1 1e-178 flavonol synthase-like protein putative expressed		A_99_P259211		TA69785_4565		0		TC374001		Rep: Os09g0248900 protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC374001]

		15844		CUST_29095_PI390587928		U35_44k_v1_15844		LOC_Os09g07020.1		ref|NP_001062658.1| e-175  Os09g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07020.1 1e-178 flavonol synthase-like protein putative expressed		A_99_P259226		TA69788_4565		0		TC369184		0

		45844		CUST_202_PI390587928		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		A_99_P259286		TA69806_4565		0		TC440633		0

		1048		CUST_30702_PI390587928		U35_44k_v1_1048		LOC_Os02g17940.6		gb|AAP95024.1| e-173  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		AK335992		0		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		1046		CUST_30704_PI390587928		U35_44k_v1_1046		LOC_Os02g17940.6		gb|AAP95024.1| e-116  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-113 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		AK335992		0		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		1045		CUST_30705_PI390587928		U35_44k_v1_1045		LOC_Os06g08032.1		gb|AAP95024.1| 1e-59  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 6e-43 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		AK335992		0		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		1571		CUST_35780_PI390587928		U35_44k_v1_1571		LOC_Os02g48110.1		ref|NP_001047898.1| 0.0  Os02g0710900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48110.1 0.0 oxygen-regulated protein precursor putative expressed		A_99_P259471		AK332193		0		TC409383		Triticum aestivum cDNA, clone: WT003_G03, cultivar: Chinese Spring [AK332193]

		1571		CUST_35780_PI390587928		U35_44k_v1_1571		LOC_Os02g48110.1		ref|NP_001047898.1| 0.0  Os02g0710900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48110.1 0.0 oxygen-regulated protein precursor putative expressed		A_99_P259481		TA69857_4565		0		TC409383		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC409383]

		1571		CUST_35780_PI390587928		U35_44k_v1_1571		LOC_Os02g48110.1		ref|NP_001047898.1| 0.0  Os02g0710900 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48110.1 0.0 oxygen-regulated protein precursor putative expressed		A_99_P259486		TA69858_4565		0		TC389458		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC389458]

		31706		CUST_11616_PI390587928		U35_44k_v1_31706		LOC_Os08g23180.1		gb|ABI95393.1| 6e-11  fasciclin-like protein FLA3 [Triticum aestivum]		LOC_Os08g23180.1 9e-12 fasciclin-like arabinogalactan protein 8 precursor putative expressed		A_99_P259839		AK331590		fasciclin-like protein FLA3		TC385886		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		15884		CUST_22942_PI390587928		U35_44k_v1_15884		LOC_Os08g23180.1		gb|ABI95393.1| e-155  fasciclin-like protein FLA3 [Triticum aestivum]		LOC_Os08g23180.1 1e-130 fasciclin-like arabinogalactan protein 8 precursor putative expressed		A_99_P259839		AK331590		fasciclin-like protein FLA3		TC385886		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		15883		CUST_22943_PI390587928		U35_44k_v1_15883		LOC_Os08g23180.1		No hits found		No hits found		A_99_P259839		AK331590		fasciclin-like protein FLA3		TC385886		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		15884		CUST_22942_PI390587928		U35_44k_v1_15884		LOC_Os08g23180.1		gb|ABI95393.1| e-155  fasciclin-like protein FLA3 [Triticum aestivum]		LOC_Os08g23180.1 1e-130 fasciclin-like arabinogalactan protein 8 precursor putative expressed		A_99_P259841		AK331590		fasciclin-like protein FLA3		TC395870		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		15816		CUST_29140_PI390587928		U35_44k_v1_15816		LOC_Os04g59330.1		emb|CAJ86345.1| e-110  H0814G11.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g59330.1 1e-110 expressed protein		A_99_P260221		TA70063_4565		0		TC445177		0

		15816		CUST_29140_PI390587928		U35_44k_v1_15816		LOC_Os04g59330.1		emb|CAJ86345.1| e-110  H0814G11.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g59330.1 1e-110 expressed protein		A_99_P260246		TA70068_4565		0		TC428468		0

		17589		CUST_26931_PI390587928		U35_44k_v1_17589		LOC_Os01g32730.2		ref|NP_001043167.1| e-111  Os01g0510600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32730.1 1e-112 FLU putative expressed		A_99_P260961		TA70266_4565		0		TC440905		0

		16386		CUST_32976_PI390587928		U35_44k_v1_16386		LOC_Os08g44840.1		ref|NP_001062520.1| e-128  Os08g0562500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44840.1 1e-129 acyltransferase putative expressed		A_99_P261111		TA70306_4565		0		TC409073		0

		18540		CUST_10639_PI390587928		U35_44k_v1_18540		LOC_Os03g50450.1		gb|AAK18840.1|AC082645_10 0.0  putative receptor kinase [Oryza sativa]		LOC_Os03g50450.1 0.0 atypical receptor-like kinase MARK putative expressed		A_99_P261471		TA70403_4565		0		TC406069		Rep: Atypical receptor-like kinase MARK - Zea mays (Maize), partial (44%) [TC406069]

		6068		CUST_37358_PI390587928		U35_44k_v1_6068		LOC_Os10g33920.3		ref|NP_001064870.1| e-147  Os10g0479700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		A_99_P261796		TA70489_4565		0		TC375684		0

		6068		CUST_37358_PI390587928		U35_44k_v1_6068		LOC_Os10g33920.3		ref|NP_001064870.1| e-147  Os10g0479700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		A_99_P261801		TA70490_4565		0		TC377102		Rep: Phosphate translocator-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC377102]

		8206		CUST_27927_PI390587928		U35_44k_v1_8206		LOC_Os01g73220.1		ref|NP_001045481.1| 5e-24  Os01g0962700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g73170.1 1e-25 peroxidase 12 precursor putative expressed		A_99_P262051		TA70561_4565		0		TC451937		Rep: Peroxidase - Nicotiana tabacum (Common tobacco), partial (10%) [TC451937]

		2083		CUST_20169_PI390587928		U35_44k_v1_2083		LOC_Os09g38370.1		ref|NP_001063896.1| 3e-89  Os09g0556000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38370.1 5e-91 signal peptidase complex subunit 3 putative expressed		A_99_P262176		TA70594_4565		0		TC370770		Rep: Signal peptidase 22 kDa subunit - Medicago truncatula (Barrel medic), complete [TC370770]

		2083		CUST_20169_PI390587928		U35_44k_v1_2083		LOC_Os09g38370.1		ref|NP_001063896.1| 3e-89  Os09g0556000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38370.1 5e-91 signal peptidase complex subunit 3 putative expressed		A_99_P262186		TA70596_4565		0		TC410013		Rep: Signal peptidase 22 kDa subunit - Medicago truncatula (Barrel medic), complete [TC410013]

		16716		CUST_13764_PI390587928		U35_44k_v1_16716		LOC_Os02g33110.2		gb|AAZ29515.1| e-165  cell wall invertase [Lolium perenne]		LOC_Os02g33110.1 1e-145 beta-fructofuranosidase insoluble isoenzyme 1 precursor putative expressed		A_99_P263521		TA70992_4565		0		TC372539		0

		3035		CUST_33581_PI390587928		U35_44k_v1_3035		LOC_Os03g43720.7		ref|NP_001106048.1| 0.0  major facilitator superfamily protein [Zea mays]		LOC_Os03g43720.4 0.0 synaptic vesicle 2-related protein putative expressed		A_99_P264081		TA71157_4565		0		TC374154		Rep: Major facilitator superfamily protein - Zea mays (Maize), partial (14%) [TC374154]

		14751		CUST_37214_PI390587928		U35_44k_v1_14751		LOC_Os02g27030.1		emb|CAD40319.2| e-157  OSJNBb0054B09.3 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24600.1 1e-159 cysteine proteinase 1 precursor putative expressed		A_99_P264346		TA71220_4565		0		TC386881		0

		3554		CUST_34319_PI390587928		U35_44k_v1_3554		LOC_Os01g07870.1		gb|AAQ10074.1| e-131  multidrug resistance associated protein MRP2 [Triticum aestivum]		LOC_Os01g07870.1 1e-132 multidrug resistance-associated protein 3 putative expressed		A_99_P264616		TA71290_4565		0		TC440394		Rep: Multidrug resistance associated protein MRP2 - Triticum aestivum (Wheat), partial (8%) [TC440394]

		47561		CUST_40977_PI390587928		U35_44k_v1_47561		LOC_Os11g01300.1		ref|NP_001065241.1| 1e-15  Os12g0103300 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01260.1 3e-17 protein transport protein Sec61 beta subunit putative expressed		A_99_P265096		TA71434_4565		0		TC392599		Rep: Sec61beta family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (98%) [TC392599]

		2193		CUST_37579_PI390587928		U35_44k_v1_2193		LOC_Os11g01300.1		gb|ABA91053.1| 4e-20  Sec61beta family protein, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01300.1 9e-22 protein transport protein Sec61 beta subunit putative expressed		A_99_P265106		TA71436_4565		0		TC383047		Rep: Sec61beta family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (92%) [TC383047]

		13748		CUST_5196_PI390587928		U35_44k_v1_13748		LOC_Os03g42110.1		ref|NP_001050668.1| 0.0  Os03g0617900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g42110.1 0.0 N-acetyl-gamma-glutamyl-phosphate reductase chloroplast precursor putative expressed		A_99_P265961		TA71686_4565		0		TC409871		Rep: N-acetyl-gamma-glutamyl-phosphate reductase - Oryza sativa subsp. indica (Rice), partial (82%) [TC409871]

		18476		CUST_34047_PI390587928		U35_44k_v1_18476		LOC_Os04g53740.1		ref|NP_001053968.1| 4e-41  Os04g0629500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g53740.1 1e-42 thioredoxin-like 4 putative expressed		A_99_P266486		TA71842_4565		0		TC397207		Rep: Os04g0629500 protein - Oryza sativa subsp. japonica (Rice), partial (88%) [TC397207]

		11822		CUST_27372_PI390587928		U35_44k_v1_11822		-		gb|EAZ42675.1| 8e-18  hypothetical protein OsJ_026158 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g31250.1 2e-19 protein binding protein putative expressed		A_99_P266781		TA71941_4565		0		TC421879		Rep: Transcriptional regulator, XRE family - Mycobacterium sp. (strain JLS), partial (7%) [TC421879]

		28560		CUST_31989_PI390587928		U35_44k_v1_28560		LOC_Os03g08430.2		gb|EAZ25827.1| e-107  hypothetical protein OsJ_009310 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08430.2 1e-109 SAC domain-containing protein 3 putative expressed		A_99_P267001		TA72013_4565		0		TC389497		Rep: SacIy domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (18%) [TC419845]

		14674		CUST_7277_PI390587928		U35_44k_v1_14674		LOC_Os04g37710.1		ref|NP_001052936.1| e-109  Os04g0450100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37710.1 1e-110 expressed protein		A_99_P267036		TA72021_4565		0		TC439110		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC439110]

		16979		CUST_23752_PI390587928		U35_44k_v1_16979		LOC_Os02g07044.1		gb|AAK64575.1| e-177  thiosulfate transferase [Triticum aestivum]		LOC_Os02g07044.1 1e-146 thiosulfate transferase putative expressed		A_99_P267456		TA72137_4565		0		TC379257		0

		9588		CUST_10977_PI390587928		U35_44k_v1_9588		LOC_Os12g24320.1		gb|AAV49988.1| 7e-24  ATPase 3 [Hordeum vulgare subsp. vulgare]		LOC_Os12g24320.1 2e-20 cell Division Protein AAA ATPase family putative expressed		A_99_P267636		TA72187_4565		0		TC440364		Rep: Cell Division Protein AAA ATPase family - Triticum aestivum (Wheat), partial (44%) [TC440364]

		19702		CUST_30698_PI390587928		U35_44k_v1_19702		LOC_Os03g64280.1		ref|NP_001061727.1| 2e-42  Os08g0392100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30210.1 4e-44 1-aminocyclopropane-1-carboxylate oxidase putative expressed		A_99_P268046		AK331699		0		0		Triticum aestivum cDNA, clone: WT002_C08, cultivar: Chinese Spring [AK331699]

		1307		CUST_36918_PI390587928		U35_44k_v1_1307		LOC_Os02g52314.1		ref|NP_001048190.1| 2e-78  Os02g0760500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52314.1 3e-80 ER6 protein putative expressed		A_99_P268111		TA72341_4565		0		TC401489		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC401489]

		1307		CUST_36918_PI390587928		U35_44k_v1_1307		LOC_Os02g52314.1		ref|NP_001048190.1| 2e-78  Os02g0760500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52314.1 3e-80 ER6 protein putative expressed		A_99_P268121		TA72343_4565		0		TC424062		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC424062]

		16514		CUST_19590_PI390587928		U35_44k_v1_16514		LOC_Os03g12910.1		ref|NP_001049463.1| 0.0  Os03g0231800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12910.1 0.0 squalene monooxygenase putative expressed		A_99_P268211		TA72368_4565		0		TC378992		0

		467		CUST_7864_PI390587928		U35_44k_v1_467		LOC_Os01g71080.1		gb|ABU55396.1| 3e-54  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 1e-51 xylanase inhibitor TAXI-IV putative expressed		A_99_P268711		AK332666		0		TC412311		Triticum aestivum cDNA, clone: WT004_I24, cultivar: Chinese Spring [AK332666]

		16300		CUST_7881_PI390587928		U35_44k_v1_16300		LOC_Os12g39620.3		gb|EAZ21034.1| 0.0  hypothetical protein OsJ_035243 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39620.3 0.0 disease resistance protein putative expressed		A_99_P269156		TA72658_4565		0		TC404379		Rep: Leucine Rich Repeat family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (16%) [TC404379]

		12558		CUST_6910_PI390587928		U35_44k_v1_12558		LOC_Os09g36350.1		gb|EAZ45473.1| 5e-49  hypothetical protein OsJ_028956 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36350.1 1e-50 endoglucanase 1 precursor putative expressed		A_99_P270461		TA73086_4565		0		TC412239		0

		17124		CUST_41406_PI390587928		U35_44k_v1_17124		LOC_Os01g60830.1		ref|NP_001044661.1| 3e-57  Os01g0823600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60830.1 6e-59 expressed protein		A_99_P270531		TA73106_4565		0		TC382149		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC382149]

		17124		CUST_41406_PI390587928		U35_44k_v1_17124		LOC_Os01g60830.1		ref|NP_001044661.1| 3e-57  Os01g0823600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60830.1 6e-59 expressed protein		A_99_P270536		TA73108_4565		0		TC381387		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC381387]

		21268		CUST_27248_PI390587928		U35_44k_v1_21268		LOC_Os06g38960.2		gb|EAZ01502.1| e-100  hypothetical protein OsI_022734 [Oryza sativa (indica cultivar-group)]		LOC_Os06g38960.2 1e-101 expressed protein		A_99_P271096		AK331348		0		TC422701		Triticum aestivum cDNA, clone: WT007_E10, cultivar: Chinese Spring [AK331348]

		28721		CUST_31917_PI390587928		U35_44k_v1_28721		LOC_Os03g61220.2		dbj|BAD21122.1| 1e-40  ATP-dependent RNA helicase [Hordeum vulgare subsp. vulgare]		LOC_Os07g05050.1 2e-19 nucleolar RNA helicase 2 putative expressed		A_99_P271131		AK335104		0		TC420607		Triticum aestivum cDNA, clone: WT012_B07, cultivar: Chinese Spring [AK335104]

		2375		CUST_41473_PI390587928		U35_44k_v1_2375		LOC_Os01g14550.1		sp|P16273|PRPX_HORVU e-124  Pathogen-related protein		LOC_Os01g14590.1 2e-98 pathogen-related protein putative expressed		A_99_P271256		TA73316_4565		0		TC444858		Rep: Pathogen-related protein - Hordeum vulgare (Barley), partial (97%) [TC444858]

		2375		CUST_41473_PI390587928		U35_44k_v1_2375		LOC_Os01g14550.1		sp|P16273|PRPX_HORVU e-124  Pathogen-related protein		LOC_Os01g14590.1 2e-98 pathogen-related protein putative expressed		A_99_P271266		TA73318_4565		0		TC444858		Rep: Pathogen-related protein - Hordeum vulgare (Barley), partial (97%) [TC444858]

		2214		CUST_37193_PI390587928		U35_44k_v1_2214		LOC_Os08g43320.1		ref|NP_001063723.1| e-116  Os09g0525900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g35730.1 1e-117 membrane protein putative expressed		A_99_P271311		TA73336_4565		0		0		0

		7104		CUST_19216_PI390587928		U35_44k_v1_7104		LOC_Os07g03240.1		ref|NP_001058805.1| 3e-99  Os07g0124600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03240.1 1e-101 ribonucleoprotein like protein putative expressed		A_99_P271616		TA73437_4565		0		TC384374		Rep: RNA-binding protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (31%) [TC384374]

		2198		CUST_32803_PI390587928		U35_44k_v1_2198		LOC_Os12g02370.2		ref|NP_001065990.1| 3e-61  Os12g0115700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02370.2 5e-63 chalcone--flavonone isomerase putative expressed		A_99_P271911		TA73510_4565		0		TC378423		Rep: Chalcone-flavanone isomerase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (83%) [TC378423]

		2197		CUST_32804_PI390587928		U35_44k_v1_2197		LOC_Os11g02440.2		ref|NP_001065990.1| 8e-11  Os12g0115700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02370.2 2e-12 chalcone--flavonone isomerase putative expressed		A_99_P271911		TA73510_4565		0		TC378423		Rep: Chalcone-flavanone isomerase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (83%) [TC378423]

		1751		CUST_4684_PI390587928		U35_44k_v1_1751		LOC_Os07g46790.1		ref|NP_001060547.1| 0.0  Os07g0662900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46790.1 0.0 4-alpha-glucanotransferase putative expressed		A_99_P272876		TA73782_4565		0		TC435326		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC435326]

		1751		CUST_4684_PI390587928		U35_44k_v1_1751		LOC_Os07g46790.1		ref|NP_001060547.1| 0.0  Os07g0662900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46790.1 0.0 4-alpha-glucanotransferase putative expressed		A_99_P272881		TA73784_4565		0		TC435326		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC435326]

		23299		CUST_12869_PI390587928		U35_44k_v1_23299		LOC_Os02g55120.1		gb|EAZ24921.1| 9e-16  hypothetical protein OsJ_008404 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g55120.1 2e-17 translation initiation factor IF-3 chloroplast precursor putative expressed		A_99_P272941		TA73801_4565		0		TC416183		Rep: Translation initiation factor IF-3-like - Oryza sativa subsp. japonica (Rice), partial (48%) [TC416183]

		16744		CUST_31924_PI390587928		U35_44k_v1_16744		LOC_Os03g20380.1		ref|NP_001049949.1| 0.0  Os03g0319400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		A_99_P272976		AK331946		0		TC394498		Triticum aestivum cDNA, clone: WT002_M06, cultivar: Chinese Spring [AK331946]

		41647		CUST_31310_PI390587928		U35_44k_v1_41647		LOC_Os01g32660.4		gb|EAZ12083.1| 3e-15  hypothetical protein OsJ_001908 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g32660.4 6e-17 OsMKK6 - putative MAPKK based on amino acid sequence homology expressed		A_99_P273036		TA73838_4565		0		TC375696		Rep: Mitogen-activated protein kinase kinase 6 - Oryza sativa subsp. indica (Rice), complete [TC375696]

		2255		CUST_37152_PI390587928		U35_44k_v1_2255		LOC_Os01g32660.1		gb|ABG45894.1| 0.0  mitogen-activated protein kinase kinase 6 [Oryza sativa (indica cultivar-group)]		LOC_Os01g32660.1 0.0 OsMKK6 - putative MAPKK based on amino acid sequence homology expressed		A_99_P273036		TA73838_4565		0		TC375696		Rep: Mitogen-activated protein kinase kinase 6 - Oryza sativa subsp. indica (Rice), complete [TC375696]

		3807		CUST_17112_PI390587928		U35_44k_v1_3807		LOC_Os09g23160.1		ref|NP_001063096.1| e-149  Os09g0394900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g23160.1 1e-150 annexin A4 putative expressed		A_99_P273431		AK332757		0		TC399431		Triticum aestivum cDNA, clone: WT004_M18, cultivar: Chinese Spring [AK332757]

		15769		CUST_10401_PI390587928		U35_44k_v1_15769		LOC_Os05g42190.1		ref|NP_001055969.1| 1e-70  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 2e-72 flavoprotein wrbA putative expressed		A_99_P273751		TA74051_4565		0		TC431033		0

		49405		CUST_38667_PI390587928		U35_44k_v1_49405		LOC_Os05g42190.1		gb|ABN12321.1| 7e-25  benzoquinone reductase [Gossypium hirsutum]		LOC_Os08g04460.1 3e-26 minor allergen Alt a 7 putative expressed		A_99_P273751		TA74051_4565		0		TC431033		0

		4467		CUST_40255_PI390587928		U35_44k_v1_4467		LOC_Os07g46560.1		gb|EAZ40961.1| e-165  hypothetical protein OsJ_024444 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g24040.1 1e-167 ubiquitin ligase SINAT4 putative expressed		A_99_P274176		AK334589		0		TC391007		Triticum aestivum cDNA, clone: WT010_G09, cultivar: Chinese Spring [AK334589]

		17900		CUST_24249_PI390587928		U35_44k_v1_17900		LOC_Os06g18000.1		gb|EAZ36673.1| e-128  hypothetical protein OsJ_020156 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g18000.1 1e-129 protein kinase domain containing protein expressed		A_99_P274251		TA74203_4565		0		TC456633		Rep: Receptor-like protein kinase - Nicotiana tabacum (Common tobacco), partial (7%) [TC456633]

		20539		CUST_22264_PI390587928		U35_44k_v1_20539		LOC_Os09g20630.1		gb|EAZ44517.1| e-110  hypothetical protein OsJ_028000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g37080.1 1e-93 ASC1-like protein 1 putative expressed		A_99_P274591		TA74307_4565		0		TC403797		0

		18234		CUST_22229_PI390587928		U35_44k_v1_18234		LOC_Os12g35290.1		gb|EAY83387.1| 0.0  hypothetical protein OsI_037346 [Oryza sativa (indica cultivar-group)]		LOC_Os12g35290.1 0.0 conserved oligomeric Golgi complex component 8 putative expressed		A_99_P274641		TA74322_4565		0		0		0

		482		CUST_2920_PI390587928		U35_44k_v1_482		LOC_Os01g03330.1		pdb|1TX6|I 2e-75  Chain I, Trypsin:bbi Complex		LOC_Os01g03340.1 3e-30 Bowman-Birk type bran trypsin inhibitor precursor putative expressed		A_99_P274671		TA74332_4565		0		TC436353		Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley), partial (94%) [TC436353]

		16362		CUST_13520_PI390587928		U35_44k_v1_16362		LOC_Os04g38480.1		gb|AAU88198.1| 0.0  somatic embryogenesis protein kinase 1 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38480.1 0.0 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P274736		TA74354_4565		0		TC403381		Rep: SERK1 protein precursor - Zea mays (Maize), partial (82%) [TC403381]

		16362		CUST_13520_PI390587928		U35_44k_v1_16362		LOC_Os04g38480.1		gb|AAU88198.1| 0.0  somatic embryogenesis protein kinase 1 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38480.1 0.0 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P274741		AK333001		0		TC405843		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		4840		CUST_32497_PI390587928		U35_44k_v1_4840		LOC_Os01g51920.1		ref|NP_001044073.1| e-157  Os01g0717000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51920.1 1e-159 choline/ethanolamine kinase putative expressed		A_99_P274866		AK330672		0		TC408460		Triticum aestivum cDNA, clone: SET5_A09, cultivar: Chinese Spring [AK330672]

		7684		CUST_11062_PI390587928		U35_44k_v1_7684		LOC_Os01g72250.1		gb|AAF61489.1|AF210322_1 4e-88  UMP synthase [Oryza sativa]		LOC_Os01g72240.1 8e-90 uridine 5-monophosphate synthase putative expressed		A_99_P274951		TA74414_4565		0		TC387886		Rep: UMP synthase - Zea mays (Maize), partial (29%) [TC387886]

		17613		CUST_31672_PI390587928		U35_44k_v1_17613		LOC_Os05g06440.1		gb|EAY96619.1| e-163  hypothetical protein OsI_017852 [Oryza sativa (indica cultivar-group)]		LOC_Os05g06440.1 1e-165 dnaJ homolog subfamily B member 11 precursor putative expressed		A_99_P275601		TA74606_4565		0		TC426023		0

		1802		CUST_21608_PI390587928		U35_44k_v1_1802		LOC_Os06g39260.1		ref|NP_001057975.1| e-172  Os06g0593100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g39260.1 1e-174 solute carrier family 35 member B1 putative expressed		A_99_P275696		AK334706		0		TC387124		Triticum aestivum cDNA, clone: WT010_M11, cultivar: Chinese Spring [AK334706]

		3352		CUST_18270_PI390587928		U35_44k_v1_3352		LOC_Os03g02756.1		gb|AAO46087.1| 0.0  putative callose synthase [Hordeum vulgare subsp. vulgare]		LOC_Os03g02756.1 0.0 13-beta-glucan synthase component bgs3 putative expressed		A_99_P276636		TA74913_4565		0		TC400846		0

		5428		CUST_21484_PI390587928		U35_44k_v1_5428		LOC_Os05g32210.1		sp|Q60E60|NADK3_ORYSJ e-158  Putative NAD kinase 3		LOC_Os05g32210.1 1e-160 NAD kinase 3 putative expressed		A_99_P276966		TA75007_4565		0		TC382286		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (57%) [TC382286]

		14592		CUST_13142_PI390587928		U35_44k_v1_14592		LOC_Os12g04500.1		gb|ABG33766.1| 1e-72  reponse regulator 6 [Musa acuminata]		LOC_Os12g04500.1 6e-67 OsRR10 - Rice type-A response regulator expressed		A_99_P277326		AK333025		0		TC392329		Triticum aestivum cDNA, clone: SET1_P10, cultivar: Chinese Spring [AK333025]

		14592		CUST_13142_PI390587928		U35_44k_v1_14592		LOC_Os12g04500.1		gb|ABG33766.1| 1e-72  reponse regulator 6 [Musa acuminata]		LOC_Os12g04500.1 6e-67 OsRR10 - Rice type-A response regulator expressed		A_99_P277346		AK333025		0		TC405588		Triticum aestivum cDNA, clone: SET1_P10, cultivar: Chinese Spring [AK333025]

		18470		CUST_34056_PI390587928		U35_44k_v1_18470		LOC_Os01g43520.2		gb|ABX76295.1| 0.0  neutral ceramidase [Triticum aestivum]		LOC_Os01g43520.2 1e-174 ceramidase putative expressed		A_99_P277431		EU200974		neutral ceramidase		TC442456		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		16860		CUST_41254_PI390587928		U35_44k_v1_16860		LOC_Os04g01540.1		gb|EAY92764.1| 8e-47  hypothetical protein OsI_013997 [Oryza sativa (indica cultivar-group)]		LOC_Os04g01540.1 2e-48 expressed protein		A_99_P278066		TA75317_4565		0		TC381807		Rep: F23N19.15 - Arabidopsis thaliana (Mouse-ear cress), partial (82%) [TC381807]

		17982		CUST_29040_PI390587928		U35_44k_v1_17982		LOC_Os02g51790.1		ref|NP_001048153.1| 3e-48  Os02g0754300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g51790.1 7e-50 50S ribosomal protein L29 chloroplast precursor putative expressed		A_99_P278096		TA75327_4565		0		TC458078		0

		49008		CUST_27982_PI390587928		U35_44k_v1_49008		LOC_Os03g02020.1		ref|NP_001048719.1| 1e-58  Os03g0110900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g02020.1 3e-60 expressed protein		A_99_P278241		TA75375_4565		0		TC372851		0

		5380		CUST_16599_PI390587928		U35_44k_v1_5380		LOC_Os04g43070.1		gb|AAR27052.1| e-103  ammonium transporter [Triticum aestivum]		LOC_Os04g43070.1 3e-97 ammonium transporter 1 member 2 putative expressed		A_99_P278246		BT009318		ammonium transporter		TC425873		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		16940		CUST_30054_PI390587928		U35_44k_v1_16940		LOC_Os02g02524.1		ref|NP_001045685.1| 1e-67  Os02g0117200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02524.1 4e-78 MIR-interacting saposin-like protein precursor putative expressed		A_99_P278621		TA75485_4565		0		TC371888		Rep: Os02g0117200 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC371888]

		16939		CUST_30060_PI390587928		U35_44k_v1_16939		LOC_Os02g02524.1		ref|NP_001045685.1| 3e-17  Os02g0117200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02524.1 6e-19 MIR-interacting saposin-like protein precursor putative expressed		A_99_P278621		TA75485_4565		0		TC371888		Rep: Os02g0117200 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC371888]

		17577		CUST_32553_PI390587928		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		A_99_P278701		TA75511_4565		0		TC378153		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC378153]

		17577		CUST_32553_PI390587928		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		A_99_P278716		TA75514_4565		0		TC378353		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		19506		CUST_12833_PI390587928		U35_44k_v1_19506		LOC_Os01g42530.1		dbj|BAD32834.1| e-100  putative small GTP-binding protein Ran [Oryza sativa Japonica Group]		LOC_Os01g42530.1 1e-99 GTP-binding nuclear protein Ran-2 putative expressed		A_99_P278751		TA75524_4565		0		TC414179		0

		5248		CUST_3702_PI390587928		U35_44k_v1_5248		LOC_Os01g17390.1		ref|NP_001042756.1| e-112  Os01g0281000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17390.1 1e-113 cyclin-like F-box putative expressed		A_99_P279651		AK332783		0		TC393588		Triticum aestivum cDNA, clone: WT004_N21, cultivar: Chinese Spring [AK332783]

		3546		CUST_34327_PI390587928		U35_44k_v1_3546		LOC_Os09g39440.2		gb|EAZ45717.1| e-120  hypothetical protein OsJ_029200 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39440.2 1e-122 pyrimidine-specific ribonucleoside hydrolase rihB putative expressed		A_99_P280466		TA76012_4565		0		TC421046		0

		17973		CUST_29059_PI390587928		U35_44k_v1_17973		LOC_Os10g35850.1		ref|NP_001064992.1| 7e-61  Os10g0502500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35850.1 1e-62 membrane steroid-binding protein 1 putative expressed		A_99_P280821		TA76118_4565		0		TC387311		Rep: Membrane steroid-binding protein 1 - Oryza sativa subsp. indica (Rice), partial (75%) [TC387311]

		13713		CUST_14000_PI390587928		U35_44k_v1_13713		LOC_Os05g04380.1		gb|EAY96453.1| e-151  hypothetical protein OsI_017686 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04380.1 1e-152 peroxidase 1 precursor putative expressed		A_99_P280911		TA76145_4565		0		TC386944		Rep: Os05g0134400 protein - Oryza sativa subsp. japonica (Rice), partial (71%) [TC386944]

		20632		CUST_16228_PI390587928		U35_44k_v1_20632		LOC_Os04g42620.1		emb|CAE02949.1| 4e-55  OSJNBa0014K14.21 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g42620.1 9e-57 protein binding protein putative expressed		A_99_P281151		AK334762		0		TC442247		Triticum aestivum cDNA, clone: WT010_P09, cultivar: Chinese Spring [AK334762]

		49713		CUST_15759_PI390587928		U35_44k_v1_49713		LOC_Os08g44370.1		ref|NP_001062489.1| 3e-55  Os08g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44370.1 7e-57 pyrimidine-specific ribonucleoside hydrolase rihA putative expressed		A_99_P281206		CK210455		0		TC385476		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		16545		CUST_19782_PI390587928		U35_44k_v1_16545		LOC_Os08g44370.1		ref|NP_001062489.1| e-167  Os08g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44370.1 1e-169 pyrimidine-specific ribonucleoside hydrolase rihA putative expressed		A_99_P281206		CK210455		0		TC385476		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		236		CUST_7609_PI390587928		U35_44k_v1_236		LOC_Os03g57460.1		gb|ABI95416.1| e-165  fasciclin-like protein FLA26 [Triticum aestivum]		LOC_Os03g57460.1 1e-151 fasciclin domain putative expressed		A_99_P281516		AK332995		fasciclin-like protein FLA19		TC458826		Triticum aestivum cDNA, clone: WT005_G07, cultivar: Chinese Spring [AK332995]

		236		CUST_7609_PI390587928		U35_44k_v1_236		LOC_Os03g57460.1		gb|ABI95416.1| e-165  fasciclin-like protein FLA26 [Triticum aestivum]		LOC_Os03g57460.1 1e-151 fasciclin domain putative expressed		A_99_P281521		TA76319_4565		0		NP9351277		GB

		16102		CUST_16530_PI390587928		U35_44k_v1_16102		LOC_Os03g43410.1		ref|NP_001067210.1| 4e-60  Os12g0601400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40900.1 7e-62 OsIAA31 - Auxin-responsive Aux/IAA gene family member expressed		A_99_P281526		TA76320_4565		0		TC448460		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (23%) [TC448460]

		3107		CUST_5347_PI390587928		U35_44k_v1_3107		LOC_Os11g04010.1		gb|EAY79833.1| e-118  hypothetical protein OsI_033792 [Oryza sativa (indica cultivar-group)]		LOC_Os11g04010.1 1e-120 caspase putative expressed		A_99_P282976		TA76765_4565		0		0		0

		3503		CUST_17313_PI390587928		U35_44k_v1_3503		LOC_Os03g09900.1		gb|EAY88890.1| 2e-32  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 3e-32 membrane protein putative expressed		A_99_P283116		TA76803_4565		0		TC400723		0

		3502		CUST_17314_PI390587928		U35_44k_v1_3502		LOC_Os03g09900.1		gb|EAY88890.1| e-152  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 1e-151 membrane protein putative expressed		A_99_P283116		TA76803_4565		0		TC400723		0

		8789		CUST_14554_PI390587928		U35_44k_v1_8789		LOC_Os01g70100.1		gb|EAY77045.1| 3e-74  hypothetical protein OsI_004892 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70100.1 2e-74 palmitoyltransferase ZDHHC9 putative expressed		A_99_P283931		TA77044_4565		0		TC398013		0

		8789		CUST_14554_PI390587928		U35_44k_v1_8789		LOC_Os01g70100.1		gb|EAY77045.1| 3e-74  hypothetical protein OsI_004892 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70100.1 2e-74 palmitoyltransferase ZDHHC9 putative expressed		A_99_P283936		TA77045_4565		0		0		0

		6646		CUST_29974_PI390587928		U35_44k_v1_6646		LOC_Os01g04920.1		gb|EAZ10492.1| 0.0  hypothetical protein OsJ_000317 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04920.1 0.0 glycosyl transferase group 1 family protein putative expressed		A_99_P284031		TA77075_4565		0		TC404285		0

		14158		CUST_38247_PI390587928		U35_44k_v1_14158		LOC_Os07g44499.1		gb|EAZ04858.1| 6e-82  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 2e-83 peroxidase 56 precursor putative expressed		A_99_P284181		TA77115_4565		0		TC437335		Rep: 50S ribosomal protein L9 - Novosphingobium aromaticivorans (strain DSM 12444), partial (8%) [TC437335]

		2309		CUST_7256_PI390587928		U35_44k_v1_2309		LOC_Os02g25900.2		emb|CAC59976.1| 0.0  pollen signalling protein with adenylyl cyclase activity [Zea mays]		LOC_Os02g25900.2 0.0 pollen signalling protein with adenylyl cyclase activity putative expressed		A_99_P284276		TA77147_4565		0		TC379004		Rep: Pollen signalling protein with adenylyl cyclase activity - Zea mays (Maize), partial (45%) [TC379004]

		2723		CUST_27309_PI390587928		U35_44k_v1_2723		LOC_Os09g02650.1		ref|NP_001062580.1| 0.0  Os09g0114500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g02650.1 0.0 chromosome-associated kinesin KLP1 putative expressed		A_99_P284466		TA77201_4565		0		TC446135		0

		6761		CUST_27427_PI390587928		U35_44k_v1_6761		LOC_Os01g43851.1		gb|EAY75047.1| e-113  hypothetical protein OsI_002894 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43851.1 1e-114 cytochrome P450 72A1 putative expressed		A_99_P284621		TA77254_4565		0		TC420175		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC420175]

		6761		CUST_27427_PI390587928		U35_44k_v1_6761		LOC_Os01g43851.1		gb|EAY75047.1| e-113  hypothetical protein OsI_002894 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43851.1 1e-114 cytochrome P450 72A1 putative expressed		A_99_P284631		TA77257_4565		0		TC437075		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC437075]

		2353		CUST_7212_PI390587928		U35_44k_v1_2353		LOC_Os09g04050.1		gb|AAX08107.1| 0.0  cinnamoyl-CoA reductase [Triticum aestivum]		LOC_Os09g04050.1 1e-144 dihydroflavonol-4-reductase putative expressed		A_99_P285116		TA77380_4565		0		TC382962		Rep: Cinnamoyl-CoA reductase - Triticum aestivum (Wheat), partial (49%) [TC382962]

		18331		CUST_9380_PI390587928		U35_44k_v1_18331		LOC_Os02g07750.1		ref|NP_001046043.1| e-147  Os02g0173800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07750.1 1e-148 cell division control protein 50 putative expressed		A_99_P285386		TA77448_4565		0		TC433754		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), partial (58%) [TC433754]

		18331		CUST_9380_PI390587928		U35_44k_v1_18331		LOC_Os02g07750.1		ref|NP_001046043.1| e-147  Os02g0173800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07750.1 1e-148 cell division control protein 50 putative expressed		A_99_P285391		TA77449_4565		0		TC424970		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), complete [TC424970]

		19278		CUST_18167_PI390587928		U35_44k_v1_19278		LOC_Os03g12460.1		gb|EAY89101.1| 0.0  hypothetical protein OsI_010334 [Oryza sativa (indica cultivar-group)]		LOC_Os03g12460.1 0.0 conserved oligomeric complex COG6 family protein expressed		A_99_P285606		TA77506_4565		0		TC386532		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC386532]

		17055		CUST_28891_PI390587928		U35_44k_v1_17055		LOC_Os11g08100.1		ref|NP_001065913.1| e-177  Os11g0183900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g08100.1 1e-179 aspartic proteinase Asp1 precursor putative expressed		A_99_P285636		TA77514_4565		0		TC403021		Rep: Nucellin-like aspartic protease - Oryza sativa subsp. japonica (Rice), partial (95%) [TC403021]

		17055		CUST_28891_PI390587928		U35_44k_v1_17055		LOC_Os11g08100.1		ref|NP_001065913.1| e-177  Os11g0183900 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g08100.1 1e-179 aspartic proteinase Asp1 precursor putative expressed		A_99_P285646		TA77516_4565		0		TC403021		Rep: Nucellin-like aspartic protease - Oryza sativa subsp. japonica (Rice), partial (95%) [TC403021]

		18960		CUST_26492_PI390587928		U35_44k_v1_18960		LOC_Os03g60100.1		ref|NP_001051684.1| 3e-60  Os03g0815400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60100.1 6e-62 50S ribosomal protein L17 putative expressed		A_99_P285796		AK330979		0		TC400860		Triticum aestivum cDNA, clone: SET5_M12, cultivar: Chinese Spring [AK330979]

		18960		CUST_26492_PI390587928		U35_44k_v1_18960		LOC_Os03g60100.1		ref|NP_001051684.1| 3e-60  Os03g0815400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g60100.1 6e-62 50S ribosomal protein L17 putative expressed		A_99_P285801		AK330979		0		TC417841		Triticum aestivum cDNA, clone: SET5_M12, cultivar: Chinese Spring [AK330979]

		2973		CUST_2247_PI390587928		U35_44k_v1_2973		LOC_Os11g28340.1		ref|NP_001067881.1| e-117  Os11g0473000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g28340.1 1e-119 ER lumen protein retaining receptor putative expressed		A_99_P286121		TA77672_4565		0		0		0

		2973		CUST_2247_PI390587928		U35_44k_v1_2973		LOC_Os11g28340.1		ref|NP_001067881.1| e-117  Os11g0473000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g28340.1 1e-119 ER lumen protein retaining receptor putative expressed		A_99_P286126		TA77673_4565		0		TC420055		Rep: ER lumen protein retaining receptor - Petunia hybrida (Petunia), complete [TC420055]

		28089		CUST_31525_PI390587928		U35_44k_v1_28089		LOC_Os01g41900.1		emb|CAC24845.1| e-111  MCB2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os01g41900.1 2e-78 MCB2 protein putative expressed		A_99_P286206		TA77693_4565		0		TC381662		0

		16210		CUST_9737_PI390587928		U35_44k_v1_16210		LOC_Os03g64320.1		ref|NP_001051978.1| 0.0  Os03g0861100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g64320.1 0.0 expressed protein		A_99_P286301		TA77722_4565		0		TC382479		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC382479]

		16210		CUST_9737_PI390587928		U35_44k_v1_16210		LOC_Os03g64320.1		ref|NP_001051978.1| 0.0  Os03g0861100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g64320.1 0.0 expressed protein		A_99_P286316		TA77725_4565		0		TC382479		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC382479]

		7193		CUST_37006_PI390587928		U35_44k_v1_7193		-		No hits found		No hits found		A_99_P286406		TA77747_4565		0		0		0

		2836		CUST_37431_PI390587928		U35_44k_v1_2836		LOC_Os06g42000.1		ref|NP_001058113.1| 2e-79  Os06g0625500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g42000.1 4e-81 peroxiredoxin-5 mitochondrial precursor putative expressed		A_99_P286491		BT009091		0		TC415610		Triticum aestivum clone wkm2c.pk0003.c3:fis, full insert mRNA sequence [BT009091]

		14181		CUST_35496_PI390587928		U35_44k_v1_14181		LOC_Os12g41110.1		ref|NP_001067215.1| 1e-56  Os12g0603800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41110.1 2e-58 calmodulin putative expressed		A_99_P287161		TA77975_4565		0		TC413106		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (93%) [TC413106]

		14181		CUST_35496_PI390587928		U35_44k_v1_14181		LOC_Os12g41110.1		ref|NP_001067215.1| 1e-56  Os12g0603800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41110.1 2e-58 calmodulin putative expressed		A_99_P287171		DR741385		0		TC384642		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		17188		CUST_19866_PI390587928		U35_44k_v1_17188		LOC_Os02g36530.1		ref|NP_001047210.1| 1e-08  Os02g0575000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36530.1 3e-10 expressed protein		A_99_P287196		TA77983_4565		0		TC410857		Rep: TPR-repeat protein - Chlamydomonas reinhardtii, partial (9%) [TC410857]

		6278		CUST_3021_PI390587928		U35_44k_v1_6278		-		gb|EAZ25004.1| 6e-12  hypothetical protein OsJ_008487 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56200.2 1e-13 ATATH8 putative expressed		A_99_P287581		TA78093_4565		0		TC446356		Rep: Os02g0805800 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC446356]

		6278		CUST_3021_PI390587928		U35_44k_v1_6278		-		gb|EAZ25004.1| 6e-12  hypothetical protein OsJ_008487 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56200.2 1e-13 ATATH8 putative expressed		A_99_P287591		AK331619		0		TC372554		Triticum aestivum cDNA, clone: WT007_P08, cultivar: Chinese Spring [AK331619]

		14918		CUST_35659_PI390587928		U35_44k_v1_14918		LOC_Os08g06100.1		gb|ABQ58825.1| 0.0  flavonoid O-methyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os08g06100.1 1e-156 quercetin 3-O-methyltransferase 1 putative expressed		A_99_P287646		TA78115_4565		0		TC376994		Rep: Flavonoid O-methyltransferase - Triticum aestivum (Wheat), partial (94%) [TC376994]

		17044		CUST_35551_PI390587928		U35_44k_v1_17044		LOC_Os08g23150.1		gb|EAZ42289.1| e-154  hypothetical protein OsJ_025772 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g23150.1 1e-159 indole-3-glycerol phosphate synthase chloroplast precursor putative expressed		A_99_P287801		AK334323		0		TC388470		Triticum aestivum cDNA, clone: WT009_L07, cultivar: Chinese Spring [AK334323]

		49167		CUST_41585_PI390587928		U35_44k_v1_49167		LOC_Os07g48130.4		gb|EAY89924.1| 1e-24  hypothetical protein OsI_011157 [Oryza sativa (indica cultivar-group)]		LOC_Os07g48130.4 2e-26 potassium transporter 9 putative expressed		A_99_P288186		TA78283_4565		0		TC373625		Rep: Potassium transporter - Phragmites australis (Common reed), partial (16%) [TC373625]

		17563		CUST_32597_PI390587928		U35_44k_v1_17563		LOC_Os01g54300.1		sp|Q0JJD4|MAN2_ORYSJ 0.0  Mannan endo-1,4-beta-mannosidase 2 precursor (Beta-mannanase 2) (Endo-beta-1,4-mannanase 2) (OsMAN2)		LOC_Os01g54300.1 0.0 hydrolase hydrolyzing O-glycosyl compounds putative expressed		A_99_P288676		TA78426_4565		0		TC402081		Rep: Mannan endo-1,4-beta-mannosidase 2 precursor - Oryza sativa subsp. japonica (Rice), partial (23%) [TC402081]

		17616		CUST_31668_PI390587928		U35_44k_v1_17616		LOC_Os08g02230.1		gb|EAZ41305.1| 0.0  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 0.0 FAD binding domain containing protein putative expressed		A_99_P289376		TA78618_4565		0		TC404300		0

		7676		CUST_11070_PI390587928		U35_44k_v1_7676		LOC_Os01g65380.1		gb|EAZ14338.1| 2e-66  hypothetical protein OsJ_004163 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65380.1 5e-68 patellin-5 putative expressed		A_99_P289431		TA78633_4565		0		TC387837		0

		49779		CUST_15337_PI390587928		U35_44k_v1_49779		LOC_Os01g65380.1		gb|EAY76673.1| 1e-70  hypothetical protein OsI_004520 [Oryza sativa (indica cultivar-group)]		LOC_Os01g65380.1 2e-72 patellin-5 putative expressed		A_99_P289431		TA78633_4565		0		TC387837		0

		28230		CUST_28401_PI390587928		U35_44k_v1_28230		LOC_Os04g53310.1		gb|ABY56823.1| 4e-15  starch synthase IIIb precursor [Triticum aestivum]		LOC_Os04g53310.1 3e-09 soluble starch synthase 3 chloroplast precursor putative expressed		A_99_P289606		EU333946		starch synthase IIIb precursor		TC389072		Triticum aestivum starch synthase IIIb precursor, mRNA, complete cds [EU333946]

		26395		CUST_452_PI390587928		U35_44k_v1_26395		LOC_Os04g53310.1		gb|ABY56823.1| 2e-90  starch synthase IIIb precursor [Triticum aestivum]		LOC_Os04g53310.1 3e-81 soluble starch synthase 3 chloroplast precursor putative expressed		A_99_P289606		EU333946		starch synthase IIIb precursor		TC389072		Triticum aestivum starch synthase IIIb precursor, mRNA, complete cds [EU333946]

		18523		CUST_10687_PI390587928		U35_44k_v1_18523		LOC_Os09g16520.1		ref|NP_001061708.1| 9e-38  Os08g0386300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g16520.1 1e-39 nitrate reductase 1 putative expressed		A_99_P289826		AK335015		0		TC411726		Triticum aestivum cDNA, clone: WT011_N03, cultivar: Chinese Spring [AK335015]

		4332		CUST_15263_PI390587928		U35_44k_v1_4332		LOC_Os01g63190.2		gb|AAL73970.1|AF465470_1 e-134  laccase LAC5-4 [Lolium perenne]		LOC_Os01g63190.2 1e-120 L-ascorbate oxidase precursor putative expressed		A_99_P289916		TA78774_4565		0		TC395112		0

		20163		CUST_41187_PI390587928		U35_44k_v1_20163		LOC_Os01g15350.1		gb|EAZ11301.1| 2e-17  hypothetical protein OsJ_001126 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g15350.1 4e-19 zinc finger CCCH type domain-containing protein ZFN-like 3 putative expressed		A_99_P289946		AK336091		0		TC437227		Triticum aestivum cDNA, clone: SET3_D09, cultivar: Chinese Spring [AK336091]

		18544		CUST_10635_PI390587928		U35_44k_v1_18544		LOC_Os01g71340.1		gb|ABA33838.1| 1e-97  pathogenesis-related protein 6 [Zea diploperennis]		LOC_Os01g71340.1 1e-98 glucan endo-13-beta-glucosidase acidic isoform precursor putative expressed		A_99_P290021		AF112967		0		TC376161		Triticum aestivum beta-1,3-glucanase precursor (Glb3) mRNA, complete cds [AF112967]

		1479		CUST_13672_PI390587928		U35_44k_v1_1479		LOC_Os03g10090.1		ref|NP_001049269.1| 3e-23  Os03g0197100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10090.1 7e-25 polyol transporter protein 4 putative expressed		A_99_P290036		TA78806_4565		0		TC420649		0

		1479		CUST_13672_PI390587928		U35_44k_v1_1479		LOC_Os03g10090.1		ref|NP_001049269.1| 3e-23  Os03g0197100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10090.1 7e-25 polyol transporter protein 4 putative expressed		A_99_P290046		TA78808_4565		0		TC420649		0

		21382		CUST_9244_PI390587928		U35_44k_v1_21382		LOC_Os06g14490.2		gb|EAZ36525.1| 1e-29  hypothetical protein OsJ_020008 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g14490.2 3e-31 calmodulin-binding heat-shock protein putative expressed		A_99_P290226		AK332590		0		TC418950		Triticum aestivum cDNA, clone: WT004_F21, cultivar: Chinese Spring [AK332590]

		21382		CUST_9244_PI390587928		U35_44k_v1_21382		LOC_Os06g14490.2		gb|EAZ36525.1| 1e-29  hypothetical protein OsJ_020008 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g14490.2 3e-31 calmodulin-binding heat-shock protein putative expressed		A_99_P290231		TA78858_4565		0		TC391032		0

		2361		CUST_7204_PI390587928		U35_44k_v1_2361		LOC_Os03g19280.1		gb|EAZ26648.1| 0.0  hypothetical protein OsJ_010131 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19280.1 0.0 argininosuccinate lyase putative expressed		A_99_P290971		TA79083_4565		0		TC408898		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC408898]

		1383		CUST_7654_PI390587928		U35_44k_v1_1383		LOC_Os10g42620.1		gb|EAZ17080.1| 4e-61  hypothetical protein OsJ_031289 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42620.1 7e-63 dihydroflavonol-4-reductase putative expressed		A_99_P291061		TA79106_4565		0		TC413768		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC413768]

		1383		CUST_7654_PI390587928		U35_44k_v1_1383		LOC_Os10g42620.1		gb|EAZ17080.1| 4e-61  hypothetical protein OsJ_031289 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42620.1 7e-63 dihydroflavonol-4-reductase putative expressed		A_99_P291081		TA79110_4565		0		TC426994		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC426994]

		17046		CUST_35548_PI390587928		U35_44k_v1_17046		LOC_Os02g42220.1		dbj|BAE44205.1| 0.0  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os02g42220.1 0.0 transposon protein putative unclassified expressed		A_99_P291831		TA79323_4565		0		TC399092		0

		13052		CUST_28040_PI390587928		U35_44k_v1_13052		LOC_Os05g03610.1		gb|EAY96397.1| 3e-83  hypothetical protein OsI_017630 [Oryza sativa (indica cultivar-group)]		LOC_Os05g03610.1 7e-85 phospholipase C putative expressed		A_99_P292516		TA79515_4565		0		TC414211		Rep: Phosphoinositide-specific phospholipase C P25 - Glycine max (Soybean), partial (54%) [TC414211]

		6967		CUST_9201_PI390587928		U35_44k_v1_6967		LOC_Os05g03610.1		gb|EAY96397.1| e-139  hypothetical protein OsI_017630 [Oryza sativa (indica cultivar-group)]		LOC_Os05g03610.1 1e-140 phospholipase C putative expressed		A_99_P292516		TA79515_4565		0		TC414211		Rep: Phosphoinositide-specific phospholipase C P25 - Glycine max (Soybean), partial (54%) [TC414211]

		6967		CUST_9201_PI390587928		U35_44k_v1_6967		LOC_Os05g03610.1		gb|EAY96397.1| e-139  hypothetical protein OsI_017630 [Oryza sativa (indica cultivar-group)]		LOC_Os05g03610.1 1e-140 phospholipase C putative expressed		A_99_P292521		TA79516_4565		0		0		0

		4293		CUST_4300_PI390587928		U35_44k_v1_4293		LOC_Os02g24080.5		gb|AAP79417.1| 5e-80  SNAP-34 [Hordeum vulgare subsp. vulgare]		LOC_Os02g24080.5 6e-67 SNAP25 homologous protein SNAP30 putative expressed		A_99_P292561		TA79525_4565		0		TC375443		Rep: SNAP-34 - Hordeum vulgare var. distichum (Two-rowed barley), partial (87%) [TC375443]

		19336		CUST_10574_PI390587928		U35_44k_v1_19336		LOC_Os03g51970.1		gb|EAZ28461.1| e-123  hypothetical protein OsJ_011944 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g51970.1 1e-124 growth-regulating factor 1 putative expressed		A_99_P292851		TA79597_4565		0		TC387416		Rep: Growth regulating factor 1 - Oryza sativa subsp. indica (Rice), partial (61%) [TC387416]

		27862		CUST_31520_PI390587928		U35_44k_v1_27862		LOC_Os11g42960.1		ref|NP_001068377.1| 2e-15  Os11g0649600 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g42960.1 4e-17 plant integral membrane protein TIGR01569 containing protein expressed		A_99_P293261		TA79723_4565		0		TC438867		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (9%) [TC438867]

		29220		CUST_30516_PI390587928		U35_44k_v1_29220		LOC_Os04g32150.1		ref|NP_001052646.1| 4e-90  Os04g0391900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32150.1 8e-69 amidohydrolase family protein expressed		A_99_P293366		TA79749_4565		0		TC369541		0

		6423		CUST_36347_PI390587928		U35_44k_v1_6423		LOC_Os04g32150.1		ref|NP_001052646.1| e-155  Os04g0391900 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32150.1 1e-135 amidohydrolase family protein expressed		A_99_P293366		TA79749_4565		0		TC369541		0

		36564		CUST_15518_PI390587928		U35_44k_v1_36564		LOC_Os03g57530.1		ref|NP_001051508.1| 3e-32  Os03g0789200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57530.1 6e-34 expressed protein		A_99_P293431		TA79771_4565		0		TC400466		0

		18504		CUST_5259_PI390587928		U35_44k_v1_18504		LOC_Os09g08130.2		ref|NP_001062693.1| e-163  Os09g0255400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g08130.2 1e-165 indole-3-glycerol phosphate synthase chloroplast precursor putative expressed		A_99_P294296		TA80025_4565		0		TC413295		0

		12445		CUST_21252_PI390587928		U35_44k_v1_12445		-		No hits found		No hits found		A_99_P294396		TA80054_4565		0		TC369955		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC369955]

		44021		CUST_257_PI390587928		U35_44k_v1_44021		LOC_Os03g13460.2		ref|NP_001049496.1| 3e-41  Os03g0237600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13460.2 7e-43 microtubule-associated protein MAP65-1a putative expressed		A_99_P294396		TA80054_4565		0		TC369955		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC369955]

		19678		CUST_30395_PI390587928		U35_44k_v1_19678		LOC_Os09g27700.2		gb|EAZ09322.1| 5e-34  hypothetical protein OsI_030554 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27700.2 1e-35 microtubule-associated protein MAP65-1a putative expressed		A_99_P294396		TA80054_4565		0		TC369955		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC369955]

		37676		CUST_4402_PI390587928		U35_44k_v1_37676		LOC_Os09g27700.2		gb|EAZ09322.1| 2e-17  hypothetical protein OsI_030554 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27700.2 4e-19 microtubule-associated protein MAP65-1a putative expressed		A_99_P294396		TA80054_4565		0		TC369955		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC369955]

		37675		CUST_4403_PI390587928		U35_44k_v1_37675		LOC_Os09g27700.3		dbj|BAD37971.1| 3e-26  putative microtubule-associated protein MAP65-1a [Oryza sativa Japonica Group]		LOC_Os09g27700.2 6e-28 microtubule-associated protein MAP65-1a putative expressed		A_99_P294396		TA80054_4565		0		TC369955		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC369955]

		3501		CUST_17315_PI390587928		U35_44k_v1_3501		LOC_Os07g05570.1		gb|EAZ02783.1| 6e-40  hypothetical protein OsI_024015 [Oryza sativa (indica cultivar-group)]		LOC_Os07g05570.1 7e-41 ERD4 protein putative expressed		A_99_P294611		TA80116_4565		0		TC370340		Rep: ERD4 protein - Arabidopsis thaliana (Mouse-ear cress), partial (51%) [TC370340]

		22072		CUST_39309_PI390587928		U35_44k_v1_22072		LOC_Os08g29570.1		gb|EAZ42586.1| 7e-80  hypothetical protein OsJ_026069 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g29570.1 1e-81 PDR-type ABC transporter 1 putative expressed		A_99_P295716		CV773727		0		TC412692		FGAS068124 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773727]

		21453		CUST_39605_PI390587928		U35_44k_v1_21453		LOC_Os07g49520.1		ref|NP_001060747.1| e-179  Os07g0695800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g49520.1 0.0 2-oxoglutarate dehydrogenase E1 component mitochondrial precursor putative expressed		A_99_P295811		TA80452_4565		0		TC381069		0

		16282		CUST_29365_PI390587928		U35_44k_v1_16282		LOC_Os03g15920.1		ref|NP_001049653.1| 3e-67  Os03g0265900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15920.1 5e-69 expressed protein		A_99_P296026		TA80517_4565		0		TC413940		0

		3669		CUST_16963_PI390587928		U35_44k_v1_3669		LOC_Os12g04020.1		ref|NP_001065695.1| e-164  Os11g0137200 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04210.1 1e-166 hydroxymethylglutaryl-CoA lyase mitochondrial precursor putative expressed		A_99_P296601		TA80678_4565		0		TC421687		Rep: Os12g0134000 protein - Oryza sativa subsp. japonica (Rice), partial (63%) [TC421687]

		17745		CUST_25782_PI390587928		U35_44k_v1_17745		LOC_Os03g11590.5		gb|ABF94634.1| e-145  integral membrane family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11590.1 1e-146 expressed protein		A_99_P296646		TA80689_4565		0		TC394096		0

		3542		CUST_34331_PI390587928		U35_44k_v1_3542		LOC_Os11g42550.1		gb|EAY99640.1| 7e-62  hypothetical protein OsI_020873 [Oryza sativa (indica cultivar-group)]		LOC_Os11g42550.1 4e-62 disease resistance response protein 206 putative expressed		A_99_P296791		TA80735_4565		0		TC449843		Rep: Disease resistance response protein 206 - Oryza sativa subsp. indica (Rice), partial (44%) [TC449843]

		7005		CUST_33607_PI390587928		U35_44k_v1_7005		LOC_Os05g48390.1		gb|EAY98982.1| e-103  hypothetical protein OsI_020215 [Oryza sativa (indica cultivar-group)]		LOC_Os05g48390.1 1e-105 ubiquitin conjugating enzyme putative expressed		A_99_P296986		TA80790_4565		0		TC370905		Rep: Os05g0557700 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC370905]

		48057		CUST_33680_PI390587928		U35_44k_v1_48057		LOC_Os01g62480.1		gb|EAY76454.1| 2e-07  hypothetical protein OsI_004301 [Oryza sativa (indica cultivar-group)]		LOC_Os01g62480.1 3e-09 L-ascorbate oxidase precursor putative expressed		A_99_P297126		TA80836_4565		0		TC387338		Rep: Laccase-4 precursor - Oryza sativa subsp. japonica (Rice), partial (33%) [TC387338]

		4064		CUST_4760_PI390587928		U35_44k_v1_4064		LOC_Os07g33660.1		gb|EAZ04088.1| 8e-64  hypothetical protein OsI_025320 [Oryza sativa (indica cultivar-group)]		LOC_Os07g33660.1 2e-65 expressed protein		A_99_P297516		TA80953_4565		0		0		0

		19169		CUST_20423_PI390587928		U35_44k_v1_19169		LOC_Os06g28820.1		ref|NP_001045853.1| e-162  Os02g0140400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04750.2 1e-164 cycloartenol synthase putative expressed		A_99_P298021		CJ667174		0		TC398469		CJ667174 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp9p01 5', mRNA sequence [CJ667174]

		19805		CUST_7071_PI390587928		U35_44k_v1_19805		LOC_Os03g49150.1		ref|NP_001050981.1| 2e-58  Os03g0698500 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g49150.1 5e-60 protein yippee-like putative expressed		A_99_P298226		TA81155_4565		0		TC371059		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC371059]

		3375		CUST_14409_PI390587928		U35_44k_v1_3375		-		gb|ABA95697.1| 9e-06  RNA recognition motif, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02970.1 2e-07 RNA binding protein putative		A_99_P298326		AK333675		0		TC413293		Triticum aestivum cDNA, clone: WT008_C23, cultivar: Chinese Spring [AK333675]

		19814		CUST_7052_PI390587928		U35_44k_v1_19814		LOC_Os04g28690.1		ref|NP_001052541.1| 7e-61  Os04g0354600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g28620.1 1e-62 male sterility protein 2 putative expressed		A_99_P298781		TA81321_4565		0		TC453497		Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat), partial (26%) [TC453497]

		25198		CUST_41616_PI390587928		U35_44k_v1_25198		LOC_Os09g16510.1		gb|ABN43180.1| 5e-23  WRKY transcription factor [Triticum aestivum]		LOC_Os09g16510.1 4e-10 OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P298826		TA81332_4565		0		TC399367		Rep: WRKY transcription factor - Triticum aestivum (Wheat), partial (11%) [TC399367]

		6199		CUST_24430_PI390587928		U35_44k_v1_6199		LOC_Os08g37060.1		gb|EAZ43069.1| 2e-22  hypothetical protein OsJ_026552 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37060.1 5e-24 gibberellin receptor GID1L2 putative expressed		A_99_P298901		TA81355_4565		0		TC433188		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC433188]

		12319		CUST_12036_PI390587928		U35_44k_v1_12319		LOC_Os03g59090.1		gb|AAS07229.1| 3e-81  putative iron-sulfur cluster-binding protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59090.1 4e-74 pheophorbide a oxygenase chloroplast precursor putative expressed		A_99_P298981		TA81379_4565		0		TC374422		Rep: Os03g0805600 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC374422]

		4333		CUST_15262_PI390587928		U35_44k_v1_4333		LOC_Os05g46260.1		gb|EAZ35106.1| 0.0  hypothetical protein OsJ_018589 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46260.1 0.0 expressed protein		A_99_P298991		TA81381_4565		0		TC403205		Rep: Chromosome chr13 scaffold_286, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC403205]

		4333		CUST_15262_PI390587928		U35_44k_v1_4333		LOC_Os05g46260.1		gb|EAZ35106.1| 0.0  hypothetical protein OsJ_018589 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46260.1 0.0 expressed protein		A_99_P298996		TA81382_4565		0		0		0

		16467		CUST_27512_PI390587928		U35_44k_v1_16467		LOC_Os01g11054.1		ref|NP_001105503.1| 0.0  phosphoenolpyruvate carboxylase [Zea mays]		LOC_Os02g14770.3 0.0 phosphoenolpyruvate carboxylase 1 putative expressed		A_99_P299006		TA81384_4565		0		TC413230		Rep: Phosphoenolpyruvate carboxylase - Oryza sativa subsp. japonica (Rice), partial (19%) [TC413230]

		39322		CUST_31333_PI390587928		U35_44k_v1_39322		-		No hits found		No hits found		A_99_P299031		TA81397_4565		0		TC405598		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC405598]

		16779		CUST_4112_PI390587928		U35_44k_v1_16779		LOC_Os04g38950.1		ref|NP_001053011.1| e-105  Os04g0463500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38950.1 1e-107 anthranilate synthase component II putative expressed		A_99_P301206		AK331017		0		TC409591		Triticum aestivum cDNA, clone: SET5_N23, cultivar: Chinese Spring [AK331017]

		16779		CUST_4112_PI390587928		U35_44k_v1_16779		LOC_Os04g38950.1		ref|NP_001053011.1| e-105  Os04g0463500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38950.1 1e-107 anthranilate synthase component II putative expressed		A_99_P301211		TA82026_4565		0		TC392501		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (71%) [TC392501]

		23017		CUST_30313_PI390587928		U35_44k_v1_23017		LOC_Os12g39220.1		ref|NP_001067138.1| 8e-58  Os12g0581900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g39220.1 2e-59 zinc finger protein 7 putative expressed		A_99_P301951		TA82254_4565		0		TC444850		0

		23308		CUST_2973_PI390587928		U35_44k_v1_23308		LOC_Os01g50100.1		dbj|BAB85651.1| e-118  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-107 multidrug resistance protein 4 putative expressed		A_99_P302696		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		6230		CUST_1762_PI390587928		U35_44k_v1_6230		LOC_Os06g50030.1		ref|NP_001058572.1| 1e-77  Os06g0714200 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g50030.1 3e-79 CDPK-related protein kinase putative expressed		A_99_P302831		TA82515_4565		0		TC443023		Rep: Os06g0714200 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC443023]

		25803		CUST_14513_PI390587928		U35_44k_v1_25803		LOC_Os03g58900.1		gb|ABF99414.1| e-102  galactosyltransferase family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58900.1 1e-104 galactosyltransferase/ transferase transferring hexosyl groups putative expressed		A_99_P302836		TA82518_4565		0		TC407293		Rep: Os03g0803600 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC407293]

		38764		CUST_19712_PI390587928		U35_44k_v1_38764		LOC_Os03g40670.1		ref|NP_001050628.1| 9e-39  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 2e-40 glycerophosphoryl diester phosphodiesterase precursor putative expressed		A_99_P303201		TA82621_4565		0		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		40782		CUST_26339_PI390587928		U35_44k_v1_40782		LOC_Os03g40670.1		ref|NP_001050628.1| 2e-30  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 5e-32 glycerophosphoryl diester phosphodiesterase precursor putative expressed		A_99_P303201		TA82621_4565		0		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		17257		CUST_30491_PI390587928		U35_44k_v1_17257		LOC_Os03g40670.1		ref|NP_001050628.1| e-178  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 1e-180 glycerophosphoryl diester phosphodiesterase precursor putative expressed		A_99_P303201		TA82621_4565		0		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		43370		CUST_5448_PI390587928		U35_44k_v1_43370		LOC_Os05g39240.1		ref|NP_001055801.1| 1e-18  Os05g0468700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g39240.1 3e-20 ammonium transporter 2 putative expressed		A_99_P303271		TA82639_4565		0		0		0

		12578		CUST_25948_PI390587928		U35_44k_v1_12578		LOC_Os06g08060.1		ref|NP_001056965.1| 8e-30  Os06g0178700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08060.1 2e-31 leucoanthocyanidin dioxygenase putative expressed		A_99_P303421		TA82694_4565		0		TC392045		Rep: Os06g0177800 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC392045]

		5528		CUST_13729_PI390587928		U35_44k_v1_5528		LOC_Os08g34790.1		gb|EAZ07174.1| e-154  hypothetical protein OsI_028406 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34790.1 1e-155 4-coumarate--CoA ligase 2 putative expressed		A_99_P303491		TA82711_4565		0		TC380985		Rep: 4-coumarate:coenzyme A ligase - Eucalyptus camaldulensis (River red gum), partial (42%) [TC380985]

		17216		CUST_17272_PI390587928		U35_44k_v1_17216		LOC_Os08g37210.1		gb|EAZ07346.1| e-178  hypothetical protein OsI_028578 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		A_99_P303501		TA82717_4565		0		TC378882		0

		17217		CUST_17271_PI390587928		U35_44k_v1_17217		LOC_Os08g37180.1		gb|EAZ43079.1| 4e-73  hypothetical protein OsJ_026562 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g28880.1 2e-70 patatin T5 precursor putative expressed		A_99_P303506		TA82718_4565		0		TC378007		0

		17216		CUST_17272_PI390587928		U35_44k_v1_17216		LOC_Os08g37210.1		gb|EAZ07346.1| e-178  hypothetical protein OsI_028578 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		A_99_P303506		TA82718_4565		0		TC378007		0

		12952		CUST_39777_PI390587928		U35_44k_v1_12952		-		ref|NP_001062644.1| 3e-07  Os09g0240500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g06499.2 1e-07 sulfate transporter 4.1 chloroplast precursor putative expressed		A_99_P303616		TA82750_4565		0		TC386824		Rep: Sulfate transporter - Zea mays (Maize), partial (57%) [TC386824]

		2932		CUST_17736_PI390587928		U35_44k_v1_2932		LOC_Os07g26110.1		gb|EAZ03696.1| 4e-34  hypothetical protein OsI_024928 [Oryza sativa (indica cultivar-group)]		LOC_Os07g26110.1 7e-36 plant integral membrane protein TIGR01569 containing protein expressed		A_99_P303716		TA82786_4565		0		TC432136		Rep: Integral membrane protein-like - Oryza sativa subsp. japonica (Rice), partial (78%) [TC432136]

		3055		CUST_33561_PI390587928		U35_44k_v1_3055		LOC_Os01g44960.1		ref|NP_001043665.1| e-132  Os01g0636400 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g44960.1 1e-134 catalytic/ hydrolase putative expressed		A_99_P304011		TA82869_4565		0		TC400933		Rep: Hydrolase-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC400933]

		17586		CUST_32520_PI390587928		U35_44k_v1_17586		LOC_Os12g43930.1		ref|NP_001067361.1| 3e-81  Os12g0636000 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g43930.1 6e-83 RING finger protein 5 putative expressed		A_99_P304036		TA82878_4565		0		TC436001		Rep: Zinc finger, C3HC4 type family protein, expressed - Oryza sativa subsp. japonica (Rice), complete [TC436001]

		3424		CUST_31062_PI390587928		U35_44k_v1_3424		LOC_Os09g39680.1		ref|NP_001063986.1| 0.0  Os09g0570400 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g39680.1 0.0 sialin putative expressed		A_99_P304496		TA83006_4565		0		TC375907		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC375907]

		23196		CUST_18958_PI390587928		U35_44k_v1_23196		LOC_Os01g64920.1		gb|EAZ14297.1| 3e-89  hypothetical protein OsJ_004122 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g64920.1 7e-91 nuclear matrix protein 1 putative expressed		A_99_P304826		TA83118_4565		0		TC408680		Rep: Nuclear matrix protein 1 - Zea mays (Maize), complete [TC408680]

		2024		CUST_2443_PI390587928		U35_44k_v1_2024		LOC_Os03g61470.1		ref|NP_001051784.1| 8e-56  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 2e-57 PGPS/D12 putative expressed		A_99_P304931		TA83149_4565		0		TC403898		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC403898]

		4958		CUST_38479_PI390587928		U35_44k_v1_4958		LOC_Os05g35970.1		ref|NP_001055642.1| 1e-11  Os05g0435300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g35960.1 2e-13 conserved hypothetical protein		A_99_P305101		TA83198_4565		0		TC428831		0

		21137		CUST_1165_PI390587928		U35_44k_v1_21137		LOC_Os03g59080.1		gb|ABF99434.1| e-154  acyl-activating enzyme 18, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g59080.1 1e-156 acyl-activating enzyme 18 putative expressed		A_99_P305346		TA83264_4565		0		TC410898		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC410898]

		6216		CUST_1775_PI390587928		U35_44k_v1_6216		LOC_Os04g44910.1		emb|CAJ86404.1| 0.0  OSIGBa0125M19.7 [Oryza sativa (indica cultivar-group)]		LOC_Os04g44910.1 0.0 protein kinase putative expressed		A_99_P305711		TA83385_4565		0		TC397229		0

		4397		CUST_6329_PI390587928		U35_44k_v1_4397		LOC_Os07g39270.2		gb|EAZ04473.1| 3e-57  hypothetical protein OsI_025705 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39270.2 7e-59 geranylgeranyl pyrophosphate synthetase 1 chloroplast precursor putative expressed		A_99_P305831		TA83418_4565		0		TC428633		Rep: GGDP synthase - Tagetes erecta (African marigold), partial (15%) [TC428633]

		4221		CUST_30983_PI390587928		U35_44k_v1_4221		LOC_Os09g28160.1		ref|NP_001063353.1| e-158  Os09g0454600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37600.1 1e-138 phosphate carrier protein mitochondrial precursor putative expressed		A_99_P305876		TA83429_4565		0		TC405786		Rep: Os09g0454600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC405786]

		7670		CUST_11076_PI390587928		U35_44k_v1_7670		LOC_Os07g36590.1		gb|EAZ40230.1| 8e-96  hypothetical protein OsJ_023713 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g36590.1 2e-97 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P306201		TA83527_4565		0		TC390311		Rep: Serine/threonine-protein kinase receptor - Oryza sativa subsp. indica (Rice), partial (93%) [TC390311]

		21034		CUST_23464_PI390587928		U35_44k_v1_21034		LOC_Os02g43340.2		dbj|BAD25578.1| 0.0  putative late embryonic abundant protein EMB8 [Oryza sativa Japonica Group]		LOC_Os02g43340.2 0.0 embryogenesis-associated protein EMB8 putative expressed		A_99_P306276		TA83553_4565		0		TC381179		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC381179]

		5734		CUST_1910_PI390587928		U35_44k_v1_5734		LOC_Os06g50390.1		gb|AAL79734.1|AC091774_25 e-115  putative chloroplast nucleoid DNA-binding protein [Oryza sativa]		LOC_Os06g50390.1 1e-117 aspartic-type endopeptidase/ pepsin A putative expressed		A_99_P306471		TA83605_4565		0		0		0

		4739		CUST_15974_PI390587928		U35_44k_v1_4739		LOC_Os03g53280.1		gb|EAZ28552.1| e-105  hypothetical protein OsJ_012035 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53280.1 1e-107 beige/BEACH domain containing protein expressed		A_99_P306526		TA83626_4565		0		TC427356		0

		148		CUST_26540_PI390587928		U35_44k_v1_148		LOC_Os04g44320.1		gb|EAZ31386.1| e-130  hypothetical protein OsJ_014869 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g44320.1 1e-132 transposon protein putative unclassified expressed		A_99_P307351		TA83850_4565		0		TC400285		0

		5706		CUST_1935_PI390587928		U35_44k_v1_5706		LOC_Os01g07360.4		gb|EAY72688.1| 8e-48  hypothetical protein OsI_000535 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07360.4 2e-49 CENP-E like kinetochore protein putative expressed		A_99_P307536		TA83913_4565		0		TC376313		Rep: F-box protein 42 - Danio rerio (Zebrafish) (Brachydanio rerio), partial (3%) [TC376313]

		2249		CUST_37158_PI390587928		U35_44k_v1_2249		LOC_Os01g02870.1		ref|NP_001041856.1| 2e-23  Os01g0117900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g02870.1 5e-25 nodulin-like protein putative expressed		A_99_P307876		TA84010_4565		0		TC380953		Rep: Nodulin-like protein - Oryza sativa subsp. japonica (Rice), partial (87%) [TC380953]

		4128		CUST_3313_PI390587928		U35_44k_v1_4128		LOC_Os06g44180.1		gb|AAC49674.1| 0.0  NADPH-dependent HC-toxin reductase [Hordeum vulgare]		LOC_Os06g44170.1 1e-140 leucoanthocyanidin reductase putative expressed		A_99_P308546		TA84227_4565		0		TC410136		Rep: NADPH-dependent HC-toxin reductase - Hordeum vulgare (Barley), partial (70%) [TC410136]

		20024		CUST_7414_PI390587928		U35_44k_v1_20024		LOC_Os07g37100.1		ref|NP_001059965.1| 0.0  Os07g0557100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37100.1 0.0 nucleoside transporter putative expressed		A_99_P309301		TA84439_4565		0		TC436912		Rep: Chromosome undetermined scaffold_298, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC436912]

		20024		CUST_7414_PI390587928		U35_44k_v1_20024		LOC_Os07g37100.1		ref|NP_001059965.1| 0.0  Os07g0557100 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g37100.1 0.0 nucleoside transporter putative expressed		A_99_P309306		TA84440_4565		0		TC427416		Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC427416]

		4695		CUST_22157_PI390587928		U35_44k_v1_4695		LOC_Os07g39680.2		No hits found		No hits found		A_99_P310211		CV761530		0		TC413501		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		5107		CUST_28625_PI390587928		U35_44k_v1_5107		LOC_Os06g50180.1		gb|EAZ02362.1| e-130  hypothetical protein OsI_023594 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50180.1 1e-131 non-imprinted in Prader-Willi/Angelman syndrome region protein 1 putative expressed		A_99_P310901		TA84922_4565		0		TC430633		0

		5107		CUST_28625_PI390587928		U35_44k_v1_5107		LOC_Os06g50180.1		gb|EAZ02362.1| e-130  hypothetical protein OsI_023594 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50180.1 1e-131 non-imprinted in Prader-Willi/Angelman syndrome region protein 1 putative expressed		A_99_P310906		TA84924_4565		0		TC399520		0

		43322		CUST_28884_PI390587928		U35_44k_v1_43322		LOC_Os01g69190.1		gb|EAZ14651.1| 5e-19  hypothetical protein OsJ_004476 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g69190.1 9e-21 regulatory protein putative expressed		A_99_P311321		TA85036_4565		0		0		0

		21609		CUST_4635_PI390587928		U35_44k_v1_21609		LOC_Os02g35000.1		ref|NP_001047124.1| e-171  Os02g0555700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g35000.1 1e-172 chaperone protein dnaJ 10 putative expressed		A_99_P311381		TA85051_4565		0		TC390664		Rep: DNAJ heat shock N-terminal domain-containing protein - Arabidopsis thaliana, partial (55%) [TC390664]

		20382		CUST_29864_PI390587928		U35_44k_v1_20382		LOC_Os05g08830.1		No hits found		No hits found		A_99_P313596		TA85707_4565		0		TC414348		0

		22836		CUST_2807_PI390587928		U35_44k_v1_22836		LOC_Os02g10720.1		ref|NP_001046223.1| 8e-67  Os02g0201000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10720.1 5e-74 expressed protein		A_99_P313606		TA85710_4565		0		TC391362		0

		5994		CUST_18104_PI390587928		U35_44k_v1_5994		-		gb|AAD15341.1| 5e-28  hypothetical protein [Arabidopsis thaliana]		LOC_Os10g16440.1 5e-28 CUE domain containing protein expressed		A_99_P313631		CV779380		0		TC453789		FGAS073789 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779380]

		41		CUST_4572_PI390587928		U35_44k_v1_41		LOC_Os06g36270.5		ref|NP_001057858.1| 8e-92  Os06g0557100 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36270.5 1e-93 receptor-like protein kinase 5 precursor putative expressed		A_99_P313661		TA85724_4565		0		TC401796		0

		5524		CUST_13733_PI390587928		U35_44k_v1_5524		LOC_Os02g57250.1		sp|A2XB18|IAA10_ORYSI 5e-87  Auxin-responsive protein IAA10 (Indoleacetic acid-induced protein 10)		LOC_Os02g57250.1 1e-88 OsIAA10 - Auxin-responsive Aux/IAA gene family member expressed		A_99_P314441		GW667553		0		TC431290		M1126562 SSH cDNA library of T. aestivum cv. Chinese Spring Three pistils mutation Triticum aestivum cDNA, mRNA sequence [GW667553]

		5524		CUST_13733_PI390587928		U35_44k_v1_5524		LOC_Os02g57250.1		sp|A2XB18|IAA10_ORYSI 5e-87  Auxin-responsive protein IAA10 (Indoleacetic acid-induced protein 10)		LOC_Os02g57250.1 1e-88 OsIAA10 - Auxin-responsive Aux/IAA gene family member expressed		A_99_P314451		TA85940_4565		0		TC418725		0

		4998		CUST_8923_PI390587928		U35_44k_v1_4998		LOC_Os02g45780.1		ref|NP_001047750.1| 2e-46  Os02g0682300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45780.1 4e-48 protein binding protein putative expressed		A_99_P314586		TA85985_4565		0		TC430290		0

		37609		CUST_18649_PI390587928		U35_44k_v1_37609		LOC_Os11g13990.1		gb|AAX95843.1| 6e-21  hypothetical protein LOC_Os11g13990 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g13990.1 4e-23 nucleoside-triphosphatase/ nucleotide binding protein putative expressed		A_99_P315011		TA86104_4565		0		TC391953		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC391953]

		3202		CUST_18319_PI390587928		U35_44k_v1_3202		LOC_Os05g47640.1		ref|NP_001056236.1| 0.0  Os05g0549700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g47640.1 0.0 threonine synthase chloroplast precursor putative expressed		A_99_P315341		TA86191_4565		0		TC381571		0

		2433		CUST_38855_PI390587928		U35_44k_v1_2433		LOC_Os11g05290.1		gb|EAY79959.1| 1e-36  hypothetical protein OsI_033918 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05290.1 6e-38 pop3 peptide putative expressed		A_99_P315631		TA86269_4565		0		TC386744		0

		2433		CUST_38855_PI390587928		U35_44k_v1_2433		LOC_Os11g05290.1		gb|EAY79959.1| 1e-36  hypothetical protein OsI_033918 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05290.1 6e-38 pop3 peptide putative expressed		A_99_P315636		TA86270_4565		0		TC386744		0

		1126		CUST_41861_PI390587928		U35_44k_v1_1126		LOC_Os04g38390.1		ref|NP_001052968.1| 9e-68  Os04g0456700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38390.1 2e-69 wound/stress protein putative expressed		A_99_P315746		TA86305_4565		0		TC429443		0

		19087		CUST_11806_PI390587928		U35_44k_v1_19087		LOC_Os02g16940.1		ref|NP_001046522.1| 2e-59  Os02g0271000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17090.1 4e-61 cucumisin precursor putative expressed		A_99_P315991		TA86376_4565		0		TC416410		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC416410]

		5686		CUST_10727_PI390587928		U35_44k_v1_5686		LOC_Os01g11550.1		gb|EAY73010.1| e-131  hypothetical protein OsI_000857 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11550.1 1e-133 mutant cincinnata putative expressed		A_99_P316146		TA86426_4565		0		TC379794		Rep: Transcription factor PCF5 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC379794]

		27081		CUST_2644_PI390587928		U35_44k_v1_27081		LOC_Os03g56250.1		ref|NP_001051416.1| 1e-32  Os03g0773300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g56250.1 3e-34 wound and phytochrome signaling involved receptor like kinase putative expressed		A_99_P317916		TA86919_4565		0		TC413628		Rep: Os03g0773300 protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC413628]

		21309		CUST_4285_PI390587928		U35_44k_v1_21309		LOC_Os04g43700.1		gb|EAY94856.1| 4e-46  hypothetical protein OsI_016089 [Oryza sativa (indica cultivar-group)]		LOC_Os02g41520.1 3e-41 glycosyl transferase family 8 protein expressed		A_99_P318051		AK334228		0		TC378603		Triticum aestivum cDNA, clone: WT009_K20, cultivar: Chinese Spring [AK334228]

		19466		CUST_704_PI390587928		U35_44k_v1_19466		LOC_Os07g17330.1		ref|NP_001059360.1| 3e-37  Os07g0274700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g17330.1 6e-39 B12D protein expressed		A_99_P318056		TA86955_4565		0		TC400162		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC400162]

		20976		CUST_26314_PI390587928		U35_44k_v1_20976		LOC_Os03g52910.1		ref|NP_001051216.1| 1e-77  Os03g0739700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52910.1 3e-79 uncharacterized UPF0114 domain containing protein expressed		A_99_P318361		TA87050_4565		0		TC380834		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC380834]

		18645		CUST_31735_PI390587928		U35_44k_v1_18645		LOC_Os06g07200.1		ref|NP_001056925.1| e-109  Os06g0168500 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07200.1 1e-110 syntaxin 132 putative expressed		A_99_P318411		TA87068_4565		0		TC429363		Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC429363]

		5007		CUST_12645_PI390587928		U35_44k_v1_5007		LOC_Os01g46810.1		gb|EAZ12956.1| 9e-79  hypothetical protein OsJ_002781 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g46810.1 2e-80 viral A-type inclusion protein repeat containing protein expressed		A_99_P319036		TA87238_4565		0		TC375607		Rep: Os01g0656600 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC375607]

		7783		CUST_5792_PI390587928		U35_44k_v1_7783		LOC_Os01g63854.1		gb|EAZ14203.1| 6e-51  hypothetical protein OsJ_004028 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63854.1 1e-52 amino acid permease putative expressed		A_99_P319186		TA87285_4565		0		TC401707		Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC401707]

		3240		CUST_14712_PI390587928		U35_44k_v1_3240		LOC_Os06g36740.1		ref|NP_001057878.1| e-171  Os06g0563000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36740.1 1e-172 pollen-specific protein SF21 putative expressed		A_99_P320346		AK330482		0		TC441144		Triticum aestivum cDNA, clone: SET4_I24, cultivar: Chinese Spring [AK330482]

		6391		CUST_2379_PI390587928		U35_44k_v1_6391		LOC_Os03g15780.1		dbj|BAF30813.1| 0.0  anthranilate synthase alpha 2 subunit [Avena sativa]		LOC_Os03g15780.1 0.0 anthranilate synthase component I-1 chloroplast precursor putative expressed		A_99_P320681		TA87736_4565		0		TC448079		Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat), partial (63%) [TC448079]

		9204		CUST_5919_PI390587928		U35_44k_v1_9204		LOC_Os06g22060.1		ref|NP_001057528.1| e-169  Os06g0326400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g22060.1 1e-170 pyrophosphate--fructose 6-phosphate 1-phosphotransferase alpha subunit putative expressed		A_99_P321461		AK332443		0		TC419565		Triticum aestivum cDNA, clone: WT003_P23, cultivar: Chinese Spring [AK332443]

		4011		CUST_32415_PI390587928		U35_44k_v1_4011		LOC_Os03g04000.1		ref|NP_001048867.1| 0.0  Os03g0132000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04000.1 0.0 4-coumarate--CoA ligase 1 putative expressed		A_99_P321961		TA88121_4565		0		TC387682		Rep: AMP-binding enzyme family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (31%) [TC387682]

		8873		CUST_19953_PI390587928		U35_44k_v1_8873		LOC_Os04g33660.2		ref|NP_001047030.1| 7e-94  Os02g0533300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33660.2 1e-95 carbonic anhydrase precursor putative expressed		A_99_P321991		TA88129_4565		0		TC413505		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC413505]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P322006		TA88134_4565		0		TC398603		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		4978		CUST_8948_PI390587928		U35_44k_v1_4978		LOC_Os03g57210.1		ref|NP_001051486.1| 4e-42  Os03g0786000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g57210.1 8e-44 glycine-rich protein putative expressed		A_99_P322071		TA88156_4565		0		TC373232		0

		27087		CUST_2634_PI390587928		U35_44k_v1_27087		LOC_Os01g60700.2		ref|NP_001044652.1| 9e-24  Os01g0822200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60700.2 2e-25 serine/threonine-protein kinase NAK putative expressed		A_99_P322201		TA88202_4565		0		TC379280		Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC379280]

		5702		CUST_1939_PI390587928		U35_44k_v1_5702		LOC_Os08g30740.1		ref|NP_001061742.1| e-113  Os08g0398000 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g30740.1 1e-114 ATATH1 putative expressed		A_99_P322421		TA88265_4565		0		TC380909		Rep: ATATH15 (ABC2 homolog 15); ATPase, coupled to transmembrane movement of substances - Arabidopsis thaliana, partial (16%) [TC380909]

		21792		CUST_29471_PI390587928		U35_44k_v1_21792		LOC_Os12g05440.1		gb|EAZ17458.1| 3e-72  hypothetical protein OsJ_031667 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05440.1 5e-74 cytochrome P450 94A1 putative expressed		A_99_P324301		TA88817_4565		0		TC390202		0

		20509		CUST_15184_PI390587928		U35_44k_v1_20509		-		No hits found		No hits found		A_99_P324636		TA88931_4565		0		TC432298		Rep: Glial growth factor - Rattus norvegicus (Rat), partial (5%) [TC432298]

		40627		CUST_3789_PI390587928		U35_44k_v1_40627		LOC_Os02g43280.2		gb|AAR21278.1| 2e-80  fatty aldehyde dehydrogenase 1 [Zea mays]		LOC_Os02g43280.2 4e-80 aldehyde dehydrogenase 3B1 putative expressed		A_99_P324711		TA88954_4565		0		TC412841		Rep: Fatty aldehyde dehydrogenase 1 - Zea mays (Maize), partial (27%) [TC412841]

		26833		CUST_21196_PI390587928		U35_44k_v1_26833		LOC_Os02g57690.3		gb|EAZ25127.1| 2e-54  hypothetical protein OsJ_008610 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g57690.3 4e-56 acyl-CoA binding protein putative expressed		A_99_P325681		TA89255_4565		0		TC374606		Rep: Acyl-CoA binding protein-like - Oryza sativa subsp. japonica (Rice), partial (85%) [TC374606]

		36916		CUST_39756_PI390587928		U35_44k_v1_36916		-		No hits found		No hits found		A_99_P325681		TA89255_4565		0		TC374606		Rep: Acyl-CoA binding protein-like - Oryza sativa subsp. japonica (Rice), partial (85%) [TC374606]

		15227		CUST_8125_PI390587928		U35_44k_v1_15227		LOC_Os01g65070.2		gb|EAZ14312.1| e-163  hypothetical protein OsJ_004137 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g65070.2 1e-165 embryogenesis-associated protein EMB8 putative expressed		A_99_P325771		TA89283_4565		0		TC394239		0

		17916		CUST_29242_PI390587928		U35_44k_v1_17916		LOC_Os01g62260.1		ref|NP_001044756.1| e-104  Os01g0839900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62260.1 1e-106 osmotin-like protein precursor putative expressed		A_99_P325987		TA89349_4565		0		TC429796		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC429796]

		17916		CUST_29242_PI390587928		U35_44k_v1_17916		LOC_Os01g62260.1		ref|NP_001044756.1| e-104  Os01g0839900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62260.1 1e-106 osmotin-like protein precursor putative expressed		A_99_P325991		TA89350_4565		0		TC428668		Rep: Osmotin-like protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (19%) [TC428668]

		31043		CUST_34408_PI390587928		U35_44k_v1_31043		LOC_Os09g37120.1		gb|EAZ45539.1| 1e-34  hypothetical protein OsJ_029022 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37120.1 3e-36 ornithine decarboxylase putative expressed		A_99_P326361		TA89457_4565		0		TC383235		Rep: Os04g0136500 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC383235]

		16101		CUST_16531_PI390587928		U35_44k_v1_16101		LOC_Os03g58350.1		ref|NP_001051565.1| 4e-35  Os03g0797800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g58350.1 7e-37 OsIAA14 - Auxin-responsive Aux/IAA gene family member expressed		A_99_P326846		TA89596_4565		0		TC416729		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (22%) [TC416729]

		20701		CUST_16932_PI390587928		U35_44k_v1_20701		LOC_Os12g01570.1		gb|EAZ19389.1| 1e-71  hypothetical protein OsJ_033598 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01570.1 2e-73 nodulin-like family protein expressed		A_99_P326856		TA89598_4565		0		TC376216		0

		24707		CUST_11014_PI390587928		U35_44k_v1_24707		LOC_Os02g18870.1		No hits found		No hits found		A_99_P327036		TA89645_4565		0		0		0

		5065		CUST_12586_PI390587928		U35_44k_v1_5065		LOC_Os01g51870.1		gb|EAZ13333.1| e-124  hypothetical protein OsJ_003158 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51870.1 1e-125 S-adenosylmethionine-dependent methyltransferase putative expressed		A_99_P327186		TA89704_4565		0		TC444424		Rep: Embryo-abundant protein EMB-like - Oryza sativa subsp. japonica (Rice), partial (55%) [TC444424]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P327316		TA89742_4565		0		0		0

		3834		CUST_6385_PI390587928		U35_44k_v1_3834		LOC_Os01g25990.3		gb|EAY74012.1| e-166  hypothetical protein OsI_001859 [Oryza sativa (indica cultivar-group)]		LOC_Os01g25990.2 1e-168 retrotransposon protein putative Ty1-copia subclass expressed		A_99_P328396		TA90050_4565		0		TC369828		0

		3834		CUST_6385_PI390587928		U35_44k_v1_3834		LOC_Os01g25990.3		gb|EAY74012.1| e-166  hypothetical protein OsI_001859 [Oryza sativa (indica cultivar-group)]		LOC_Os01g25990.2 1e-168 retrotransposon protein putative Ty1-copia subclass expressed		A_99_P328401		TA90051_4565		0		TC433500		0

		19091		CUST_11795_PI390587928		U35_44k_v1_19091		LOC_Os04g10350.1		emb|CAH66105.1| 4e-88  OSIGBa0101K10.4 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10350.1 7e-90 1-aminocyclopropane-1-carboxylate oxidase putative expressed		A_99_P328456		TA90065_4565		0		TC451409		0

		6928		CUST_476_PI390587928		U35_44k_v1_6928		LOC_Os03g55380.1		ref|NP_001051355.1| e-128  Os03g0761900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55380.1 1e-129 prolyl 4-hydroxylase putative expressed		A_99_P328736		TA90164_4565		0		0		0

		6928		CUST_476_PI390587928		U35_44k_v1_6928		LOC_Os03g55380.1		ref|NP_001051355.1| e-128  Os03g0761900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55380.1 1e-129 prolyl 4-hydroxylase putative expressed		A_99_P328741		TA90165_4565		0		TC374849		Rep: Prolyl 4-hydroxylase - Nicotiana tabacum (Common tobacco), partial (62%) [TC374849]

		19522		CUST_12796_PI390587928		U35_44k_v1_19522		LOC_Os04g12580.1		ref|NP_001052227.1| e-153  Os04g0202500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g12560.1 1e-149 receptor-like protein kinase putative expressed		A_99_P328976		TA90233_4565		0		TC432811		0

		3088		CUST_39053_PI390587928		U35_44k_v1_3088		LOC_Os03g12890.5		emb|CAE00460.2| 0.0  branched-chain amino acid aminotransferase [Hordeum vulgare subsp. vulgare]		LOC_Os03g12890.2 1e-161 branched-chain-amino-acid aminotransferase putative expressed		A_99_P329743		TA90457_4565		0		TC397090		Rep: Branched-chain amino acid aminotransferase - Hordeum vulgare (Barley), partial (24%) [TC397090]

		12995		CUST_34859_PI390587928		U35_44k_v1_12995		LOC_Os09g37180.1		gb|EAZ45540.1| 2e-53  hypothetical protein OsJ_029023 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37180.1 5e-55 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P330016		TA90539_4565		0		TC414000		0

		6025		CUST_39077_PI390587928		U35_44k_v1_6025		LOC_Os10g16974.1		ref|NP_001064333.1| e-150  Os10g0317900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g16974.1 1e-152 flavonoid 3-monooxygenase putative expressed		A_99_P330606		TA90721_4565		0		TC440341		Rep: Flavonoid 3'-hydroxylase - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (44%) [TC440341]

		6025		CUST_39077_PI390587928		U35_44k_v1_6025		LOC_Os10g16974.1		ref|NP_001064333.1| e-150  Os10g0317900 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g16974.1 1e-152 flavonoid 3-monooxygenase putative expressed		A_99_P330611		TA90722_4565		0		TC433747		Rep: Flavonoid 3'-hydroxylase - Triticum aestivum (Wheat), partial (66%) [TC433747]

		21074		CUST_10151_PI390587928		U35_44k_v1_21074		LOC_Os01g09260.1		gb|AAK51495.1|AF362472_1 7e-77  cytokinin dehydrogenase [Hordeum vulgare]		LOC_Os01g09260.1 1e-59 cytokinin dehydrogenase 1 precursor putative expressed		A_99_P330946		TA90830_4565		0		TC439150		Rep: Cytokinin dehydrogenase - Triticum aestivum (Wheat), partial (26%) [TC439150]

		31417		CUST_41407_PI390587928		U35_44k_v1_31417		LOC_Os07g01710.1		gb|AAX81543.1| 4e-17  ice recrystallization inhibition protein 2 precursor [Triticum aestivum]		LOC_Os07g01710.1 1e-14 phytosulfokine receptor precursor putative expressed		A_99_P331056		TA90861_4565		0		TC370440		Rep: Ice recrystallization inhibition protein 2 precursor - Triticum aestivum (Wheat), partial (44%) [TC370440]

		18302		CUST_16257_PI390587928		U35_44k_v1_18302		LOC_Os11g37700.1		emb|CAD59574.1| 0.0  PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P331481		FJ185035		PDR-type ABC transporter		TC379206		Triticum aestivum PDR-type ABC transporter (PDR1) mRNA, complete cds [FJ185035]

		15768		CUST_10402_PI390587928		U35_44k_v1_15768		LOC_Os05g42190.1		ref|NP_001055969.1| 4e-66  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 9e-68 flavoprotein wrbA putative expressed		A_99_P331986		CJ949998		0		TC408784		CJ949998 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28a10 5', mRNA sequence [CJ949998]

		7684		CUST_11062_PI390587928		U35_44k_v1_7684		LOC_Os01g72250.1		gb|AAF61489.1|AF210322_1 4e-88  UMP synthase [Oryza sativa]		LOC_Os01g72240.1 8e-90 uridine 5-monophosphate synthase putative expressed		A_99_P332866		TA91417_4565		0		TC453561		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (9%) [TC453561]

		8580		CUST_24697_PI390587928		U35_44k_v1_8580		LOC_Os04g33690.1		gb|EAZ30677.1| 4e-59  hypothetical protein OsJ_014160 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33690.1 9e-61 sec23/Sec24 trunk domain containing protein expressed		A_99_P332951		TA91448_4565		0		TC393978		Rep: OJ000126_13.4 protein - Oryza sativa subsp. japonica (Rice), partial (51%) [TC393978]

		3539		CUST_34334_PI390587928		U35_44k_v1_3539		LOC_Os03g55800.1		ref|NP_001051386.1| e-136  Os03g0767000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55800.1 1e-137 cytochrome P450 74A1 chloroplast precursor putative expressed		A_99_P332981		TA91457_4565		0		TC393203		Rep: Allene oxide synthase - Glycine max (Soybean), partial (32%) [TC393203]

		22197		CUST_6819_PI390587928		U35_44k_v1_22197		LOC_Os08g38440.1		No hits found		No hits found		A_99_P333381		TA91570_4565		0		TC426655		Rep: C2 domain/GRAM domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC426655]

		16769		CUST_4131_PI390587928		U35_44k_v1_16769		LOC_Os12g43640.1		gb|EAY84008.1| 6e-85  hypothetical protein OsI_037967 [Oryza sativa (indica cultivar-group)]		LOC_Os12g43640.1 1e-86 receptor-like protein kinase 5 precursor putative expressed		A_99_P334666		TA91957_4565		0		TC458426		Rep: Chromosome chr7 scaffold_275, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC458426]

		8135		CUST_5744_PI390587928		U35_44k_v1_8135		LOC_Os01g59100.1		gb|EAY76191.1| 8e-38  hypothetical protein OsI_004038 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1 putative expressed		A_99_P335036		TA92061_4565		0		TC400164		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC400164]

		8135		CUST_5744_PI390587928		U35_44k_v1_8135		LOC_Os01g59100.1		gb|EAY76191.1| 8e-38  hypothetical protein OsI_004038 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1 putative expressed		A_99_P335041		TA92062_4565		0		TC414743		0

		24618		CUST_8011_PI390587928		U35_44k_v1_24618		-		No hits found		No hits found		A_99_P335576		TA92228_4565		0		TC389461		0

		24295		CUST_32240_PI390587928		U35_44k_v1_24295		LOC_Os09g31031.3		ref|NP_001063337.1| 4e-41  Os09g0452700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27930.1 9e-43 UBiQuitin family member putative expressed		A_99_P336361		TA92483_4565		0		TC398278		Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC398278]

		18639		CUST_31760_PI390587928		U35_44k_v1_18639		LOC_Os10g04730.1		ref|NP_001064126.1| e-149  Os10g0136500 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g04730.1 1e-151 protein kinase putative expressed		A_99_P337481		TA92844_4565		0		TC371111		Rep: Protein kinase domain containing protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC371111]

		487		CUST_2912_PI390587928		U35_44k_v1_487		-		sp|Q01482|WIR1A_WHEAT 1e-08  Protein WIR1A		LOC_Os06g29730.1 4e-05 expressed protein		A_99_P337831		TA92947_4565		0		TC420404		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (8%) [TC420404]

		16797		CUST_4081_PI390587928		U35_44k_v1_16797		LOC_Os01g16146.1		ref|NP_001042679.1| e-115  Os01g0266500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16146.1 1e-117 phenazine biosynthesis protein putative expressed		A_99_P338251		TA93075_4565		0		TC410405		Rep: Phenazine biosynthesis family protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC410405]

		5079		CUST_6129_PI390587928		U35_44k_v1_5079		LOC_Os10g16910.1		No hits found		No hits found		A_99_P338411		TA93132_4565		0		TC420572		Rep: Os08g0546100 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC420572]

		19607		CUST_39929_PI390587928		U35_44k_v1_19607		LOC_Os09g17680.1		ref|NP_001062937.1| e-141  Os09g0345700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g17680.1 1e-143 NADH kinase putative expressed		A_99_P338811		TA93249_4565		0		TC388287		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC388287]

		3138		CUST_5316_PI390587928		U35_44k_v1_3138		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		A_99_P339626		TA93490_4565		0		TC375072		Rep: Glutathione S-transferase GST 26 - Zea mays (Maize), partial (89%) [TC375072]

		2498		CUST_17296_PI390587928		U35_44k_v1_2498		LOC_Os12g41710.1		gb|EAY83859.1| e-171  hypothetical protein OsI_037818 [Oryza sativa (indica cultivar-group)]		LOC_Os12g41710.1 1e-176 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P339931		TA93573_4565		0		TC385034		Rep: Os12g0611100 protein - Oryza sativa subsp. japonica (Rice), partial (79%) [TC385034]

		22204		CUST_16406_PI390587928		U35_44k_v1_22204		LOC_Os04g38570.2		gb|EAZ32166.1| 1e-80  hypothetical protein OsJ_015649 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38570.2 8e-77 multidrug resistance protein 11 putative expressed		A_99_P340286		TA93694_4565		0		TC397292		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC397292]

		20658		CUST_9357_PI390587928		U35_44k_v1_20658		LOC_Os10g17489.1		ref|NP_001064343.1| e-125  Os10g0322200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g17489.1 1e-127 cytokinin-O-glucosyltransferase 2 putative expressed		A_99_P340636		TA93787_4565		0		TC384686		Rep: Os10g0331600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC384686]

		22214		CUST_16390_PI390587928		U35_44k_v1_22214		LOC_Os11g02830.1		ref|NP_001065612.1| 0.0  Os11g0121400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g02830.2 0.0 serine/threonine-protein kinase NAK putative expressed		A_99_P341656		TA94091_4565		0		TC418233		Rep: Os12g0121100 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC418233]

		9651		CUST_35248_PI390587928		U35_44k_v1_9651		LOC_Os04g35140.1		ref|NP_001052820.1| 0.0  Os04g0430700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35140.1 0.0 subtilisin-like protease precursor putative expressed		A_99_P341911		AK333776		0		TC442161		Triticum aestivum cDNA, clone: WT008_E04, cultivar: Chinese Spring [AK333776]

		48172		CUST_19248_PI390587928		U35_44k_v1_48172		LOC_Os02g46980.1		gb|EAY87169.1| 7e-23  hypothetical protein OsI_008402 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46980.1 8e-24 pentatricopeptide repeat-containing protein putative expressed		A_99_P341956		CJ674454		0		TC443397		CJ674454 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17g10 5', mRNA sequence [CJ674454]

		38733		CUST_22058_PI390587928		U35_44k_v1_38733		LOC_Os12g05440.1		ref|NP_001066166.1| 6e-59  Os12g0150200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g05440.1 8e-61 cytochrome P450 94A1 putative expressed		A_99_P342071		TA94221_4565		0		TC411413		0

		22562		CUST_38087_PI390587928		U35_44k_v1_22562		LOC_Os10g35950.1		ref|NP_001064997.1| 2e-37  Os10g0503300 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g35950.1 6e-39 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		A_99_P342191		TA94263_4565		0		TC458267		Rep: Os10g0503300 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC458267]

		34157		CUST_6857_PI390587928		U35_44k_v1_34157		LOC_Os02g56510.1		gb|EAZ25025.1| 5e-17  hypothetical protein OsJ_008508 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g56510.1 1e-18 phosphate transporter 1 putative expressed		A_99_P343211		AK331635		0		TC426801		Triticum aestivum cDNA, clone: WT007_P23, cultivar: Chinese Spring [AK331635]

		3693		CUST_16940_PI390587928		U35_44k_v1_3693		LOC_Os01g24010.1		ref|NP_001042955.1| 0.0  Os01g0342700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g24010.1 0.0 PDR5-like ABC transporter putative expressed		A_99_P343661		TA94744_4565		0		TC438321		0

		13605		CUST_18720_PI390587928		U35_44k_v1_13605		LOC_Os03g20949.1		gb|EAY89840.1| e-104  hypothetical protein OsI_011073 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20949.1 1e-105 phospholipid-transporting ATPase 1 putative expressed		A_99_P343776		TA94796_4565		0		TC385720		Rep: ATPase - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC385720]

		18470		CUST_34056_PI390587928		U35_44k_v1_18470		LOC_Os01g43520.2		gb|ABX76295.1| 0.0  neutral ceramidase [Triticum aestivum]		LOC_Os01g43520.2 1e-174 ceramidase putative expressed		A_99_P344251		EU200974		neutral ceramidase		TC380853		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		2247		CUST_37160_PI390587928		U35_44k_v1_2247		LOC_Os01g10950.1		dbj|BAB92157.1| 0.0  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os01g10950.1 0.0 peptide-N4-asparagine amidase A putative expressed		A_99_P344296		AK331408		0		TC406435		Triticum aestivum cDNA, clone: WT007_G19, cultivar: Chinese Spring [AK331408]

		2894		CUST_31692_PI390587928		U35_44k_v1_2894		LOC_Os09g17630.1		gb|EAZ08713.1| 0.0  hypothetical protein OsI_029945 [Oryza sativa (indica cultivar-group)]		LOC_Os09g17630.1 0.0 receptor-like protein kinase 2 putative expressed		A_99_P344371		TA94989_4565		0		0		0

		44191		CUST_5359_PI390587928		U35_44k_v1_44191		LOC_Os03g21400.1		gb|EAY89875.1| 4e-59  hypothetical protein OsI_011108 [Oryza sativa (indica cultivar-group)]		LOC_Os03g21400.1 9e-61 cytochrome P450 putative expressed		A_99_P344701		TA95087_4565		0		TC413887		Rep: Cytochrome P450 family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (32%) [TC413887]

		12720		CUST_11027_PI390587928		U35_44k_v1_12720		LOC_Os06g11600.3		dbj|BAD37235.1| 9e-70  putative auxin-independent growth promoter [Oryza sativa Japonica Group]		LOC_Os06g11600.1 8e-58 auxin-independent growth promoter-like protein putative expressed		A_99_P344981		TA95165_4565		0		TC450502		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC450502]

		20759		CUST_24228_PI390587928		U35_44k_v1_20759		LOC_Os12g01360.1		gb|EAY81958.1| e-144  hypothetical protein OsI_035917 [Oryza sativa (indica cultivar-group)]		LOC_Os12g01360.1 1e-146 expressed protein		A_99_P345151		TA95225_4565		0		TC417753		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC417753]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P345306		TA95272_4565		0		TC413181		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		5221		CUST_3728_PI390587928		U35_44k_v1_5221		LOC_Os04g33860.1		gb|EAY94057.1| 1e-29  hypothetical protein OsI_015290 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33860.1 2e-31 expressed protein		A_99_P345691		DN828887		0		TC441742		KUCD01_03_B07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN828887]

		5221		CUST_3728_PI390587928		U35_44k_v1_5221		LOC_Os04g33860.1		gb|EAY94057.1| 1e-29  hypothetical protein OsI_015290 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33860.1 2e-31 expressed protein		A_99_P345696		TA95390_4565		0		TC441742		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC441742]

		6174		CUST_24455_PI390587928		U35_44k_v1_6174		LOC_Os09g25100.1		gb|EAZ07132.1| 3e-79  hypothetical protein OsI_028364 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 15 putative expressed		A_99_P346226		TA95566_4565		0		TC450816		0

		7310		CUST_36146_PI390587928		U35_44k_v1_7310		LOC_Os05g38170.1		gb|EAZ34543.1| 5e-31  hypothetical protein OsJ_018026 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g38170.1 1e-32 uracil phosphoribosyltransferase putative expressed		A_99_P346301		TA95586_4565		0		0		0

		22278		CUST_17502_PI390587928		U35_44k_v1_22278		LOC_Os01g62490.1		ref|NP_001044773.1| 2e-20  Os01g0842500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62490.1 6e-22 L-ascorbate oxidase precursor putative expressed		A_99_P346351		TA95603_4565		0		TC437914		Rep: Laccase - Liriodendron tulipifera (Tuliptree) (Tulip poplar), partial (14%) [TC437914]

		22278		CUST_17502_PI390587928		U35_44k_v1_22278		LOC_Os01g62490.1		ref|NP_001044773.1| 2e-20  Os01g0842500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62490.1 6e-22 L-ascorbate oxidase precursor putative expressed		A_99_P346356		TA95604_4565		0		TC447311		Rep: Laccase-12/13 precursor - Oryza sativa subsp. japonica (Rice), partial (31%) [TC447311]

		48154		CUST_19291_PI390587928		U35_44k_v1_48154		-		ref|YP_001312188.1| 4e-09  hypothetical protein CYtaCp021 [Cycas taitungensis]		No hits found		A_99_P346396		TA95616_4565		0		TC424615		Rep: Chromosome undetermined scaffold_79, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC424615]

		7531		CUST_36722_PI390587928		U35_44k_v1_7531		LOC_Os12g01740.2		gb|EAY79671.1| 4e-17  hypothetical protein OsI_033630 [Oryza sativa (indica cultivar-group)]		LOC_Os11g01740.2 1e-18 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P346441		TA95627_4565		0		TC396087		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (27%) [TC396087]

		23126		CUST_9854_PI390587928		U35_44k_v1_23126		LOC_Os02g06840.2		gb|EAY84604.1| 5e-60  hypothetical protein OsI_005837 [Oryza sativa (indica cultivar-group)]		LOC_Os02g06840.2 1e-61 beta-13-galactosyltransferase sqv-2 putative expressed		A_99_P346641		TA95696_4565		0		TC382395		Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC382395]

		22356		CUST_22361_PI390587928		U35_44k_v1_22356		LOC_Os05g47950.1		emb|CAJ19334.1| 2e-96  UDP-glucose glucosyltransferase [Triticum aestivum]		LOC_Os02g51910.1 3e-46 cytokinin-O-glucosyltransferase 2 putative expressed		A_99_P348596		TA96287_4565		0		TC407480		Rep: UDP-glucose glucosyltransferase - Triticum aestivum (Wheat), partial (61%) [TC407480]

		6753		CUST_27434_PI390587928		U35_44k_v1_6753		LOC_Os01g44970.1		gb|EAY75097.1| 3e-65  hypothetical protein OsI_002944 [Oryza sativa (indica cultivar-group)]		LOC_Os01g44970.1 6e-67 polygalacturonase precursor putative expressed		A_99_P348646		TA96307_4565		0		TC452945		Rep: Polygalacturonase 3 - Oncidium Gower Ramsey, partial (88%) [TC452945]

		47413		CUST_32152_PI390587928		U35_44k_v1_47413		LOC_Os01g44970.1		gb|EAZ12841.1| 1e-50  hypothetical protein OsJ_002666 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45060.1 3e-52 polygalacturonase precursor putative		A_99_P348646		TA96307_4565		0		TC452945		Rep: Polygalacturonase 3 - Oncidium Gower Ramsey, partial (88%) [TC452945]

		38136		CUST_35500_PI390587928		U35_44k_v1_38136		LOC_Os01g44970.1		gb|EAY75104.1| 8e-92  hypothetical protein OsI_002951 [Oryza sativa (indica cultivar-group)]		LOC_Os01g45060.1 2e-93 polygalacturonase precursor putative		A_99_P348646		TA96307_4565		0		TC452945		Rep: Polygalacturonase 3 - Oncidium Gower Ramsey, partial (88%) [TC452945]

		7738		CUST_5837_PI390587928		U35_44k_v1_7738		LOC_Os01g62010.1		gb|EAZ14078.1| 5e-92  hypothetical protein OsJ_003903 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62010.1 1e-116 monoglyceride lipase putative expressed		A_99_P348666		TA96313_4565		0		TC382674		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC382674]

		18359		CUST_24692_PI390587928		U35_44k_v1_18359		LOC_Os04g57310.1		ref|NP_001054198.1| 6e-80  Os04g0668800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g57310.1 1e-81 PBng143 putative expressed		A_99_P349456		TA96581_4565		0		TC402190		Rep: PBng143 - Vigna radiata, partial (54%) [TC402190]

		7888		CUST_39863_PI390587928		U35_44k_v1_7888		LOC_Os04g45580.1		gb|AAK91822.1|AF272759_1 1e-36  kinesin heavy chain [Zea mays]		LOC_Os04g45580.1 6e-38 kinesin heavy chain putative expressed		A_99_P350346		TA96866_4565		0		TC427293		Rep: Kinesin heavy chain - Zea mays (Maize), partial (8%) [TC427293]

		40651		CUST_25404_PI390587928		U35_44k_v1_40651		LOC_Os07g38810.1		emb|CAH17379.2| 9e-29  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38810.1 2e-27 lectin receptor-type protein kinase putative expressed		A_99_P350621		TA96952_4565		0		TC425132		0

		28998		CUST_28081_PI390587928		U35_44k_v1_28998		LOC_Os07g38810.1		emb|CAH17379.2| 1e-48  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38810.1 1e-43 lectin receptor-type protein kinase putative expressed		A_99_P350621		TA96952_4565		0		TC425132		0

		20306		CUST_28678_PI390587928		U35_44k_v1_20306		LOC_Os07g38800.1		emb|CAH17379.2| 3e-55  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 2e-45 lectin-like receptor kinase 7 putative expressed		A_99_P350621		TA96952_4565		0		TC425132		0

		20305		CUST_28679_PI390587928		U35_44k_v1_20305		-		emb|CAH17379.2| 8e-48  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 1e-38 lectin-like receptor kinase 7 putative expressed		A_99_P350621		TA96952_4565		0		TC425132		0

		20304		CUST_28680_PI390587928		U35_44k_v1_20304		LOC_Os07g04040.1		emb|CAH17379.2| 1e-98  putative lectin receptor-type protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os07g38800.1 5e-90 lectin-like receptor kinase 7 putative expressed		A_99_P350621		TA96952_4565		0		TC425132		0

		1801		CUST_21609_PI390587928		U35_44k_v1_1801		LOC_Os04g54810.1		gb|AAK38481.1| 0.0  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		A_99_P350921		AK336248		0		TC431833		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		41373		CUST_2646_PI390587928		U35_44k_v1_41373		LOC_Os01g04280.1		gb|EAY72424.1| 1e-14  hypothetical protein OsI_000271 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04280.1 3e-16 calmodulin binding protein putative expressed		A_99_P351076		TA97086_4565		0		TC387759		Rep: Calmodulin-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC387759]

		8637		CUST_14072_PI390587928		U35_44k_v1_8637		-		No hits found		No hits found		A_99_P351886		TA97336_4565		0		TC406475		Rep: GTP-binding protein Rab6 - Oryza sativa subsp. japonica (Rice), partial (89%) [TC406475]

		13236		CUST_17069_PI390587928		U35_44k_v1_13236		LOC_Os09g37840.1		dbj|BAC79581.1| 5e-62  putative receptor-like protein kinase 4 [Oryza sativa Japonica Group]		LOC_Os07g35004.1 4e-45 receptor-like protein kinase homolog RK20-1 putative expressed		A_99_P351946		TA97352_4565		0		TC372621		0

		16426		CUST_37091_PI390587928		U35_44k_v1_16426		LOC_Os09g39940.1		ref|NP_001060957.1| 4e-39  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 8e-41 blue copper protein precursor putative expressed		A_99_P352171		TA97420_4565		0		TC383470		0

		21781		CUST_693_PI390587928		U35_44k_v1_21781		LOC_Os01g23620.1		ref|NP_191815.1| 4e-60  GTP-binding protein, putative [Arabidopsis thaliana]		LOC_Os12g37360.1 6e-60 GTP-binding protein SAR1A putative expressed		A_99_P352286		TA97457_4565		0		TC379396		Rep: GTP-binding protein SAR1A - Arabidopsis thaliana (Mouse-ear cress), complete [TC379396]

		19929		CUST_13843_PI390587928		U35_44k_v1_19929		LOC_Os01g45200.1		gb|EAY75114.1| 2e-62  hypothetical protein OsI_002961 [Oryza sativa (indica cultivar-group)]		LOC_Os01g45200.1 5e-64 dihydroflavonol-4-reductase putative expressed		A_99_P352921		TA97657_4565		0		TC377760		Rep: Os01g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC377760]

		16231		CUST_13374_PI390587928		U35_44k_v1_16231		LOC_Os02g16940.1		gb|EAY85319.1| 0.0  hypothetical protein OsI_006552 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17090.1 0.0 cucumisin precursor putative expressed		A_99_P353411		TA97819_4565		0		TC403727		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC403727]

		6809		CUST_18628_PI390587928		U35_44k_v1_6809		LOC_Os01g19800.1		ref|NP_001055289.1| 3e-55  Os05g0355300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g28730.1 9e-56 PIT1 putative expressed		A_99_P354406		TA98109_4565		0		TC390072		Rep: Os01g0303600 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC390072]

		8021		CUST_8498_PI390587928		U35_44k_v1_8021		LOC_Os04g54350.1		emb|CAH67657.1| 6e-33  H0410G08.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g54350.1 1e-33 heterogeneous nuclear ribonucleoprotein U-like protein 1 putative expressed		A_99_P354486		TA98141_4565		0		TC454133		Rep: Os04g0636000 protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC454133]

		12412		CUST_21295_PI390587928		U35_44k_v1_12412		LOC_Os01g57730.1		gb|EAY76097.1| 8e-83  hypothetical protein OsI_003944 [Oryza sativa (indica cultivar-group)]		LOC_Os01g57730.1 2e-83 peroxidase 56 precursor putative expressed		A_99_P354511		TA98146_4565		0		TC451003		0

		48338		CUST_40741_PI390587928		U35_44k_v1_48338		LOC_Os06g12390.2		gb|EAZ00244.1| 2e-26  hypothetical protein OsI_021476 [Oryza sativa (indica cultivar-group)]		LOC_Os06g12390.2 5e-28 transferase transferring glycosyl groups putative expressed		A_99_P354751		TA98226_4565		0		TC389948		Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC389948]

		22598		CUST_37996_PI390587928		U35_44k_v1_22598		LOC_Os02g17150.1		ref|NP_001046523.1| e-118  Os02g0271600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g17150.1 1e-120 xylem serine proteinase 1 precursor putative expressed		A_99_P354776		TA98236_4565		0		TC378887		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC378887]

		30697		CUST_13474_PI390587928		U35_44k_v1_30697		LOC_Os06g15060.1		gb|AAL73531.1|AF466200_10 7e-18  TNP2-like protein [Sorghum bicolor]		LOC_Os05g29850.1 3e-19 transposon protein putative CACTA En/Spm sub-class		A_99_P355581		TA98508_4565		0		TC382743		Rep: TNP2-like protein - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (13%) [TC382743]

		48116		CUST_26086_PI390587928		U35_44k_v1_48116		LOC_Os05g42060.1		ref|NP_001055958.1| 2e-13  Os05g0499600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42020.1 4e-15 cytokinin-O-glucosyltransferase 1 putative expressed		A_99_P356611		TA98831_4565		0		TC456658		0

		5850		CUST_39240_PI390587928		U35_44k_v1_5850		LOC_Os12g41540.1		ref|NP_001067239.1| 2e-73  Os12g0608900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41530.1 4e-75 protein kinase putative		A_99_P356796		TA98913_4565		0		TC386290		0

		25987		CUST_13052_PI390587928		U35_44k_v1_25987		LOC_Os01g04550.1		ref|NP_001041969.1| 1e-71  Os01g0138300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04570.2 3e-73 Ser/Thr protein kinase putative expressed		A_99_P357251		TA99067_4565		0		TC430232		0

		16797		CUST_4081_PI390587928		U35_44k_v1_16797		LOC_Os01g16146.1		ref|NP_001042679.1| e-115  Os01g0266500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16146.1 1e-117 phenazine biosynthesis protein putative expressed		A_99_P357466		AK333982		0		TC403930		Triticum aestivum cDNA, clone: WT008_F16, cultivar: Chinese Spring [AK333982]

		41631		CUST_31350_PI390587928		U35_44k_v1_41631		LOC_Os06g39270.1		dbj|BAD90935.1| 8e-36  monoterpene glucosyltransferase [Eucalyptus perriniana]		LOC_Os11g04860.1 2e-33 indole-3-acetate beta-glucosyltransferase putative expressed		A_99_P357506		TA99149_4565		0		TC446638		Rep: Chromosome undetermined scaffold_144, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC446638]

		27724		CUST_21530_PI390587928		U35_44k_v1_27724		-		No hits found		No hits found		A_99_P357521		TA99155_4565		0		TC406095		Rep: DNA replication and repair protein RecF - Rhodopseudomonas palustris (strain BisA53), partial (9%) [TC437382]

		26455		CUST_5057_PI390587928		U35_44k_v1_26455		LOC_Os02g45120.2		ref|NP_001047708.1| 3e-23  Os02g0672700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45120.2 6e-25 expressed protein		A_99_P357871		TA99286_4565		0		TC389059		Rep: DNA-directed RNA polymerase subunit - Oryza sativa subsp. japonica (Rice), partial (45%) [TC389059]

		23184		CUST_18980_PI390587928		U35_44k_v1_23184		LOC_Os10g38470.1		gb|EAY79285.1| 2e-68  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		A_99_P358016		TA99329_4565		0		TC402790		0

		6585		CUST_3109_PI390587928		U35_44k_v1_6585		LOC_Os06g04900.1		ref|NP_001056756.1| 2e-78  Os06g0141000 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04900.1 3e-80 hexose carrier protein HEX6 putative expressed		A_99_P358641		TA99544_4565		0		TC430055		0

		6617		CUST_30003_PI390587928		U35_44k_v1_6617		LOC_Os03g17500.1		gb|EAZ26498.1| 3e-12  hypothetical protein OsJ_009981 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17500.1 7e-14 expressed protein		A_99_P358831		TA99606_4565		0		TC417743		0

		4591		CUST_17821_PI390587928		U35_44k_v1_4591		LOC_Os06g02040.1		gb|AAL77106.1| 2e-17  unknown [Hordeum vulgare subsp. vulgare]		LOC_Os06g02040.1 2e-14 seed maturation protein putative expressed		A_99_P358866		TA99618_4565		0		0		0

		48144		CUST_25991_PI390587928		U35_44k_v1_48144		-		No hits found		No hits found		A_99_P359051		TA99687_4565		0		TC434768		Rep: Os09g0341100 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC434768]

		20773		CUST_24172_PI390587928		U35_44k_v1_20773		LOC_Os05g07300.2		gb|AAF34428.1|AF172282_17 e-138  receptor-like protein kinase [Oryza sativa]		LOC_Os04g01310.1 1e-137 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P359951		TA99980_4565		0		TC397036		0

		20283		CUST_18396_PI390587928		U35_44k_v1_20283		LOC_Os06g05050.1		gb|AAY34783.1| 0.0  wall-associated kinase 3 [Triticum aestivum]		LOC_Os02g02120.1 1e-117 OsWAK11 - OsWAK receptor-like protein kinase expressed		A_99_P360196		TA100063_4565		0		TC377635		0

		40627		CUST_3789_PI390587928		U35_44k_v1_40627		LOC_Os02g43280.2		gb|AAR21278.1| 2e-80  fatty aldehyde dehydrogenase 1 [Zea mays]		LOC_Os02g43280.2 4e-80 aldehyde dehydrogenase 3B1 putative expressed		A_99_P360366		TA100119_4565		0		TC374609		Rep: Fatty aldehyde dehydrogenase 1 - Zea mays (Maize), partial (34%) [TC374609]

		22878		CUST_823_PI390587928		U35_44k_v1_22878		LOC_Os02g50990.3		ref|NP_001048097.1| 2e-65  Os02g0743700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g50990.3 4e-67 RING-H2 finger protein ATL1Q putative expressed		A_99_P361211		TA100415_4565		0		0		0

		5514		CUST_13743_PI390587928		U35_44k_v1_5514		LOC_Os03g29850.1		ref|NP_001050351.1| e-132  Os03g0411800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29850.1 1e-133 zinc transporter 2 precursor putative expressed		A_99_P361351		TA100469_4565		0		TC432533		0

		14234		CUST_2683_PI390587928		U35_44k_v1_14234		LOC_Os05g35290.1		ref|NP_001055608.1| 4e-94  Os05g0427400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g35290.1 8e-96 phenylalanine ammonia-lyase putative expressed		A_99_P361736		TA100607_4565		0		TC392122		Rep: Phenylalanine ammonia-lyase - Bambusa oldhamii (Giant timber bamboo), partial (26%) [TC392122]

		22420		CUST_7160_PI390587928		U35_44k_v1_22420		LOC_Os03g13460.3		gb|ABF94859.1| 7e-47  microtubule associated protein family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g13460.3 2e-48 microtubule-associated protein MAP65-1a putative expressed		A_99_P361806		AK335683		0		TC429959		Triticum aestivum cDNA, clone: WT013_I08, cultivar: Chinese Spring [AK335683]

		17799		CUST_30566_PI390587928		U35_44k_v1_17799		LOC_Os01g62430.3		gb|AAC04628.1| 3e-60  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1 putative expressed		A_99_P361871		TA100645_4565		0		TC408233		Rep: Isoform ERG1b of A2WWV5  - Oryza sativa subsp. indica (Rice), partial (79%) [TC408233]

		21596		CUST_17969_PI390587928		U35_44k_v1_21596		-		ref|NP_001061413.1| 2e-06  Os08g0269500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g16810.1 5e-08 expressed protein		A_99_P362146		TA100750_4565		0		TC378803		0

		20382		CUST_29864_PI390587928		U35_44k_v1_20382		LOC_Os05g08830.1		No hits found		No hits found		A_99_P363086		TA101066_4565		0		TC407451		0

		40627		CUST_3789_PI390587928		U35_44k_v1_40627		LOC_Os02g43280.2		gb|AAR21278.1| 2e-80  fatty aldehyde dehydrogenase 1 [Zea mays]		LOC_Os02g43280.2 4e-80 aldehyde dehydrogenase 3B1 putative expressed		A_99_P363536		TA101211_4565		0		TC441405		Rep: Os02g0647900 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC441405]

		5706		CUST_1935_PI390587928		U35_44k_v1_5706		LOC_Os01g07360.4		gb|EAY72688.1| 8e-48  hypothetical protein OsI_000535 [Oryza sativa (indica cultivar-group)]		LOC_Os01g07360.4 2e-49 CENP-E like kinetochore protein putative expressed		A_99_P363766		TA101289_4565		0		TC379210		Rep: Phenylalanine ammonia lyase - Rhodotorula glutinis (Yeast), partial (3%) [TC379210]

		6683		CUST_20351_PI390587928		U35_44k_v1_6683		LOC_Os02g26720.1		emb|CAL49035.1| 5e-17  inositol phosphate kinase [Hordeum vulgare]		LOC_Os02g26720.1 1e-17 inositol-tetrakisphosphate 1-kinase 1 putative expressed		A_99_P364006		TA101358_4565		0		TC437226		Rep: Os02g0466400 protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC437226]

		24396		CUST_40704_PI390587928		U35_44k_v1_24396		LOC_Os09g38910.1		gb|EAZ30168.1| e-123  hypothetical protein OsJ_013651 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24290.1 1e-124 protein kinase putative		A_99_P364191		TA101418_4565		0		TC440048		Rep: Wall-associated kinase-like - Oryza sativa subsp. japonica (Rice), partial (33%) [TC440048]

		4075		CUST_4749_PI390587928		U35_44k_v1_4075		LOC_Os01g70210.1		ref|NP_001045265.1| e-100  Os01g0926800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70210.1 1e-102 phosphatidylinositol transfer protein CSR1 putative expressed		A_99_P364371		TA101476_4565		0		0		0

		26455		CUST_5057_PI390587928		U35_44k_v1_26455		LOC_Os02g45120.2		ref|NP_001047708.1| 3e-23  Os02g0672700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g45120.2 6e-25 expressed protein		A_99_P364516		TA101537_4565		0		TC390503		Rep: DNA-directed RNA polymerase subunit - Oryza sativa subsp. japonica (Rice), partial (46%) [TC390503]

		11649		CUST_23440_PI390587928		U35_44k_v1_11649		LOC_Os05g36960.1		gb|EAZ34454.1| 2e-22  hypothetical protein OsJ_017937 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g36960.1 5e-24 ATP binding protein putative expressed		A_99_P364991		TA101697_4565		0		TC459758		Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC459758]

		46838		CUST_808_PI390587928		U35_44k_v1_46838		LOC_Os05g36960.1		gb|EAY98206.1| 2e-56  hypothetical protein OsI_019439 [Oryza sativa (indica cultivar-group)]		LOC_Os05g36960.1 7e-58 ATP binding protein putative expressed		A_99_P364991		TA101697_4565		0		TC459758		Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC459758]

		41258		CUST_9680_PI390587928		U35_44k_v1_41258		LOC_Os01g64490.1		gb|EAY76596.1| 1e-60  hypothetical protein OsI_004443 [Oryza sativa (indica cultivar-group)]		LOC_Os01g64490.1 2e-62 ATP binding protein putative expressed		A_99_P364991		TA101697_4565		0		TC459758		Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC459758]

		46754		CUST_1997_PI390587928		U35_44k_v1_46754		LOC_Os01g72690.2		gb|EAY77288.1| 4e-27  hypothetical protein OsI_005135 [Oryza sativa (indica cultivar-group)]		LOC_Os01g72690.1 3e-28 NAD kinase 1 putative expressed		A_99_P365211		TA101771_4565		0		TC386285		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (94%) [TC386285]

		19208		CUST_40197_PI390587928		U35_44k_v1_19208		LOC_Os01g72690.2		ref|NP_001045444.1| 0.0  Os01g0957000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72690.2 0.0 NAD kinase 1 putative expressed		A_99_P365211		TA101771_4565		0		TC386285		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (94%) [TC386285]

		1751		CUST_4684_PI390587928		U35_44k_v1_1751		LOC_Os07g46790.1		ref|NP_001060547.1| 0.0  Os07g0662900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g46790.1 0.0 4-alpha-glucanotransferase putative expressed		A_99_P365541		TA101879_4565		0		TC390668		Rep: 4-alpha-glucanotransferase - Solanum tuberosum (Potato), partial (19%) [TC390668]

		21052		CUST_10188_PI390587928		U35_44k_v1_21052		LOC_Os11g38010.1		ref|NP_001068194.1| e-106  Os11g0592600 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g38010.1 1e-107 WDL1 putative expressed		A_99_P365851		TA102006_4565		0		TC421520		Rep: Targeting protein for Xklp2 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (49%) [TC421520]

		22907		CUST_39163_PI390587928		U35_44k_v1_22907		LOC_Os03g43880.1		gb|EAY91156.1| 2e-47  hypothetical protein OsI_012389 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43880.1 3e-49 patatin-like protein putative expressed		A_99_P365881		TA102019_4565		0		TC451517		Rep: Patatin-like phospholipase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (48%) [TC451517]

		39400		CUST_9899_PI390587928		U35_44k_v1_39400		LOC_Os12g41720.1		gb|EAZ21189.1| 1e-50  hypothetical protein OsJ_035398 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41720.1 2e-52 patatin-like phospholipase family protein expressed		A_99_P365881		TA102019_4565		0		TC451517		Rep: Patatin-like phospholipase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (48%) [TC451517]

		24985		CUST_34818_PI390587928		U35_44k_v1_24985		LOC_Os03g37080.1		gb|EAY90695.1| 4e-88  hypothetical protein OsI_011928 [Oryza sativa (indica cultivar-group)]		LOC_Os03g37080.1 7e-78 cytochrome P450 71E1 putative		A_99_P366632		TA102252_4565		0		TC399681		Rep: Cytochrome P450 family protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC399681]

		18348		CUST_9347_PI390587928		U35_44k_v1_18348		LOC_Os01g70950.1		gb|EAY77131.1| 0.0  hypothetical protein OsI_004978 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70950.1 0.0 sperm protein SSP411 putative expressed		A_99_P366942		TA102340_4565		0		TC418031		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC418031]

		18054		CUST_29912_PI390587928		U35_44k_v1_18054		LOC_Os06g43800.1		gb|EAZ01871.1| e-145  hypothetical protein OsI_023103 [Oryza sativa (indica cultivar-group)]		LOC_Os06g43800.1 1e-146 S-adenosylmethionine-dependent methyltransferase putative expressed		A_99_P367657		TA102524_4565		0		TC441192		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC441192]

		13229		CUST_17083_PI390587928		U35_44k_v1_13229		LOC_Os08g09080.2		ref|NP_001061164.1| 2e-78  Os08g0190100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g09080.2 6e-80 germin-like protein subfamily 1 member 11 precursor putative expressed		A_99_P368077		TA102621_4565		0		TC440532		0

		21911		CUST_39943_PI390587928		U35_44k_v1_21911		LOC_Os08g09080.2		dbj|BAD05737.1| 4e-95  putative germin A [Oryza sativa Japonica Group]		LOC_Os08g09020.1 9e-97 germin-like protein subfamily 1 member 11 precursor putative expressed		A_99_P368077		TA102621_4565		0		TC440532		0

		21595		CUST_17970_PI390587928		U35_44k_v1_21595		LOC_Os02g53200.2		ref|NP_001059888.1| 1e-84  Os07g0539900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g35560.3 2e-86 hydrolase hydrolyzing O-glycosyl compounds putative expressed		A_99_P368422		TA102705_4565		0		TC454900		0

		36182		CUST_19281_PI390587928		U35_44k_v1_36182		-		ref|XP_385245.1| 2e-45  hypothetical protein FG05069.1 [Gibberella zeae PH-1]		LOC_Os03g29980.2 1e-07 ACR4 putative expressed		A_99_P369312		TA102924_4565		0		TC426207		0

		33866		CUST_213_PI390587928		U35_44k_v1_33866		LOC_Os07g34940.1		gb|EAZ04168.1| 3e-12  hypothetical protein OsI_025400 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34940.1 5e-14 aspartic proteinase nepenthesin-1 precursor putative expressed		A_99_P370317		TA103165_4565		0		TC413262		0

		10160		CUST_19504_PI390587928		U35_44k_v1_10160		-		No hits found		No hits found		A_99_P370637		TA103245_4565		0		TC400902		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (10%) [TC400902]

		37648		CUST_40091_PI390587928		U35_44k_v1_37648		LOC_Os02g56760.1		gb|EAY87980.1| 3e-54  hypothetical protein OsI_009213 [Oryza sativa (indica cultivar-group)]		LOC_Os02g56840.1 8e-56 phloem-specific lectin putative expressed		A_99_P372122		TA103607_4565		0		TC445648		Rep: F-box family protein-like - Oryza sativa subsp. japonica (Rice), partial (46%) [TC445648]

		32961		CUST_26278_PI390587928		U35_44k_v1_32961		LOC_Os02g12420.1		gb|EAZ22232.1| 2e-55  hypothetical protein OsJ_005715 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12420.1 4e-57 receptor-like protein kinase precursor putative expressed		A_99_P372167		TA103617_4565		0		TC429134		0

		42917		CUST_38098_PI390587928		U35_44k_v1_42917		LOC_Os02g09960.1		gb|EAY84835.1| 7e-47  hypothetical protein OsI_006068 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09960.1 1e-47 protein kinase putative expressed		A_99_P374442		TA104158_4565		0		TC428900		0

		24381		CUST_40738_PI390587928		U35_44k_v1_24381		LOC_Os11g37700.1		gb|EAZ18963.1| e-101  hypothetical protein OsJ_033172 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 1e-102 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P374882		TA104285_4565		0		TC450855		0

		22286		CUST_17482_PI390587928		U35_44k_v1_22286		LOC_Os01g07420.1		gb|EAZ10695.1| 2e-55  hypothetical protein OsJ_000520 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07420.1 4e-57 hydrolase putative expressed		A_99_P375092		TA104337_4565		0		0		0

		7513		CUST_36739_PI390587928		U35_44k_v1_7513		LOC_Os05g04490.1		gb|EAY96461.1| 1e-77  hypothetical protein OsI_017694 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04490.1 2e-79 peroxidase 1 precursor putative expressed		A_99_P375197		TA104363_4565		0		TC393187		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC393187]

		15320		CUST_28779_PI390587928		U35_44k_v1_15320		LOC_Os08g14440.2		ref|NP_001061342.1| 1e-30  Os08g0242700 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g14440.2 2e-32 expressed protein		A_99_P375997		TA104561_4565		0		TC430600		Rep: Os08g0242700 protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC430600]

		34344		CUST_22329_PI390587928		U35_44k_v1_34344		LOC_Os12g19030.1		gb|AAY34779.1| 9e-20  wall-associated kinase-like 1 [Triticum aestivum]		LOC_Os09g38834.1 6e-18 OsWAK89b - OsWAK receptor-like protein kinase expressed		A_99_P377457		TA104904_4565		0		TC372586		Rep: Wall-associated kinase-like 1 - Triticum aestivum (Wheat), partial (55%) [TC372586]

		11938		CUST_11355_PI390587928		U35_44k_v1_11938		LOC_Os03g30890.2		ref|NP_001105424.1| 2e-64  protein kinase1 [Zea mays]		LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		A_99_P378077		TA105059_4565		0		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		35192		CUST_12183_PI390587928		U35_44k_v1_35192		LOC_Os06g40030.1		ref|NP_001105424.1| 5e-18  protein kinase1 [Zea mays]		LOC_Os03g30890.2 9e-19 S-locus-like receptor protein kinase putative expressed		A_99_P378077		TA105059_4565		0		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		38607		CUST_7357_PI390587928		U35_44k_v1_38607		LOC_Os03g24880.1		No hits found		No hits found		A_99_P378077		TA105059_4565		0		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		27576		CUST_16158_PI390587928		U35_44k_v1_27576		LOC_Os01g27210.1		ref|NP_001054652.1| 7e-52  Os05g0148900 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g05620.1 2e-53 glutathione S-transferase GSTF1 putative expressed		A_99_P378982		TA105278_4565		0		TC427336		0

		20192		CUST_41122_PI390587928		U35_44k_v1_20192		LOC_Os05g05620.1		gb|EAY96557.1| 2e-68  hypothetical protein OsI_017790 [Oryza sativa (indica cultivar-group)]		LOC_Os05g05620.1 3e-62 glutathione S-transferase GSTF1 putative expressed		A_99_P378982		TA105278_4565		0		TC427336		0

		10322		CUST_13966_PI390587928		U35_44k_v1_10322		LOC_Os02g48080.1		gb|EAY87251.1| e-100  hypothetical protein OsI_008484 [Oryza sativa (indica cultivar-group)]		LOC_Os02g48080.1 1e-102 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P379117		TA105313_4565		0		TC429036		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC429036]

		10485		CUST_15672_PI390587928		U35_44k_v1_10485		LOC_Os07g35310.1		gb|EAZ04189.1| 1e-79  hypothetical protein OsI_025421 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35390.1 1e-80 serine/threonine kinase-like protein putative expressed		A_99_P379732		TA105469_4565		0		TC374355		0

		9620		CUST_35275_PI390587928		U35_44k_v1_9620		LOC_Os05g45410.1		gb|EAY98789.1| 2e-25  hypothetical protein OsI_020022 [Oryza sativa (indica cultivar-group)]		LOC_Os05g45410.1 4e-27 heat shock factor putative expressed		A_99_P379772		TA105480_4565		0		TC443129		Rep: Integrase, catalytic region - Methylobacterium chloromethanicum CM4, partial (9%) [TC443129]

		11645		CUST_23444_PI390587928		U35_44k_v1_11645		LOC_Os02g03294.1		ref|NP_001045746.1| 2e-49  Os02g0125400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g03294.1 3e-51 nuc-1 negative regulatory protein preg putative expressed		A_99_P379902		TA105508_4565		0		TC445723		Rep: PREG-like protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC445723]

		7160		CUST_37037_PI390587928		U35_44k_v1_7160		LOC_Os01g10210.1		gb|EAY72902.1| 4e-31  hypothetical protein OsI_000749 [Oryza sativa (indica cultivar-group)]		LOC_Os01g10210.1 8e-33 expressed protein		A_99_P380612		AK335315		0		0		Triticum aestivum cDNA, clone: WT012_J13, cultivar: Chinese Spring [AK335315]

		609		CUST_12565_PI390587928		U35_44k_v1_609		-		sp|Q01482|WIR1A_WHEAT 2e-07  Protein WIR1A		LOC_Os06g29730.1 4e-07 expressed protein		A_99_P380927		TA105759_4565		0		TC415296		Rep: Integral membrane sensor signal transduction histidine kinase - Kineococcus radiotolerans SRS30216, partial (5%) [TC415296]

		10187		CUST_19443_PI390587928		U35_44k_v1_10187		LOC_Os03g20640.1		gb|EAY89812.1| 3e-30  hypothetical protein OsI_011045 [Oryza sativa (indica cultivar-group)]		LOC_Os03g20640.1 9e-32 expressed protein		A_99_P382877		TA106237_4565		0		TC434674		Rep: BZIP transcription factor family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (63%) [TC434674]

		19948		CUST_3882_PI390587928		U35_44k_v1_19948		LOC_Os04g48850.1		gb|AAB18416.1| 9e-82  ACC synthase		LOC_Os04g48850.1 6e-63 1-aminocyclopropane-1-carboxylate synthase putative expressed		A_99_P383062		TA106281_4565		0		TC394703		Rep: ACC synthase - Triticum aestivum (Wheat), partial (22%) [TC394703]

		19343		CUST_37722_PI390587928		U35_44k_v1_19343		LOC_Os05g09500.1		sp|Q1WM16|HXK7_ORYSJ 0.0  Hexokinase-7 (Hexokinase-6)		LOC_Os05g09500.1 0.0 hexokinase-1 putative expressed		A_99_P385717		TA106931_4565		0		TC399757		Rep: Polyprotein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC399757]

		25568		CUST_35878_PI390587928		U35_44k_v1_25568		-		No hits found		No hits found		A_99_P385877		TA106968_4565		0		0		0

		19962		CUST_3841_PI390587928		U35_44k_v1_19962		LOC_Os04g32590.1		gb|EAZ30585.1| 2e-39  hypothetical protein OsJ_014068 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32590.1 3e-41 expressed protein		A_99_P386567		TA107147_4565		0		0		0

		37165		CUST_41635_PI390587928		U35_44k_v1_37165		LOC_Os04g48460.1		gb|EAZ31612.1| 2e-42  hypothetical protein OsJ_015095 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g48460.1 2e-43 cytochrome P450 86A1 putative expressed		A_99_P387617		TA107399_4565		0		0		0

		6617		CUST_30003_PI390587928		U35_44k_v1_6617		LOC_Os03g17500.1		gb|EAZ26498.1| 3e-12  hypothetical protein OsJ_009981 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g17500.1 7e-14 expressed protein		A_99_P388392		TA107595_4565		0		TC446198		Rep: AGAP005376-PA - Anopheles gambiae str. PEST, partial (10%) [TC446198]

		30504		CUST_9735_PI390587928		U35_44k_v1_30504		LOC_Os05g33600.1		gb|EAY98009.1| 8e-22  hypothetical protein OsI_019242 [Oryza sativa (indica cultivar-group)]		LOC_Os05g33590.1 1e-23 cytochrome P450 72A1 putative expressed		A_99_P388932		TA107725_4565		0		TC429470		0

		24626		CUST_7997_PI390587928		U35_44k_v1_24626		LOC_Os09g36290.2		gb|EAZ09865.1| 2e-86  hypothetical protein OsI_031097 [Oryza sativa (indica cultivar-group)]		LOC_Os09g36290.2 5e-88 phosphatase DCR2 putative expressed		A_99_P390877		TA108200_4565		0		TC460589		0

		13333		CUST_34251_PI390587928		U35_44k_v1_13333		LOC_Os03g35920.1		ref|NP_001050484.1| 4e-46  Os03g0558700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g35920.1 8e-48 expressed protein		A_99_P391702		TA108406_4565		0		TC460343		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC460343]

		13570		CUST_36740_PI390587928		U35_44k_v1_13570		-		emb|CAA09372.1| 1e-16  GRAB2 protein [Triticum sp.]		No hits found		A_99_P391837		TA108441_4565		0		TC403220		Rep: GRAB2 protein - Triticum sp, partial (52%) [TC403220]

		5514		CUST_13743_PI390587928		U35_44k_v1_5514		LOC_Os03g29850.1		ref|NP_001050351.1| e-132  Os03g0411800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g29850.1 1e-133 zinc transporter 2 precursor putative expressed		A_99_P392122		TA108510_4565		0		TC420069		0

		18484		CUST_34018_PI390587928		U35_44k_v1_18484		LOC_Os04g57200.1		emb|CAO39642.1| 9e-17  unnamed protein product [Vitis vinifera]		LOC_Os04g57200.1 6e-18 metal ion binding protein putative expressed		A_99_P392227		TA108535_4565		0		TC387334		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC387334]

		7851		CUST_20_PI390587928		U35_44k_v1_7851		LOC_Os01g04870.1		No hits found		No hits found		A_99_P392517		TA108608_4565		0		TC402125		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC402125]

		19338		CUST_10572_PI390587928		U35_44k_v1_19338		LOC_Os01g55240.1		ref|NP_001044292.1| 2e-94  Os01g0757200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		A_99_P394117		TA108995_4565		0		TC403034		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (32%) [TC403034]

		20641		CUST_9391_PI390587928		U35_44k_v1_20641		LOC_Os01g25010.1		gb|EAY73950.1| e-123  hypothetical protein OsI_001797 [Oryza sativa (indica cultivar-group)]		LOC_Os01g24980.1 1e-125 naringenin2-oxoglutarate 3-dioxygenase putative expressed		A_99_P394332		TA109045_4565		0		TC428168		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC428168]

		23221		CUST_40476_PI390587928		U35_44k_v1_23221		LOC_Os09g27260.1		gb|EAZ09284.1| 9e-21  hypothetical protein OsI_030516 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27260.1 2e-22 TMV response-related gene product putative expressed		A_99_P395832		TA109400_4565		0		TC450557		0

		19674		CUST_30400_PI390587928		U35_44k_v1_19674		LOC_Os04g10410.1		emb|CAH65854.1| e-123  OSIGBa0140C02.6 [Oryza sativa (indica cultivar-group)]		LOC_Os04g10460.1 1e-124 amidase putative expressed		A_99_P395857		TA109408_4565		0		TC409797		0

		18570		CUST_13221_PI390587928		U35_44k_v1_18570		LOC_Os08g34190.1		ref|NP_001061904.1| 3e-95  Os08g0440500 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g34190.1 6e-97 stromal cell-derived factor 2 precursor putative expressed		A_99_P398297		TA110023_4565		0		TC409916		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC409916]

		15643		CUST_31904_PI390587928		U35_44k_v1_15643		LOC_Os11g32650.1		sp|P53414|CHS1_SECCE 9e-91  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 2e-86 chalcone synthase putative expressed		A_99_P398912		TA110170_4565		0		TC408886		Rep: Chalcone synthase 1 - Secale cereale (Rye), partial (43%) [TC408886]

		14674		CUST_7277_PI390587928		U35_44k_v1_14674		LOC_Os04g37710.1		ref|NP_001052936.1| e-109  Os04g0450100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g37710.1 1e-110 expressed protein		A_99_P398922		TA110173_4565		0		TC389895		0

		6150		CUST_12107_PI390587928		U35_44k_v1_6150		LOC_Os06g50390.1		gb|EAZ02384.1| 3e-14  hypothetical protein OsI_023616 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50390.1 7e-16 aspartic-type endopeptidase/ pepsin A putative expressed		A_99_P399997		TA110439_4565		0		TC415495		Rep: Aspartic proteinase nepenthesin II-like - Oryza sativa subsp. japonica (Rice), partial (17%) [TC415495]

		21672		CUST_37655_PI390587928		U35_44k_v1_21672		LOC_Os02g02550.1		ref|NP_001045688.1| 1e-69  Os02g0117600 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g02550.1 2e-71 peptidyl-prolyl cis-trans isomerase FKBP-type family protein expressed		A_99_P400307		TA110520_4565		0		TC416799		Rep: Peptidyl-prolyl cis-trans isomerase - Vitis vinifera (Grape), partial (39%) [TC416799]

		14625		CUST_10942_PI390587928		U35_44k_v1_14625		LOC_Os01g42870.1		gb|EAZ12688.1| 3e-47  hypothetical protein OsJ_002513 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42870.1 6e-49 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		A_99_P401667		TA110852_4565		0		TC422174		Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC422174]

		29072		CUST_5467_PI390587928		U35_44k_v1_29072		LOC_Os09g29510.1		gb|EAZ45074.1| 7e-41  hypothetical protein OsJ_028557 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g29560.1 2e-42 OsWAK83 - OsWAK pseudogene expressed		A_99_P401812		TA110885_4565		0		TC381484		0

		46509		CUST_14613_PI390587928		U35_44k_v1_46509		LOC_Os10g34700.1		gb|EAY79000.1| 6e-13  hypothetical protein OsI_032959 [Oryza sativa (indica cultivar-group)]		LOC_Os10g34700.1 1e-14 expressed protein		A_99_P401992		TA110930_4565		0		TC428403		0

		23294		CUST_12874_PI390587928		U35_44k_v1_23294		LOC_Os05g26890.2		gb|AAF71788.2|AF267485_1 0.0  G protein alpha subunit [Hordeum vulgare]		LOC_Os05g26890.2 0.0 guanine nucleotide-binding protein alpha-1 subunit putative expressed		A_99_P403167		TA111202_4565		0		TC407569		Rep: G protein alpha subunit - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (33%) [TC407569]

		5147		CUST_28585_PI390587928		U35_44k_v1_5147		LOC_Os06g08440.1		gb|EAZ36050.1| 5e-71  hypothetical protein OsJ_019533 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08440.1 9e-73 two-component response regulator ARR1 putative expressed		A_99_P403947		AK336252		0		TC405384		Triticum aestivum cDNA, clone: SET3_J17, cultivar: Chinese Spring [AK336252]

		3294		CUST_28690_PI390587928		U35_44k_v1_3294		LOC_Os01g02840.1		gb|AAF68398.1|AF237568_1 0.0  receptor-like protein kinase [Oryza sativa]		LOC_Os01g02400.1 0.0 Ser/Thr receptor-like kinase putative expressed		A_99_P404427		TA111510_4565		0		TC445399		0

		26530		CUST_6719_PI390587928		U35_44k_v1_26530		-		gb|EAZ06783.1| 5e-09  hypothetical protein OsI_028015 [Oryza sativa (indica cultivar-group)]		LOC_Os08g31800.1 1e-05 RGH1A putative expressed		A_99_P404527		TA111535_4565		0		TC369662		0

		41559		CUST_10437_PI390587928		U35_44k_v1_41559		LOC_Os10g02240.1		ref|NP_001105925.1| 7e-36  low affinity nitrate transporter [Zea mays]		LOC_Os10g22560.3 3e-37 peptide transporter PTR2 putative expressed		A_99_P404687		TA111575_4565		0		TC393200		0

		4490		CUST_40235_PI390587928		U35_44k_v1_4490		LOC_Os12g03950.1		ref|NP_001065682.1| e-135  Os11g0135000 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g04030.1 1e-137 major facilitator superfamily antiporter putative expressed		A_99_P404732		TA111585_4565		0		TC382313		0

		50240		CUST_31404_PI390587928		U35_44k_v1_50240		LOC_Os09g38910.1		gb|EAZ45674.1| 2e-54  hypothetical protein OsJ_029157 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g38910.1 3e-56 OsWAK92 - OsWAK receptor-like protein kinase expressed		A_99_P406047		NP421616		0		NP421616		GB

		272		CUST_16492_PI390587928		U35_44k_v1_272		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		A_99_P406827		Y18626		reversibly glycosylated polypeptide		TC368995		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P407197		AF262980		protein disulfide isomerase 2 precursor		TC442441		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		14981		CUST_4472_PI390587928		U35_44k_v1_14981		LOC_Os01g13210.2		ref|NP_001042508.1| 2e-24  Os01g0233000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g13210.2 3e-26 DREPP4 protein putative expressed		A_99_P407642		TC369712		0		TC369712		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (92%) [TC369712]

		20192		CUST_41122_PI390587928		U35_44k_v1_20192		LOC_Os05g05620.1		gb|EAY96557.1| 2e-68  hypothetical protein OsI_017790 [Oryza sativa (indica cultivar-group)]		LOC_Os05g05620.1 3e-62 glutathione S-transferase GSTF1 putative expressed		A_99_P407717		TC369813		0		TC369813		Rep: Probable glutathione S-transferase GSTF1 - Oryza sativa subsp. japonica (Rice), partial (69%) [TC369813]

		14751		CUST_37214_PI390587928		U35_44k_v1_14751		LOC_Os02g27030.1		emb|CAD40319.2| e-157  OSJNBb0054B09.3 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24600.1 1e-159 cysteine proteinase 1 precursor putative expressed		A_99_P407847		TC369910		0		TC369910		0

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P408082		AK332332		phosphoethanolamine methyltransferase		TC411174		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		14824		CUST_5550_PI390587928		U35_44k_v1_14824		LOC_Os08g35760.1		gb|ABG46233.1| e-106  germin-like protein 2a [Hordeum vulgare subsp. vulgare]		LOC_Os08g35760.1 1e-100 auxin-binding protein ABP20 precursor putative expressed		A_99_P408412		TA52656_4565		0		TC370503		0

		4285		CUST_4308_PI390587928		U35_44k_v1_4285		LOC_Os03g19870.3		ref|NP_001049925.1| e-133  Os03g0312600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g19870.3 1e-134 XPA-binding protein 1 putative expressed		A_99_P408467		BQ483466		0		TC370543		Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC370543]

		1276		CUST_13836_PI390587928		U35_44k_v1_1276		LOC_Os04g45070.2		ref|NP_001053409.1| 2e-29  Os04g0533300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g45070.1 3e-31 remorin putative expressed		A_99_P408737		TC370775		0		TC370775		Rep: Remorin 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (78%) [TC370775]

		19343		CUST_37722_PI390587928		U35_44k_v1_19343		LOC_Os05g09500.1		sp|Q1WM16|HXK7_ORYSJ 0.0  Hexokinase-7 (Hexokinase-6)		LOC_Os05g09500.1 0.0 hexokinase-1 putative expressed		A_99_P409667		CD920229		0		TC371737		Rep: Hexokinase-7 - Oryza sativa subsp. japonica (Rice), partial (62%) [TC371737]

		22379		CUST_22303_PI390587928		U35_44k_v1_22379		LOC_Os06g19370.2		gb|EAZ36716.1| 6e-51  hypothetical protein OsJ_020199 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g19370.2 1e-52 embryogenesis transmembrane protein putative expressed		A_99_P409722		TC371784		0		TC371784		0

		16652		CUST_1299_PI390587928		U35_44k_v1_16652		LOC_Os06g04280.1		ref|NP_001056712.1| 0.0  Os06g0133900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04280.1 0.0 3-phosphoshikimate 1-carboxyvinyltransferase chloroplast precursor putative expressed		A_99_P409867		TA61258_4565		0		TC371935		Rep: 3-phosphoshikimate 1-carboxyvinyltransferase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (55%) [TC371935]

		15288		CUST_10452_PI390587928		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		A_99_P410167		DR739981		0		TC453213		FGAS000247 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739981]

		1160		CUST_7046_PI390587928		U35_44k_v1_1160		LOC_Os01g28790.1		gb|AAL70106.1|AF467539_1 2e-52  putative aldehyde dehydrogenase BIS1 [Hordeum vulgare]		No hits found		A_99_P411102		DR738030		0		TC373168		Rep: Atency associated nuclear antigen-like - Oryza sativa subsp. japonica (Rice), partial (4%) [TC373168]

		39554		CUST_16153_PI390587928		U35_44k_v1_39554		LOC_Os01g62430.3		gb|AAP47157.1| 1e-25  elicitor-responsive protein [Oryza sativa]		LOC_Os01g62430.1 2e-27 elicitor-responsive protein 1 putative expressed		A_99_P411312		BJ283852		0		TC373368		Rep: Elicitor-responsive protein 1 - Oryza sativa subsp. indica (Rice), partial (71%) [TC373368]

		7260		CUST_12091_PI390587928		U35_44k_v1_7260		LOC_Os01g23380.1		gb|EAZ11735.1| 8e-69  hypothetical protein OsJ_001560 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g23380.1 2e-70 stripe rust resistance protein Yr10 putative expressed		A_99_P411812		TC373804		0		TC373804		0

		14101		CUST_30777_PI390587928		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P412472		TA52369_4565		0		TC374467		0

		700		CUST_41540_PI390587928		U35_44k_v1_700		LOC_Os10g11500.1		emb|CAA07474.1| 9e-87  pathogenisis-related protein 1.2 [Triticum aestivum]		LOC_Os10g11500.1 2e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P412887		TC374806		0		TC374806		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC374806]

		16210		CUST_9737_PI390587928		U35_44k_v1_16210		LOC_Os03g64320.1		ref|NP_001051978.1| 0.0  Os03g0861100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g64320.1 0.0 expressed protein		A_99_P413307		TC375155		0		TC375155		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC375155]

		14098		CUST_575_PI390587928		U35_44k_v1_14098		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		A_99_P413817		TA59324_4565		0		TC375521		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (33%) [TC375521]

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P413842		TA61658_4565		0		TC375528		0

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P414547		TC376136		0		TC376136		Rep: Peroxidase 3 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC376136]

		14347		CUST_3834_PI390587928		U35_44k_v1_14347		LOC_Os07g48030.1		gb|AAW52717.1| e-141  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-123 peroxidase 2 precursor putative expressed		A_99_P414547		TC376136		0		TC376136		Rep: Peroxidase 3 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC376136]

		23997		CUST_7462_PI390587928		U35_44k_v1_23997		LOC_Os05g34220.2		gb|EAY98048.1| 1e-59  hypothetical protein OsI_019281 [Oryza sativa (indica cultivar-group)]		LOC_Os05g34220.2 2e-61 disease resistance protein putative expressed		A_99_P414842		TC376355		0		TC376355		0

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P415462		AF262981		protein disulfide isomerase 3 precursor		TC439870		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		701		CUST_41539_PI390587928		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P415647		TA64531_4565		0		TC376991		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC376991]

		19338		CUST_10572_PI390587928		U35_44k_v1_19338		LOC_Os01g55240.1		ref|NP_001044292.1| 2e-94  Os01g0757200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		A_99_P416087		TA108995_4565		0		TC377351		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (40%) [TC377351]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P416462		X53675		peroxidase		TC377676		Wheat (T. aesitvum) mRNA for peroxidase (EC 1.11.1.7) [X53675]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P416688		AF262980		protein disulfide isomerase 2 precursor		TC457682		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		2095		CUST_20157_PI390587928		U35_44k_v1_2095		LOC_Os08g37874.1		gb|EAZ43131.1| e-112  hypothetical protein OsJ_026614 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37874.1 1e-131 oxidoreductase putative expressed		A_99_P416872		AK333153		0		TC378008		Triticum aestivum cDNA, clone: WT005_M10, cultivar: Chinese Spring [AK333153]

		17577		CUST_32553_PI390587928		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		A_99_P417057		TA75511_4565		0		TC378153		0

		15769		CUST_10401_PI390587928		U35_44k_v1_15769		LOC_Os05g42190.1		ref|NP_001055969.1| 1e-70  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 2e-72 flavoprotein wrbA putative expressed		A_99_P417077		TC378177		0		TC378177		Rep: Quinone-oxidoreductase QR2 - Triphysaria versicolor (Yellow owl's clover), partial (97%) [TC378177]

		16545		CUST_19782_PI390587928		U35_44k_v1_16545		LOC_Os08g44370.1		ref|NP_001062489.1| e-167  Os08g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44370.1 1e-169 pyrimidine-specific ribonucleoside hydrolase rihA putative expressed		A_99_P417152		CK210455		0		TC378244		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		1341		CUST_36887_PI390587928		U35_44k_v1_1341		LOC_Os07g01710.1		gb|AAX81542.1| 1e-93  ice recrystallization inhibition protein 1 precursor [Triticum aestivum]		LOC_Os07g01710.1 1e-18 phytosulfokine receptor precursor putative expressed		A_99_P417887		TA81317_4565		0		TC378898		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (59%) [TC378898]

		416		CUST_35742_PI390587928		U35_44k_v1_416		LOC_Os07g34570.1		gb|EAZ04139.1| e-167  hypothetical protein OsI_025371 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34570.1 1e-168 thiazole biosynthetic enzyme 1-1 chloroplast precursor putative expressed		A_99_P418782		CK214733		0		TC379890		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (51%) [TC379890]

		16102		CUST_16530_PI390587928		U35_44k_v1_16102		LOC_Os03g43410.1		ref|NP_001067210.1| 4e-60  Os12g0601400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40900.1 7e-62 OsIAA31 - Auxin-responsive Aux/IAA gene family member expressed		A_99_P419112		CK210635		0		TC379991		Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC379991]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P419137		X85228		peroxidase		TC380012		T.aestivum pox2 gene [X85228]

		4333		CUST_15262_PI390587928		U35_44k_v1_4333		LOC_Os05g46260.1		gb|EAZ35106.1| 0.0  hypothetical protein OsJ_018589 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g46260.1 0.0 expressed protein		A_99_P419832		TC380564		0		TC380564		0

		14348		CUST_3833_PI390587928		U35_44k_v1_14348		LOC_Os07g48010.1		gb|AAW52718.1| e-159  peroxidase 4 [Triticum monococcum]		LOC_Os07g48010.1 1e-125 peroxidase 2 precursor putative expressed		A_99_P419942		TC380671		0		TC380671		Rep: Peroxidase 4 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (46%) [TC380671]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P420007		AY286097		chalcone synthase		TC380710		Triticum aestivum chalcone synthase (CHS) mRNA, complete cds [AY286097]

		22504		CUST_29673_PI390587928		U35_44k_v1_22504		LOC_Os06g19990.4		ref|NP_001047962.1| 6e-37  Os02g0721700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48980.1 1e-38 GPI-anchored protein putative expressed		A_99_P420342		TC380923		0		TC380923		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (57%) [TC380923]

		416		CUST_35742_PI390587928		U35_44k_v1_416		LOC_Os07g34570.1		gb|EAZ04139.1| e-167  hypothetical protein OsI_025371 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34570.1 1e-168 thiazole biosynthetic enzyme 1-1 chloroplast precursor putative expressed		A_99_P420907		CK212464		0		TC381403		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (69%) [TC381403]

		35461		CUST_20901_PI390587928		U35_44k_v1_35461		-		No hits found		No hits found		A_99_P421112		CD868935		0		TC381605		Rep: Type-1 pathogenesis-related protein - Hordeum vulgare (Barley), complete [TC381605]

		700		CUST_41540_PI390587928		U35_44k_v1_700		LOC_Os10g11500.1		emb|CAA07474.1| 9e-87  pathogenisis-related protein 1.2 [Triticum aestivum]		LOC_Os10g11500.1 2e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P421112		CD868935		0		TC381605		Rep: Type-1 pathogenesis-related protein - Hordeum vulgare (Barley), complete [TC381605]

		3439		CUST_31048_PI390587928		U35_44k_v1_3439		LOC_Os02g21250.1		gb|EAY85572.1| 5e-76  hypothetical protein OsI_006805 [Oryza sativa (indica cultivar-group)]		LOC_Os02g21250.1 1e-76 coatomer subunit zeta-1 putative expressed		A_99_P421202		TA69340_4565		0		TC425554		0

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P421267		AY506496		root peroxidase		TC381581		Triticum aestivum root peroxidase (pra2) mRNA, complete cds [AY506496]

		14345		CUST_3836_PI390587928		U35_44k_v1_14345		LOC_Os07g48050.1		emb|CAB99487.1| e-149  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os07g48050.1 1e-115 peroxidase precursor putative expressed		A_99_P421337		TC381810		0		TC381810		Rep: Peroxidase precursor - Triticum aestivum (Wheat), partial (97%) [TC381810]

		45365		CUST_11784_PI390587928		U35_44k_v1_45365		-		ref|NP_001105825.1| 1e-13  dual-specificity protein-like phosphatase 3 [Zea mays]		LOC_Os12g02120.2 1e-14 dual-specificity protein-like phosphatase 3 putative expressed		A_99_P421792		AK334434		0		TC382106		Triticum aestivum cDNA, clone: WT009_L22, cultivar: Chinese Spring [AK334434]

		21034		CUST_23464_PI390587928		U35_44k_v1_21034		LOC_Os02g43340.2		dbj|BAD25578.1| 0.0  putative late embryonic abundant protein EMB8 [Oryza sativa Japonica Group]		LOC_Os02g43340.2 0.0 embryogenesis-associated protein EMB8 putative expressed		A_99_P422357		TA83553_4565		0		TC382573		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC382573]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P422532		X85228		peroxidase		TC382719		T.aestivum pox2 gene [X85228]

		20308		CUST_28676_PI390587928		U35_44k_v1_20308		LOC_Os11g07960.1		ref|NP_001062400.1| e-131  Os08g0543400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g43040.2 1e-132 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P422672		TC382807		0		TC382807		Rep: Os08g0205000 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC382807]

		1473		CUST_13677_PI390587928		U35_44k_v1_1473		LOC_Os03g52630.1		dbj|BAA94257.1| 0.0  endo-1,4-beta-glucanase Cel1 [Hordeum vulgare subsp. vulgare]		LOC_Os03g52630.1 0.0 endo-14-beta-glucanase Cel1 putative expressed		A_99_P422967		AK335072		endo-1,4-beta-glucanase		TC383123		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		15372		CUST_31326_PI390587928		U35_44k_v1_15372		LOC_Os10g35840.1		sp|O65796|HEM13_HORVU 0.0  Glutamyl-tRNA reductase 3, chloroplast precursor (GluTR)		LOC_Os10g35840.1 0.0 glutamyl-tRNA reductase chloroplast precursor putative expressed		A_99_P423162		TC383309		0		TC383309		Rep: Glutamyl-tRNA reductase 3, chloroplast precursor - Hordeum vulgare (Barley), partial (59%) [TC383309]

		14335		CUST_8686_PI390587928		U35_44k_v1_14335		LOC_Os05g34170.2		emb|CAM58984.1| 0.0  beta tubulin 6 [Hordeum vulgare subsp. vulgare]		LOC_Os01g18050.1 0.0 tubulin beta-1 chain putative expressed		A_99_P423232		TA51577_4565		0		TC383351		0

		14181		CUST_35496_PI390587928		U35_44k_v1_14181		LOC_Os12g41110.1		ref|NP_001067215.1| 1e-56  Os12g0603800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41110.1 2e-58 calmodulin putative expressed		A_99_P423262		DR741385		0		TC383395		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		14098		CUST_575_PI390587928		U35_44k_v1_14098		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		A_99_P423277		CJ557510		0		TC429053		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (18%) [TC429053]

		14518		CUST_34124_PI390587928		U35_44k_v1_14518		LOC_Os02g36940.1		ref|NP_001047231.1| 6e-67  Os02g0579800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36940.1 1e-68 expressed protein		A_99_P423387		TC383498		0		TC383498		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC383498]

		1632		CUST_5674_PI390587928		U35_44k_v1_1632		LOC_Os04g36859.1		ref|NP_001052909.1| 1e-95  Os04g0446300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36859.1 2e-97 signal peptidase complex subunit 2 putative expressed		A_99_P423712		CJ708939		0		TC372355		Rep: Microsomal signal peptidase 25 kDa subunit(SPC25)-like protein - Oryza sativa subsp. japonica (Rice), partial (90%) [TC372355]

		1515		CUST_36087_PI390587928		U35_44k_v1_1515		LOC_Os10g18340.2		gb|EAY78054.1| 2e-18  hypothetical protein OsI_032013 [Oryza sativa (indica cultivar-group)]		LOC_Os10g18340.1 5e-20 expressed protein		A_99_P424187		TC437293		0		TC437293		0

		3807		CUST_17112_PI390587928		U35_44k_v1_3807		LOC_Os09g23160.1		ref|NP_001063096.1| e-149  Os09g0394900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g23160.1 1e-150 annexin A4 putative expressed		A_99_P424237		AK332757		0		TC384113		Triticum aestivum cDNA, clone: WT004_M18, cultivar: Chinese Spring [AK332757]

		17346		CUST_40543_PI390587928		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		A_99_P424247		CK207575		0		TC384116		Rep: Chitinase 3 - Triticum aestivum (Wheat), partial (60%) [TC384116]

		2770		CUST_1896_PI390587928		U35_44k_v1_2770		LOC_Os05g48900.1		gb|ABI95405.1| 6e-81  fasciclin-like protein FLA15 [Triticum aestivum]		LOC_Os05g48900.1 4e-60 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P424272		DQ872388		fasciclin-like protein FLA15		TC384151		Triticum aestivum fasciclin-like protein FLA15 mRNA, complete cds [DQ872388]

		1012		CUST_8915_PI390587928		U35_44k_v1_1012		LOC_Os03g62090.1		gb|AAR29964.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os03g62090.1 0.0 CESA5 - cellulose synthase expressed		A_99_P424332		CK207368		0		TC384186		Rep: Cellulose synthase BoCesA7 - Bambusa oldhamii (Giant timber bamboo), partial (20%) [TC384186]

		22504		CUST_29673_PI390587928		U35_44k_v1_22504		LOC_Os06g19990.4		ref|NP_001047962.1| 6e-37  Os02g0721700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g48980.1 1e-38 GPI-anchored protein putative expressed		A_99_P424462		CV773032		0		TC384287		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (53%) [TC384287]

		1632		CUST_5674_PI390587928		U35_44k_v1_1632		LOC_Os04g36859.1		ref|NP_001052909.1| 1e-95  Os04g0446300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g36859.1 2e-97 signal peptidase complex subunit 2 putative expressed		A_99_P424782		TA66806_4565		0		TC384145		0

		19168		CUST_20425_PI390587928		U35_44k_v1_19168		LOC_Os07g07930.1		ref|NP_001059015.1| 1e-36  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 2e-38 lipid transfer protein putative expressed		A_99_P425222		TA77317_4565		0		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		19167		CUST_20426_PI390587928		U35_44k_v1_19167		LOC_Os07g07930.1		ref|NP_001059015.1| 2e-38  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 5e-40 lipid transfer protein putative expressed		A_99_P425222		TA77317_4565		0		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		16483		CUST_27448_PI390587928		U35_44k_v1_16483		LOC_Os10g42610.1		ref|NP_001065486.1| 4e-37  Os10g0576600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42610.1 8e-39 TPR domain protein putative expressed		A_99_P425522		TA77707_4565		0		TC385151		Rep: TPR domain protein - Musa acuminata (Banana), partial (69%) [TC385151]

		3451		CUST_31036_PI390587928		U35_44k_v1_3451		LOC_Os05g49320.1		sp|Q06030|RK121_SECCE 4e-45  50S ribosomal protein L12-1, chloroplast precursor (CL12-1)		LOC_Os01g47330.1 2e-43 50S ribosomal protein L12-1 chloroplast precursor putative expressed		A_99_P426972		CK216299		0		TC386113		Rep: 50S ribosomal protein L12-1, chloroplast precursor - Secale cereale (Rye), partial (81%) [TC386113]

		14190		CUST_35466_PI390587928		U35_44k_v1_14190		LOC_Os03g20370.1		ref|NP_001042688.1| 4e-79  Os01g0267900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48780.1 1e-80 calmodulin putative expressed		A_99_P427002		CK170520		calmodulin TaCaM3-3		TC386126		FGAS045446 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170520]

		5107		CUST_28625_PI390587928		U35_44k_v1_5107		LOC_Os06g50180.1		gb|EAZ02362.1| e-130  hypothetical protein OsI_023594 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50180.1 1e-131 non-imprinted in Prader-Willi/Angelman syndrome region protein 1 putative expressed		A_99_P427147		TC386247		0		TC386247		0

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P427152		TA57444_4565		0		TC386254		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), partial (79%) [TC386254]

		14397		CUST_25375_PI390587928		U35_44k_v1_14397		LOC_Os03g22730.3		ref|NP_001050112.1| 0.0  Os03g0350100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g22740.1 0.0 nucleolar protein NOP5 putative expressed		A_99_P427302		AK332074		0		TC386397		Triticum aestivum cDNA, clone: WT003_B08, cultivar: Chinese Spring [AK332074]

		3093		CUST_39048_PI390587928		U35_44k_v1_3093		LOC_Os08g39350.1		ref|NP_001062173.1| e-131  Os08g0503200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39350.1 1e-133 glycerophosphoryl diester phosphodiesterase family protein putative expressed		A_99_P427347		CJ560144		0		TC386425		Rep: Glycerophosphoryl diester phosphodiesterase 2-like - Oryza sativa subsp. japonica (Rice), partial (52%) [TC386425]

		416		CUST_35742_PI390587928		U35_44k_v1_416		LOC_Os07g34570.1		gb|EAZ04139.1| e-167  hypothetical protein OsI_025371 [Oryza sativa (indica cultivar-group)]		LOC_Os07g34570.1 1e-168 thiazole biosynthetic enzyme 1-1 chloroplast precursor putative expressed		A_99_P427382		CK212980		0		TC386490		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (58%) [TC386490]

		7170		CUST_37028_PI390587928		U35_44k_v1_7170		LOC_Os05g43040.1		ref|NP_001055980.1| e-133  Os05g0506000 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g43040.1 1e-135 pollenless3 putative expressed		A_99_P427717		AK334735		0		TC386761		Triticum aestivum cDNA, clone: WT010_O04, cultivar: Chinese Spring [AK334735]

		1167		CUST_7039_PI390587928		U35_44k_v1_1167		LOC_Os02g19820.1		ref|NP_001046621.1| e-106  Os02g0301100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g19820.1 1e-108 expressed protein		A_99_P428187		DN949107		0		TC387096		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC387096]

		20163		CUST_41187_PI390587928		U35_44k_v1_20163		LOC_Os01g15350.1		gb|EAZ11301.1| 2e-17  hypothetical protein OsJ_001126 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g15350.1 4e-19 zinc finger CCCH type domain-containing protein ZFN-like 3 putative expressed		A_99_P428332		AK336091		0		TC387184		Triticum aestivum cDNA, clone: SET3_D09, cultivar: Chinese Spring [AK336091]

		1196		CUST_25475_PI390587928		U35_44k_v1_1196		LOC_Os06g50154.1		gb|EAZ02360.1| e-104  hypothetical protein OsI_023592 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50154.1 1e-105 translocon-associated protein alpha subunit precursor putative expressed		A_99_P428537		TA62153_4565		0		TC444401		0

		7537		CUST_36716_PI390587928		U35_44k_v1_7537		LOC_Os12g32360.1		ref|NP_001066850.1| 3e-41  Os12g0508200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32360.1 5e-43 expressed protein		A_99_P428987		TC387646		0		TC387646		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (82%) [TC387646]

		1533		CUST_36069_PI390587928		U35_44k_v1_1533		LOC_Os03g50130.1		ref|NP_001051042.1| 5e-62  Os03g0709000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		A_99_P429187		CD883425		0		TC387812		Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC387812]

		14268		CUST_10808_PI390587928		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		A_99_P429312		TA62978_4565		0		TC387914		Rep: Calnexin - Zea mays (Maize), partial (47%) [TC387914]

		15091		CUST_20450_PI390587928		U35_44k_v1_15091		LOC_Os03g32580.1		gb|AAU82111.1| e-103  leucine-rich repeat protein [Triticum aestivum]		LOC_Os03g32580.1 1e-101 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P429512		TC388104		0		TC388104		Rep: PME/invertase inhibitor-like protein - Musa acuminata (Banana), partial (5%) [TC388104]

		8080		CUST_8440_PI390587928		U35_44k_v1_8080		LOC_Os09g31130.1		gb|EAZ07533.1| 1e-83  hypothetical protein OsI_028765 [Oryza sativa (indica cultivar-group)]		LOC_Os08g39370.1 3e-85 tonoplast dicarboxylate transporter putative expressed		A_99_P429692		TC388261		0		TC388261		0

		4840		CUST_32497_PI390587928		U35_44k_v1_4840		LOC_Os01g51920.1		ref|NP_001044073.1| e-157  Os01g0717000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g51920.1 1e-159 choline/ethanolamine kinase putative expressed		A_99_P429777		AK330672		0		TC391070		Triticum aestivum cDNA, clone: SET5_A09, cultivar: Chinese Spring [AK330672]

		20283		CUST_18396_PI390587928		U35_44k_v1_20283		LOC_Os06g05050.1		gb|AAY34783.1| 0.0  wall-associated kinase 3 [Triticum aestivum]		LOC_Os02g02120.1 1e-117 OsWAK11 - OsWAK receptor-like protein kinase expressed		A_99_P430102		TC388571		0		TC388571		Rep: Wall-associated kinase 3 - Triticum aestivum (Wheat), partial (25%) [TC388571]

		1149		CUST_7077_PI390587928		U35_44k_v1_1149		LOC_Os01g01307.1		dbj|BAD45510.1| 9e-69  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g01307.1 6e-71 translocon-associated protein beta containing protein expressed		A_99_P430232		TC388653		0		TC388653		0

		7491		CUST_7003_PI390587928		U35_44k_v1_7491		-		gb|EAZ05954.1| 2e-24  hypothetical protein OsI_027186 [Oryza sativa (indica cultivar-group)]		LOC_Os08g10260.1 1e-25 NBS-LRR disease resistance protein putative expressed		A_99_P430262		TC399319		0		TC399319		Rep: NB-ARC domain containing protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC399319]

		3834		CUST_6385_PI390587928		U35_44k_v1_3834		LOC_Os01g25990.3		gb|EAY74012.1| e-166  hypothetical protein OsI_001859 [Oryza sativa (indica cultivar-group)]		LOC_Os01g25990.2 1e-168 retrotransposon protein putative Ty1-copia subclass expressed		A_99_P430357		CV776931		0		TC388757		0

		13437		CUST_38759_PI390587928		U35_44k_v1_13437		LOC_Os02g43360.1		ref|NP_001047585.1| 1e-18  Os02g0649800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43360.1 2e-20 cytochrome b5 putative expressed		A_99_P430397		CV764228		0		TC388797		Rep: Cytochrome b5 - Ananas comosus (Pineapple), partial (67%) [TC388797]

		14098		CUST_575_PI390587928		U35_44k_v1_14098		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		A_99_P430502		CJ716973		0		TC388897		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (18%) [TC388897]

		16640		CUST_38121_PI390587928		U35_44k_v1_16640		LOC_Os05g48270.1		gb|EAZ35227.1| 6e-60  hypothetical protein OsJ_018710 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g48270.1 1e-61 dopamine beta-monooxygenase putative expressed		A_99_P430607		TA84645_4565		0		TC423556		0

		14350		CUST_3806_PI390587928		U35_44k_v1_14350		LOC_Os01g22352.1		gb|AAW52722.1| e-170  peroxidase 8 [Triticum monococcum]		LOC_Os01g22352.1 1e-137 peroxidase 2 precursor putative expressed		A_99_P430727		CJ596723		0		TC389044		Rep: Peroxidase 8 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (97%) [TC389044]

		1383		CUST_7654_PI390587928		U35_44k_v1_1383		LOC_Os10g42620.1		gb|EAZ17080.1| 4e-61  hypothetical protein OsJ_031289 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42620.1 7e-63 dihydroflavonol-4-reductase putative expressed		A_99_P431247		TA79106_4565		0		TC389508		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC389508]

		21203		CUST_21416_PI390587928		U35_44k_v1_21203		LOC_Os09g23570.1		gb|EAZ09034.1| 4e-64  hypothetical protein OsI_030266 [Oryza sativa (indica cultivar-group)]		LOC_Os09g23570.1 8e-66 receptor kinase putative expressed		A_99_P431402		DR733579		0		TC389642		0

		2026		CUST_2441_PI390587928		U35_44k_v1_2026		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-39  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 7e-41 PGPS/D12 putative expressed		A_99_P431562		TC389781		0		TC389781		0

		30598		CUST_29290_PI390587928		U35_44k_v1_30598		-		No hits found		No hits found		A_99_P431562		TC389781		0		TC389781		0

		428		CUST_35723_PI390587928		U35_44k_v1_428		LOC_Os11g20090.1		ref|NP_001067748.1| e-137  Os11g0306400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g20090.1 1e-138 O-methyltransferase ZRP4 putative expressed		A_99_P431722		TA65100_4565		0		TC389918		0

		16147		CUST_3577_PI390587928		U35_44k_v1_16147		LOC_Os08g44270.1		ref|NP_001062479.1| e-143  Os08g0556900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44270.1 1e-145 vignain precursor putative expressed		A_99_P433012		CJ524892		0		TC390888		Rep: Cysteine proteinase - Hemerocallis sp. (Daylily), partial (48%) [TC390888]

		1307		CUST_36918_PI390587928		U35_44k_v1_1307		LOC_Os02g52314.1		ref|NP_001048190.1| 2e-78  Os02g0760500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52314.1 3e-80 ER6 protein putative expressed		A_99_P433062		BJ278820		0		TC390923		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC390923]

		3693		CUST_16940_PI390587928		U35_44k_v1_3693		LOC_Os01g24010.1		ref|NP_001042955.1| 0.0  Os01g0342700 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g24010.1 0.0 PDR5-like ABC transporter putative expressed		A_99_P433212		TA94744_4565		0		TC391050		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC391050]

		26265		CUST_2515_PI390587928		U35_44k_v1_26265		LOC_Os01g49614.1		gb|EAZ13157.1| 7e-90  hypothetical protein OsJ_002982 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g49580.1 2e-91 protein kinase domain containing protein expressed		A_99_P434607		BJ265615		0		0		0

		1851		CUST_36377_PI390587928		U35_44k_v1_1851		LOC_Os02g41510.1		ref|NP_001047474.1| 2e-78  Os02g0624300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g41510.1 3e-80 myb-related protein Myb4 putative expressed		A_99_P435007		TC392514		0		TC392514		Rep: Myb-related protein - Triticum aestivum (Wheat), partial (50%) [TC392514]

		3619		CUST_21732_PI390587928		U35_44k_v1_3619		LOC_Os06g46410.2		ref|NP_001058360.1| 0.0  Os06g0677800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g46410.2 0.0 auxin response factor 6 putative expressed		A_99_P435062		CD920907		0		TC392558		Rep: Auxin response factor 17 - Oryza sativa subsp. indica (Rice), partial (12%) [TC392558]

		15833		CUST_29114_PI390587928		U35_44k_v1_15833		LOC_Os03g48180.1		ref|NP_001050937.1| 0.0  Os03g0687000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48180.1 0.0 peptide transporter PTR2 putative expressed		A_99_P435397		TC392871		0		TC392871		Rep: Nitrate transporter - Xerophyta humilis, partial (47%) [TC392871]

		1469		CUST_13681_PI390587928		U35_44k_v1_1469		LOC_Os03g18130.3		gb|EAY89583.1| 2e-56  hypothetical protein OsI_010816 [Oryza sativa (indica cultivar-group)]		LOC_Os03g18130.3 4e-58 asparagine synthetase putative expressed		A_99_P435667		BJ286825		0		TC393059		Rep: Asparagine synthetase [glutamine-hydrolyzing] - Zea mays (Maize), partial (18%) [TC393059]

		1126		CUST_41861_PI390587928		U35_44k_v1_1126		LOC_Os04g38390.1		ref|NP_001052968.1| 9e-68  Os04g0456700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38390.1 2e-69 wound/stress protein putative expressed		A_99_P435677		TC393079		0		TC393079		0

		49105		CUST_32834_PI390587928		U35_44k_v1_49105		LOC_Os06g09310.1		No hits found		No hits found		A_99_P435942		TC389273		0		TC389273		Rep: Os06g0192800 protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC389273]

		1487		CUST_13655_PI390587928		U35_44k_v1_1487		LOC_Os11g01380.1		gb|EAZ19365.1| 0.0  hypothetical protein OsJ_033574 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g01380.1 0.0 clathrin heavy chain putative expressed		A_99_P436277		TA65192_4565		0		TC405599		0

		35542		CUST_16710_PI390587928		U35_44k_v1_35542		LOC_Os08g38440.1		ref|NP_001062120.1| 9e-93  Os08g0492400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38440.1 2e-94 GRAM domain containing protein expressed		A_99_P436517		TC393730		0		TC393730		Rep: C2 domain/GRAM domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (20%) [TC393730]

		1126		CUST_41861_PI390587928		U35_44k_v1_1126		LOC_Os04g38390.1		ref|NP_001052968.1| 9e-68  Os04g0456700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38390.1 2e-69 wound/stress protein putative expressed		A_99_P436592		CJ714981		0		TC393802		0

		1332		CUST_36896_PI390587928		U35_44k_v1_1332		LOC_Os12g06180.1		ref|NP_001066204.1| 3e-93  Os12g0158600 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g06180.1 6e-91 pathogenicity protein PATH531-like protein putative expressed		A_99_P437222		TC394219		0		TC394219		0

		17121		CUST_41412_PI390587928		U35_44k_v1_17121		LOC_Os01g45140.1		ref|NP_001043671.1| 0.0  Os01g0638000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		A_99_P437312		TC434388		0		TC434388		0

		17157		CUST_35946_PI390587928		U35_44k_v1_17157		LOC_Os06g02180.1		ref|NP_001056589.1| 0.0  Os06g0111800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g02180.1 0.0 CSLD2 - cellulose synthase-like family D expressed		A_99_P437842		TA71993_4565		0		TC394947		Rep: Cellulose synthase-like protein D4 - Populus tremuloides (Quaking aspen), partial (15%) [TC394947]

		1404		CUST_7742_PI390587928		U35_44k_v1_1404		LOC_Os04g30420.1		gb|AAX81879.1| e-145  quinone reductase [Triticum monococcum]		LOC_Os04g30420.1 1e-136 chloroplastic quinone-oxidoreductase putative expressed		A_99_P438582		TC395234		0		TC395234		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (55%) [TC395234]

		2797		CUST_1869_PI390587928		U35_44k_v1_2797		LOC_Os11g19220.1		gb|EAZ43322.1| 5e-91  hypothetical protein OsJ_026805 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g40250.1 1e-92 expressed protein		A_99_P438667		AK331808		0		TC428991		Triticum aestivum cDNA, clone: WT002_G14, cultivar: Chinese Spring [AK331808]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P438737		TA60080_4565		0		TC395358		0

		18445		CUST_24218_PI390587928		U35_44k_v1_18445		LOC_Os05g40780.1		ref|NP_001055878.1| 2e-31  Os05g0486200 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g40780.1 4e-33 keratinocytes-associated protein 2 putative expressed		A_99_P438797		CV771717		0		TC395413		Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC395413]

		5107		CUST_28625_PI390587928		U35_44k_v1_5107		LOC_Os06g50180.1		gb|EAZ02362.1| e-130  hypothetical protein OsI_023594 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50180.1 1e-131 non-imprinted in Prader-Willi/Angelman syndrome region protein 1 putative expressed		A_99_P439132		TA84924_4565		0		TC399520		0

		14098		CUST_575_PI390587928		U35_44k_v1_14098		LOC_Os06g50300.2		sp|P36183|ENPL_HORVU 0.0  Endoplasmin homolog precursor (GRP94 homolog)		LOC_Os06g50300.1 0.0 endoplasmin homolog precursor putative expressed		A_99_P439677		TC450692		0		TC450692		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (26%) [TC450692]

		3530		CUST_34343_PI390587928		U35_44k_v1_3530		LOC_Os02g13060.1		ref|NP_001046331.1| 4e-42  Os02g0223700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13060.1 7e-44 expressed protein		A_99_P439952		BE213322		0		TC396343		0

		14268		CUST_10808_PI390587928		U35_44k_v1_14268		LOC_Os04g32950.1		ref|NP_001052692.1| 0.0  Os04g0402100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g32950.1 0.0 calnexin homolog precursor putative expressed		A_99_P439957		TA62981_4565		0		TC397774		Rep: Calnexin - Zea mays (Maize), partial (13%) [TC397774]

		48492		CUST_39447_PI390587928		U35_44k_v1_48492		LOC_Os05g37130.5		gb|AAU90103.1| 1e-26  putative glycoside hydrolase [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37130.5 4e-28 glucan endo-13-beta-glucosidase 7 precursor putative expressed		A_99_P440607		TC397156		0		TC397156		0

		1149		CUST_7077_PI390587928		U35_44k_v1_1149		LOC_Os01g01307.1		dbj|BAD45510.1| 9e-69  unknown protein [Oryza sativa Japonica Group]		LOC_Os01g01307.1 6e-71 translocon-associated protein beta containing protein expressed		A_99_P441067		BJ236314		0		TC397217		0

		1572		CUST_35779_PI390587928		U35_44k_v1_1572		LOC_Os03g26800.1		ref|NP_001050252.1| 2e-17  Os03g0385400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g26820.1 3e-19 xylogen protein 1 putative expressed		A_99_P441757		CD871850		0		TC397734		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		14211		CUST_2716_PI390587928		U35_44k_v1_14211		LOC_Os04g56160.1		sp|P83970|PMA1_WHEAT 0.0  Plasma membrane ATPase (Proton pump)		LOC_Os04g56160.1 0.0 plasma membrane ATPase putative expressed		A_99_P442142		CK161563		0		TC397994		Rep: Plasma membrane ATPase - Triticum aestivum (Wheat), complete [TC397994]

		1404		CUST_7742_PI390587928		U35_44k_v1_1404		LOC_Os04g30420.1		gb|AAX81879.1| e-145  quinone reductase [Triticum monococcum]		LOC_Os04g30420.1 1e-136 chloroplastic quinone-oxidoreductase putative expressed		A_99_P442282		BJ296749		0		TC398102		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (33%) [TC398102]

		26118		CUST_30716_PI390587928		U35_44k_v1_26118		LOC_Os01g53920.1		gb|EAY75774.1| 1e-48  hypothetical protein OsI_003621 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53920.1 1e-49 receptor-like protein kinase 5 precursor putative expressed		A_99_P442352		TC398146		0		TC398146		Rep: Hexokinase-6 - Oryza sativa subsp. japonica (Rice), partial (14%) [TC398146]

		1998		CUST_37877_PI390587928		U35_44k_v1_1998		LOC_Os04g32550.1		sp|Q9SME8|DAD2_HORVU 6e-57  Defender against cell death 2 (DAD-2)		LOC_Os04g32550.1 5e-55 defender against cell death 1 putative expressed		A_99_P442617		TA55968_4565		0		TC398370		0

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P442867		TC398551		0		TC398551		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC398551]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P442927		CV769142		0		TC398603		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		15644		CUST_31903_PI390587928		U35_44k_v1_15644		LOC_Os11g32650.1		sp|P26018|CHS1_HORVU 0.0  Chalcone synthase 1 (Naringenin-chalcone synthase 1)		LOC_Os11g32650.1 0.0 chalcone synthase putative expressed		A_99_P442997		AK333375		0		TC398654		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		14918		CUST_35659_PI390587928		U35_44k_v1_14918		LOC_Os08g06100.1		gb|ABQ58825.1| 0.0  flavonoid O-methyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os08g06100.1 1e-156 quercetin 3-O-methyltransferase 1 putative expressed		A_99_P443097		TA52402_4565		0		TC401739		0

		14376		CUST_3739_PI390587928		U35_44k_v1_14376		LOC_Os12g42876.2		emb|CAJ01713.1| 0.0  methionine synthase 1 enzyme [Hordeum vulgare subsp. vulgare]		LOC_Os12g42876.2 0.0 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase putative expressed		A_99_P443907		CJ542366		0		TC399314		Rep: Cobalamin-independent methionine synthase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (64%) [TC399314]

		16102		CUST_16530_PI390587928		U35_44k_v1_16102		LOC_Os03g43410.1		ref|NP_001067210.1| 4e-60  Os12g0601400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40900.1 7e-62 OsIAA31 - Auxin-responsive Aux/IAA gene family member expressed		A_99_P444367		TA76321_4565		0		TC399636		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (45%) [TC399636]

		23059		CUST_18544_PI390587928		U35_44k_v1_23059		LOC_Os04g33630.1		ref|NP_001052738.1| 5e-52  Os04g0412200 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g33630.1 1e-53 ferredoxin-3 chloroplast precursor putative expressed		A_99_P444637		DR741071		0		TC399860		FGAS001002 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741071]

		32931		CUST_31743_PI390587928		U35_44k_v1_32931		LOC_Os03g04070.1		ref|NP_001048872.1| 1e-09  Os03g0133000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g04070.1 3e-11 NAC domain-containing protein 68 putative expressed		A_99_P445017		TC400146		0		TC400146		Rep: No apical meristem protein, expressed - Oryza sativa subsp. japonica (Rice), partial (9%) [TC400146]

		17422		CUST_11600_PI390587928		U35_44k_v1_17422		LOC_Os06g41770.1		ref|NP_001058100.1| 2e-68  Os06g0622700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 3e-70 bZIP transcription factor protein putative expressed		A_99_P445137		TA96488_4565		0		TC400232		Rep: Os09g0499500 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC400232]

		15844		CUST_29095_PI390587928		U35_44k_v1_15844		LOC_Os09g07020.1		ref|NP_001062658.1| e-175  Os09g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07020.1 1e-178 flavonol synthase-like protein putative expressed		A_99_P445502		TA69788_4565		0		TC369184		0

		20203		CUST_38417_PI390587928		U35_44k_v1_20203		LOC_Os05g04660.1		gb|EAY96481.1| 3e-55  hypothetical protein OsI_017714 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04660.1 6e-57 expressed protein		A_99_P445827		TA73763_4565		0		TC400539		0

		15360		CUST_31360_PI390587928		U35_44k_v1_15360		LOC_Os04g35570.2		ref|NP_001052849.1| 3e-37  Os04g0435700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35570.1 6e-39 HECT domain and RCC1-like domain-containing protein 2 putative expressed		A_99_P446397		TA49749_4565		0		TC410923		0

		15752		CUST_21513_PI390587928		U35_44k_v1_15752		LOC_Os10g37340.1		gb|EAZ16692.1| 0.0  hypothetical protein OsJ_030901 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g37340.1 0.0 O-succinylhomoserine sulfhydrylase putative expressed		A_99_P446442		CK163947		0		TC401188		0

		18315		CUST_16235_PI390587928		U35_44k_v1_18315		LOC_Os09g06230.1		ref|NP_001062642.1| e-174  Os09g0237600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g06230.1 1e-177 serine/threonine-protein kinase 16 putative expressed		A_99_P446572		CA600714		0		TC401283		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC401283]

		19208		CUST_40197_PI390587928		U35_44k_v1_19208		LOC_Os01g72690.2		ref|NP_001045444.1| 0.0  Os01g0957000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g72690.2 0.0 NAD kinase 1 putative expressed		A_99_P446867		DN829398		0		TC401461		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (23%) [TC401461]

		1307		CUST_36918_PI390587928		U35_44k_v1_1307		LOC_Os02g52314.1		ref|NP_001048190.1| 2e-78  Os02g0760500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52314.1 3e-80 ER6 protein putative expressed		A_99_P446912		TC401489		0		TC401489		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC401489]

		22479		CUST_15624_PI390587928		U35_44k_v1_22479		LOC_Os06g36090.2		gb|EAZ37335.1| 6e-22  hypothetical protein OsJ_020818 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36090.2 1e-23 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P447142		TC401643		0		TC401643		Rep: Pleiotropic drug resistance protein 12 - Oryza sativa subsp. japonica (Rice), partial (4%) [TC401643]

		17735		CUST_25801_PI390587928		U35_44k_v1_17735		LOC_Os03g25330.1		ref|NP_001105580.1| e-146  peroxidase [Zea mays]		LOC_Os03g25330.1 1e-143 peroxidase 66 precursor putative expressed		A_99_P447242		TA73721_4565		0		TC401735		Rep: Peroxidase - Zea mays (Maize), partial (36%) [TC401735]

		3500		CUST_17316_PI390587928		U35_44k_v1_3500		LOC_Os07g05570.2		gb|EAZ02783.1| 0.0  hypothetical protein OsI_024015 [Oryza sativa (indica cultivar-group)]		LOC_Os07g05570.1 0.0 ERD4 protein putative expressed		A_99_P447452		CK199863		0		0		0

		1119		CUST_41868_PI390587928		U35_44k_v1_1119		LOC_Os05g04700.1		gb|EAY96485.1| 4e-08  hypothetical protein OsI_017718 [Oryza sativa (indica cultivar-group)]		LOC_Os05g04700.1 8e-10 hydrophobic protein LTI6B putative expressed		A_99_P447707		CA609618		0		TC402158		Rep: Plasma membrane protein 3 - Leymus chinensis, partial (98%) [TC402158]

		1404		CUST_7742_PI390587928		U35_44k_v1_1404		LOC_Os04g30420.1		gb|AAX81879.1| e-145  quinone reductase [Triticum monococcum]		LOC_Os04g30420.1 1e-136 chloroplastic quinone-oxidoreductase putative expressed		A_99_P447727		BJ273011		0		TC402162		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (43%) [TC402162]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P448257		TC401677		0		TC401677		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), complete [TC401677]

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P448752		TC402792		0		TC402792		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC402792]

		2770		CUST_1896_PI390587928		U35_44k_v1_2770		LOC_Os05g48900.1		gb|ABI95405.1| 6e-81  fasciclin-like protein FLA15 [Triticum aestivum]		LOC_Os05g48900.1 4e-60 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P448817		TC402824		0		TC402824		Rep: Fasciclin-like protein FLA15 - Triticum aestivum (Wheat), partial (65%) [TC402824]

		700		CUST_41540_PI390587928		U35_44k_v1_700		LOC_Os10g11500.1		emb|CAA07474.1| 9e-87  pathogenisis-related protein 1.2 [Triticum aestivum]		LOC_Os10g11500.1 2e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P448827		TC402826		0		TC402826		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC402826]

		4670		CUST_22180_PI390587928		U35_44k_v1_4670		LOC_Os09g15420.1		gb|AAX49505.2| e-114  UDP-D-glucose epimerase 2 [Hordeum vulgare]		LOC_Os09g15420.1 1e-100 UDP-glucose 4-epimerase GEPI48 putative expressed		A_99_P449177		TA83495_4565		0		TC403115		Rep: UDP-D-glucose epimerase 2 - Hordeum vulgare (Barley), partial (30%) [TC403115]

		39626		CUST_31813_PI390587928		U35_44k_v1_39626		LOC_Os01g04860.1		gb|EAZ10486.1| 2e-26  hypothetical protein OsJ_000311 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04860.1 3e-28 expressed protein		A_99_P449202		TC403131		0		TC403131		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC403131]

		1196		CUST_25475_PI390587928		U35_44k_v1_1196		LOC_Os06g50154.1		gb|EAZ02360.1| e-104  hypothetical protein OsI_023592 [Oryza sativa (indica cultivar-group)]		LOC_Os06g50154.1 1e-105 translocon-associated protein alpha subunit precursor putative expressed		A_99_P449212		DR739068		0		TC376783		FGAS084285 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739068]

		960		CUST_27655_PI390587928		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		A_99_P449382		BJ254417		0		TC403257		Rep: NADP-dependent malic enzyme - Triticum aestivum (Wheat), partial (38%) [TC403257]

		16779		CUST_4112_PI390587928		U35_44k_v1_16779		LOC_Os04g38950.1		ref|NP_001053011.1| e-105  Os04g0463500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38950.1 1e-107 anthranilate synthase component II putative expressed		A_99_P449922		CD374021		0		TC403677		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC403677]

		1307		CUST_36918_PI390587928		U35_44k_v1_1307		LOC_Os02g52314.1		ref|NP_001048190.1| 2e-78  Os02g0760500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52314.1 3e-80 ER6 protein putative expressed		A_99_P449937		TA72342_4565		0		TC403686		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC403686]

		15932		CUST_25177_PI390587928		U35_44k_v1_15932		LOC_Os06g44010.1		emb|CAH68818.1| e-160  putative WRKY2 protein [Hordeum vulgare subsp. vulgare]		LOC_Os06g44010.1 4e-88 OsWRKY28 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P450157		TC403828		0		TC403828		Rep: DNA-binding protein - Avena fatua (Wild oats), partial (26%) [TC403828]

		19618		CUST_39906_PI390587928		U35_44k_v1_19618		LOC_Os09g27410.1		dbj|BAD38225.1| 7e-10  hypothetical protein [Oryza sativa Japonica Group]		LOC_Os09g27410.1 5e-12 conserved hypothetical protein		A_99_P451152		CK161274		0		TC404495		FGAS013839 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161274]

		4943		CUST_38500_PI390587928		U35_44k_v1_4943		LOC_Os10g42700.1		ref|NP_001065493.1| e-163  Os10g0577700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42700.1 1e-165 ATP binding protein putative expressed		A_99_P451362		TA72467_4565		0		TC404694		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (35%) [TC404694]

		3701		CUST_40665_PI390587928		U35_44k_v1_3701		LOC_Os01g62870.1		ref|NP_001105982.1| e-159  aldose reductase [Zea mays]		LOC_Os01g62870.1 1e-148 aldose reductase putative expressed		A_99_P451552		TC404820		0		TC404820		Rep: Aldose reductase - Zea mays (Maize), partial (24%) [TC404820]

		16550		CUST_19758_PI390587928		U35_44k_v1_16550		LOC_Os01g66420.1		gb|EAY76761.1| e-101  hypothetical protein OsI_004608 [Oryza sativa (indica cultivar-group)]		LOC_Os01g66420.1 1e-103 PHD finger protein putative expressed		A_99_P452192		BT008959		0		TC405214		Triticum aestivum clone wdk1c.pk012.i11:fis, full insert mRNA sequence [BT008959]

		22686		CUST_25749_PI390587928		U35_44k_v1_22686		LOC_Os05g49140.3		ref|NP_001056342.1| e-127  Os05g0566400 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g49140.2 1e-129 OsMPK20-5 - putative MAPK based on amino acid sequence homology expressed		A_99_P452302		TC405303		0		TC405303		Rep: Mitogen-activated protein kinase 7 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC405303]

		16160		CUST_28177_PI390587928		U35_44k_v1_16160		LOC_Os12g07670.1		ref|NP_001066292.1| 0.0  Os12g0175700 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g07670.1 0.0 transmembrane 9 superfamily protein member 3 precursor putative expressed		A_99_P452452		TA67943_4565		0		TC405415		0

		16362		CUST_13520_PI390587928		U35_44k_v1_16362		LOC_Os04g38480.1		gb|AAU88198.1| 0.0  somatic embryogenesis protein kinase 1 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g38480.1 0.0 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P453092		AK333001		0		TC405843		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		4393		CUST_6333_PI390587928		U35_44k_v1_4393		LOC_Os07g35310.1		gb|EAZ04196.1| e-176  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		A_99_P453252		TC405961		0		TC405961		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC405961]

		22934		CUST_3206_PI390587928		U35_44k_v1_22934		LOC_Os02g17534.1		gb|EAY85352.1| e-135  hypothetical protein OsI_006585 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17534.1 1e-136 fucosyltransferase 8 putative expressed		A_99_P453942		TC406389		0		TC406389		0

		2013		CUST_18087_PI390587928		U35_44k_v1_2013		LOC_Os07g27810.1		ref|NP_001059580.1| 7e-66  Os07g0462200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g27810.1 1e-67 fiber protein Fb34 putative expressed		A_99_P454112		TA58615_4565		0		TC406502		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC406502]

		7382		CUST_21323_PI390587928		U35_44k_v1_7382		LOC_Os06g11130.1		gb|EAZ36263.1| 2e-47  hypothetical protein OsJ_019746 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11130.1 3e-49 gibberellin receptor GID1L2 putative expressed		A_99_P454472		CK213987		0		TC406735		Rep: CXE carboxylesterase - Actinidia deliciosa (Kiwi), partial (20%) [TC406735]

		1533		CUST_36069_PI390587928		U35_44k_v1_1533		LOC_Os03g50130.1		ref|NP_001051042.1| 5e-62  Os03g0709000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		A_99_P454542		TC406759		0		TC406759		Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC406759]

		478		CUST_2942_PI390587928		U35_44k_v1_478		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		A_99_P455232		TA55608_4565		0		TC407227		Rep: Alpha-1,4-glucan-protein synthase [UDP-forming] - Zea mays (Maize), partial (12%) [TC407227]

		12070		CUST_28537_PI390587928		U35_44k_v1_12070		LOC_Os07g35690.2		gb|EAZ04216.1| 2e-70  hypothetical protein OsI_025448 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35690.2 6e-72 CRK6 putative expressed		A_99_P455262		TC407248		0		TC407248		Rep: Os07g0537300 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC407248]

		1664		CUST_5642_PI390587928		U35_44k_v1_1664		LOC_Os07g01560.1		ref|NP_001058704.1| 0.0  Os07g0106200 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g01560.1 0.0 sugar transport protein 1 putative expressed		A_99_P455397		TA51161_4565		0		TC407355		Rep: Monosaccharide transport protein 1 - Zea mays (Maize), partial (24%) [TC407355]

		6000		CUST_39108_PI390587928		U35_44k_v1_6000		LOC_Os11g05880.1		ref|NP_001065801.1| 0.0  Os11g0157400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05880.1 0.0 protein binding protein putative expressed		A_99_P455507		BQ620057		0		TC407425		CAB83315.1 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC407425]

		4005		CUST_32423_PI390587928		U35_44k_v1_4005		LOC_Os11g05290.1		gb|EAY79959.1| 1e-38  hypothetical protein OsI_033918 [Oryza sativa (indica cultivar-group)]		LOC_Os11g05290.1 5e-40 pop3 peptide putative expressed		A_99_P456752		TC410205		0		TC410205		Rep: Tetraacyldisaccharide 4'-kinase - Shewanella frigidimarina (strain NCIMB 400), partial (7%) [TC410205]

		17188		CUST_19866_PI390587928		U35_44k_v1_17188		LOC_Os02g36530.1		ref|NP_001047210.1| 1e-08  Os02g0575000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36530.1 3e-10 expressed protein		A_99_P456762		TA77983_4565		0		TC408291		0

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P457092		TA63445_4565		0		TC438039		0

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P457332		AF262980		protein disulfide isomerase 2 precursor		TC368606		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		5994		CUST_18104_PI390587928		U35_44k_v1_5994		-		gb|AAD15341.1| 5e-28  hypothetical protein [Arabidopsis thaliana]		LOC_Os10g16440.1 5e-28 CUE domain containing protein expressed		A_99_P457737		TC409010		0		TC409010		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC409010]

		16820		CUST_30851_PI390587928		U35_44k_v1_16820		LOC_Os04g51610.2		emb|CAC40035.1| 0.0  P-type ATPase [Hordeum vulgare]		LOC_Os04g51610.1 0.0 calcium-transporting ATPase 9 plasma membrane-type putative expressed		A_99_P458002		CD936415		0		TC409194		Rep: P-type ATPase - Hordeum vulgare (Barley), partial (18%) [TC409194]

		960		CUST_27655_PI390587928		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		A_99_P459692		EU082065		NADP-dependent malic enzyme		TC410333		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		16207		CUST_9750_PI390587928		U35_44k_v1_16207		LOC_Os03g17790.1		sp|P68178|ESI3_LOPEL 6e-18  Salt stress-induced hydrophobic peptide ESI3		LOC_Os03g17790.1 3e-15 expressed protein		A_99_P459822		TC410428		0		TC410428		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC410428]

		24821		CUST_27793_PI390587928		U35_44k_v1_24821		LOC_Os01g29330.1		ref|NP_001043107.1| 3e-73  Os01g0389200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g29280.1 7e-75 expressed protein		A_99_P459937		CA692139		0		TC410507		0

		210		CUST_7644_PI390587928		U35_44k_v1_210		LOC_Os10g34920.1		gb|ABV22584.1| e-121  PR17d precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34910.1 3e-68 secretory protein putative		A_99_P460017		U32431		hypothetical LOC543235		TC434580		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		24738		CUST_35049_PI390587928		U35_44k_v1_24738		LOC_Os07g02850.1		ref|NP_001058773.1| 4e-48  Os07g0119800 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g02850.1 1e-49 expressed protein		A_99_P460137		CK214178		0		TC410569		0

		8353		CUST_20598_PI390587928		U35_44k_v1_8353		LOC_Os03g18110.1		ref|NP_001049797.1| 7e-33  Os03g0290900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g18110.1 2e-34 expressed protein		A_99_P461347		TC411369		0		TC411369		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC411369]

		8204		CUST_27929_PI390587928		U35_44k_v1_8204		LOC_Os03g18110.1		gb|EAY89580.1| 7e-73  hypothetical protein OsI_010813 [Oryza sativa (indica cultivar-group)]		LOC_Os03g18110.1 1e-74 expressed protein		A_99_P461347		TC411369		0		TC411369		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC411369]

		41497		CUST_26969_PI390587928		U35_44k_v1_41497		LOC_Os03g06930.1		ref|NP_001049067.1| 2e-29  Os03g0165300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g06930.1 3e-31 DNA binding protein putative expressed		A_99_P461507		TC411507		0		TC411507		Rep: Associated with HOX family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (10%) [TC411507]

		21140		CUST_1158_PI390587928		U35_44k_v1_21140		LOC_Os03g11900.1		gb|EAZ26081.1| e-114  hypothetical protein OsJ_009564 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 1e-116 sugar transport protein 8 putative expressed		A_99_P461867		TC411743		0		TC411743		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC411743]

		4938		CUST_38509_PI390587928		U35_44k_v1_4938		-		No hits found		LOC_Os11g10470.1 2e-05 expressed protein		A_99_P462152		CN011234		0		TC411919		WHE3881_F10_L19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3881_F10_L19, mRNA sequence [CN011234]

		14227		CUST_2700_PI390587928		U35_44k_v1_14227		LOC_Os02g48200.1		gb|EAY87267.1| 2e-07  hypothetical protein OsI_008500 [Oryza sativa (indica cultivar-group)]		LOC_Os02g48210.1 4e-09 lectin-like protein kinase putative expressed		A_99_P462477		TC412133		0		TC412133		0

		28213		CUST_13342_PI390587928		U35_44k_v1_28213		LOC_Os01g03690.1		gb|EAZ10387.1| e-104  hypothetical protein OsJ_000212 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03690.1 2e-60 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P463912		TC413037		0		TC413037		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC413037]

		33348		CUST_9290_PI390587928		U35_44k_v1_33348		LOC_Os01g03690.1		gb|EAZ10387.1| 7e-05  hypothetical protein OsJ_000212 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g03690.1 9e-07 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P463912		TC413037		0		TC413037		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC413037]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P464142		CK163085		0		TC413181		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		1818		CUST_21592_PI390587928		U35_44k_v1_1818		-		ref|NP_001105909.1| 0.0  12-oxo-phytodienoic acid reductase5 [Zea mays]		LOC_Os06g11240.1 1e-149 12-oxophytodienoate reductase 2 putative expressed		A_99_P464492		TC413124		0		TC413124		Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize), partial (53%) [TC413124]

		24801		CUST_27831_PI390587928		U35_44k_v1_24801		LOC_Os10g01100.1		ref|NP_001064013.1| 4e-60  Os10g0101000 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g01100.1 1e-61 receptor-like protein kinase putative expressed		A_99_P464582		TC377704		0		TC377704		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC377704]

		16231		CUST_13374_PI390587928		U35_44k_v1_16231		LOC_Os02g16940.1		gb|EAY85319.1| 0.0  hypothetical protein OsI_006552 [Oryza sativa (indica cultivar-group)]		LOC_Os02g17090.1 0.0 cucumisin precursor putative expressed		A_99_P464622		TC413432		0		TC413432		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC413432]

		1383		CUST_7654_PI390587928		U35_44k_v1_1383		LOC_Os10g42620.1		gb|EAZ17080.1| 4e-61  hypothetical protein OsJ_031289 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42620.1 7e-63 dihydroflavonol-4-reductase putative expressed		A_99_P465227		TA79106_4565		0		TC413768		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC413768]

		14803		CUST_5570_PI390587928		U35_44k_v1_14803		LOC_Os05g47540.2		gb|AAL40895.1| 0.0  phosphoethanolamine methyltransferase [Triticum aestivum]		LOC_Os05g47540.2 0.0 phosphoethanolamine N-methyltransferase putative expressed		A_99_P465642		AK332332		phosphoethanolamine methyltransferase		TC413705		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		2214		CUST_37193_PI390587928		U35_44k_v1_2214		LOC_Os08g43320.1		ref|NP_001063723.1| e-116  Os09g0525900 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g35730.1 1e-117 membrane protein putative expressed		A_99_P465737		AK331206		0		TC414048		Triticum aestivum cDNA, clone: SET6_M08, cultivar: Chinese Spring [AK331206]

		23184		CUST_18980_PI390587928		U35_44k_v1_23184		LOC_Os10g38470.1		gb|EAY79285.1| 2e-68  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		A_99_P465927		TC414181		0		TC414181		Rep: Glutathione S-transferase GST 42 - Zea mays (Maize), partial (84%) [TC414181]

		7005		CUST_33607_PI390587928		U35_44k_v1_7005		LOC_Os05g48390.1		gb|EAY98982.1| e-103  hypothetical protein OsI_020215 [Oryza sativa (indica cultivar-group)]		LOC_Os05g48390.1 1e-105 ubiquitin conjugating enzyme putative expressed		A_99_P465982		AK331438		0		TC414234		Triticum aestivum cDNA, clone: WT007_H23, cultivar: Chinese Spring [AK331438]

		23556		CUST_16751_PI390587928		U35_44k_v1_23556		LOC_Os01g27380.1		gb|ABR25713.1| 2e-76  glutathione s-transferase gstf2 [Oryza sativa (indica cultivar-group)]		LOC_Os01g27390.1 2e-77 glutathione S-transferase GSTF2 putative expressed		A_99_P466047		TC414256		0		TC414256		Rep: Glutathione s-transferase gstf2 - Oryza sativa subsp. indica (Rice), partial (57%) [TC414256]

		39907		CUST_6468_PI390587928		U35_44k_v1_39907		LOC_Os07g38750.1		gb|EAZ40393.1| 4e-16  hypothetical protein OsJ_023876 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g38750.1 5e-18 AP2 domain containing protein		A_99_P466062		TC414261		0		TC414261		Rep: ERN2 - Medicago truncatula (Barrel medic), partial (10%) [TC414261]

		717		CUST_41508_PI390587928		U35_44k_v1_717		LOC_Os06g06290.3		gb|ABL11233.1| 0.0  UCW116, putative lipase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06290.3 0.0 alpha-L-fucosidase 2 precursor putative expressed		A_99_P467167		TA59838_4565		0		TC414921		0

		22685		CUST_25750_PI390587928		U35_44k_v1_22685		LOC_Os01g15580.1		ref|NP_001042644.1| 1e-49  Os01g0260500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g15580.1 3e-51 disease resistance protein RGA2 putative expressed		A_99_P467732		TC415234		0		TC415234		Rep: Chromosome undetermined scaffold_875, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC415234]

		22356		CUST_22361_PI390587928		U35_44k_v1_22356		LOC_Os05g47950.1		emb|CAJ19334.1| 2e-96  UDP-glucose glucosyltransferase [Triticum aestivum]		LOC_Os02g51910.1 3e-46 cytokinin-O-glucosyltransferase 2 putative expressed		A_99_P468162		CA632797		0		TC415742		Rep: UDP-glucose glucosyltransferase - Triticum aestivum (Wheat), partial (22%) [TC415742]

		21309		CUST_4285_PI390587928		U35_44k_v1_21309		LOC_Os04g43700.1		gb|EAY94856.1| 4e-46  hypothetical protein OsI_016089 [Oryza sativa (indica cultivar-group)]		LOC_Os02g41520.1 3e-41 glycosyl transferase family 8 protein expressed		A_99_P468337		TC415599		0		TC415599		0

		6761		CUST_27427_PI390587928		U35_44k_v1_6761		LOC_Os01g43851.1		gb|EAY75047.1| e-113  hypothetical protein OsI_002894 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43851.1 1e-114 cytochrome P450 72A1 putative expressed		A_99_P469002		CJ518248		0		TC416003		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC416003]

		1479		CUST_13672_PI390587928		U35_44k_v1_1479		LOC_Os03g10090.1		ref|NP_001049269.1| 3e-23  Os03g0197100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10090.1 7e-25 polyol transporter protein 4 putative expressed		A_99_P469192		TA78806_4565		0		TC416109		0

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P469432		TC416235		0		TC416235		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC416235]

		16514		CUST_19590_PI390587928		U35_44k_v1_16514		LOC_Os03g12910.1		ref|NP_001049463.1| 0.0  Os03g0231800 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g12910.1 0.0 squalene monooxygenase putative expressed		A_99_P469592		TA72366_4565		0		TC416333		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC416333]

		16054		CUST_34534_PI390587928		U35_44k_v1_16054		LOC_Os01g16140.1		No hits found		LOC_Os01g16140.1 5e-05 expressed protein		A_99_P470082		TC416614		0		TC416614		Rep: Os01g0266400 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC416614]

		12202		CUST_36997_PI390587928		U35_44k_v1_12202		LOC_Os06g11760.1		ref|NP_001057173.1| 3e-07  Os06g0220900 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g11760.1 8e-09 expressed protein		A_99_P470437		TC416821		0		TC416821		0

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P470837		AF262980		protein disulfide isomerase 2 precursor		TC417072		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		5174		CUST_16465_PI390587928		U35_44k_v1_5174		-		gb|EAZ36640.1| e-178  hypothetical protein OsJ_020123 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04420.1 1e-106 nodulation receptor kinase precursor putative expressed		A_99_P471177		TC417224		0		TC417224		Rep: Os06g0283300 protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC417224]

		16863		CUST_41251_PI390587928		U35_44k_v1_16863		LOC_Os07g41280.3		sp|A2YNH4|6PGL2_ORYSI e-132  Probable 6-phosphogluconolactonase 2 (6PGL 2)		LOC_Os07g41280.3 1e-133 6-phosphogluconolactonase putative expressed		A_99_P471192		TA70050_4565		0		TC417230		Rep: Probable 6-phosphogluconolactonase 2 - Oryza sativa subsp. indica (Rice), partial (24%) [TC417230]

		15833		CUST_29114_PI390587928		U35_44k_v1_15833		LOC_Os03g48180.1		ref|NP_001050937.1| 0.0  Os03g0687000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g48180.1 0.0 peptide transporter PTR2 putative expressed		A_99_P473052		TA71769_4565		0		TC418344		Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC418344]

		4064		CUST_4760_PI390587928		U35_44k_v1_4064		LOC_Os07g33660.1		gb|EAZ04088.1| 8e-64  hypothetical protein OsI_025320 [Oryza sativa (indica cultivar-group)]		LOC_Os07g33660.1 2e-65 expressed protein		A_99_P473092		CB307605		0		TC418346		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC418346]

		16553		CUST_19752_PI390587928		U35_44k_v1_16553		LOC_Os02g10310.1		ref|NP_001046195.1| 0.0  Os02g0196800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g10310.1 0.0 fumarylacetoacetase putative expressed		A_99_P473222		BM137397		0		TC418437		Rep: Chromosome undetermined scaffold_292, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC418437]

		15199		CUST_27037_PI390587928		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		A_99_P473317		BJ270798		0		TC418483		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (57%) [TC418483]

		14887		CUST_21126_PI390587928		U35_44k_v1_14887		LOC_Os06g13680.1		emb|CAA54065.1| 9e-44  HvB12D [Hordeum vulgare subsp. vulgare]		LOC_Os06g13680.1 3e-38 B12D protein expressed		A_99_P473917		TC380606		0		TC380606		Rep: HvB12D protein - Hordeum vulgare (Barley), complete [TC380606]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P473972		DR735495		glutathione transferase F5		TC422169		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		22286		CUST_17482_PI390587928		U35_44k_v1_22286		LOC_Os01g07420.1		gb|EAZ10695.1| 2e-55  hypothetical protein OsJ_000520 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g07420.1 4e-57 hydrolase putative expressed		A_99_P474467		TA99796_4565		0		TC419127		0

		10359		CUST_13903_PI390587928		U35_44k_v1_10359		LOC_Os01g17470.1		ref|NP_001042760.1| 4e-05  Os01g0281600 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17470.1 7e-07 blue copper protein precursor putative expressed		A_99_P474872		BQ171300		0		TC419337		0

		7045		CUST_41375_PI390587928		U35_44k_v1_7045		LOC_Os02g36490.2		ref|NP_001047206.1| 1e-75  Os02g0574500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36490.2 3e-77 expressed protein		A_99_P475312		TC419587		0		TC419587		0

		1801		CUST_21609_PI390587928		U35_44k_v1_1801		LOC_Os04g54810.1		gb|AAK38481.1| 0.0  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		A_99_P475692		TC419770		0		TC419770		Rep: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I - Hordeum vulgare (Barley), partial (9%) [TC419770]

		19944		CUST_3887_PI390587928		U35_44k_v1_19944		LOC_Os03g04500.2		gb|EAY88462.1| 0.0  hypothetical protein OsI_009695 [Oryza sativa (indica cultivar-group)]		LOC_Os03g04500.2 0.0 NPGR2 putative expressed		A_99_P475827		CK159307		0		TC419847		Rep: TPR Domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (24%) [TC419847]

		40453		CUST_35484_PI390587928		U35_44k_v1_40453		LOC_Os04g54140.1		gb|EAZ32106.1| 4e-50  hypothetical protein OsJ_015589 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g54140.1 1e-51 receptor-like kinase putative expressed		A_99_P476542		CD875890		0		TC420287		0

		45104		CUST_1143_PI390587928		U35_44k_v1_45104		LOC_Os04g44900.1		gb|EAZ28732.1| 4e-51  hypothetical protein OsJ_012215 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g03870.1 2e-43 lectin-like receptor kinase 7 putative expressed		A_99_P477462		TC420739		0		TC420739		0

		19169		CUST_20423_PI390587928		U35_44k_v1_19169		LOC_Os06g28820.1		ref|NP_001045853.1| e-162  Os02g0140400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04750.2 1e-164 cycloartenol synthase putative expressed		A_99_P478522		TA81095_4565		0		TC421304		Rep: Beta-amyrin synthase - Avena prostrata, partial (40%) [TC421304]

		14571		CUST_6664_PI390587928		U35_44k_v1_14571		LOC_Os11g09280.2		sp|P80284|PDI_HORVU 0.0  Protein disulfide-isomerase precursor (PDI) (Endosperm protein E-1)		LOC_Os11g09280.2 0.0 OsPDIL1-1 - Oryza sativa protein disulfide isomerase expressed		A_99_P479352		AF262981		protein disulfide isomerase 3 precursor		TC399539		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		5662		CUST_10750_PI390587928		U35_44k_v1_5662		LOC_Os04g52504.1		No hits found		No hits found		A_99_P479427		TC421811		0		TC421811		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC421811]

		19519		CUST_12810_PI390587928		U35_44k_v1_19519		LOC_Os10g28170.1		gb|EAZ28492.1| 1e-10  hypothetical protein OsJ_011975 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52410.1 3e-12 expressed protein		A_99_P479777		TC421985		0		TC421985		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC421985]

		16696		CUST_28283_PI390587928		U35_44k_v1_16696		-		emb|CAA69915.1| 7e-27  subtilisin-chymotrypsin inhibitor 2 [Hordeum vulgare subsp. vulgare]		LOC_Os01g42860.1 1e-15 subtilisin-chymotrypsin inhibitor 2 putative expressed		A_99_P480952		TC422666		0		TC422666		Rep: Subtilisin-chymotrypsin inhibitor 2 - Hordeum vulgare (Barley), complete [TC422666]

		30373		CUST_18857_PI390587928		U35_44k_v1_30373		LOC_Os03g21380.2		ref|NP_001050012.1| 2e-35  Os03g0331700 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g21380.2 6e-37 calcium-binding protein CAST putative expressed		A_99_P481492		BJ282703		0		TC422914		Rep: Calmodulin-like protein - Cenchrus ciliaris (Buffelgrass) (Pennisetum ciliare), partial (74%) [TC422914]

		16979		CUST_23752_PI390587928		U35_44k_v1_16979		LOC_Os02g07044.1		gb|AAK64575.1| e-177  thiosulfate transferase [Triticum aestivum]		LOC_Os02g07044.1 1e-146 thiosulfate transferase putative expressed		A_99_P481562		BT009290		thiosulfate transferase		TC398180		Triticum aestivum clone wlm0.pk0024.f11:fis, full insert mRNA sequence [BT009290]

		5205		CUST_17416_PI390587928		U35_44k_v1_5205		LOC_Os01g16450.1		ref|NP_001042703.1| e-126  Os01g0270300 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g16450.1 1e-128 peroxidase 24 precursor putative expressed		A_99_P481897		AK333534		0		TC386752		Triticum aestivum cDNA, clone: WT006_L08, cultivar: Chinese Spring [AK333534]

		12558		CUST_6910_PI390587928		U35_44k_v1_12558		LOC_Os09g36350.1		gb|EAZ45473.1| 5e-49  hypothetical protein OsJ_028956 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36350.1 1e-50 endoglucanase 1 precursor putative expressed		A_99_P482012		CA701192		0		TC429160		0

		45844		CUST_202_PI390587928		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		A_99_P482542		TA69812_4565		0		TC423415		0

		15920		CUST_25197_PI390587928		U35_44k_v1_15920		LOC_Os02g53200.2		gb|EAZ04192.1| e-116  hypothetical protein OsI_025424 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35350.3 1e-118 hydrolase hydrolyzing O-glycosyl compounds putative expressed		A_99_P482842		TC423564		0		TC423564		0

		26500		CUST_34112_PI390587928		U35_44k_v1_26500		LOC_Os05g51070.1		gb|EAZ34694.1| 2e-31  hypothetical protein OsJ_018177 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g40200.1 4e-33 ATP binding protein putative expressed		A_99_P483637		CJ598025		0		TC423994		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC423994]

		13105		CUST_8415_PI390587928		U35_44k_v1_13105		LOC_Os03g52380.1		ref|NP_001051177.1| 7e-15  Os03g0734100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52370.1 2e-17 expressed protein		A_99_P484237		TC424317		0		TC424317		Rep: Os03g0789400 protein - Oryza sativa subsp. japonica (Rice), partial (19%) [TC424317]

		15199		CUST_27037_PI390587928		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		A_99_P484672		TA59927_4565		0		TC424561		0

		1516		CUST_36086_PI390587928		U35_44k_v1_1516		-		gb|ABA98006.2| 4e-18  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g25090.2 9e-20 expressed protein		A_99_P484747		TA49897_4565		0		TC424580		Rep: CI2C - Hordeum vulgare (Barley), partial (78%) [TC424580]

		17890		CUST_24362_PI390587928		U35_44k_v1_17890		LOC_Os11g07690.1		gb|EAY80163.1| 4e-62  hypothetical protein OsI_034122 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07690.1 8e-64 disease resistance response protein 206 putative		A_99_P484782		CN009752		0		TC424593		0

		18545		CUST_10634_PI390587928		U35_44k_v1_18545		LOC_Os02g58790.4		ref|NP_001048641.1| e-128  Os02g0834700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g58790.1 1e-130 expressed protein		A_99_P485132		BQ171053		0		TC424790		Rep: Cell division inhibitor-like - Oryza sativa subsp. japonica (Rice), partial (54%) [TC424790]

		16485		CUST_27445_PI390587928		U35_44k_v1_16485		LOC_Os05g06140.1		gb|AAU44159.1| e-176  putative lipase [Oryza sativa (japonica cultivar-group)]		LOC_Os05g06140.1 1e-174 lipase putative expressed		A_99_P485727		TC405805		0		TC405805		Rep: Os05g0153300 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC405805]

		19974		CUST_26553_PI390587928		U35_44k_v1_19974		LOC_Os06g43620.1		ref|NP_001058180.1| e-136  Os06g0643700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43620.1 1e-138 haemolysin-III related family protein expressed		A_99_P486487		TC420331		0		TC420331		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (13%) [TC420331]

		6646		CUST_29974_PI390587928		U35_44k_v1_6646		LOC_Os01g04920.1		gb|EAZ10492.1| 0.0  hypothetical protein OsJ_000317 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g04920.1 0.0 glycosyl transferase group 1 family protein putative expressed		A_99_P486572		CJ619337		0		TC425494		Rep: Sulfoquinovosyldiacylglycerol synthase type 2 - Vigna unguiculata (Cowpea), partial (17%) [TC425494]

		20192		CUST_41122_PI390587928		U35_44k_v1_20192		LOC_Os05g05620.1		gb|EAY96557.1| 2e-68  hypothetical protein OsI_017790 [Oryza sativa (indica cultivar-group)]		LOC_Os05g05620.1 3e-62 glutathione S-transferase GSTF1 putative expressed		A_99_P486677		TC425541		0		TC425541		Rep: Glutathione transferase F3 - Triticum aestivum (Wheat), partial (40%) [TC425541]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P486982		X85228		peroxidase		TC425707		T.aestivum pox2 gene [X85228]

		1781		CUST_12576_PI390587928		U35_44k_v1_1781		LOC_Os12g07490.1		gb|EAY74575.1| 1e-14  hypothetical protein OsI_002422 [Oryza sativa (indica cultivar-group)]		LOC_Os01g38510.1 3e-16 protein transport protein Sec61 beta subunit putative expressed		A_99_P487227		TA55957_4565		0		TC425845		Rep: Os01g0565900 protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC425845]

		25908		CUST_39497_PI390587928		U35_44k_v1_25908		LOC_Os11g38780.1		gb|EAY81495.1| 3e-35  hypothetical protein OsI_035454 [Oryza sativa (indica cultivar-group)]		LOC_Os11g38780.1 1e-36 calcium ion binding protein putative		A_99_P487447		TC425945		0		TC425945		Rep: EF hand family protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC425945]

		4695		CUST_22157_PI390587928		U35_44k_v1_4695		LOC_Os07g39680.2		No hits found		No hits found		A_99_P487532		CV761530		0		TC425981		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		15406		CUST_9982_PI390587928		U35_44k_v1_15406		LOC_Os05g41480.2		ref|NP_001055925.1| e-151  Os05g0494500 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g41480.2 1e-153 plastidic phosphate translocator-like protein1 putative expressed		A_99_P488397		AK333421		0		TC370726		Triticum aestivum cDNA, clone: WT006_G23, cultivar: Chinese Spring [AK333421]

		2920		CUST_17755_PI390587928		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		A_99_P489217		CA653602		0		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		5383		CUST_16596_PI390587928		U35_44k_v1_5383		LOC_Os03g55540.1		sp|Q42430|ZFP1_WHEAT 3e-33  Zinc finger protein 1 (WZF1)		LOC_Os03g55540.1 5e-32 zinc-finger protein 1 putative expressed		A_99_P489622		D16416		zinc-finger protein WZF1		TC426981		Triticum aestivum mRNA for zinc-finger protein WZF1, complete cds [D16416]

		31141		CUST_20092_PI390587928		U35_44k_v1_31141		-		ref|XP_221434.4| 1e-07  PREDICTED: similar to AAT1-alpha [Rattus norvegicus]		LOC_Os02g04540.1 3e-05 vegetative cell wall protein gp1 precursor putative expressed		A_99_P489702		TC427022		0		TC427022		0

		21323		CUST_4261_PI390587928		U35_44k_v1_21323		LOC_Os01g66010.1		ref|NP_001045010.1| 5e-57  Os01g0882800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g66010.1 1e-58 amino acid carrier putative expressed		A_99_P491142		BJ285849		0		0		0

		5121		CUST_28611_PI390587928		U35_44k_v1_5121		LOC_Os02g07690.1		ref|NP_001046037.1| 2e-24  Os02g0173200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07690.1 3e-26 VQ motif family protein expressed		A_99_P491447		CA727688		0		TC427939		0

		39909		CUST_6466_PI390587928		U35_44k_v1_39909		LOC_Os11g17380.1		gb|ABN45792.1| 1e-55  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11780.1 1e-46 serine/threonine protein kinase putative expressed		A_99_P491467		CK211237		0		TC427948		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (71%) [TC427948]

		15380		CUST_31296_PI390587928		U35_44k_v1_15380		LOC_Os12g43380.1		sp|P32937|PR1A_HORVU 3e-89  Pathogenesis-related protein 1A/1B precursor		LOC_Os12g43430.1 2e-55 thaumatin-like protein precursor putative expressed		A_99_P491592		TC428016		0		TC428016		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (83%) [TC428016]

		17735		CUST_25801_PI390587928		U35_44k_v1_17735		LOC_Os03g25330.1		ref|NP_001105580.1| e-146  peroxidase [Zea mays]		LOC_Os03g25330.1 1e-143 peroxidase 66 precursor putative expressed		A_99_P491647		CJ623958		0		TC428044		Rep: Peroxidase - Zea mays (Maize), partial (44%) [TC428044]

		18939		CUST_9612_PI390587928		U35_44k_v1_18939		LOC_Os02g44500.1		emb|CAB59894.1| 6e-95  glutathione peroxidase-like protein GPX15Hv [Hordeum vulgare subsp. vulgare]		LOC_Os04g46960.2 1e-68 phospholipid hydroperoxide glutathione peroxidase putative expressed		A_99_P491687		TA90985_4565		0		TC428069		Rep: Glutathione peroxidase-like protein GPX15Hv - Hordeum vulgare (Barley), partial (61%) [TC428069]

		23760		CUST_30143_PI390587928		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		A_99_P491807		TA69647_4565		0		TC428113		0

		21139		CUST_1163_PI390587928		U35_44k_v1_21139		LOC_Os10g33140.1		ref|NP_001064820.1| e-113  Os10g0469700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33140.1 1e-115 hcrVf2 protein putative expressed		A_99_P492107		CA735391		0		TC428243		0

		5178		CUST_16461_PI390587928		U35_44k_v1_5178		LOC_Os06g47530.1		gb|EAZ02187.1| 2e-37  hypothetical protein OsI_023419 [Oryza sativa (indica cultivar-group)]		LOC_Os06g47530.1 3e-30 serine/threonine-protein kinase receptor precursor putative expressed		A_99_P492252		TC428299		0		TC428299		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		4695		CUST_22157_PI390587928		U35_44k_v1_4695		LOC_Os07g39680.2		No hits found		No hits found		A_99_P493147		TC428714		0		TC428714		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC428714]

		4354		CUST_15241_PI390587928		U35_44k_v1_4354		LOC_Os01g13800.1		gb|EAY73225.1| 1e-88  hypothetical protein OsI_001072 [Oryza sativa (indica cultivar-group)]		LOC_Os01g13800.1 4e-89 receptor-like protein kinase 5 precursor putative expressed		A_99_P493177		TC428717		0		TC428717		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (6%) [TC428717]

		23208		CUST_24395_PI390587928		U35_44k_v1_23208		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-33  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		A_99_P493207		CN011384		0		TC428729		Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC428729]

		147		CUST_26541_PI390587928		U35_44k_v1_147		LOC_Os08g08980.1		gb|AAF34811.1|AF005089_1 e-124  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 precursor putative expressed		A_99_P494027		CA615555		0		TC429073		Rep: Germin E - Hordeum vulgare (Barley), partial (39%) [TC429073]

		1533		CUST_36069_PI390587928		U35_44k_v1_1533		LOC_Os03g50130.1		ref|NP_001051042.1| 5e-62  Os03g0709000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		A_99_P494037		TC429078		0		TC429078		Rep: F1E22.17 - Arabidopsis thaliana (Mouse-ear cress), partial (30%) [TC429078]

		12558		CUST_6910_PI390587928		U35_44k_v1_12558		LOC_Os09g36350.1		gb|EAZ45473.1| 5e-49  hypothetical protein OsJ_028956 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g36350.1 1e-50 endoglucanase 1 precursor putative expressed		A_99_P494237		CA701192		0		TC429160		0

		5248		CUST_3702_PI390587928		U35_44k_v1_5248		LOC_Os01g17390.1		ref|NP_001042756.1| e-112  Os01g0281000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g17390.1 1e-113 cyclin-like F-box putative expressed		A_99_P494522		TC429299		0		TC429299		Rep: ESTs AU081301 - Oryza sativa subsp. japonica (Rice), partial (16%) [TC429299]

		21389		CUST_9237_PI390587928		U35_44k_v1_21389		LOC_Os01g63810.2		gb|EAZ14199.1| 6e-64  hypothetical protein OsJ_004024 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g63810.1 1e-65 starch binding domain containing protein expressed		A_99_P494887		AK332839		0		TC429467		Triticum aestivum cDNA, clone: WT005_A02, cultivar: Chinese Spring [AK332839]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P495072		TA57507_4565		0		TC372351		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		1012		CUST_8915_PI390587928		U35_44k_v1_1012		LOC_Os03g62090.1		gb|AAR29964.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os03g62090.1 0.0 CESA5 - cellulose synthase expressed		A_99_P495707		TA54541_4565		0		TC429805		0

		266		CUST_16516_PI390587928		U35_44k_v1_266		LOC_Os03g50520.1		gb|AAL58207.1|AC090882_10 0.0  putative GTP-binding protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50520.1 0.0 dynamin-related protein 1C putative expressed		A_99_P496902		CK166816		0		TC430354		Rep: Os03g0713100 protein - Oryza sativa subsp. japonica (Rice), partial (48%) [TC430354]

		15816		CUST_29140_PI390587928		U35_44k_v1_15816		LOC_Os04g59330.1		emb|CAJ86345.1| e-110  H0814G11.12 [Oryza sativa (indica cultivar-group)]		LOC_Os04g59330.1 1e-110 expressed protein		A_99_P497672		CJ799974		0		TC430678		CJ799974 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct18n22 5', mRNA sequence [CJ799974]

		20156		CUST_41204_PI390587928		U35_44k_v1_20156		LOC_Os03g47740.3		gb|AAK00972.1|AC079736_12 0.0  putative homeodomain protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g47740.3 0.0 BEL1-related homeotic protein 30 putative expressed		A_99_P497732		CJ518687		0		TC430693		Rep: Benzothiadiazole-induced homeodomain protein 1 - Oryza sativa subsp. indica (Rice), partial (31%) [TC430693]

		8265		CUST_27871_PI390587928		U35_44k_v1_8265		LOC_Os01g06060.1		gb|EAZ10588.1| 4e-38  hypothetical protein OsJ_000413 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g06060.1 8e-40 gibberellin receptor GID1L2 putative expressed		A_99_P498297		TC430957		0		TC430957		0

		3138		CUST_5316_PI390587928		U35_44k_v1_3138		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		A_99_P498477		AY064480		glutathione-S-transferase Cla47		TC431059		Triticum aestivum glutathione-S-transferase Cla47 mRNA, complete cds [AY064480]

		14190		CUST_35466_PI390587928		U35_44k_v1_14190		LOC_Os03g20370.1		ref|NP_001042688.1| 4e-79  Os01g0267900 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g48780.1 1e-80 calmodulin putative expressed		A_99_P499032		CA617688		0		TC431299		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (63%) [TC431299]

		5851		CUST_39239_PI390587928		U35_44k_v1_5851		LOC_Os01g39330.1		dbj|BAB90265.1| 5e-77  basic helix-loop-helix (bHLH) family protein-like [Oryza sativa Japonica Group]		LOC_Os01g39330.1 1e-78 helix-loop-helix DNA-binding domain containing protein expressed		A_99_P499177		TC431378		0		TC431378		0

		12880		CUST_11973_PI390587928		U35_44k_v1_12880		LOC_Os09g20980.1		ref|NP_001063044.1| 5e-34  Os09g0376700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20980.1 1e-35 RING-H2 finger protein ATL5I putative expressed		A_99_P499322		AK333778		0		TC431450		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		49430		CUST_33888_PI390587928		U35_44k_v1_49430		LOC_Os06g07100.2		gb|EAZ35957.1| 1e-25  hypothetical protein OsJ_019440 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		A_99_P499322		AK333778		0		TC431450		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		1701		CUST_10244_PI390587928		U35_44k_v1_1701		LOC_Os04g24220.3		emb|CAD40527.2| 0.0  OSJNBa0023J03.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		A_99_P499857		AK334194		0		TC431666		Triticum aestivum cDNA, clone: WT009_G06, cultivar: Chinese Spring [AK334194]

		31163		CUST_12503_PI390587928		U35_44k_v1_31163		LOC_Os06g08170.1		gb|EAZ36030.1| 5e-35  hypothetical protein OsJ_019513 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08170.1 1e-36 sugar porter/ transporter putative expressed		A_99_P500487		TC431930		0		TC431930		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC431930]

		21092		CUST_10113_PI390587928		U35_44k_v1_21092		LOC_Os02g20970.1		gb|EAY85558.1| 2e-35  hypothetical protein OsI_006791 [Oryza sativa (indica cultivar-group)]		LOC_Os02g20970.1 7e-37 C2 domain containing protein expressed		A_99_P501307		0		0		0		0

		19974		CUST_26553_PI390587928		U35_44k_v1_19974		LOC_Os06g43620.1		ref|NP_001058180.1| e-136  Os06g0643700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43620.1 1e-138 haemolysin-III related family protein expressed		A_99_P501587		TC432422		0		TC432422		Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC432422]

		6177		CUST_24452_PI390587928		U35_44k_v1_6177		LOC_Os03g10180.1		ref|NP_001049277.1| e-138  Os03g0198300 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g10180.1 1e-139 expressed protein		A_99_P502447		AK332762		0		0		Triticum aestivum cDNA, clone: WT004_N01, cultivar: Chinese Spring [AK332762]

		16372		CUST_33022_PI390587928		U35_44k_v1_16372		LOC_Os08g04620.1		gb|EAZ41478.1| 7e-79  hypothetical protein OsJ_024961 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04620.1 1e-80 structural molecule putative expressed		A_99_P502597		AK331708		0		TC432842		Triticum aestivum cDNA, clone: WT002_C16, cultivar: Chinese Spring [AK331708]

		19292		CUST_17941_PI390587928		U35_44k_v1_19292		LOC_Os03g46260.3		ref|NP_001050841.1| 2e-99  Os03g0665200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g46260.1 1e-101 expressed protein		A_99_P503332		TC433125		0		TC433125		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC433125]

		48172		CUST_19248_PI390587928		U35_44k_v1_48172		LOC_Os02g46980.1		gb|EAY87169.1| 7e-23  hypothetical protein OsI_008402 [Oryza sativa (indica cultivar-group)]		LOC_Os02g46980.1 8e-24 pentatricopeptide repeat-containing protein putative expressed		A_99_P504077		BQ172290		0		TC433496		Rep: Selenium-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC433496]

		48091		CUST_33620_PI390587928		U35_44k_v1_48091		LOC_Os04g48130.1		emb|CAO63691.1| 6e-11  unnamed protein product [Vitis vinifera]		LOC_Os04g48130.1 4e-11 membrane protein putative expressed		A_99_P504107		TC433513		0		TC433513		Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC433513]

		17226		CUST_17253_PI390587928		U35_44k_v1_17226		LOC_Os12g02960.1		ref|NP_001066031.1| 5e-66  Os12g0123200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02960.1 9e-68 glutathione S-transferase putative expressed		A_99_P504637		TC433759		0		TC433759		0

		21113		CUST_1191_PI390587928		U35_44k_v1_21113		LOC_Os09g32510.5		gb|EAZ09639.1| 4e-81  hypothetical protein OsI_030871 [Oryza sativa (indica cultivar-group)]		LOC_Os09g32510.5 8e-83 BHLH transcription factor putative expressed		A_99_P505057		BQ579407		0		TC440468		Rep: Os09g0501600 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC440468]

		15274		CUST_10491_PI390587928		U35_44k_v1_15274		LOC_Os03g48780.1		emb|CAA74595.1| e-125  oxalate oxidase [Hordeum vulgare]		LOC_Os03g48780.1 5e-96 oxalate oxidase 2 precursor putative expressed		A_99_P505304		Y09917		pSBGer3 protein		TC434054		T.aestivum mRNA for germin-like protein 3 [Y09917]

		16077		CUST_18880_PI390587928		U35_44k_v1_16077		LOC_Os04g52830.1		gb|EAY95591.1| 0.0  hypothetical protein OsI_016824 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52830.1 0.0 kelch motif family protein expressed		A_99_P505547		TA69421_4565		0		TC434140		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC434140]

		18996		CUST_26453_PI390587928		U35_44k_v1_18996		LOC_Os05g50110.1		ref|NP_001056403.1| 4e-27  Os05g0576700 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g50110.1 8e-29 oleosin Bn-V putative expressed		A_99_P505632		BQ807196		0		TC385078		Rep: Pollen oleosin - Lilium longiflorum (Trumpet lily), partial (40%) [TC385078]

		19121		CUST_39645_PI390587928		U35_44k_v1_19121		LOC_Os03g15790.1		ref|NP_001049642.1| 5e-57  Os03g0264600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15790.1 1e-58 nucleic acid binding protein putative expressed		A_99_P506102		TC434405		0		TC434405		Rep: HDC15396 - Drosophila melanogaster (Fruit fly), partial (7%) [TC434405]

		15199		CUST_27037_PI390587928		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		A_99_P506462		TA59924_4565		0		TC434555		0

		773		CUST_6611_PI390587928		U35_44k_v1_773		LOC_Os11g37950.1		sp|P28814|BARW_HORVU 3e-72  Barwin		LOC_Os11g37950.1 2e-66 win2 precursor putative expressed		A_99_P506467		TA61042_4565		0		TC450313		0

		5985		CUST_18115_PI390587928		U35_44k_v1_5985		LOC_Os01g31980.2		ref|NP_001043143.1| 0.0  Os01g0504500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g31980.2 0.0 transparent testa 12 protein putative expressed		A_99_P507122		TC434830		0		TC434830		0

		23760		CUST_30143_PI390587928		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		A_99_P507147		CJ637836		0		TC434821		0

		6928		CUST_476_PI390587928		U35_44k_v1_6928		LOC_Os03g55380.1		ref|NP_001051355.1| e-128  Os03g0761900 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g55380.1 1e-129 prolyl 4-hydroxylase putative expressed		A_99_P507332		TC434897		0		TC434897		Rep: Prolyl 4-hydroxylase - Nicotiana tabacum (Common tobacco), partial (29%) [TC434897]

		21356		CUST_4908_PI390587928		U35_44k_v1_21356		LOC_Os06g28124.1		ref|NP_001057635.1| 4e-66  Os06g0475400 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g28124.1 8e-68 glycosyltransferase putative expressed		A_99_P507352		AK333330		0		TC434915		Triticum aestivum cDNA, clone: WT006_D10, cultivar: Chinese Spring [AK333330]

		1307		CUST_36918_PI390587928		U35_44k_v1_1307		LOC_Os02g52314.1		ref|NP_001048190.1| 2e-78  Os02g0760500 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g52314.1 3e-80 ER6 protein putative expressed		A_99_P508072		TA72341_4565		0		TC435207		0

		3093		CUST_39048_PI390587928		U35_44k_v1_3093		LOC_Os08g39350.1		ref|NP_001062173.1| e-131  Os08g0503200 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g39350.1 1e-133 glycerophosphoryl diester phosphodiesterase family protein putative expressed		A_99_P508307		TC428795		0		TC428795		Rep: Os12g0456700 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC428795]

		17121		CUST_41412_PI390587928		U35_44k_v1_17121		LOC_Os01g45140.1		ref|NP_001043671.1| 0.0  Os01g0638000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		A_99_P508312		TC435322		0		TC435322		0

		3641		CUST_21711_PI390587928		U35_44k_v1_3641		LOC_Os09g33780.1		gb|EAZ12775.1| 1e-75  hypothetical protein OsJ_002600 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g33780.1 2e-77 expressed protein		A_99_P508587		TC435438		0		TC435438		Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC435438]

		27334		CUST_31374_PI390587928		U35_44k_v1_27334		LOC_Os12g43430.1		gb|AAK55323.2|AF355455_1 1e-71  thaumatin-like protein TLP4 [Hordeum vulgare]		LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor putative expressed		A_99_P509202		TA55707_4565		0		TC413450		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), partial (66%) [TC413450]

		3138		CUST_5316_PI390587928		U35_44k_v1_3138		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		A_99_P509312		CA683243		0		TC435777		Rep: Glutathione S-transferase GST 39 - Zea mays (Maize), partial (44%) [TC435777]

		14351		CUST_3805_PI390587928		U35_44k_v1_14351		LOC_Os07g48020.1		gb|AAW52717.1| e-149  peroxidase 3 [Triticum monococcum]		LOC_Os07g48030.1 1e-121 peroxidase 2 precursor putative expressed		A_99_P509832		X85228		peroxidase		TC425707		T.aestivum pox2 gene [X85228]

		3677		CUST_16956_PI390587928		U35_44k_v1_3677		LOC_Os04g15690.1		ref|NP_001052286.1| 5e-89  Os04g0227500 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g15690.1 9e-91 DSBA-like thioredoxin domain containing protein expressed		A_99_P510432		CD878990		0		TC436264		Rep: Glucose-6-phosphate 1-dehydrogenase - Hordeum vulgare (Barley), partial (19%) [TC436264]

		16744		CUST_31924_PI390587928		U35_44k_v1_16744		LOC_Os03g20380.1		ref|NP_001049949.1| 0.0  Os03g0319400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		A_99_P510492		TC436292		0		TC436292		0

		47914		CUST_33365_PI390587928		U35_44k_v1_47914		LOC_Os04g27850.1		emb|CAH66506.1| 3e-17  OSIGBa0111I14.1 [Oryza sativa (indica cultivar-group)]		LOC_Os04g27850.1 7e-19 prolyl 4-hydroxylase alpha-1 subunit putative expressed		A_99_P510637		TC436358		0		TC436358		Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC436358]

		42343		CUST_18875_PI390587928		U35_44k_v1_42343		LOC_Os10g04520.1		gb|EAY77628.1| 1e-15  hypothetical protein OsI_031587 [Oryza sativa (indica cultivar-group)]		LOC_Os10g04520.1 3e-17 expressed protein		A_99_P511572		TC436766		0		TC436766		0

		19974		CUST_26553_PI390587928		U35_44k_v1_19974		LOC_Os06g43620.1		ref|NP_001058180.1| e-136  Os06g0643700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g43620.1 1e-138 haemolysin-III related family protein expressed		A_99_P511722		TC436852		0		TC436852		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (19%) [TC436852]

		6761		CUST_27427_PI390587928		U35_44k_v1_6761		LOC_Os01g43851.1		gb|EAY75047.1| e-113  hypothetical protein OsI_002894 [Oryza sativa (indica cultivar-group)]		LOC_Os01g43851.1 1e-114 cytochrome P450 72A1 putative expressed		A_99_P512297		TC437075		0		TC437075		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC437075]

		5295		CUST_13990_PI390587928		U35_44k_v1_5295		LOC_Os01g57220.2		ref|NP_001044437.1| 6e-61  Os01g0780500 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g57220.2 1e-62 SC3 protein putative expressed		A_99_P513682		TA50955_4565		0		TC437713		0

		7289		CUST_12065_PI390587928		U35_44k_v1_7289		LOC_Os11g03900.1		gb|EAZ19550.1| e-131  hypothetical protein OsJ_033759 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g03720.2 1e-132 glucosamine--fructose-6-phosphate aminotransferase putative expressed		A_99_P513802		TA85045_4565		0		TC437766		Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC437766]

		17613		CUST_31672_PI390587928		U35_44k_v1_17613		LOC_Os05g06440.1		gb|EAY96619.1| e-163  hypothetical protein OsI_017852 [Oryza sativa (indica cultivar-group)]		LOC_Os05g06440.1 1e-165 dnaJ homolog subfamily B member 11 precursor putative expressed		A_99_P514047		TA74605_4565		0		TC437879		0

		3169		CUST_38451_PI390587928		U35_44k_v1_3169		LOC_Os01g47780.1		gb|ABI95404.1| 1e-66  fasciclin-like protein FLA14 [Triticum aestivum]		LOC_Os01g47780.1 3e-64 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P514862		CJ733083		0		TC447367		Rep: Fasciclin-like protein FLA14 - Triticum aestivum (Wheat), partial (11%) [TC447367]

		272		CUST_16492_PI390587928		U35_44k_v1_272		LOC_Os03g40270.1		emb|CAA77237.1| 0.0  reversibly glycosylated polypeptide [Triticum aestivum]		LOC_Os03g40270.1 0.0 alpha-14-glucan-protein synthase putative expressed		A_99_P514937		CA726128		0		TC438302		Rep: Reversibly glycosylated polypeptide - Triticum aestivum (Wheat), partial (63%) [TC438302]

		5121		CUST_28611_PI390587928		U35_44k_v1_5121		LOC_Os02g07690.1		ref|NP_001046037.1| 2e-24  Os02g0173200 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g07690.1 3e-26 VQ motif family protein expressed		A_99_P516112		TC438811		0		TC438811		0

		24551		CUST_25945_PI390587928		U35_44k_v1_24551		LOC_Os06g03500.1		emb|CAD45030.1| 1e-55  NBS-LRR disease resistance protein homologue [Hordeum vulgare]		LOC_Os06g03500.1 2e-53 NBS-LRR disease resistance protein putative		A_99_P516232		TC438877		0		TC438877		Rep: NBS-LRR type R protein, Nbs4-Pi - Oryza sativa subsp. indica (Rice), partial (31%) [TC438877]

		1851		CUST_36377_PI390587928		U35_44k_v1_1851		LOC_Os02g41510.1		ref|NP_001047474.1| 2e-78  Os02g0624300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g41510.1 3e-80 myb-related protein Myb4 putative expressed		A_99_P517172		CD883332		0		TC439362		Rep: Myb4 transcription factor - Hordeum vulgare (Barley), partial (20%) [TC439362]

		4393		CUST_6333_PI390587928		U35_44k_v1_4393		LOC_Os07g35310.1		gb|EAZ04196.1| e-176  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		A_99_P517302		TC439416		0		TC439416		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (89%) [TC439416]

		15288		CUST_10452_PI390587928		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		A_99_P518057		CD870161		0		TC439736		AZO2.113K07F010115 AZO2 Triticum aestivum cDNA clone AZO2113K07, mRNA sequence [CD870161]

		25928		CUST_39461_PI390587928		U35_44k_v1_25928		LOC_Os10g37160.1		gb|EAY79199.1| 1e-55  hypothetical protein OsI_033158 [Oryza sativa (indica cultivar-group)]		LOC_Os10g37110.1 8e-57 transposon protein putative unclassified expressed		A_99_P518172		TC439806		0		TC439806		0

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P519152		CK161960		wali5 protein		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P519212		DR739931		0		TC440087		FGAS000197 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739931]

		24669		CUST_10055_PI390587928		U35_44k_v1_24669		LOC_Os06g06350.1		gb|ABL11229.1| 0.0  putative acyl-CoA synthetase [Hordeum vulgare subsp. vulgare]		LOC_Os06g06350.1 0.0 ACS-like protein putative expressed		A_99_P519517		TA110466_4565		0		TC440245		Rep: ACS-like protein - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (23%) [TC440245]

		22404		CUST_16547_PI390587928		U35_44k_v1_22404		LOC_Os02g15120.1		ref|NP_001046437.1| 1e-46  Os02g0249300 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g15120.1 2e-48 RING-H2 finger protein ATL1N precursor putative expressed		A_99_P522432		BE489301		0		TC441497		WHE1076_E03_I06ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1076_E03_I06, mRNA sequence [BE489301]

		7160		CUST_37037_PI390587928		U35_44k_v1_7160		LOC_Os01g10210.1		gb|EAY72902.1| 4e-31  hypothetical protein OsI_000749 [Oryza sativa (indica cultivar-group)]		LOC_Os01g10210.1 8e-33 expressed protein		A_99_P523022		BE429724		0		TC441731		0

		21110		CUST_4714_PI390587928		U35_44k_v1_21110		LOC_Os01g14810.1		emb|CAO70936.1| 2e-39  unnamed protein product [Vitis vinifera]		LOC_Os01g14810.1 4e-49 5-nucleotidase putative expressed		A_99_P523732		TC442010		0		TC442010		0

		8789		CUST_14554_PI390587928		U35_44k_v1_8789		LOC_Os01g70100.1		gb|EAY77045.1| 3e-74  hypothetical protein OsI_004892 [Oryza sativa (indica cultivar-group)]		LOC_Os01g70100.1 2e-74 palmitoyltransferase ZDHHC9 putative expressed		A_99_P525902		AK334745		0		TC442888		Triticum aestivum cDNA, clone: WT010_O13, cultivar: Chinese Spring [AK334745]

		5870		CUST_39220_PI390587928		U35_44k_v1_5870		LOC_Os07g25810.1		ref|XP_001621682.1| 2e-07  hypothetical protein NEMVEDRAFT_v1g144035 [Nematostella vectensis]		No hits found		A_99_P526212		TC443019		0		TC443019		Rep: Glycin-rich protein - Vigna unguiculata (Cowpea), partial (15%) [TC443019]

		27142		CUST_26205_PI390587928		U35_44k_v1_27142		LOC_Os05g35010.1		gb|EAZ41245.1| 1e-50  hypothetical protein OsJ_024728 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g01490.1 3e-52 cytochrome P450 71C4 putative expressed		A_99_P526832		TC442914		0		TC442914		Rep: Cytochrome P450 - Triticum monococcum subsp. aegilopoides, partial (14%) [TC442914]

		1405		CUST_7741_PI390587928		U35_44k_v1_1405		LOC_Os12g13320.1		ref|NP_001066459.1| 0.0  Os12g0235800 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g13320.1 0.0 argininosuccinate synthase chloroplast precursor putative expressed		A_99_P526887		BU100312		0		TC434001		Rep: Argininosuccinate synthase - Oryza sativa subsp. indica (Rice), partial (18%) [TC434001]

		14951		CUST_4545_PI390587928		U35_44k_v1_14951		LOC_Os08g09040.1		gb|AAG00425.1|AF250933_1 e-122  germin A [Hordeum vulgare]		LOC_Os08g08990.1 1e-105 germin-like protein subfamily 1 member 11 precursor putative expressed		A_99_P527802		DR740444		germin-like protein		TC441023		FGAS000391 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740444]

		2770		CUST_1896_PI390587928		U35_44k_v1_2770		LOC_Os05g48900.1		gb|ABI95405.1| 6e-81  fasciclin-like protein FLA15 [Triticum aestivum]		LOC_Os05g48900.1 4e-60 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P528492		AK332545		0		TC443944		Triticum aestivum cDNA, clone: WT004_E01, cultivar: Chinese Spring [AK332545]

		1762		CUST_4673_PI390587928		U35_44k_v1_1762		LOC_Os08g41290.1		ref|NP_001062287.1| 7e-71  Os08g0524400 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g41290.1 1e-72 AIR12 putative expressed		A_99_P528777		CA703311		0		TC444015		Rep: Os09g0501100 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC444015]

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P529162		CK161960		wali5 protein		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		1801		CUST_21609_PI390587928		U35_44k_v1_1801		LOC_Os04g54810.1		gb|AAK38481.1| 0.0  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		A_99_P529327		AK336248		0		TC444220		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		21113		CUST_1191_PI390587928		U35_44k_v1_21113		LOC_Os09g32510.5		gb|EAZ09639.1| 4e-81  hypothetical protein OsI_030871 [Oryza sativa (indica cultivar-group)]		LOC_Os09g32510.5 8e-83 BHLH transcription factor putative expressed		A_99_P529522		TC444366		0		TC444366		0

		1517		CUST_36085_PI390587928		U35_44k_v1_1517		LOC_Os03g59550.1		gb|ABA98006.2| 2e-17  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os12g25090.2 5e-19 expressed protein		A_99_P529562		TA52674_4565		0		TC444302		0

		23566		CUST_16716_PI390587928		U35_44k_v1_23566		LOC_Os07g48260.1		emb|CAH68820.1| 3e-56  putative WRKY4 protein [Hordeum vulgare subsp. vulgare]		LOC_Os07g48260.1 1e-39 OsWRKY47 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P530752		CJ670590		0		TC444840		CJ670590 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv2p04 5', mRNA sequence [CJ670590]

		43536		CUST_30446_PI390587928		U35_44k_v1_43536		LOC_Os01g53040.1		gb|EAY75714.1| 5e-18  hypothetical protein OsI_003561 [Oryza sativa (indica cultivar-group)]		LOC_Os01g53040.1 4e-19 OsWRKY14 - Superfamily of rice TFs having WRKY and zinc finger domains expressed		A_99_P531027		TC445029		0		TC445029		Rep: Os04g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (13%) [TC445029]

		8264		CUST_27872_PI390587928		U35_44k_v1_8264		LOC_Os04g28390.1		gb|EAY93683.1| 6e-09  hypothetical protein OsI_014916 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28390.1 2e-10 hypothetical protein		A_99_P531552		TC445209		0		TC445209		Rep: IstB domain protein ATP-binding protein - Methylobacterium chloromethanicum CM4, partial (5%) [TC445209]

		882		CUST_31970_PI390587928		U35_44k_v1_882		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		A_99_P531582		TC445162		0		TC445162		Rep: Chitinase - Hordeum vulgare (Barley), partial (38%) [TC445162]

		39932		CUST_18075_PI390587928		U35_44k_v1_39932		LOC_Os01g67054.1		No hits found		No hits found		A_99_P533027		TC445779		0		TC445779		Rep: Os05g0507300 protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC445779]

		3941		CUST_23066_PI390587928		U35_44k_v1_3941		-		ref|NP_001060957.1| 3e-35  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 7e-37 blue copper protein precursor putative expressed		A_99_P533597		TC445978		0		TC445978		0

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P533842		L28009		wali6 protein		TC409372		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		23362		CUST_16902_PI390587928		U35_44k_v1_23362		LOC_Os03g07200.2		gb|ABF94181.1| 1e-46  expressed protein [Oryza sativa (japonica cultivar-group)]		LOC_Os03g07200.2 3e-48 expressed protein		A_99_P534392		TA101912_4565		0		TC446276		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC434849]

		16545		CUST_19782_PI390587928		U35_44k_v1_16545		LOC_Os08g44370.1		ref|NP_001062489.1| e-167  Os08g0557900 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44370.1 1e-169 pyrimidine-specific ribonucleoside hydrolase rihA putative expressed		A_99_P534582		CK210455		0		TC446380		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		17485		CUST_22510_PI390587928		U35_44k_v1_17485		LOC_Os03g64050.1		gb|EAZ29369.1| 2e-25  hypothetical protein OsJ_012852 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g64050.1 5e-27 receptor protein kinase-like protein putative expressed		A_99_P534702		CK205659		0		TC446416		0

		5546		CUST_13713_PI390587928		U35_44k_v1_5546		LOC_Os03g53200.1		gb|EAZ28546.1| 1e-71  hypothetical protein OsJ_012029 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g53200.1 1e-72 calmodulin putative expressed		A_99_P535312		TC446674		0		TC446674		Rep: Histone H2A - Oryza sativa subsp. japonica (Rice), partial (38%) [TC446674]

		30706		CUST_37125_PI390587928		U35_44k_v1_30706		LOC_Os10g37190.1		No hits found		LOC_Os10g37190.1 9e-05 protein kinase domain containing protein expressed		A_99_P535752		TC446835		0		TC446835		0

		17017		CUST_20178_PI390587928		U35_44k_v1_17017		LOC_Os07g08070.1		gb|EAY84839.1| 2e-42  hypothetical protein OsI_006072 [Oryza sativa (indica cultivar-group)]		LOC_Os02g09990.1 1e-43 TMV response-related gene product putative expressed		A_99_P536052		TC447000		0		TC447000		0

		4763		CUST_15952_PI390587928		U35_44k_v1_4763		LOC_Os05g33940.1		gb|EAY98033.1| e-118  hypothetical protein OsI_019266 [Oryza sativa (indica cultivar-group)]		LOC_Os05g33940.1 1e-119 hsr203J putative expressed		A_99_P536337		CK196320		0		TC447100		Rep: Cell death associated protein - Oryza sativa subsp. japonica (Rice), partial (66%) [TC447100]

		402		CUST_35769_PI390587928		U35_44k_v1_402		LOC_Os01g71080.1		gb|ABU55396.1| 7e-72  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 7e-67 xylanase inhibitor TAXI-IV putative expressed		A_99_P537337		BE405360		0		TC447414		Rep: Xylanase inhibitor 801OS - Triticum aestivum (Wheat), partial (26%) [TC447414]

		16102		CUST_16530_PI390587928		U35_44k_v1_16102		LOC_Os03g43410.1		ref|NP_001067210.1| 4e-60  Os12g0601400 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g40900.1 7e-62 OsIAA31 - Auxin-responsive Aux/IAA gene family member expressed		A_99_P539957		CA644601		0		TC448460		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (23%) [TC448460]

		7883		CUST_39868_PI390587928		U35_44k_v1_7883		LOC_Os03g43684.1		gb|EAY91136.1| 1e-84  hypothetical protein OsI_012369 [Oryza sativa (indica cultivar-group)]		LOC_Os03g43684.1 5e-85 expressed protein		A_99_P540867		CJ561551		0		TC448726		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC448726]

		21551		CUST_40824_PI390587928		U35_44k_v1_21551		LOC_Os09g30486.1		gb|ABI95399.1| 9e-83  fasciclin-like protein FLA9 [Triticum aestivum]		LOC_Os09g30486.1 5e-74 fasciclin-like arabinogalactan protein 7 precursor putative expressed		A_99_P541627		TA85555_4565		0		TC449136		0

		5380		CUST_16599_PI390587928		U35_44k_v1_5380		LOC_Os04g43070.1		gb|AAR27052.1| e-103  ammonium transporter [Triticum aestivum]		LOC_Os04g43070.1 3e-97 ammonium transporter 1 member 2 putative expressed		A_99_P542182		BT009318		ammonium transporter		TC436665		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		22147		CUST_19489_PI390587928		U35_44k_v1_22147		LOC_Os05g39070.1		gb|EAY98360.1| 4e-93  hypothetical protein OsI_019593 [Oryza sativa (indica cultivar-group)]		LOC_Os01g61640.1 6e-91 CTD small phosphatase-like protein putative expressed		A_99_P543207		TC449712		0		TC449712		0

		10998		CUST_33485_PI390587928		U35_44k_v1_10998		-		No hits found		No hits found		A_99_P543552		TC449849		0		TC449849		0

		675		CUST_19578_PI390587928		U35_44k_v1_675		LOC_Os09g27830.1		ref|NP_001063331.1| 0.0  Os09g0451500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g27830.1 0.0 OsPDIL2-3 - Oryza sativa protein disulfide isomerase expressed		A_99_P543757		TC409537		0		TC409537		Rep: Protein disulfide isomerase - Zea mays (Maize), partial (98%) [TC409537]

		36534		CUST_25931_PI390587928		U35_44k_v1_36534		LOC_Os05g28290.1		ref|NP_001055275.1| 7e-47  Os05g0350600 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g28290.1 2e-48 ran-binding protein 1 homolog c putative expressed		A_99_P543757		TC409537		0		TC409537		Rep: Protein disulfide isomerase - Zea mays (Maize), partial (98%) [TC409537]

		24186		CUST_26010_PI390587928		U35_44k_v1_24186		LOC_Os02g43670.1		gb|EAZ24036.1| 2e-26  hypothetical protein OsJ_007519 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43670.1 4e-28 transferase family protein expressed		A_99_P544362		TC449855		0		TC449855		0

		21440		CUST_39634_PI390587928		U35_44k_v1_21440		LOC_Os02g43670.1		ref|NP_001047605.1| 7e-28  Os02g0653400 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g43670.1 3e-29 transferase family protein expressed		A_99_P544362		TC449855		0		TC449855		0

		18131		CUST_15098_PI390587928		U35_44k_v1_18131		LOC_Os02g51400.1		gb|EAY87534.1| 2e-88  hypothetical protein OsI_008767 [Oryza sativa (indica cultivar-group)]		LOC_Os02g51400.1 6e-90 ATPase AAA family protein expressed		A_99_P544917		TC450346		0		TC450346		Rep: Transitional endoplasmic reticulum ATPase-like - Oryza sativa subsp. japonica (Rice), partial (19%) [TC450346]

		4653		CUST_33742_PI390587928		U35_44k_v1_4653		LOC_Os06g40650.4		ref|NP_001058043.1| 7e-80  Os06g0608800 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g40650.2 1e-81 copine-1 putative expressed		A_99_P545312		CA638485		0		TC439328		Rep: Chromosome undetermined scaffold_435, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC439328]

		23881		CUST_29813_PI390587928		U35_44k_v1_23881		LOC_Os06g13870.1		gb|EAZ36482.1| 3e-28  hypothetical protein OsJ_019965 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g13870.1 8e-30 immediate-early fungal elicitor protein CMPG1 putative expressed		A_99_P545842		TC450709		0		TC450709		0

		20579		CUST_17573_PI390587928		U35_44k_v1_20579		LOC_Os06g50030.1		dbj|BAD54109.1| e-152  putative calcium/calmodulin-dependent protein kinase [Oryza sativa Japonica Group]		LOC_Os10g36710.1 1e-137 CDPK-related protein kinase putative expressed		A_99_P546052		TC450783		0		TC450783		Rep: Os06g0714200 protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC450783]

		24269		CUST_32342_PI390587928		U35_44k_v1_24269		LOC_Os04g08550.1		ref|NP_001052139.1| 2e-61  Os04g0167800 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g08550.1 5e-63 NAD(P)H-dependent oxidoreductase putative expressed		A_99_P546182		AK331067		0		TC450768		Triticum aestivum cDNA, clone: SET5_P20, cultivar: Chinese Spring [AK331067]

		25188		CUST_41639_PI390587928		U35_44k_v1_25188		LOC_Os04g52600.1		gb|EAY95563.1| e-125  hypothetical protein OsI_016796 [Oryza sativa (indica cultivar-group)]		LOC_Os04g52600.1 1e-124 protein kinase domain containing protein expressed		A_99_P546272		CD925172		0		TC450865		Rep: Os04g0616600 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC450865]

		15274		CUST_10491_PI390587928		U35_44k_v1_15274		LOC_Os03g48780.1		emb|CAA74595.1| e-125  oxalate oxidase [Hordeum vulgare]		LOC_Os03g48780.1 5e-96 oxalate oxidase 2 precursor putative expressed		A_99_P546587		Y09917		pSBGer3 protein		TC450974		T.aestivum mRNA for germin-like protein 3 [Y09917]

		37165		CUST_41635_PI390587928		U35_44k_v1_37165		LOC_Os04g48460.1		gb|EAZ31612.1| 2e-42  hypothetical protein OsJ_015095 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g48460.1 2e-43 cytochrome P450 86A1 putative expressed		A_99_P546787		BQ162030		0		TC413445		Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC413445]

		1012		CUST_8915_PI390587928		U35_44k_v1_1012		LOC_Os03g62090.1		gb|AAR29964.1| 0.0  putative cellulose synthase catalytic subunit [Hordeum vulgare]		LOC_Os03g62090.1 0.0 CESA5 - cellulose synthase expressed		A_99_P547632		TA54738_4565		0		TC388265		Rep: Cellulose synthase-7 - Zea mays (Maize), partial (59%) [TC388265]

		5174		CUST_16465_PI390587928		U35_44k_v1_5174		-		gb|EAZ36640.1| e-178  hypothetical protein OsJ_020123 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04420.1 1e-106 nodulation receptor kinase precursor putative expressed		A_99_P547922		TA92861_4565		0		TC451496		Rep: Os06g0283300 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC451496]

		38937		CUST_4476_PI390587928		U35_44k_v1_38937		LOC_Os04g34460.1		ref|NP_001052788.1| 2e-42  Os04g0422000 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g34460.1 4e-44 structural molecule putative expressed		A_99_P548362		TA69188_4565		0		TC451676		0

		21326		CUST_4258_PI390587928		U35_44k_v1_21326		LOC_Os01g11520.1		gb|EAY73008.1| 7e-31  hypothetical protein OsI_000855 [Oryza sativa (indica cultivar-group)]		LOC_Os01g11520.1 3e-32 RING-H2 finger protein ATL5I putative expressed		A_99_P548687		CD870460		0		TC451806		0

		17331		CUST_40583_PI390587928		U35_44k_v1_17331		LOC_Os01g70380.1		ref|NP_001045279.1| 0.0  Os01g0928800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g70380.1 0.0 serine palmitoyltransferase 2 putative expressed		A_99_P548757		CV065997		0		TC451812		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC451812]

		3375		CUST_14409_PI390587928		U35_44k_v1_3375		-		gb|ABA95697.1| 9e-06  RNA recognition motif, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g02970.1 2e-07 RNA binding protein putative		A_99_P549322		0		0		0		0

		7157		CUST_37040_PI390587928		U35_44k_v1_7157		LOC_Os10g36924.1		gb|EAZ16668.1| e-117  hypothetical protein OsJ_030877 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g36924.1 1e-119 aquaporin NIP5.1 putative expressed		A_99_P550852		TC452585		0		TC452585		Rep: Aquaporin NIP3-1 - Oryza sativa subsp. japonica (Rice), partial (20%) [TC452585]

		8221		CUST_27912_PI390587928		U35_44k_v1_8221		LOC_Os03g14110.1		gb|AAB36543.1| 1e-19  DnaJ-like protein [Phaseolus vulgaris]		LOC_Os08g43490.1 1e-19 chaperone protein dnaJ 11 chloroplast precursor putative expressed		A_99_P550937		CV766143		0		TC452624		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC452624]

		14645		CUST_10900_PI390587928		U35_44k_v1_14645		LOC_Os01g04040.1		gb|AAS49905.2| 3e-42  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 4e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		A_99_P551077		TA62846_4565		0		TC397627		0

		6648		CUST_29972_PI390587928		U35_44k_v1_6648		LOC_Os02g12870.1		gb|EAZ22274.1| 1e-64  hypothetical protein OsJ_005757 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g12870.1 3e-66 expressed protein		A_99_P551347		AK332358		0		TC452772		Triticum aestivum cDNA, clone: SET1_B06, cultivar: Chinese Spring [AK332358]

		19814		CUST_7052_PI390587928		U35_44k_v1_19814		LOC_Os04g28690.1		ref|NP_001052541.1| 7e-61  Os04g0354600 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g28620.1 1e-62 male sterility protein 2 putative expressed		A_99_P551782		TA81323_4565		0		TC453497		Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat), partial (26%) [TC453497]

		12395		CUST_40772_PI390587928		U35_44k_v1_12395		LOC_Os01g53350.1		gb|EAZ35010.1| 4e-50  hypothetical protein OsJ_018493 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53350.1 2e-51 anthocyanidin 53-O-glucosyltransferase putative expressed		A_99_P552752		TC453245		0		TC453245		0

		16763		CUST_4137_PI390587928		U35_44k_v1_16763		LOC_Os11g11780.1		gb|ABN45792.1| e-175  serine/threonine protein kinase [Hordeum vulgare subsp. vulgare]		LOC_Os11g11890.1 1e-88 protein kinase domain containing protein expressed		A_99_P553087		CD884310		0		TC453470		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (81%) [TC453470]

		19466		CUST_704_PI390587928		U35_44k_v1_19466		LOC_Os07g17330.1		ref|NP_001059360.1| 3e-37  Os07g0274700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g17330.1 6e-39 B12D protein expressed		A_99_P553127		CJ604460		0		TC453455		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC453455]

		23481		CUST_20909_PI390587928		U35_44k_v1_23481		-		No hits found		No hits found		A_99_P553312		CA652789		0		TC453550		0

		14518		CUST_34124_PI390587928		U35_44k_v1_14518		LOC_Os02g36940.1		ref|NP_001047231.1| 6e-67  Os02g0579800 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36940.1 1e-68 expressed protein		A_99_P554162		TA67616_4565		0		TC453853		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC453853]

		1048		CUST_30702_PI390587928		U35_44k_v1_1048		LOC_Os02g17940.6		gb|AAP95024.1| e-173  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		A_99_P555242		BE406446		0		TC454260		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (28%) [TC454260]

		11763		CUST_30201_PI390587928		U35_44k_v1_11763		LOC_Os02g38430.1		gb|EAZ23680.1| 9e-61  hypothetical protein OsJ_007163 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g38430.1 2e-62 steroid nuclear receptor ligand-binding putative expressed		A_99_P555312		TC454297		0		TC454297		0

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P555552		TC454392		0		TC454392		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC454392]

		17408		CUST_11627_PI390587928		U35_44k_v1_17408		LOC_Os03g38540.3		ref|NP_001050558.1| e-120  Os03g0582000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g38540.1 1e-122 glutamate formiminotransferase putative expressed		A_99_P555822		TA70588_4565		0		TC451101		Rep: Ribulose bisphosphate carboxylase large chain - Doryanthes palmeri, partial (19%) [TC451101]

		22479		CUST_15624_PI390587928		U35_44k_v1_22479		LOC_Os06g36090.2		gb|EAZ37335.1| 6e-22  hypothetical protein OsJ_020818 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g36090.2 1e-23 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P556057		TC454662		0		TC454662		Rep: Cytochrome c oxidase subunit I - Paraspicera sp. ZL092, partial (5%) [TC454662]

		16634		CUST_38157_PI390587928		U35_44k_v1_16634		LOC_Os09g39770.1		No hits found		No hits found		A_99_P556062		CD891900		0		TC454584		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P556177		TC454610		0		TC454610		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), partial (31%) [TC454610]

		3603		CUST_21748_PI390587928		U35_44k_v1_3603		LOC_Os05g37200.1		ref|NP_001055680.1| e-134  Os05g0444300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g37200.1 1e-136 solute carrier family 35 member F1 putative expressed		A_99_P556627		TC454769		0		TC454769		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC454769]

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P556772		L28009		wali6 protein		TC454851		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		15844		CUST_29095_PI390587928		U35_44k_v1_15844		LOC_Os09g07020.1		ref|NP_001062658.1| e-175  Os09g0245500 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g07020.1 1e-178 flavonol synthase-like protein putative expressed		A_99_P558527		TA69787_4565		0		TC455455		Rep: Os09g0248900 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC455455]

		41411		CUST_22713_PI390587928		U35_44k_v1_41411		-		No hits found		No hits found		A_99_P558872		TA67025_4565		0		TC455592		0

		13330		CUST_34253_PI390587928		U35_44k_v1_13330		LOC_Os06g13180.1		gb|EAZ00310.1| 5e-78  hypothetical protein OsI_021542 [Oryza sativa (indica cultivar-group)]		LOC_Os06g13180.1 1e-79 metalloendoproteinase 1 precursor putative expressed		A_99_P559942		CA652933		0		TC455985		wre1n.pk156.a11 wre1n Triticum aestivum cDNA clone wre1n.pk156.a11 5' end, mRNA sequence [CA652933]

		21064		CUST_10169_PI390587928		U35_44k_v1_21064		LOC_Os07g42310.1		gb|EAZ04700.1| 4e-56  hypothetical protein OsI_025932 [Oryza sativa (indica cultivar-group)]		LOC_Os07g42310.1 1e-57 TMEM87A protein putative expressed		A_99_P559982		BI479551		0		TC450425		Rep: ORF1 - Torque teno virus, partial (4%) [TC450425]

		19940		CUST_3891_PI390587928		U35_44k_v1_19940		LOC_Os08g34280.1		emb|CAC07424.1| 3e-57  cinnamoyl-CoA reductase [Populus trichocarpa]		LOC_Os09g25150.3 9e-54 dihydroflavonol-4-reductase putative expressed		A_99_P561812		BE400455		0		TC456748		Rep: Cinnamoyl-CoA reductase - Triticum aestivum (Wheat), partial (50%) [TC456748]

		15777		CUST_10377_PI390587928		U35_44k_v1_15777		LOC_Os05g32110.1		gb|AAO86520.1| 0.0  phytochelatin synthetase [Triticum monococcum]		LOC_Os05g32110.1 0.0 COBRA-like protein 4 precursor putative expressed		A_99_P561853		AK332079		phytochelatin synthetase		TC456754		Triticum aestivum cDNA, clone: WT003_B13, cultivar: Chinese Spring [AK332079]

		17044		CUST_35551_PI390587928		U35_44k_v1_17044		LOC_Os08g23150.1		gb|EAZ42289.1| e-154  hypothetical protein OsJ_025772 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g23150.1 1e-159 indole-3-glycerol phosphate synthase chloroplast precursor putative expressed		A_99_P563197		TA78162_4565		0		TC457296		0

		8959		CUST_7516_PI390587928		U35_44k_v1_8959		LOC_Os07g43460.1		ref|NP_001060346.1| 3e-96  Os07g0627700 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g43460.1 6e-98 protein SUR2 putative expressed		A_99_P563447		TC457390		0		TC457390		Rep: Chromosome undetermined scaffold_151, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC457390]

		29407		CUST_11581_PI390587928		U35_44k_v1_29407		LOC_Os08g35440.1		gb|EAZ07216.1| 5e-49  hypothetical protein OsI_028448 [Oryza sativa (indica cultivar-group)]		LOC_Os08g35440.1 1e-50 serine/threonine-protein phosphatase PP1 isozyme 2 putative expressed		A_99_P563527		CJ601841		0		TC457372		Rep: Serine/threonine protein phosphatase - Oryza sativa subsp. japonica (Rice), partial (98%) [TC457372]

		20905		CUST_12260_PI390587928		U35_44k_v1_20905		LOC_Os04g35500.1		gb|EAY94193.1| 2e-10  hypothetical protein OsI_015426 [Oryza sativa (indica cultivar-group)]		LOC_Os04g35500.1 4e-12 ZF-HD homeobox protein putative expressed		A_99_P563972		TC457571		0		TC457571		0

		15199		CUST_27037_PI390587928		U35_44k_v1_15199		LOC_Os08g44340.1		ref|NP_001062486.1| 0.0  Os08g0557600 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g44340.1 0.0 monodehydroascorbate reductase putative expressed		A_99_P563992		BT009287		0		TC407541		Triticum aestivum clone wlm0.pk0014.b1:fis, full insert mRNA sequence [BT009287]

		22645		CUST_37839_PI390587928		U35_44k_v1_22645		LOC_Os03g08880.1		gb|EAZ25868.1| 1e-42  hypothetical protein OsJ_009351 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g08880.1 3e-44 ATPUP3 putative expressed		A_99_P564287		TC457694		0		TC457694		Rep: ClpC - Arabidopsis thaliana (Mouse-ear cress), partial (4%) [TC457694]

		19902		CUST_13889_PI390587928		U35_44k_v1_19902		LOC_Os11g01890.1		ref|NP_001065559.1| 5e-56  Os11g0110100 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g01950.1 1e-57 expressed protein		A_99_P564507		CA597986		0		TC457837		Rep: Os12g0110400 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC457837]

		14091		CUST_582_PI390587928		U35_44k_v1_14091		LOC_Os01g70770.1		emb|CAD29478.1| e-106  glutathione transferase F5 [Triticum aestivum]		LOC_Os01g70770.1 7e-81 glutathione S-transferase III putative expressed		A_99_P564637		DR735495		glutathione transferase F5		TC427885		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		4397		CUST_6329_PI390587928		U35_44k_v1_4397		LOC_Os07g39270.2		gb|EAZ04473.1| 3e-57  hypothetical protein OsI_025705 [Oryza sativa (indica cultivar-group)]		LOC_Os07g39270.2 7e-59 geranylgeranyl pyrophosphate synthetase 1 chloroplast precursor putative expressed		A_99_P565517		TA83418_4565		0		TC458266		Rep: Isochorismate synthetase - Acinetobacter baumannii (strain ATCC 17978 / NCDC KC 755), partial (6%) [TC458266]

		4803		CUST_124_PI390587928		U35_44k_v1_4803		LOC_Os06g08041.1		gb|EAZ36021.1| e-112  hypothetical protein OsJ_019504 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g08032.1 1e-107 flavonol synthase/flavanone 3-hydroxylase putative expressed		A_99_P570492		CD874133		0		TC460006		Rep: Os06g0178600 protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC460006]

		2894		CUST_31692_PI390587928		U35_44k_v1_2894		LOC_Os09g17630.1		gb|EAZ08713.1| 0.0  hypothetical protein OsI_029945 [Oryza sativa (indica cultivar-group)]		LOC_Os09g17630.1 0.0 receptor-like protein kinase 2 putative expressed		A_99_P570532		TA108581_4565		0		TC459935		Rep: Leucine-rich repeat family protein /protein kinase family protein- like - Oryza sativa subsp. japonica (Rice), partial (41%) [TC459935]

		15714		CUST_21585_PI390587928		U35_44k_v1_15714		LOC_Os02g04250.3		gb|EAZ21656.1| 1e-65  hypothetical protein OsJ_005139 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g04250.3 2e-67 glycosyltransferase putative expressed		A_99_P571427		TA70870_4565		0		TC460285		0

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P573682		CK161960		wali5 protein		TC437127		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		6737		CUST_41953_PI390587928		U35_44k_v1_6737		LOC_Os09g26310.1		ref|NP_001063243.1| e-116  Os09g0433000 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26310.1 1e-118 hypro1 putative expressed		A_99_P573902		AK334597		0		TC461156		Triticum aestivum cDNA, clone: WT010_G16, cultivar: Chinese Spring [AK334597]

		9071		CUST_30805_PI390587928		U35_44k_v1_9071		LOC_Os03g13070.1		gb|EAY83465.1| 3e-06  hypothetical protein OsI_037424 [Oryza sativa (indica cultivar-group)]		LOC_Os12g36680.1 3e-07 expressed protein		A_99_P575057		CA483773		0		TC461554		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC461554]

		16561		CUST_32077_PI390587928		U35_44k_v1_16561		LOC_Os03g03700.2		sp|P93766|MLO_HORVU 0.0  Protein MLO		LOC_Os03g03700.1 0.0 MLO protein homolog 1 putative expressed		A_99_P581292		AF361932		seven transmembrane-spanning protein		TC375583		Triticum aestivum seven transmembrane-spanning protein (Mlo2) mRNA, complete cds [AF361932]

		14645		CUST_10900_PI390587928		U35_44k_v1_14645		LOC_Os01g04040.1		gb|AAS49905.2| 3e-42  putative proteinase inhibitor-related protein [Triticum aestivum]		LOC_Os01g04050.1 4e-09 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative expressed		A_99_P603057		CK167662		wrsi5-1 protein		TC439746		FGAS052071 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167662]

		14693		CUST_25118_PI390587928		U35_44k_v1_14693		LOC_Os07g14270.3		gb|AAW02798.1| 0.0  calreticulin-like protein [Triticum aestivum]		LOC_Os07g14270.4 1e-179 calreticulin precursor putative expressed		A_99_P612492		AY836753		calreticulin-like protein		TC443593		Triticum aestivum calreticulin-like protein mRNA, complete cds [AY836753]

		14918		CUST_35659_PI390587928		U35_44k_v1_14918		LOC_Os08g06100.1		gb|ABQ58825.1| 0.0  flavonoid O-methyltransferase [Hordeum vulgare subsp. vulgare]		LOC_Os08g06100.1 1e-156 quercetin 3-O-methyltransferase 1 putative expressed		A_99_P617297		BT009359		O-methyltransferase 3		TC454623		Triticum aestivum clone wlm96.pk025.c3:fis, full insert mRNA sequence [BT009359]

		14693		CUST_25118_PI390587928		U35_44k_v1_14693		LOC_Os07g14270.3		gb|AAW02798.1| 0.0  calreticulin-like protein [Triticum aestivum]		LOC_Os07g14270.4 1e-179 calreticulin precursor putative expressed		A_99_P618662		AY836753		calreticulin-like protein		TC457832		Triticum aestivum calreticulin-like protein mRNA, complete cds [AY836753]

		210		CUST_7644_PI390587928		U35_44k_v1_210		LOC_Os10g34920.1		gb|ABV22584.1| e-121  PR17d precursor [Hordeum vulgare subsp. vulgare]		LOC_Os10g34910.1 3e-68 secretory protein putative		A_99_P618947		U32431		hypothetical LOC543235		TC458380		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		13846		CUST_34694_PI390587928		U35_44k_v1_13846		LOC_Os02g06640.2		gb|AAA30271.1| e-175  ubiquitin precursor		LOC_Os04g53620.1 1e-159 polyubiquitin OUB2 putative expressed		A_99_P621902		TA51009_4565		0		TC456147		0

		15061		CUST_20547_PI390587928		U35_44k_v1_15061		LOC_Os09g17840.1		gb|AAF80449.1|AF161718_1 0.0  Sec61p [Triticum aestivum]		LOC_Os09g17840.1 0.0 protein transport protein Sec61 alpha subunit isoform 2 putative expressed		A_99_P625052		AK332520		Sec61p		TC417023		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		17		CUST_4647_PI390587928		U35_44k_v1_17		LOC_Os05g41640.2		sp|P12782|PGKH_WHEAT 1e-46  Phosphoglycerate kinase, chloroplast precursor		LOC_Os05g41640.2 4e-44 phosphoglycerate kinase chloroplast precursor putative expressed		A_99_P627791		X15233		phosphoglycerate kinase		TC381278		Wheat mRNA for chloroplast phosphoglycerate kinase (EC 2.7.2.3) [X15233]

		15131		CUST_22747_PI390587928		U35_44k_v1_15131		LOC_Os07g47700.1		gb|AAT80328.1| 0.0  UDP-D-glucuronate decarboxylase [Hordeum vulgare]		LOC_Os07g47700.1 0.0 UDP-glucuronic acid decarboxylase 1 putative expressed		A_99_P648346		AK330191		dTDP-glucose-4-6-dehydratase-like protein		TC382782		Triticum aestivum cDNA, clone: SET3_N17, cultivar: Chinese Spring [AK330191]

		41184		CUST_34765_PI390587928		U35_44k_v1_41184		LOC_Os07g47700.1		gb|AAT80328.1| 2e-24  UDP-D-glucuronate decarboxylase [Hordeum vulgare]		LOC_Os01g21320.1 2e-17 UDP-glucuronic acid decarboxylase 1 putative expressed		A_99_P648346		AK330191		dTDP-glucose-4-6-dehydratase-like protein		TC382782		Triticum aestivum cDNA, clone: SET3_N17, cultivar: Chinese Spring [AK330191]

		14243		CUST_10878_PI390587928		U35_44k_v1_14243		LOC_Os02g41630.2		ref|NP_001047481.1| 0.0  Os02g0626100 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g41630.2 0.0 phenylalanine ammonia-lyase putative expressed		A_99_P649022		AF005089		phenylalanine ammonia lyase		TC461225		Triticum aestivum phenylalanine ammonia lyase (War7.2) mRNA, partial cds [AF005089]
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H-versus-NH-regulated-Ortholog

								 Average barley 44K signal  intensity values																												 Average wheat 44K signal  intensity values

		Contig Name (HarvEST35)		Barley probe ID		Barley_probe_orhtolog_match_ID		[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		Wheat probe ID both approaches		Wheat_probe_orhtolog_match_ID		[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]

		15620		CUST_16339_PI390587928		CUST_16339_PI390587928_1		13.289101		13.097039		12.70329		13.998792		14.4743		15.36449		16.786018		15.53315		15.032689		15.731538		16.110744		14.030106		A_99_P000381		A_99_P000381_1		11.057536		10.087592		11.111321		10.463521		12.158885		13.971812		13.066589		11.895307		13.139346		12.087113		13.114831		11.458412

		42222		CUST_1529_PI390587928		CUST_1529_PI390587928_1		1.794681		3.459469		2.4206467		1.8294282		1.656271		4.4190392		7.0184975		6.096186		2.8800085		3.8197594		5.060337		1.5276089		A_99_P005116		A_99_P005116_2		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		23570		CUST_16686_PI390587928		CUST_16686_PI390587928_1		4.003894		5.546198		4.2951064		4.2093596		4.453769		6.445921		8.3260565		7.4159164		5.301284		6.3866677		6.883744		4.14385		A_99_P005116		A_99_P005116_3		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		8212		CUST_27921_PI390587928		CUST_27921_PI390587928_1		3.3399231		4.3873076		2.5068853		2.501712		3.054409		4.8296285		7.558703		6.473453		3.8886433		4.601028		6.2545915		2.434396		A_99_P005116		A_99_P005116_4		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		23308		CUST_2973_PI390587928		CUST_2973_PI390587928_1		4.2038393		4.763654		2.7325852		3.7145605		5.0861697		6.330027		8.099781		7.08256		5.3719077		6.424656		7.011118		3.476923		A_99_P005116		A_99_P005116_1		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856

		16426		CUST_37091_PI390587928		CUST_37091_PI390587928_1		5.1273227		5.6286626		3.149593		2.7902071		9.8010645		9.817818		12.555157		8.937187		10.562697		10.441676		11.44188		3.7690322		A_99_P005951		A_99_P005951_1		7.548515		5.750538		6.770534		5.6499634		11.242469		11.579056		10.778577		7.467956		12.988242		10.341125		11.277812		7.0789237

		1238		CUST_7753_PI390587928		CUST_7753_PI390587928_1		8.945363		9.277123		8.184243		8.173818		10.079417		10.994691		11.480621		10.59062		10.896916		11.7998		11.067655		7.929722		A_99_P020754		A_99_P020754_1		9.458844		6.848845		7.1451035		7.935903		12.008237		13.16933		12.863655		11.4651		14.161884		12.525635		13.34682		10.901586

		7124		CUST_19196_PI390587928		CUST_19196_PI390587928_1		3.631698		3.237983		2.5227816		1.9607543		5.4162807		6.572607		12.398285		10.650115		6.665012		8.701095		12.327165		8.446626		A_99_P021939		A_99_P021939_1		5.4333816		5.639097		5.715752		5.6490464		6.761551		9.627971		12.4275055		8.513435		9.910197		7.69068		12.778725		7.2558074

		7124		CUST_19196_PI390587928		CUST_19196_PI390587928_2		3.631698		3.237983		2.5227816		1.9607543		5.4162807		6.572607		12.398285		10.650115		6.665012		8.701095		12.327165		8.446626		A_99_P022179		A_99_P022179_1		3.0701458		2.5516143		3.9589546		3.3135662		4.848924		9.221433		12.536948		10.738304		8.428509		7.875216		12.74919		9.905814

		9462		CUST_11110_PI390587928		CUST_11110_PI390587928_1		4.3601723		2.570842		1.3507042		2.2936509		3.0412867		4.5408807		8.0328665		9.537574		3.0076616		5.814926		8.109752		7.9807343		A_99_P028994		A_99_P028994_1		2.2869549		1.2691323		1.9731878		1.885986		1.9221712		8.8670845		7.741951		3.9191198		5.777063		5.4676547		7.9733467		3.7428815

		7207		CUST_24511_PI390587928		CUST_24511_PI390587928_1		4.8215833		4.23835		3.4703948		4.159958		5.2909155		4.3829665		5.6641746		5.9252048		5.7261353		4.992367		5.1285357		4.3912306		A_99_P037474		A_99_P037474_5		2.0779507		1.7437588		1.7781128		1.7472616		1.6144329		2.9445937		5.7472515		2.856427		1.8133749		3.7346218		6.65069		1.8179699

		959		CUST_27663_PI390587928		CUST_27663_PI390587928_1		11.809096		12.254821		10.695122		10.572949		11.394043		11.65772		11.95708		11.873119		11.603775		11.62262		11.642025		10.553566		A_99_P043496		A_99_P043496_1		4.4890933		4.204745		5.0005107		4.2203393		2.7437303		2.7998874		3.7870445		2.6933806		2.295884		2.8655117		2.3932188		2.459851

		16985		CUST_23741_PI390587928		CUST_23741_PI390587928_1		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		A_99_P061018		A_99_P061018_1		10.968625		9.787953		9.240209		10.382023		11.130628		11.728215		10.656093		10.986236		12.832604		10.22852		11.120402		10.718521

		24436		CUST_12768_PI390587928		CUST_12768_PI390587928_1		6.464335		6.962465		6.0774		6.5081425		7.443165		8.9874935		9.005956		8.367467		7.997788		12.510512		8.931401		9.408044		A_99_P068430		A_99_P068430_1		1.594799		1.5660764		1.5682087		1.566091		1.686449		5.753762		2.0181906		1.6319952		3.7408116		2.3301263		2.8233864		1.6005493

		15508		CUST_21119_PI390587928		CUST_21119_PI390587928_1		10.299793		9.903336		9.046973		9.643906		10.65828		11.546681		14.469905		13.118928		11.251717		12.985677		14.259183		11.851878		A_99_P071865		A_99_P071865_1		3.3963368		2.5403817		3.6405945		3.9346712		7.273707		11.2508135		10.770104		7.3187523		9.998855		8.679547		11.547246		7.06151

		10619		CUST_23300_PI390587928		CUST_23300_PI390587928_1		4.241256		4.3898406		3.58233		5.0399203		5.0112953		7.1744714		9.635087		8.235316		5.7189803		8.428477		9.411387		7.3274055		A_99_P072045		A_99_P072045_1		5.202458		5.432738		5.51119		6.8398438		8.10295		12.657077		11.877328		9.844128		10.477202		10.197051		12.190982		10.141206

		6939		CUST_460_PI390587928		CUST_460_PI390587928_1		2.1413662		2.4956157		2.747878		2.294441		2.3224485		3.144785		4.632777		4.282003		2.4198055		2.5763543		3.3112888		1.7738209		A_99_P080435		A_99_P080435_1		6.25194		5.4907455		4.8627725		5.194402		8.061146		8.493329		8.650565		7.899098		10.038475		7.359007		8.870294		5.986551

		12884		CUST_11966_PI390587928		CUST_11966_PI390587928_1		8.598965		8.482922		7.5676627		9.076861		9.061929		10.127444		10.500032		10.813316		9.230579		9.394897		9.339796		8.311002		A_99_P095210		A_99_P095210_1		10.42354		10.104673		9.267205		10.134403		10.505445		11.391553		10.86439		11.394382		12.17175		10.134356		11.060416		10.957482

		22629		CUST_23246_PI390587928		CUST_23246_PI390587928_1		5.6536026		6.247951		1.9892577		4.2493005		6.477628		6.907072		13.332294		15.813599		7.168179		9.151692		4.746114		4.0571127		A_99_P115130		A_99_P115130_1		5.9498563		6.262357		1.8642107		4.4785156		5.666168		5.4328117		8.6555395		13.018092		4.8035083		4.913279		1.9381342		4.182713

		1701		CUST_10244_PI390587928		CUST_10244_PI390587928_1		10.8716345		8.656186		9.6595335		11.042193		11.301898		10.397681		11.211594		10.805317		10.879875		10.769235		11.481124		11.984558		A_99_P117090		A_99_P117090_1		3.7949955		3.3586655		1.736111		3.5027707		5.4874096		6.996929		5.679609		4.634926		7.6894813		6.4512067		6.9279695		6.26577

		7797		CUST_5779_PI390587928		CUST_5779_PI390587928_1		1.8044342		3.4452584		2.0835228		3.488327		2.4626288		4.7629056		6.2771516		7.228684		2.0658553		4.1710486		5.621117		5.0160108		A_99_P131475		A_99_P131475_1		5.728519		4.5034575		7.004083		6.2541175		6.251408		6.867062		8.880675		6.7703776		7.6606593		7.6603036		9.244587		6.7707405

		37158		CUST_41659_PI390587928		CUST_41659_PI390587928_2		2.1594076		2.2933838		1.5330561		1.4702892		4.2032604		6.5379333		7.880594		4.1074367		4.560119		5.741352		7.767511		2.0167975		A_99_P133120		A_99_P133120_1		1.3282758		1.6497197		1.3732461		1.8856865		4.7361903		3.792696		2.6662276		1.514894		4.3793545		2.7876565		4.1351204		1.3849854

		27271		CUST_31271_PI390587928		CUST_31271_PI390587928_1		5.4668984		6.412386		6.4676013		6.674988		6.743504		8.450996		10.396748		11.355095		7.331988		7.9180617		9.397171		8.256238		A_99_P149162		A_99_P149162_1		10.189298		9.57731		9.264548		9.330286		9.889483		10.313504		10.9046335		9.888938		11.5274935		10.242964		11.347797		9.854596

		44738		CUST_34068_PI390587928		CUST_34068_PI390587928_1		2.073763		2.0840762		1.7707876		1.8772578		2.1823142		3.5151756		4.190729		4.9067445		2.4600267		1.8328706		3.149166		1.900555		A_99_P153587		A_99_P153587_1		3.5507317		1.6315633		1.7323117		1.8227348		5.5509734		4.9016986		7.205509		6.212488		7.292093		4.5411544		7.5308113		4.5236835

		960		CUST_27655_PI390587928		CUST_27655_PI390587928_1		14.550342		14.693614		14.516316		14.527442		15.374202		15.347084		16.948227		15.201459		15.963844		16.420137		16.111032		14.865868		A_99_P158407		A_99_P158407_1		10.807105		10.419499		10.99072		10.863564		11.611291		12.484112		11.668392		11.329877		12.720061		11.39436		12.0390215		10.955844

		882		CUST_31970_PI390587928		CUST_31970_PI390587928_1		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		A_99_P162562		A_99_P162562_1		12.766841		12.466843		9.628405		8.419327		13.098983		13.200043		13.916286		11.261555		13.397153		13.932823		13.404931		8.964657

		13827		CUST_14517_PI390587928		CUST_14517_PI390587928_1		12.962131		11.0700865		10.502433		10.741191		14.724675		12.689719		13.185703		13.143182		15.325526		14.273452		13.132833		11.512095		A_99_P171414		A_99_P171414_2		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884

		32574		CUST_17376_PI390587928		CUST_17376_PI390587928_1		6.370074		4.6620803		4.430594		4.3057156		7.9634705		5.853794		7.0104485		6.5577655		8.7947855		7.7006803		6.092379		4.8179917		A_99_P171414		A_99_P171414_3		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884

		31961		CUST_38299_PI390587928		CUST_38299_PI390587928_1		6.8202977		5.393589		4.6597347		5.1018176		8.584172		6.4670634		7.2424965		7.05775		9.287244		8.180413		7.000461		5.4608917		A_99_P171414		A_99_P171414_4		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884

		147		CUST_26541_PI390587928		CUST_26541_PI390587928_1		10.52443		10.386275		9.468163		10.046935		12.265545		12.683396		14.545863		14.606082		13.123067		13.588093		14.141191		12.594039		A_99_P172109		A_99_P172109_1		3.1742039		3.2372541		3.4352252		1.9941689		4.49234		6.6462874		7.0939865		6.5909195		6.240401		4.93834		6.7038016		4.5041103

		16985		CUST_23741_PI390587928		CUST_23741_PI390587928_2		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		A_99_P172124		A_99_P172124_1		8.592174		7.227398		6.9595585		7.8155837		9.099572		9.523255		8.494254		8.685143		10.905461		7.482344		9.031151		8.260296

		30532		CUST_13332_PI390587928		CUST_13332_PI390587928_1		5.699991		5.724012		4.9123015		5.9112644		7.0062404		8.441826		7.931084		7.840861		7.600298		8.351534		7.525553		5.96258		A_99_P175629		A_99_P175629_2		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686

		30412		CUST_16480_PI390587928		CUST_16480_PI390587928_1		5.367582		5.7474747		4.347014		5.66935		6.5005813		8.066486		7.3939576		7.338551		7.2582593		7.9606643		7.055298		5.533161		A_99_P175629		A_99_P175629_3		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686

		23208		CUST_24395_PI390587928		CUST_24395_PI390587928_1		6.8873773		6.479208		6.7560883		7.125448		8.4718895		9.431581		9.816371		8.972081		9.12859		9.629302		9.560037		7.5824833		A_99_P175629		A_99_P175629_1		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686

		45844		CUST_202_PI390587928		CUST_202_PI390587928_1		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		A_99_P175719		A_99_P175719_1		6.479421		6.6330447		6.4001803		6.2408757		7.76742		11.007084		13.089068		10.118023		10.213761		9.902349		13.63329		9.81397

		6174		CUST_24455_PI390587928		CUST_24455_PI390587928_2		10.9006195		11.803783		12.3211355		11.597243		10.123958		10.872295		10.221641		10.052304		9.938966		10.604929		10.428973		11.35521		A_99_P180370		A_99_P180370_1		3.2111416		5.2258496		4.7643905		4.188789		2.826392		3.9671433		1.9680843		4.262646		3.111316		3.9398835		3.0188587		4.1363525

		18460		CUST_24162_PI390587928		CUST_24162_PI390587928_3		5.943319		6.235005		5.1319413		4.715733		5.5851054		6.782486		7.991122		8.279292		6.0412917		5.884065		7.0775337		3.848954		A_99_P183952		A_99_P183952_1		3.948246		5.5355797		6.7806983		3.648034		4.2357135		6.0768123		6.543398		5.945877		6.595713		6.4036484		7.3741627		5.091904

		16634		CUST_38157_PI390587928		CUST_38157_PI390587928_1		14.070419		13.025319		13.267301		13.145496		14.303593		13.540994		14.743614		14.0856905		14.793851		14.740662		14.456616		13.473636		A_99_P186482		A_99_P186482_1		9.842353		7.85086		9.224866		9.431187		11.312734		12.284503		11.964371		10.581409		12.699836		10.471961		12.45954		10.3190775

		49430		CUST_33888_PI390587928		CUST_33888_PI390587928_2		8.8616495		9.230663		10.475701		9.326038		8.186508		8.171525		8.080547		7.247988		7.905786		7.745434		8.328155		8.530631		A_99_P192567		A_99_P192567_1		2.305686		5.7059913		5.6261563		5.376681		1.7061366		2.0251696		4.6092		4.7438293		1.7597259		3.9154117		4.610502		5.111307

		18302		CUST_16257_PI390587928		CUST_16257_PI390587928_1		8.577412		8.917209		7.794966		7.8791695		9.068408		11.45386		13.613365		13.0462		10.3509245		13.587398		13.300164		11.715687		A_99_P193978		A_99_P193978_1		6.9080634		7.096887		7.4907646		7.0185876		7.316216		10.474778		9.929341		8.833538		8.739423		8.013465		10.017877		8.458382

		22862		CUST_863_PI390587928		CUST_863_PI390587928_1		11.356632		10.741939		9.971572		10.11155		10.52708		11.480268		15.670676		15.911022		10.903079		14.169507		15.811412		14.996948		A_99_P194318		A_99_P194318_1		2.0379517		1.8679241		4.589105		3.657916		3.7672799		5.6867003		10.296609		6.1911883		6.2892814		4.1829534		11.07037		6.2465596

		16985		CUST_23741_PI390587928		CUST_23741_PI390587928_4		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		A_99_P194348		A_99_P194348_1		11.193661		9.999091		9.421668		10.502636		11.5008135		12.049663		11.011753		11.258686		12.990182		10.4931345		11.332889		10.8732195

		1238		CUST_7753_PI390587928		CUST_7753_PI390587928_2		8.945363		9.277123		8.184243		8.173818		10.079417		10.994691		11.480621		10.59062		10.896916		11.7998		11.067655		7.929722		A_99_P195528		A_99_P195528_1		4.254166		3.5105822		3.428029		4.4156337		5.758816		6.473868		6.591616		5.068648		7.536154		6.2693768		6.7285485		4.8809447

		22570		CUST_38053_PI390587928		CUST_38053_PI390587928_1		1.7545519		3.5137522		1.8476733		2.26867		1.9356083		3.0611026		6.6473885		4.557897		2.4779816		3.7526333		5.5710006		1.7716306		A_99_P196573		A_99_P196573_1		1.4994482		1.499024		3.217625		1.4872888		2.6051493		4.0162907		5.8882523		2.5258129		4.8900943		4.109926		6.7106185		2.4628177

		16261		CUST_28385_PI390587928		CUST_28385_PI390587928_1		10.325359		11.359901		10.239221		9.211664		9.560807		10.56327		7.570904		7.5534425		8.7168		9.852445		8.712033		9.193855		A_99_P203546		A_99_P203546_1		8.819622		8.948945		8.243518		9.023128		8.497122		7.271848		8.087137		7.9671645		7.3048973		7.544722		6.932112		8.546892

		14101		CUST_30777_PI390587928		CUST_30777_PI390587928_2		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		A_99_P204396		A_99_P204396_1		12.094655		11.612586		11.651573		11.475227		13.093627		13.337406		13.32777		12.286056		13.869305		12.278523		13.0988035		11.782837

		14101		CUST_30777_PI390587928		CUST_30777_PI390587928_3		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		A_99_P204401		A_99_P204401_1		12.097008		11.567829		12.241088		11.8749895		13.216588		13.757457		13.8638		12.589763		13.898117		12.663823		13.698769		12.354141

		14101		CUST_30777_PI390587928		CUST_30777_PI390587928_4		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		A_99_P205136		A_99_P205136_1		10.308955		9.767704		10.634799		10.182625		11.345769		12.035502		12.034223		10.796643		12.157075		10.978534		11.95855		10.640702

		12723		CUST_11024_PI390587928		CUST_11024_PI390587928_1		8.133525		8.650044		7.7110047		8.618533		10.256702		11.229129		13.195881		11.456078		10.710229		12.192935		12.381241		10.123589		A_99_P210391		A_99_P210391_2		8.691203		8.77562		7.1194077		7.13594		10.843868		13.18543		11.900899		10.237416		12.234677		10.826859		12.409953		10.3722105

		15288		CUST_10452_PI390587928		CUST_10452_PI390587928_3		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		A_99_P226086		A_99_P226086_1		4.979292		2.690956		3.7566006		3.8195362		6.6051736		7.327558		7.1203003		4.449128		7.3408265		5.976603		7.1480975		4.4450502

		2920		CUST_17755_PI390587928		CUST_17755_PI390587928_1		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		A_99_P229836		A_99_P229836_1		12.121765		11.77303		13.177907		12.744461		12.90729		13.42665		13.491088		13.275193		14.390111		12.769069		13.688843		13.241286

		2920		CUST_17755_PI390587928		CUST_17755_PI390587928_2		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		A_99_P229841		A_99_P229841_1		11.170647		11.116397		12.966526		12.476388		12.32914		12.64601		13.195958		13.06037		13.963738		11.837504		13.429416		12.817592

		701		CUST_41539_PI390587928		CUST_41539_PI390587928_3		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		A_99_P240161		A_99_P240161_1		13.706876		14.214059		13.6117935		12.880542		13.505882		14.026115		13.784854		14.021983		13.835286		14.586757		14.805509		14.056954

		414		CUST_35746_PI390587928		CUST_35746_PI390587928_1		14.650951		14.477001		13.634552		14.374016		15.29099		16.18387		17.86074		17.080511		15.526333		16.509996		17.693348		15.675011		A_99_P242791		A_99_P242791_1		8.618609		7.6915627		9.977239		9.398822		11.972518		15.054904		13.927025		12.265411		13.531301		13.272819		14.156802		12.333371

		249		CUST_16542_PI390587928		CUST_16542_PI390587928_1		10.648491		9.821926		9.484435		9.337395		11.826843		12.083449		14.837032		13.803773		11.942586		13.09673		14.894061		12.067344		A_99_P242796		A_99_P242796_1		6.6087785		5.9150825		6.468424		5.960357		7.580166		9.11453		8.645104		5.7777576		8.971115		8.149093		9.640232		6.6213174

		1183		CUST_25498_PI390587928		CUST_25498_PI390587928_1		10.848092		10.886719		10.314979		10.679366		11.2792015		12.279813		15.242303		13.031766		11.556561		13.598183		14.827771		12.360335		A_99_P253296		A_99_P253296_1		6.455334		6.8323264		7.3272805		7.0192685		9.512701		12.02222		11.4536085		8.833186		11.9004135		9.592843		11.966418		8.229064

		2004		CUST_18099_PI390587928		CUST_18099_PI390587928_1		6.3450923		5.5818996		5.459862		5.7520847		5.4197383		5.955728		9.003386		8.260177		5.9751554		6.2286067		8.547732		6.1157937		A_99_P255741		A_99_P255741_1		3.5921686		4.1362453		5.6385846		3.6458628		5.19976		5.2901554		7.8834596		6.997212		6.3641515		4.519383		8.377115		5.4062304

		420		CUST_35731_PI390587928		CUST_35731_PI390587928_2		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		A_99_P256366		A_99_P256366_1		11.542663		11.076535		10.943146		11.626152		12.743149		15.324286		13.794724		13.690949		13.395709		13.403621		13.827016		13.272472

		420		CUST_35731_PI390587928		CUST_35731_PI390587928_3		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		A_99_P256371		A_99_P256371_1		7.6459613		6.4704003		6.7173004		7.4693437		9.056582		11.276214		9.529567		9.440183		10.020484		9.365788		9.76027		9.35459

		23760		CUST_30143_PI390587928		CUST_30143_PI390587928_1		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		A_99_P258776		A_99_P258776_1		6.588885		6.088566		5.751347		3.2359188		6.562313		7.1298447		8.48738		7.1985283		6.977964		7.016596		8.478957		5.447153

		45844		CUST_202_PI390587928		CUST_202_PI390587928_2		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		A_99_P259286		A_99_P259286_1		1.9402262		1.8586649		2.4803264		1.8634726		2.9473584		7.6676736		9.662778		6.6032023		5.14834		5.569593		9.734172		6.7764893

		1048		CUST_30702_PI390587928		CUST_30702_PI390587928_1		10.707438		9.912051		9.545566		10.803886		11.801461		10.863918		13.975357		13.739236		12.185303		12.134341		13.518234		12.663292		A_99_P259336		A_99_P259336_1		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105

		1046		CUST_30704_PI390587928		CUST_30704_PI390587928_1		11.647695		11.057159		10.684598		12.153247		12.837369		12.0638685		15.226029		15.055425		13.319736		13.360687		14.682868		14.035443		A_99_P259336		A_99_P259336_2		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105

		1045		CUST_30705_PI390587928		CUST_30705_PI390587928_1		10.710442		10.120682		9.779847		10.788724		11.7605095		10.7145		14.076888		13.847626		12.036633		11.915059		13.469256		12.402978		A_99_P259336		A_99_P259336_3		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105

		6068		CUST_37358_PI390587928		CUST_37358_PI390587928_1		9.11396		9.449101		7.7664027		8.592515		9.480865		9.761134		11.9505005		11.198901		9.37985		9.777023		11.579063		10.038022		A_99_P261796		A_99_P261796_1		6.76671		7.341831		6.833163		7.053887		7.7778397		8.893932		8.792716		7.9113526		8.988404		7.8561974		9.302811		7.3798733

		6068		CUST_37358_PI390587928		CUST_37358_PI390587928_2		9.11396		9.449101		7.7664027		8.592515		9.480865		9.761134		11.9505005		11.198901		9.37985		9.777023		11.579063		10.038022		A_99_P261801		A_99_P261801_1		6.169027		6.8651757		5.6892734		5.7874503		7.3057823		8.761308		8.123407		6.83106		8.682591		7.8756623		8.707578		6.1053796

		467		CUST_7864_PI390587928		CUST_7864_PI390587928_1		8.832458		8.006818		8.75962		8.291977		8.912034		8.12315		10.946958		10.543712		9.064358		8.117741		10.28194		8.09084		A_99_P268711		A_99_P268711_1		3.824661		3.1041174		7.176973		3.5011737		4.9296317		4.8427153		9.235377		7.9871774		6.5151706		4.9494076		8.956132		7.009496

		16744		CUST_31924_PI390587928		CUST_31924_PI390587928_1		13.056839		13.888806		15.241321		15.39177		12.416276		13.230022		13.75481		13.820443		12.056198		12.100075		13.865336		15.014293		A_99_P272976		A_99_P272976_1		2.5350997		4.9833603		6.3958473		4.8792863		2.4386184		3.6360514		4.822581		4.870644		2.9423625		7.804731		6.576692		5.294026

		17577		CUST_32553_PI390587928		CUST_32553_PI390587928_1		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		A_99_P278701		A_99_P278701_1		9.228892		8.571664		10.292672		10.333112		12.490356		13.811024		13.526619		12.382453		14.431011		12.407845		14.190301		12.535876

		17577		CUST_32553_PI390587928		CUST_32553_PI390587928_2		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		A_99_P278716		A_99_P278716_1		6.3959317		5.6549897		7.487806		7.7184925		9.937008		11.170967		10.908278		9.739526		11.689534		9.721785		11.272212		9.88962

		3503		CUST_17313_PI390587928		CUST_17313_PI390587928_1		11.8524885		11.286185		10.245289		10.798687		12.673018		12.721053		12.289931		12.044655		12.957316		13.290298		11.831162		10.29269		A_99_P283116		A_99_P283116_2		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734

		3502		CUST_17314_PI390587928		CUST_17314_PI390587928_1		13.989372		13.289424		12.510273		12.913169		14.545581		14.726249		14.456516		14.17851		14.831918		15.270289		13.974998		12.412338		A_99_P283116		A_99_P283116_1		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734

		14158		CUST_38247_PI390587928		CUST_38247_PI390587928_1		12.236005		11.412827		11.506695		11.404903		14.458739		13.822651		16.0915		13.691059		15.31379		15.430997		15.501069		11.69291		A_99_P284181		A_99_P284181_1		7.348865		6.49756		8.627213		7.0129914		11.407325		12.822719		13.539814		11.695529		13.423802		11.219677		13.992469		9.72718

		17188		CUST_19866_PI390587928		CUST_19866_PI390587928_1		7.1739793		7.608427		6.647494		7.5034313		6.931832		8.877484		8.845532		9.029826		7.4044323		8.402995		8.35046		7.2827106		A_99_P287196		A_99_P287196_1		6.6877933		5.764849		5.787642		6.134655		7.6675835		8.957191		7.2065454		6.5853		9.494545		8.311626		7.719912		6.7177143

		17616		CUST_31668_PI390587928		CUST_31668_PI390587928_1		9.099109		9.863144		8.817529		7.8806725		9.563514		9.509155		11.459533		14.412957		9.493682		8.777694		11.047923		6.9867587		A_99_P289376		A_99_P289376_1		4.157857		2.4775736		1.774124		2.047468		1.9672146		3.6662242		8.650378		8.938913		4.22963		3.798109		9.308816		5.9878616

		17745		CUST_25782_PI390587928		CUST_25782_PI390587928_2		9.530192		10.300803		9.678979		10.323509		11.080108		11.740456		12.62492		12.012799		11.548988		12.242981		12.344792		10.52836		A_99_P296646		A_99_P296646_1		7.7274265		8.214183		7.3323402		7.316672		8.436872		9.140832		8.3801775		7.7107835		9.99577		8.757759		8.7377825		7.7785378

		40782		CUST_26339_PI390587928		CUST_26339_PI390587928_1		3.9245112		3.7930157		2.8997517		4.7456894		4.2217503		5.2946877		6.9582725		5.0115724		3.9989395		6.432471		6.523136		5.089604		A_99_P303201		A_99_P303201_3		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138

		17257		CUST_30491_PI390587928		CUST_30491_PI390587928_1		9.173531		9.205099		9.214234		9.867274		10.354107		10.744281		11.874931		10.577898		10.507954		11.754055		11.920746		10.627179		A_99_P303201		A_99_P303201_1		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138

		5528		CUST_13729_PI390587928		CUST_13729_PI390587928_1		7.787516		8.515647		7.193992		6.6524253		10.881833		11.958354		12.902455		10.624037		11.531586		12.575391		12.41465		7.346928		A_99_P303491		A_99_P303491_1		4.6131234		4.298703		5.889372		5.2431574		9.621768		9.205432		10.112618		7.0105577		11.803852		8.872342		10.633225		7.3259163

		17216		CUST_17272_PI390587928		CUST_17272_PI390587928_5		8.712735		9.217506		8.242527		8.134511		9.390229		10.812935		11.477399		9.692529		10.085426		11.151978		10.941074		8.120139		A_99_P303501		A_99_P303501_1		3.3630245		2.2651076		2.166957		2.4294822		4.1000633		6.2447624		5.256498		3.0312731		6.2552075		4.484938		5.1883125		3.0270488

		17216		CUST_17272_PI390587928		CUST_17272_PI390587928_1		8.712735		9.217506		8.242527		8.134511		9.390229		10.812935		11.477399		9.692529		10.085426		11.151978		10.941074		8.120139		A_99_P303506		A_99_P303506_1		7.3569393		6.6505904		6.0800643		7.191094		9.002166		9.780938		9.591541		8.596248		10.178285		8.537404		9.523519		8.066472

		2024		CUST_2443_PI390587928		CUST_2443_PI390587928_1		2.6759384		3.65985		3.1657495		3.5828578		2.6926506		3.668596		7.110449		5.5679417		3.3066652		3.8766735		5.8763275		3.66696		A_99_P304931		A_99_P304931_1		8.382555		5.937334		5.434057		3.986578		9.4335165		10.218622		10.070025		7.9064326		10.559016		9.672611		10.848859		8.104158

		20382		CUST_29864_PI390587928		CUST_29864_PI390587928_1		7.7531285		7.6179466		7.3238773		7.914477		8.11498		9.565158		11.787274		11.117817		8.906208		9.232577		10.806895		8.1595125		A_99_P313596		A_99_P313596_1		10.274692		9.209112		9.171804		9.313084		11.910079		13.189969		12.222179		10.731842		13.320779		12.390645		12.525664		10.478351

		6391		CUST_2379_PI390587928		CUST_2379_PI390587928_2		10.408769		10.606887		9.761073		9.804648		11.076755		11.705619		11.971736		11.307517		11.524653		11.807518		11.5679655		9.377738		A_99_P320681		A_99_P320681_1		6.7750854		6.3411202		5.7951226		5.923077		6.8037395		7.630865		7.3681703		6.0961556		7.8413196		6.95147		7.489969		6.2109776

		27087		CUST_2634_PI390587928		CUST_2634_PI390587928_1		11.788981		11.897751		11.804709		11.79491		12.5623255		13.427508		13.521144		12.927895		12.967674		13.619102		13.267961		11.815209		A_99_P322201		A_99_P322201_1		10.059822		9.426193		8.910974		9.107899		10.92791		11.920093		11.452367		10.271893		12.306783		11.068954		11.828728		9.658768

		17916		CUST_29242_PI390587928		CUST_29242_PI390587928_2		1.7730535		2.272556		1.9042786		1.7995763		3.045334		4.925346		5.9504056		6.6492486		4.4037757		5.884146		4.872438		2.0148623		A_99_P325991		A_99_P325991_1		2.2012966		1.8840619		1.9529558		1.863514		4.124346		3.8621695		1.7140174		1.887225		5.3671017		4.057417		3.147583		1.7712736

		31043		CUST_34408_PI390587928		CUST_34408_PI390587928_2		1.3877858		2.0444496		1.4485493		1.5006886		1.9429201		4.376453		6.3568254		2.0300057		1.9664384		4.3308825		4.0968986		1.3780136		A_99_P326361		A_99_P326361_1		1.4922222		1.4208485		2.207266		1.4141763		5.0970674		4.7127547		7.1107445		5.237546		8.712126		5.113655		7.097418		3.3665645

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_2		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P327316		A_99_P327316_1		2.5309494		2.2755773		2.2287028		2.8405027		4.5248146		5.129271		4.137053		2.4908073		5.971495		3.9520442		4.574131		2.0915349

		12995		CUST_34859_PI390587928		CUST_34859_PI390587928_1		5.045943		5.517821		3.752207		2.8197796		5.8738766		7.244597		8.764514		4.8088603		6.1473937		7.5352154		7.971457		2.458004		A_99_P330016		A_99_P330016_1		1.4752817		2.4783688		1.5035607		1.943868		5.9658146		5.002945		8.462295		3.360771		9.0200205		6.1757417		8.496913		2.9286335

		21074		CUST_10151_PI390587928		CUST_10151_PI390587928_2		1.3468018		1.3966552		1.4528981		1.5545765		2.1762264		2.3071206		3.6725187		2.952288		2.8739433		6.051455		4.4308457		1.3469537		A_99_P330946		A_99_P330946_1		1.60037		2.0137837		1.9284111		1.6060671		1.8903118		3.0287936		6.464579		7.946104		1.6232487		1.9921389		4.227632		2.5225027

		18302		CUST_16257_PI390587928		CUST_16257_PI390587928_2		8.577412		8.917209		7.794966		7.8791695		9.068408		11.45386		13.613365		13.0462		10.3509245		13.587398		13.300164		11.715687		A_99_P331481		A_99_P331481_1		5.107691		4.300731		4.3203564		4.423965		6.007749		7.3216004		7.779716		5.3756127		7.956303		6.313823		8.295795		5.0690494

		15768		CUST_10402_PI390587928		CUST_10402_PI390587928_1		1.3601128		2.2436068		1.3790056		2.0611603		1.4036382		1.7375422		7.305502		6.115763		2.366916		1.7746524		6.9032464		2.7709382		A_99_P331986		A_99_P331986_1		1.564593		1.5471283		1.5608195		1.5464197		1.590242		1.580134		4.6982117		5.5235076		1.5342973		1.545117		3.4914036		1.534721

		8135		CUST_5744_PI390587928		CUST_5744_PI390587928_2		3.831632		3.553608		2.6980693		2.112483		3.8814385		4.384859		5.698032		7.041762		3.6700783		4.1146045		5.550609		4.2321362		A_99_P335041		A_99_P335041_1		7.680899		7.1660995		6.1816087		7.2878213		8.870509		9.541763		9.531076		8.677142		10.729256		8.473072		9.935997		8.366183

		20658		CUST_9357_PI390587928		CUST_9357_PI390587928_1		8.725068		8.611329		8.321528		8.337386		9.167106		9.366214		10.579098		10.7691765		9.34441		9.855694		10.146048		9.117671		A_99_P340636		A_99_P340636_1		10.16592		8.853917		8.061933		8.205817		10.784084		11.533061		10.262225		10.628576		12.4744425		9.838336		10.339266		10.24379

		9651		CUST_35248_PI390587928		CUST_35248_PI390587928_1		4.391316		4.1864004		3.1434758		6.0218368		4.6006827		4.7371826		7.824175		9.757659		4.865867		5.6835933		7.4483066		7.0764375		A_99_P341911		A_99_P341911_1		5.5047317		5.8828125		6.9234734		6.0270658		6.8229127		7.992502		9.429015		8.8097925		8.538667		6.939899		9.954476		7.4657807

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_3		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P345306		A_99_P345306_1		10.019515		8.526994		8.667505		8.129628		10.691052		10.918095		10.407861		8.927456		11.806415		10.427289		10.984683		8.734649

		5221		CUST_3728_PI390587928		CUST_3728_PI390587928_1		8.1919985		7.51322		8.521217		8.024209		8.935363		8.167404		10.89062		9.591382		9.587006		10.19899		10.669316		9.480989		A_99_P345691		A_99_P345691_1		5.717776		6.1151524		6.3963523		4.4604278		6.6204267		8.101459		7.934672		6.986467		8.295765		5.5233865		8.236004		6.4047127

		5221		CUST_3728_PI390587928		CUST_3728_PI390587928_2		8.1919985		7.51322		8.521217		8.024209		8.935363		8.167404		10.89062		9.591382		9.587006		10.19899		10.669316		9.480989		A_99_P345696		A_99_P345696_1		5.5414214		6.0411506		6.223784		4.6437063		6.4254518		7.883138		7.68735		6.7757783		8.17101		5.272382		7.9530787		6.1878457

		1801		CUST_21609_PI390587928		CUST_21609_PI390587928_2		7.600554		8.559589		8.086876		5.981115		7.3356285		7.9164624		4.8626285		4.0534973		7.4953704		7.1413307		5.8206573		5.3431		A_99_P350921		A_99_P350921_1		7.2161903		6.756548		5.46241		6.6675396		5.625729		4.8024063		5.245135		5.161937		4.880816		5.317806		3.829897		5.7512474

		41373		CUST_2646_PI390587928		CUST_2646_PI390587928_1		7.3144317		6.049048		5.968941		7.5042567		8.175893		8.087045		10.065087		9.435143		8.86872		8.8396225		9.484962		8.421042		A_99_P351076		A_99_P351076_1		1.2888255		2.0062058		1.3165425		1.9157511		3.6536207		3.8413498		2.193258		5.7680945		1.9071101		1.3688718		1.3047811		1.2988334

		5850		CUST_39240_PI390587928		CUST_39240_PI390587928_1		12.199901		12.158414		12.281296		12.918897		13.208588		13.92789		14.536279		13.722988		13.517169		13.780463		14.247398		12.676041		A_99_P356796		A_99_P356796_1		8.322118		7.738093		9.494557		10.272179		9.938801		11.081017		10.786605		10.597781		10.964068		9.785951		11.319096		10.612952

		41631		CUST_31350_PI390587928		CUST_31350_PI390587928_1		12.193946		12.278882		11.24437		11.957813		12.657565		13.105457		12.7506485		12.869923		12.9554405		13.0757		12.8027315		11.567899		A_99_P357506		A_99_P357506_1		8.529704		8.00513		7.948094		7.7296715		9.412824		10.040315		9.658403		8.693854		11.085388		9.354035		9.942242		8.803241

		23184		CUST_18980_PI390587928		CUST_18980_PI390587928_1		5.8950043		6.3214035		4.9692764		4.0703106		7.466515		7.3821354		11.6354065		10.060344		8.640407		9.286182		10.594004		5.5597634		A_99_P358016		A_99_P358016_1		5.898154		5.0685124		6.2061543		5.1977887		11.171443		12.492012		11.846007		8.896052		13.451671		10.208868		12.353175		7.910333

		4591		CUST_17821_PI390587928		CUST_17821_PI390587928_2		11.219691		11.76747		11.98829		11.371361		11.784961		11.794978		10.112773		9.534459		11.679542		11.02671		10.25972		10.766507		A_99_P358866		A_99_P358866_1		3.0991795		4.694943		1.5059422		3.5274374		1.479797		2.323803		3.0558255		4.560927		2.196761		1.8264046		1.4777464		1.7226719

		17799		CUST_30566_PI390587928		CUST_30566_PI390587928_3		9.851216		9.951206		9.365298		10.069469		10.058819		11.09072		10.623852		11.016282		10.315488		10.748463		10.406615		9.675584		A_99_P361871		A_99_P361871_1		6.0228257		4.662542		3.9225636		3.8803089		6.11949		6.477627		5.667975		4.9545546		7.345613		6.525126		5.7983737		5.2393985

		20382		CUST_29864_PI390587928		CUST_29864_PI390587928_2		7.7531285		7.6179466		7.3238773		7.914477		8.11498		9.565158		11.787274		11.117817		8.906208		9.232577		10.806895		8.1595125		A_99_P363086		A_99_P363086_1		9.026711		7.4701905		7.2182336		7.1578355		10.10135		11.243283		10.22729		8.545341		11.549942		10.675973		10.639823		8.204613

		11938		CUST_11355_PI390587928		CUST_11355_PI390587928_1		9.173099		8.553533		8.490417		9.168011		9.573846		10.113995		10.154408		10.131888		9.583699		10.46499		10.153306		9.0567045		A_99_P378077		A_99_P378077_2		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547

		35192		CUST_12183_PI390587928		CUST_12183_PI390587928_1		11.550454		11.221124		11.488479		11.910225		11.959487		12.744821		12.880193		12.8588		12.148992		12.9669		12.888783		11.797526		A_99_P378077		A_99_P378077_3		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547

		10485		CUST_15672_PI390587928		CUST_15672_PI390587928_3		5.37294		4.7188754		3.3129969		4.2451525		6.369142		6.531315		7.6937885		6.7683673		7.001703		8.489845		7.836825		6.269449		A_99_P379732		A_99_P379732_1		2.2513072		1.6918836		1.7180834		2.5516534		3.7359836		5.629583		4.32893		3.3439229		5.2554564		3.2480192		4.554569		2.1145563

		19338		CUST_10572_PI390587928		CUST_10572_PI390587928_1		6.6291747		5.994016		5.5876107		4.5722585		6.717771		7.8377395		9.759259		7.713529		7.0862794		7.6493		8.356242		5.115771		A_99_P394117		A_99_P394117_1		6.2874703		5.313722		5.6296935		4.769219		7.3788457		7.884333		7.5756555		6.4107203		8.668297		7.68107		8.122466		4.8519154

		23221		CUST_40476_PI390587928		CUST_40476_PI390587928_1		3.36807		4.7875147		3.8895884		4.5775404		2.174949		2.4829898		4.679724		5.6900334		1.2531832		1.6344632		4.0620418		3.977588		A_99_P395832		A_99_P395832_1		2.9724371		2.7256632		3.8333328		3.465111		3.5667908		4.19665		7.7019477		6.6880283		4.5933743		3.9251654		7.280768		4.346033

		14625		CUST_10942_PI390587928		CUST_10942_PI390587928_1		6.8107924		6.785769		5.5888596		7.140307		7.8166995		9.027588		10.411857		9.694809		8.791901		10.686305		10.414813		9.528664		A_99_P401667		A_99_P401667_1		1.9630104		1.6357588		1.6782395		1.6496209		1.8435793		3.3877432		3.529251		2.16559		4.996794		2.057656		4.8916607		1.6633862

		19338		CUST_10572_PI390587928		CUST_10572_PI390587928_2		6.6291747		5.994016		5.5876107		4.5722585		6.717771		7.8377395		9.759259		7.713529		7.0862794		7.6493		8.356242		5.115771		A_99_P416087		A_99_P416087_1		5.509588		5.143142		5.2414994		3.9422238		6.191632		6.791836		6.778788		5.547531		7.4693656		6.655619		7.3122344		4.688494

		2095		CUST_20157_PI390587928		CUST_20157_PI390587928_1		12.047378		11.908557		11.501331		11.312358		12.630368		12.138672		13.132253		12.559372		13.102592		12.482014		12.561974		11.362227		A_99_P416872		A_99_P416872_1		12.0785055		11.758358		11.93367		11.41994		12.098712		12.96991		13.450249		12.053406		13.391259		12.1037445		13.6943245		11.729317

		17577		CUST_32553_PI390587928		CUST_32553_PI390587928_3		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		A_99_P417057		A_99_P417057_1		7.1217895		6.1425705		8.010077		7.9951606		10.164109		11.282261		11.234482		10.1707945		12.104557		10.105543		11.78318		10.372491

		17346		CUST_40543_PI390587928		CUST_40543_PI390587928_5		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		A_99_P424247		A_99_P424247_1		1.7609628		2.6612508		1.2410264		1.3062428		2.9542682		5.060431		10.810374		7.918436		4.9025493		6.847246		10.170733		4.549832

		19168		CUST_20425_PI390587928		CUST_20425_PI390587928_1		5.014467		5.1822066		4.0345364		6.2003713		4.898869		3.8490288		8.885715		9.008114		5.6847386		6.047022		7.4562225		5.6028686		A_99_P425222		A_99_P425222_2		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663

		19167		CUST_20426_PI390587928		CUST_20426_PI390587928_1		5.2074685		5.5952163		3.3536625		6.417707		5.13216		4.4109707		9.27813		9.5704565		5.7568555		6.3481975		7.947801		5.8732247		A_99_P425222		A_99_P425222_1		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663

		16483		CUST_27448_PI390587928		CUST_27448_PI390587928_1		7.8723617		7.2286453		6.1585355		6.751129		7.740024		7.087686		7.3157883		8.075191		8.183166		7.8737106		7.196989		6.6686764		A_99_P425522		A_99_P425522_1		1.839993		4.347874		2.3286011		1.7113647		1.513723		1.7572931		2.2171142		2.1230679		4.4830146		10.546254		8.462509		4.372064

		7537		CUST_36716_PI390587928		CUST_36716_PI390587928_1		4.2452474		5.451468		5.8925624		6.558291		4.193347		4.542179		4.0014405		5.9476953		2.7249553		3.5587857		3.6424272		7.110026		A_99_P428987		A_99_P428987_1		7.2795777		8.254909		8.507596		9.713569		7.1717715		6.3415885		8.08171		9.365451		5.889297		6.924845		6.9791794		9.767068

		21203		CUST_21416_PI390587928		CUST_21416_PI390587928_1		10.965439		10.771731		10.179115		11.140781		11.995191		12.462288		12.7872095		12.234115		12.651577		12.816035		12.538968		10.507819		A_99_P431402		A_99_P431402_1		9.054245		7.9925194		7.7725654		7.893624		10.350781		11.235749		9.902963		8.561564		11.505135		10.349534		10.230778		8.656136

		2026		CUST_2441_PI390587928		CUST_2441_PI390587928_1		4.016689		2.9398406		1.606954		3.175212		4.6734004		6.6042037		9.211955		8.658868		4.245823		7.4630904		8.220397		7.0799737		A_99_P431562		A_99_P431562_1		7.4627566		4.2034135		3.427555		1.9508778		7.904175		7.469784		8.614557		6.3329887		9.077601		7.7687106		9.446813		5.893927

		17121		CUST_41412_PI390587928		CUST_41412_PI390587928_3		3.9080784		3.6743937		4.398892		4.0543976		4.000562		3.9921653		6.3971367		6.2719765		4.448464		5.0143733		5.5576515		4.5987086		A_99_P437312		A_99_P437312_1		8.6368065		8.164251		9.060562		8.336791		10.258005		11.18214		10.584096		9.278922		12.374394		9.438897		11.001862		8.9542

		3530		CUST_34343_PI390587928		CUST_34343_PI390587928_2		13.702144		13.610522		13.198166		14.043808		13.085614		13.075021		11.502658		12.904727		12.631302		12.412114		12.057721		14.035253		A_99_P439952		A_99_P439952_1		4.4108377		3.826229		5.1235843		5.0647717		3.719322		3.2806206		4.3642945		3.06716		2.730999		3.2138317		3.0700023		3.3254745

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_4		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P442927		A_99_P442927_1		8.29069		6.7604966		7.374687		6.54746		8.845326		8.933852		8.895252		7.0473847		10.074047		8.769135		9.615018		7.19369

		17422		CUST_11600_PI390587928		CUST_11600_PI390587928_2		5.8111725		4.8397593		5.0924363		5.6734295		6.1860104		6.781154		8.045915		7.2217693		6.6416755		7.5391254		7.5301666		5.4967475		A_99_P445137		A_99_P445137_1		5.1660905		4.524469		4.2033553		3.3786087		5.764726		5.6807537		5.455059		4.977445		7.15348		5.525328		5.7447705		4.8241315

		4393		CUST_6333_PI390587928		CUST_6333_PI390587928_1		13.196986		12.275032		12.182019		12.029805		13.976944		14.196864		13.682842		12.974953		14.141243		14.490376		13.702153		11.706287		A_99_P453252		A_99_P453252_1		5.9838257		5.0387626		4.5537586		4.5499644		7.3054833		8.58365		7.78636		6.4569097		8.1045065		6.6158385		8.074466		5.594419

		6000		CUST_39108_PI390587928		CUST_39108_PI390587928_1		6.015412		5.6750145		4.81715		5.440972		7.4267464		7.030988		8.532717		6.877008		7.9963303		7.8730865		8.087857		5.6546283		A_99_P455507		A_99_P455507_1		4.116806		3.349082		3.285559		2.0662045		5.397177		6.3534546		6.2427306		3.7410011		6.332318		5.1019244		6.461853		3.4302595

		17188		CUST_19866_PI390587928		CUST_19866_PI390587928_2		7.1739793		7.608427		6.647494		7.5034313		6.931832		8.877484		8.845532		9.029826		7.4044323		8.402995		8.35046		7.2827106		A_99_P456762		A_99_P456762_1		8.570243		7.473646		7.918699		8.0894985		9.7645		10.860878		9.334296		8.713214		11.300162		10.226691		9.729415		8.68372

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_3		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P457092		A_99_P457092_1		12.315251		11.77203		12.147969		12.025296		13.6549425		14.13024		17.118567		15.060077		15.030041		14.264178		17.370901		13.125058

		24821		CUST_27793_PI390587928		CUST_27793_PI390587928_1		8.139771		7.504362		6.8579183		7.9455485		9.706779		10.523746		10.72166		9.678515		10.435733		10.678234		10.229034		8.260031		A_99_P459937		A_99_P459937_1		5.9117274		5.7283916		5.311811		6.4494743		6.94892		8.036358		8.052897		6.1308103		9.236881		7.937805		8.225826		6.5927467

		23184		CUST_18980_PI390587928		CUST_18980_PI390587928_2		5.8950043		6.3214035		4.9692764		4.0703106		7.466515		7.3821354		11.6354065		10.060344		8.640407		9.286182		10.594004		5.5597634		A_99_P465927		A_99_P465927_1		2.7689388		1.7926172		3.637812		2.2337797		8.252973		9.527131		8.942615		5.921726		10.680809		7.4394546		9.618474		5.3456783

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_6		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P469432		A_99_P469432_1		8.428543		6.6606164		6.2753873		6.2800484		8.854843		8.718154		12.181674		8.684973		10.036103		9.203661		12.346232		7.256557

		5662		CUST_10750_PI390587928		CUST_10750_PI390587928_1		5.630262		5.2299533		5.1069336		6.4386697		5.7299385		5.3136134		9.828769		8.741756		5.997677		5.758465		8.265392		6.877304		A_99_P479427		A_99_P479427_1		1.3946656		1.8928629		1.7219445		1.3687466		2.539139		5.830235		8.71413		3.5245583		7.1370444		4.526942		9.611735		2.7611144

		45844		CUST_202_PI390587928		CUST_202_PI390587928_3		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		A_99_P482542		A_99_P482542_1		5.06052		5.180494		4.6987576		4.886005		6.3988786		9.765462		11.724345		8.787876		8.966859		8.653704		12.245225		8.48253

		13105		CUST_8415_PI390587928		CUST_8415_PI390587928_1		8.061927		7.063536		6.837528		6.265106		8.550388		8.443837		12.970725		11.066693		9.924553		10.154076		11.997319		7.5108676		A_99_P484237		A_99_P484237_1		6.2394843		7.946016		6.335462		5.6772866		7.3994293		11.279054		11.974582		10.396037		9.663274		9.3195715		12.309087		9.185365

		17890		CUST_24362_PI390587928		CUST_24362_PI390587928_1		9.060417		9.776997		8.223784		8.257084		10.682247		12.627385		15.456336		12.973178		11.805725		14.117076		14.4958315		10.872184		A_99_P484782		A_99_P484782_1		2.6462543		3.1122425		3.0417664		3.147218		6.007607		10.972695		11.147935		7.655823		10.055152		8.000077		11.600189		6.7496667

		2920		CUST_17755_PI390587928		CUST_17755_PI390587928_3		12.550682		12.128264		13.272815		13.048076		13.417647		13.644071		15.897162		14.122743		14.006913		14.804296		15.268018		12.974095		A_99_P489217		A_99_P489217_1		11.464162		11.125351		12.490669		12.062978		12.301417		12.80716		12.89856		12.569943		13.683736		12.131568		12.956376		12.560684

		31141		CUST_20092_PI390587928		CUST_20092_PI390587928_1		3.335986		2.1898305		1.8457812		1.5382881		2.8329897		2.4948263		7.947412		3.1144302		3.3710215		3.9458692		6.436413		1.7250913		A_99_P489702		A_99_P489702_1		5.872557		6.1708426		5.7543163		5.573618		8.54322		9.446867		9.262612		7.38011		10.004527		8.128688		9.58575		7.181276

		23760		CUST_30143_PI390587928		CUST_30143_PI390587928_2		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		A_99_P491807		A_99_P491807_1		4.8552847		4.0430923		2.7920334		1.8131427		4.0649314		5.0421443		5.9403195		5.3946166		4.8880277		5.048077		5.9446125		3.6026652

		23208		CUST_24395_PI390587928		CUST_24395_PI390587928_2		6.8873773		6.479208		6.7560883		7.125448		8.4718895		9.431581		9.816371		8.972081		9.12859		9.629302		9.560037		7.5824833		A_99_P493207		A_99_P493207_1		6.6721644		5.357408		5.411856		5.630095		8.18453		8.996083		8.311376		6.6870465		9.789006		7.652487		8.726079		7.0132813

		1533		CUST_36069_PI390587928		CUST_36069_PI390587928_9		11.558754		11.754815		11.524812		11.647035		11.940787		12.309883		13.998652		13.738202		12.133884		13.820824		13.841128		13.255798		A_99_P494037		A_99_P494037_1		2.2224076		1.8022127		1.8268744		2.0774324		3.2622547		6.165516		5.2112846		2.6843975		6.0055184		4.214021		6.0397086		3.6835985

		3138		CUST_5316_PI390587928		CUST_5316_PI390587928_3		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		A_99_P498477		A_99_P498477_1		4.1329975		4.008347		3.075524		2.6679451		3.9449823		5.1632476		4.6158233		4.6530585		6.429151		3.0435011		3.658448		4.1705966

		12880		CUST_11973_PI390587928		CUST_11973_PI390587928_1		5.976955		6.403057		7.101906		6.7785378		5.6053557		5.8048377		4.878296		4.415592		4.763328		5.34917		5.6642394		6.0236926		A_99_P499322		A_99_P499322_2		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516

		49430		CUST_33888_PI390587928		CUST_33888_PI390587928_1		8.8616495		9.230663		10.475701		9.326038		8.186508		8.171525		8.080547		7.247988		7.905786		7.745434		8.328155		8.530631		A_99_P499322		A_99_P499322_1		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516

		19121		CUST_39645_PI390587928		CUST_39645_PI390587928_1		12.8270445		13.503455		13.203912		12.498563		12.233403		12.877622		9.809251		10.0475025		11.351813		12.003891		10.944752		11.204555		A_99_P506102		A_99_P506102_1		8.899642		9.941293		7.6603885		8.943244		6.9378715		7.067423		4.661198		6.2359757		6.893493		8.1353		4.2302175		6.3500676

		23760		CUST_30143_PI390587928		CUST_30143_PI390587928_3		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		A_99_P507147		A_99_P507147_1		5.6545224		4.9180684		4.446476		2.5896475		5.450138		5.9919944		7.387661		6.0322595		5.911335		5.7722306		7.418501		4.382358

		17121		CUST_41412_PI390587928		CUST_41412_PI390587928_4		3.9080784		3.6743937		4.398892		4.0543976		4.000562		3.9921653		6.3971367		6.2719765		4.448464		5.0143733		5.5576515		4.5987086		A_99_P508312		A_99_P508312_1		7.3373694		5.627566		3.748307		4.5434184		8.124138		8.038515		7.553005		6.86595		10.380688		6.9225802		8.005181		6.40706

		27334		CUST_31374_PI390587928		CUST_31374_PI390587928_2		8.409873		7.762186		6.6559978		5.7049146		10.762104		8.993997		11.576795		10.528523		10.253722		9.724594		11.962662		7.8700905		A_99_P509202		A_99_P509202_1		11.481017		12.522156		12.79996		11.856827		12.886078		14.51799		15.7332735		14.387988		14.11319		13.598001		15.888879		13.809247

		3138		CUST_5316_PI390587928		CUST_5316_PI390587928_4		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		A_99_P509312		A_99_P509312_1		7.0026784		6.377538		5.7370543		6.674665		7.453181		8.014491		7.979358		8.01934		8.954052		6.7423816		8.084496		7.49233

		16744		CUST_31924_PI390587928		CUST_31924_PI390587928_3		13.056839		13.888806		15.241321		15.39177		12.416276		13.230022		13.75481		13.820443		12.056198		12.100075		13.865336		15.014293		A_99_P510492		A_99_P510492_1		1.6878012		4.2014003		5.737732		4.0107694		2.125591		1.977491		3.908745		3.2076585		1.917971		3.374316		4.332554		4.005053

		4393		CUST_6333_PI390587928		CUST_6333_PI390587928_2		13.196986		12.275032		12.182019		12.029805		13.976944		14.196864		13.682842		12.974953		14.141243		14.490376		13.702153		11.706287		A_99_P517302		A_99_P517302_1		9.132971		8.486878		9.734309		10.129593		11.510142		13.613145		12.8728485		11.560848		12.44756		12.253719		13.017441		11.885716

		15288		CUST_10452_PI390587928		CUST_10452_PI390587928_6		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		A_99_P518057		A_99_P518057_1		11.063092		9.370804		10.057187		9.745069		12.707619		13.792394		13.294242		10.66093		14.181674		12.29691		13.861405		10.464233

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_6		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P519152		A_99_P519152_1		13.044434		12.2746935		12.681539		12.616699		14.210164		14.7784395		17.64509		15.753026		15.78754		15.101462		18.010216		13.920494

		5870		CUST_39220_PI390587928		CUST_39220_PI390587928_1		6.8795037		7.1779113		8.405098		7.7595725		6.9772644		6.744919		7.1692696		6.1016345		6.7162147		6.4777985		7.281021		7.1809907		A_99_P526212		A_99_P526212_1		5.873695		3.2821589		6.9562798		3.6726406		5.164628		5.5351434		4.283274		9.673244		4.4798646		5.717762		4.0783706		5.1027484

		14649		CUST_10895_PI390587928		CUST_10895_PI390587928_7		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		A_99_P529162		A_99_P529162_1		11.850038		10.981238		11.349579		11.388473		13.268924		13.588864		16.705359		14.4335985		14.494494		13.844154		16.87269		12.6834345

		8264		CUST_27872_PI390587928		CUST_27872_PI390587928_1		2.4916084		3.3793201		1.2536021		1.2304019		4.515654		8.294297		8.127579		6.6224294		5.383287		7.234129		7.3577156		1.6925398		A_99_P531552		A_99_P531552_1		1.4346828		1.5119096		2.6144347		2.0063114		7.5798354		9.30595		8.454764		4.290956		9.56022		8.834632		8.161595		3.7452478

		16121		CUST_16477_PI390587928		CUST_16477_PI390587928_8		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		A_99_P533842		A_99_P533842_1		9.89174		8.933132		9.377141		8.19654		10.843913		10.767333		13.393227		10.526044		12.168496		10.883016		13.590444		9.478626

		12395		CUST_40772_PI390587928		CUST_40772_PI390587928_2		5.847323		6.1738224		6.2800636		6.156857		5.379666		7.1426525		8.820954		8.330869		5.026981		6.498131		8.43575		6.403017		A_99_P552752		A_99_P552752_1		7.4423127		7.266233		8.516357		8.865979		8.30541		9.899728		10.477722		9.951886		9.643798		8.870046		10.715016		10.156696

		1048		CUST_30702_PI390587928		CUST_30702_PI390587928_3		10.707438		9.912051		9.545566		10.803886		11.801461		10.863918		13.975357		13.739236		12.185303		12.134341		13.518234		12.663292		A_99_P555242		A_99_P555242_1		5.035282		4.6860943		4.621965		5.36601		5.4405885		6.6467285		7.2614346		6.80378		7.165461		5.1719766		7.707516		6.5024514

		16351		CUST_13557_PI390587928		CUST_13557_PI390587928_7		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		A_99_P555552		A_99_P555552_1		8.886478		7.3334274		6.928676		6.3377976		10.190848		11.020831		9.992446		8.254057		11.506943		9.898481		10.522658		7.597391

		16634		CUST_38157_PI390587928		CUST_38157_PI390587928_2		14.070419		13.025319		13.267301		13.145496		14.303593		13.540994		14.743614		14.0856905		14.793851		14.740662		14.456616		13.473636		A_99_P556062		A_99_P556062_1		9.070331		6.996371		8.459748		8.611638		10.5667925		11.536555		11.204117		9.887591		12.000385		9.768767		11.716736		9.648847

























































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































Ortholog-annotation

				Barley annotation										Matching wheat ortholog annotation

		Contig Name (HarvEST35)		Barley probe ID		Description		Rice		Best hit NCBI nr		Best hit Rice PP5		Wheat probe ID both approaches		PrimaryAccession		GeneName		TIGRID		Description

		15620		CUST_16339_PI390587928		U35_44k_v1_15620		LOC_Os04g41680.1		gb|AAD28733.1|AF112966_1 e-124  chitinase IV precursor [Triticum aestivum]		LOC_Os04g41680.1 9e-97 endochitinase A precursor putative expressed		A_99_P000381		AF112963		chitinase II precursor		TC371620		Triticum aestivum chitinase II precursor (Cht2) mRNA, complete cds [AF112963]

		42222		CUST_1529_PI390587928		U35_44k_v1_42222		LOC_Os01g50100.1		dbj|BAB85651.1| 3e-97  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 2e-88 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		23570		CUST_16686_PI390587928		U35_44k_v1_23570		LOC_Os01g50100.1		dbj|BAB85651.1| 4e-09  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-07 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		8212		CUST_27921_PI390587928		U35_44k_v1_8212		LOC_Os01g50100.1		dbj|BAB85651.1| 5e-91  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 4e-90 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		23308		CUST_2973_PI390587928		U35_44k_v1_23308		LOC_Os01g50100.1		dbj|BAB85651.1| e-118  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-107 multidrug resistance protein 4 putative expressed		A_99_P005116		AB055077		multidrug resistance protein 1 homolog		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		16426		CUST_37091_PI390587928		U35_44k_v1_16426		LOC_Os09g39940.1		ref|NP_001060957.1| 4e-39  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 8e-41 blue copper protein precursor putative expressed		A_99_P005951		BQ744001		0		TC432498		WHE4110_F04_K08ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_F04_K08, mRNA sequence [BQ744001]

		1238		CUST_7753_PI390587928		U35_44k_v1_1238		LOC_Os04g56900.1		gb|AAO73071.1| 0.0  agmatine coumaroyltransferase [Hordeum vulgare]		LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P020754		AY234333		hypothetical LOC543097		TC433013		Triticum aestivum putative agmatine coumaroyltransferase mRNA, partial cds [AY234333]

		7124		CUST_19196_PI390587928		U35_44k_v1_7124		-		No hits found		No hits found		A_99_P021939		CA688352		0		0		wlm96.pk040.k4 wlm96 Triticum aestivum cDNA clone wlm96.pk040.k4 5' end, mRNA sequence [CA688352]

		7124		CUST_19196_PI390587928		U35_44k_v1_7124		-		No hits found		No hits found		A_99_P022179		CK217341		0		TC397988		FGAS029343 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217341]

		9462		CUST_11110_PI390587928		U35_44k_v1_9462		LOC_Os04g09900.3		gb|EAZ29933.1| 7e-60  hypothetical protein OsJ_013416 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09900.3 2e-61 ent-kaurene synthase A chloroplast precursor putative expressed		A_99_P028994		BM140585		0		TC445155		WHE0485_d08_h15zS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0485_d08_h15, mRNA sequence [BM140585]

		7207		CUST_24511_PI390587928		U35_44k_v1_7207		LOC_Os07g44780.1		gb|EAZ04881.1| 4e-63  hypothetical protein OsI_026113 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44780.1 8e-65 esterase precursor putative expressed		A_99_P037474		CJ851772		0		TC397010		CJ851772 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal1f23 5', mRNA sequence [CJ851772]

		959		CUST_27663_PI390587928		U35_44k_v1_959		LOC_Os09g26880.1		ref|NP_001063281.1| 0.0  Os09g0440300 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g26880.1 0.0 aldehyde dehydrogenase family 7 member A1 putative expressed		A_99_P043496		CD490980		0		0		WHE3069_C01_F01ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3069_C01_F01, mRNA sequence [CD490980]

		16985		CUST_23741_PI390587928		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		A_99_P061018		BT009372		0		TC447969		Triticum aestivum clone wlm96.pk028.k4:fis, full insert mRNA sequence [BT009372]

		24436		CUST_12768_PI390587928		U35_44k_v1_24436		LOC_Os12g25090.2		gb|AAT40067.1| 6e-22  MPI [Zea diploperennis]		LOC_Os12g25090.2 7e-19 expressed protein		A_99_P068430		CJ850738		0		TC412205		CJ850738 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal16e06 5', mRNA sequence [CJ850738]

		15508		CUST_21119_PI390587928		U35_44k_v1_15508		LOC_Os11g31530.1		gb|EAY81075.1| 2e-67  hypothetical protein OsI_035034 [Oryza sativa (indica cultivar-group)]		LOC_Os11g31540.1 1e-68 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P071865		BT009398		0		TC374517		Triticum aestivum clone wlm96.pk042.k21:fis, full insert mRNA sequence [BT009398]

		10619		CUST_23300_PI390587928		U35_44k_v1_10619		LOC_Os03g62200.1		gb|AAR87397.1| e-121  ammonium transporter AMT2.1 [Triticum aestivum]		LOC_Os03g62200.1 1e-109 ammonium transporter 2 putative expressed		A_99_P072045		BT009273		ammonium transporter AMT2.1		NP958347		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		6939		CUST_460_PI390587928		U35_44k_v1_6939		LOC_Os01g72160.1		ref|NP_001104988.1| 7e-93  glutathione S-transferase GST 24 [Zea mays]		LOC_Os01g72150.1 4e-70 glutathione S-transferase putative expressed		A_99_P080435		TA88925_4565		0		TC370231		Rep: Glutathione S-transferase GST 24 - Zea mays (Maize), partial (92%) [TC370231]

		12884		CUST_11966_PI390587928		U35_44k_v1_12884		LOC_Os03g47280.1		No hits found		LOC_Os03g47280.1 5e-05 VQ motif family protein expressed		A_99_P095210		BQ743841		0		TC422367		WHE4108_G08_N16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4108_G08_N16, mRNA sequence [BQ743841]

		22629		CUST_23246_PI390587928		U35_44k_v1_22629		LOC_Os01g10640.1		No hits found		No hits found		A_99_P115130		CJ659786		0		TC422278		CJ659786 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg20e20 5', mRNA sequence [CJ659786]

		1701		CUST_10244_PI390587928		U35_44k_v1_1701		LOC_Os04g24220.3		emb|CAD40527.2| 0.0  OSJNBa0023J03.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		A_99_P117090		CJ668780		0		TC370808		CJ668780 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16d15 5', mRNA sequence [CJ668780]

		7797		CUST_5779_PI390587928		U35_44k_v1_7797		-		No hits found		No hits found		A_99_P131475		CJ873852		0		TC417195		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		37158		CUST_41659_PI390587928		U35_44k_v1_37158		LOC_Os04g39010.1		ref|NP_001053015.1| 6e-22  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 2e-23 ATFP4 putative expressed		A_99_P133120		CJ631651		0		TC406737		CJ631651 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs8j08 5', mRNA sequence [CJ631651]

		27271		CUST_31271_PI390587928		U35_44k_v1_27271		LOC_Os04g58090.1		ref|NP_001054263.1| 3e-26  Os04g0677300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58090.1 8e-28 NHL25 putative expressed		A_99_P149162		CJ849756		0		TC457214		CJ849756 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal13a04 5', mRNA sequence [CJ849756]

		44738		CUST_34068_PI390587928		U35_44k_v1_44738		LOC_Os01g58130.1		ref|NP_001044500.1| 1e-32  Os01g0793800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58130.1 3e-34 expressed protein		A_99_P153587		CJ907927		0		TC403819		CJ907927 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8m04 5', mRNA sequence [CJ907927]

		960		CUST_27655_PI390587928		U35_44k_v1_960		LOC_Os05g09440.1		gb|ABW77317.1| 0.0  NADP-dependent malic enzyme [Triticum aestivum]		LOC_Os05g09440.1 0.0 NADP-dependent malic enzyme chloroplast precursor putative expressed		A_99_P158407		EU082065		NADP-dependent malic enzyme		TC410333		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		882		CUST_31970_PI390587928		U35_44k_v1_882		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		A_99_P162562		DR738899		chitinase 1		TC378180		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		13827		CUST_14517_PI390587928		U35_44k_v1_13827		LOC_Os04g59150.3		emb|CAA05897.1| 4e-63  peroxidase [Hordeum vulgare]		LOC_Os04g59150.1 1e-32 peroxidase 12 precursor putative expressed		A_99_P171414		AJ878510		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		32574		CUST_17376_PI390587928		U35_44k_v1_32574		LOC_Os07g44460.1		dbj|BAF97642.1| 9e-26  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os04g59150.2 2e-14 peroxidase 12 precursor putative expressed		A_99_P171414		AJ878510		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		31961		CUST_38299_PI390587928		U35_44k_v1_31961		LOC_Os01g73170.1		emb|CAA05897.1| 1e-51  peroxidase [Hordeum vulgare]		LOC_Os04g59150.2 5e-28 peroxidase 12 precursor putative expressed		A_99_P171414		AJ878510		peroxidase		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		147		CUST_26541_PI390587928		U35_44k_v1_147		LOC_Os08g08980.1		gb|AAF34811.1|AF005089_1 e-124  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 precursor putative expressed		A_99_P172109		DN949100		oxalate oxidase		TC377788		KUCD01_13_B04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949100]

		16985		CUST_23741_PI390587928		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		A_99_P172124		CV765350		0		TC411783		FGAS059735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765350]

		30532		CUST_13332_PI390587928		U35_44k_v1_30532		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-28  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 5e-30 esterase PIR7B putative expressed		A_99_P175629		CN012768		0		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		30412		CUST_16480_PI390587928		U35_44k_v1_30412		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-42  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 7e-44 esterase PIR7B putative expressed		A_99_P175629		CN012768		0		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		23208		CUST_24395_PI390587928		U35_44k_v1_23208		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-33  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		A_99_P175629		CN012768		0		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		45844		CUST_202_PI390587928		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		A_99_P175719		BQ744250		0		TC423415		WHE4113_D06_G11ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4113_D06_G11, mRNA sequence [BQ744250]

		6174		CUST_24455_PI390587928		U35_44k_v1_6174		LOC_Os09g25100.1		gb|EAZ07132.1| 3e-79  hypothetical protein OsI_028364 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 15 putative expressed		A_99_P180370		CJ675337		0		TC425572		CJ675337 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms1m18 5', mRNA sequence [CJ675337]

		18460		CUST_24162_PI390587928		U35_44k_v1_18460		LOC_Os08g04540.1		dbj|BAD11769.1| 0.0  tryptophan decarboxylase [Hordeum vulgare]		LOC_Os08g04540.1 0.0 aromatic-L-amino-acid decarboxylase putative expressed		A_99_P183952		CK208047		0		TC378720		FGAS019725 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208047]

		16634		CUST_38157_PI390587928		U35_44k_v1_16634		LOC_Os09g39770.1		No hits found		No hits found		A_99_P186482		CD891900		0		TC434455		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		49430		CUST_33888_PI390587928		U35_44k_v1_49430		LOC_Os06g07100.2		gb|EAZ35957.1| 1e-25  hypothetical protein OsJ_019440 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		A_99_P192567		CJ693714		0		TC451037		CJ693714 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc14g02 5', mRNA sequence [CJ693714]

		18302		CUST_16257_PI390587928		U35_44k_v1_18302		LOC_Os11g37700.1		emb|CAD59574.1| 0.0  PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P193978		TA69810_4565		0		TC371933		0

		22862		CUST_863_PI390587928		U35_44k_v1_22862		LOC_Os03g60840.1		gb|ABX84379.1| 4e-25  Bowman-Birk trypsin inhibitor-like protein [Triticum aestivum]		LOC_Os03g60840.1 4e-21 Bowman-Birk type trypsin inhibitor putative expressed		A_99_P194318		CJ872995		0		TC414248		CJ872995 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls10i20 5', mRNA sequence [CJ872995]

		16985		CUST_23741_PI390587928		U35_44k_v1_16985		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		A_99_P194348		CA670456		0		TC453071		0

		1238		CUST_7753_PI390587928		U35_44k_v1_1238		LOC_Os04g56900.1		gb|AAO73071.1| 0.0  agmatine coumaroyltransferase [Hordeum vulgare]		LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P195528		AB334134		agmatine coumaroyltransferase		TC447579		Triticum aestivum TaACT-1D mRNA for agmatine coumaroyltransferase, partial cds [AB334134]

		22570		CUST_38053_PI390587928		U35_44k_v1_22570		-		No hits found		No hits found		A_99_P196573		EB514985		0		0		Ta10b_02i04_R Ta10b_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta10b_02i04, mRNA sequence [EB514985]

		16261		CUST_28385_PI390587928		U35_44k_v1_16261		LOC_Os12g32620.1		gb|ABA99040.1| e-108  Pollen-specific protein SF3, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32620.1 1e-109 pollen-specific protein SF3 putative expressed		A_99_P203546		TA52086_4565		0		TC371783		0

		14101		CUST_30777_PI390587928		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P204396		TA52369_4565		0		TC417856		Rep: Caffeoyl-coa o-methyltransferase - Oryza sativa subsp. indica (Rice), partial (46%) [TC417856]

		14101		CUST_30777_PI390587928		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P204401		TA52370_4565		0		TC436985		0

		14101		CUST_30777_PI390587928		U35_44k_v1_14101		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P205136		TA52594_4565		0		TC413324		Rep: Caffeoyl-CoA O-methyltransferase - Phyllostachys edulis, partial (68%) [TC413324]

		12723		CUST_11024_PI390587928		U35_44k_v1_12723		LOC_Os08g03350.1		emb|CAD89802.1| 3e-56  histidine amino acid transporter [Oryza sativa (indica cultivar-group)]		LOC_Os08g03350.1 9e-58 LHT1 putative expressed		A_99_P210391		AK333707		0		TC428053		Triticum aestivum cDNA, clone: WT008_I09, cultivar: Chinese Spring [AK333707]

		15288		CUST_10452_PI390587928		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		A_99_P226086		DR737456		blue copper-binding protein homolog		0		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		2920		CUST_17755_PI390587928		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		A_99_P229836		TA61494_4565		0		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		2920		CUST_17755_PI390587928		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		A_99_P229841		TA61495_4565		0		TC428833		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (10%) [TC428833]

		701		CUST_41539_PI390587928		U35_44k_v1_701		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P240161		TA64525_4565		0		TC374398		0

		414		CUST_35746_PI390587928		U35_44k_v1_414		LOC_Os10g34930.1		emb|CAA74593.1| e-119  hypothetical protein [Hordeum vulgare]		LOC_Os10g34930.1 1e-80 secretory protein putative expressed		A_99_P242791		TA65180_4565		0		TC415690		Rep: PR17d precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (76%) [TC415690]

		249		CUST_16542_PI390587928		U35_44k_v1_249		LOC_Os10g34910.1		emb|CAA74594.1| e-127  hypothetical protein [Hordeum vulgare]		LOC_Os10g34910.1 1e-76 secretory protein putative		A_99_P242796		TA65181_4565		0		TC398605		Rep: PR17c precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC398605]

		1183		CUST_25498_PI390587928		U35_44k_v1_1183		LOC_Os02g09490.1		gb|AAK97808.1| e-149  cinnamyl alcohol dehydrogenase 1a [Festuca arundinacea]		LOC_Os02g09490.1 1e-143 cinnamyl alcohol dehydrogenase putative expressed		A_99_P253296		TA68052_4565		0		TC396811		Rep: Cinnamyl alcohol dehydrogenase 1a - Festuca arundinacea (Tall fescue) (Schedonorus arundinaceus), partial (49%) [TC396811]

		2004		CUST_18099_PI390587928		U35_44k_v1_2004		LOC_Os03g10110.1		gb|EAY88907.1| 9e-14  hypothetical protein OsI_010140 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10110.1 2e-15 preproMP73 putative expressed		A_99_P255741		TA68758_4565		0		TC429875		Rep: Cupin family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (4%) [TC429875]

		420		CUST_35731_PI390587928		U35_44k_v1_420		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		A_99_P256366		TA68936_4565		0		TC441990		Rep: Phosphate transporter 6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC441990]

		420		CUST_35731_PI390587928		U35_44k_v1_420		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		A_99_P256371		AF110180		high-affinity phosphate transporter PT1		TC440513		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		23760		CUST_30143_PI390587928		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		A_99_P258776		TA69647_4565		0		TC434821		0

		45844		CUST_202_PI390587928		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		A_99_P259286		TA69806_4565		0		TC440633		0

		1048		CUST_30702_PI390587928		U35_44k_v1_1048		LOC_Os02g17940.6		gb|AAP95024.1| e-173  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		AK335992		0		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		1046		CUST_30704_PI390587928		U35_44k_v1_1046		LOC_Os02g17940.6		gb|AAP95024.1| e-116  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-113 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		AK335992		0		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		1045		CUST_30705_PI390587928		U35_44k_v1_1045		LOC_Os06g08032.1		gb|AAP95024.1| 1e-59  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 6e-43 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		AK335992		0		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		6068		CUST_37358_PI390587928		U35_44k_v1_6068		LOC_Os10g33920.3		ref|NP_001064870.1| e-147  Os10g0479700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		A_99_P261796		TA70489_4565		0		TC375684		0

		6068		CUST_37358_PI390587928		U35_44k_v1_6068		LOC_Os10g33920.3		ref|NP_001064870.1| e-147  Os10g0479700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		A_99_P261801		TA70490_4565		0		TC377102		Rep: Phosphate translocator-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC377102]

		467		CUST_7864_PI390587928		U35_44k_v1_467		LOC_Os01g71080.1		gb|ABU55396.1| 3e-54  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 1e-51 xylanase inhibitor TAXI-IV putative expressed		A_99_P268711		AK332666		0		TC412311		Triticum aestivum cDNA, clone: WT004_I24, cultivar: Chinese Spring [AK332666]

		16744		CUST_31924_PI390587928		U35_44k_v1_16744		LOC_Os03g20380.1		ref|NP_001049949.1| 0.0  Os03g0319400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		A_99_P272976		AK331946		0		TC394498		Triticum aestivum cDNA, clone: WT002_M06, cultivar: Chinese Spring [AK331946]

		17577		CUST_32553_PI390587928		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		A_99_P278701		TA75511_4565		0		TC378153		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC378153]

		17577		CUST_32553_PI390587928		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		A_99_P278716		TA75514_4565		0		TC378353		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		3503		CUST_17313_PI390587928		U35_44k_v1_3503		LOC_Os03g09900.1		gb|EAY88890.1| 2e-32  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 3e-32 membrane protein putative expressed		A_99_P283116		TA76803_4565		0		TC400723		0

		3502		CUST_17314_PI390587928		U35_44k_v1_3502		LOC_Os03g09900.1		gb|EAY88890.1| e-152  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 1e-151 membrane protein putative expressed		A_99_P283116		TA76803_4565		0		TC400723		0

		14158		CUST_38247_PI390587928		U35_44k_v1_14158		LOC_Os07g44499.1		gb|EAZ04858.1| 6e-82  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 2e-83 peroxidase 56 precursor putative expressed		A_99_P284181		TA77115_4565		0		TC437335		Rep: 50S ribosomal protein L9 - Novosphingobium aromaticivorans (strain DSM 12444), partial (8%) [TC437335]

		17188		CUST_19866_PI390587928		U35_44k_v1_17188		LOC_Os02g36530.1		ref|NP_001047210.1| 1e-08  Os02g0575000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36530.1 3e-10 expressed protein		A_99_P287196		TA77983_4565		0		TC410857		Rep: TPR-repeat protein - Chlamydomonas reinhardtii, partial (9%) [TC410857]

		17616		CUST_31668_PI390587928		U35_44k_v1_17616		LOC_Os08g02230.1		gb|EAZ41305.1| 0.0  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 0.0 FAD binding domain containing protein putative expressed		A_99_P289376		TA78618_4565		0		TC404300		0

		17745		CUST_25782_PI390587928		U35_44k_v1_17745		LOC_Os03g11590.5		gb|ABF94634.1| e-145  integral membrane family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11590.1 1e-146 expressed protein		A_99_P296646		TA80689_4565		0		TC394096		0

		40782		CUST_26339_PI390587928		U35_44k_v1_40782		LOC_Os03g40670.1		ref|NP_001050628.1| 2e-30  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 5e-32 glycerophosphoryl diester phosphodiesterase precursor putative expressed		A_99_P303201		TA82621_4565		0		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		17257		CUST_30491_PI390587928		U35_44k_v1_17257		LOC_Os03g40670.1		ref|NP_001050628.1| e-178  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 1e-180 glycerophosphoryl diester phosphodiesterase precursor putative expressed		A_99_P303201		TA82621_4565		0		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		5528		CUST_13729_PI390587928		U35_44k_v1_5528		LOC_Os08g34790.1		gb|EAZ07174.1| e-154  hypothetical protein OsI_028406 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34790.1 1e-155 4-coumarate--CoA ligase 2 putative expressed		A_99_P303491		TA82711_4565		0		TC380985		Rep: 4-coumarate:coenzyme A ligase - Eucalyptus camaldulensis (River red gum), partial (42%) [TC380985]

		17216		CUST_17272_PI390587928		U35_44k_v1_17216		LOC_Os08g37210.1		gb|EAZ07346.1| e-178  hypothetical protein OsI_028578 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		A_99_P303501		TA82717_4565		0		TC378882		0

		17216		CUST_17272_PI390587928		U35_44k_v1_17216		LOC_Os08g37210.1		gb|EAZ07346.1| e-178  hypothetical protein OsI_028578 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		A_99_P303506		TA82718_4565		0		TC378007		0

		2024		CUST_2443_PI390587928		U35_44k_v1_2024		LOC_Os03g61470.1		ref|NP_001051784.1| 8e-56  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 2e-57 PGPS/D12 putative expressed		A_99_P304931		TA83149_4565		0		TC403898		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC403898]

		20382		CUST_29864_PI390587928		U35_44k_v1_20382		LOC_Os05g08830.1		No hits found		No hits found		A_99_P313596		TA85707_4565		0		TC414348		0

		6391		CUST_2379_PI390587928		U35_44k_v1_6391		LOC_Os03g15780.1		dbj|BAF30813.1| 0.0  anthranilate synthase alpha 2 subunit [Avena sativa]		LOC_Os03g15780.1 0.0 anthranilate synthase component I-1 chloroplast precursor putative expressed		A_99_P320681		TA87736_4565		0		TC448079		Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat), partial (63%) [TC448079]

		27087		CUST_2634_PI390587928		U35_44k_v1_27087		LOC_Os01g60700.2		ref|NP_001044652.1| 9e-24  Os01g0822200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60700.2 2e-25 serine/threonine-protein kinase NAK putative expressed		A_99_P322201		TA88202_4565		0		TC379280		Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC379280]

		17916		CUST_29242_PI390587928		U35_44k_v1_17916		LOC_Os01g62260.1		ref|NP_001044756.1| e-104  Os01g0839900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62260.1 1e-106 osmotin-like protein precursor putative expressed		A_99_P325991		TA89350_4565		0		TC428668		Rep: Osmotin-like protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (19%) [TC428668]

		31043		CUST_34408_PI390587928		U35_44k_v1_31043		LOC_Os09g37120.1		gb|EAZ45539.1| 1e-34  hypothetical protein OsJ_029022 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37120.1 3e-36 ornithine decarboxylase putative expressed		A_99_P326361		TA89457_4565		0		TC383235		Rep: Os04g0136500 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC383235]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P327316		TA89742_4565		0		0		0

		12995		CUST_34859_PI390587928		U35_44k_v1_12995		LOC_Os09g37180.1		gb|EAZ45540.1| 2e-53  hypothetical protein OsJ_029023 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37180.1 5e-55 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P330016		TA90539_4565		0		TC414000		0

		21074		CUST_10151_PI390587928		U35_44k_v1_21074		LOC_Os01g09260.1		gb|AAK51495.1|AF362472_1 7e-77  cytokinin dehydrogenase [Hordeum vulgare]		LOC_Os01g09260.1 1e-59 cytokinin dehydrogenase 1 precursor putative expressed		A_99_P330946		TA90830_4565		0		TC439150		Rep: Cytokinin dehydrogenase - Triticum aestivum (Wheat), partial (26%) [TC439150]

		18302		CUST_16257_PI390587928		U35_44k_v1_18302		LOC_Os11g37700.1		emb|CAD59574.1| 0.0  PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P331481		FJ185035		PDR-type ABC transporter		TC379206		Triticum aestivum PDR-type ABC transporter (PDR1) mRNA, complete cds [FJ185035]

		15768		CUST_10402_PI390587928		U35_44k_v1_15768		LOC_Os05g42190.1		ref|NP_001055969.1| 4e-66  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 9e-68 flavoprotein wrbA putative expressed		A_99_P331986		CJ949998		0		TC408784		CJ949998 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28a10 5', mRNA sequence [CJ949998]

		8135		CUST_5744_PI390587928		U35_44k_v1_8135		LOC_Os01g59100.1		gb|EAY76191.1| 8e-38  hypothetical protein OsI_004038 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1 putative expressed		A_99_P335041		TA92062_4565		0		TC414743		0

		20658		CUST_9357_PI390587928		U35_44k_v1_20658		LOC_Os10g17489.1		ref|NP_001064343.1| e-125  Os10g0322200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g17489.1 1e-127 cytokinin-O-glucosyltransferase 2 putative expressed		A_99_P340636		TA93787_4565		0		TC384686		Rep: Os10g0331600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC384686]

		9651		CUST_35248_PI390587928		U35_44k_v1_9651		LOC_Os04g35140.1		ref|NP_001052820.1| 0.0  Os04g0430700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35140.1 0.0 subtilisin-like protease precursor putative expressed		A_99_P341911		AK333776		0		TC442161		Triticum aestivum cDNA, clone: WT008_E04, cultivar: Chinese Spring [AK333776]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P345306		TA95272_4565		0		TC413181		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		5221		CUST_3728_PI390587928		U35_44k_v1_5221		LOC_Os04g33860.1		gb|EAY94057.1| 1e-29  hypothetical protein OsI_015290 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33860.1 2e-31 expressed protein		A_99_P345691		DN828887		0		TC441742		KUCD01_03_B07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN828887]

		5221		CUST_3728_PI390587928		U35_44k_v1_5221		LOC_Os04g33860.1		gb|EAY94057.1| 1e-29  hypothetical protein OsI_015290 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33860.1 2e-31 expressed protein		A_99_P345696		TA95390_4565		0		TC441742		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC441742]

		1801		CUST_21609_PI390587928		U35_44k_v1_1801		LOC_Os04g54810.1		gb|AAK38481.1| 0.0  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		A_99_P350921		AK336248		0		TC431833		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		41373		CUST_2646_PI390587928		U35_44k_v1_41373		LOC_Os01g04280.1		gb|EAY72424.1| 1e-14  hypothetical protein OsI_000271 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04280.1 3e-16 calmodulin binding protein putative expressed		A_99_P351076		TA97086_4565		0		TC387759		Rep: Calmodulin-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC387759]

		5850		CUST_39240_PI390587928		U35_44k_v1_5850		LOC_Os12g41540.1		ref|NP_001067239.1| 2e-73  Os12g0608900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41530.1 4e-75 protein kinase putative		A_99_P356796		TA98913_4565		0		TC386290		0

		41631		CUST_31350_PI390587928		U35_44k_v1_41631		LOC_Os06g39270.1		dbj|BAD90935.1| 8e-36  monoterpene glucosyltransferase [Eucalyptus perriniana]		LOC_Os11g04860.1 2e-33 indole-3-acetate beta-glucosyltransferase putative expressed		A_99_P357506		TA99149_4565		0		TC446638		Rep: Chromosome undetermined scaffold_144, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC446638]

		23184		CUST_18980_PI390587928		U35_44k_v1_23184		LOC_Os10g38470.1		gb|EAY79285.1| 2e-68  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		A_99_P358016		TA99329_4565		0		TC402790		0

		4591		CUST_17821_PI390587928		U35_44k_v1_4591		LOC_Os06g02040.1		gb|AAL77106.1| 2e-17  unknown [Hordeum vulgare subsp. vulgare]		LOC_Os06g02040.1 2e-14 seed maturation protein putative expressed		A_99_P358866		TA99618_4565		0		0		0

		17799		CUST_30566_PI390587928		U35_44k_v1_17799		LOC_Os01g62430.3		gb|AAC04628.1| 3e-60  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1 putative expressed		A_99_P361871		TA100645_4565		0		TC408233		Rep: Isoform ERG1b of A2WWV5  - Oryza sativa subsp. indica (Rice), partial (79%) [TC408233]

		20382		CUST_29864_PI390587928		U35_44k_v1_20382		LOC_Os05g08830.1		No hits found		No hits found		A_99_P363086		TA101066_4565		0		TC407451		0

		11938		CUST_11355_PI390587928		U35_44k_v1_11938		LOC_Os03g30890.2		ref|NP_001105424.1| 2e-64  protein kinase1 [Zea mays]		LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		A_99_P378077		TA105059_4565		0		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		35192		CUST_12183_PI390587928		U35_44k_v1_35192		LOC_Os06g40030.1		ref|NP_001105424.1| 5e-18  protein kinase1 [Zea mays]		LOC_Os03g30890.2 9e-19 S-locus-like receptor protein kinase putative expressed		A_99_P378077		TA105059_4565		0		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		10485		CUST_15672_PI390587928		U35_44k_v1_10485		LOC_Os07g35310.1		gb|EAZ04189.1| 1e-79  hypothetical protein OsI_025421 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35390.1 1e-80 serine/threonine kinase-like protein putative expressed		A_99_P379732		TA105469_4565		0		TC374355		0

		19338		CUST_10572_PI390587928		U35_44k_v1_19338		LOC_Os01g55240.1		ref|NP_001044292.1| 2e-94  Os01g0757200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		A_99_P394117		TA108995_4565		0		TC403034		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (32%) [TC403034]

		23221		CUST_40476_PI390587928		U35_44k_v1_23221		LOC_Os09g27260.1		gb|EAZ09284.1| 9e-21  hypothetical protein OsI_030516 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27260.1 2e-22 TMV response-related gene product putative expressed		A_99_P395832		TA109400_4565		0		TC450557		0

		14625		CUST_10942_PI390587928		U35_44k_v1_14625		LOC_Os01g42870.1		gb|EAZ12688.1| 3e-47  hypothetical protein OsJ_002513 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42870.1 6e-49 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		A_99_P401667		TA110852_4565		0		TC422174		Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC422174]

		19338		CUST_10572_PI390587928		U35_44k_v1_19338		LOC_Os01g55240.1		ref|NP_001044292.1| 2e-94  Os01g0757200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		A_99_P416087		TA108995_4565		0		TC377351		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (40%) [TC377351]

		2095		CUST_20157_PI390587928		U35_44k_v1_2095		LOC_Os08g37874.1		gb|EAZ43131.1| e-112  hypothetical protein OsJ_026614 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37874.1 1e-131 oxidoreductase putative expressed		A_99_P416872		AK333153		0		TC378008		Triticum aestivum cDNA, clone: WT005_M10, cultivar: Chinese Spring [AK333153]

		17577		CUST_32553_PI390587928		U35_44k_v1_17577		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		A_99_P417057		TA75511_4565		0		TC378153		0

		17346		CUST_40543_PI390587928		U35_44k_v1_17346		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		A_99_P424247		CK207575		0		TC384116		Rep: Chitinase 3 - Triticum aestivum (Wheat), partial (60%) [TC384116]

		19168		CUST_20425_PI390587928		U35_44k_v1_19168		LOC_Os07g07930.1		ref|NP_001059015.1| 1e-36  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 2e-38 lipid transfer protein putative expressed		A_99_P425222		TA77317_4565		0		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		19167		CUST_20426_PI390587928		U35_44k_v1_19167		LOC_Os07g07930.1		ref|NP_001059015.1| 2e-38  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 5e-40 lipid transfer protein putative expressed		A_99_P425222		TA77317_4565		0		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		16483		CUST_27448_PI390587928		U35_44k_v1_16483		LOC_Os10g42610.1		ref|NP_001065486.1| 4e-37  Os10g0576600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42610.1 8e-39 TPR domain protein putative expressed		A_99_P425522		TA77707_4565		0		TC385151		Rep: TPR domain protein - Musa acuminata (Banana), partial (69%) [TC385151]

		7537		CUST_36716_PI390587928		U35_44k_v1_7537		LOC_Os12g32360.1		ref|NP_001066850.1| 3e-41  Os12g0508200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32360.1 5e-43 expressed protein		A_99_P428987		TC387646		0		TC387646		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (82%) [TC387646]

		21203		CUST_21416_PI390587928		U35_44k_v1_21203		LOC_Os09g23570.1		gb|EAZ09034.1| 4e-64  hypothetical protein OsI_030266 [Oryza sativa (indica cultivar-group)]		LOC_Os09g23570.1 8e-66 receptor kinase putative expressed		A_99_P431402		DR733579		0		TC389642		0

		2026		CUST_2441_PI390587928		U35_44k_v1_2026		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-39  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 7e-41 PGPS/D12 putative expressed		A_99_P431562		TC389781		0		TC389781		0

		17121		CUST_41412_PI390587928		U35_44k_v1_17121		LOC_Os01g45140.1		ref|NP_001043671.1| 0.0  Os01g0638000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		A_99_P437312		TC434388		0		TC434388		0

		3530		CUST_34343_PI390587928		U35_44k_v1_3530		LOC_Os02g13060.1		ref|NP_001046331.1| 4e-42  Os02g0223700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13060.1 7e-44 expressed protein		A_99_P439952		BE213322		0		TC396343		0

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P442927		CV769142		0		TC398603		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		17422		CUST_11600_PI390587928		U35_44k_v1_17422		LOC_Os06g41770.1		ref|NP_001058100.1| 2e-68  Os06g0622700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 3e-70 bZIP transcription factor protein putative expressed		A_99_P445137		TA96488_4565		0		TC400232		Rep: Os09g0499500 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC400232]

		4393		CUST_6333_PI390587928		U35_44k_v1_4393		LOC_Os07g35310.1		gb|EAZ04196.1| e-176  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		A_99_P453252		TC405961		0		TC405961		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC405961]

		6000		CUST_39108_PI390587928		U35_44k_v1_6000		LOC_Os11g05880.1		ref|NP_001065801.1| 0.0  Os11g0157400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05880.1 0.0 protein binding protein putative expressed		A_99_P455507		BQ620057		0		TC407425		CAB83315.1 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC407425]

		17188		CUST_19866_PI390587928		U35_44k_v1_17188		LOC_Os02g36530.1		ref|NP_001047210.1| 1e-08  Os02g0575000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36530.1 3e-10 expressed protein		A_99_P456762		TA77983_4565		0		TC408291		0

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P457092		TA63445_4565		0		TC438039		0

		24821		CUST_27793_PI390587928		U35_44k_v1_24821		LOC_Os01g29330.1		ref|NP_001043107.1| 3e-73  Os01g0389200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g29280.1 7e-75 expressed protein		A_99_P459937		CA692139		0		TC410507		0

		23184		CUST_18980_PI390587928		U35_44k_v1_23184		LOC_Os10g38470.1		gb|EAY79285.1| 2e-68  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		A_99_P465927		TC414181		0		TC414181		Rep: Glutathione S-transferase GST 42 - Zea mays (Maize), partial (84%) [TC414181]

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P469432		TC416235		0		TC416235		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC416235]

		5662		CUST_10750_PI390587928		U35_44k_v1_5662		LOC_Os04g52504.1		No hits found		No hits found		A_99_P479427		TC421811		0		TC421811		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC421811]

		45844		CUST_202_PI390587928		U35_44k_v1_45844		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		A_99_P482542		TA69812_4565		0		TC423415		0

		13105		CUST_8415_PI390587928		U35_44k_v1_13105		LOC_Os03g52380.1		ref|NP_001051177.1| 7e-15  Os03g0734100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52370.1 2e-17 expressed protein		A_99_P484237		TC424317		0		TC424317		Rep: Os03g0789400 protein - Oryza sativa subsp. japonica (Rice), partial (19%) [TC424317]

		17890		CUST_24362_PI390587928		U35_44k_v1_17890		LOC_Os11g07690.1		gb|EAY80163.1| 4e-62  hypothetical protein OsI_034122 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07690.1 8e-64 disease resistance response protein 206 putative		A_99_P484782		CN009752		0		TC424593		0

		2920		CUST_17755_PI390587928		U35_44k_v1_2920		LOC_Os06g04070.1		gb|EAZ35714.1| 0.0  hypothetical protein OsJ_019197 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g04070.1 0.0 arginine decarboxylase putative expressed		A_99_P489217		CA653602		0		TC426758		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		31141		CUST_20092_PI390587928		U35_44k_v1_31141		-		ref|XP_221434.4| 1e-07  PREDICTED: similar to AAT1-alpha [Rattus norvegicus]		LOC_Os02g04540.1 3e-05 vegetative cell wall protein gp1 precursor putative expressed		A_99_P489702		TC427022		0		TC427022		0

		23760		CUST_30143_PI390587928		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		A_99_P491807		TA69647_4565		0		TC428113		0

		23208		CUST_24395_PI390587928		U35_44k_v1_23208		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-33  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		A_99_P493207		CN011384		0		TC428729		Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC428729]

		1533		CUST_36069_PI390587928		U35_44k_v1_1533		LOC_Os03g50130.1		ref|NP_001051042.1| 5e-62  Os03g0709000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		A_99_P494037		TC429078		0		TC429078		Rep: F1E22.17 - Arabidopsis thaliana (Mouse-ear cress), partial (30%) [TC429078]

		3138		CUST_5316_PI390587928		U35_44k_v1_3138		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		A_99_P498477		AY064480		glutathione-S-transferase Cla47		TC431059		Triticum aestivum glutathione-S-transferase Cla47 mRNA, complete cds [AY064480]

		12880		CUST_11973_PI390587928		U35_44k_v1_12880		LOC_Os09g20980.1		ref|NP_001063044.1| 5e-34  Os09g0376700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20980.1 1e-35 RING-H2 finger protein ATL5I putative expressed		A_99_P499322		AK333778		0		TC431450		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		49430		CUST_33888_PI390587928		U35_44k_v1_49430		LOC_Os06g07100.2		gb|EAZ35957.1| 1e-25  hypothetical protein OsJ_019440 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		A_99_P499322		AK333778		0		TC431450		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		19121		CUST_39645_PI390587928		U35_44k_v1_19121		LOC_Os03g15790.1		ref|NP_001049642.1| 5e-57  Os03g0264600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15790.1 1e-58 nucleic acid binding protein putative expressed		A_99_P506102		TC434405		0		TC434405		Rep: HDC15396 - Drosophila melanogaster (Fruit fly), partial (7%) [TC434405]

		23760		CUST_30143_PI390587928		U35_44k_v1_23760		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		A_99_P507147		CJ637836		0		TC434821		0

		17121		CUST_41412_PI390587928		U35_44k_v1_17121		LOC_Os01g45140.1		ref|NP_001043671.1| 0.0  Os01g0638000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		A_99_P508312		TC435322		0		TC435322		0

		27334		CUST_31374_PI390587928		U35_44k_v1_27334		LOC_Os12g43430.1		gb|AAK55323.2|AF355455_1 1e-71  thaumatin-like protein TLP4 [Hordeum vulgare]		LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor putative expressed		A_99_P509202		TA55707_4565		0		TC413450		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), partial (66%) [TC413450]

		3138		CUST_5316_PI390587928		U35_44k_v1_3138		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		A_99_P509312		CA683243		0		TC435777		Rep: Glutathione S-transferase GST 39 - Zea mays (Maize), partial (44%) [TC435777]

		16744		CUST_31924_PI390587928		U35_44k_v1_16744		LOC_Os03g20380.1		ref|NP_001049949.1| 0.0  Os03g0319400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		A_99_P510492		TC436292		0		TC436292		0

		4393		CUST_6333_PI390587928		U35_44k_v1_4393		LOC_Os07g35310.1		gb|EAZ04196.1| e-176  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		A_99_P517302		TC439416		0		TC439416		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (89%) [TC439416]

		15288		CUST_10452_PI390587928		U35_44k_v1_15288		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		A_99_P518057		CD870161		0		TC439736		AZO2.113K07F010115 AZO2 Triticum aestivum cDNA clone AZO2113K07, mRNA sequence [CD870161]

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P519152		CK161960		wali5 protein		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		5870		CUST_39220_PI390587928		U35_44k_v1_5870		LOC_Os07g25810.1		ref|XP_001621682.1| 2e-07  hypothetical protein NEMVEDRAFT_v1g144035 [Nematostella vectensis]		No hits found		A_99_P526212		TC443019		0		TC443019		Rep: Glycin-rich protein - Vigna unguiculata (Cowpea), partial (15%) [TC443019]

		14649		CUST_10895_PI390587928		U35_44k_v1_14649		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P529162		CK161960		wali5 protein		TC440090		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		8264		CUST_27872_PI390587928		U35_44k_v1_8264		LOC_Os04g28390.1		gb|EAY93683.1| 6e-09  hypothetical protein OsI_014916 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28390.1 2e-10 hypothetical protein		A_99_P531552		TC445209		0		TC445209		Rep: IstB domain protein ATP-binding protein - Methylobacterium chloromethanicum CM4, partial (5%) [TC445209]

		16121		CUST_16477_PI390587928		U35_44k_v1_16121		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P533842		L28009		wali6 protein		TC409372		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		12395		CUST_40772_PI390587928		U35_44k_v1_12395		LOC_Os01g53350.1		gb|EAZ35010.1| 4e-50  hypothetical protein OsJ_018493 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53350.1 2e-51 anthocyanidin 53-O-glucosyltransferase putative expressed		A_99_P552752		TC453245		0		TC453245		0

		1048		CUST_30702_PI390587928		U35_44k_v1_1048		LOC_Os02g17940.6		gb|AAP95024.1| e-173  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		A_99_P555242		BE406446		0		TC454260		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (28%) [TC454260]

		16351		CUST_13557_PI390587928		U35_44k_v1_16351		LOC_Os08g10500.2		No hits found		No hits found		A_99_P555552		TC454392		0		TC454392		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC454392]

		16634		CUST_38157_PI390587928		U35_44k_v1_16634		LOC_Os09g39770.1		No hits found		No hits found		A_99_P556062		CD891900		0		TC454584		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]
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		secondary metabolism.phenylpropanoids		12995		CUST_34859_PI390587928		5.045943		5.517821		3.752207		2.8197796		5.8738766		7.244597		8.764514		4.8088603		6.1473937		7.5352154		7.971457		2.458004		1.7751412		3.3098736		32.27415		3.9698396		2.1457038		4.0485196		18.626049		-1.2850065		1.1014509		1.7267761		5.012307		1.9890807		0.8279338		2.0173945		4.2192497		-0.36177564		Yes		Yes		Yes		LOC_Os09g37180.1		gb|EAZ45540.1| 2e-53  hypothetical protein OsJ_029023 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37180.1 5e-55 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P330016		1.4752817		2.4783688		1.5035607		1.943868		5.9658146		5.002945		8.462295		3.360771		9.0200205		6.1757417		8.496913		2.9286335		22.47942		5.7540436		124.39063		2.670117		186.7208		12.972395		127.41157		1.9789915		4.490533		2.5245762		6.958734		1.4169029		7.544739		3.697373		6.9933524		0.9847654		Yes		Yes		Yes		TA90539_4565		TC414000		0

		secondary metabolism.phenylpropanoids		1238		CUST_7753_PI390587928		8.945363		9.277123		8.184243		8.173818		10.079417		10.994691		11.480621		10.59062		10.896916		11.7998		11.067655		7.929722		2.1947463		3.288814		9.82446		5.339862		3.8679075		5.746472		7.3789287		-1.1843503		1.9515533		1.7175674		3.2963781		2.4168024		1.1340542		2.5226765		2.8834114		-0.2440958		Yes		Yes		Yes		LOC_Os04g56900.1		gb|AAO73071.1| 0.0  agmatine coumaroyltransferase [Hordeum vulgare]		LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		A_99_P020754		9.458844		6.848845		7.1451035		7.935903		12.008237		13.16933		12.863655		11.4651		14.161884		12.525635		13.34682		10.901586		5.853878		79.92		52.656933		11.545008		26.046906		51.15452		73.60421		7.811949		2.5493927		6.3204846		5.7185516		3.5291972		4.70304		5.6767898		6.2017164		2.9656825		Yes		Yes		Yes		AY234333		TC433013		Triticum aestivum putative agmatine coumaroyltransferase mRNA, partial cds [AY234333]

		secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL		5528		CUST_13729_PI390587928		7.787516		8.515647		7.193992		6.6524253		10.881833		11.958354		12.902455		10.624037		11.531586		12.575391		12.41465		7.346928		8.540479		10.873218		52.29		15.688239		13.39915		16.67649		37.288475		1.6183267		3.7440696		3.442707		5.708463		3.9716115		3.094317		4.059744		5.220658		0.69450283		Yes		Yes		Yes		LOC_Os08g34790.1		gb|EAZ07174.1| e-154  hypothetical protein OsI_028406 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34790.1 1e-155 4-coumarate--CoA ligase 2 putative expressed		A_99_P303491		4.6131234		4.298703		5.889372		5.2431574		9.621768		9.205432		10.112618		7.0105577		11.803852		8.872342		10.633225		7.3259163		32.192318		29.996635		18.677721		3.4043994		146.09152		23.812363		26.794289		4.2361655		5.0086446		4.9067287		4.2232466		1.7674003		7.1907287		4.573639		4.7438536		2.082759		Yes		Yes		Yes		TA82711_4565		TC380985		Rep: 4-coumarate:coenzyme A ligase - Eucalyptus camaldulensis (River red gum), partial (42%) [TC380985]

		secondary metabolism.phenylpropanoids.lignin biosynthesis.CCoAOMT		14101		CUST_30777_PI390587928		13.832957		13.579679		13.910506		13.346405		14.442543		13.998282		15.225492		14.190654		14.822492		15.071004		14.954282		13.827939		1.5258211		1.3366334		2.487998		1.7953297		1.9855441		2.8114715		2.061616		1.3962275		0.9895344		0.4186039		1.3149853		0.8442488		0.60958576		1.4913254		1.0437756		0.481534		Yes		Yes		Yes		LOC_Os08g38900.1		ref|NP_001062142.1| e-100  Os08g0498100 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		A_99_P204396		12.094655		11.612586		11.651573		11.475227		13.093627		13.337406		13.32777		12.286056		13.869305		12.278523		13.0988035		11.782837		1.9985753		3.3053892		3.1958442		1.7542182		3.421549		1.5865989		2.7268405		1.2376553		0.99897194		1.7248201		1.676197		0.8108282		1.7746496		0.6659374		1.4472303		0.30760956		Yes		Yes		Yes		TA52369_4565		TC417856		Rep: Caffeoyl-coa o-methyltransferase - Oryza sativa subsp. indica (Rice), partial (46%) [TC417856]

		secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD		1183		CUST_25498_PI390587928		10.848092		10.886719		10.314979		10.679366		11.2792015		12.279813		15.242303		13.031766		11.556561		13.598183		14.827771		12.360335		1.3482699		2.6264136		30.42793		5.10673		1.6340696		6.5498595		22.828949		3.206433		0.7084694		1.3930941		4.9273243		2.3523998		0.43110943		2.711464		4.5127926		1.6809692		Yes		Yes		Yes		LOC_Os02g09490.1		gb|AAK97808.1| e-149  cinnamyl alcohol dehydrogenase 1a [Festuca arundinacea]		LOC_Os02g09490.1 1e-143 cinnamyl alcohol dehydrogenase putative expressed		A_99_P253296		6.455334		6.8323264		7.3272805		7.0192685		9.512701		12.02222		11.4536085		8.833186		11.9004135		9.592843		11.966418		8.229064		8.324518		36.50174		17.464191		3.5159576		43.564445		6.7763886		24.91837		2.3130484		3.0573668		5.1898932		4.126328		1.8139176		5.4450793		2.7605166		4.6391377		1.2097955		Yes		Yes		Yes		TA68052_4565		TC396811		Rep: Cinnamyl alcohol dehydrogenase 1a - Festuca arundinacea (Tall fescue) (Schedonorus arundinaceus), partial (49%) [TC396811]



		hormone metabolism.auxin.induced-regulated-responsive-activated		3502		CUST_17314_PI390587928		13.989372		13.289424		12.510273		12.913169		14.545581		14.726249		14.456516		14.17851		14.831918		15.270289		13.974998		12.412338		1.4704		2.7072437		3.8536973		2.4038398		1.7932113		3.947298		2.7601094		-1.4150281		0.8425455		1.4368248		1.9462433		1.2653408		0.5562086		1.9808655		1.4647255		-0.50083065		Yes		Yes		Yes		LOC_Os03g09900.1		gb|EAY88890.1| e-152  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 1e-151 membrane protein putative expressed		A_99_P283116		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734		3.0742643		8.431116		6.367082		3.1564403		8.694419		4.9794674		8.795906		2.2316306		1.6202412		3.0757236		2.6706324		1.6582985		3.1200895		2.3159914		3.1368322		1.1580982		Yes		Yes		Yes		TA76803_4565		TC400723		0

		hormone metabolism.auxin.induced-regulated-responsive-activated		3503		CUST_17313_PI390587928		11.8524885		11.286185		10.245289		10.798687		12.673018		12.721053		12.289931		12.044655		12.957316		13.290298		11.831162		10.29269		1.7660546		2.703574		4.12571		2.371776		2.1507323		4.0114202		3.0018952		-1.4201041		1.1048279		1.4348679		2.0446424		1.2459679		0.82052994		2.0041132		1.5858736		-0.5059967		Yes		No		No		LOC_Os03g09900.1		gb|EAY88890.1| 2e-32  hypothetical protein OsI_010123 [Oryza sativa (indica cultivar-group)]		LOC_Os03g09900.1 3e-32 membrane protein putative expressed		A_99_P283116		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734		3.0742643		8.431116		6.367082		3.1564403		8.694419		4.9794674		8.795906		2.2316306		1.6202412		3.0757236		2.6706324		1.6582985		3.1200895		2.3159914		3.1368322		1.1580982		Yes		Yes		Yes		TA76803_4565		TC400723		0

		hormone metabolism.cytokinin.synthesis-degradation		21074		CUST_10151_PI390587928		1.3468018		1.3966552		1.4528981		1.5545765		2.1762264		2.3071206		3.6725187		2.952288		2.8739433		6.051455		4.4308457		1.3469537		1.7769765		1.8796517		4.6577096		2.6348329		2.8821423		25.190361		7.878646		-1.1547838		1.5271416		0.91046536		2.2196207		1.3977114		0.8294246		4.6548		2.9779477		-0.20762277		Yes		Yes		Yes		LOC_Os01g09260.1		gb|AAK51495.1|AF362472_1 7e-77  cytokinin dehydrogenase [Hordeum vulgare]		LOC_Os01g09260.1 1e-59 cytokinin dehydrogenase 1 precursor putative expressed		A_99_P330946		1.60037		2.0137837		1.9284111		1.6060671		1.8903118		3.0287936		6.464579		7.946104		1.6232487		1.9921389		4.227632		2.5225027		1.2225909		2.0209167		23.201853		81.01049		1.0159847		-1.0151162		4.9219193		1.8874463		0.2899418		1.0150099		4.536168		6.340037		0.022878647		-0.02164483		2.299221		0.9164356		Yes		Yes		Yes		TA90830_4565		TC439150		Rep: Cytokinin dehydrogenase - Triticum aestivum (Wheat), partial (26%) [TC439150]

		hormone metabolism.ethylene.synthesis-degradation		19338		CUST_10572_PI390587928		6.6291747		5.994016		5.5876107		4.5722585		6.717771		7.8377395		9.759259		7.713529		7.0862794		7.6493		8.356242		5.115771		1.0633351		3.5893517		18.021517		8.823009		1.372784		3.1498518		6.814612		1.4575167		0.45710468		1.8437233		4.1716485		3.1412706		0.088596344		1.6552839		2.7686315		0.54351234		Yes		Yes		Yes		LOC_Os01g55240.1		ref|NP_001044292.1| 2e-94  Os01g0757200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		A_99_P394117		6.2874703		5.313722		5.6296935		4.769219		7.3788457		7.884333		7.5756555		6.4107203		8.668297		7.68107		8.122466		4.8519154		2.1307707		5.9406095		3.852946		3.1199036		5.20835		5.1599164		5.6285863		1.0589955		1.0913754		2.570611		1.945962		1.6415014		2.3808265		2.3673477		2.4927726		0.08269644		Yes		Yes		Yes		TA108995_4565		TC403034		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (32%) [TC403034]

		hormone metabolism.ethylene.synthesis-degradation		1048		CUST_30702_PI390587928		10.707438		9.912051		9.545566		10.803886		11.801461		10.863918		13.975357		13.739236		12.185303		12.134341		13.518234		12.663292		2.1346843		1.9343745		21.552622		7.649415		2.7853608		4.6663356		15.6997385		3.628581		1.4778643		0.9518671		4.4297915		2.9353495		1.0940228		2.22229		3.9726686		1.8594055		Yes		Yes		Yes		LOC_Os02g17940.6		gb|AAP95024.1| e-173  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105		1.7197614		6.119051		8.243891		3.5062199		4.666582		2.629902		10.405953		2.8522477		0.78220844		2.613308		3.0433254		1.8099165		2.2223663		1.395009		3.3793373		1.5120993		Yes		Yes		Yes		AK335992		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		hormone metabolism.ethylene.synthesis-degradation		1045		CUST_30705_PI390587928		10.710442		10.120682		9.779847		10.788724		11.7605095		10.7145		14.076888		13.847626		12.036633		11.915059		13.469256		12.402978		2.0706272		1.5092362		19.65795		8.33338		2.507398		3.4686573		12.900985		3.0615325		1.326191		0.59381866		4.297041		3.0589018		1.0500679		1.7943773		3.6894093		1.614254		Yes		Yes		Yes		LOC_Os06g08032.1		gb|AAP95024.1| 1e-59  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 6e-43 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105		1.7197614		6.119051		8.243891		3.5062199		4.666582		2.629902		10.405953		2.8522477		0.78220844		2.613308		3.0433254		1.8099165		2.2223663		1.395009		3.3793373		1.5120993		Yes		Yes		Yes		AK335992		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		hormone metabolism.ethylene.synthesis-degradation		1046		CUST_30704_PI390587928		11.647695		11.057159		10.684598		12.153247		12.837369		12.0638685		15.226029		15.055425		13.319736		13.360687		14.682868		14.035443		2.2810125		2.0093224		23.286654		7.47554		3.1866508		4.9366345		15.980825		3.6863587		1.6720409		1.0067091		4.5414314		2.9021778		1.1896744		2.3035278		3.99827		1.8821964		Yes		Yes		Yes		LOC_Os02g17940.6		gb|AAP95024.1| e-116  iron/ascorbate-dependent oxidoreductase [Hordeum vulgare]		LOC_Os02g17940.6 1e-113 leucoanthocyanidin dioxygenase putative expressed		A_99_P259336		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105		1.7197614		6.119051		8.243891		3.5062199		4.666582		2.629902		10.405953		2.8522477		0.78220844		2.613308		3.0433254		1.8099165		2.2223663		1.395009		3.3793373		1.5120993		Yes		Yes		Yes		AK335992		TC369994		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		hormone metabolism.gibberelin.synthesis-degradation.copalyl diphosphate synthase		9462		CUST_11110_PI390587928		4.3601723		2.570842		1.3507042		2.2936509		3.0412867		4.5408807		8.0328665		9.537574		3.0076616		5.814926		8.109752		7.9807343		-2.4947333		3.9177861		102.69074		151.57869		-2.5535612		9.474726		108.31187		51.520805		-1.3525107		1.9700387		6.6821623		7.243923		-1.3188856		3.2440841		6.7590475		5.6870832		Yes		Yes		Yes		LOC_Os04g09900.3		gb|EAZ29933.1| 7e-60  hypothetical protein OsJ_013416 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g09900.3 2e-61 ent-kaurene synthase A chloroplast precursor putative expressed		A_99_P028994		2.2869549		1.2691323		1.9731878		1.885986		1.9221712		8.8670845		7.741951		3.9191198		5.777063		5.4676547		7.9733467		3.7428815		-1.2876885		193.73656		54.521866		4.09293		11.236401		18.360361		64.00704		3.6222737		-0.36478364		7.5979524		5.768763		2.033134		3.490108		4.1985226		6.000159		1.8568956		Yes		Yes		Yes		BM140585		TC445155		WHE0485_d08_h15zS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0485_d08_h15, mRNA sequence [BM140585]



		stress.biotic		27334		CUST_31374_PI390587928		8.409873		7.762186		6.6559978		5.7049146		10.762104		8.993997		11.576795		10.528523		10.253722		9.724594		11.962662		7.8700905		5.1061325		2.3486156		30.290571		28.317242		3.589665		3.8971193		39.57902		4.4852114		1.8438492		1.2318106		4.920797		4.823609		2.352231		1.9624081		5.306664		2.165176		Yes		Yes		Yes		LOC_Os12g43430.1		gb|AAK55323.2|AF355455_1 1e-71  thaumatin-like protein TLP4 [Hordeum vulgare]		LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor putative expressed		A_99_P509202		11.481017		12.522156		12.79996		11.856827		12.886078		14.51799		15.7332735		14.387988		14.11319		13.598001		15.888879		13.809247		2.6482894		3.988467		7.638627		5.780368		6.1995893		2.107956		8.508582		3.8702326		1.4050608		1.9958344		2.9333134		2.5311613		2.6321726		1.0758448		3.0889187		1.9524202		Yes		Yes		Yes		TA55707_4565		TC413450		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), partial (66%) [TC413450]

		stress.biotic		882		CUST_31970_PI390587928		9.374096		9.346433		8.080883		7.89747		10.391944		10.381339		11.091245		12.676875		10.268364		10.508151		11.897374		8.809615		2.0248964		2.0489807		8.057664		27.462767		1.8586667		2.2372375		14.08894		1.8818415		0.89426804		1.0349064		3.0103617		4.779405		1.017848		1.1617184		3.8164911		0.91214514		Yes		Yes		Yes		LOC_Os10g39680.1		emb|CAA55344.1| e-132  chitinase [Hordeum vulgare subsp. vulgare]		LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		A_99_P162562		12.766841		12.466843		9.628405		8.419327		13.098983		13.200043		13.916286		11.261555		13.397153		13.932823		13.404931		8.964657		1.258881		1.6623223		19.533545		7.1712666		1.5478997		2.7625117		13.704012		1.4593542		0.33214188		0.7332001		4.287882		2.842228		0.63031197		1.4659805		3.7765265		0.54533005		Yes		Yes		Yes		DR738899		TC378180		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		stress.biotic		701		CUST_41539_PI390587928		10.495181		10.898576		10.687955		11.603935		10.431373		10.757251		12.922765		16.186636		10.863353		11.188191		12.475753		13.293847		-1.0452213		-1.1029176		4.7070065		23.962404		1.290716		1.2223146		3.4528747		3.2263699		0.3681717		-0.141325		2.2348099		4.5827007		-0.06380844		0.28961563		1.7877979		1.6899118		Yes		Yes		Yes		LOC_Os10g11500.1		emb|CAA88618.1| 2e-98  type-1 pathogenesis-related protein [Hordeum vulgare]		LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		A_99_P240161		13.706876		14.214059		13.6117935		12.880542		13.505882		14.026115		13.784854		14.021983		13.835286		14.586757		14.805509		14.056954		-1.1494896		-1.1391387		1.1274476		2.206013		1.0930886		1.2947718		2.2874103		2.2601407		-0.20099354		-0.18794346		0.17306042		1.1414413		0.12841034		0.37269783		1.1937151		1.1764126		No		Yes		Yes		TA64525_4565		TC374398		0

		stress.biotic		249		CUST_16542_PI390587928		10.648491		9.821926		9.484435		9.337395		11.826843		12.083449		14.837032		13.803773		11.942586		13.09673		14.894061		12.067344		2.2631817		4.794975		40.859432		22.106186		2.4522312		9.678638		42.506924		6.6343217		1.294095		2.2615232		5.352597		4.466378		1.1783524		3.274804		5.409626		2.729949		Yes		Yes		Yes		LOC_Os10g34910.1		emb|CAA74594.1| e-127  hypothetical protein [Hordeum vulgare]		LOC_Os10g34910.1 1e-76 secretory protein putative		A_99_P242796		6.6087785		5.9150825		6.468424		5.960357		7.580166		9.11453		8.645104		5.7777576		8.971115		8.149093		9.640232		6.6213174		1.9607252		9.186066		4.521121		-1.134927		5.142025		4.704398		9.011756		1.5811346		0.9713874		3.1994472		2.1766806		-0.18259954		2.3623366		2.2340102		3.1718082		0.6609602		Yes		Yes		Yes		TA65181_4565		TC398605		Rep: PR17c precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC398605]

		stress.biotic		17346		CUST_40543_PI390587928		5.824179		2.6698992		2.0395198		1.4492372		3.159805		3.1113036		5.690764		6.2148633		2.1265886		1.4880986		6.211209		1.6477653		-6.3395224		1.3579255		12.564177		27.20172		-12.974352		-2.2685974		18.022022		1.147527		-3.6975906		0.44140434		3.6512442		4.765626		-2.664374		-1.1818006		4.171689		0.19852805		No		Yes		Yes		LOC_Os03g30470.1		emb|CAA53626.1| e-153  endochitinase [Triticum aestivum]		LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		A_99_P424247		1.7609628		2.6612508		1.2410264		1.3062428		2.9542682		5.060431		10.810374		7.918436		4.9025493		6.847246		10.170733		4.549832		2.2867606		5.275033		759.7323		97.82919		8.824939		18.201622		487.65146		9.471474		1.1933054		2.3991802		9.569347		6.612193		3.1415863		4.185995		8.929707		3.243589		Yes		Yes		Yes		CK207575		TC384116		Rep: Chitinase 3 - Triticum aestivum (Wheat), partial (60%) [TC384116]

		stress.biotic		17916		CUST_29242_PI390587928		1.7730535		2.272556		1.9042786		1.7995763		3.045334		4.925346		5.9504056		6.6492486		4.4037757		5.884146		4.872438		2.0148623		2.4154308		6.288822		16.519829		28.833466		6.193359		12.223539		7.8253713		1.1609341		2.630722		2.6527898		4.046127		4.8496723		1.2722806		3.6115901		2.9681592		0.21528602		Yes		Yes		Yes		LOC_Os01g62260.1		ref|NP_001044756.1| e-104  Os01g0839900 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g62260.1 1e-106 osmotin-like protein precursor putative expressed		A_99_P325991		2.2012966		1.8840619		1.9529558		1.863514		4.124346		3.8621695		1.7140174		1.887225		5.3671017		4.057417		3.147583		1.7712736		3.7922373		3.9397595		-1.180124		1.016571		8.974336		4.5107117		2.2888567		-1.0660243		1.9230492		1.9781076		-0.23893845		0.023711085		3.165805		2.173355		1.1946272		-0.09224033		Yes		Yes		Yes		TA89350_4565		TC428668		Rep: Osmotin-like protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (19%) [TC428668]

		stress.biotic		414		CUST_35746_PI390587928		14.650951		14.477001		13.634552		14.374016		15.29099		16.18387		17.86074		17.080511		15.526333		16.509996		17.693348		15.675011		1.5583707		3.264516		18.71585		6.5273404		1.834493		4.0925364		16.665537		2.4639874		0.87538147		1.7068691		4.2261887		2.7064953		0.6400385		2.0329952		4.058796		1.3009949		Yes		Yes		Yes		LOC_Os10g34930.1		emb|CAA74593.1| e-119  hypothetical protein [Hordeum vulgare]		LOC_Os10g34930.1 1e-80 secretory protein putative expressed		A_99_P242791		8.618609		7.6915627		9.977239		9.398822		11.972518		15.054904		13.927025		12.265411		13.531301		13.272819		14.156802		12.333371		10.224147		164.65942		15.452691		7.29339		30.120861		47.876835		18.120659		7.645174		3.3539085		7.3633413		3.9497862		2.8665895		4.912691		5.581256		4.1795635		2.9345493		Yes		Yes		Yes		TA65180_4565		TC415690		Rep: PR17d precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (76%) [TC415690]

		stress.biotic		15620		CUST_16339_PI390587928		13.289101		13.097039		12.70329		13.998792		14.4743		15.36449		16.786018		15.53315		15.032689		15.731538		16.110744		14.030106		2.2739487		4.814715		16.944304		2.896595		3.3486705		6.2095923		10.610748		1.0219424		1.7435884		2.2674503		4.0827284		1.534358		1.1851997		2.6344986		3.4074545		0.031313896		Yes		Yes		Yes		LOC_Os04g41680.1		gb|AAD28733.1|AF112966_1 e-124  chitinase IV precursor [Triticum aestivum]		LOC_Os04g41680.1 9e-97 endochitinase A precursor putative expressed		A_99_P000381		11.057536		10.087592		11.111321		10.463521		12.158885		13.971812		13.066589		11.895307		13.139346		12.087113		13.114831		11.458412		2.145552		14.766132		3.8778794		2.697804		4.23338		3.998673		4.0097423		1.9929302		1.1013489		3.8842201		1.9552679		1.4317856		2.08181		1.9995213		2.0035095		0.99489117		Yes		Yes		Yes		AF112963		TC371620		Triticum aestivum chitinase II precursor (Cht2) mRNA, complete cds [AF112963]

		stress.biotic.PR-proteins		17890		CUST_24362_PI390587928		9.060417		9.776997		8.223784		8.257084		10.682247		12.627385		15.456336		12.973178		11.805725		14.117076		14.4958315		10.872184		3.0776517		7.2119455		150.38861		26.283655		6.705328		20.25322		77.28128		6.126656		2.745308		2.8503885		7.2325516		4.716094		1.62183		4.3400793		6.272047		2.6151		Yes		Yes		Yes		LOC_Os11g07690.1		gb|EAY80163.1| 4e-62  hypothetical protein OsI_034122 [Oryza sativa (indica cultivar-group)]		LOC_Os11g07690.1 8e-64 disease resistance response protein 206 putative		A_99_P484782		2.6462543		3.1122425		3.0417664		3.147218		6.007607		10.972695		11.147935		7.655823		10.055152		8.000077		11.600189		6.7496667		10.277039		232.39781		275.5497		22.762783		169.94185		29.606346		377.0006		12.146331		3.3613527		7.8604527		8.106169		4.508605		7.4088974		4.8878345		8.558423		3.6024487		Yes		Yes		Yes		CN009752		TC424593		0

		stress.abiotic.unspecified		147		CUST_26541_PI390587928		10.52443		10.386275		9.468163		10.046935		12.265545		12.683396		14.545863		14.606082		13.123067		13.588093		14.141191		12.594039		3.3429334		4.91476		33.77071		23.574364		6.0571394		9.201171		25.510654		5.8445983		2.5986366		2.297121		5.0777006		4.559147		1.7411146		3.2018175		4.673028		2.547104		Yes		Yes		Yes		LOC_Os08g08980.1		gb|AAF34811.1|AF005089_1 e-124  oxalate oxidase [Triticum aestivum]		LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 precursor putative expressed		A_99_P172109		3.1742039		3.2372541		3.4352252		1.9941689		4.49234		6.6462874		7.0939865		6.5909195		6.240401		4.93834		6.7038016		4.5041103		2.4934378		10.622367		12.629812		24.196907		8.375626		3.2514563		9.636949		5.69597		1.3181362		3.4090333		3.6587613		4.5967507		3.066197		1.701086		3.2685764		2.5099416		Yes		No		No		DN949100		TC377788		KUCD01_13_B04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949100]



		protein.postranslational modification		16744		CUST_31924_PI390587928		13.056839		13.888806		15.241321		15.39177		12.416276		13.230022		13.75481		13.820443		12.056198		12.100075		13.865336		15.014293		-1.5589374		-1.5787513		-2.8021035		-2.9717798		-2.0008886		-3.4551098		-2.5954492		-1.2990686		-1.0006409		-0.6587839		-1.4865103		-1.5713272		-0.640563		-1.7887316		-1.3759842		-0.37747765		Yes		No		No		LOC_Os03g20380.1		ref|NP_001049949.1| 0.0  Os03g0319400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		A_99_P272976		2.5350997		4.9833603		6.3958473		4.8792863		2.4386184		3.6360514		4.822581		4.870644		2.9423625		7.804731		6.576692		5.294026		-1.0691626		-2.5443707		-2.9757771		-1.0060083		1.3261673		7.068336		1.1335474		1.333058		-0.09648132		-1.3473089		-1.5732665		-0.008642197		0.4072628		2.8213706		0.18084478		0.4147396		No		Yes		Yes		AK331946		TC394498		Triticum aestivum cDNA, clone: WT002_M06, cultivar: Chinese Spring [AK331946]

		protein.postranslational modification		6174		CUST_24455_PI390587928		10.9006195		11.803783		12.3211355		11.597243		10.123958		10.872295		10.221641		10.052304		9.938966		10.604929		10.428973		11.35521		-1.7131623		-1.9072422		-4.285593		-2.9179175		-1.947541		-2.2955732		-3.7119114		-1.1826581		-0.9616537		-0.93148804		-2.099495		-1.544939		-0.7766619		-1.1988544		-1.8921623		-0.242033		Yes		No		No		LOC_Os09g25100.1		gb|EAZ07132.1| 3e-79  hypothetical protein OsI_028364 [Oryza sativa (indica cultivar-group)]		LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 15 putative expressed		A_99_P180370		3.2111416		5.2258496		4.7643905		4.188789		2.826392		3.9671433		1.9680843		4.262646		3.111316		3.9398835		3.0188587		4.1363525		-1.3056332		-2.3928108		-6.9465957		1.0525271		-1.071644		-2.438453		-3.3531842		-1.0370147		-0.38474965		-1.2587063		-2.7963061		0.07385731		-0.09982562		-1.2859662		-1.7455318		-0.05243635		Yes		Yes		Yes		CJ675337		TC425572		CJ675337 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms1m18 5', mRNA sequence [CJ675337]

		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII		27087		CUST_2634_PI390587928		11.788981		11.897751		11.804709		11.79491		12.5623255		13.427508		13.521144		12.927895		12.967674		13.619102		13.267961		11.815209		1.7092271		2.887373		3.2862322		2.193119		2.2637157		3.2974498		2.7572901		1.0141696		1.1786928		1.5297575		1.7164345		1.1329842		0.77334404		1.7213507		1.4632511		0.020298958		Yes		Yes		Yes		LOC_Os01g60700.2		ref|NP_001044652.1| 9e-24  Os01g0822200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g60700.2 2e-25 serine/threonine-protein kinase NAK putative expressed		A_99_P322201		10.059822		9.426193		8.910974		9.107899		10.92791		11.920093		11.452367		10.271893		12.306783		11.068954		11.828728		9.658768		1.825242		5.6329837		5.8215094		2.240769		4.7468176		3.1226292		7.556689		1.4649678		0.86808777		2.4938993		2.5413933		1.1639938		2.2469606		1.6427612		2.9177542		0.550869		Yes		Yes		Yes		TA88202_4565		TC379280		Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC379280]

		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII		11938		CUST_11355_PI390587928		9.173099		8.553533		8.490417		9.168011		9.573846		10.113995		10.154408		10.131888		9.583699		10.46499		10.153306		9.0567045		1.3201916		2.949483		3.1689215		1.9505455		1.3292391		3.7618885		3.1665008		-1.0802058		0.41060066		1.560462		1.6639919		0.9638777		0.4007473		1.9114571		1.6628895		-0.11130619		Yes		No		No		LOC_Os03g30890.2		ref|NP_001105424.1| 2e-64  protein kinase1 [Zea mays]		LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		A_99_P378077		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547		2.3624194		2.4420087		6.1038814		3.7357495		6.1810718		1.0453405		7.709609		3.3545773		1.2402651		1.2880683		2.609727		1.9013977		2.627857		0.06397295		2.9466577		1.746131		Yes		Yes		Yes		TA105059_4565		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII		1701		CUST_10244_PI390587928		10.8716345		8.656186		9.6595335		11.042193		11.301898		10.397681		11.211594		10.805317		10.879875		10.769235		11.481124		11.984558		1.3474797		3.3438153		2.9323556		-1.1784385		1.0057284		4.3260446		3.5347066		1.9216754		0.0082407		1.7414951		1.5520601		-0.23687649		0.43026352		2.1130486		1.8215904		0.9423647		Yes		Yes		Yes		LOC_Os04g24220.3		emb|CAD40527.2| 0.0  OSJNBa0023J03.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		A_99_P117090		3.7949955		3.3586655		1.736111		3.5027707		5.4874096		6.996929		5.679609		4.634926		7.6894813		6.4512067		6.9279695		6.26577		3.2319705		12.451638		15.385481		2.1918592		14.871576		8.529973		36.55149		6.7880597		1.692414		3.6382637		3.9434977		1.1321552		3.8944857		3.0925412		5.1918583		2.7629993		Yes		Yes		Yes		CJ668780		TC370808		CJ668780 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16d15 5', mRNA sequence [CJ668780]

		protein.degradation.subtilases		9651		CUST_35248_PI390587928		4.391316		4.1864004		3.1434758		6.0218368		4.6006827		4.7371826		7.824175		9.757659		4.865867		5.6835933		7.4483066		7.0764375		1.1561806		1.4648798		25.646666		13.32277		1.389486		2.8229291		19.764378		2.0771432		0.4745512		0.5507822		4.6806993		3.7358222		0.2093668		1.4971929		4.3048306		1.0546007		Yes		Yes		Yes		LOC_Os04g35140.1		ref|NP_001052820.1| 0.0  Os04g0430700 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g35140.1 0.0 subtilisin-like protease precursor putative expressed		A_99_P341911		5.5047317		5.8828125		6.9234734		6.0270658		6.8229127		7.992502		9.429015		8.8097925		8.538667		6.939899		9.954476		7.4657807		2.4935153		4.3159847		5.6786256		6.8815174		8.190407		2.0807252		8.173778		2.710793		1.318181		2.1096897		2.5055418		2.7827268		3.033935		1.0570865		3.031003		1.438715		Yes		Yes		Yes		AK333776		TC442161		Triticum aestivum cDNA, clone: WT008_E04, cultivar: Chinese Spring [AK333776]

		protein.degradation.aspartate protease		467		CUST_7864_PI390587928		8.832458		8.006818		8.75962		8.291977		8.912034		8.12315		10.946958		10.543712		9.064358		8.117741		10.28194		8.09084		1.0567077		1.0839754		4.5546427		4.762552		1.1743808		1.0799187		2.8725276		-1.1496037		0.23190022		0.116332054		2.1873379		2.2517347		0.07957649		0.11092281		1.5223207		-0.20113659		Yes		Yes		Yes		LOC_Os01g71080.1		gb|ABU55396.1| 3e-54  xylanase inhibitor 801OS [Triticum aestivum]		LOC_Os01g71080.1 1e-51 xylanase inhibitor TAXI-IV putative expressed		A_99_P268711		3.824661		3.1041174		7.176973		3.5011737		4.9296317		4.8427153		9.235377		7.9871774		6.5151706		4.9494076		8.956132		7.009496		2.1509452		3.337107		4.165254		22.408962		6.455414		3.5932522		3.4322605		11.379163		1.1049707		1.7385979		2.0584044		4.486004		2.6905096		1.8452902		1.7791591		3.5083225		Yes		No		No		AK332666		TC412311		Triticum aestivum cDNA, clone: WT004_I24, cultivar: Chinese Spring [AK332666]

		protein.degradation.ubiquitin.E3.RING		49430		CUST_33888_PI390587928		8.8616495		9.230663		10.475701		9.326038		8.186508		8.171525		8.080547		7.247988		7.905786		7.745434		8.328155		8.530631		-1.5967532		-2.0836866		-5.2603326		-4.2223616		-1.9397403		-2.799617		-4.430737		-1.7355673		-0.9558635		-1.0591383		-2.395154		-2.0780501		-0.67514133		-1.4852295		-2.1475468		-0.7954073		Yes		Yes		Yes		LOC_Os06g07100.2		gb|EAZ35957.1| 1e-25  hypothetical protein OsJ_019440 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		A_99_P192567		2.305686		5.7059913		5.6261563		5.376681		1.7061366		2.0251696		4.6092		4.7438293		1.7597259		3.9154117		4.610502		5.111307		-1.5152433		-12.82442		-2.0236452		-1.5506269		-1.4599916		-3.4595385		-2.02182		-1.2019473		-0.5995494		-3.6808217		-1.0169563		-0.6328516		-0.54596007		-1.7905796		-1.0156546		-0.2653737		Yes		Yes		Yes		CJ693714		TC451037		CJ693714 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc14g02 5', mRNA sequence [CJ693714]

		protein.degradation.ubiquitin.E3.RING		12880		CUST_11973_PI390587928		5.976955		6.403057		7.101906		6.7785378		5.6053557		5.8048377		4.878296		4.415592		4.763328		5.34917		5.6642394		6.0236926		-1.2937862		-1.513847		-4.6706066		-5.144196		-2.3191993		-2.0761158		-2.7088234		-1.6874504		-1.2136269		-0.5982194		-2.22361		-2.3629456		-0.3715992		-1.0538869		-1.4376664		-0.75484514		Yes		Yes		Yes		LOC_Os09g20980.1		ref|NP_001063044.1| 5e-34  Os09g0376700 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g20980.1 1e-35 RING-H2 finger protein ATL5I putative expressed		A_99_P499322		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516		-2.057014		-7.3866396		-3.6117496		-2.0807445		-2.8198578		-2.7220042		-2.859843		-1.8738499		-1.0405517		-2.8849182		-1.8526978		-1.0570998		-1.4956224		-1.4446692		-1.5159359		-0.9060054		Yes		Yes		Yes		AK333778		TC431450		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		protein.glycosylation		17745		CUST_25782_PI390587928		9.530192		10.300803		9.678979		10.323509		11.080108		11.740456		12.62492		12.012799		11.548988		12.242981		12.344792		10.52836		2.9279995		2.7125552		7.70578		3.2249796		4.0524545		3.842853		6.34585		1.1525674		2.018796		1.4396524		2.945941		1.68929		1.5499153		1.9421778		2.6658134		0.20485115		Yes		Yes		Yes		LOC_Os03g11590.5		gb|ABF94634.1| e-145  integral membrane family protein, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11590.1 1e-146 expressed protein		A_99_P296646		7.7274265		8.214183		7.3323402		7.316672		8.436872		9.140832		8.3801775		7.7107835		9.99577		8.757759		8.7377825		7.7785378		1.635175		1.9008558		2.0674284		1.3141333		4.817698		1.4575812		2.6489897		1.3773221		0.709445		0.9266491		1.0478373		0.39411163		2.268344		0.54357624		1.4054422		0.4618659		Yes		No		No		TA80689_4565		TC394096		0





		signalling.receptor kinases.leucine rich repeat III		21203		CUST_21416_PI390587928		10.965439		10.771731		10.179115		11.140781		11.995191		12.462288		12.7872095		12.234115		12.651577		12.816035		12.538968		10.507819		2.041673		3.227812		6.096977		2.1336644		3.2179415		4.124742		5.1331797		-1.5507458		1.6861382		1.6905565		2.6080942		1.0933332		1.0297518		2.044304		2.3598528		-0.6329622		Yes		Yes		Yes		LOC_Os09g23570.1		gb|EAZ09034.1| 4e-64  hypothetical protein OsI_030266 [Oryza sativa (indica cultivar-group)]		LOC_Os09g23570.1 8e-66 receptor kinase putative expressed		A_99_P431402		9.054245		7.9925194		7.7725654		7.893624		10.350781		11.235749		9.902963		8.561564		11.505135		10.349534		10.230778		8.656136		2.4563847		9.469117		4.3783803		1.5888034		5.467531		5.1230917		5.4953537		1.6964415		1.2965364		3.2432299		2.1303973		0.6679406		2.4508896		2.3570147		2.4582124		0.76251173		Yes		Yes		Yes		DR733579		TC389642		0

		signalling.receptor kinases.leucine rich repeat XI		15508		CUST_21119_PI390587928		10.299793		9.903336		9.046973		9.643906		10.65828		11.546681		14.469905		13.118928		11.251717		12.985677		14.259183		11.851878		1.2820808		3.1238947		42.900772		11.119517		1.9344499		8.469878		37.07076		4.620255		0.9519234		1.6433458		5.4229317		3.4750223		0.35848713		3.0823412		5.2122097		2.2079725		Yes		Yes		Yes		LOC_Os11g31530.1		gb|EAY81075.1| 2e-67  hypothetical protein OsI_035034 [Oryza sativa (indica cultivar-group)]		LOC_Os11g31540.1 1e-68 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		A_99_P071865		3.3963368		2.5403817		3.6405945		3.9346712		7.273707		11.2508135		10.770104		7.3187523		9.998855		8.679547		11.547246		7.06151		14.696188		418.8913		140.02202		10.440227		97.17532		70.48116		239.96022		8.735189		3.87737		8.710432		7.12951		3.3840811		6.602518		6.139166		7.9066515		3.126839		Yes		Yes		Yes		BT009398		TC374517		Triticum aestivum clone wlm96.pk042.k21:fis, full insert mRNA sequence [BT009398]

		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII		11938		CUST_11355_PI390587928		9.173099		8.553533		8.490417		9.168011		9.573846		10.113995		10.154408		10.131888		9.583699		10.46499		10.153306		9.0567045		1.3201916		2.949483		3.1689215		1.9505455		1.3292391		3.7618885		3.1665008		-1.0802058		0.41060066		1.560462		1.6639919		0.9638777		0.4007473		1.9114571		1.6628895		-0.11130619		Yes		No		No		LOC_Os03g30890.2		ref|NP_001105424.1| 2e-64  protein kinase1 [Zea mays]		LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		A_99_P378077		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547		2.3624194		2.4420087		6.1038814		3.7357495		6.1810718		1.0453405		7.709609		3.3545773		1.2402651		1.2880683		2.609727		1.9013977		2.627857		0.06397295		2.9466577		1.746131		Yes		Yes		Yes		TA105059_4565		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		signalling.receptor kinases.DUF 26		35192		CUST_12183_PI390587928		11.550454		11.221124		11.488479		11.910225		11.959487		12.744821		12.880193		12.8588		12.148992		12.9669		12.888783		11.797526		1.3277954		2.875269		2.6239026		1.9299655		1.5141808		3.3537524		2.6395733		-1.0812488		0.59853745		1.5236969		1.3917141		0.948575		0.40903282		1.7457762		1.4003048		-0.112698555		Yes		No		No		LOC_Os06g40030.1		ref|NP_001105424.1| 5e-18  protein kinase1 [Zea mays]		LOC_Os03g30890.2 9e-19 S-locus-like receptor protein kinase putative expressed		A_99_P378077		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547		2.3624194		2.4420087		6.1038814		3.7357495		6.1810718		1.0453405		7.709609		3.3545773		1.2402651		1.2880683		2.609727		1.9013977		2.627857		0.06397295		2.9466577		1.746131		Yes		Yes		Yes		TA105059_4565		TC431449		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		signalling.receptor kinases.DUF 26		10485		CUST_15672_PI390587928		5.37294		4.7188754		3.3129969		4.2451525		6.369142		6.531315		7.6937885		6.7683673		7.001703		8.489845		7.836825		6.269449		1.9947418		3.512357		20.8329		5.7486167		3.0924766		13.651333		23.004242		4.0679355		1.6287627		1.8124394		4.3807917		2.5232148		0.996202		3.7709699		4.523828		2.0242968		Yes		Yes		Yes		LOC_Os07g35310.1		gb|EAZ04189.1| 1e-79  hypothetical protein OsI_025421 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35390.1 1e-80 serine/threonine kinase-like protein putative expressed		A_99_P379732		2.2513072		1.6918836		1.7180834		2.5516534		3.7359836		5.629583		4.32893		3.3439229		5.2554564		3.2480192		4.554569		2.1145563		2.798544		15.32377		6.10862		1.7317966		8.023041		2.9406512		7.1427784		-1.3538774		1.4846764		3.9376993		2.6108465		0.79226947		3.0041492		1.5561357		2.8364854		-0.43709707		Yes		Yes		Yes		TA105469_4565		TC374355		0

		misc.myrosinases-lectin-jacalin		5850		CUST_39240_PI390587928		12.199901		12.158414		12.281296		12.918897		13.208588		13.92789		14.536279		13.722988		13.517169		13.780463		14.247398		12.676041		2.012079		3.4093008		4.7732863		1.7460458		2.4919384		3.0781198		3.907112		-1.1833329		1.3172684		1.7694759		2.254983		0.80409145		1.008687		1.6220493		1.9661026		-0.24285603		Yes		Yes		Yes		LOC_Os12g41540.1		ref|NP_001067239.1| 2e-73  Os12g0608900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41530.1 4e-75 protein kinase putative		A_99_P356796		8.322118		7.738093		9.494557		10.272179		9.938801		11.081017		10.786605		10.597781		10.964068		9.785951		11.319096		10.612952		3.0666914		10.146594		2.4487534		1.2531877		6.2417502		4.1349154		3.5419362		1.2664355		1.616683		3.3429236		1.2920475		0.32560253		2.6419506		2.0478578		1.8245382		0.34077358		Yes		Yes		Yes		TA98913_4565		TC386290		0

		signalling.receptor kinases.DUF 26		4393		CUST_6333_PI390587928		13.196986		12.275032		12.182019		12.029805		13.976944		14.196864		13.682842		12.974953		14.141243		14.490376		13.702153		11.706287		1.7170806		3.7890391		2.8300412		1.9253857		1.9241973		4.643924		2.868177		-1.2513782		0.9442568		1.9218321		1.500823		0.9451475		0.7799578		2.2153444		1.520134		-0.3235178		Yes		Yes		Yes		LOC_Os07g35310.1		gb|EAZ04196.1| e-176  hypothetical protein OsI_025428 [Oryza sativa (indica cultivar-group)]		LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		A_99_P453252		5.9838257		5.0387626		4.5537586		4.5499644		7.3054833		8.58365		7.78636		6.4569097		8.1045065		6.6158385		8.074466		5.594419		2.4995315		11.671249		9.399611		3.750142		4.3489914		2.9836452		11.477266		2.0625865		1.3216577		3.544887		3.2326012		1.9069452		2.1206808		1.577076		3.5207071		1.0444546		Yes		Yes		Yes		TC405961		TC405961		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC405961]

		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII		1701		CUST_10244_PI390587928		10.8716345		8.656186		9.6595335		11.042193		11.301898		10.397681		11.211594		10.805317		10.879875		10.769235		11.481124		11.984558		1.3474797		3.3438153		2.9323556		-1.1784385		1.0057284		4.3260446		3.5347066		1.9216754		0.0082407		1.7414951		1.5520601		-0.23687649		0.43026352		2.1130486		1.8215904		0.9423647		Yes		Yes		Yes		LOC_Os04g24220.3		emb|CAD40527.2| 0.0  OSJNBa0023J03.15 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		A_99_P117090		3.7949955		3.3586655		1.736111		3.5027707		5.4874096		6.996929		5.679609		4.634926		7.6894813		6.4512067		6.9279695		6.26577		3.2319705		12.451638		15.385481		2.1918592		14.871576		8.529973		36.55149		6.7880597		1.692414		3.6382637		3.9434977		1.1321552		3.8944857		3.0925412		5.1918583		2.7629993		Yes		Yes		Yes		CJ668780		TC370808		CJ668780 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16d15 5', mRNA sequence [CJ668780]

		signalling.calcium		41373		CUST_2646_PI390587928		7.3144317		6.049048		5.968941		7.5042567		8.175893		8.087045		10.065087		9.435143		8.86872		8.8396225		9.484962		8.421042		1.8168775		4.106749		17.102629		3.8128948		2.9368882		6.9190526		11.440048		1.8879044		1.5542884		2.0379968		4.096146		1.9308867		0.86146116		2.7905746		3.5160213		0.9167857		Yes		Yes		Yes		LOC_Os01g04280.1		gb|EAY72424.1| 1e-14  hypothetical protein OsI_000271 [Oryza sativa (indica cultivar-group)]		LOC_Os01g04280.1 3e-16 calmodulin binding protein putative expressed		A_99_P351076		1.2888255		2.0062058		1.3165425		1.9157511		3.6536207		3.8413498		2.193258		5.7680945		1.9071101		1.3688718		1.3047811		1.2988334		5.1507955		3.5680704		1.8361902		14.443451		1.5350488		-1.5554521		-1.0081857		-1.5335952		2.3647952		1.835144		0.87671554		3.8523436		0.6182846		-0.637334		-0.011761427		-0.6169177		Yes		No		No		TA97086_4565		TC387759		Rep: Calmodulin-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC387759]



		transport		6068		CUST_37358_PI390587928		9.11396		9.449101		7.7664027		8.592515		9.480865		9.761134		11.9505005		11.198901		9.37985		9.777023		11.579063		10.038022		1.2895826		1.2414557		18.1777		6.0897636		1.2023777		1.255204		14.051582		2.7235854		0.26589012		0.3120327		4.184098		2.6063862		0.36690426		0.32792187		3.8126607		1.445507		Yes		Yes		Yes		LOC_Os10g33920.3		ref|NP_001064870.1| e-147  Os10g0479700 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		A_99_P261796		6.76671		7.341831		6.833163		7.053887		7.7778397		8.893932		8.792716		7.9113526		8.988404		7.8561974		9.302811		7.3798733		2.0154889		2.932439		3.8894153		1.8118528		4.6644096		1.4283664		5.539086		1.2535212		1.0111299		1.5521011		1.9595532		0.85746574		2.2216945		0.51436615		2.469648		0.3259864		Yes		Yes		Yes		TA70489_4565		TC375684		0

		transport.sugars		17577		CUST_32553_PI390587928		8.392308		7.427138		6.9462943		7.992128		9.782181		9.689268		11.37778		10.482608		10.110545		10.257241		10.689068		8.549985		2.6205554		4.796993		21.577946		5.619649		3.2903407		7.111251		13.387118		1.472081		1.7182369		2.2621303		4.4314857		2.49048		1.3898726		2.8301034		3.7427735		0.55785704		Yes		Yes		Yes		LOC_Os03g11900.1		ref|NP_001049396.1| 0.0  Os03g0218400 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		A_99_P278701		9.228892		8.571664		10.292672		10.333112		12.490356		13.811024		13.526619		12.382453		14.431011		12.407845		14.190301		12.535876		9.589557		37.775		9.408383		4.139169		36.812374		14.28254		14.904012		4.6036067		3.261464		5.23936		3.2339468		2.0493412		5.202119		3.8361807		3.8976288		2.2027645		Yes		Yes		Yes		TA75511_4565		TC378153		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC378153]

		transport.amino acids		12723		CUST_11024_PI390587928		8.133525		8.650044		7.7110047		8.618533		10.256702		11.229129		13.195881		11.456078		10.710229		12.192935		12.381241		10.123589		4.356524		5.9756036		44.7829		7.1480236		5.965752		11.655108		25.461334		2.8383558		2.576704		2.5790844		5.484876		2.8375444		2.1231775		3.5428905		4.670236		1.5050554		Yes		Yes		Yes		LOC_Os08g03350.1		emb|CAD89802.1| 3e-56  histidine amino acid transporter [Oryza sativa (indica cultivar-group)]		LOC_Os08g03350.1 9e-58 LHT1 putative expressed		A_99_P210391		8.691203		8.77562		7.1194077		7.13594		10.843868		13.18543		11.900899		10.237416		12.234677		10.826859		12.409953		10.3722105		4.4464846		21.25616		27.502508		8.582966		11.659824		4.1446176		39.139282		9.423549		2.1526651		4.409809		4.7814913		3.1014762		3.5434742		2.051239		5.2905455		3.2362704		Yes		Yes		Yes		AK333707		TC428053		Triticum aestivum cDNA, clone: WT008_I09, cultivar: Chinese Spring [AK333707]

		transport.ammonium		10619		CUST_23300_PI390587928		4.241256		4.3898406		3.58233		5.0399203		5.0112953		7.1744714		9.635087		8.235316		5.7189803		8.428477		9.411387		7.3274055		1.705316		6.8906054		66.383705		9.160307		2.7850902		16.434284		56.84879		4.8820434		1.4777241		2.7846308		6.0527573		3.195396		0.7700391		4.0386367		5.8290577		2.2874851		Yes		Yes		Yes		LOC_Os03g62200.1		gb|AAR87397.1| e-121  ammonium transporter AMT2.1 [Triticum aestivum]		LOC_Os03g62200.1 1e-109 ammonium transporter 2 putative expressed		A_99_P072045		5.202458		5.432738		5.51119		6.8398438		8.10295		12.657077		11.877328		9.844128		10.477202		10.197051		12.190982		10.141206		7.4668107		149.53496		82.48946		8.02379		38.712955		27.17698		102.522156		9.8584585		2.9004922		7.224339		6.366138		3.004284		5.2747445		4.764313		6.679792		3.301362		Yes		Yes		Yes		BT009273		NP958347		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		transport.phosphate		420		CUST_35731_PI390587928		6.1752486		6.0541744		5.800053		6.4434066		7.3827577		8.1594515		9.827078		8.812034		8.026339		9.52798		9.481502		8.389485		2.3093855		4.302804		16.302538		5.164494		3.6077263		11.110143		12.829993		3.853258		1.85109		2.105277		4.0270247		2.368627		1.207509		3.4738054		3.6814485		1.9460788		Yes		Yes		Yes		LOC_Os08g45000.1		gb|AAN37901.1| 0.0  phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		A_99_P256366		11.542663		11.076535		10.943146		11.626152		12.743149		15.324286		13.794724		13.690949		13.395709		13.403621		13.827016		13.272472		2.298171		18.997679		7.217898		4.183752		3.6126223		5.017906		7.3812757		3.1303422		1.2004862		4.247751		2.8515787		2.0647974		1.8530464		2.3270855		2.8838701		1.6463203		Yes		Yes		Yes		TA68936_4565		TC441990		Rep: Phosphate transporter 6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC441990]

		transport.ABC transporters and multidrug resistance systems		23308		CUST_2973_PI390587928		4.2038393		4.763654		2.7325852		3.7145605		5.0861697		6.330027		8.099781		7.08256		5.3719077		6.424656		7.011118		3.476923		1.8433505		2.961592		41.274994		10.324496		2.2471063		3.1623602		19.407373		-1.1790603		1.1680684		1.5663729		5.367196		3.3679996		0.8823304		1.6610017		4.278533		-0.23763752		Yes		Yes		Yes		LOC_Os01g50100.1		dbj|BAB85651.1| e-118  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-107 multidrug resistance protein 4 putative expressed		A_99_P005116		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856		3.7384458		6.7095313		4.7747493		2.7713761		13.697559		2.3122926		7.2072635		2.125593		1.9024386		2.746212		2.255425		1.4706025		3.775847		1.2093239		2.8494515		1.0878654		Yes		Yes		Yes		AB055077		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		transport.ABC transporters and multidrug resistance systems		42222		CUST_1529_PI390587928		1.794681		3.459469		2.4206467		1.8294282		1.656271		4.4190392		7.0184975		6.096186		2.8800085		3.8197594		5.060337		1.5276089		-1.1006913		1.9447304		24.215364		19.249619		2.1218572		1.2836841		6.231979		-1.232698		1.0853275		0.95957017		4.597851		4.266758		-0.13840997		0.3602903		2.6396904		-0.30181932		Yes		Yes		Yes		LOC_Os01g50100.1		dbj|BAB85651.1| 3e-97  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 2e-88 multidrug resistance protein 4 putative expressed		A_99_P005116		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856		3.7384458		6.7095313		4.7747493		2.7713761		13.697559		2.3122926		7.2072635		2.125593		1.9024386		2.746212		2.255425		1.4706025		3.775847		1.2093239		2.8494515		1.0878654		Yes		Yes		Yes		AB055077		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		transport.ABC transporters and multidrug resistance systems		8212		CUST_27921_PI390587928		3.3399231		4.3873076		2.5068853		2.501712		3.054409		4.8296285		7.558703		6.473453		3.8886433		4.601028		6.2545915		2.434396		-1.2188445		1.3587884		33.170246		15.689647		1.4627874		1.1596748		13.432968		-1.0477656		0.5487201		0.44232082		5.051818		3.971741		-0.28551412		0.21372032		3.7477062		-0.067316055		Yes		Yes		Yes		LOC_Os01g50100.1		dbj|BAB85651.1| 5e-91  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 4e-90 multidrug resistance protein 4 putative expressed		A_99_P005116		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856		3.7384458		6.7095313		4.7747493		2.7713761		13.697559		2.3122926		7.2072635		2.125593		1.9024386		2.746212		2.255425		1.4706025		3.775847		1.2093239		2.8494515		1.0878654		Yes		Yes		Yes		AB055077		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		transport.ABC transporters and multidrug resistance systems		45844		CUST_202_PI390587928		3.693715		3.811271		4.4409103		2.9239328		3.265166		3.4017932		5.2654266		5.9157753		3.2307014		3.0043447		5.3184323		3.5211124		-1.3458793		-1.3282049		1.7709411		7.954893		-1.3784182		-1.7494801		1.837217		1.5127563		-0.46301365		-0.4094777		0.8245163		2.9918425		-0.42854905		-0.80692625		0.877522		0.59717965		No		Yes		Yes		LOC_Os11g37700.1		gb|EAZ22784.1| 7e-18  hypothetical protein OsJ_006267 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		A_99_P175719		6.479421		6.6330447		6.4001803		6.2408757		7.76742		11.007084		13.089068		10.118023		10.213761		9.902349		13.63329		9.81397		2.4418907		20.735619		103.1706		14.693917		13.309092		9.641815		150.44684		11.901685		1.2879987		4.374039		6.688888		3.8771472		3.7343402		3.2693048		7.23311		3.573094		Yes		Yes		Yes		BQ744250		TC423415		WHE4113_D06_G11ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4113_D06_G11, mRNA sequence [BQ744250]

		transport.ABC transporters and multidrug resistance systems		18302		CUST_16257_PI390587928		8.577412		8.917209		7.794966		7.8791695		9.068408		11.45386		13.613365		13.0462		10.3509245		13.587398		13.300164		11.715687		1.4054152		5.8024073		56.430332		35.92784		3.418854		25.4605		45.41818		14.285873		1.7735128		2.5366516		5.818399		5.1670303		0.49099636		4.670189		5.505198		3.8365173		Yes		Yes		Yes		LOC_Os11g37700.1		emb|CAD59574.1| 0.0  PDR-like ABC transporter [Oryza sativa (japonica cultivar-group)]		LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		A_99_P193978		6.9080634		7.096887		7.4907646		7.0185876		7.316216		10.474778		9.929341		8.833538		8.739423		8.013465		10.017877		8.458382		1.3269855		10.395528		5.4210663		3.5184755		3.5587223		1.8876324		5.7641664		2.7128215		0.40815258		3.377891		2.4385767		1.8149505		1.8313594		0.9165778		2.527112		1.4397941		Yes		Yes		Yes		TA69810_4565		TC371933		0



		misc.misc2		2095		CUST_20157_PI390587928		12.047378		11.908557		11.501331		11.312358		12.630368		12.138672		13.132253		12.559372		13.102592		12.482014		12.561974		11.362227		1.4979513		1.1729283		3.0971074		2.3734968		2.0780277		1.4880848		2.0858598		1.0351713		1.0552149		0.23011494		1.6309214		1.247014		0.58299065		0.57345676		1.0606422		0.049869537		No		Yes		Yes		LOC_Os08g37874.1		gb|EAZ43131.1| e-112  hypothetical protein OsJ_026614 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g37874.1 1e-131 oxidoreductase putative expressed		A_99_P416872		12.0785055		11.758358		11.93367		11.41994		12.098712		12.96991		13.450249		12.053406		13.391259		12.1037445		13.6943245		11.729317		1.0141046		2.3158658		2.8611174		1.5512872		2.4841523		1.2704914		3.388518		1.2391722		0.020206451		1.2115517		1.5165787		0.63346577		1.3127537		0.3453865		1.7606544		0.30937672		No		Yes		Yes		AK333153		TC378008		Triticum aestivum cDNA, clone: WT005_M10, cultivar: Chinese Spring [AK333153]

		misc.UDP glucosyl and glucoronyl transferases		41631		CUST_31350_PI390587928		12.193946		12.278882		11.24437		11.957813		12.657565		13.105457		12.7506485		12.869923		12.9554405		13.0757		12.8027315		11.567899		1.378997		1.7734704		2.8407621		1.8817949		1.695246		1.7372649		2.9451907		-1.3103157		0.76149464		0.8265753		1.506278		0.9121094		0.46361923		0.7968178		1.558361		-0.3899145		No		Yes		Yes		LOC_Os06g39270.1		dbj|BAD90935.1| 8e-36  monoterpene glucosyltransferase [Eucalyptus perriniana]		LOC_Os11g04860.1 2e-33 indole-3-acetate beta-glucosyltransferase putative expressed		A_99_P357506		8.529704		8.00513		7.948094		7.7296715		9.412824		10.040315		9.658403		8.693854		11.085388		9.354035		9.942242		8.803241		1.8443592		4.0987525		3.2723103		1.9509581		5.879462		2.5471883		3.983807		2.1046338		0.8831196		2.0351849		1.7103095		0.96418285		2.555684		1.3489056		1.9941478		1.0735693		Yes		Yes		Yes		TA99149_4565		TC446638		Rep: Chromosome undetermined scaffold_144, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC446638]

		misc.UDP glucosyl and glucoronyl transferases		12395		CUST_40772_PI390587928		5.847323		6.1738224		6.2800636		6.156857		5.379666		7.1426525		8.820954		8.330869		5.026981		6.498131		8.43575		6.403017		-1.3828619		1.9572529		5.819482		4.5127654		-1.7658247		1.2520641		4.455806		1.186046		-0.82034206		0.9688301		2.5408907		2.1740117		-0.4676571		0.3243084		2.1556864		0.24616003		Yes		Yes		Yes		LOC_Os01g53350.1		gb|EAZ35010.1| 4e-50  hypothetical protein OsJ_018493 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g53350.1 2e-51 anthocyanidin 53-O-glucosyltransferase putative expressed		A_99_P552752		7.4423127		7.266233		8.516357		8.865979		8.30541		9.899728		10.477722		9.951886		9.643798		8.870046		10.715016		10.156696		1.8189397		6.2052736		3.894302		2.1227095		4.599526		3.0394552		4.590524		2.4464962		0.86309767		2.6334949		1.9613647		1.085907		2.2014852		1.6038127		2.198659		1.2907171		Yes		Yes		Yes		TC453245		TC453245		0

		misc.UDP glucosyl and glucoronyl transferases		8135		CUST_5744_PI390587928		3.831632		3.553608		2.6980693		2.112483		3.8814385		4.384859		5.698032		7.041762		3.6700783		4.1146045		5.550609		4.2321362		1.0351261		1.7792277		7.9997926		30.469181		-1.1184909		1.4752879		7.2227077		4.345895		-0.16155362		0.83125114		2.9999626		4.929279		0.049806595		0.56099653		2.8525398		2.1196532		No		Yes		Yes		LOC_Os01g59100.1		gb|EAY76191.1| 8e-38  hypothetical protein OsI_004038 [Oryza sativa (indica cultivar-group)]		LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1 putative expressed		A_99_P335041		7.680899		7.1660995		6.1816087		7.2878213		8.870509		9.541763		9.531076		8.677142		10.729256		8.473072		9.935997		8.366183		2.2809107		5.1897454		10.192724		2.6195533		8.27269		2.474218		13.49533		2.111637		1.18961		2.3756638		3.3494678		1.3893209		3.0483565		1.3069725		3.7543883		1.078362		Yes		Yes		Yes		TA92062_4565		TC414743		0

		misc.UDP glucosyl and glucoronyl transferases		16985		CUST_23741_PI390587928		6.1899133		5.8016286		3.374459		2.3952487		6.631925		5.913833		7.3148804		7.7465043		6.77		6.2616405		5.9604726		2.4762242		1.3584974		1.0808786		15.352709		40.821445		1.4949391		1.3755533		6.0043726		1.057733		0.5800867		0.11220455		3.9404213		5.3512554		0.44201183		0.46001196		2.5860136		0.08097553		Yes		Yes		Yes		LOC_Os01g08090.1		gb|ACB47288.1| 0.0  UDP-glucoronosyl/UDP-glucosyl transferase [Triticum aestivum]		LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		A_99_P061018		10.968625		9.787953		9.240209		10.382023		11.130628		11.728215		10.656093		10.986236		12.832604		10.22852		11.120402		10.718521		1.1188391		3.837753		2.6682317		1.520149		3.640103		1.3571376		3.6812449		1.262688		0.16200256		1.9402618		1.415884		0.60421276		1.8639793		0.44056702		1.8801937		0.33649826		Yes		Yes		Yes		BT009372		TC447969		Triticum aestivum clone wlm96.pk028.k4:fis, full insert mRNA sequence [BT009372]

		misc.UDP glucosyl and glucoronyl transferases		17121		CUST_41412_PI390587928		3.9080784		3.6743937		4.398892		4.0543976		4.000562		3.9921653		6.3971367		6.2719765		4.448464		5.0143733		5.5576515		4.5987086		1.0662042		1.2464039		3.9951365		4.6511226		1.4543611		2.5314775		2.2326539		1.4583237		0.5403855		0.31777167		1.9982448		2.217579		0.09248376		1.3399796		1.1587596		0.54431105		Yes		Yes		Yes		LOC_Os01g45140.1		ref|NP_001043671.1| 0.0  Os01g0638000 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		A_99_P437312		8.6368065		8.164251		9.060562		8.336791		10.258005		11.18214		10.584096		9.278922		12.374394		9.438897		11.001862		8.9542		3.0763052		8.099815		2.874944		1.9213642		13.339087		2.419394		3.8405142		1.5341172		1.6211987		3.017889		1.5235338		0.94213104		3.737588		1.2746458		1.9412994		0.61740875		Yes		Yes		Yes		TC434388		TC434388		0

		misc.UDP glucosyl and glucoronyl transferases		20658		CUST_9357_PI390587928		8.725068		8.611329		8.321528		8.337386		9.167106		9.366214		10.579098		10.7691765		9.34441		9.855694		10.146048		9.117671		1.3585217		1.6874968		4.7818513		5.395626		1.5361742		2.369142		3.5418894		1.7174699		0.61934185		0.7548847		2.2575693		2.4317904		0.44203758		1.2443647		1.8245192		0.7802849		Yes		Yes		Yes		LOC_Os10g17489.1		ref|NP_001064343.1| e-125  Os10g0322200 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g17489.1 1e-127 cytokinin-O-glucosyltransferase 2 putative expressed		A_99_P340636		10.16592		8.853917		8.061933		8.205817		10.784084		11.533061		10.262225		10.628576		12.4744425		9.838336		10.339266		10.24379		1.5349207		6.4047575		4.5957255		5.3619547		4.953754		1.9785162		4.8478103		4.10668		0.61816406		2.679144		2.2002926		2.422759		2.3085222		0.98441887		2.2773333		2.0379725		Yes		Yes		Yes		TA93787_4565		TC384686		Rep: Os10g0331600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC384686]

		misc.oxidases - copper, flavone etc.		17616		CUST_31668_PI390587928		9.099109		9.863144		8.817529		7.8806725		9.563514		9.509155		11.459533		14.412957		9.493682		8.777694		11.047923		6.9867587		1.3797482		-1.2780893		6.241981		92.55793		1.3145539		-2.1220376		4.692622		-1.8582102		0.3945732		-0.35398865		2.642004		6.5322847		0.46440506		-1.0854502		2.2303944		-0.89391375		Yes		Yes		Yes		LOC_Os08g02230.1		gb|EAZ41305.1| 0.0  hypothetical protein OsJ_024788 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g02230.1 0.0 FAD binding domain containing protein putative expressed		A_99_P289376		4.157857		2.4775736		1.774124		2.047468		1.9672146		3.6662242		8.650378		8.938913		4.22963		3.798109		9.308816		5.9878616		-4.565087		2.2793944		117.47859		118.72214		1.0510075		2.497588		185.42499		15.352415		-2.1906424		1.1886506		6.876254		6.891445		0.07177305		1.3205354		7.534692		3.9403937		Yes		Yes		Yes		TA78618_4565		TC404300		0

		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases		23208		CUST_24395_PI390587928		6.8873773		6.479208		6.7560883		7.125448		8.4718895		9.431581		9.816371		8.972081		9.12859		9.629302		9.560037		7.5824833		2.9990637		7.740209		8.34136		3.5965981		4.727942		8.877134		6.983491		1.3727177		2.2412124		2.9523726		3.0602827		1.846633		1.5845122		3.150094		2.8039484		0.45703506		Yes		Yes		Yes		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-33  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		A_99_P175629		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686		2.5016744		9.954916		6.4618745		2.2405794		7.1921787		4.1488223		8.376451		2.321085		1.3228941		3.3154092		2.6919527		1.1638718		2.8464289		2.052702		3.066339		1.2147994		Yes		Yes		Yes		CN012768		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases		30412		CUST_16480_PI390587928		5.367582		5.7474747		4.347014		5.66935		6.5005813		8.066486		7.3939576		7.338551		7.2582593		7.9606643		7.055298		5.533161		2.1931424		4.9899025		8.264592		3.180384		3.7080932		4.6369934		6.535438		-1.0989982		1.8906775		2.3190117		3.0469437		1.6692009		1.1329994		2.2131896		2.708284		-0.13618898		Yes		Yes		Yes		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-42  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 7e-44 esterase PIR7B putative expressed		A_99_P175629		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686		2.5016744		9.954916		6.4618745		2.2405794		7.1921787		4.1488223		8.376451		2.321085		1.3228941		3.3154092		2.6919527		1.1638718		2.8464289		2.052702		3.066339		1.2147994		Yes		Yes		Yes		CN012768		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases		30532		CUST_13332_PI390587928		5.699991		5.724012		4.9123015		5.9112644		7.0062404		8.441826		7.931084		7.840861		7.600298		8.351534		7.525553		5.96258		2.4729776		6.578752		8.104834		3.8094862		3.7329254		6.1796365		6.1188126		1.0362096		1.9003067		2.717814		3.0187826		1.9295964		1.3062491		2.627522		2.6132517		0.051315784		Yes		Yes		Yes		LOC_Os07g41230.1		gb|EAZ40574.1| 2e-28  hypothetical protein OsJ_024057 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g41230.1 5e-30 esterase PIR7B putative expressed		A_99_P175629		6.6861973		5.5368733		5.2676806		5.620169		8.009091		8.852283		7.9596334		6.784041		9.532626		7.5895753		8.33402		6.8349686		2.5016744		9.954916		6.4618745		2.2405794		7.1921787		4.1488223		8.376451		2.321085		1.3228941		3.3154092		2.6919527		1.1638718		2.8464289		2.052702		3.066339		1.2147994		Yes		Yes		Yes		CN012768		TC409198		WHE3952_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3952_F11_K22, mRNA sequence [CN012768]

		misc.glutathione S transferases		3138		CUST_5316_PI390587928		8.855851		8.8916855		7.6382318		8.03654		8.607933		8.90099		9.052471		9.243085		8.864129		8.968242		8.261817		7.7169604		-1.1874923		1.00647		2.665192		2.3078427		1.0057542		1.0544978		1.5406992		-1.2479669		0.008277893		0.009304047		1.4142394		1.2065449		-0.24791813		0.076556206		0.6235852		-0.3195796		No		Yes		Yes		LOC_Os10g38710.1		gb|AAL47687.1| 8e-69  glutathione-S-transferase Cla47 [Triticum aestivum]		LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		A_99_P498477		4.1329975		4.008347		3.075524		2.6679451		3.9449823		5.1632476		4.6158233		4.6530585		6.429151		3.0435011		3.658448		4.1705966		-1.1391954		2.2266898		2.908548		3.9589376		4.9114656		-1.9518551		1.4978819		2.83363		-0.18801522		1.1549006		1.5402992		1.9851134		2.2961535		-0.9648459		0.5829239		1.5026515		Yes		No		No		AY064480		TC431059		Triticum aestivum glutathione-S-transferase Cla47 mRNA, complete cds [AY064480]

		misc.glutathione S transferases		1533		CUST_36069_PI390587928		11.558754		11.754815		11.524812		11.647035		11.940787		12.309883		13.998652		13.738202		12.133884		13.820824		13.841128		13.255798		1.3031772		1.4692379		5.5552073		4.260927		1.4898121		4.187266		4.98059		3.0499036		0.57513046		0.555068		2.4738407		2.0911674		0.38203335		2.0660086		2.3163166		1.6087637		Yes		Yes		Yes		LOC_Os03g50130.1		ref|NP_001051042.1| 5e-62  Os03g0709000 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		A_99_P494037		2.2224076		1.8022127		1.8268744		2.0774324		3.2622547		6.165516		5.2112846		2.6843975		6.0055184		4.214021		6.0397086		3.6835985		2.0560098		20.581884		10.44261		1.5230519		13.7667		5.3214097		18.543406		3.0444174		1.0398471		4.363303		3.3844104		0.60696507		3.7831109		2.4118085		4.2128344		1.6061661		Yes		Yes		Yes		TC429078		TC429078		Rep: F1E22.17 - Arabidopsis thaliana (Mouse-ear cress), partial (30%) [TC429078]

		misc.glutathione S transferases		6939		CUST_460_PI390587928		2.1413662		2.4956157		2.747878		2.294441		2.3224485		3.144785		4.632777		4.282003		2.4198055		2.5763543		3.3112888		1.7738209		1.133734		1.5682648		3.693271		3.9656627		1.212882		1.0575593		1.4777588		-1.4345717		0.27843928		0.6491692		1.8848991		1.987562		0.18108225		0.080738544		0.56341076		-0.5206201		Yes		No		No		LOC_Os01g72160.1		ref|NP_001104988.1| 7e-93  glutathione S-transferase GST 24 [Zea mays]		LOC_Os01g72150.1 4e-70 glutathione S-transferase putative expressed		A_99_P080435		6.25194		5.4907455		4.8627725		5.194402		8.061146		8.493329		8.650565		7.899098		10.038475		7.359007		8.870294		5.986551		3.5044937		8.0143385		13.811448		6.5192037		13.799416		3.6509233		16.08363		1.7316514		1.809206		3.0025835		3.7877927		2.7046957		3.7865353		1.8682613		4.007521		0.7921486		Yes		Yes		Yes		TA88925_4565		TC370231		Rep: Glutathione S-transferase GST 24 - Zea mays (Maize), partial (92%) [TC370231]

		misc.glutathione S transferases		23184		CUST_18980_PI390587928		5.8950043		6.3214035		4.9692764		4.0703106		7.466515		7.3821354		11.6354065		10.060344		8.640407		9.286182		10.594004		5.5597634		2.972158		2.0859895		101.555885		63.55938		6.7057667		7.8070574		49.341415		2.8078246		2.7454023		1.0607319		6.66613		5.990033		1.5715108		2.964779		5.6247272		1.4894528		Yes		Yes		Yes		LOC_Os10g38470.1		gb|EAY79285.1| 2e-68  hypothetical protein OsI_033244 [Oryza sativa (indica cultivar-group)]		LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		A_99_P358016		5.898154		5.0685124		6.2061543		5.1977887		11.171443		12.492012		11.846007		8.896052		13.451671		10.208868		12.353175		7.910333		38.673923		171.67065		49.861454		12.980407		187.86037		35.269657		70.86596		6.5547667		5.273289		7.4234996		5.639853		3.6982636		7.553517		5.1403556		6.147021		2.7125444		Yes		Yes		Yes		TA99329_4565		TC402790		0

		misc.peroxidases		31961		CUST_38299_PI390587928		6.8202977		5.393589		4.6597347		5.1018176		8.584172		6.4670634		7.2424965		7.05775		9.287244		8.180413		7.000461		5.4608917		3.3960896		2.1044955		5.9908543		3.8796663		5.5287223		6.9010897		5.065576		1.2826025		2.4669461		1.0734744		2.5827618		1.9559326		1.7638745		2.7868242		2.3407264		0.35907412		Yes		Yes		Yes		LOC_Os01g73170.1		emb|CAA05897.1| 1e-51  peroxidase [Hordeum vulgare]		LOC_Os04g59150.2 5e-28 peroxidase 12 precursor putative expressed		A_99_P171414		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884		2.757671		4.760122		90.437126		11.097635		7.8199286		4.6436386		170.5003		4.877134		1.4634504		2.2509985		6.498843		3.4721804		2.9671555		2.2152557		7.4136305		2.2860336		Yes		Yes		Yes		AJ878510		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		misc.peroxidases		14158		CUST_38247_PI390587928		12.236005		11.412827		11.506695		11.404903		14.458739		13.822651		16.0915		13.691059		15.31379		15.430997		15.501069		11.69291		4.6677732		5.3140965		23.997372		4.877547		8.443174		16.20279		15.93773		1.2209523		3.0777855		2.4098244		4.5848045		2.2861557		2.2227345		4.0181704		3.9943743		0.28800678		Yes		Yes		Yes		LOC_Os07g44499.1		gb|EAZ04858.1| 6e-82  hypothetical protein OsI_026090 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44499.1 2e-83 peroxidase 56 precursor putative expressed		A_99_P284181		7.348865		6.49756		8.627213		7.0129914		11.407325		12.822719		13.539814		11.695529		13.423802		11.219677		13.992469		9.72718		16.661654		80.17934		30.11899		25.679363		67.41218		26.393614		41.219536		6.5622387		4.0584598		6.3251586		4.9126015		4.6825376		6.0749373		4.722117		5.3652563		2.714188		Yes		Yes		Yes		TA77115_4565		TC437335		Rep: 50S ribosomal protein L9 - Novosphingobium aromaticivorans (strain DSM 12444), partial (8%) [TC437335]

		misc.peroxidases		13827		CUST_14517_PI390587928		12.962131		11.0700865		10.502433		10.741191		14.724675		12.689719		13.185703		13.143182		15.325526		14.273452		13.132833		11.512095		3.3929605		3.072968		6.4231033		5.2853203		5.145801		9.211048		6.191975		1.7063392		2.3633957		1.6196327		2.6832705		2.401991		1.7625446		3.2033653		2.6303997		0.77090454		Yes		Yes		Yes		LOC_Os04g59150.3		emb|CAA05897.1| 4e-63  peroxidase [Hordeum vulgare]		LOC_Os04g59150.1 1e-32 peroxidase 12 precursor putative expressed		A_99_P171414		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884		2.757671		4.760122		90.437126		11.097635		7.8199286		4.6436386		170.5003		4.877134		1.4634504		2.2509985		6.498843		3.4721804		2.9671555		2.2152557		7.4136305		2.2860336		Yes		Yes		Yes		AJ878510		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		misc.myrosinases-lectin-jacalin		5850		CUST_39240_PI390587928		12.199901		12.158414		12.281296		12.918897		13.208588		13.92789		14.536279		13.722988		13.517169		13.780463		14.247398		12.676041		2.012079		3.4093008		4.7732863		1.7460458		2.4919384		3.0781198		3.907112		-1.1833329		1.3172684		1.7694759		2.254983		0.80409145		1.008687		1.6220493		1.9661026		-0.24285603		Yes		Yes		Yes		LOC_Os12g41540.1		ref|NP_001067239.1| 2e-73  Os12g0608900 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g41530.1 4e-75 protein kinase putative		A_99_P356796		8.322118		7.738093		9.494557		10.272179		9.938801		11.081017		10.786605		10.597781		10.964068		9.785951		11.319096		10.612952		3.0666914		10.146594		2.4487534		1.2531877		6.2417502		4.1349154		3.5419362		1.2664355		1.616683		3.3429236		1.2920475		0.32560253		2.6419506		2.0478578		1.8245382		0.34077358		Yes		Yes		Yes		TA98913_4565		TC386290		0

		misc.plastocyanin-like		15288		CUST_10452_PI390587928		15.632028		15.489575		15.088921		14.669829		16.190062		16.155684		17.349588		16.183723		16.678858		16.855703		16.715467		14.863252		1.4722615		1.5867866		4.7921324		2.8557982		2.0659857		2.5777779		3.0877306		1.143473		1.0468302		0.66610813		2.2606678		1.5138941		0.55803394		1.366128		1.6265469		0.19342232		Yes		Yes		Yes		LOC_Os08g04310.1		emb|CAE51320.1| 2e-54  blue copper binding protein [Hordeum vulgare subsp. vulgare]		LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		A_99_P226086		4.979292		2.690956		3.7566006		3.8195362		6.6051736		7.327558		7.1203003		4.449128		7.3408265		5.976603		7.1480975		4.4450502		3.0863073		24.874609		10.293771		1.5471274		5.1391673		9.751654		10.49403		1.5427604		1.6258817		4.636602		3.3636997		0.62959194		2.3615346		3.285647		3.391497		0.62551403		Yes		Yes		Yes		DR737456		0		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		misc.plastocyanin-like		16426		CUST_37091_PI390587928		5.1273227		5.6286626		3.149593		2.7902071		9.8010645		9.817818		12.555157		8.937187		10.562697		10.441676		11.44188		3.7690322		25.52328		18.241533		678.1983		70.86397		43.272385		28.110039		313.49243		1.9708598		5.4353747		4.189155		9.405563		6.1469803		4.673742		4.8130136		8.292287		0.9788251		Yes		Yes		Yes		LOC_Os09g39940.1		ref|NP_001060957.1| 4e-39  Os08g0137800 [Oryza sativa (japonica cultivar-group)]		LOC_Os08g04340.1 8e-41 blue copper protein precursor putative expressed		A_99_P005951		7.548515		5.750538		6.770534		5.6499634		11.242469		11.579056		10.778577		7.467956		12.988242		10.341125		11.277812		7.0789237		12.941689		56.827522		16.089447		3.5259027		43.403133		24.093744		22.741854		2.692526		3.693954		5.828518		4.008043		1.8179927		5.4397273		4.5905867		4.507278		1.4289603		Yes		Yes		Yes		BQ744001		TC432498		WHE4110_F04_K08ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_F04_K08, mRNA sequence [BQ744001]

		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein		19168		CUST_20425_PI390587928		5.014467		5.1822066		4.0345364		6.2003713		4.898869		3.8490288		8.885715		9.008114		5.6847386		6.047022		7.4562225		5.6028686		-1.0834239		-2.5195704		28.863577		7.001881		1.5913728		1.8211064		10.715938		-1.5130951		0.6702719		-1.3331778		4.851178		2.8077426		-0.115597725		0.86481524		3.4216862		-0.5975027		No		Yes		Yes		LOC_Os07g07930.1		ref|NP_001059015.1| 1e-36  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 2e-38 lipid transfer protein putative expressed		A_99_P425222		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663		2.4359474		9.692587		40.55091		19.828873		13.759492		2.8161001		48.092785		7.7793136		1.284483		3.2768817		5.3416624		4.3095307		3.7823553		1.4936986		5.5877485		2.959643		Yes		Yes		Yes		TA77317_4565		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein		19167		CUST_20426_PI390587928		5.2074685		5.5952163		3.3536625		6.417707		5.13216		4.4109707		9.27813		9.5704565		5.7568555		6.3481975		7.947801		5.8732247		-1.0535861		-2.2724454		60.73546		8.893489		1.4634637		1.6852717		24.153135		-1.4584968		0.549387		-1.1842456		5.924467		3.1527495		-0.07530832		0.7529812		4.5941386		-0.54448223		No		Yes		Yes		LOC_Os07g07930.1		ref|NP_001059015.1| 2e-38  Os07g0175600 [Oryza sativa (japonica cultivar-group)]		LOC_Os07g07930.1 5e-40 lipid transfer protein putative expressed		A_99_P425222		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663		2.4359474		9.692587		40.55091		19.828873		13.759492		2.8161001		48.092785		7.7793136		1.284483		3.2768817		5.3416624		4.3095307		3.7823553		1.4936986		5.5877485		2.959643		Yes		Yes		Yes		TA77317_4565		TC384883		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		misc.GDSL-motif lipase		7207		CUST_24511_PI390587928		4.8215833		4.23835		3.4703948		4.159958		5.2909155		4.3829665		5.6641746		5.9252048		5.7261353		4.992367		5.1285357		4.3912306		1.3844684		1.1054368		4.575025		3.3993216		1.871963		1.686482		3.1560955		1.1738701		0.904552		0.1446166		2.1937797		1.7652469		0.46933222		0.7540169		1.6581409		0.2312727		Yes		Yes		Yes		LOC_Os07g44780.1		gb|EAZ04881.1| 4e-63  hypothetical protein OsI_026113 [Oryza sativa (indica cultivar-group)]		LOC_Os07g44780.1 8e-65 esterase precursor putative expressed		A_99_P037474		2.0779507		1.7437588		1.7781128		1.7472616		1.6144329		2.9445937		5.7472515		2.856427		1.8133749		3.7346218		6.65069		1.8179699		-1.3788999		2.2987266		15.661371		2.157208		-1.2012829		3.9747467		29.294891		1.0502322		-0.46351779		1.2008349		3.9691386		1.1091653		-0.26457584		1.990863		4.872577		0.070708275		Yes		Yes		Yes		CJ851772		TC397010		CJ851772 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal1f23 5', mRNA sequence [CJ851772]



		RNA.regulation of transcription.bZIP transcription factor family		17422		CUST_11600_PI390587928		5.8111725		4.8397593		5.0924363		5.6734295		6.1860104		6.781154		8.045915		7.2217693		6.6416755		7.5391254		7.5301666		5.4967475		1.2966938		3.8407679		7.7461443		2.9248037		1.7783053		6.4951644		5.417887		-1.1302814		0.830503		1.9413948		2.9534783		1.5483398		0.37483788		2.699366		2.4377303		-0.176682		Yes		Yes		Yes		LOC_Os06g41770.1		ref|NP_001058100.1| 2e-68  Os06g0622700 [Oryza sativa (japonica cultivar-group)]		LOC_Os06g41770.1 3e-70 bZIP transcription factor protein putative expressed		A_99_P445137		5.1660905		4.524469		4.2033553		3.3786087		5.764726		5.6807537		5.455059		4.977445		7.15348		5.525328		5.7447705		4.8241315		1.5142839		2.2288272		2.3812246		3.028989		3.9651887		2.0011916		2.910799		2.723615		0.5986357		1.1562848		1.2517037		1.5988364		1.9873896		1.0008593		1.5414152		1.4455228		Yes		Yes		Yes		TA96488_4565		TC400232		Rep: Os09g0499500 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC400232]

		RNA.regulation of transcription.C2H2 zinc finger family		19121		CUST_39645_PI390587928		12.8270445		13.503455		13.203912		12.498563		12.233403		12.877622		9.809251		10.0475025		11.351813		12.003891		10.944752		11.204555		-1.5090507		-1.5431021		-10.51707		-5.4681783		-2.780282		-2.8275728		-4.787127		-2.4520838		-1.4752312		-0.6258335		-3.394661		-2.4510603		-0.5936413		-1.4995642		-2.25916		-1.2940083		Yes		Yes		Yes		LOC_Os03g15790.1		ref|NP_001049642.1| 5e-57  Os03g0264600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g15790.1 1e-58 nucleic acid binding protein putative expressed		A_99_P506102		8.899642		9.941293		7.6603885		8.943244		6.9378715		7.067423		4.661198		6.2359757		6.893493		8.1353		4.2302175		6.3500676		-3.8953974		-7.330288		-7.9955115		-6.5308385		-4.0170846		-3.4966977		-10.779146		-6.034258		-1.9617705		-2.87387		-2.9991903		-2.7072682		-2.0061488		-1.8059931		-3.430171		-2.5931764		Yes		Yes		Yes		TC434405		TC434405		Rep: HDC15396 - Drosophila melanogaster (Fruit fly), partial (7%) [TC434405]

		development.storage proteins		17216		CUST_17272_PI390587928		8.712735		9.217506		8.242527		8.134511		9.390229		10.812935		11.477399		9.692529		10.085426		11.151978		10.941074		8.120139		1.5993593		3.0218425		9.414417		2.94449		2.5895317		3.8223798		6.49148		-1.0100116		1.3726912		1.5954285		3.2348719		1.5580177		0.67749405		1.9344711		2.6985474		-0.014371872		Yes		Yes		Yes		LOC_Os08g37210.1		gb|EAZ07346.1| e-178  hypothetical protein OsI_028578 [Oryza sativa (indica cultivar-group)]		LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		A_99_P303501		3.3630245		2.2651076		2.166957		2.4294822		4.1000633		6.2447624		5.256498		3.0312731		6.2552075		4.484938		5.1883125		3.0270488		1.6667513		15.775948		8.512253		1.5175993		7.4239297		4.658387		8.119302		1.5131621		0.73703885		3.9796548		3.089541		0.6017909		2.892183		2.2198305		3.0213556		0.5975666		Yes		Yes		Yes		TA82717_4565		TC378882		0

		development.storage proteins		2004		CUST_18099_PI390587928		6.3450923		5.5818996		5.459862		5.7520847		5.4197383		5.955728		9.003386		8.260177		5.9751554		6.2286067		8.547732		6.1157937		-1.8991501		1.2957869		11.660222		5.688672		-1.2922963		1.5655906		8.5024		1.2867297		-0.36993694		0.3738284		3.5435233		2.508092		-0.925354		0.64670706		3.0878701		0.36370897		No		Yes		Yes		LOC_Os03g10110.1		gb|EAY88907.1| 9e-14  hypothetical protein OsI_010140 [Oryza sativa (indica cultivar-group)]		LOC_Os03g10110.1 2e-15 preproMP73 putative expressed		A_99_P255741		3.5921686		4.1362453		5.6385846		3.6458628		5.19976		5.2901554		7.8834596		6.997212		6.3641515		4.519383		8.377115		5.4062304		3.0474265		2.2251616		4.73996		10.206024		6.830461		1.3041753		6.6739025		3.3878443		1.6075914		1.1539102		2.244875		3.351349		2.771983		0.3831377		2.7385306		1.7603676		Yes		Yes		Yes		TA68758_4565		TC429875		Rep: Cupin family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (4%) [TC429875]

		development.unspecified		16261		CUST_28385_PI390587928		10.325359		11.359901		10.239221		9.211664		9.560807		10.56327		7.570904		7.5534425		8.7168		9.852445		8.712033		9.193855		-1.6988425		-1.737041		-6.356871		-3.1562724		-3.0494723		-2.843084		-2.8822339		-1.0124207		-1.6085596		-0.7966318		-2.6683168		-1.6582217		-0.7645521		-1.5074568		-1.5271873		-0.017808914		Yes		Yes		Yes		LOC_Os12g32620.1		gb|ABA99040.1| e-108  Pollen-specific protein SF3, putative, expressed [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32620.1 1e-109 pollen-specific protein SF3 putative expressed		A_99_P203546		8.819622		8.948945		8.243518		9.023128		8.497122		7.271848		8.087137		7.9671645		7.3048973		7.544722		6.932112		8.546892		-1.2504958		-3.197838		-1.1144876		-2.0791056		-2.857443		-2.6467519		-2.4818323		-1.3911089		-0.32250023		-1.6770968		-0.15638065		-1.055963		-1.5147247		-1.404223		-1.3114057		-0.4762354		Yes		No		No		TA52086_4565		TC371783		0

		cell.vesicle transport		6000		CUST_39108_PI390587928		6.015412		5.6750145		4.81715		5.440972		7.4267464		7.030988		8.532717		6.877008		7.9963303		7.8730865		8.087857		5.6546283		2.6598308		2.559698		13.137025		2.7057643		3.947443		4.588657		9.651192		1.1596235		1.9809184		1.3559737		3.7155666		1.4360361		1.4113345		2.198072		3.2707071		0.21365643		Yes		Yes		Yes		LOC_Os11g05880.1		ref|NP_001065801.1| 0.0  Os11g0157400 [Oryza sativa (japonica cultivar-group)]		LOC_Os11g05880.1 0.0 protein binding protein putative expressed		A_99_P455507		4.116806		3.349082		3.285559		2.0662045		5.397177		6.3534546		6.2427306		3.7410011		6.332318		5.1019244		6.461853		3.4302595		2.4290147		8.024283		7.766		3.1927433		4.644463		3.3702192		9.039821		2.5740764		1.2803712		3.0043726		2.9571717		1.6747966		2.2155118		1.7528424		3.176294		1.3640549		Yes		Yes		Yes		BQ620057		TC407425		CAB83315.1 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC407425]

		amino acid metabolism.synthesis.aspartate family.lysine.diaminopimelate decarboxylase		31043		CUST_34408_PI390587928		1.3877858		2.0444496		1.4485493		1.5006886		1.9429201		4.376453		6.3568254		2.0300057		1.9664384		4.3308825		4.0968986		1.3780136		1.4693054		5.0350404		30.028824		1.4432459		1.4934539		4.8784842		6.269495		-1.0887517		0.5786526		2.3320034		4.908276		0.52931714		0.5551343		2.286433		2.6483493		-0.12267494		Yes		Yes		Yes		LOC_Os09g37120.1		gb|EAZ45539.1| 1e-34  hypothetical protein OsJ_029022 [Oryza sativa (japonica cultivar-group)]		LOC_Os09g37120.1 3e-36 ornithine decarboxylase putative expressed		A_99_P326361		1.4922222		1.4208485		2.207266		1.4141763		5.0970674		4.7127547		7.1107445		5.237546		8.712126		5.113655		7.097418		3.3665645		12.166523		9.794055		29.929134		14.156272		149.07593		12.931401		29.653942		3.8701465		3.604845		3.2919064		4.9034786		3.8233695		7.2199035		3.6928067		4.890152		1.9523882		Yes		Yes		Yes		TA89457_4565		TC383235		Rep: Os04g0136500 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC383235]

		amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase		6391		CUST_2379_PI390587928		10.408769		10.606887		9.761073		9.804648		11.076755		11.705619		11.971736		11.307517		11.524653		11.807518		11.5679655		9.377738		1.5888532		2.1416638		4.628879		2.8340569		2.1672788		2.298402		3.498878		-1.3443515		1.1158848		1.098732		2.2106628		1.5028687		0.6679859		1.2006311		1.8068924		-0.4269104		Yes		Yes		Yes		LOC_Os03g15780.1		dbj|BAF30813.1| 0.0  anthranilate synthase alpha 2 subunit [Avena sativa]		LOC_Os03g15780.1 0.0 anthranilate synthase component I-1 chloroplast precursor putative expressed		A_99_P320681		6.7750854		6.3411202		5.7951226		5.923077		6.8037395		7.630865		7.3681703		6.0961556		7.8413196		6.95147		7.489969		6.2109776		1.0200601		2.444848		2.9753258		1.1274618		2.0939603		1.5266292		3.2374237		1.2208623		0.028654099		1.2897449		1.5730476		0.17307854		1.0662341		0.61034966		1.6948462		0.28790045		No		Yes		Yes		TA87736_4565		TC448079		Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat), partial (63%) [TC448079]

		cell wall.degradation.mannan-xylose-arabinose-fucose		1801		CUST_21609_PI390587928		7.600554		8.559589		8.086876		5.981115		7.3356285		7.9164624		4.8626285		4.0534973		7.4953704		7.1413307		5.8206573		5.3431		-1.201574		-1.5617105		-9.345342		-3.8042645		-1.0756313		-2.6726272		-4.810606		-1.5561863		-0.1051836		-0.64312696		-3.2242475		-1.9276175		-0.26492548		-1.4182587		-2.2662187		-0.6380148		Yes		Yes		Yes		LOC_Os04g54810.1		gb|AAK38481.1| 0.0  alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I [Hordeum vulgare]		LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		A_99_P350921		7.2161903		6.756548		5.46241		6.6675396		5.625729		4.8024063		5.245135		5.161937		4.880816		5.317806		3.829897		5.7512474		-3.0114563		-3.8748531		-1.1625358		-2.839432		-5.046819		-2.710844		-3.100526		-1.8872586		-1.5904613		-1.9541416		-0.21727514		-1.5056024		-2.3353744		-1.4387422		-1.632513		-0.9162922		Yes		Yes		Yes		AK336248		TC431833		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		lipid metabolism.''exotics'' (steroids, squalene etc)		15768		CUST_10402_PI390587928		1.3601128		2.2436068		1.3790056		2.0611603		1.4036382		1.7375422		7.305502		6.115763		2.366916		1.7746524		6.9032464		2.7709382		1.0306293		-1.420171		60.820953		16.617168		2.0094535		-1.384106		46.021656		1.6355523		1.0068032		-0.50606465		5.9264965		4.0546026		0.043525457		-0.46895444		5.524241		0.70977783		Yes		Yes		Yes		LOC_Os05g42190.1		ref|NP_001055969.1| 4e-66  Os05g0501300 [Oryza sativa (japonica cultivar-group)]		LOC_Os05g42190.1 9e-68 flavoprotein wrbA putative expressed		A_99_P331986		1.564593		1.5471283		1.5608195		1.5464197		1.590242		1.580134		4.6982117		5.5235076		1.5342973		1.545117		3.4914036		1.534721		1.0179375		1.0231415		8.79932		15.747905		-1.0212214		-1.0013951		3.812095		-1.0081419		0.02564907		0.033005714		3.137392		3.977088		-0.03029561		-0.0020112991		1.9305841		-0.011698723		Yes		Yes		Yes		CJ949998		TC408784		CJ949998 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28a10 5', mRNA sequence [CJ949998]

		lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase		17257		CUST_30491_PI390587928		9.173531		9.205099		9.214234		9.867274		10.354107		10.744281		11.874931		10.577898		10.507954		11.754055		11.920746		10.627179		2.266673		2.906296		6.323385		1.6365114		2.5217462		5.852106		6.527414		1.6933789		1.3344231		1.5391817		2.660697		0.71062374		1.1805763		2.548956		2.7065115		0.75990486		Yes		Yes		Yes		LOC_Os03g40670.1		ref|NP_001050628.1| e-178  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 1e-180 glycerophosphoryl diester phosphodiesterase precursor putative expressed		A_99_P303201		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138		2.378691		7.144835		2.3024957		1.3338567		3.2363687		2.5544963		2.6856122		1.3335137		1.2501678		2.8369007		1.2031984		0.41560364		1.694376		1.3530388		1.425251		0.41523266		Yes		Yes		Yes		TA82621_4565		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase		40782		CUST_26339_PI390587928		3.9245112		3.7930157		2.8997517		4.7456894		4.2217503		5.2946877		6.9582725		5.0115724		3.9989395		6.432471		6.523136		5.089604		1.2287906		2.831707		16.66236		1.2023717		1.0529437		6.2309628		12.323878		1.2691957		0.07442832		1.501672		4.058521		0.26588297		0.29723907		2.639455		3.6233845		0.3439145		Yes		Yes		Yes		LOC_Os03g40670.1		ref|NP_001050628.1| 2e-30  Os03g0603600 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g40670.1 5e-32 glycerophosphoryl diester phosphodiesterase precursor putative expressed		A_99_P303201		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138		2.378691		7.144835		2.3024957		1.3338567		3.2363687		2.5544963		2.6856122		1.3335137		1.2501678		2.8369007		1.2031984		0.41560364		1.694376		1.3530388		1.425251		0.41523266		Yes		Yes		Yes		TA82621_4565		TC395625		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]



		not assigned.unknown		13105		CUST_8415_PI390587928		8.061927		7.063536		6.837528		6.265106		8.550388		8.443837		12.970725		11.066693		9.924553		10.154076		11.997319		7.5108676		1.4029479		2.603227		70.190155		27.88828		3.6366904		8.518146		35.74801		2.3714368		1.8626261		1.380301		6.133197		4.801587		0.4884615		3.0905395		5.159791		1.2457614		Yes		Yes		Yes		LOC_Os03g52380.1		ref|NP_001051177.1| 7e-15  Os03g0734100 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52370.1 2e-17 expressed protein		A_99_P484237		6.2394843		7.946016		6.335462		5.6772866		7.3994293		11.279054		11.974582		10.396037		9.663274		9.3195715		12.309087		9.185365		2.2344892		10.077304		49.836113		26.332096		10.731572		2.5910838		62.840584		11.377235		1.159945		3.3330379		5.6391196		4.7187505		3.4237895		1.3735557		5.9736247		3.508078		Yes		Yes		Yes		TC424317		TC424317		Rep: Os03g0789400 protein - Oryza sativa subsp. japonica (Rice), partial (19%) [TC424317]

		not assigned.unknown		3530		CUST_34343_PI390587928		13.702144		13.610522		13.198166		14.043808		13.085614		13.075021		11.502658		12.904727		12.631302		12.412114		12.057721		14.035253		-1.5331825		-1.4494458		-3.2389092		-2.202407		-2.1006587		-2.2948632		-2.2044897		-1.0059478		-1.0708418		-0.5355015		-1.695508		-1.139081		-0.61652946		-1.1984081		-1.1404448		-0.008555412		No		Yes		Yes		LOC_Os02g13060.1		ref|NP_001046331.1| 4e-42  Os02g0223700 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g13060.1 7e-44 expressed protein		A_99_P439952		4.4108377		3.826229		5.1235843		5.0647717		3.719322		3.2806206		4.3642945		3.06716		2.730999		3.2138317		3.0700023		3.3254745		-1.6149793		-1.4596359		-1.6926571		-3.993384		-3.203921		-1.5287976		-4.151354		-3.3387246		-0.6915157		-0.5456085		-0.75928974		-1.9976118		-1.6798387		-0.61239743		-2.053582		-1.7392972		Yes		Yes		Yes		BE213322		TC396343		0

		not assigned.unknown		7537		CUST_36716_PI390587928		4.2452474		5.451468		5.8925624		6.558291		4.193347		4.542179		4.0014405		5.9476953		2.7249553		3.5587857		3.6424272		7.110026		-1.0366296		-1.8781196		-3.7092354		-1.5268896		-2.8684912		-3.7132497		-4.757274		1.4658474		-1.520292		-0.9092889		-1.8911219		-0.6105957		-0.051900387		-1.8926823		-2.2501352		0.5517349		Yes		Yes		Yes		LOC_Os12g32360.1		ref|NP_001066850.1| 3e-41  Os12g0508200 [Oryza sativa (japonica cultivar-group)]		LOC_Os12g32360.1 5e-43 expressed protein		A_99_P428987		7.2795777		8.254909		8.507596		9.713569		7.1717715		6.3415885		8.08171		9.365451		5.889297		6.924845		6.9791794		9.767068		-1.0775884		-3.7667494		-1.3433974		-1.2728989		-2.621297		-2.514137		-2.8846908		1.037779		-0.107806206		-1.9133201		-0.42588615		-0.34811783		-1.3902807		-1.3300633		-1.5284166		0.05349922		Yes		No		No		TC387646		TC387646		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (82%) [TC387646]

		not assigned.unknown		23760		CUST_30143_PI390587928		8.286532		8.466752		8.365386		7.569739		8.795819		8.926891		11.255414		10.092399		9.575412		10.008563		10.511696		7.6006494		1.4233465		1.3756746		7.4128485		5.7464056		2.443382		2.9115977		4.42694		1.0216568		1.2888794		0.46013927		2.890028		2.5226598		0.5092869		1.541811		2.1463099		0.030910492		Yes		Yes		Yes		LOC_Os03g52380.1		ref|NP_001051178.1| 3e-19  Os03g0734200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g52380.1 4e-21 expressed protein		A_99_P258776		6.588885		6.088566		5.751347		3.2359188		6.562313		7.1298447		8.48738		7.1985283		6.977964		7.016596		8.478957		5.447153		-1.0185888		2.058051		6.6623583		15.590653		1.3095572		1.9026761		6.623575		4.630713		-0.02657175		1.0412788		2.736033		3.9626095		0.3890791		0.92803		2.72761		2.2112343		Yes		Yes		Yes		TA69647_4565		TC434821		0

		not assigned.unknown		2026		CUST_2441_PI390587928		4.016689		2.9398406		1.606954		3.175212		4.6734004		6.6042037		9.211955		8.658868		4.245823		7.4630904		8.220397		7.0799737		1.5764852		12.678948		194.68541		44.74504		1.1721312		22.995022		97.91398		14.977882		0.22913408		3.6643631		7.605001		5.483656		0.6567116		4.5232496		6.613443		3.9047618		Yes		Yes		Yes		LOC_Os03g61470.1		ref|NP_001051784.1| 3e-39  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 7e-41 PGPS/D12 putative expressed		A_99_P431562		7.4627566		4.2034135		3.427555		1.9508778		7.904175		7.469784		8.614557		6.3329887		9.077601		7.7687106		9.446813		5.893927		1.3579385		9.622224		36.428665		20.85196		3.0627866		11.837538		64.860016		15.380702		0.44141817		3.2663703		5.187002		4.382111		1.6148448		3.5652971		6.0192575		3.9430494		Yes		Yes		Yes		TC389781		TC389781		0

		not assigned.unknown		27271		CUST_31271_PI390587928		5.4668984		6.412386		6.4676013		6.674988		6.743504		8.450996		10.396748		11.355095		7.331988		7.9180617		9.397171		8.256238		2.422683		4.108496		15.2331915		25.636139		3.642905		2.8395765		7.618831		2.9922905		1.8650894		2.0386105		3.9291463		4.680107		1.2766056		1.5056758		2.9295697		1.5812502		Yes		Yes		Yes		LOC_Os04g58090.1		ref|NP_001054263.1| 3e-26  Os04g0677300 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g58090.1 8e-28 NHL25 putative expressed		A_99_P149162		10.189298		9.57731		9.264548		9.330286		9.889483		10.313504		10.9046335		9.888938		11.5274935		10.242964		11.347797		9.854596		-1.2309859		1.6657763		3.1168425		1.4728923		2.5283494		1.5862874		4.237605		1.4382457		-0.29981422		0.7361946		1.6400852		0.5586519		1.3381958		0.6656542		2.083249		0.5243101		Yes		Yes		Yes		CJ849756		TC457214		CJ849756 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal13a04 5', mRNA sequence [CJ849756]

		not assigned.unknown		16634		CUST_38157_PI390587928		14.070419		13.025319		13.267301		13.145496		14.303593		13.540994		14.743614		14.0856905		14.793851		14.740662		14.456616		13.473636		1.1754175		1.4296625		2.7823687		1.9187864		1.6511047		3.283746		2.2804456		1.2553931		0.7234316		0.5156746		1.4763136		0.94019413		0.23317337		1.7153425		1.1893158		0.3281393		No		Yes		Yes		LOC_Os09g39770.1		No hits found		No hits found		A_99_P186482		9.842353		7.85086		9.224866		9.431187		11.312734		12.284503		11.964371		10.581409		12.699836		10.471961		12.45954		10.3190775		2.7709503		21.610235		6.6784105		2.2194817		7.2474976		6.1521935		9.41313		1.8504688		1.4703808		4.433643		2.7395048		1.1502228		2.857483		2.621101		3.2346745		0.8878908		Yes		Yes		Yes		CD891900		TC434455		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		not assigned.unknown		16121		CUST_16477_PI390587928		9.59694		9.919968		9.097634		9.974618		9.984029		10.011609		12.527626		12.929421		10.074327		10.355918		12.052508		10.90495		1.3077518		1.0655819		10.777807		7.753262		1.3922203		1.3528016		7.7536416		1.9057148		0.47738743		0.091641426		3.4299917		2.9548035		0.38708878		0.43595028		2.954874		0.9303322		Yes		Yes		Yes		LOC_Os01g04040.1		gb|AAC37417.1| 3e-45  wali6		LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P469432		8.428543		6.6606164		6.2753873		6.2800484		8.854843		8.718154		12.181674		8.684973		10.036103		9.203661		12.346232		7.256557		1.3437829		4.1627517		59.97489		5.296078		3.0473604		5.8281765		67.22124		1.9676977		0.42630005		2.0575376		5.9062867		2.4049244		1.6075602		2.5430446		6.070845		0.9765086		Yes		Yes		Yes		TC416235		TC416235		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC416235]

		not assigned.unknown		31141		CUST_20092_PI390587928		3.335986		2.1898305		1.8457812		1.5382881		2.8329897		2.4948263		7.947412		3.1144302		3.3710215		3.9458692		6.436413		1.7250913		-1.4171537		1.235415		68.671074		2.9817145		1.0245821		3.3776941		24.094492		1.1382388		0.03503561		0.30499578		6.1016307		1.5761421		-0.5029962		1.7560387		4.5906315		0.18680322		No		Yes		Yes		-		ref|XP_221434.4| 1e-07  PREDICTED: similar to AAT1-alpha [Rattus norvegicus]		LOC_Os02g04540.1 3e-05 vegetative cell wall protein gp1 precursor putative expressed		A_99_P489702		5.872557		6.1708426		5.7543163		5.573618		8.54322		9.446867		9.262612		7.38011		10.004527		8.128688		9.58575		7.181276		6.3672147		9.686828		11.378954		3.497907		17.532623		3.884813		14.235619		3.047567		2.6706624		3.2760243		3.508296		1.8064919		4.13197		1.9578452		3.8314333		1.6076579		Yes		Yes		Yes		TC427022		TC427022		0

		not assigned.unknown		5221		CUST_3728_PI390587928		8.1919985		7.51322		8.521217		8.024209		8.935363		8.167404		10.89062		9.591382		9.587006		10.19899		10.669316		9.480989		1.6740752		1.5737259		5.167272		2.963235		2.6298985		6.4342413		4.4324336		2.744951		1.3950071		0.65418434		2.369403		1.567173		0.74336433		2.68577		2.148099		1.4567804		Yes		Yes		Yes		LOC_Os04g33860.1		gb|EAY94057.1| 1e-29  hypothetical protein OsI_015290 [Oryza sativa (indica cultivar-group)]		LOC_Os04g33860.1 2e-31 expressed protein		A_99_P345691		5.717776		6.1151524		6.3963523		4.4604278		6.6204267		8.101459		7.934672		6.986467		8.295765		5.5233865		8.236004		6.4047127		1.8694979		3.9622123		2.9045599		5.7598815		5.9710684		-1.5070903		3.5792358		3.8484697		0.90265083		1.9863062		1.5383196		2.5260391		2.577989		-0.5917659		1.8396516		1.9442849		Yes		No		No		DN828887		TC441742		KUCD01_03_B07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN828887]

		not assigned.unknown		23221		CUST_40476_PI390587928		3.36807		4.7875147		3.8895884		4.5775404		2.174949		2.4829898		4.679724		5.6900334		1.2531832		1.6344632		4.0620418		3.977588		-2.2864683		-4.9400473		1.7292373		2.1621895		-4.33156		-8.89535		1.1269734		-1.5156666		-2.1148868		-2.304525		0.79013586		1.112493		-1.193121		-3.1530514		0.1724534		-0.59995246		Yes		No		No		LOC_Os09g27260.1		gb|EAZ09284.1| 9e-21  hypothetical protein OsI_030516 [Oryza sativa (indica cultivar-group)]		LOC_Os09g27260.1 2e-22 TMV response-related gene product putative expressed		A_99_P395832		2.9724371		2.7256632		3.8333328		3.465111		3.5667908		4.19665		7.7019477		6.6880283		4.5933743		3.9251654		7.280768		4.346033		1.509796		2.7721145		14.607272		9.33673		3.0757475		2.2966042		10.908911		1.8415519		0.5943537		1.4709868		3.868615		3.2229173		1.6209371		1.1995022		3.4474351		0.8809221		Yes		Yes		Yes		TA109400_4565		TC450557		0

		not assigned.unknown		16351		CUST_13557_PI390587928		13.650524		12.957516		12.436374		13.284799		13.493561		13.804733		15.481156		15.068203		14.44611		14.684033		14.48902		13.105868		-1.1149379		1.7990279		8.252222		3.4423752		1.7357818		3.3092806		4.1486635		-1.1320442		0.79558563		0.84721756		3.0447826		1.7834044		-0.15696335		1.7265177		2.0526466		-0.17893028		Yes		Yes		Yes		LOC_Os08g10500.2		No hits found		No hits found		A_99_P327316		2.5309494		2.2755773		2.2287028		2.8405027		4.5248146		5.129271		4.137053		2.4908073		5.971495		3.9520442		4.574131		2.0915349		3.983027		7.228487		3.7537959		-1.2742916		10.856941		3.1964421		5.0821123		-1.6805902		1.9938653		2.8536937		1.9083502		-0.34969544		3.4405458		1.676467		2.3454282		-0.7489679		Yes		No		No		TA89742_4565		0		0

		not assigned.unknown		22629		CUST_23246_PI390587928		5.6536026		6.247951		1.9892577		4.2493005		6.477628		6.907072		13.332294		15.813599		7.168179		9.151692		4.746114		4.0571127		1.770339		1.5791203		2597.7317		3028.313		2.8571494		7.4836464		6.7592163		-1.1424949		1.5145764		0.65912104		11.343037		11.564299		0.82402563		2.9037414		2.756856		-0.19218779		Yes		Yes		Yes		LOC_Os01g10640.1		No hits found		No hits found		A_99_P115130		5.9498563		6.262357		1.8642107		4.4785156		5.666168		5.4328117		8.6555395		13.018092		4.8035083		4.913279		1.9381342		4.182713		-1.2173028		-1.7771254		110.76275		372.10773		-2.2135286		-2.547493		1.0525753		-1.2275677		-0.28368807		-0.8295455		6.791329		8.539577		-1.146348		-1.3490782		0.07392347		-0.2958026		Yes		Yes		Yes		CJ659786		TC422278		CJ659786 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg20e20 5', mRNA sequence [CJ659786]

		not assigned.unknown		22862		CUST_863_PI390587928		11.356632		10.741939		9.971572		10.11155		10.52708		11.480268		15.670676		15.911022		10.903079		14.169507		15.811412		14.996948		-1.7771342		1.6682425		51.95189		55.694843		-1.3694088		10.759719		57.27525		29.556385		-0.4535532		0.73832893		5.6991043		5.799472		-0.82955265		3.4275684		5.83984		4.885398		Yes		Yes		Yes		LOC_Os03g60840.1		gb|ABX84379.1| 4e-25  Bowman-Birk trypsin inhibitor-like protein [Triticum aestivum]		LOC_Os03g60840.1 4e-21 Bowman-Birk type trypsin inhibitor putative expressed		A_99_P194318		2.0379517		1.8679241		4.589105		3.657916		3.7672799		5.6867003		10.296609		6.1911883		6.2892814		4.1829534		11.07037		6.2465596		3.3157337		14.111272		52.25524		5.7888317		19.044855		4.976147		89.34187		6.0153284		1.7293282		3.8187761		5.707504		2.5332723		4.2513294		2.3150291		6.4812646		2.5886436		Yes		Yes		Yes		CJ872995		TC414248		CJ872995 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls10i20 5', mRNA sequence [CJ872995]

		not assigned.unknown		32574		CUST_17376_PI390587928		6.370074		4.6620803		4.430594		4.3057156		7.9634705		5.853794		7.0104485		6.5577655		8.7947855		7.7006803		6.092379		4.8179917		3.0175898		2.2842393		5.978794		4.7635922		5.369217		8.216933		3.164078		1.4262987		2.4247117		1.1917138		2.5798545		2.25205		1.5933967		3.0386		1.6617851		0.5122762		Yes		Yes		Yes		LOC_Os07g44460.1		dbj|BAF97642.1| 9e-26  peroxidase [Hordeum vulgare subsp. vulgare]		LOC_Os04g59150.2 2e-14 peroxidase 12 precursor putative expressed		A_99_P171414		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884		2.757671		4.760122		90.437126		11.097635		7.8199286		4.6436386		170.5003		4.877134		1.4634504		2.2509985		6.498843		3.4721804		2.9671555		2.2152557		7.4136305		2.2860336		Yes		Yes		Yes		AJ878510		TC395069		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		not assigned.unknown		24436		CUST_12768_PI390587928		6.464335		6.962465		6.0774		6.5081425		7.443165		8.9874935		9.005956		8.367467		7.997788		12.510512		8.931401		9.408044		1.9708662		4.0699997		7.613477		3.6283772		2.8947785		46.78738		7.230027		7.4637537		1.533453		2.0250287		2.9285555		1.8593245		0.97882986		5.5480475		2.854001		2.8999014		Yes		Yes		Yes		LOC_Os12g25090.2		gb|AAT40067.1| 6e-22  MPI [Zea diploperennis]		LOC_Os12g25090.2 7e-19 expressed protein		A_99_P068430		1.594799		1.5660764		1.5682087		1.566091		1.686449		5.753762		2.0181906		1.6319952		3.7408116		2.3301263		2.8233864		1.6005493		1.0655882		18.222961		1.3660232		1.0467408		4.426028		1.6982512		2.3869655		1.0241723		0.09165001		4.1876855		0.44998193		0.06590426		2.1460125		0.7640499		1.2551777		0.0344584		Yes		Yes		Yes		CJ850738		TC412205		CJ850738 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal16e06 5', mRNA sequence [CJ850738]

		not assigned.unknown		17188		CUST_19866_PI390587928		7.1739793		7.608427		6.647494		7.5034313		6.931832		8.877484		8.845532		9.029826		7.4044323		8.402995		8.35046		7.2827106		-1.1827519		2.4100404		4.5885506		2.880651		1.1732032		1.734558		3.2556965		-1.1653156		0.23045301		1.2690573		2.1980386		1.5263948		-0.24214745		0.79456806		1.7029662		-0.22072077		Yes		No		No		LOC_Os02g36530.1		ref|NP_001047210.1| 1e-08  Os02g0575000 [Oryza sativa (japonica cultivar-group)]		LOC_Os02g36530.1 3e-10 expressed protein		A_99_P287196		6.6877933		5.764849		5.787642		6.134655		7.6675835		8.957191		7.2065454		6.5853		9.494545		8.311626		7.719912		6.7177143		1.9721786		9.140939		2.673822		1.366651		6.997074		5.843275		3.8165526		1.4980226		0.9797902		3.1923423		1.4189034		0.45064497		2.8067517		2.5467772		1.93227		0.5830593		Yes		Yes		Yes		TA77983_4565		TC410857		Rep: TPR-repeat protein - Chlamydomonas reinhardtii, partial (9%) [TC410857]

		not assigned.unknown		22570		CUST_38053_PI390587928		1.7545519		3.5137522		1.8476733		2.26867		1.9356083		3.0611026		6.6473885		4.557897		2.4779816		3.7526333		5.5710006		1.7716306		1.1337137		-1.3685514		27.852116		4.8879414		1.6511025		1.1800771		13.207881		-1.4113144		0.7234297		-0.4526496		4.799715		2.289227		0.18105638		0.23888111		3.7233272		-0.49703944		No		Yes		Yes		-		No hits found		No hits found		A_99_P196573		1.4994482		1.499024		3.217625		1.4872888		2.6051493		4.0162907		5.8882523		2.5258129		4.8900943		4.109926		6.7106185		2.4628177		2.1520343		5.7249646		6.36706		2.054125		10.487843		6.108856		11.258897		1.9663619		1.1057011		2.5172668		2.6706274		1.038524		3.390646		2.6109023		3.4929936		0.97552884		Yes		No		No		EB514985		0		Ta10b_02i04_R Ta10b_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta10b_02i04, mRNA sequence [EB514985]

		not assigned.unknown		14625		CUST_10942_PI390587928		6.8107924		6.785769		5.5888596		7.140307		7.8166995		9.027588		10.411857		9.694809		8.791901		10.686305		10.414813		9.528664		2.0082057		4.7299304		28.305237		5.874646		3.9479623		14.934076		28.3633		5.2356067		1.9811082		2.241819		4.822997		2.554502		1.005907		3.900536		4.8259535		2.3883567		Yes		Yes		Yes		LOC_Os01g42870.1		gb|EAZ12688.1| 3e-47  hypothetical protein OsJ_002513 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g42870.1 6e-49 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		A_99_P401667		1.9630104		1.6357588		1.6782395		1.6496209		1.8435793		3.3877432		3.529251		2.16559		4.996794		2.057656		4.8916607		1.6633862		-1.0863065		3.3682156		3.6075306		1.4299544		8.1895485		1.3396882		9.275476		1.009587		-0.11943114		1.7519845		1.8510116		0.51596916		3.033784		0.4218973		3.2134213		0.013765335		Yes		Yes		Yes		TA110852_4565		TC422174		Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC422174]

		not assigned.unknown		5870		CUST_39220_PI390587928		6.8795037		7.1779113		8.405098		7.7595725		6.9772644		6.744919		7.1692696		6.1016345		6.7162147		6.4777985		7.281021		7.1809907		1.0701112		-1.3500309		-2.3551655		-3.1556518		-1.1198373		-1.6246319		-2.1796203		-1.4933805		-0.16328907		-0.43299246		-1.2358284		-1.657938		0.09776068		-0.7001128		-1.1240768		-0.5785818		No		Yes		Yes		LOC_Os07g25810.1		ref|XP_001621682.1| 2e-07  hypothetical protein NEMVEDRAFT_v1g144035 [Nematostella vectensis]		No hits found		A_99_P526212		5.873695		3.2821589		6.9562798		3.6726406		5.164628		5.5351434		4.283274		9.673244		4.4798646		5.717762		4.0783706		5.1027484		-1.6347464		4.7666793		-6.3775644		64.02679		-2.6277542		5.4099045		-7.35084		2.6946685		-0.70906687		2.2529845		-2.6730056		6.0006037		-1.3938303		2.4356031		-2.8779092		1.4301078		No		Yes		Yes		TC443019		TC443019		Rep: Glycin-rich protein - Vigna unguiculata (Cowpea), partial (15%) [TC443019]

		not assigned.unknown		16483		CUST_27448_PI390587928		7.8723617		7.2286453		6.1585355		6.751129		7.740024		7.087686		7.3157883		8.075191		8.183166		7.8737106		7.196989		6.6686764		-1.0960681		-1.102638		2.2303233		2.5036995		1.2403986		1.5638101		2.0540247		-1.0588167		0.3108039		-0.14095926		1.1572528		1.3240614		-0.13233757		0.6450653		1.0384536		-0.082452774		No		Yes		Yes		LOC_Os10g42610.1		ref|NP_001065486.1| 4e-37  Os10g0576600 [Oryza sativa (japonica cultivar-group)]		LOC_Os10g42610.1 8e-39 TPR domain protein putative expressed		A_99_P425522		1.839993		4.347874		2.3286011		1.7113647		1.513723		1.7572931		2.2171142		2.1230679		4.4830146		10.546254		8.462509		4.372064		-1.2537676		-6.023412		-1.0803411		1.3302553		6.2463856		73.43419		70.22478		6.3233953		-0.32626998		-2.590581		-0.11148691		0.4117031		2.6430216		6.19838		6.1339083		2.6606994		Yes		Yes		Yes		TA77707_4565		TC385151		Rep: TPR domain protein - Musa acuminata (Banana), partial (69%) [TC385151]

		not assigned.unknown		5662		CUST_10750_PI390587928		5.630262		5.2299533		5.1069336		6.4386697		5.7299385		5.3136134		9.828769		8.741756		5.997677		5.758465		8.265392		6.877304		1.0715332		1.0597031		26.388458		4.9351254		1.2900393		1.4424403		8.928753		1.3553208		0.36741495		0.083660126		4.721835		2.3030868		0.09967661		0.5285115		3.1584587		0.4386344		Yes		Yes		Yes		LOC_Os04g52504.1		No hits found		No hits found		A_99_P479427		1.3946656		1.8928629		1.7219445		1.3687466		2.539139		5.830235		8.71413		3.5245583		7.1370444		4.526942		9.611735		2.7611144		2.2106543		15.320295		127.3086		4.4561934		53.53382		6.2077866		237.17218		2.6250916		1.1444734		3.9373722		6.992186		2.1558118		5.7423787		2.634079		7.889791		1.3923677		Yes		Yes		Yes		TC421811		TC421811		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC421811]

		not assigned.unknown		24821		CUST_27793_PI390587928		8.139771		7.504362		6.8579183		7.9455485		9.706779		10.523746		10.72166		9.678515		10.435733		10.678234		10.229034		8.260031		2.9628942		8.10821		14.558011		3.3241072		4.9108114		9.024656		10.346825		1.2435652		2.2959614		3.0193834		3.8637414		1.7329669		1.5670071		3.173872		3.3711162		0.3144822		Yes		Yes		Yes		LOC_Os01g29330.1		ref|NP_001043107.1| 3e-73  Os01g0389200 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g29280.1 7e-75 expressed protein		A_99_P459937		5.9117274		5.7283916		5.311811		6.4494743		6.94892		8.036358		8.052897		6.1308103		9.236881		7.937805		8.225826		6.5927467		2.05223		4.951845		6.6857367		-1.2471751		10.022384		4.624872		7.53713		1.1044073		1.0371923		2.3079662		2.7410865		-0.31866407		3.3251538		2.2094135		2.9140153		0.1432724		Yes		Yes		Yes		CA692139		TC410507		0

		not assigned.unknown		12884		CUST_11966_PI390587928		8.598965		8.482922		7.5676627		9.076861		9.061929		10.127444		10.500032		10.813316		9.230579		9.394897		9.339796		8.311002		1.3783708		3.1264439		7.633632		3.3321538		1.549298		1.8816208		3.4155865		-1.7003828		0.6316147		1.6445227		2.9323697		1.736455		0.46296406		0.91197586		1.7721334		-0.7658596		Yes		Yes		Yes		LOC_Os03g47280.1		No hits found		LOC_Os03g47280.1 5e-05 VQ motif family protein expressed		A_99_P095210		10.42354		10.104673		9.267205		10.134403		10.505445		11.391553		10.86439		11.394382		12.17175		10.134356		11.060416		10.957482		1.0584142		2.4399972		3.0255241		2.394923		3.3594148		1.0207872		3.4658542		1.7691779		0.08190441		1.2868795		1.5971851		1.2599792		1.74821		0.02968216		1.793211		0.8230791		Yes		Yes		Yes		BQ743841		TC422367		WHE4108_G08_N16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4108_G08_N16, mRNA sequence [BQ743841]

		not assigned.unknown		7797		CUST_5779_PI390587928		1.8044342		3.4452584		2.0835228		3.488327		2.4626288		4.7629056		6.2771516		7.228684		2.0658553		4.1710486		5.621117		5.0160108		1.5781066		2.4925928		18.298187		13.364713		1.1986588		1.6538063		11.6124		2.8832257		0.26142108		1.3176472		4.193629		3.740357		0.65819466		0.72579026		3.5375943		1.5276837		Yes		Yes		Yes		-		No hits found		No hits found		A_99_P131475		5.728519		4.5034575		7.004083		6.2541175		6.251408		6.867062		8.880675		6.7703776		7.6606593		7.6603036		9.244587		6.7707405		1.4368298		5.146546		3.6720665		1.4302429		3.8162096		8.918778		4.7256207		1.4306027		0.52288914		2.3636045		1.8765922		0.51626015		1.9321404		3.156846		2.2405038		0.516623		Yes		Yes		Yes		CJ873852		TC417195		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		not assigned.unknown		20382		CUST_29864_PI390587928		7.7531285		7.6179466		7.3238773		7.914477		8.11498		9.565158		11.787274		11.117817		8.906208		9.232577		10.806895		8.1595125		1.2850738		3.856284		22.060553		9.210887		2.2238808		3.062332		11.181314		1.185122		1.1530795		1.9472113		4.463397		3.20334		0.36185122		1.6146307		3.483018		0.24503565		Yes		Yes		Yes		LOC_Os05g08830.1		No hits found		No hits found		A_99_P313596		10.274692		9.209112		9.171804		9.313084		11.910079		13.189969		12.222179		10.731842		13.320779		12.390645		12.525664		10.478351		3.1067097		15.789099		8.284272		2.6735532		8.259687		9.072705		10.223802		2.242747		1.6353874		3.980857		3.050375		1.4187584		3.0460873		3.1815329		3.35386		1.165267		Yes		Yes		Yes		TA85707_4565		TC414348		0

		not assigned.unknown		44738		CUST_34068_PI390587928		2.073763		2.0840762		1.7707876		1.8772578		2.1823142		3.5151756		4.190729		4.9067445		2.4600267		1.8328706		3.149166		1.900555		1.078145		2.6965213		5.351493		8.165191		1.3070042		-1.1902013		2.59976		1.0162795		0.38626385		1.4310994		2.4199414		3.0294867		0.108551264		-0.25120556		1.3783785		0.02329719		Yes		Yes		Yes		LOC_Os01g58130.1		ref|NP_001044500.1| 1e-32  Os01g0793800 [Oryza sativa (japonica cultivar-group)]		LOC_Os01g58130.1 3e-34 expressed protein		A_99_P153587		3.5507317		1.6315633		1.7323117		1.8227348		5.5509734		4.9016986		7.205509		6.212488		7.292093		4.5411544		7.5308113		4.5236835		4.0006704		9.647368		44.42185		20.96271		13.374019		7.5140524		55.657322		6.5022936		2.0002418		3.2701354		5.4731975		4.3897533		3.7413611		2.9095912		5.7984996		2.7009487		Yes		Yes		Yes		CJ907927		TC403819		CJ907927 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8m04 5', mRNA sequence [CJ907927]

		not assigned.unknown		7124		CUST_19196_PI390587928		3.631698		3.237983		2.5227816		1.9607543		5.4162807		6.572607		12.398285		10.650115		6.665012		8.701095		12.327165		8.446626		3.4451883		10.08839		939.33997		412.8176		8.186881		44.112385		894.1563		89.62761		3.033314		3.334624		9.875504		8.689361		1.7845829		5.463112		9.804383		6.4858713		Yes		Yes		Yes		-		No hits found		No hits found		A_99_P021939		5.4333816		5.639097		5.715752		5.6490464		6.761551		9.627971		12.4275055		8.513435		9.910197		7.69068		12.778725		7.2558074		2.5108387		15.877078		104.81878		7.282274		22.266697		4.1456056		133.71083		3.045673		1.3281693		3.9888735		6.7117534		2.864389		4.4768157		2.0515828		7.0629725		1.606761		Yes		Yes		Yes		CA688352		0		wlm96.pk040.k4 wlm96 Triticum aestivum cDNA clone wlm96.pk040.k4 5' end, mRNA sequence [CA688352]

		not assigned.unknown		37158		CUST_41659_PI390587928		2.1594076		2.2933838		1.5330561		1.4702892		4.2032604		6.5379333		7.880594		4.1074367		4.560119		5.741352		7.767511		2.0167975		4.1234527		18.955568		81.43277		6.221004		5.2806354		10.912943		75.293564		1.4605465		2.4007115		4.2445498		6.3475375		2.6371474		2.0438528		3.4479682		6.2344546		0.5465083		Yes		Yes		Yes		LOC_Os04g39010.1		ref|NP_001053015.1| 6e-22  Os04g0464100 [Oryza sativa (japonica cultivar-group)]		LOC_Os04g39010.1 2e-23 ATFP4 putative expressed		A_99_P133120		1.3282758		1.6497197		1.3732461		1.8856865		4.7361903		3.792696		2.6662276		1.514894		4.3793545		2.7876565		4.1351204		1.3849854		10.614133		4.416723		2.4503393		-1.2930629		8.288315		2.200661		6.7827682		-1.414901		3.4079146		2.1429763		1.2929815		-0.3707925		3.0510788		1.1379368		2.7618742		-0.50070107		Yes		Yes		Yes		CJ631651		TC406737		CJ631651 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs8j08 5', mRNA sequence [CJ631651]

		not assigned.unknown		14649		CUST_10895_PI390587928		11.743531		10.3718		9.78893		10.748307		11.049815		10.415471		14.172498		15.577104		10.981918		10.62198		13.360687		9.980796		-1.6174443		1.030733		20.873026		28.419247		-1.695385		1.1893549		11.890663		-1.7023307		-0.7616129		0.043670654		4.383568		4.8287964		-0.69371605		0.2501793		3.5717573		-0.76751137		No		Yes		Yes		LOC_Os01g04040.1		emb|CAA88619.1| 1e-40  putative protease inhibitor [Hordeum vulgare]		LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		A_99_P457092		12.315251		11.77203		12.147969		12.025296		13.6549425		14.13024		17.118567		15.060077		15.030041		14.264178		17.370901		13.125058		2.5309713		5.12734		31.354427		8.195208		6.5649743		5.6261516		37.347294		2.1431932		1.3396912		2.3582106		4.9705973		3.0347805		2.7147894		2.4921484		5.222932		1.099762		Yes		Yes		Yes		TA63445_4565		TC438039		0

		not assigned.unknown		17799		CUST_30566_PI390587928		9.851216		9.951206		9.365298		10.069469		10.058819		11.09072		10.623852		11.016282		10.315488		10.748463		10.406615		9.675584		1.1547676		2.203068		2.3925574		1.9276092		1.3796206		1.7377933		2.0581055		-1.3139274		0.46427155		1.139514		1.2585535		0.9468126		0.2076025		0.79725647		1.041317		-0.3938856		No		Yes		Yes		LOC_Os01g62430.3		gb|AAC04628.1| 3e-60  Os-FIERG2 gene product [Oryza sativa]		LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1 putative expressed		A_99_P361871		6.0228257		4.662542		3.9225636		3.8803089		6.11949		6.477627		5.667975		4.9545546		7.345613		6.525126		5.7983737		5.2393985		1.0692984		3.5188034		3.3529046		2.1056209		2.5014894		3.6365845		3.6700766		2.5652325		0.09666443		1.8150849		1.7454114		1.0742457		1.3227873		1.8625841		1.8758101		1.3590896		Yes		No		No		TA100645_4565		TC408233		Rep: Isoform ERG1b of A2WWV5  - Oryza sativa subsp. indica (Rice), partial (79%) [TC408233]

		not assigned.unknown		23570		CUST_16686_PI390587928		4.003894		5.546198		4.2951064		4.2093596		4.453769		6.445921		8.3260565		7.4159164		5.301284		6.3866677		6.883744		4.14385		1.3659222		1.8657078		16.346956		9.231447		2.4578383		1.7906332		6.0153027		-1.0464547		1.29739		0.89972305		4.03095		3.2065568		0.44987535		0.84046984		2.5886374		-0.065509796		Yes		Yes		Yes		LOC_Os01g50100.1		dbj|BAB85651.1| 4e-09  multidrug resistance protein 1 homolog [Triticum aestivum]		LOC_Os01g50100.1 1e-07 multidrug resistance protein 4 putative expressed		A_99_P005116		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856		3.7384458		6.7095313		4.7747493		2.7713761		13.697559		2.3122926		7.2072635		2.125593		1.9024386		2.746212		2.255425		1.4706025		3.775847		1.2093239		2.8494515		1.0878654		Yes		Yes		Yes		AB055077		TC377749		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		not assigned.unknown		8264		CUST_27872_PI390587928		2.4916084		3.3793201		1.2536021		1.2304019		4.515654		8.294297		8.127579		6.6224294		5.383287		7.234129		7.3577156		1.6925398		4.0672274		30.168625		117.29329		41.991558		7.4213343		14.468153		68.78936		1.3775817		2.8916786		4.914977		6.8739767		5.3920274		2.0240457		3.8548088		6.1041136		0.46213794		Yes		Yes		Yes		LOC_Os04g28390.1		gb|EAY93683.1| 6e-09  hypothetical protein OsI_014916 [Oryza sativa (indica cultivar-group)]		LOC_Os04g28390.1 2e-10 hypothetical protein		A_99_P531552		1.4346828		1.5119096		2.6144347		2.0063114		7.5798354		9.30595		8.454764		4.290956		9.56022		8.834632		8.161595		3.7452478		70.77425		221.94228		57.294693		4.872441		279.2739		160.08812		46.758625		3.3378901		6.1451526		7.7940407		5.8403296		2.2846446		8.125537		7.3227224		5.5471606		1.7389364		Yes		Yes		Yes		TC445209		TC445209		Rep: IstB domain protein ATP-binding protein - Methylobacterium chloromethanicum CM4, partial (5%) [TC445209]

		not assigned.unknown		2024		CUST_2443_PI390587928		2.6759384		3.65985		3.1657495		3.5828578		2.6926506		3.668596		7.110449		5.5679417		3.3066652		3.8766735		5.8763275		3.66696		1.0116514		1.0060807		15.398301		3.9588566		1.5483449		1.162172		6.5458384		1.0600278		0.6307268		0.008746147		3.9446993		1.9850838		0.016712189		0.21682358		2.710578		0.084102154		No		Yes		Yes		LOC_Os03g61470.1		ref|NP_001051784.1| 8e-56  Os03g0830200 [Oryza sativa (japonica cultivar-group)]		LOC_Os03g61470.1 2e-57 PGPS/D12 putative expressed		A_99_P304931		8.382555		5.937334		5.434057		3.986578		9.4335165		10.218622		10.070025		7.9064326		10.559016		9.672611		10.848859		8.104158		2.0719101		19.444471		24.863686		15.135397		4.520434		13.317739		42.65969		17.358622		1.0509615		4.281288		4.635968		3.9198546		2.1764612		3.7352772		5.4148016		4.1175804		Yes		Yes		Yes		TA83149_4565		TC403898		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC403898]

		not assigned.unknown		4591		CUST_17821_PI390587928		11.219691		11.76747		11.98829		11.371361		11.784961		11.794978		10.112773		9.534459		11.679542		11.02671		10.25972		10.766507		1.4796638		1.0192499		-3.6693306		-3.57242		1.3753991		-1.6710569		-3.3139918		-1.5208244		0.4598503		0.027507782		-1.8755169		-1.8369017		0.5652695		-0.7407608		-1.72857		-0.60485363		No		Yes		Yes		LOC_Os06g02040.1		gb|AAL77106.1| 2e-17  unknown [Hordeum vulgare subsp. vulgare]		LOC_Os06g02040.1 2e-14 seed maturation protein putative expressed		A_99_P358866		3.0991795		4.694943		1.5059422		3.5274374		1.479797		2.323803		3.0558255		4.560927		2.196761		1.8264046		1.4777464		1.7226719		-3.0724351		-5.1734977		2.9279344		2.0469694		-1.869197		-7.303249		-1.0197362		-3.4937239		-1.6193825		-2.37114		1.5498832		1.0334895		-0.9024186		-2.8685384		-0.028195858		-1.8047656		Yes		No		No		TA99618_4565		0		0
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		barley-probe-id		Weat probe id		BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_34859_PI390587928		A_99_P330016		-0.6499057		-0.17802763		-1.9436414		-2.8760688		0.1780281		1.5487485		3.0686655		-0.88698816		0.45154524		1.8393669		2.2756085		-3.2378445				-2.7065763		-1.7034893		-2.6782975		-2.23799		1.7839565		0.8210869		4.2804365		-0.8210871		4.8381624		1.9938836		4.315055		-1.2532246		secondary metabolism.phenylpropanoids				LOC_Os09g37180.1 5e-55 anthranilate N-benzoyltransferase protein 1 putative expressed		u35_12995

		CUST_7753_PI390587928		A_99_P020754		-1.3896551		-1.0578947		-2.150775		-2.1612005		-0.25560093		0.65967274		1.1456032		0.25560188		0.56189823		1.4647818		0.73263645		-2.4052963				-2.2778244		-4.8878236		-4.591565		-3.8007655		0.2715683		1.432661		1.1269865		-0.2715683		2.4252157		0.7889662		1.6101513		-0.835083		secondary metabolism.phenylpropanoids				LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1 putative expressed		u35_1238

		CUST_13729_PI390587928		A_99_P303491		-2.9654193		-2.2372885		-3.5589433		-4.10051		0.12889767		1.2054186		2.14952		-0.12889862		0.7786503		1.8224554		1.6617146		-3.4060073				-3.4860053		-3.8004255		-2.2097569		-2.8559713		1.5226393		1.1063032		2.0134897		-1.0885711		3.7047234		0.7732134		2.5340967		-0.77321243		secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL				LOC_Os08g34790.1 1e-155 4-coumarate--CoA ligase 2 putative expressed		u35_5528

		CUST_30777_PI390587928		A_99_P204396		-0.26151085		-0.5147896		-0.18396187		-0.7480631		0.3480749		-0.096185684		1.1310234		0.096185684		0.7280235		0.9765358		0.8598137		-0.26652908				-0.18763447		-0.6697035		-0.6307163		-0.80706215		0.8113375		1.0551167		1.0454807		0.00376606		1.5870152		-0.00376606		0.816514		-0.4994526		secondary metabolism.phenylpropanoids.lignin biosynthesis.CCoAOMT				LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1 putative expressed		u35_14101

		CUST_25498_PI390587928		A_99_P253296		-1.0700951		-1.0314684		-1.6032085		-1.238821		-0.63898563		0.36162567		3.3241158		1.1135788		-0.36162567		1.6799955		2.909584		0.4421482				-2.717609		-2.3406167		-1.8456626		-2.1536746		0.33975792		2.8492765		2.2806654		-0.33975697		2.7274704		0.41989994		2.7934752		-0.9438791		secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD				LOC_Os02g09490.1 1e-143 cinnamyl alcohol dehydrogenase putative expressed		u35_1183

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_17314_PI390587928		A_99_P283116		-0.09456825		-0.79451656		-1.5736675		-1.1707716		0.46164036		0.64230824		0.37257576		0.094569206		0.74797726		1.1863489		-0.10894203		-1.6716022				-0.29936028		-1.9218712		-2.371272		-2.4031296		1.3208809		1.1538525		0.29936028		-0.7448311		2.8207293		0.39412022		0.76556015		-1.2450314		hormone metabolism.auxin.induced-regulated-responsive-activated				LOC_Os03g09900.1 1e-151 membrane protein putative expressed		u35_3502

		CUST_17313_PI390587928		A_99_P283116		-0.09608364		-0.6623869		-1.7032833		-1.1498852		0.7244463		0.77248096		0.34135914		0.09608269		1.0087442		1.3417263		-0.117409706		-1.6558819				-0.29936028		-1.9218712		-2.371272		-2.4031296		1.3208809		1.1538525		0.29936028		-0.7448311		2.8207293		0.39412022		0.76556015		-1.2450314		hormone metabolism.auxin.induced-regulated-responsive-activated				LOC_Os03g09900.1 3e-32 membrane protein putative expressed		u35_3503

		CUST_10151_PI390587928		A_99_P330946		-0.8948717		-0.84501827		-0.7887753		-0.68709695		-0.06544709		0.06544709		1.4308453		0.71061444		0.63226986		3.8097816		2.1891723		-0.8947197				-0.4025911		0.010822535		-0.07455003		-0.3968941		-0.11264932		1.0258324		4.461618		5.943143		-0.37971246		-0.010822296		2.224671		0.5195415		hormone metabolism.cytokinin.synthesis-degradation				LOC_Os01g09260.1 1e-59 cytokinin dehydrogenase 1 precursor putative expressed		u35_21074

		CUST_10572_PI390587928		A_99_P394117		-0.2728505		-0.90800905		-1.3144145		-2.3297668		-0.18425417		0.93571424		2.857234		0.8115039		0.18425417		0.7472749		1.454217		-1.7862544				-0.6073127		-1.5810609		-1.2650895		-2.125564		0.48406267		0.9895501		0.68087244		-0.48406267		1.7735138		0.78628683		1.2276831		-2.0428677		hormone metabolism.ethylene.synthesis-degradation				LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase putative expressed		u35_19338

		CUST_30702_PI390587928		A_99_P259336		-1.2604628		-2.05585		-2.4223356		-1.1640148		-0.16644001		-1.1039829		2.0074558		1.7713346		0.2174015		0.16644001		1.550333		0.6953907				-1.179368		-1.878911		-1.4820967		-1.1149406		-0.39715958		0.73439693		1.5612288		0.69497585		1.0429983		-0.48390198		1.8972406		0.39715862		hormone metabolism.ethylene.synthesis-degradation				LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase putative expressed		u35_1048

		CUST_30705_PI390587928		A_99_P259336		-1.1273422		-1.717102		-2.0579367		-1.0490599		-0.07727432		-1.1232834		2.2391043		2.009842		0.19884872		0.077275276		1.6314726		0.56519413				-1.179368		-1.878911		-1.4820967		-1.1149406		-0.39715958		0.73439693		1.5612288		0.69497585		1.0429983		-0.48390198		1.8972406		0.39715862		hormone metabolism.ethylene.synthesis-degradation				LOC_Os02g17940.6 6e-43 leucoanthocyanidin dioxygenase putative expressed		u35_1045

		CUST_30704_PI390587928		A_99_P259336		-1.4308577		-2.0213928		-2.3939543		-0.92530537		-0.24118328		-1.0146837		2.1474771		1.9768724		0.24118328		0.282135		1.6043158		0.95689106				-1.179368		-1.878911		-1.4820967		-1.1149406		-0.39715958		0.73439693		1.5612288		0.69497585		1.0429983		-0.48390198		1.8972406		0.39715862		hormone metabolism.ethylene.synthesis-degradation				LOC_Os02g17940.6 1e-113 leucoanthocyanidin dioxygenase putative expressed		u35_1046

		CUST_11110_PI390587928		A_99_P028994		-0.090353966		-1.8796842		-3.099822		-2.1568754		-1.4092395		0.09035444		3.5823402		5.0870476		-1.4428647		1.3643999		3.6592255		3.530208				-1.5440459		-2.5618687		-1.857813		-1.9450148		-1.9088296		5.0360837		3.9109502		0.08811903		1.9460621		1.6366539		4.142346		-0.08811927		hormone metabolism.gibberelin.synthesis-degradation.copalyl diphosphate synthase				LOC_Os04g09900.3 2e-61 ent-kaurene synthase A chloroplast precursor putative expressed		u35_9462

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_31374_PI390587928		A_99_P509202		-0.9494219		-1.5971088		-2.7032971		-3.6543803		1.4028091		-0.36529827		2.2174997		1.1692286		0.8944273		0.36529922		2.6033669		-1.4892044				-2.2226067		-1.181468		-0.90366364		-1.846797		-0.8175459		0.81436634		2.0296497		0.6843643		0.40956593		-0.105623245		2.185255		0.105623245		stress.biotic				LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor putative expressed		u35_27334

		CUST_31970_PI390587928		A_99_P162562		-0.9507561		-0.9784193		-2.243969		-2.427382		0.06709194		0.056487083		0.7663927		2.3520231		-0.056488037		0.18329906		1.5725222		-1.5152369				-0.16607094		-0.46606922		-3.3045073		-4.513585		0.16607094		0.26713085		0.9833746		-1.6713572		0.46424103		0.9999113		0.4720192		-3.968255		stress.biotic				LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor putative expressed		u35_882

		CUST_41539_PI390587928		A_99_P240161		-0.5482025		-0.14480782		-0.3554287		0.56055164		-0.61201096		-0.2861328		1.8793812		5.1432524		-0.18003082		0.14480782		1.4323692		2.2504635				-0.22175884		0.28542423		-0.31684113		-1.0480928		-0.42275238		0.097480774		-0.14378071		0.0933485		-0.0933485		0.65812206		0.87687397		0.12831974		stress.biotic				LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor putative expressed		u35_701

		CUST_16542_PI390587928		A_99_P242796		-1.3564739		-2.1830387		-2.5205297		-2.66757		-0.17812157		0.078484535		2.8320675		1.7988081		-0.062378883		1.0917654		2.8890963		0.062378883				-0.4919629		-1.1856589		-0.63231754		-1.1403842		0.47942448		2.0137882		1.544363		-1.3229837		1.8703737		1.0483513		2.5394907		-0.479424		stress.biotic				LOC_Os10g34910.1 1e-76 secretory protein putative		u35_249

		CUST_40543_PI390587928		A_99_P424247		2.9335778		-0.22070217		-0.8510816		-1.4413642		0.26920366		0.22070217		2.8001626		3.324262		-0.7640128		-1.4025028		3.3206074		-1.2428361				-2.9652276		-2.0649397		-3.4851642		-3.4199476		-1.7719223		0.33424044		6.0841837		3.1922455		0.1763587		2.1210556		5.444543		-0.1763587		stress.biotic				LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor putative expressed		u35_17346

		CUST_29242_PI390587928		A_99_P325991		-1.9515015		-1.451999		-1.8202764		-1.9249787		-0.6792209		1.2007909		2.2258506		2.9246936		0.6792207		2.1595912		1.1478829		-1.7096927				0.1241703		-0.19306433		-0.12417042		-0.21361232		2.0472195		1.7850432		-0.36310887		-0.18990123		3.2899754		1.9802907		1.0704567		-0.30585265		stress.biotic				LOC_Os01g62260.1 1e-106 osmotin-like protein precursor putative expressed		u35_17916

		CUST_35746_PI390587928		A_99_P242791		-0.9497204		-1.1236706		-1.9661198		-1.226656		-0.3096819		0.58319855		2.260069		1.4798393		-0.07433891		0.90932465		2.0926762		0.07433891				-3.6807814		-4.607828		-2.3221521		-2.900569		-0.32687283		2.7555132		1.627634		-0.033979416		1.2319098		0.9734278		1.8574114		0.03398037		stress.biotic				LOC_Os10g34930.1 1e-80 secretory protein putative expressed		u35_414

		CUST_16339_PI390587928		A_99_P000381		-1.4643936		-1.656455		-2.0502043		-0.75470257		-0.27919388		0.6109953		2.032524		0.77965546		0.27919483		0.97804356		1.3572502		-0.7233887				-0.93367386		-1.9036179		-0.87988853		-1.527689		0.16767502		1.9806023		1.0753794		-0.0959034		1.1481361		0.0959034		1.123621		-0.5327978		stress.biotic				LOC_Os04g41680.1 9e-97 endochitinase A precursor putative expressed		u35_15620

		CUST_24362_PI390587928		A_99_P484782		-2.2785378		-1.5619583		-3.1151705		-3.081871		-0.65670776		1.2884302		4.117381		1.634223		0.46677017		2.778121		3.1568766		-0.46677113				-4.556491		-4.0905027		-4.1609783		-4.0555267		-1.195138		3.7699504		3.94519		0.45307827		2.852407		0.7973323		4.3974442		-0.45307827		stress.biotic.PR-proteins				LOC_Os11g07690.1 8e-64 disease resistance response protein 206 putative		u35_17890

		CUST_26541_PI390587928		A_99_P172109		-2.1142874		-2.2524424		-3.170555		-2.5917826		-0.37317276		0.044678688		1.9071455		1.9673643		0.48434925		0.94937515		1.5024729		-0.044678688				-1.5470214		-1.4839711		-1.286		-2.7270565		-0.22888517		1.9250622		2.3727612		1.8696942		1.5191755		0.21711493		1.9825764		-0.21711493		stress.abiotic.unspecified				LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 precursor putative expressed		u35_147

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_20157_PI390587928		A_99_P416872		-0.2629652		-0.40178585		-0.80901146		-0.9979849		0.32002544		-0.17167091		0.8219099		0.24902916		0.7922497		0.17167091		0.25163078		-0.94811535				-0.010103226		-0.33025074		-0.1549387		-0.66866875		0.010103226		0.8813009		1.36164		-0.03520298		1.3026505		0.015135765		1.6057158		-0.35929203		misc.misc2				LOC_Os08g37874.1 1e-131 oxidoreductase putative expressed		u35_2095

		CUST_31350_PI390587928		A_99_P357506		-0.5101614		-0.42522526		-1.4597368		-0.746294		-0.046542168		0.40135002		0.046541214		0.16581535		0.25133324		0.37159252		0.09862423		-1.1362085				-0.548934		-1.0735083		-1.1305442		-1.3489666		0.3341856		0.9616766		0.5797653		-0.38478374		2.00675		0.2753973		0.8636036		-0.2753973		misc.UDP glucosyl and glucoronyl transferases				LOC_Os11g04860.1 2e-33 indole-3-acetate beta-glucosyltransferase putative expressed		u35_41631

		CUST_40772_PI390587928		A_99_P552752		-0.4942174		-0.16771793		-0.061476707		-0.18468332		-0.9618745		0.8011122		2.479414		1.9893284		-1.3145595		0.15659046		2.0942097		0.061476707				-1.814609		-1.9906888		-0.74056435		-0.39094257		-0.9515114		0.64280605		1.2208004		0.6949644		0.3868761		-0.3868761		1.4580946		0.89977455		misc.UDP glucosyl and glucoronyl transferases				LOC_Os01g53350.1 2e-51 anthocyanidin 53-O-glucosyltransferase putative expressed		u35_12395

		CUST_5744_PI390587928		A_99_P335041		-0.1663897		-0.44441366		-1.2999523		-1.8855386		-0.11658311		0.38683748		1.7000103		3.0437403		-0.32794333		0.11658287		1.5525875		0.23411465				-0.89420843		-1.409008		-2.393499		-1.2872863		0.29540157		0.96665573		0.95596886		0.10203457		2.154148		-0.10203552		1.3608894		-0.2089243		misc.UDP glucosyl and glucoronyl transferases				LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1 putative expressed		u35_8135

		CUST_23741_PI390587928		A_99_P061018		0.114720345		-0.27356434		-2.700734		-3.6799443		0.5567322		-0.16135979		1.2396874		1.6713114		0.69480705		0.18644762		-0.114720345		-3.5989687				0.12505245		-1.0556192		-1.603364		-0.46154976		0.28705502		0.8846426		-0.18747997		0.142663		1.9890318		-0.6150522		0.27682972		-0.1250515		misc.UDP glucosyl and glucoronyl transferases				LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1 putative expressed		u35_16985

		CUST_41412_PI390587928		A_99_P437312		-0.5155995		-0.74928427		-0.024785995		-0.36928034		-0.42311573		-0.4315126		1.9734588		1.8482985		0.024785995		0.5906954		1.1339736		0.17503071				-0.7221031		-1.1946583		-0.29834747		-1.0221186		0.89909554		1.8232307		1.2251863		-0.079987526		3.0154848		0.079987526		1.642952		-0.40470982		misc.UDP glucosyl and glucoronyl transferases				LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1 putative expressed		u35_17121

		CUST_9357_PI390587928		A_99_P340636		-0.5306902		-0.6444292		-0.93422985		-0.91837215		-0.08865261		0.11045551		1.3233395		1.5134182		0.08865166		0.59993553		0.8902893		-0.13808727				-0.08708763		-1.3990908		-2.1910753		-2.0471907		0.53107643		1.2800531		0.009217262		0.3755684		2.2214346		-0.4146719		0.086257935		-0.009218216		misc.UDP glucosyl and glucoronyl transferases				LOC_Os10g17489.1 1e-127 cytokinin-O-glucosyltransferase 2 putative expressed		u35_20658

		CUST_31668_PI390587928		A_99_P289376		-0.40231037		0.36172485		-0.68389034		-1.6207466		0.06209469		0.007736206		1.9581137		4.911538		-0.00773716		-0.7237253		1.546504		-2.5146604				0.17987394		-1.5004094		-2.2038589		-1.930515		-2.0107684		-0.31175876		4.672395		4.9609303		0.251647		-0.17987394		5.330833		2.0098786		misc.oxidases - copper, flavone etc.				LOC_Os08g02230.1 0.0 FAD binding domain containing protein putative expressed		u35_17616

		CUST_24395_PI390587928		A_99_P175629		-1.8346076		-2.2427769		-1.9658966		-1.5965366		-0.25009537		0.7095957		1.0943861		0.25009632		0.40660477		0.90731716		0.8380518		-1.1395016				-0.5260744		-1.6753983		-1.944591		-1.5921025		0.7968197		1.6400108		0.74736166		-0.42823076		2.3203545		0.3773036		1.121748		-0.37730312		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases				LOC_Os07g41230.1 4e-35 esterase PIR7B putative expressed		u35_23208

		CUST_16480_PI390587928		A_99_P175629		-1.410358		-1.0304651		-2.4309258		-1.1085896		-0.27735853		1.2885466		0.6160178		0.56061125		0.4803195		1.1827245		0.27735806		-1.2447786				-0.5260744		-1.6753983		-1.944591		-1.5921025		0.7968197		1.6400108		0.74736166		-0.42823076		2.3203545		0.3773036		1.121748		-0.37730312		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases				LOC_Os07g41230.1 7e-44 esterase PIR7B putative expressed		u35_30412

		CUST_13332_PI390587928		A_99_P175629		-1.5659056		-1.5418849		-2.3535953		-1.3546324		-0.25965643		1.1759291		0.66518736		0.57496405		0.33440113		1.0856371		0.25965643		-1.3033166				-0.5260744		-1.6753983		-1.944591		-1.5921025		0.7968197		1.6400108		0.74736166		-0.42823076		2.3203545		0.3773036		1.121748		-0.37730312		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases				LOC_Os07g41230.1 5e-30 esterase PIR7B putative expressed		u35_30532

		CUST_5316_PI390587928		A_99_P498477		-0.004138947		0.031695366		-1.2217584		-0.8234501		-0.25205708		0.040999413		0.19248104		0.3830948		0.004138947		0.10825157		-0.59817314		-1.1430297				0.062325478		-0.062325		-0.99514794		-1.4027269		-0.12568974		1.0925756		0.54515123		0.5823865		2.358479		-1.0271709		-0.41222405		0.099924564		misc.glutathione S transferases				LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6 putative expressed		u35_3138

		CUST_36069_PI390587928		A_99_P494037		-0.6631298		-0.46706867		-0.697072		-0.5748491		-0.28109646		0.087999344		1.7767687		1.5163183		-0.087999344		1.5989399		1.6192446		1.0339146				-1.250519		-1.6707139		-1.6460522		-1.3954942		-0.2106719		2.6925893		1.738358		-0.78852916		2.5325918		0.7410946		2.566782		0.2106719		misc.glutathione S transferases				LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3 putative expressed		u35_1533

		CUST_460_PI390587928		A_99_P080435		-0.39461875		-0.040369272		0.21189308		-0.24154401		-0.2135365		0.60879993		2.0967922		1.7460179		-0.116179466		0.040369272		0.77530384		-0.7621641				-1.3771124		-2.1383066		-2.7662797		-2.43465		0.43209362		0.8642769		1.021513		0.27004576		2.4094229		-0.27004528		1.2412415		-1.6425014		misc.glutathione S transferases				LOC_Os01g72150.1 4e-70 glutathione S-transferase putative expressed		u35_6939

		CUST_18980_PI390587928		A_99_P358016		-1.5293207		-1.1029215		-2.4550486		-3.3540144		0.042190075		-0.042189598		4.2110815		2.6360188		1.2160816		1.8618574		3.1696787		-1.8645616				-3.654306		-4.4839473		-3.3463054		-4.354671		1.6189833		2.9395523		2.2935476		-0.65640736		3.899211		0.6564083		2.8007154		-1.6421266		misc.glutathione S transferases				LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6 putative expressed		u35_23184

		CUST_38299_PI390587928		A_99_P171414		-0.09008169		-1.5167904		-2.2506447		-1.8085618		1.6737928		-0.44331598		0.33211708		0.14737082		2.3768644		1.2700338		0.09008169		-1.4494877				-0.9148712		-2.2331266		-3.339737		-3.4492693		0.5485792		0.017871857		3.1591063		0.022911072		2.0522842		-0.017870903		4.0738935		-1.1632357		misc.peroxidases				LOC_Os04g59150.2 5e-28 peroxidase 12 precursor putative expressed		u35_31961

		CUST_38247_PI390587928		A_99_P284181		-1.5208502		-2.3440285		-2.2501602		-2.3519516		0.70188427		0.0657959		2.3346443		-0.0657959		1.5569353		1.6741419		1.744214		-2.0639448				-3.9646363		-4.8159413		-2.6862888		-4.30051		0.09382343		1.5092173		2.2263126		0.38202763		2.110301		-0.09382439		2.6789675		-1.5863218		misc.peroxidases				LOC_Os07g44499.1 2e-83 peroxidase 56 precursor putative expressed		u35_14158

		CUST_14517_PI390587928		A_99_P171414		-0.08535099		-1.977395		-2.5450487		-2.3062906		1.6771936		-0.35776234		0.13822174		0.095700264		2.2780447		1.2259703		0.08535099		-1.5353861				-0.9148712		-2.2331266		-3.339737		-3.4492693		0.5485792		0.017871857		3.1591063		0.022911072		2.0522842		-0.017870903		4.0738935		-1.1632357		misc.peroxidases				LOC_Os04g59150.1 1e-32 peroxidase 12 precursor putative expressed		u35_13827

		CUST_39240_PI390587928		A_99_P356796		-1.1629782		-1.2044649		-1.081583		-0.44398212		-0.15429115		0.565011		1.1733999		0.36010933		0.1542902		0.41758442		0.8845196		-0.68683815				-2.1128626		-2.6968875		-0.940423		-0.16280174		-0.49617958		0.64603615		0.3516245		0.16280079		0.529088		-0.64902973		0.8841152		0.17797184		misc.myrosinases-lectin-jacalin				LOC_Os12g41530.1 4e-75 protein kinase putative		u35_5850

		CUST_10452_PI390587928		A_99_P226086		-0.5376768		-0.68012905		-1.0807838		-1.4998751		0.020357132		-0.01402092		1.179884		0.014019012		0.50915337		0.6859989		0.545763		-1.3064528				-0.49865532		-2.7869911		-1.7213466		-1.658411		1.1272264		1.8496108		1.642353		-1.0288191		1.8628793		0.4986558		1.6701503		-1.032897		misc.plastocyanin-like				LOC_Os09g39940.1 6e-33 blue copper protein precursor putative expressed		u35_15288

		CUST_37091_PI390587928		A_99_P005951		-4.2418027		-3.7404628		-6.219532		-6.5789185		0.43193913		0.44869232		3.1860313		-0.43193817		1.193572		1.0725508		2.0727549		-5.600093				-1.3963046		-3.1942816		-2.1742854		-3.294856		2.2976494		2.6342363		1.8337574		-1.4768634		4.0434227		1.3963051		2.3329926		-1.8658957		misc.plastocyanin-like				LOC_Os08g04340.1 8e-41 blue copper protein precursor putative expressed		u35_16426

		CUST_20425_PI390587928		A_99_P425222		-0.62933683		-0.46159697		-1.6092672		0.55656767		-0.74493456		-1.7947748		3.241911		3.3643103		0.04093504		0.40321827		1.8124189		-0.04093504				-2.5933752		-1.641252		-2.0265684		-2.8120894		-1.3088923		1.6356297		3.315094		1.4974413		1.1889801		-0.14755344		3.56118		0.14755344		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				LOC_Os07g07930.1 2e-38 lipid transfer protein putative expressed		u35_19168

		CUST_20426_PI390587928		A_99_P425222		-0.6075716		-0.21982384		-2.4613776		0.60266685		-0.6828799		-1.4040694		3.4630895		3.7554164		-0.058184624		0.53315735		2.132761		0.058184624				-2.5933752		-1.641252		-2.0265684		-2.8120894		-1.3088923		1.6356297		3.315094		1.4974413		1.1889801		-0.14755344		3.56118		0.14755344		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				LOC_Os07g07930.1 5e-40 lipid transfer protein putative expressed		u35_19167

		CUST_24511_PI390587928		A_99_P037474		-0.08539152		-0.6686249		-1.43658		-0.7470169		0.3839407		-0.5240083		0.75719976		1.01823		0.81916046		0.085392		0.22156096		-0.5157442				0.12999034		-0.20420158		-0.16984761		-0.20069873		-0.33352745		0.9966333		3.7992911		0.9084666		-0.1345855		1.7866614		4.7027297		-0.12999046		misc.GDSL-motif lipase				LOC_Os07g44780.1 8e-65 esterase precursor putative expressed		u35_7207

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_31924_PI390587928		A_99_P272976		-0.7307873		0.10118008		1.4536943		1.6041441		-1.3713503		-0.55760384		-0.032815933		0.032816887		-1.7314281		-1.6875515		0.07771015		1.2266665				-2.3398654		0.1083951		1.5208821		0.004321098		-2.4363468		-1.2389138		-0.052384377		-0.004321098		-1.9326026		2.9297657		1.7017269		0.4190607		protein.postranslational modification				LOC_Os03g20380.1 0.0 CIPK-like protein 1 putative expressed		u35_16744

		CUST_24455_PI390587928		A_99_P180370		0.16200733		1.0651712		1.5825233		0.85863113		-0.61465454		0.1336832		-0.5169716		-0.6863079		-0.7996464		-0.1336832		-0.30963898		0.6165981				-0.7423718		1.2723362		0.8108771		0.2352755		-1.1271214		0.013629913		-1.985429		0.3091328		-0.8421974		-0.013629913		-0.9346547		0.18283916		protein.postranslational modification				LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 15 putative expressed		u35_6174

		CUST_2634_PI390587928		A_99_P322201		-0.9561281		-0.8473587		-0.9404001		-0.9501991		-0.18278408		0.6823988		0.77603436		0.18278503		0.2225647		0.87399197		0.522851		-0.92990017				-0.5400791		-1.173708		-1.6889277		-1.4920025		0.32800865		1.3201914		0.8524656		-0.32800865		1.7068815		0.46905327		1.2288265		-0.9411335		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				LOC_Os01g60700.2 2e-25 serine/threonine-protein kinase NAK putative expressed		u35_27087

		CUST_11355_PI390587928		A_99_P378077		-0.40567398		-1.02524		-1.088356		-0.41076183		-0.004926682		0.53522205		0.5756359		0.55311584		0.004926682		0.8862171		0.57453346		-0.522068				-2.0728624		-1.0155091		-0.27255917		-0.81047153		-0.83259726		0.27255917		2.3371677		1.0909262		0.5549946		-0.9515362		2.6740985		0.9356594		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		u35_11938

		CUST_10244_PI390587928		A_99_P117090		-0.004120827		-2.2195692		-1.2162218		0.1664381		0.4261427		-0.47807407		0.33583832		-0.070438385		0.004119873		-0.10652065		0.6053686		1.1088028				-1.7885139		-2.224844		-3.8473983		-2.0807388		-0.09609985		1.4134197		0.09609938		-0.9485836		2.1059718		0.86769724		1.34446		0.6822605		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		u35_1701

		CUST_35248_PI390587928		A_99_P341911		-0.88341427		-1.0883298		-2.1312544		0.74710655		-0.67404747		-0.538		2.5494447		4.4829288		-0.40886307		0.40886307		2.17		1.8017073				-1.6981082		-1.3200274		-0.2793665		-1.1757741		-0.37992716		0.78966236		2.2261753		1.6069527		1.3358269		-0.26294088		2.7516365		0.26294088		protein.degradation.subtilases				LOC_Os04g35140.1 0.0 subtilisin-like protease precursor putative expressed		u35_9651

		CUST_7864_PI390587928		A_99_P268711		0.036418915		-0.7892208		-0.036418915		-0.5040617		0.11599541		-0.67288876		2.150919		1.747673		0.26831913		-0.678298		1.4859018		-0.7051983				-1.9076283		-2.628172		1.4446836		-2.2311156		-0.8026576		-0.88957405		3.503088		2.254888		0.78288126		-0.78288174		3.2238426		1.2772069		protein.degradation.aspartate protease				LOC_Os01g71080.1 1e-51 xylanase inhibitor TAXI-IV putative expressed		u35_467

		CUST_33888_PI390587928		A_99_P192567		0.60431767		0.97333145		2.2183695		1.0687065		-0.07082367		-0.08580685		-0.17678452		-1.0093436		-0.3515458		-0.51189804		0.070822716		0.27329922				-2.304165		1.0961404		1.0163054		0.76682997		-2.9037142		-2.5846813		-0.000650883		0.13397837		-2.8501248		-0.6944392		0.000650883		0.50145626		protein.degradation.ubiquitin.E3.RING				LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I putative expressed		u35_49430

		CUST_11973_PI390587928		A_99_P499322		0.24241638		0.66851854		1.3673673		1.0439992		-0.12918282		0.07029915		-0.85624266		-1.3189464		-0.9712105		-0.38536835		-0.07029915		0.28915405				-1.099649		1.0196524		1.6879835		1.2218137		-2.1402006		-1.8652658		-0.16471434		0.16471386		-2.5952713		-0.42501688		0.17204762		0.3158083		protein.degradation.ubiquitin.E3.RING				LOC_Os09g20980.1 1e-35 RING-H2 finger protein ATL5I putative expressed		u35_12880

		CUST_25782_PI390587928		A_99_P296646		-1.7843561		-1.0137453		-1.6355696		-0.9910393		-0.2344408		0.42590714		1.3103714		0.6982508		0.23443985		0.92843246		1.0302439		-0.7861881				-0.56975365		-0.08299732		-0.96483994		-0.9805083		0.13969135		0.8436518		0.08299732		-0.5863967		1.6985903		0.46057892		0.4406023		-0.5186424		protein.glycosylation				LOC_Os03g11590.1 1e-146 expressed protein		u35_17745

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_21416_PI390587928		A_99_P431402		-1.1492138		-1.3429213		-1.9355373		-0.97387123		-0.11946201		0.34763527		0.6725569		0.11946201		0.53692436		0.70138264		0.42431545		-1.6068335				-0.42435837		-1.486084		-1.706038		-1.5849795		0.8721781		1.7571459		0.42435932		-0.9170389		2.0265312		0.8709307		0.7521744		-0.8224678		signalling.receptor kinases.leucine rich repeat III				LOC_Os09g23570.1 8e-66 receptor kinase putative expressed		u35_21203

		CUST_21119_PI390587928		A_99_P071865		-1.0994053		-1.495863		-2.3522253		-1.7552929		-0.74091816		0.14748287		3.0707064		1.7197294		-0.14748192		1.5864782		2.8599844		0.45267963				-3.8998926		-4.755848		-3.6556349		-3.3615582		-0.02252245		3.9545841		3.473875		0.022522926		2.7026253		1.383318		4.2510166		-0.23471928		signalling.receptor kinases.leucine rich repeat XI				LOC_Os11g31540.1 1e-68 BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1 precursor putative expressed		u35_15508

		CUST_11355_PI390587928		A_99_P378077		-0.40567398		-1.02524		-1.088356		-0.41076183		-0.004926682		0.53522205		0.5756359		0.55311584		0.004926682		0.8862171		0.57453346		-0.522068				-2.0728624		-1.0155091		-0.27255917		-0.81047153		-0.83259726		0.27255917		2.3371677		1.0909262		0.5549946		-0.9515362		2.6740985		0.9356594		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase putative expressed		u35_11938

		CUST_12183_PI390587928		A_99_P378077		-0.50378513		-0.8331156		-0.5657606		-0.14401436		-0.09475231		0.6905813		0.8259535		0.80456066		0.09475231		0.9126606		0.8345442		-0.2567129				-2.0728624		-1.0155091		-0.27255917		-0.81047153		-0.83259726		0.27255917		2.3371677		1.0909262		0.5549946		-0.9515362		2.6740985		0.9356594		signalling.receptor kinases.DUF 26				LOC_Os03g30890.2 9e-19 S-locus-like receptor protein kinase putative expressed		u35_35192

		CUST_15672_PI390587928		A_99_P379732		-1.0772886		-1.7313533		-3.1372318		-2.2050762		-0.081086636		0.08108616		1.2435598		0.3181386		0.5514741		2.0396166		1.3865962		-0.18077946				-1.0446637		-1.6040874		-1.5778875		-0.74431753		0.4400127		2.333612		1.032959		0.047951937		1.9594855		-0.0479517		1.2585979		-1.1814146		signalling.receptor kinases.DUF 26				LOC_Os07g35390.1 1e-80 serine/threonine kinase-like protein putative expressed		u35_10485

		CUST_39240_PI390587928		A_99_P356796		-1.1629782		-1.2044649		-1.081583		-0.44398212		-0.15429115		0.565011		1.1733999		0.36010933		0.1542902		0.41758442		0.8845196		-0.68683815				-2.1128626		-2.6968875		-0.940423		-0.16280174		-0.49617958		0.64603615		0.3516245		0.16280079		0.529088		-0.64902973		0.8841152		0.17797184		misc.myrosinases-lectin-jacalin				LOC_Os12g41530.1 4e-75 protein kinase putative		u35_5850

		CUST_6333_PI390587928		A_99_P453252		-0.2429285		-1.1648827		-1.2578955		-1.4101095		0.53702927		0.7569494		0.24292755		-0.464962		0.7013283		1.0504618		0.2622385		-1.7336273				-0.5525484		-1.4976115		-1.9826155		-1.9864097		0.76910925		2.0472755		1.2499857		-0.079464436		1.5681324		0.079464436		1.5380917		-0.9419551		signalling.receptor kinases.DUF 26				LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1 putative expressed		u35_4393

		CUST_10244_PI390587928		A_99_P117090		-0.004120827		-2.2195692		-1.2162218		0.1664381		0.4261427		-0.47807407		0.33583832		-0.070438385		0.004119873		-0.10652065		0.6053686		1.1088028				-1.7885139		-2.224844		-3.8473983		-2.0807388		-0.09609985		1.4134197		0.09609938		-0.9485836		2.1059718		0.86769724		1.34446		0.6822605		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase expressed		u35_1701

		CUST_2646_PI390587928		A_99_P351076		-0.98403597		-2.2494197		-2.3295264		-0.7942109		-0.122574806		-0.21142292		1.7666197		1.1366758		0.5702524		0.54115486		1.1864948		0.122574806				-0.6226051		0.0947752		-0.5948881		0.004320502		1.7421901		1.9299192		0.28182745		3.856664		-0.004320502		-0.5425588		-0.6066495		-0.6125972		signalling.calcium				LOC_Os01g04280.1 3e-16 calmodulin binding protein putative expressed		u35_41373

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_37358_PI390587928		A_99_P261796		-0.50703907		-0.17189789		-1.8545966		-1.0284843		-0.14013481		0.14013481		2.3295012		1.5779018		-0.24114895		0.15602398		1.9580641		0.4170227				-1.0503087		-0.4751873		-0.9838557		-0.7631316		-0.03917885		1.0769138		0.9756975		0.094334126		1.1713858		0.03917885		1.4857922		-0.43714523		transport				LOC_Os10g33920.3 1e-149 integral membrane protein like putative expressed		u35_6068

		CUST_32553_PI390587928		A_99_P278701		-1.3434162		-2.3085866		-2.7894301		-1.7435966		0.046456337		-0.046456337		1.6420555		0.7468834		0.3748207		0.5215168		0.9533434		-1.1857395				-3.2202082		-3.8774366		-2.1564283		-2.1159887		0.04125595		1.3619232		1.0775185		-0.06664753		1.9819107		-0.04125595		1.7412004		0.08677578		transport.sugars				LOC_Os03g11900.1 0.0 sugar transport protein 8 putative expressed		u35_17577

		CUST_11024_PI390587928		A_99_P210391		-2.3499403		-1.8334208		-2.7724605		-1.8649321		-0.22676277		0.74566364		2.7124157		0.9726124		0.22676373		1.7094698		1.8977757		-0.35987663				-1.9083319		-1.8239145		-3.4801273		-3.463595		0.24433327		2.5858946		1.301364		-0.36211872		1.6351423		0.22732449		1.8104181		-0.22732449		transport.amino acids				LOC_Os08g03350.1 9e-58 LHT1 putative expressed		u35_12723

		CUST_23300_PI390587928		A_99_P072045		-2.2054696		-2.0568852		-2.8643959		-1.4068055		-1.4354305		0.72774553		3.1883612		1.7885904		-0.72774553		1.9817514		2.9646616		0.8806796				-4.7902083		-4.5599284		-4.4814763		-3.1528225		-1.8897161		2.6644106		1.8846617		-0.14853859		0.48453617		0.2043848		2.1983156		0.14853954		transport.ammonium				LOC_Os03g62200.1 1e-109 ammonium transporter 2 putative expressed		u35_10619

		CUST_35731_PI390587928		A_99_P256366		-1.9176469		-2.038721		-2.2928424		-1.6494889		-0.71013784		0.06655598		1.7341824		0.71913815		-0.06655693		1.4350843		1.3886061		0.29658985				-1.7914286		-2.257556		-2.3909454		-1.7079391		-0.5909424		1.9901953		0.46063328		0.35685825		0.06161785		0.06952953		0.4929247		-0.061618805		transport.phosphate				LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5 putative expressed		u35_420

		CUST_2973_PI390587928		A_99_P005116		-1.0251994		-0.46538448		-2.4964535		-1.5144782		-0.142869		1.1009884		2.8707423		1.8535213		0.142869		1.1956172		1.7820792		-1.7521157				-1.828918		-1.6797447		-0.1219306		-1.1613865		0.07352066		1.0664673		2.1334944		0.30921602		1.946929		-0.47042084		2.727521		-0.07352114		transport.ABC transporters and multidrug resistance systems				LOC_Os01g50100.1 1e-107 multidrug resistance protein 4 putative expressed		u35_23308

		CUST_1529_PI390587928		A_99_P005116		-1.3750578		0.2897303		-0.7490921		-1.3403106		-1.5134678		1.2493005		3.8487587		2.9264474		-0.2897303		0.6500206		1.8905983		-1.6421299				-1.828918		-1.6797447		-0.1219306		-1.1613865		0.07352066		1.0664673		2.1334944		0.30921602		1.946929		-0.47042084		2.727521		-0.07352114		transport.ABC transporters and multidrug resistance systems				LOC_Os01g50100.1 2e-88 multidrug resistance protein 4 putative expressed		u35_42222

		CUST_27921_PI390587928		A_99_P005116		-0.79805255		0.24933195		-1.6310904		-1.6362636		-1.0835667		0.6916528		3.4207273		2.3354774		-0.24933243		0.46305227		2.1166158		-1.7035797				-1.828918		-1.6797447		-0.1219306		-1.1613865		0.07352066		1.0664673		2.1334944		0.30921602		1.946929		-0.47042084		2.727521		-0.07352114		transport.ABC transporters and multidrug resistance systems				LOC_Os01g50100.1 4e-90 multidrug resistance protein 4 putative expressed		u35_8212

		CUST_202_PI390587928		A_99_P175719		0.08630133		0.20385718		0.8334966		-0.683481		-0.34224772		-0.20562053		1.6580129		2.3083615		-0.37671232		-0.60306907		1.7110186		-0.08630133				-3.3787389		-3.2251153		-3.4579797		-3.6172843		-2.0907402		1.1489239		3.2309084		0.2598629		0.3556013		0.044189453		3.7751303		-0.044190407		transport.ABC transporters and multidrug resistance systems				LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed		u35_45844

		CUST_16257_PI390587928		A_99_P193978		-2.3249807		-1.9851837		-3.1074262		-3.023223		-1.8339844		0.5514679		2.7109728		2.1438074		-0.5514679		2.6850052		2.3977718		0.8132944				-1.3278604		-1.1390367		-0.74515915		-1.2173362		-0.9197078		2.2388544		1.6934175		0.5976143		0.50349903		-0.22245884		1.7819529		0.22245789		transport.ABC transporters and multidrug resistance systems				LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of substances putative expressed		u35_18302

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_8415_PI390587928		A_99_P484237		-0.43518543		-1.4335761		-1.659584		-2.232006		0.053276062		-0.05327511		4.473613		2.569581		1.4274406		1.6569633		3.500207		-0.9862447				-3.0129838		-1.3064523		-2.917006		-3.5751815		-1.8530388		2.0265856		2.7221136		1.143569		0.4108057		0.067103386		3.0566187		-0.067103386		not assigned.unknown				LOC_Os03g52370.1 2e-17 expressed protein		u35_13105

		CUST_34343_PI390587928		A_99_P439952		0.6218262		0.5302048		0.1178484		0.9634905		0.005296707		-0.005296707		-1.5776596		-0.17559052		-0.44901562		-0.66820335		-1.0225964		0.9549351				0.8884394		0.30383086		1.601186		1.5423734		0.19692373		-0.24177766		0.8418963		-0.45523834		-0.79139924		-0.30856657		-0.45239592		-0.19692373		not assigned.unknown				LOC_Os02g13060.1 7e-44 expressed protein		u35_3530

		CUST_36716_PI390587928		A_99_P428987		-0.14846563		1.057755		1.4988494		2.164578		-0.20036602		0.14846611		-0.39227247		1.5539823		-1.6687577		-0.8349273		-0.7512858		2.716313				-0.4010663		0.5742645		0.826952		2.0329247		-0.5088725		-1.3390555		0.40106583		1.6848068		-1.791347		-0.7557988		-0.70146465		2.0864239		not assigned.unknown				LOC_Os12g32360.1 5e-43 expressed protein		u35_7537

		CUST_30143_PI390587928		A_99_P258776		-0.5748224		-0.39460278		-0.49596882		-1.291616		-0.065535545		0.0655365		2.3940592		1.2310438		0.71405697		1.1472082		1.650341		-1.2607055				-0.19453955		-0.69485855		-1.0320773		-3.5475056		-0.2211113		0.3464203		1.7039557		0.4151039		0.19453955		0.23317146		1.6955328		-1.3362713		not assigned.unknown				LOC_Os03g52380.1 4e-21 expressed protein		u35_23760

		CUST_2441_PI390587928		A_99_P431562		-1.6221132		-2.6989615		-4.031848		-2.4635901		-0.96540165		0.96540165		3.573153		3.0200658		-1.3929791		1.8242884		2.581595		1.4411716				-0.003513813		-3.262857		-4.0387154		-5.515393		0.43790436		0.003513336		1.1482868		-1.1332817		1.611331		0.30244017		1.9805422		-1.5723433		not assigned.unknown				LOC_Os03g61470.1 7e-41 PGPS/D12 putative expressed		u35_2026

		CUST_31271_PI390587928		A_99_P149162		-2.1581264		-1.2126389		-1.1574235		-0.950037		-0.88152075		0.8259716		2.7717228		3.73007		-0.29303694		0.29303694		1.7721462		0.6312132				0.14990711		-0.46208096		-0.77484226		-0.70910454		-0.14990711		0.27411366		0.86524296		-0.15045261		1.4881029		0.20357323		1.3084068		-0.18479443		not assigned.unknown				LOC_Os04g58090.1 8e-28 NHL25 putative expressed		u35_27271

		CUST_38157_PI390587928		A_99_P186482		-0.007635117		-1.0527353		-0.8107538		-0.93255806		0.22553825		-0.53706074		0.66555977		0.00763607		0.7157965		0.6626072		0.37856197		-0.60441875				-0.68433285		-2.6758256		-1.3018198		-1.095499		0.78604794		1.7578173		1.437685		0.05472374		2.17315		-0.054724693		1.9328547		-0.20760822		not assigned.unknown				No hits found		u35_16634

		CUST_16477_PI390587928		A_99_P469432		-0.4460287		-0.1230011		-0.94533443		-0.06835079		-0.058939934		-0.031359673		2.4846573		2.8864527		0.03135872		0.31294918		2.0095396		0.8619814				-0.2730198		-2.0409465		-2.4261756		-2.4215145		0.15328026		0.016591072		3.4801111		-0.016590118		1.3345404		0.5020981		3.6446695		-1.4450059		not assigned.unknown				LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		u35_16121

		CUST_20092_PI390587928		A_99_P489702		0.36227584		-0.7838795		-1.1279289		-1.435422		-0.14072037		-0.47888374		4.973702		0.14072013		0.39731145		0.97215915		3.4627028		-1.2486187				-1.8818417		-1.5835562		-2.0000825		-2.180781		0.78882074		1.6924682		1.5082135		-0.37428904		2.2501283		0.37428904		1.8313508		-0.573123		not assigned.unknown				LOC_Os02g04540.1 3e-05 vegetative cell wall protein gp1 precursor putative expressed		u35_31141

		CUST_3728_PI390587928		A_99_P345691		-1.0161772		-1.6949558		-0.6869583		-1.1839666		-0.27281284		-1.0407715		1.6824446		0.38320637		0.37882996		0.9908142		1.4611406		0.2728138				-0.7947936		-0.39741707		-0.11621714		-2.0521417		0.10785723		1.5888891		1.4221025		0.47389746		1.7831955		-0.98918295		1.7234344		-0.10785675		not assigned.unknown				LOC_Os04g33860.1 2e-31 expressed protein		u35_5221

		CUST_40476_PI390587928		A_99_P395832		-0.56551814		0.85392666		-0.043999672		0.64395237		-1.7586391		-1.4505982		0.7461362		1.7564454		-2.6804047		-2.2991247		0.12845373		0.04399991				-1.0884707		-1.3352447		-0.22757506		-0.5957968		-0.49411702		0.13574219		3.6410398		2.6271205		0.5324664		-0.13574243		3.21986		0.28512526		not assigned.unknown				LOC_Os09g27260.1 2e-22 TMV response-related gene product putative expressed		u35_23221

		CUST_13557_PI390587928		A_99_P327316		-0.07710457		-0.770113		-1.291255		-0.4428301		-0.23406792		0.07710457		1.7535276		1.3405743		0.71848106		0.9564047		0.76139164		-0.62176037				-0.86532426		-1.1206963		-1.1675708		-0.5557709		1.128541		1.7329974		0.7407794		-0.9054663		2.5752215		0.55577064		1.1778574		-1.3047388		not assigned.unknown				No hits found		u35_16351

		CUST_23246_PI390587928		A_99_P115130		-0.70918703		-0.1148386		-4.373532		-2.1134892		0.1148386		0.54428244		6.969505		9.4508095		0.8053894		2.7889028		-1.6166759		-2.305677				0.7768111		1.0893121		-3.3088346		-0.69452953		0.49312305		0.25976658		3.4824944		7.845047		-0.36953688		-0.2597661		-3.234911		-0.9903321		not assigned.unknown				No hits found		u35_22629

		CUST_863_PI390587928		A_99_P194318		-0.06181717		-0.6765108		-1.4468775		-1.3068991		-0.8913698		0.061818123		4.252227		4.492573		-0.51537037		2.7510576		4.3929625		3.5784988				-3.099951		-3.2699785		-0.5487976		-1.4799867		-1.3706229		0.5487976		5.158706		1.0532856		1.1513786		-0.9549494		5.932467		1.1086569		not assigned.unknown				LOC_Os03g60840.1 4e-21 Bowman-Birk type trypsin inhibitor putative expressed		u35_22862

		CUST_17376_PI390587928		A_99_P171414		0.13884735		-1.5691462		-1.8006325		-1.9255109		1.732244		-0.37743235		0.779222		0.32653904		2.563559		1.4694538		-0.13884735		-1.4132347				-0.9148712		-2.2331266		-3.339737		-3.4492693		0.5485792		0.017871857		3.1591063		0.022911072		2.0522842		-0.017870903		4.0738935		-1.1632357		not assigned.unknown				LOC_Os04g59150.2 2e-14 peroxidase 12 precursor putative expressed		u35_32574

		CUST_12768_PI390587928		A_99_P068430		-1.7182927		-1.2201629		-2.1052275		-1.6744852		-0.73946285		0.80486584		0.823328		0.18483925		-0.18483973		4.3278847		0.7487736		1.2254162				-0.064423084		-0.09314573		-0.09101343		-0.093131185		0.027226925		4.0945396		0.3589685		-0.027226925		2.0815895		0.67090416		1.1641643		-0.058672786		not assigned.unknown				LOC_Os12g25090.2 7e-19 expressed protein		u35_24436

		CUST_19866_PI390587928		A_99_P287196		-0.3819499		0.052497864		-0.90843534		-0.052497864		-0.62409735		1.3215551		1.2896032		1.473897		-0.15149689		0.8470659		0.79453087		-0.27321863				-0.27433634		-1.1972804		-1.1744876		-0.8274746		0.7054539		1.9950619		0.24441576		-0.37682962		2.5324154		1.3494968		0.75778246		-0.24441528		not assigned.unknown				LOC_Os02g36530.1 3e-10 expressed protein		u35_17188

		CUST_38053_PI390587928		A_99_P196573		-1.0149903		0.74421		-0.9218689		-0.50087214		-0.83393395		0.2915604		3.8778462		1.7883549		-0.29156065		0.9830911		2.8014584		-0.9979116				-1.4119388		-1.4123629		0.30623794		-1.4240981		-0.3062377		1.1049037		2.9768653		-0.3855741		1.9787073		1.1985393		3.7992315		-0.4485693		not assigned.unknown				No hits found		u35_22570

		CUST_10942_PI390587928		A_99_P401667		-2.0989518		-2.1239753		-3.3208847		-1.7694373		-1.0930448		0.11784363		1.5021124		0.7850647		-0.11784363		1.7765608		1.5050688		0.6189194				-0.04732287		-0.37457454		-0.33209383		-0.3607124		-0.166754		1.3774099		1.5189178		0.15525675		2.986461		0.04732275		2.8813274		-0.34694707		not assigned.unknown				LOC_Os01g42870.1 6e-49 10-deacetylbaccatin III 10-O-acetyltransferase putative expressed		u35_14625

		CUST_39220_PI390587928		A_99_P526212		-0.19376326		0.1046443		1.331831		0.6863055		-0.09600258		-0.32834816		0.09600258		-0.9716325		-0.35705233		-0.5954685		0.20775414		0.10772371				0.7400069		-1.8515291		1.8225918		-1.4610474		0.030940056		0.4014554		-0.8504138		4.5395565		-0.6538234		0.584074		-1.0553174		-0.030939579		not assigned.unknown				No hits found		u35_5870

		CUST_27448_PI390587928		A_99_P425522		0.60014486		-0.043571472		-1.1136813		-0.52108765		0.4678073		-0.18453074		0.043571472		0.80297375		0.91094875		0.60149384		-0.07522774		-0.6035404				-0.43286467		2.0750165		0.055743456		-0.5614929		-0.75913465		-0.51556456		-0.055743456		-0.14978981		2.210157		8.2733965		6.1896515		2.0992064		not assigned.unknown				LOC_Os10g42610.1 8e-39 TPR domain protein putative expressed		u35_16483

		CUST_10750_PI390587928		A_99_P479427		-0.24780893		-0.64811754		-0.77113724		0.56059885		-0.14813232		-0.5644574		3.950698		2.8636856		0.11960602		-0.11960602		2.3873215		0.99923325				-1.7481707		-1.2499734		-1.4208919		-1.7740897		-0.6036973		2.6873987		5.571294		0.38172197		3.994208		1.3841054		6.468899		-0.38172197		not assigned.unknown				No hits found		u35_5662

		CUST_27793_PI390587928		A_99_P459937		-1.5528755		-2.1882849		-2.8347287		-1.7470984		0.014131546		0.83109856		1.0290127		-0.014131546		0.74308586		0.9855871		0.53638744		-1.4326162				-0.8591056		-1.0424414		-1.459022		-0.32135868		0.17808676		1.2655249		1.2820644		-0.64002275		2.4660482		1.1669722		1.4549932		-0.17808628		not assigned.unknown				LOC_Os01g29280.1 7e-75 expressed protein		u35_24821

		CUST_11966_PI390587928		A_99_P095210		-0.55475616		-0.67079926		-1.5860581		-0.076859474		-0.09179211		0.9737234		1.3463116		1.6595955		0.07685852		0.2411766		0.18607521		-0.8427191				-0.26137733		-0.58024406		-1.4177122		-0.5505142		-0.17947292		0.7066355		0.17947292		0.709465		1.4868326		-0.5505619		0.37549877		0.2725649		not assigned.unknown				LOC_Os03g47280.1 5e-05 VQ motif family protein expressed		u35_12884

		CUST_5779_PI390587928		A_99_P131475		-2.0252538		-0.38442945		-1.746165		-0.3413608		-1.367059		0.93321776		2.4474638		3.398996		-1.7638326		0.3413608		1.7914293		1.1863229				-1.0903821		-2.3154435		0.1851821		-0.5647836		-0.56749296		0.04816103		2.0617743		-0.048523426		0.84175825		0.84140253		2.425686		-0.048160553		not assigned.unknown				No hits found		u35_7797

		CUST_29864_PI390587928		A_99_P313596		-0.7797313		-0.9149132		-1.2089825		-0.61838293		-0.41788006		1.0322981		3.2544146		2.5849571		0.37334824		0.6997175		2.2740355		-0.37334728				-1.0462694		-2.1118488		-2.1491566		-2.0078773		0.589118		1.8690081		0.9012184		-0.58911896		1.9998178		1.069684		1.2047033		-0.84261036		not assigned.unknown				No hits found		u35_20382

		CUST_34068_PI390587928		A_99_P153587		-0.05943227		-0.049118996		-0.36240757		-0.25593734		0.049118996		1.3819804		2.057534		2.7735493		0.32683158		-0.30032456		1.015971		-0.23264015				-1.1706948		-3.0898633		-2.9891148		-2.8986917		0.8295469		0.1802721		2.4840827		1.4910617		2.5706663		-0.1802721		2.8093848		-0.19774294		not assigned.unknown				LOC_Os01g58130.1 3e-34 expressed protein		u35_44738

		CUST_19196_PI390587928		A_99_P021939		-2.9871118		-3.3808267		-4.0960283		-4.6580553		-1.202529		-0.04620266		5.779475		4.0313053		0.046202183		2.082285		5.708355		1.827816				-2.0398622		-1.8341465		-1.7574916		-1.8241973		-0.7116928		2.154727		4.954262		1.0401917		2.4369535		0.21743631		5.305481		-0.21743631		not assigned.unknown				No hits found		u35_7124

		CUST_41659_PI390587928		A_99_P133120		-1.9959412		-1.861965		-2.6222925		-2.6850595		0.047911644		2.3825846		3.725245		-0.04791212		0.40477037		1.5860033		3.612162		-2.1385512				-0.9476813		-0.6262374		-0.90271103		-0.3902706		2.4602332		1.5167389		0.39027047		-0.7610631		2.1033974		0.51169944		1.8591633		-0.89097166		not assigned.unknown				LOC_Os04g39010.1 2e-23 ATFP4 putative expressed		u35_37158

		CUST_10895_PI390587928		A_99_P457092		0.8784189		-0.49331188		-1.0761824		-0.11680508		0.18470287		-0.44964123		3.3073854		4.7119913		0.11680603		-0.24313259		2.495575		-0.88431644				-1.5773401		-2.1205616		-1.7446222		-1.8672953		-0.23764896		0.23764896		3.225975		1.1674852		1.1374493		0.3715868		3.4783096		-0.7675333		not assigned.unknown				LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor putative		u35_14649

		CUST_30566_PI390587928		A_99_P361871		-0.34126186		-0.24127197		-0.8271799		-0.12300873		-0.13365936		0.898242		0.4313736		0.8238039		0.12300968		0.5559845		0.21413708		-0.51689434				0.2896514		-1.0706325		-1.8106108		-1.8528655		0.38631582		0.7444525		-0.065199375		-0.77861977		1.6124387		0.79195166		0.065199375		-0.49377584		not assigned.unknown				LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1 putative expressed		u35_17799

		CUST_16686_PI390587928		A_99_P005116		-1.419847		0.12245703		-1.1286345		-1.2143812		-0.96997166		1.0221801		2.9023156		1.9921756		-0.12245703		0.96292686		1.4600029		-1.279891				-1.828918		-1.6797447		-0.1219306		-1.1613865		0.07352066		1.0664673		2.1334944		0.30921602		1.946929		-0.47042084		2.727521		-0.07352114		not assigned.unknown				LOC_Os01g50100.1 1e-07 multidrug resistance protein 4 putative expressed		u35_23570

		CUST_27872_PI390587928		A_99_P531552		-2.4578621		-1.5701504		-3.6958685		-3.7190685		-0.43381643		3.3448267		3.1781082		1.6729589		0.43381643		2.2846584		2.408245		-3.2569308				-4.500713		-4.423486		-3.320961		-3.9290843		1.6444397		3.3705544		2.5193686		-1.6444397		3.624824		2.8992362		2.2261996		-2.1901479		not assigned.unknown				LOC_Os04g28390.1 2e-10 hypothetical protein		u35_8264

		CUST_2443_PI390587928		A_99_P304931		-0.9874666		-0.003555059		-0.4976554		-0.080547094		-0.9707544		0.005191088		3.447044		1.9045367		-0.35673976		0.21326852		2.2129226		0.003555059				-0.5254803		-2.9707012		-3.473978		-4.9214573		0.5254812		1.3105869		1.1619902		-1.0016026		1.650981		0.76457596		1.9408236		-0.8038769		not assigned.unknown				LOC_Os03g61470.1 2e-57 PGPS/D12 putative expressed		u35_2024

		CUST_17821_PI390587928		A_99_P358866		-0.07583523		0.47194386		0.6927633		0.075834274		0.48943424		0.49945164		-1.1827536		-1.7610674		0.38401508		-0.26881695		-1.0358067		-0.52901936				0.83889747		2.434661		-0.7543398		1.2671554		-0.78048503		0.06352091		0.79554343		2.3006449		-0.06352115		-0.43387747		-0.7825357		-0.5376102		not assigned.unknown				LOC_Os06g02040.1 2e-14 seed maturation protein putative expressed		u35_4591

		barley-probe-id				BHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]				WHvsNH[Mock, 6h]		[Mock, 12h]		[Mock, 24h]		[Mock, 74h]		[Host, 6h]		[Host, 12h]		[Host, 24h]		[Host, 74h]		[Non-host, 6h]		[Non-host, 12h]		[Non-host, 24h]		[Non-host, 74h]		mapman-bin				blastX-barley		U35-contig

		CUST_39645_PI390587928		A_99_P506102		0.70839787		1.3848085		1.0852652		0.3799162		0.114756584		0.758975		-2.3093958		-2.071144		-0.7668333		-0.11475563		-1.1738949		-0.91409206				1.8969946		2.9386454		0.65774107		1.9405966		-0.064775944		0.06477547		-2.3414493		-0.76667166		-0.109154224		1.1326523		-2.77243		-0.6525798		RNA.regulation of transcription.C2H2 zinc finger family				LOC_Os03g15790.1 1e-58 nucleic acid binding protein putative expressed		u35_19121

		CUST_11600_PI390587928		A_99_P445137		-0.60267067		-1.5740838		-1.3214068		-0.74041367		-0.2278328		0.367311		1.6320715		0.8079262		0.22783232		1.1252823		1.1163235		-0.91709566				-0.14448404		-0.78610563		-1.1072192		-1.9319658		0.45415163		0.37017918		0.14448452		-0.3331294		1.8429055		0.21475363		0.434196		-0.48644304		RNA.regulation of transcription.bZIP transcription factor family				LOC_Os06g41770.1 3e-70 bZIP transcription factor protein putative expressed		u35_17422

		CUST_17272_PI390587928		A_99_P303501		-0.8286438		-0.32387257		-1.298852		-1.406868		-0.15114975		1.2715559		1.9360199		0.15114975		0.54404736		1.6105986		1.3996954		-1.4212399				-0.36851954		-1.4664364		-1.5645871		-1.3020618		0.3685193		2.5132184		1.5249538		-0.7002709		2.5236635		0.7533941		1.4567685		-0.7044952		development.storage proteins				LOC_Os08g37180.1 1e-180 patatin T5 precursor putative expressed		u35_17216

		CUST_18099_PI390587928		A_99_P255741		0.29961777		-0.4635749		-0.5856123		-0.2933898		-0.62573624		-0.089746475		2.957911		2.2147021		-0.070319176		0.18313217		2.5022578		0.070319176				-1.7560246		-1.2119479		0.29039145		-1.7023304		-0.14843321		-0.058037758		2.5352664		1.6490188		1.0159583		-0.8288102		3.028922		0.05803728		development.storage proteins				LOC_Os03g10110.1 2e-15 preproMP73 putative expressed		u35_2004

		CUST_28385_PI390587928		A_99_P203546		0.93912315		1.9736652		0.8529844		-0.17457199		0.17457104		1.1770334		-1.8153324		-1.8327937		-0.66943645		0.46620846		-0.6742029		-0.1923809				0.65429497		0.783618		0.0781908		0.8578005		0.33179474		-0.8934789		-0.07818985		-0.19816256		-0.86042976		-0.620605		-1.2332149		0.3815651		development.unspecified				LOC_Os12g32620.1 1e-109 pollen-specific protein SF3 putative expressed		u35_16261

		CUST_39108_PI390587928		A_99_P455507		-0.93858624		-1.2789836		-2.136848		-1.5130262		0.47274828		0.07699013		1.5787187		-0.07699013		1.0423322		0.91908836		1.1338592		-1.2993698				-0.49255943		-1.2602835		-1.3238065		-2.543161		0.78781176		1.7440891		1.6333652		-0.86836433		1.7229524		0.49255896		1.8524876		-1.179106		cell.vesicle transport				LOC_Os11g05880.1 0.0 protein binding protein putative expressed		u35_6000

		CUST_34408_PI390587928		A_99_P326361		-0.6104363		0.046227455		-0.54967284		-0.49753356		-0.055302024		2.3782308		4.3586035		0.03178358		-0.0317837		2.3326604		2.0986764		-0.6202085				-3.4126887		-3.4840627		-2.697645		-3.4907346		0.19215631		-0.19215631		2.2058334		0.33263493		3.8072147		0.20874405		2.1925068		-1.5383465		amino acid metabolism.synthesis.aspartate family.lysine.diaminopimelate decarboxylase				LOC_Os09g37120.1 3e-36 ornithine decarboxylase putative expressed		u35_31043

		CUST_2379_PI390587928		A_99_P320681		-0.78336716		-0.58524895		-1.4310627		-1.3874874		-0.11538124		0.51348305		0.77960014		0.11538124		0.33251762		0.6153822		0.3758297		-1.8143978				-0.014327049		-0.44829226		-0.9942899		-0.8663354		0.014327049		0.8414526		0.57875776		-0.69325686		1.0519071		0.1620574		0.7005563		-0.57843494		amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate synthase				LOC_Os03g15780.1 0.0 anthranilate synthase component I-1 chloroplast precursor putative expressed		u35_6391

		CUST_21609_PI390587928		A_99_P350921		0.36207438		1.3211098		0.8483963		-1.2573647		0.097148895		0.6779828		-2.3758512		-3.1849823		0.25689077		-0.097148895		-1.4178224		-1.8953795				1.8260822		1.3664398		0.072301865		1.2774315		0.23562098		-0.5877018		-0.14497328		-0.22817087		-0.5092921		-0.07230234		-1.5602112		0.3611393		cell wall.degradation.mannan-xylose-arabinose-fucose				LOC_Os04g54810.1 0.0 beta-D-xylosidase putative expressed		u35_1801

		CUST_10402_PI390587928		A_99_P331986		-0.7922708		0.09122324		-0.773378		-0.09122324		-0.7487453		-0.4148414		5.153118		3.9633796		0.21453238		-0.3777312		4.750863		0.6185546				0.001886725		-0.015577912		-0.001886725		-0.016286492		0.027535796		0.017427802		3.1355054		3.9608014		-0.028408885		-0.017589211		1.9286973		-0.027985215		lipid metabolism.''exotics'' (steroids, squalene etc)				LOC_Os05g42190.1 9e-68 flavoprotein wrbA putative expressed		u35_15768

		CUST_30491_PI390587928		A_99_P303201		-1.3693953		-1.3378267		-1.3286915		-0.67565155		-0.18881893		0.20135498		1.3320055		0.03497219		-0.03497219		1.2111292		1.37782		0.08425331				-1.3088446		-1.2481508		0.05299568		-0.46859837		-0.05867672		1.5887499		1.2561941		-0.052994728		0.38553143		0.10488796		1.4782467		-0.053365707		lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase				LOC_Os03g40670.1 1e-180 glycerophosphoryl diester phosphodiesterase precursor putative expressed		u35_17257

		CUST_26339_PI390587928		A_99_P303201		-0.95411944		-1.0856149		-1.978879		-0.13294125		-0.6568804		0.4160571		2.0796418		0.13294172		-0.8796911		1.5538402		1.6445055		0.21097326				-1.3088446		-1.2481508		0.05299568		-0.46859837		-0.05867672		1.5887499		1.2561941		-0.052994728		0.38553143		0.10488796		1.4782467		-0.053365707		lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase				LOC_Os03g40670.1 5e-32 glycerophosphoryl diester phosphodiesterase precursor putative expressed		u35_40782
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		A_99_P457997		5.3571944		5.3383327		5.5520473		5.548921		5.4523735		4.6469254		4.6989937		5.170266		5.434162		4.688046		4.5213146		4.863851		1.068198		-1.6148579		-1.8063201		-1.3001292		1.0547987		-1.5694801		-2.0430615		-1.60778		0.09517908		-0.6914072		-0.85305357		-0.37865496		0.076967716		-0.6502867		-1.0307326		-0.68507004		No		Yes		Yes		CA499368		0		0		Ta.3624		0		0		0		0		TC409190		0		0

		A_99_P238761		12.776486		13.457995		15.036878		13.831951		14.369325		16.042154		15.564361		14.36668		15.121628		14.394263		16.25263		13.922597		3.016422		5.996659		1.4414122		1.44867		5.081102		1.9135716		2.3226192		1.0648468		1.5928383		2.584159		0.527483		0.534729		2.3451414		0.93626785		1.2157526		0.09064579		Yes		No		No		TA64099_4565		0		0		0		0		0		0		0		TC394212		0		Rep: Heat shock protein 80 - Triticum aestivum (Wheat), partial (35%) [TC394212]

		A_99_P467732		4.9446483		4.833071		4.3248525		4.8139725		5.847738		6.843495		5.9995403		5.418447		6.4961047		5.4997425		6.4092402		4.931277		1.8700664		4.029005		3.1925027		1.5204248		2.931129		1.5874062		4.240951		1.0847062		0.9030895		2.0104237		1.6746879		0.60447454		1.5514565		0.6666713		2.0843878		0.117304325		Yes		No		No		TC415234		0		0		0		0		0		0		0		TC415234		0		Rep: Chromosome undetermined scaffold_875, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC415234]

		A_99_P304826		6.5012493		6.757054		6.885079		7.044806		6.3193336		6.164852		5.8985553		6.8124924		6.0045624		6.267645		5.8585305		6.67527		-1.1343893		-1.5075457		-1.9814048		-1.1747173		-1.4109696		-1.4038696		-2.0371447		-1.2919372		-0.18191576		-0.5922017		-0.9865236		-0.23231363		-0.49668694		-0.48940897		-1.0265484		-0.36953592		No		Yes		Yes		TA83118_4565		0		0		0		0		0		0		0		TC408680		0		Rep: Nuclear matrix protein 1 - Zea mays (Maize), complete [TC408680]

		A_99_P403142		7.0545444		7.896256		7.4861813		7.606571		7.5325217		8.819818		8.70161		8.28659		7.8691673		8.577584		8.859122		8.097314		1.3927895		1.8967922		2.3220973		1.6021602		1.7588383		1.6036155		2.5899801		1.405168		0.47797728		0.9235616		1.2154284		0.6800184		0.8146229		0.6813283		1.372941		0.49074268		No		Yes		Yes		TA111197_4565		0		0		0		0		0		0		0		TC406137		0		Rep: Mevalonate disphosphate decarboxylase - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (41%) [TC406137]

		A_99_P529562		11.752059		11.585614		12.209062		11.372094		12.025688		11.592805		14.155968		13.338546		12.479408		11.695912		14.236412		12.589569		1.2088449		1.0049967		3.8554683		3.9080575		1.6555945		1.0794513		4.076555		2.3253937		0.2736292		0.0071907043		1.9469061		1.9664516		0.7273493		0.11029816		2.0273504		1.2174749		Yes		Yes		Yes		TA52674_4565		0		0		Ta.55418		0		0		0		0		TC444302		0		0

		A_99_P564437		4.820192		4.2815104		4.85839		4.8025045		4.6210303		5.428049		6.45221		6.1902585		5.412775		5.359394		7.0594754		5.843989		-1.148031		2.2138212		3.0184755		2.61671		1.5079443		2.1109374		4.5982523		2.0583444		-0.19916153		1.1465387		1.5938201		1.387754		0.5925832		1.0778837		2.2010856		1.0414844		Yes		Yes		Yes		AJ603430		0		0		0		0		0		0		0		TC457752		0		Rep: ATP-dependent RNA helicase, DEAD/DEAH box family protein - unidentified eubacterium SCB49, partial (3%) [TC457752]

		A_99_P341911		5.5047317		5.8828125		6.9234734		6.0270658		6.8229127		7.992502		9.429015		8.8097925		8.538667		6.939899		9.954476		7.4657807		2.4935153		4.3159847		5.6786256		6.8815174		8.190407		2.0807252		8.173778		2.710793		1.318181		2.1096897		2.5055418		2.7827268		3.033935		1.0570865		3.031003		1.438715		Yes		Yes		Yes		AK333776		0		AK333776		Ta.19198		0		0		0		0		TC442161		0		Triticum aestivum cDNA, clone: WT008_E04, cultivar: Chinese Spring [AK333776]

		A_99_P268926		5.413717		5.738333		6.259292		6.3090196		5.3336983		4.90418		5.548836		5.8123536		4.7079134		5.2912316		4.8433623		6.1320853		-1.0570316		-1.7828102		-1.6363211		-1.4109491		-1.6310527		-1.3632987		-2.6683166		-1.1304791		-0.08001852		-0.8341532		-0.7104559		-0.49666595		-0.7058034		-0.4471016		-1.4159298		-0.17693424		No		Yes		Yes		FJ602077		0		FJ602077		Ta.6620		100415820		UFD1b		ubiquitin fusion degradation 1 protein		0		TC421525		0		Triticum aestivum ubiquitin fusion degradation 1 protein (UFD1b) mRNA, complete cds [FJ602077]

		ETG02_36680		1.5537845		1.5195755		1.5967422		1.5401154		2.997413		3.236968		2.9701233		4.218696		1.5452127		1.5314821		1.6049255		1.5263737		2.720041		3.2884154		2.5907702		6.402258		-1.0059592		1.0082872		1.0056884		-1.0095705		1.4436284		1.7173926		1.3733811		2.6785808		-0.008571744		0.011906624		0.00818336		-0.013741612		Yes		Yes		Yes		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P276101		11.860333		11.646729		11.14471		11.119887		11.23733		10.574752		10.100456		10.931165		11.163399		10.943944		10.131356		10.787753		-1.5400776		-2.1023133		-2.0622988		-1.139754		-1.6210569		-1.6276443		-2.0185976		-1.2588743		-0.623003		-1.0719776		-1.0442533		-0.18872261		-0.6969347		-0.7027855		-1.0133533		-0.33213425		No		Yes		Yes		TA74756_4565		0		0		0		0		0		0		0		TC374349		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC374349]

		A_99_P232251		10.237575		10.206901		9.008358		8.638661		8.8189535		8.761392		8.445904		7.293415		8.595752		9.567325		8.203611		8.597655		-2.6732988		-2.723589		-1.4767793		-2.5407357		-3.1205986		-1.5578712		-1.7468389		-1.028831		-1.4186211		-1.445509		-0.5624542		-1.3452463		-1.6418228		-0.63957596		-0.8047466		-0.04100609		Yes		No		No		AK330698		0		AK330698		Ta.54142		0		0		0		0		TC427451		0		Triticum aestivum cDNA, clone: SET5_B10, cultivar: Chinese Spring [AK330698]

		A_99_P473317		6.9949527		6.624611		6.186397		5.8248763		7.6034675		7.916145		6.7611046		6.3372536		8.261413		7.1230636		7.2903233		6.122068		1.5246887		2.447882		1.4893755		1.4263986		2.4057052		1.4126976		2.1493883		1.2287502		0.6085148		1.291534		0.5747075		0.51237726		1.26646		0.49845266		1.1039262		0.29719162		No		Yes		Yes		BJ270798		0		0		Ta.54817		0		0		0		0		TC418483		0		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (57%) [TC418483]

		A_99_P309386		8.958383		7.7030683		8.74875		8.552519		8.071464		6.639955		7.5168633		8.260373		8.755059		6.9505444		7.711153		8.195209		-1.8492228		-2.0894356		-2.348739		-1.2244601		-1.1513475		-1.6847376		-2.0528052		-1.2810353		-0.886919		-1.0631132		-1.2318864		-0.29214573		-0.20332336		-0.7525239		-1.0375967		-0.3573103		No		Yes		Yes		TA84466_4565		0		0		Ta.31959		0		0		0		0		TC418658		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (5%) [TC418658]

		A_99_P174934		12.190223		11.907371		9.218253		7.801811		12.18908		12.312861		12.744021		10.202789		12.562779		13.056636		12.382176		8.173506		-1.0007923		1.3245395		11.5176		5.281611		1.2946451		2.218009		8.962637		1.2938716		-0.0011425018		0.40549088		3.5257683		2.400978		0.3725567		1.1492653		3.1639233		0.37169456		Yes		Yes		Yes		TA53899_4565		0		0		0		0		0		0		0		TC457574		0		Rep: Chitinase 1 - Triticum aestivum (Wheat), partial (34%) [TC457574]

		A_99_P278776		6.7659907		6.565466		5.3253884		4.832367		4.5947247		4.2436223		3.2942317		3.2967908		4.4450197		5.7204475		4.077777		5.397571		-4.504185		-4.999707		-4.0873246		-2.8990417		-4.996684		-1.7962877		-2.3744798		1.4795969		-2.171266		-2.3218436		-2.0311568		-1.5355761		-2.320971		-0.8450184		-1.2476115		0.56520414		Yes		No		No		TA75535_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P555552		8.886478		7.3334274		6.928676		6.3377976		10.190848		11.020831		9.992446		8.254057		11.506943		9.898481		10.522658		7.597391		2.4697585		12.883062		8.3615465		3.7744312		6.1494794		5.9177713		12.075259		2.3942826		1.3043699		3.6874037		3.0637698		1.9162593		2.6204643		2.565054		3.5939822		1.2595935		Yes		Yes		Yes		TC454392		0		0		0		0		0		0		0		TC454392		0		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC454392]

		A_99_P315751		13.160416		13.692275		13.632698		13.599875		12.429142		12.617631		12.003005		13.157012		12.710658		12.699389		12.347499		13.2533045		-1.660104		-2.1062024		-3.0944715		-1.3592995		-1.3658108		-1.9901617		-2.437157		-1.2715348		-0.73127365		-1.0746441		-1.629693		-0.44286346		-0.44975758		-0.9928856		-1.2851992		-0.34657097		No		Yes		Yes		TA86306_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P555272		4.9393578		4.4308753		3.9912817		4.176804		4.4051204		3.3145876		4.0367374		4.2242603		3.024706		3.650286		2.8529186		3.708255		-1.4481764		-2.167884		1.0320091		1.0334412		-3.7702281		-1.7178324		-2.201311		-1.3837171		-0.5342374		-1.1162877		0.045455694		0.047456264		-1.9146519		-0.78058934		-1.1383631		-0.468549		Yes		No		No		CA728072		0		CA728072		Ta.68097		0		0		0		0		TC454328		0		wdi1c.pk002.k5 wdi1c Triticum aestivum cDNA clone wdi1c.pk002.k5 5' end, mRNA sequence [CA728072]

		A_99_P226086		4.979292		2.690956		3.7566006		3.8195362		6.6051736		7.327558		7.1203003		4.449128		7.3408265		5.976603		7.1480975		4.4450502		3.0863073		24.874609		10.293771		1.5471274		5.1391673		9.751654		10.49403		1.5427604		1.6258817		4.636602		3.3636997		0.62959194		2.3615346		3.285647		3.391497		0.62551403		Yes		Yes		Yes		DR737456		0		DR737456		Ta.55631		542826		S85		blue copper-binding protein homolog		0		0		0		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		A_99_P256976		10.953518		10.986145		10.3866205		10.2727585		11.114114		11.4890585		11.553514		10.781476		11.598255		11.409068		11.79005		10.807397		1.1177487		1.4170724		2.2452762		1.4227849		1.5634545		1.3406411		2.6452959		1.4485791		0.1605959		0.5029135		1.166893		0.50871754		0.64473724		0.4229231		1.403429		0.5346384		No		Yes		Yes		TA69112_4565		0		0		Ta.23949		0		0		0		0		TC392409		0		0

		A_99_P224356		11.090221		10.827881		10.19431		10.10296		9.943997		9.657136		9.252671		9.148565		9.758012		10.153958		9.122153		10.30292		-2.2133384		-2.251279		-1.920709		-1.937766		-2.5178802		-1.5954049		-2.1025746		1.1486671		-1.146224		-1.1707449		-0.94163895		-0.95439434		-1.3322096		-0.67392254		-1.0721569		0.19996071		Yes		No		No		DR739863		0		DR739863		Ta.54494		0		0		0		0		TC376044		0		FGAS000130 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739863]

		A_99_P269156		11.890414		11.968922		11.634201		12.890927		11.351466		11.080978		10.426497		11.889168		11.1408205		10.950572		10.599801		12.027038		-1.4529127		-1.8505361		-2.309697		-2.0024407		-1.6813194		-2.0256004		-2.0482616		-1.8199385		-0.53894806		-0.88794327		-1.2077036		-1.0017595		-0.74959373		-1.0183496		-1.0344		-0.8638897		No		Yes		Yes		TA72658_4565		0		0		0		0		0		0		0		TC404379		0		Rep: Leucine Rich Repeat family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (16%) [TC404379]

		A_99_P397833		5.7327156		4.3435926		3.546011		5.425247		6.719379		7.135332		6.671248		6.6053357		7.406052		6.244606		7.2270927		5.980417		1.9815967		6.924642		8.725495		2.2659068		3.1895137		3.7347543		12.826733		1.4693413		0.98666334		2.7917395		3.125237		1.1800885		1.6733365		1.9010134		3.6810818		0.5551696		Yes		Yes		Yes		TA109902_4565		0		0		0		0		0		0		0		TC442927		0		Rep: PREDICTED: zinc finger and BTB domain containing 4 - Pan troglodytes, partial (3%) [TC442927]

		A_99_P516892		8.747437		8.804215		7.4653296		7.753607		7.90937		7.2411227		5.1615376		6.6026063		7.8361373		8.089742		5.630113		6.373342		-1.7876529		-2.954866		-4.9375386		-2.2206783		-1.8807385		-1.6408845		-3.5682495		-2.6031613		-0.8380666		-1.5630927		-2.303792		-1.1510005		-0.9112992		-0.7144737		-1.8352165		-1.3802648		Yes		Yes		Yes		CO348584		0		0		Ta.46018		0		0		0		0		TC439203		0		Rep: Os01g0885300 protein - Oryza sativa subsp. japonica (Rice), partial (10%) [TC439203]

		A_99_P337146		6.729629		6.4430804		7.2177606		7.1912956		5.6933937		5.3423347		6.041624		6.6262393		5.865183		5.997313		6.244478		6.7556596		-2.050869		-2.1446552		-2.2597082		-1.4794452		-1.8206406		-1.3620384		-1.9633023		-1.352507		-1.0362353		-1.1007457		-1.1761365		-0.5650563		-0.86444616		-0.4457674		-0.97328234		-0.43563604		No		Yes		Yes		TA92738_4565		0		0		0		0		0		0		0		TC408113		0		0

		A_99_P373722		3.4375408		4.052631		2.613548		3.2085562		3.4213822		5.2551537		5.4162464		4.051327		3.894349		5.1262193		5.4130235		4.0545135		-1.0112633		2.3014176		6.9774427		1.7934917		1.3725021		2.1046617		6.9618726		1.797457		-0.01615858		1.2025228		2.8026984		0.84277105		0.45680833		1.0735884		2.7994754		0.8459573		Yes		No		No		TA103984_4565		0		0		0		0		0		0		0		TC414643		0		0

		A_99_P006141		7.916189		8.71663		6.435058		6.684986		8.299922		9.872649		9.051763		8.099424		8.663644		9.769744		8.926301		8.659135		1.3047132		2.228417		6.133474		2.6655593		1.6788282		2.0750036		5.6226215		3.9289634		0.3837328		1.1560192		2.6167045		1.4144382		0.74745464		1.0531139		2.491243		1.9741488		Yes		Yes		Yes		BJ225210		0		BJ225210		Ta.57093		0		0		0		0		TC447070		0		BJ225210 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl21a21 5', mRNA sequence [BJ225210]

		A_99_P234736		10.259152		10.408975		10.1538		11.041654		11.480243		13.197585		12.576983		10.631653		12.213845		12.026535		12.799642		10.765063		2.3312283		6.9096394		5.3635325		-1.3286866		3.876334		3.068557		6.258607		-1.2113286		1.2210903		2.7886105		2.4231834		-0.4100008		1.9546928		1.6175604		2.6458416		-0.27659035		Yes		Yes		Yes		TA62979_4565		0		0		Ta.53949		0		0		0		0		TC387914		0		0

		A_99_P457377		10.615311		10.323959		11.148972		10.852033		11.368851		12.48742		11.755416		11.201241		11.623845		11.413178		12.093861		11.30188		1.6859246		4.479882		1.5225023		1.273861		2.0118663		2.1275885		1.9250408		1.3658956		0.75354004		2.1634607		0.60644436		0.34920788		1.0085344		1.0892191		0.94488907		0.44984722		No		Yes		Yes		TC408756		0		0		0		0		0		0		0		TC408756		0		Rep: Os03g0841600 protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC408756]

		A_99_P558527		10.866856		10.959412		10.629277		10.72752		10.877748		9.971327		9.623906		10.483931		10.113965		10.471753		8.904654		10.831608		1.0075783		-1.9835501		-2.0074599		-1.1839346		-1.6851659		-1.4021673		-3.304939		1.0748146		0.010891914		-0.9880848		-1.0053711		-0.2435894		-0.7528906		-0.4876585		-1.7246237		0.10408783		No		Yes		Yes		TA69787_4565		0		0		Ta.55316		0		0		0		0		TC455455		0		Rep: Os09g0248900 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC455455]

		A_99_P410077		11.6412735		9.981843		9.593873		9.991979		10.02329		8.611865		8.074655		7.6150055		10.120086		9.528302		8.286288		9.815651		-3.0694578		-2.5846663		-2.8663573		-5.1944575		-2.8702726		-1.369397		-2.4752681		-1.1300038		-1.6179838		-1.369978		-1.5192184		-2.3769732		-1.5211878		-0.4535408		-1.3075848		-0.1763277		Yes		No		No		TC372144		0		0		0		0		0		0		0		TC372144		GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)|GO:0009768(photosynthesis, light harvesting in photosystem I)|GO:0010287(plastoglobule)|GO:0015979(photosynthesis)|GO:0030076(light-harvesting complex)		Rep: Chlorophyll a/b binding protein precursor - Hordeum vulgare (Barley), complete [TC372144]

		A_99_P286896		7.5939107		8.355014		8.195694		8.187579		7.2111306		6.9225597		7.376059		7.2479796		6.24933		7.5503235		7.08914		7.6068873		-1.303852		-2.6990545		-1.7649593		-1.9179957		-2.5395637		-1.7467709		-2.153307		-1.4955662		-0.38278008		-1.4324541		-0.8196349		-0.9395995		-1.3445807		-0.80469036		-1.106554		-0.5806918		No		Yes		Yes		CK206333		0		CK206333		Ta.46488		0		0		0		0		TC378422		0		FGAS017922 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206333]

		A_99_P082600		9.742251		9.125225		8.015675		9.012515		8.84759		7.661636		6.9374676		7.6855445		8.502363		8.6098585		7.330803		8.281862		-1.8591729		-2.7579365		-2.1114104		-2.5087533		-2.3618023		-1.4293573		-1.607559		-1.6593897		-0.89466095		-1.4635892		-1.078207		-1.3269706		-1.2398882		-0.51536655		-0.6848717		-0.7306528		Yes		No		No		CV773563		0		CV773563		Ta.31486		0		0		0		0		TC397249		0		FGAS067960 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773563]

		A_99_P125570		10.352822		10.718757		11.549579		10.731297		9.993317		10.0036125		10.134103		10.628487		9.685469		10.608033		10.419902		10.639714		-1.2829862		-1.6416472		-2.6674771		-1.0738629		-1.588157		-1.0797696		-2.1880972		-1.0655382		-0.35950565		-0.71514416		-1.4154758		-0.102809906		-0.66735363		-0.110723495		-1.1296768		-0.0915823		No		Yes		Yes		CD904416		0		CD904416		Ta.45834		0		0		0		0		TC421421		0		G356.113J01F010919 G356 Triticum aestivum cDNA clone G356113J01, mRNA sequence [CD904416]

		A_99_P270016		9.432761		10.333465		9.120819		9.495984		9.489396		10.175835		10.128395		10.090886		9.462861		10.304424		10.134326		10.163133		1.040037		-1.1154532		2.0105302		1.51037		1.0210828		-1.0203332		2.0188124		1.5879314		0.056634903		-0.15762997		1.007576		0.59490204		0.030099869		-0.029040337		1.0135069		0.6671486		No		Yes		Yes		TA72951_4565		0		0		0		0		0		0		0		TC443400		0		0

		A_99_P284871		5.577399		6.2264576		6.6375065		6.0214944		7.455353		10.706162		12.311063		10.473903		10.141543		8.881876		12.683995		9.1936455		3.6755342		22.311335		51.039997		21.89316		23.65617		6.3002906		66.095894		9.013898		1.877954		4.479705		5.6735563		4.4524083		4.5641446		2.6554184		6.046489		3.172151		Yes		Yes		Yes		TA77317_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P434647		6.459479		6.7522926		7.262114		6.877253		6.198868		5.7677665		6.218797		5.516504		5.6093407		5.2298837		5.5247483		5.501877		-1.197986		-1.9786633		-2.0609605		-2.568185		-1.8026736		-2.8727033		-3.3342578		-2.5943556		-0.26061106		-0.98452616		-1.0433168		-1.3607492		-0.8501382		-1.522409		-1.7373657		-1.3753762		Yes		No		No		TA82698_4565		0		0		0		0		0		0		0		TC392269		0		0

		A_99_P380292		6.9514213		6.226976		6.3876615		6.401295		7.5819		7.917164		7.583473		7.2099895		8.134543		7.468678		8.230496		7.1003795		1.5480788		3.2269874		2.290737		1.7516255		2.2706764		2.3647735		3.5871422		1.623474		0.63047886		1.6901879		1.1958117		0.80869436		1.1831222		1.2417021		1.842835		0.6990843		Yes		Yes		Yes		TA105607_4565		0		0		0		0		0		0		0		TC453589		0		0

		A_99_P080230		3.8788605		4.933438		5.084497		5.328728		3.3192003		2.7166774		2.9076643		3.7886808		3.0850127		2.6085308		2.3760445		4.091933		-1.473922		-4.648484		-4.521598		-2.9080405		-1.7336922		-5.010335		-6.5362015		-2.3567445		-0.5596602		-2.2167604		-2.1768327		-1.5400474		-0.7938478		-2.324907		-2.7084525		-1.2367954		Yes		Yes		Yes		AJ606023		0		AJ606023		Ta.30653		543043		LOC543043		hypothetical LOC543043		0		NP958413		0		Triticum aestivum partial mRNA for putative centromeric protein [AJ606023]

		A_99_P470762		5.041216		4.0295777		4.447376		4.241257		3.7073267		2.5180712		1.8957458		1.9911504		4.7236376		2.8195658		1.7532482		2.414885		-2.5208132		-2.8510761		-5.862963		-4.7571807		-1.2462369		-2.3133955		-6.471623		-3.5464416		-1.3338892		-1.5115066		-2.55163		-2.2501068		-0.31757832		-1.210012		-2.6941276		-1.8263721		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P144178		8.499519		9.54787		10.056604		9.085053		7.9920616		8.115068		8.068027		8.69797		7.5058837		8.889505		8.322227		8.464698		-1.421543		-2.699704		-3.968456		-1.3077466		-1.9911966		-1.5782921		-3.3273597		-1.5372541		-0.50745773		-1.4328012		-1.9885778		-0.38708305		-0.99363565		-0.6583643		-1.7343779		-0.6203556		Yes		Yes		Yes		CJ808446		0		CJ808446		Ta.51361		0		0		0		0		0		0		CJ808446 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct5o05 5', mRNA sequence [CJ808446]

		A_99_P157077		3.561526		2.5762079		3.4099243		1.7563294		5.3942127		6.0088944		6.401506		3.3788407		6.4977546		5.426762		6.2280736		2.1000197		3.561998		10.797957		7.953455		3.0791054		7.6540775		7.2127743		7.0525713		1.2689984		1.8326867		3.4326866		2.9915817		1.6225113		2.9362285		2.8505542		2.8181493		0.34369028		Yes		Yes		Yes		CK212311		0		CK212311		Ta.54446		542830		WAS-2		secretory protein		0		0		0		FGAS024182 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212311]

		A_99_P308546		6.616329		6.8235874		7.1117797		6.6970906		8.160745		10.082306		9.5477495		7.5440297		9.554379		7.8267026		9.596555		7.29241		2.9168587		9.571324		5.4112797		1.7986807		7.6637487		2.0043232		5.5974708		1.5108069		1.5444155		3.2587185		2.4359698		0.8469391		2.9380503		1.0031152		2.484775		0.5953193		Yes		Yes		Yes		TA84227_4565		0		0		0		0		0		0		0		TC410136		0		Rep: NADPH-dependent HC-toxin reductase - Hordeum vulgare (Barley), partial (70%) [TC410136]

		A_99_P125005		5.351734		5.998934		7.1574807		6.7520947		4.7542152		4.989584		5.983748		6.158876		4.1912494		5.4531536		6.2748294		6.3132954		-1.5131122		-2.0130036		-2.2559464		-1.5086088		-2.2353253		-1.4598095		-1.8437606		-1.3554758		-0.5975189		-1.0093498		-1.1737328		-0.5932188		-1.1604848		-0.5457802		-0.8826513		-0.43879938		No		Yes		Yes		CJ716903		0		CJ716903		Ta.45643		0		0		0		0		TC393107		0		CJ716903 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd14b09 5', mRNA sequence [CJ716903]

		A_99_P553082		7.3073344		7.046373		7.9046493		7.668527		7.0071716		6.720711		6.8603654		7.2954497		6.924444		6.874497		6.971605		7.273168		-1.2312833		-1.253239		-2.0623424		-1.2951125		-1.3039515		-1.1265224		-1.9093008		-1.3152701		-0.3001628		-0.32566166		-1.0442839		-0.3730774		-0.38289022		-0.17187595		-0.93304443		-0.39535904		No		Yes		Yes		TC453468		0		0		0		0		0		0		0		TC453468		0		Rep: Probable tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase - Shewanella sp. (strain W3-18-1), partial (7%) [TC453468]

		A_99_P153457		2.7065809		3.1440544		2.0981967		3.3886898		2.9956892		4.89183		6.203424		5.3599415		4.500918		4.5999665		6.6501527		4.3608513		1.2218848		3.3584034		17.210623		3.9210818		3.4685605		2.7432995		23.457155		1.9617777		0.28910828		1.7477756		4.1052275		1.9712517		1.794337		1.4559121		4.551956		0.97216153		Yes		Yes		Yes		CJ900721		0		CJ900721		Ta.53576		0		0		0		0		TC447085		0		CJ900721 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles23c23 5', mRNA sequence [CJ900721]

		A_99_P376822		7.878424		7.8428073		6.7195354		6.146296		6.1859035		6.756911		5.9436493		4.7199435		6.144934		7.233854		5.534693		6.2069416		-3.2322092		-2.122694		-1.7122413		-2.6876636		-3.3253126		-1.5251524		-2.2733858		1.0429324		-1.6925206		-1.0858965		-0.77588606		-1.4263525		-1.73349		-0.6089535		-1.1848426		0.06064558		Yes		No		No		TA104753_4565		0		0		0		0		0		0		0		TC450452		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC450452]

		A_99_P439967		8.641759		8.351547		8.1335		8.001064		8.126138		7.2055507		6.838742		7.7293377		7.5634613		8.14158		6.888121		7.80621		-1.4296095		-2.2129893		-2.453359		-1.2072518		-2.111543		-1.1566622		-2.3708081		-1.1446085		-0.5156212		-1.1459966		-1.2947583		-0.2717266		-1.0782976		-0.20996761		-1.245379		-0.19485426		No		Yes		Yes		TC396355		0		0		0		0		0		0		0		TC396355		0		Rep: CMO protein - Zea mays (Maize), partial (16%) [TC396355]

		A_99_P273081		11.376572		11.106385		11.489301		11.5478945		11.247146		10.415025		10.475934		11.232074		11.054576		10.724587		10.552517		11.131238		-1.0938584		-1.6148056		-2.0186162		-1.2447195		-1.2500587		-1.3029646		-1.914256		-1.3348304		-0.129426		-0.6913605		-1.0133667		-0.3158207		-0.32199574		-0.3817978		-0.9367838		-0.4166565		No		Yes		Yes		TA73852_4565		0		0		Ta.47083		0		0		0		0		TC417240		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC417240]

		A_99_P338686		8.923626		9.255299		8.777081		9.034942		7.73395		8.12458		8.13503		7.9138083		7.718222		8.702008		7.5194917		9.041675		-2.281015		-2.1896772		-1.5605458		-2.1751778		-2.306018		-1.4674287		-2.390958		1.0046778		-1.1896758		-1.1307182		-0.64205074		-1.1211333		-1.2054038		-0.55329037		-1.2575889		0.0067329407		Yes		No		No		TA93215_4565		0		0		0		0		0		0		0		TC415464		0		Rep: Os05g0399100 protein - Oryza sativa subsp. japonica (Rice), partial (71%) [TC415464]

		A_99_P385317		3.665095		2.8918998		3.5657675		4.217911		3.0608852		6.1196456		8.533317		8.060638		4.856286		5.655932		7.8667006		8.541206		-1.520146		9.368031		31.288256		14.347502		2.2834117		6.792921		19.711052		20.018967		-0.6042099		3.2277458		4.9675493		3.8427277		1.191191		2.7640321		4.300933		4.3232956		Yes		No		No		TA106837_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P268711		3.824661		3.1041174		7.176973		3.5011737		4.9296317		4.8427153		9.235377		7.9871774		6.5151706		4.9494076		8.956132		7.009496		2.1509452		3.337107		4.165254		22.408962		6.455414		3.5932522		3.4322605		11.379163		1.1049707		1.7385979		2.0584044		4.486004		2.6905096		1.8452902		1.7791591		3.5083225		Yes		No		No		AK332666		0		AK332666		Ta.33079		0		0		0		0		TC412311		0		Triticum aestivum cDNA, clone: WT004_I24, cultivar: Chinese Spring [AK332666]

		A_99_P329743		6.617481		3.9574776		3.8555965		2.986063		6.734571		4.5950623		6.5658555		4.8468337		6.3621154		4.9545474		6.8312173		3.4200113		1.0845449		1.5557225		6.544391		3.6320164		-1.1936384		1.995942		7.8659487		1.3509257		0.11708975		0.6375847		2.710259		1.8607707		-0.25536585		0.99706984		2.9756207		0.43394828		No		Yes		Yes		TA90457_4565		0		0		0		0		0		0		0		TC397090		0		Rep: Branched-chain amino acid aminotransferase - Hordeum vulgare (Barley), partial (24%) [TC397090]

		A_99_P545342		2.2281055		2.7299855		3.0683193		3.5639126		4.852114		5.7837863		5.493355		5.091339		5.148564		5.527407		6.298553		4.4287395		6.1646056		8.303967		5.370422		2.8827116		7.570866		6.951969		9.384199		1.8211212		2.6240087		3.0538008		2.4250355		1.5274265		2.9204583		2.7974217		3.2302337		0.8648269		Yes		No		No		TC450509		0		0		0		0		0		0		0		TC450509		0		Rep: SNF2 family N-terminal domain protein - Triticum aestivum (Wheat), partial (94%) [TC450509]

		A_99_P536462		4.8949313		4.5095286		5.1763744		4.4602904		4.124043		2.9355066		3.6445847		4.513467		3.6180172		4.506888		4.153894		4.564875		-1.7063202		-2.977336		-2.8914433		1.0375468		-2.423201		-1.0018321		-2.0314085		1.0751848		-0.7708883		-1.574022		-1.5317898		0.053176403		-1.2769141		-0.0026407242		-1.0224805		0.104584694		No		Yes		Yes		TC447140		0		0		0		0		0		0		0		TC447140		0		0

		A_99_P263591		10.6410265		9.7242985		11.083416		11.236215		9.942097		9.452029		10.3236685		10.204179		9.637708		9.388635		9.999665		10.904546		-1.6233002		-1.207706		-1.6931943		-2.0449078		-2.004606		-1.2619579		-2.1195393		-1.2584683		-0.6989298		-0.27226925		-0.7597475		-1.0320358		-1.0033188		-0.3356638		-1.0837507		-0.33166885		No		Yes		Yes		TA71009_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P371417		10.905792		8.9771185		8.215312		9.054758		10.87227		11.221123		9.950843		10.318135		12.813815		9.274058		10.584018		9.774876		-1.0235082		4.7371006		3.33002		2.4005704		3.7529442		1.2285358		5.164776		1.6473162		-0.033522606		2.2440042		1.7355309		1.2633772		1.9080229		0.29693985		2.3687057		0.72011757		Yes		No		No		FJ236328		0		FJ236328		Ta.57888		100415862		UGT		UDP-glycosyltransferase		0		TC402889		0		Triticum aestivum cultivar Wangshuibai UDP-glycosyltransferase (UGT) mRNA, complete cds [FJ236328]

		A_99_P043496		4.4890933		4.204745		5.0005107		4.2203393		2.7437303		2.7998874		3.7870445		2.6933806		2.295884		2.8655117		2.3932188		2.459851		-3.352792		-2.647916		-2.318941		-2.881777		-4.573217		-2.530168		-6.093588		-3.3881278		-1.745363		-1.4048574		-1.2134662		-1.5269587		-2.1932094		-1.3392332		-2.607292		-1.7604883		Yes		Yes		Yes		CD490980		0		CD490980		Ta.15971		0		0		0		0		0		0		WHE3069_C01_F01ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3069_C01_F01, mRNA sequence [CD490980]

		A_99_P267456		10.451013		10.0049715		9.80539		9.756324		11.19986		11.457677		11.739644		10.142208		11.831243		11.120781		11.884608		9.937381		1.6804492		2.7372086		3.8218038		1.3066604		2.6030986		2.1671658		4.225781		1.1337142		0.748847		1.4527054		1.9342537		0.38588428		1.38023		1.1158094		2.079218		0.18105698		Yes		Yes		Yes		TA72137_4565		0		0		Ta.56731		0		0		0		0		TC379257		0		0

		A_99_P379782		3.5853508		3.1624165		4.117374		5.307834		4.4811425		3.304362		6.2696404		5.4284425		2.8469265		2.717042		5.550102		5.9783187		1.8606308		1.1033921		4.4452558		1.0871933		-1.6683527		-1.3616675		2.6995676		1.5916075		0.89579177		0.1419456		2.1522665		0.12060833		-0.7384243		-0.4453745		1.4327283		0.67048454		No		Yes		Yes		TA105482_4565		0		0		0		0		0		0		0		TC414145		0		Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC414145]

		(+)eQC-40		8.12315		6.4467373		6.3508782		6.869619		6.7040915		5.4065876		5.015883		4.3904324		6.934101		6.6684813		5.333342		6.570086		-2.674109		-2.056441		-2.5227466		-5.57583		-2.2800236		1.1661425		-2.0244586		-1.2307459		-1.4190583		-1.0401497		-1.3349953		-2.4791865		-1.1890488		0.22174406		-1.0175362		-0.2995329		Yes		No		No		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P249646		9.462712		9.435725		9.402747		9.283112		9.828322		10.141203		10.23503		9.6186285		9.947969		9.960757		10.41275		9.378319		1.2884264		1.6306845		1.7805008		1.2618295		1.3998353		1.4389656		2.0139153		1.0682188		0.36561012		0.7054777		0.832283		0.33551693		0.48525715		0.52503204		1.0100031		0.095207214		No		Yes		Yes		TA67035_4565		0		0		Ta.28390		0		0		0		0		TC404921		0		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC404921]

		A_99_P374927		1.8384876		3.2787845		2.6584072		2.7145052		1.9135967		6.1704593		6.462771		4.8300667		3.4061477		4.9036818		7.582333		4.701608		1.0534407		7.4213147		13.971004		4.333586		2.9642355		3.084202		30.356339		3.9644012		0.075109124		2.8916748		3.8043637		2.1155615		1.5676601		1.6248972		4.923926		1.987103		Yes		No		No		TA104298_4565		0		0		0		0		0		0		0		TC436190		0		Rep: Os06g0271000 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC436190]

		A_99_P420382		8.389985		8.827281		8.230338		8.337986		7.3399754		7.7772		6.810206		7.7013135		8.636016		7.6819673		7.197323		8.285693		-2.0705438		-2.0706458		-2.6761003		-1.5547391		1.1859398		-2.2119422		-2.0462966		-1.0369115		-1.0500097		-1.0500808		-1.4201322		-0.6366725		0.24603081		-1.1453137		-1.0330153		-0.052292824		Yes		No		No		TC380959		0		0		0		0		0		0		0		TC380959		GO:0009536(plastid)		Rep: Calcium sensing protein - Brassica juncea (Leaf mustard) (Indian mustard), partial (74%) [TC380959]

		A_99_P411982		13.411057		13.221572		12.744525		12.25459		13.318271		12.724774		14.3787775		13.281242		12.645737		13.064433		14.420363		12.846153		-1.0664282		-1.4110779		3.104267		2.0372913		-1.6997479		-1.1150736		3.19505		1.5068786		-0.09278679		-0.49679756		1.6342525		1.0266523		-0.7653208		-0.15713882		1.6758385		0.5915632		No		Yes		Yes		BE516674		0		BE516674		Ta.48630		0		0		0		0		TC374011		0		WHE618_F06_K12ZA Wheat ABA-treated embryo cDNA library Triticum aestivum cDNA clone WHE618_F06_K12, mRNA sequence [BE516674]

		A_99_P216921		2.9817207		1.8321954		1.8408502		1.8802091		2.703089		2.947766		6.417503		3.0201724		4.554812		3.8856869		7.084105		2.0838068		-1.2130438		2.166807		23.862156		2.2037542		2.9754157		4.151094		37.877117		1.1515665		-0.2786317		1.1155707		4.5766525		1.1399633		1.5730913		2.0534916		5.2432547		0.20359766		Yes		Yes		Yes		TA57006_4565		0		0		0		0		0		0		0		TC425478		0		Rep: Wali6 protein - Triticum aestivum (Wheat), partial (80%) [TC425478]

		A_99_P530772		12.515529		11.62315		11.492742		12.044076		12.7072525		12.4087515		11.974345		12.17205		12.951607		12.070511		12.604182		12.100709		1.1421276		1.723811		1.3962948		1.0927584		1.3529215		1.3635437		2.160613		1.0400356		0.19172382		0.7856016		0.48160362		0.12797451		0.43607807		0.447361		1.1114407		0.056632996		No		Yes		Yes		TC444883		0		0		0		0		0		0		0		TC444883		0		0

		A_99_P117705		8.204458		7.930481		7.3131595		7.481838		7.007441		6.990109		6.457596		6.2492366		7.0157847		7.3424096		6.203711		7.3346343		-2.2926517		-1.919023		-1.8094655		-2.3499038		-2.2794306		-1.5032358		-2.1576314		-1.1074212		-1.1970172		-0.940372		-0.85556364		-1.2326016		-1.1886735		-0.58807135		-1.1094484		-0.14720392		Yes		No		No		CJ719760		0		CJ719760		Ta.43429		0		0		0		0		TC414840		0		CJ719760 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd5e22 5', mRNA sequence [CJ719760]

		A_99_P367987		8.122349		6.2760487		3.312733		6.5138984		7.5355334		6.238828		5.016819		6.894818		7.5280805		6.188909		4.9956164		6.847351		-1.5019277		-1.026135		3.2582247		1.3021715		-1.5097067		-1.0622619		3.2106903		1.2600253		-0.58681536		-0.037220478		1.7040861		0.38091946		-0.5942683		-0.08713961		1.6828835		0.3334527		No		Yes		Yes		TA102599_4565		0		0		Ta.39165		0		0		0		0		TC416851		0		Rep: Fen protein - Solanum pimpinellifolium (Currant tomato) (Lycopersiconpimpinellifolium), partial (9%) [TC416851]

		A_99_P250841		12.179062		13.053578		12.842441		11.8260565		11.6991		11.112282		10.099213		10.938553		10.891315		12.29506		10.018998		11.168382		-1.3947073		-3.8405066		-6.6956677		-1.8499722		-2.441464		-1.6917522		-7.078494		-1.577538		-0.47996235		-1.9412966		-2.743228		-0.8875036		-1.2877464		-0.7585182		-2.8234425		-0.6576748		Yes		Yes		Yes		DR738075		0		DR738075		Ta.56263		100037576		LOC100037576		fasciclin-like protein FLA14		0		TC369464		0		FGAS083292 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738075]

		A_99_P231106		2.3607173		3.2422693		3.1157084		3.0900524		3.3562648		4.387385		4.4472733		3.923934		4.1176167		4.0463405		4.5080953		3.4440596		1.9938371		2.2116385		2.516755		1.7824748		3.3797097		1.7460214		2.6251264		1.2781057		0.99554753		1.1451156		1.3315649		0.8338816		1.7568994		0.8040712		1.3923869		0.35400724		Yes		Yes		Yes		TA61849_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P181510		11.02934		10.403163		9.704865		9.8007		9.712112		9.506214		9.210014		8.302192		9.436742		10.0003395		8.829377		9.729848		-2.4918675		-1.8621236		-1.4091753		-2.8255045		-3.0159197		-1.3220928		-1.8346289		-1.050337		-1.3172274		-0.8969488		-0.4948511		-1.4985085		-1.592598		-0.40282345		-0.8754883		-0.07085228		Yes		No		No		CA657716		0		CA657716		Ta.60014		0		0		0		0		0		0		wlm0.pk038.i4 wlm0 Triticum aestivum cDNA clone wlm0.pk038.i4 5' end, mRNA sequence [CA657716]

		A_99_P193313		10.456191		9.9958315		11.004771		11.851438		11.379415		11.985011		11.945491		12.405082		11.724711		11.477271		12.690032		12.464688		1.8963476		3.9701118		1.9194854		1.4677886		2.4091434		2.792272		3.2159853		1.5297021		0.9232235		1.9891796		0.9407196		0.5536442		1.2685204		1.4814396		1.6852608		0.61325073		Yes		No		No		CJ663212		0		CJ663212		Ta.62651		0		0		0		0		TC427337		0		CJ663212 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp15k12 5', mRNA sequence [CJ663212]

		A_99_P057916		9.162221		9.131667		9.168786		9.188899		8.789231		8.276471		8.162879		9.004779		8.704923		8.770358		8.114221		8.993497		-1.2950337		-1.8090045		-2.0082057		-1.1361239		-1.3729683		-1.284591		-2.0770924		-1.1450433		-0.37298965		-0.855196		-1.005907		-0.18412018		-0.45729828		-0.36130905		-1.0545654		-0.19540215		No		Yes		Yes		BJ280202		0		BJ280202		Ta.21249		0		0		0		0		TC439107		0		BJ280202 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr7a04 5', mRNA sequence [BJ280202]

		A_99_P036734		9.534678		9.329378		8.792935		9.071713		9.810212		10.400983		9.840835		9.280474		10.122658		9.838012		10.163508		9.342031		1.2104418		2.10177		2.067517		1.1556946		1.50314		1.4227021		2.5857325		1.2060729		0.27553368		1.0716047		1.0478992		0.20876026		0.5879793		0.5086336		1.370573		0.27031708		No		Yes		Yes		TA87281_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P465632		5.077475		4.661284		5.7518992		5.0667195		4.943193		4.4044194		4.132467		4.9721937		5.04341		4.704748		4.437756		5.1547017		-1.0975466		-1.194879		-3.0725415		-1.0677145		-1.0238932		1.0305855		-2.486546		1.0628825		-0.13428211		-0.25686455		-1.6194324		-0.094525814		-0.034065247		0.043464184		-1.3141432		0.08798218		No		Yes		Yes		TC414004		0		0		0		0		0		0		0		TC414004		0		0

		A_99_P532212		1.8023585		1.666907		1.7725445		1.7613004		2.1327434		1.9533323		3.4684675		2.9017546		1.7603198		1.8665466		4.349323		2.4581802		1.2573488		1.2196146		3.239841		2.204504		-1.0295677		1.1484115		5.9660597		1.6209952		0.33038485		0.28642535		1.695923		1.1404542		-0.04203868		0.19963968		2.5767784		0.69687974		No		Yes		Yes		BE470774		0		0		Ta.1930		0		0		0		0		TC445421		0		Rep: neuro-oncological ventral antigen 2 - Mus musculus, partial (4%) [TC445421]

		A_99_P561853		7.677732		9.07877		8.790794		9.74808		7.495992		7.5910277		7.97336		8.211318		7.0564446		7.9013863		7.528873		8.618293		-1.1342509		-2.8044968		-1.7622691		-2.9014263		-1.5382472		-2.2616622		-2.3981493		-2.188265		-0.1817398		-1.487742		-0.8174343		-1.5367622		-0.62128735		-1.1773834		-1.2619214		-1.1297874		Yes		No		No		AK332079		0		AK332079		Ta.54511		543124		LOC543124		phytochelatin synthetase		0		TC456754		0		Triticum aestivum cDNA, clone: WT003_B13, cultivar: Chinese Spring [AK332079]

		A_99_P256361		3.6296608		3.2552636		2.8317356		3.7910302		4.743377		5.5741954		5.270931		4.1365275		5.0176516		4.822639		5.2496295		4.1077094		2.1640239		4.9896264		5.423391		1.270589		2.6171393		2.9636507		5.343903		1.2454605		1.1137164		2.3189318		2.4391952		0.34549737		1.3879907		1.5673754		2.417894		0.31667924		Yes		No		No		TA68935_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P475692		6.3100667		5.6706986		4.4668956		5.961983		4.808853		2.6821747		3.6698675		3.6746712		3.4175828		4.314684		2.5440705		4.3398366		-2.8308072		-7.936616		-1.7375182		-4.881458		-7.4254785		-2.559771		-3.7916481		-3.0783272		-1.5012136		-2.988524		-0.79702806		-2.287312		-2.892484		-1.3560147		-1.9228251		-1.6221466		Yes		No		No		TC419770		0		0		0		0		0		0		0		TC419770		0		Rep: Alpha-L-arabinofuranosidase/beta-D-xylosidase isoenzyme ARA-I - Hordeum vulgare (Barley), partial (9%) [TC419770]

		A_99_P229836		12.121765		11.77303		13.177907		12.744461		12.90729		13.42665		13.491088		13.275193		14.390111		12.769069		13.688843		13.241286		1.7237198		3.1462204		1.242444		1.4446622		4.817704		1.9945157		1.4249742		1.4111049		0.7855253		1.6536198		0.31318092		0.53073215		2.2683458		0.99603844		0.5109358		0.49682522		Yes		Yes		Yes		TA61494_4565		0		0		Ta.33552		0		0		0		0		TC426758		0		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		A_99_P537957		5.2325892		4.826164		4.2269053		4.940849		5.568087		6.3869634		6.1206155		5.19745		6.231527		5.6312714		6.5662746		5.4601502		1.2618128		2.9501731		3.7158961		1.194661		1.9985278		1.7472761		5.0608134		1.433261		0.33549786		1.5607996		1.8937101		0.25660133		0.9989376		0.8051076		2.3393693		0.5193014		Yes		Yes		Yes		TC428600		0		0		0		0		0		0		0		TC428600		0		Rep: Vrga1 - Aegilops ventricosa (Goatgrass), partial (14%) [TC428600]

		A_99_P344296		10.849762		10.121651		12.4203005		12.642849		10.538658		8.161384		11.3966875		11.959892		10.141374		8.964226		11.159265		11.884709		-1.2406566		-3.89134		-2.0330038		-1.6054265		-1.6339778		-2.2305894		-2.3966777		-1.6913083		-0.31110382		-1.9602671		-1.023613		-0.6829567		-0.7083883		-1.1574249		-1.2610359		-0.7581396		No		Yes		Yes		AK331408		0		AK331408		Ta.13295		0		0		0		0		TC406435		0		Triticum aestivum cDNA, clone: WT007_G19, cultivar: Chinese Spring [AK331408]

		A_99_P241521		4.1129704		4.779248		3.6851807		4.571827		3.2017481		2.8194046		2.6804903		3.3239765		2.4941757		3.2875268		2.6750355		3.5441406		-1.880638		-3.8901982		-2.0065129		-2.3748732		-3.0711834		-2.8122432		-2.0141137		-2.038752		-0.9112222		-1.9598436		-1.0046904		-1.2478504		-1.6187947		-1.4917214		-1.0101452		-1.0276864		Yes		Yes		Yes		TA64877_4565		0		0		Ta.54319		0		0		0		0		TC408267		0		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (32%) [TC408267]

		A_99_P515947		8.131192		7.742471		7.2568		7.8997664		9.584671		8.819848		8.150553		10.289608		7.955051		7.3858438		7.2593837		7.495868		2.7386763		2.1101959		1.8580027		5.240998		-1.1298579		-1.2804291		1.0017923		-1.3230782		1.4534788		1.0773768		0.8937526		2.3898416		-0.17614126		-0.35662746		0.0025835037		-0.40389824		Yes		No		No		TC438735		0		0		0		0		0		0		0		TC438735		0		Rep: Os01g0863300 protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC438735]

		A_99_P314191		11.215431		10.585971		9.758796		9.997518		11.783333		12.336613		10.912999		10.0980625		12.675214		11.868808		11.417027		10.131377		1.482366		3.3650823		2.225614		1.0721784		2.750669		2.4331696		3.1562943		1.0972252		0.5679016		1.7506418		1.1542034		0.10054493		1.4597826		1.2828369		1.6582317		0.13385963		Yes		Yes		Yes		TA85872_4565		0		0		0		0		0		0		0		TC380970		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC380970]

		A_99_P202501		9.873066		9.926426		9.836295		9.59193		10.358682		10.8871565		10.881485		10.117431		10.595615		10.012374		11.014865		9.831223		1.4001833		1.9462953		2.063638		1.4394326		1.6500953		1.0613849		2.2635226		1.1804134		0.48561573		0.96073055		1.0451899		0.5255003		0.72254944		0.08594799		1.1785698		0.23929214		No		Yes		Yes		AK336052		0		AK336052		Ta.23445		0		0		0		0		TC374525		0		Triticum aestivum cDNA, clone: SET3_B21, cultivar: Chinese Spring [AK336052]

		A_99_P370867		6.1939626		6.7982216		6.550043		5.708299		5.530292		5.4177628		5.0230327		4.3854747		5.3218517		6.425113		5.304273		4.7609916		-1.5841079		-2.6035116		-2.8818803		-2.5015538		-1.830339		-1.2951403		-2.371451		-1.9282707		-0.66367054		-1.3804588		-1.5270104		-1.3228245		-0.87211084		-0.3731084		-1.24577		-0.9473076		Yes		No		No		TA103301_4565		0		0		Ta.18672		0		0		0		0		TC450684		0		0

		A_99_P367012		5.408377		5.2877107		5.307944		5.284088		5.261187		5.178285		6.1726604		5.4117846		5.2641964		5.31265		6.817554		5.7500153		-1.1074106		-1.0787987		1.8209819		1.0925479		-1.1051029		1.0174371		2.8473308		1.3812047		-0.1471901		-0.109425545		0.86471653		0.12769651		-0.14418077		0.024939537		1.5096102		0.46592712		No		Yes		Yes		TA102357_4565		0		0		0		0		0		0		0		TC434878		0		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC434878]

		A_99_P145391		6.5611496		5.620037		5.1101046		5.606794		7.8207946		8.2814665		7.850679		6.6062837		9.210186		7.568853		8.27881		6.4608874		2.3943682		6.326596		6.6833634		1.9992929		6.272482		3.8605752		8.992393		1.8076227		1.259645		2.6614294		2.7405744		0.9994898		2.6490364		1.9488158		3.168705		0.85409355		Yes		Yes		Yes		CJ855858		0		CJ855858		Ta.51654		0		0		0		0		TC419096		0		CJ855858 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal34n02 5', mRNA sequence [CJ855858]

		A_99_P566747		7.1424866		4.488383		5.084804		5.8826885		7.8605666		5.9031177		5.818653		8.265023		6.7697644		5.4542375		5.5911903		6.118759		1.6449914		2.6661072		1.6630702		5.213798		-1.2947936		1.9532202		1.4204876		1.1777805		0.71808004		1.4147348		0.73384905		2.3823347		-0.37272215		0.96585464		0.5063863		0.23607063		Yes		No		No		TC458634		0		0		0		0		0		0		0		TC458634		0		0

		A_99_P448972		9.933349		9.9824095		10.42271		9.447551		9.572398		9.33447		8.608837		9.035976		9.377146		9.685981		8.936528		9.122826		-1.2842717		-1.5669289		-3.5158494		-1.3301365		-1.4703941		-1.2281005		-2.8014665		-1.2524258		-0.36095047		-0.6479397		-1.8138733		-0.41157436		-0.5562029		-0.29642868		-1.4861822		-0.32472515		No		Yes		Yes		EU562183		0		EU562183		Ta.31208		100146096		LOC100146096		ICE41		0		TC402957		0		Triticum aestivum cultivar Norstar ICE41 mRNA, complete cds [EU562183]

		A_99_P317916		9.450095		9.155612		9.07294		9.196294		10.013248		10.459913		9.717472		9.112105		10.456502		9.484053		9.985947		9.119651		1.4774951		2.469641		1.5632323		-1.0600913		2.0089014		1.2556555		1.8829658		-1.0545614		0.56315327		1.3043013		0.6445322		-0.08418846		1.0064068		0.32844067		0.9130068		-0.07664299		No		Yes		Yes		TA86919_4565		0		0		0		0		0		0		0		TC413628		0		Rep: Os03g0773300 protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC413628]

		A_99_P514937		2.0825527		2.5411797		2.0498645		1.9143853		4.224168		5.431511		5.32696		2.944893		6.007961		3.6727908		5.488025		2.43063		4.4125576		7.414407		9.694023		2.0427427		15.193771		2.191033		10.839006		1.4302275		2.1416152		2.8903313		3.2770956		1.0305076		3.9254081		1.1316111		3.4381607		0.51624465		Yes		Yes		Yes		CA726128		0		0		Ta.54230		0		0		0		0		TC438302		0		Rep: Reversibly glycosylated polypeptide - Triticum aestivum (Wheat), partial (63%) [TC438302]

		A_99_P285391		10.843037		10.3301735		10.010213		9.924235		11.457072		12.1045685		11.110279		10.440425		12.448582		11.212677		11.626729		10.261022		1.5305345		3.4209452		2.1436453		1.4301729		3.043107		1.8435717		3.0663366		1.2629402		0.6140356		1.774395		1.1000662		0.5161896		1.605545		0.8825035		1.6165161		0.33678627		Yes		Yes		Yes		TA77449_4565		0		0		Ta.8923		0		0		0		0		TC424970		0		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), complete [TC424970]

		A_99_P000331		7.1035647		8.309607		11.001134		8.212476		9.656306		11.508683		11.039319		9.217719		10.446137		9.202042		11.766814		8.867238		5.867482		9.183707		1.0268213		2.007282		10.144126		1.8563067		1.7001716		1.5743566		2.5527415		3.1990767		0.03818512		1.0052433		3.3425727		0.8924351		0.7656803		0.65476227		Yes		No		No		AF104107		0		AF104107		Ta.203		543416		LOC543416		small heat shock protein Hsp23.5		0		TC400048		0		Triticum aestivum small heat shock protein Hsp23.5 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104107]

		A_99_P133700		6.009602		6.3200607		6.353332		6.7236457		4.7263966		5.622261		4.187697		6.015754		6.0088654		5.6525865		4.884278		6.0419993		-2.4337914		-1.6220291		-4.486639		-1.6334151		-1.0005108		-1.5882899		-2.7684035		-1.6039691		-1.2832055		-0.6977997		-2.165635		-0.70789146		-7.37E-04		-0.66747427		-1.4690542		-0.68164635		Yes		No		No		CV777801		0		CV777801		Ta.48390		0		0		0		0		TC398768		0		FGAS072208 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777801]

		A_99_P289826		6.3427854		5.9736037		5.116553		5.5313344		6.252498		6.4163976		6.338804		5.5691185		6.3160453		6.4581733		6.3010864		5.8952217		-1.0645821		1.359234		2.3331046		1.0265359		-1.0187076		1.3991684		2.272899		1.2868887		-0.09028721		0.44279385		1.2222509		0.0377841		-0.026740074		0.48456955		1.1845336		0.3638873		No		Yes		Yes		AK335015		0		AK335015		Ta.55153		0		0		0		0		TC411726		0		Triticum aestivum cDNA, clone: WT011_N03, cultivar: Chinese Spring [AK335015]

		A_99_P311861		7.8450055		7.8272758		6.657599		6.7843566		6.090843		6.433295		5.748482		5.6190515		6.1428113		6.9699917		5.6766815		6.8970375		-3.373304		-2.6280286		-1.8778955		-2.2428064		-3.253955		-1.8116246		-1.9737202		1.0812356		-1.7541623		-1.393981		-0.90911674		-1.1653051		-1.7021942		-0.85728407		-0.98091745		0.11268091		Yes		No		No		TA85179_4565		0		0		0		0		0		0		0		TC397740		0		Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC397740]

		A_99_P003761		7.413296		7.3675117		7.9241548		7.64825		7.249386		6.6903787		7.31324		6.480526		6.372849		6.2184353		6.6265297		6.394489		-1.1203196		-1.5989592		-1.5272272		-2.24657		-2.0568652		-2.2177188		-2.4582388		-2.384623		-0.16391039		-0.6771331		-0.6109147		-1.1677241		-1.0404472		-1.1490765		-1.2976251		-1.2537613		Yes		No		No		BT009572		0		BT009572		Ta.1711		0		0		0		0		TC408965		0		Triticum aestivum clone wre1n.pk0022.a4:fis, full insert mRNA sequence [BT009572]

		A_99_P278096		11.088784		10.235524		8.722512		8.954205		8.92608		8.485715		8.197522		8.363986		9.227586		9.5625725		8.474318		9.259647		-4.4775343		-3.363141		-1.4389237		-1.5054748		-3.6330934		-1.5943316		-1.18772		1.2357979		-2.1627045		-1.7498093		-0.5249901		-0.59021854		-1.8611984		-0.6729517		-0.2481947		0.3054428		Yes		No		No		TA75327_4565		0		0		Ta.14784		0		0		0		0		TC458078		0		0

		A_99_P285186		11.116931		10.713862		10.037285		9.818394		9.9880905		9.777297		8.980145		8.413812		9.840469		10.263776		8.807144		9.682789		-2.186829		-1.9139663		-2.0808015		-2.6474106		-2.422441		-1.3661222		-2.3458986		-1.0985533		-1.1288404		-0.9365654		-1.0571394		-1.404582		-1.2764616		-0.4500866		-1.2301407		-0.13560486		Yes		No		No		TA77398_4565		0		0		Ta.8741		0		0		0		0		TC454529		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC454529]

		A_99_P316871		6.269298		6.4173636		5.6964326		6.347073		6.3038745		7.5747375		7.9566803		6.7790093		6.3557115		7.521253		8.10958		6.9717507		1.0242561		2.2305105		4.790737		1.3490429		1.0617274		2.1493337		5.3263507		1.5418663		0.034576416		1.1573739		2.2602477		0.43193626		0.08641338		1.1038895		2.4131474		0.62467766		Yes		Yes		Yes		TA86623_4565		0		0		0		0		0		0		0		TC392617		0		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC392617]

		A_99_P452327		14.86428		14.943652		14.147748		13.65171		13.864923		13.833972		12.866822		12.338353		13.740804		14.312411		12.855614		13.815972		-1.9991091		-2.157978		-2.4299486		-2.4851904		-2.1787128		-1.5488966		-2.4489007		1.1205933		-0.9993572		-1.1096802		-1.2809258		-1.3133564		-1.123476		-0.63124084		-1.2921343		0.16426277		Yes		No		No		CV760906		0		CV760906		Ta.65900		0		0		0		0		TC381197		0		FGAS055292 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV760906]

		A_99_P438132		13.246617		12.775861		10.883298		11.500977		12.903108		12.028453		9.348041		12.429474		12.8940935		12.015576		9.2901		11.630498		-1.2688396		-1.6787739		-2.8984013		1.9032925		-1.2767923		-1.6938245		-3.0171738		1.0939307		-0.34350967		-0.7474079		-1.5352573		0.9284973		-0.3525238		-0.7602844		-1.5931978		0.12952137		No		Yes		Yes		DR740398		0		DR740398		Ta.53989		543255		Wcor413		cold acclimation protein WCOR413		0		TC426322		0		FGAS000345 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740398]

		A_99_P523947		2.9641922		3.9388664		3.71867		2.8306236		4.0597763		5.0020266		5.259173		4.753699		4.3705335		4.479751		5.5325885		4.6478195		2.136996		2.0895035		2.9089592		3.7923055		2.650641		1.4548644		3.5159597		3.523956		1.0955842		1.0631602		1.540503		1.9230752		1.4063413		0.54088473		1.8139186		1.8171959		Yes		No		No		TC400932		0		0		0		0		0		0		0		TC400932		0		Rep: Os02g0556400 protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC400932]

		A_99_P165322		12.187467		12.163918		12.876526		12.913266		11.6124115		10.826541		12.083995		12.438794		11.647771		11.369147		12.066142		12.60101		-1.4897344		-2.5269141		-1.7321105		-1.3894097		-1.4536659		-1.734801		-1.753678		-1.2416477		-0.5750551		-1.3373766		-0.792531		-0.47447205		-0.53969574		-0.79477024		-0.8103838		-0.31225586		No		Yes		Yes		AK331026		0		AK331026		Ta.56312		0		0		0		0		TC381261		0		Triticum aestivum cDNA, clone: SET5_O06, cultivar: Chinese Spring [AK331026]

		A_99_P193568		7.380197		7.222384		6.875055		6.836283		7.5707016		7.763662		7.883915		7.094768		7.6494		7.5682063		8.126675		7.6251655		1.1411628		1.455261		2.0123205		1.1962217		1.205142		1.2708752		2.381086		1.7277354		0.19050455		0.5412779		1.0088601		0.25848484		0.2692032		0.34582233		1.2516198		0.78888226		No		Yes		Yes		AB289691		0		AB289691		Ta.62717		100037611		PTI1		protein kinase		0		0		0		AB289691 cDNA-AFLP screen, Chinese Spring Triticum aestivum cDNA clone TaDEF1, mRNA sequence [AB289691]

		A_99_P372882		3.631405		2.3693717		2.3256247		3.283438		2.2198074		4.0227575		4.1490808		3.9135067		4.158915		3.5532176		4.4218616		4.1511126		-2.6603162		3.1457105		3.5392804		1.5476388		1.4414392		2.271816		4.275926		1.8247193		-1.4115977		1.6533859		1.823456		0.6300688		0.5275099		1.183846		2.096237		0.8676746		Yes		No		No		TA103788_4565		0		0		0		0		0		0		0		TC447741		0		0

		A_99_P323796		5.468715		5.9638543		7.0523834		6.2401447		5.7936597		7.0972486		7.0948815		6.2439494		7.1890235		5.722694		7.2303367		6.463344		1.2526163		2.1937425		1.0298957		1.0026407		3.2950683		-1.1819429		1.1312778		1.1673194		0.3249445		1.1333942		0.04249811		0.0038046837		1.7203083		-0.2411604		0.17795324		0.22319937		No		Yes		Yes		TA88670_4565		0		0		0		0		0		0		0		TC400712		0		0

		A_99_P225201		10.123025		10.525046		10.1923685		10.4270735		10.461346		11.120324		11.354843		10.76648		10.240504		11.095445		11.1469		10.636249		1.2642841		1.5107634		2.2384105		1.2652364		1.0848378		1.4849335		1.9379504		1.156027		0.33832073		0.5952778		1.1624746		0.33940697		0.117479324		0.57039833		0.95453167		0.20917511		No		Yes		Yes		TA60047_4565		0		0		Ta.54821		0		0		0		0		TC378741		0		0

		A_99_P211331		5.3537307		5.373913		3.4823697		5.103941		8.258125		9.730619		12.745521		10.055699		9.413963		10.004804		12.301791		8.084857		7.4870358		20.487991		614.4497		30.947659		16.682142		24.776335		451.76282		7.8948727		2.9043946		4.3567066		9.263151		4.9517584		4.0602326		4.630891		8.819422		2.980916		Yes		Yes		Yes		TA54555_4565		0		0		Ta.21342		0		0		0		0		TC447464		0		Rep: Class I chitinase - Triticum aestivum (Wheat), partial (45%) [TC447464]

		A_99_P412867		9.56541		9.815845		9.156046		10.272339		8.599381		8.776414		8.040626		9.61876		9.05404		8.984977		8.068646		10.022546		-1.9534552		-2.0554163		-2.1665812		-1.5730655		-1.4254029		-1.778755		-2.1249068		-1.1890365		-0.9660282		-1.0394306		-1.1154203		-0.65357876		-0.5113697		-0.83086777		-1.0873995		-0.24979305		No		Yes		Yes		TC374788		0		0		0		0		0		0		0		TC374788		0		Rep: Glycoprotein D - Cervid herpesvirus 1, partial (5%) [TC374788]

		A_99_P571427		10.669296		10.752041		9.546814		10.013409		10.63161		11.418381		10.330764		9.885002		11.621945		11.220424		10.853783		10.144872		-1.0264664		1.5870415		1.7218385		-1.0930858		1.9354233		1.3835577		2.4742112		1.095404		-0.037686348		0.6663399		0.78394985		-0.12840652		0.9526491		0.46838284		1.3069687		0.13146305		No		Yes		Yes		TA70870_4565		0		0		Ta.55622		0		0		0		0		TC460285		0		0

		A_99_P551347		5.388353		5.108461		6.150062		6.0320582		5.4129624		6.062578		6.899901		6.0219784		6.3634458		5.822323		7.2485733		5.796898		1.0172044		1.9373939		1.681605		-1.0070113		1.9657677		1.6401888		2.141336		-1.1770376		0.024609566		0.9541173		0.7498388		-0.010079861		0.9750929		0.71386194		1.0985112		-0.23516035		No		Yes		Yes		AK332358		0		AK332358		Ta.7518		0		0		0		0		TC452772		0		Triticum aestivum cDNA, clone: SET1_B06, cultivar: Chinese Spring [AK332358]

		A_99_P570532		6.2223973		4.8186526		2.0460687		3.4459121		6.5381646		6.890654		5.0228343		4.265524		7.263001		5.5754		5.764607		4.118815		1.2446735		4.2046957		7.8721933		1.764931		2.0570881		1.6896768		13.164112		1.5942776		0.3157673		2.0720015		2.9767656		0.8196118		1.0406036		0.75674725		3.7185383		0.6729028		Yes		Yes		Yes		TA108581_4565		0		0		0		0		0		0		0		TC459935		0		Rep: Leucine-rich repeat family protein /protein kinase family protein- like - Oryza sativa subsp. japonica (Rice), partial (41%) [TC459935]

		A_99_P434607		7.403208		7.9856477		7.840864		7.4489627		8.3986435		9.66875		9.03572		8.64564		9.264409		9.0059805		9.513616		8.288745		1.9936825		3.2111769		2.2892194		2.292112		3.6331005		2.0283868		3.1882205		1.78978		0.9954357		1.6831021		1.1948557		1.1966777		1.8612013		1.0203328		1.6727514		0.83978224		Yes		Yes		Yes		BJ265615		0		0		Ta.39521		0		0		0		0		0		0		0

		A_99_P498477		4.1329975		4.008347		3.075524		2.6679451		3.9449823		5.1632476		4.6158233		4.6530585		6.429151		3.0435011		3.658448		4.1705966		-1.1391954		2.2266898		2.908548		3.9589376		4.9114656		-1.9518551		1.4978819		2.83363		-0.18801522		1.1549006		1.5402992		1.9851134		2.2961535		-0.9648459		0.5829239		1.5026515		Yes		No		No		AY064480		0		AY064480		Ta.55869		543066		LOC543066		glutathione-S-transferase Cla47		0		TC431059		0		Triticum aestivum glutathione-S-transferase Cla47 mRNA, complete cds [AY064480]

		A_99_P259286		1.9402262		1.8586649		2.4803264		1.8634726		2.9473584		7.6676736		9.662778		6.6032023		5.14834		5.569593		9.734172		6.7764893		2.0099118		56.064228		145.25572		26.71781		9.241418		13.094853		152.62476		30.12766		1.0071322		5.8090086		7.1824512		4.73973		3.2081141		3.710928		7.253845		4.913017		Yes		Yes		Yes		TA69806_4565		0		0		Ta.58097		0		0		0		0		TC440633		0		0

		A_99_P273106		10.321279		11.171898		9.804913		9.346619		9.168903		9.699313		8.829665		8.499759		8.576322		10.620093		8.66495		9.076687		-2.2227955		-2.7751865		-1.9659783		-1.798582		-3.3518486		-1.4659182		-2.2037525		-1.2057508		-1.1523752		-1.4725847		-0.9752474		-0.84685993		-1.744957		-0.55180454		-1.1399622		-0.2699318		Yes		No		No		TA73861_4565		0		0		0		0		0		0		0		TC387486		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC387486]

		A_99_P245741		5.1180058		5.944219		4.068734		6.43745		7.9218783		11.266999		14.390555		10.448421		9.772832		11.402143		13.992902		10.235641		6.983124		40.023632		1279.9052		16.122131		25.190819		43.954025		971.5656		13.91135		2.8038726		5.32278		10.321821		4.0109706		4.654826		5.4579234		9.924168		3.7981906		Yes		Yes		Yes		TA65932_4565		0		0		Ta.46365		0		0		0		0		TC373424		0		Rep: Pathogenisis-related protein 1.1 precursor - Triticum aestivum (Wheat), complete [TC373424]

		A_99_P509832		7.295746		6.046251		6.660654		6.922386		10.774639		10.70769		15.128936		10.908921		11.969414		11.844704		14.73174		10.173588		11.149393		25.306559		354.16595		15.851364		25.521973		55.655518		268.9298		9.5215845		3.4788933		4.6614394		8.468282		3.986535		4.673668		5.798453		8.071086		3.2512016		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC425707		0		T.aestivum pox2 gene [X85228]

		A_99_P417962		3.3365967		3.3742983		2.3240824		1.7046021		5.261675		4.8765674		3.6029875		5.820003		3.5458405		3.988427		2.342102		2.062454		3.7975743		2.832879		2.4265475		17.332415		1.156082		1.5306332		1.0125686		1.2815163		1.9250782		1.502269		1.2789052		4.115401		0.20924377		0.6141286		0.018019676		0.35785186		Yes		Yes		Yes		TC378967		0		0		0		0		0		0		0		TC378967		0		0

		A_99_P316371		6.643904		6.8199134		7.026612		6.7432346		6.4362316		5.7554436		6.1712036		5.386314		5.7101283		5.456144		5.7373185		5.521545		-1.1548237		-2.091401		-1.8092706		-2.561379		-1.9102691		-2.5735674		-2.444083		-2.332197		-0.2076726		-1.0644698		-0.8554082		-1.3569207		-0.9337759		-1.3637695		-1.2892933		-1.2216897		Yes		No		No		TA86489_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P555112		7.201271		6.5013404		7.8098893		7.328504		7.0279202		5.807857		7.0233912		5.341612		5.455114		5.955581		5.925571		6.0221334		-1.1276746		-1.6171834		-1.7248825		-3.9638221		-3.354638		-1.4597883		-3.6917846		-2.473186		-0.17335081		-0.69348335		-0.78649807		-1.9868922		-1.7461572		-0.5457592		-1.8843184		-1.3063707		Yes		No		No		CA692679		0		0		Ta.22647		0		0		0		0		TC454225		0		0

		A_99_P508212		8.120044		8.058412		8.516659		7.5983505		7.487486		6.7886524		6.748779		7.125177		7.500728		7.7272315		7.194937		7.364418		-1.5503112		-2.4112132		-3.4055314		-1.3881598		-1.5361463		-1.258042		-2.4996421		-1.1760362		-0.63255787		-1.2697592		-1.76788		-0.47317362		-0.6193156		-0.3311801		-1.3217216		-0.2339325		Yes		No		No		TC435284		0		0		0		0		0		0		0		TC435284		GO:0004124(cysteine synthase activity)|GO:0006520(cellular amino acid metabolic process)		0

		A_99_P438137		7.4339905		7.507192		5.272902		4.5575867		6.402757		6.465462		3.625988		4.0077467		6.5888557		6.99165		3.7009315		4.554874		-2.0437706		-2.0586948		-3.1316304		-1.4639233		-1.7964325		-1.4295311		-2.9731052		-1.0018821		-1.0312333		-1.0417299		-1.646914		-0.54984		-0.84513474		-0.51554203		-1.5719705		-0.0027127266		Yes		No		No		AK333773		0		AK333773		Ta.26360		0		0		0		0		TC394939		0		Triticum aestivum cDNA, clone: WT008_C22, cultivar: Chinese Spring [AK333773]

		A_99_P490907		6.2735667		7.544821		10.952606		9.100245		8.4663		9.199685		8.8610525		9.176532		10.28461		8.632665		9.427955		8.789412		4.571708		3.1489358		-4.2620683		1.0543007		16.122942		2.1255612		-2.8771722		-1.2404245		2.1927333		1.6548643		-2.0915537		0.076286316		4.011043		1.0878439		-1.5246515		-0.31083393		No		Yes		Yes		TA63214_4565		0		0		0		0		0		0		0		TC427665		0		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (49%) [TC427665]

		A_99_P244231		7.868013		7.40579		7.6326165		7.122669		6.8867054		6.0848866		6.4473433		4.9477754		6.650654		6.6174035		6.6238265		5.998486		-1.9742539		-2.4982247		-2.2740645		-4.5155253		-2.3252068		-1.7271416		-2.0122228		-2.179781		-0.9813075		-1.3209033		-1.1852732		-2.1748939		-1.2173591		-0.78838634		-1.00879		-1.1241832		Yes		No		No		TA65547_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P475827		5.233357		5.576317		5.34331		5.4504585		5.250563		5.8986373		6.2427964		5.8080335		5.953871		5.6927485		6.7163506		5.6504693		1.0119978		1.25034		1.865402		1.2812704		1.6477687		1.0840503		2.590159		1.1487069		0.017206192		0.32232046		0.89948654		0.35757494		0.7205138		0.11643171		1.3730407		0.20001078		No		Yes		Yes		CK159307		0		0		Ta.29275		0		0		0		0		TC419847		0		Rep: TPR Domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (24%) [TC419847]

		A_99_P454472		5.5183225		5.4846826		6.096539		5.06716		5.0143867		4.105561		5.760868		4.9634285		3.7048914		4.793338		3.9740868		4.8196063		-1.418077		-2.6010997		-1.2619642		-1.0745493		-3.5147717		-1.6147879		-4.3543344		-1.1871924		-0.5039358		-1.3791218		-0.33567095		-0.10373163		-1.813431		-0.69134474		-2.1224523		-0.24755383		Yes		No		No		CK213987		0		0		Ta.8973		0		0		0		0		TC406735		0		Rep: CXE carboxylesterase - Actinidia deliciosa (Kiwi), partial (20%) [TC406735]

		A_99_P014744		6.953945		6.5787845		7.38179		7.25032		6.8375344		6.222569		7.0261936		6.3428135		5.5209174		6.3069377		5.8179016		6.143841		-1.0840346		-1.2800636		-1.2795146		-1.8758006		-2.7001278		-1.2073524		-2.9564965		-2.1531954		-0.11641073		-0.35621548		-0.35559654		-0.90750647		-1.4330277		-0.27184677		-1.5638885		-1.1064792		Yes		No		No		CJ628545		0		CJ628545		Ta.6171		0		0		0		0		TC370810		0		CJ628545 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs15o12 5', mRNA sequence [CJ628545]

		A_99_P400857		7.35717		6.402846		4.7968955		6.2625985		4.917727		4.4153476		4.7274075		5.5658593		5.5466027		4.8289595		5.162903		6.4476686		-5.424323		-3.9654877		-1.0493443		-1.6208372		-3.5078022		-2.977056		1.2887812		1.1368722		-2.439443		-1.9874983		-0.06948805		-0.6967392		-1.8105674		-1.5738864		0.36600733		0.18507004		Yes		No		No		TA110659_4565		0		0		0		0		0		0		0		TC417671		0		0

		A_99_P074205		15.2499695		15.82703		15.957513		15.987851		14.866628		14.3828		15.134109		15.690392		14.247738		15.232033		14.446167		16.051508		-1.3043597		-2.7211757		-1.7695767		-1.2289784		-2.003096		-1.5104699		-2.8507586		1.0451114		-0.3833418		-1.4442301		-0.8234043		-0.2974596		-1.0022316		-0.5949974		-1.5113459		0.06365681		No		Yes		Yes		AK332332		0		AK332332		Ta.28740		543067		WPEAMT		phosphoethanolamine methyltransferase		0		TC446541		0		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P505422		4.811667		4.256069		7.9802394		5.093937		6.262979		7.9677353		7.8128624		6.951678		6.5031533		5.3161864		8.715409		5.8922515		2.7345665		13.101555		-1.1230148		3.6243968		3.229893		2.085101		1.6645935		1.7390683		1.4513121		3.711666		-0.167377		1.8577409		1.6914864		1.0601172		0.7351699		0.7983146		Yes		No		No		TA65657_4565		0		0		0		0		0		0		0		TC434092		0		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, partial (98%) [TC434092]

		A_99_P410032		3.2882216		3.7744255		2.6884797		5.376061		2.3217165		2.0936282		6.992724		6.8721414		2.5145197		3.4483974		7.253365		5.664388		-1.954101		-3.2060509		19.756344		2.820753		-1.7096511		-1.2535574		23.668316		1.2212235		-0.96650505		-1.6807973		4.304244		1.4960804		-0.7737019		-0.3260281		4.564885		0.28832722		No		Yes		Yes		TA69355_4565		0		0		0		0		0		0		0		TC372100		0		Rep: Os05g0456300 protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC372100]

		A_99_P486677		2.681983		2.6834047		2.2070796		1.9982295		4.7322106		4.496247		4.1948395		4.0112495		6.7800827		3.8622887		4.596754		2.5875683		4.141713		3.5133374		3.9662066		4.0362625		17.125803		2.264016		5.240391		1.504557		2.0502276		1.8128421		1.9877598		2.01302		4.0980997		1.178884		2.3896744		0.5893388		Yes		Yes		Yes		TC425541		0		0		0		0		0		0		0		TC425541		0		Rep: Glutathione transferase F3 - Triticum aestivum (Wheat), partial (40%) [TC425541]

		A_99_P448632		9.618673		9.382694		9.408673		10.929439		12.471981		14.695431		15.709259		13.994498		13.638629		14.799827		16.015314		13.934003		7.2265534		39.745964		78.82524		8.369025		16.222853		42.728664		97.453415		8.02535		2.8533077		5.3127365		6.3005857		3.0650597		4.0199556		5.4171324		6.606641		3.0045643		Yes		Yes		Yes		CV776926		0		CV776926		Ta.48791		0		0		0		0		TC402717		0		FGAS071330 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776926]

		A_99_P544362		10.572812		10.499614		11.032009		10.374311		10.60162		10.118412		9.629754		10.253142		10.5205		10.200291		9.909618		9.963084		1.0201687		-1.3024263		-2.6431441		-1.0876158		-1.0369252		-1.2305669		-2.1770744		-1.3298166		0.02880764		-0.38120174		-1.402255		-0.12116909		-0.052311897		-0.29932308		-1.1223907		-0.41122723		No		Yes		Yes		TC449855		0		0		0		0		0		0		0		TC449855		GO:0009536(plastid)		0

		A_99_P497172		5.661392		6.323499		5.5651207		6.066588		6.053137		7.028225		6.72885		6.63709		6.398538		6.631462		7.0280604		6.4872146		1.3119789		1.6298348		2.2403579		1.4850405		1.666875		1.2379584		2.7566953		1.3385088		0.3917446		0.70472574		1.1637292		0.5705023		0.7371459		0.3079629		1.4629397		0.42062664		No		Yes		Yes		CJ540852		0		0		Ta.35725		0		0		0		0		TC430467		0		Rep: Protein arginine N-methyltransferase 5 - Oryza sativa subsp. indica (Rice), partial (24%) [TC430467]

		A_99_P017564		4.459726		4.219318		4.560179		4.330589		3.7725735		3.494466		4.121958		3.0877602		3.1425283		3.6094038		3.2656822		3.3044512		-1.6101023		-1.652731		-1.3549329		-2.3666208		-2.491816		-1.5261683		-2.4529147		-2.0365646		-0.6871524		-0.72485185		-0.43822145		-1.2428286		-1.3171976		-0.60991406		-1.294497		-1.0261376		Yes		No		No		CJ550328		0		CJ550328		Ta.7132		0		0		0		0		0		0		CJ550328 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone rwhhg13f12 3', mRNA sequence [CJ550328]

		A_99_P146197		3.026924		1.6775861		3.1893685		2.1783047		3.1090972		3.9976532		7.418246		4.690691		4.685703		4.7015786		8.02386		4.468239		1.0586116		4.9935546		18.75076		5.7056303		3.1574917		8.134155		28.531658		4.890338		0.08217335		2.3200672		4.228877		2.5123863		1.6587789		3.0239925		4.8344917		2.2899342		Yes		No		No		CD933183		0		CD933183		Ta.51849		0		0		0		0		TC418737		0		GR45.120C01F010719 GR45 Triticum aestivum cDNA clone GR45120C01, mRNA sequence [CD933183]

		A_99_P207426		7.553017		7.6261		7.159138		7.6406155		7.9872165		8.497834		8.240481		7.9669547		8.061813		8.295104		8.363933		7.707168		1.3511608		1.829861		2.1160052		1.2538278		1.4228624		1.5899749		2.3050442		1.0472114		0.43419933		0.87173414		1.0813432		0.32633924		0.5087962		0.66900396		1.2047944		0.06655264		No		Yes		Yes		TA53277_4565		0		0		Ta.56416		0		0		0		0		TC385873		0		Rep: Ribophorin I - Hordeum vulgare (Barley), partial (62%) [TC385873]

		A_99_P504067		4.5796194		4.696172		4.3725557		4.91941		5.1600285		4.949302		5.5533614		5.145914		5.6368337		4.934843		5.7269473		5.09489		1.4952731		1.19179		2.2670336		1.1699963		2.0809095		1.179905		2.5568926		1.12934		0.58040905		0.25312996		1.1808057		0.22650385		1.0572143		0.23867083		1.3543916		0.17547989		No		Yes		Yes		BQ578629		0		0		Ta.4767		0		0		0		0		TC433421		0		0

		A_99_P377732		9.856631		9.357281		9.348762		9.086043		11.191211		11.928678		10.8380165		10.035206		11.962451		11.017044		11.149681		9.755249		2.5220196		5.943846		2.8074396		1.9307514		4.3044224		3.159647		3.4844224		1.5901972		1.3345795		2.5713968		1.489255		0.9491625		2.1058197		1.6597633		1.8009195		0.66920567		Yes		Yes		Yes		TA104977_4565		0		0		0		0		0		0		0		TC439992		0		0

		A_99_P257746		15.198739		14.450904		15.926848		15.46802		14.577479		11.830509		11.950437		13.938076		15.642709		12.180211		12.539075		13.497935		-1.5382177		-6.149183		-15.740525		-2.887747		1.3603423		-4.825548		-10.466981		-3.9179125		-0.6212597		-2.6203947		-3.9764118		-1.5299444		0.44396973		-2.2706928		-3.3877735		-1.9700851		Yes		Yes		Yes		AK333375		0		AK333375		Ta.49925		0		0		0		0		TC399756		0		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P302161		5.003826		6.9495406		6.856755		6.4117866		3.8066738		5.15409		5.6868744		5.30324		4.9775662		5.714651		5.428781		6.254419		-2.2928665		-3.4712389		-2.2499304		-2.1562834		-1.0183686		-2.3536332		-2.6906855		-1.1152505		-1.1971524		-1.7954507		-1.1698804		-1.1085467		-0.0262599		-1.2348895		-1.4279737		-0.1573677		Yes		Yes		Yes		TA82315_4565		0		0		0		0		0		0		0		TC407457		0		0

		A_99_P422122		2.0973256		1.80806		2.2774866		1.8105488		4.8469467		5.7179294		5.8500996		4.25231		7.3937354		4.8779836		6.070785		3.4098637		6.725405		15.031001		11.897718		5.433045		39.2987		8.397287		13.864258		3.029994		2.7496212		3.9098692		3.572613		2.441761		5.2964096		3.0699234		3.7932985		1.5993149		Yes		Yes		Yes		TC447572		0		0		0		0		0		0		0		TC447572		GO:0004033(aldo-keto reductase activity)|GO:0005739(mitochondrion)|GO:0008152(metabolic process)|GO:0016491(oxidoreductase activity)		0

		A_99_P239771		9.73005		9.315582		8.562177		9.126438		8.637424		8.550098		7.5265336		7.4374995		8.562597		8.76262		7.168406		8.933087		-2.1326182		-1.6999401		-2.0500274		-3.224194		-2.2461476		-1.467095		-2.6276455		-1.1434163		-1.0926256		-0.76548386		-1.0356431		-1.6889386		-1.1674528		-0.5529623		-1.3937707		-0.19335079		Yes		No		No		TA64372_4565		0		0		0		0		0		0		0		TC444180		0		Rep: Photosystem I reaction center subunit psaK, chloroplast precursor - Hordeum vulgare (Barley), complete [TC444180]

		A_99_P343851		10.327742		10.745109		10.14227		10.4507675		9.356535		8.825725		6.7749267		9.275483		9.265222		9.566384		7.3232827		9.115016		-1.9604796		-3.7826152		-10.319802		-2.258374		-2.0885766		-2.263765		-7.056669		-2.5240693		-0.97120667		-1.919384		-3.3673434		-1.1752844		-1.06252		-1.1787243		-2.8189874		-1.3357515		Yes		Yes		Yes		TA94821_4565		0		0		0		0		0		0		0		TC393747		0		Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC393747]

		A_99_P536437		4.7087817		4.94229		5.8850055		5.042968		4.2534733		4.673809		4.2402425		4.996232		4.19016		5.036801		4.9384995		4.725638		-1.3710759		-1.2045387		-3.1269648		-1.0329251		-1.4325862		1.0677035		-1.9271996		-1.2460223		-0.45530844		-0.26848078		-1.644763		-0.046735764		-0.5186219		0.09451103		-0.946506		-0.31732988		No		Yes		Yes		BQ487370		0		0		Ta.16068		0		0		0		0		TC447129		0		Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC447129]

		A_99_P047100		7.6847057		8.262657		6.896113		7.0767503		6.5443635		6.89393		6.1652565		6.016196		6.2900634		7.469046		5.673796		6.929297		-2.204333		-2.5824263		-1.659624		-2.085733		-2.6292336		-1.7334077		-2.333211		-1.1076126		-1.1403422		-1.3687272		-0.7308564		-1.0605545		-1.3946424		-0.79361105		-1.2223167		-0.14745331		Yes		No		No		BQ744202		0		BQ744202		Ta.17162		0		0		0		0		TC396698		0		WHE4112_H01_P02ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4112_H01_P02, mRNA sequence [BQ744202]

		A_99_P236686		14.212891		14.232628		13.429065		12.964726		13.136055		13.098908		12.224921		11.637207		13.008292		13.574782		12.158589		13.103934		-2.1094043		-2.1942372		-2.3040044		-2.509708		-2.3047311		-1.5777247		-2.4124105		1.1013002		-1.0768356		-1.1337194		-1.2041435		-1.3275194		-1.2045984		-0.6578455		-1.2704754		0.13920784		Yes		No		No		TA63517_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P465982		10.891494		10.90086		11.366176		11.500832		11.115895		10.24519		10.381859		11.2603		10.200795		10.588654		9.939914		11.423168		1.1682924		-1.5753475		-1.9783763		-1.1814282		-1.6140649		-1.241605		-2.6874948		-1.0553075		0.22440147		-0.65567017		-0.9843168		-0.24053192		-0.6906986		-0.31220627		-1.4262619		-0.07766342		No		Yes		Yes		AK331438		0		AK331438		Ta.33151		0		0		0		0		TC414234		0		Triticum aestivum cDNA, clone: WT007_H23, cultivar: Chinese Spring [AK331438]

		A_99_P363766		4.7217793		4.054135		4.9000115		5.0031743		5.9161286		6.9266777		7.633592		6.306587		6.858202		6.1869903		7.97708		6.367794		2.288416		7.3235483		6.651043		2.4681206		4.3967047		4.3858466		8.438978		2.5750844		1.1943493		2.8725429		2.7335806		1.3034129		2.1364226		2.1328554		3.0770683		1.3646197		Yes		Yes		Yes		TA101289_4565		0		0		0		0		0		0		0		TC379210		0		Rep: Phenylalanine ammonia lyase - Rhodotorula glutinis (Yeast), partial (3%) [TC379210]

		A_99_P413427		11.187012		11.224753		12.012759		11.909665		10.656279		9.985878		10.839843		11.027102		10.792703		10.815647		11.2142515		11.577628		-1.4446632		-2.3601449		-2.2546701		-1.8436472		-1.3143132		-1.327863		-1.7393011		-1.2587894		-0.5307331		-1.2388754		-1.1729164		-0.88256264		-0.39430904		-0.40910625		-0.7985077		-0.33203697		No		Yes		Yes		TC375235		0		0		0		0		0		0		0		TC375235		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC375235]

		A_99_P270536		9.128638		9.515645		12.36992		11.516067		7.507282		8.072608		11.789905		10.095875		7.4484267		8.693526		11.160342		11.188207		-3.0766418		-2.7189262		-1.494865		-2.6762109		-3.2047493		-1.7680006		-2.312699		-1.2551501		-1.6213565		-1.443037		-0.5800152		-1.4201918		-1.6802115		-0.82211876		-1.2095776		-0.32785988		Yes		No		No		TA73108_4565		0		0		Ta.12347		0		0		0		0		TC381387		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC381387]

		A_99_P154242		12.5301285		11.878329		11.035085		11.009239		13.685139		14.175354		12.716407		11.664802		14.5583725		14.02863		13.76149		12.145191		2.226859		4.914432		3.2072172		1.5752299		4.0790806		4.4392037		6.6180453		2.1976354		1.1550102		2.2970247		1.6813221		0.6555624		2.028244		2.150301		2.7264051		1.135952		Yes		Yes		Yes		TC385645		0		0		0		0		0		0		0		TC385645		0		Rep: Lipase (Class 3) family-like protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC385645]

		A_99_P521867		8.359985		7.9561763		7.54187		7.4839053		8.785157		9.490209		8.595565		8.223502		9.958492		8.496664		9.015025		8.272931		1.3427324		2.8959413		2.0758393		1.6697092		3.0282974		1.4544642		2.7762837		1.7279073		0.42517185		1.5340323		1.0536947		0.73959684		1.5985069		0.54048777		1.473155		0.7890258		Yes		Yes		Yes		TC429898		0		0		0		0		0		0		0		TC429898		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC429898]

		A_99_P026654		5.9557033		5.803856		6.010645		6.6746006		5.8101788		5.4288864		4.939594		5.8027725		6.2525387		4.9792113		4.9426684		6.2676005		-1.1061327		-1.2968122		-2.1009636		-1.8299803		1.2284468		-1.7710986		-2.0964909		-1.3259258		-0.1455245		-0.37496948		-1.0710511		-0.8718281		0.29683542		-0.82464457		-1.0679765		-0.40700006		No		Yes		Yes		TA89379_4565		0		0		0		0		0		0		0		TC406371		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), complete [TC406371]

		A_99_P305036		7.5363564		7.860458		7.737512		7.75619		6.704405		6.8566704		5.8012843		7.263265		7.154097		7.310225		6.334795		7.136116		-1.7800918		-2.0052576		-3.8270369		-1.4072949		-1.3033814		-1.4643221		-2.6439908		-1.5369538		-0.8319516		-1.0037875		-1.9362278		-0.4929247		-0.38225937		-0.5502329		-1.4027171		-0.6200738		Yes		No		No		BQ246190		0		BQ246190		Ta.5867		0		0		0		0		TC414911		0		TaE15015A06R TaE15 Triticum aestivum cDNA clone TaE15015A06R, mRNA sequence [BQ246190]

		A_99_P274741		11.294327		10.836551		10.946235		11.161555		12.271153		13.216682		12.179417		11.579213		13.088857		12.006244		12.750201		11.518337		1.9681315		5.2058425		2.3508492		1.3357573		3.4690242		2.249638		3.4917893		1.2805663		0.97682667		2.3801317		1.233182		0.41765785		1.7945299		1.169693		1.8039665		0.35678196		Yes		Yes		Yes		AK333001		0		AK333001		Ta.48495		0		0		0		0		TC405843		0		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P274731		7.918577		7.4788156		7.417917		7.794828		8.774646		9.517147		8.524943		7.9211216		9.253387		8.710361		8.787846		7.6701255		1.810099		4.107702		2.1540124		1.091486		2.522423		2.3481832		2.5845783		-1.0902828		0.8560686		2.0383315		1.1070266		0.12629366		1.3348103		1.231545		1.3699288		-0.12470245		Yes		Yes		Yes		AK333001		0		AK333001		Ta.48495		0		0		0		0		TC460228		0		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P255031		10.382176		11.040835		10.475692		11.450474		9.767503		9.953151		9.577663		10.641956		9.949422		10.210366		9.450929		10.770289		-1.5312115		-2.1253266		-1.8635175		-1.7514107		-1.3498083		-1.7782636		-2.0346253		-1.6023445		-0.6146736		-1.0876846		-0.8980284		-0.80851746		-0.43275452		-0.83046913		-1.0247631		-0.68018436		No		Yes		Yes		TA68562_4565		0		0		0		0		0		0		0		TC437984		0		Rep: Glycoside hydrolase, family 19 - Medicago truncatula (Barrel medic), partial (57%) [TC437984]

		A_99_P532852		9.091794		8.690616		8.325398		9.115609		7.8578515		7.870014		7.396275		7.4711785		8.222751		8.082806		7.127092		8.532142		-2.3520887		-1.7661421		-1.9041187		-3.1262445		-1.8264514		-1.5239441		-2.2947016		-1.4984463		-1.2339425		-0.82060146		-0.9291234		-1.6444306		-0.86904335		-0.60781		-1.1983066		-0.5834675		Yes		No		No		CD861509		0		0		Ta.60183		0		0		0		0		TC445655		0		Rep: Glycine-rich protein - Citrus unshiu (Satsuma orange), partial (27%) [TC445655]

		A_99_P483272		1.9293337		1.7572473		2.2271633		1.7578092		2.0536945		1.6501862		7.739022		4.676821		2.9229953		1.7903186		7.4386163		2.9455597		1.0900247		-1.077032		45.628345		7.56328		1.9912324		1.023188		37.05132		2.277973		0.1243608		-0.10706115		5.5118585		2.919012		0.99366164		0.03307128		5.211453		1.1877506		Yes		Yes		Yes		BT009357		0		BT009357		Ta.48754		0		0		0		0		TC423778		0		Triticum aestivum clone wlm96.pk0023.a11:fis, full insert mRNA sequence [BT009357]

		A_99_P121189		3.9360924		4.448264		4.9169064		4.837288		3.4713886		3.1430721		4.1044526		2.4803452		2.5822861		2.989029		3.1192913		2.8358097		-1.380034		-2.4711661		-1.7561959		-5.1228356		-2.5558555		-2.7496257		-3.4764504		-4.0041003		-0.4647038		-1.305192		-0.81245375		-2.3569427		-1.3538063		-1.4592352		-1.797615		-2.0014782		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P224186		6.7063975		7.724157		6.498455		9.31586		10.36349		13.00652		15.553012		11.841297		11.456143		12.996009		15.03078		11.774995		12.615212		38.91794		531.7325		5.7574797		26.903946		38.635414		370.242		5.4988694		3.6570926		5.2823634		9.054557		2.5254374		4.749746		5.271852		8.532325		2.459135		Yes		Yes		Yes		CK162151		0		CK162151		Ta.27762		543342		Ta-TLP		thaumatin-like protein		0		TC441162		0		FGAS014736 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162151]

		A_99_P565517		9.446727		9.5838175		8.538063		8.648255		9.298383		10.835063		10.000826		8.86809		9.968715		10.059218		10.2016325		8.858039		-1.1082966		2.3804684		2.7563572		1.1645999		1.4359325		1.3903046		3.1679938		1.1565146		-0.14834404		1.2512455		1.4627628		0.21983433		0.5219879		0.47540092		1.6635695		0.20978355		No		Yes		Yes		TA83418_4565		0		0		0		0		0		0		0		TC458266		0		Rep: Isochorismate synthetase - Acinetobacter baumannii (strain ATCC 17978 / NCDC KC 755), partial (6%) [TC458266]

		A_99_P257226		6.863745		6.517879		6.6021767		5.954557		6.0622277		4.951603		5.260939		4.9368043		5.5802865		5.7599244		5.017306		5.480804		-1.7429335		-2.961393		-2.5336857		-2.0247624		-2.4342186		-1.6910913		-2.9998093		-1.3887173		-0.8015175		-1.5662761		-1.3412375		-1.0177526		-1.2834587		-0.7579546		-1.5848708		-0.47375298		Yes		Yes		Yes		TA69182_4565		0		0		0		0		0		0		0		TC414346		0		Rep: Fibrillin 5 - Coffea canephora (Robusta coffee), partial (71%) [TC414346]

		A_99_P231296		10.45993		9.745037		9.404166		9.051766		8.871876		8.393937		8.872746		6.8281875		8.967803		9.065987		9.173921		8.254043		-3.0064368		-2.5510654		-1.4453509		-4.670506		-2.8130348		-1.6010857		-1.1730347		-1.7383562		-1.5880547		-1.3511		-0.53141975		-2.223579		-1.4921274		-0.67905045		-0.23024559		-0.79772377		Yes		No		No		TA61897_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P404042		6.341099		6.705681		5.1682963		5.4469247		6.821537		7.2739377		6.366058		5.412163		7.8980765		6.9167004		7.2507434		4.793443		1.3951674		1.482731		2.293835		-1.0243877		2.942368		1.1575059		4.23525		-1.5729594		0.48043823		0.56825686		1.1977615		-0.034761906		1.5569777		0.21101952		2.082447		-0.6534815		No		Yes		Yes		TA111418_4565		0		0		0		0		0		0		0		TC433652		0		Rep: LOC539158 protein - Bos taurus (Bovine), partial (5%) [TC433652]

		A_99_P436592		10.879378		11.494664		11.285956		11.338078		10.036033		10.487507		9.999776		11.099682		10.560657		10.574606		10.378074		11.079571		-1.7942061		-2.0099468		-2.4388154		-1.1796801		-1.247225		-1.8921916		-1.8762898		-1.19624		-0.84334564		-1.0071573		-1.2861805		-0.23839569		-0.31872177		-0.92005825		-0.9078827		-0.25850677		No		Yes		Yes		CJ714981		0		0		Ta.23388		0		0		0		0		TC393802		0		0

		A_99_P522097		6.4198823		5.7660065		7.299749		6.751201		5.735002		5.522995		6.272945		5.8564396		6.125425		5.204677		6.2935166		6.349603		-1.6075685		-1.1834605		-2.0375056		-1.8593025		-1.2264236		-1.4756283		-2.0086584		-1.3209703		-0.68488026		-0.24301147		-1.026804		-0.89476156		-0.29445744		-0.56132936		-1.0062323		-0.40159798		No		Yes		Yes		TA83397_4565		0		0		0		0		0		0		0		TC441337		0		0

		A_99_P232466		7.981268		8.128567		8.642081		8.194276		7.707126		6.9148273		7.584535		6.861973		7.200546		7.083571		7.0726304		7.0524077		-1.2092745		-2.3193803		-2.0813882		-2.5180433		-1.7179906		-2.0633602		-2.9679172		-2.2066658		-0.2741418		-1.2137394		-1.0575461		-1.332303		-0.78072214		-1.0449958		-1.5694509		-1.1418681		Yes		No		No		TA62286_4565		0		0		0		0		0		0		0		TC370464		0		Rep: Eukaryotic translation initiation factor 2 alpha subunit family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (54%) [TC370464]

		A_99_P048264		5.6316605		5.157778		5.571198		5.4585934		4.3454623		4.166231		4.7657337		3.4514866		4.364645		4.2141376		3.9747314		4.096891		-2.4388452		-1.9883155		-1.7477081		-4.019753		-2.406632		-1.9233752		-3.0240176		-2.5698826		-1.2861981		-0.99154663		-0.80546427		-2.0071068		-1.2670155		-0.94364023		-1.5964665		-1.3617024		Yes		No		No		CA620972		0		CA620972		Ta.17449		0		0		0		0		0		0		wl1n.pk0070.b8 wl1n Triticum aestivum cDNA clone wl1n.pk0070.b8 5' end, mRNA sequence [CA620972]

		A_99_P484782		2.6462543		3.1122425		3.0417664		3.147218		6.007607		10.972695		11.147935		7.655823		10.055152		8.000077		11.600189		6.7496667		10.277039		232.39781		275.5497		22.762783		169.94185		29.606346		377.0006		12.146331		3.3613527		7.8604527		8.106169		4.508605		7.4088974		4.8878345		8.558423		3.6024487		Yes		Yes		Yes		CN009752		0		0		Ta.55207		0		0		0		0		TC424593		0		0

		A_99_P205196		6.184547		6.366854		5.7546363		5.3171453		6.1091857		7.2795157		8.099505		6.145067		6.300127		6.6933465		7.54761		6.3336124		-1.0536249		1.8825152		5.080143		1.7751266		1.0834106		1.2539608		3.4652839		2.022959		-0.07536125		0.91266155		2.3448691		0.82792187		0.11558008		0.3264923		1.7929735		1.0164671		Yes		Yes		Yes		AB244642		0		AB244642		Ta.50359		100037607		TaGlb2f		endo-beta-1,3-glucanase		0		NP9351208		0		Triticum aestivum TaGlb2f mRNA for endo-beta-1,3-glucanase, complete cds [AB244642]

		A_99_P532162		5.863064		2.6113605		3.9828746		5.0830116		6.4031405		5.4001575		7.294131		6.4122167		7.949658		6.3686714		7.6108193		6.1392074		1.4540498		6.9105325		9.926301		2.512642		4.247442		13.522696		12.362895		2.079441		0.54007673		2.788797		3.3112562		1.329205		2.086594		3.7573109		3.6279447		1.0561957		Yes		Yes		Yes		TC445387		0		0		0		0		0		0		0		TC445387		GO:0004674(protein serine/threonine kinase activity)|GO:0004713(protein tyrosine kinase activity)|GO:0005524(ATP binding)|GO:0006468(protein amino acid phosphorylation)		Rep: Os08g0331900 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC445387]

		A_99_P216251		7.5827928		7.5614524		7.4591756		7.187388		8.118488		9.361642		8.14283		7.264698		8.9363165		8.283502		8.676444		7.388396		1.4496409		3.4826596		1.6062031		1.0550491		2.555355		1.6495234		2.3250608		1.1495011		0.53569555		1.8001895		0.6836543		0.077310085		1.3535237		0.72204924		1.2172685		0.20100784		No		Yes		Yes		TA56665_4565		0		0		0		0		0		0		0		TC415628		0		0

		A_99_P491592		5.2449913		6.104404		4.378586		7.819144		8.668536		11.396825		13.762843		10.494559		9.80365		11.4045105		13.197932		10.700606		10.729753		39.190197		668.2561		6.3882265		23.566385		39.39953		451.73923		7.368968		3.423545		5.292421		9.384257		2.6754155		4.5586586		5.3001065		8.819346		2.8814626		Yes		Yes		Yes		TC428016		0		0		0		0		0		0		0		TC428016		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (83%) [TC428016]

		A_99_P121429		3.9663067		3.9504654		6.5622063		6.057463		3.0321872		2.9604928		4.634003		5.8464828		3.3833773		3.0046914		5.519237		5.809494		-1.910724		-1.9861473		-3.8058088		-1.1574745		-1.4978876		-1.9262221		-2.060464		-1.1875342		-0.93411946		-0.9899726		-1.9282031		-0.21098042		-0.5829294		-0.9457741		-1.0429692		-0.24796915		Yes		No		No		TC441305		0		0		0		0		0		0		0		TC441305		GO:0005739(mitochondrion)		0

		A_99_P275691		9.300582		9.711228		9.397288		9.914386		11.331166		13.415775		12.073039		9.570248		12.2811365		11.568803		12.270963		9.559394		4.085703		13.037063		6.3897114		-1.2693925		7.892895		3.6239786		7.3292947		-1.2789785		2.0305843		3.704547		2.6757507		-0.34413815		2.9805546		1.8575745		2.8736744		-0.3549919		Yes		Yes		Yes		TA74636_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P332951		5.643053		6.360765		5.397062		6.098322		6.247952		7.5939426		7.2260895		6.482123		6.205752		7.3348026		7.129833		6.398824		1.5208722		2.3508422		3.5529752		1.304775		1.4770297		1.9643304		3.3236568		1.2315731		0.6048989		1.2331777		1.8290277		0.38380098		0.56269884		0.97403765		1.7327714		0.3005023		Yes		Yes		Yes		TA91448_4565		0		0		Ta.38985		0		0		0		0		TC393978		0		Rep: OJ000126_13.4 protein - Oryza sativa subsp. japonica (Rice), partial (51%) [TC393978]

		A_99_P112570		8.026912		7.5078635		6.9912524		6.371425		7.001097		6.1908		6.597008		4.6839204		6.7953315		6.8550687		6.2265286		5.393888		-2.0361087		-2.4915843		-1.314254		-3.2209914		-2.3482406		-1.572211		-1.6990447		-1.9691011		-1.0258145		-1.3170633		-0.3942442		-1.6875048		-1.2315803		-0.65279484		-0.7647238		-0.97753716		Yes		No		No		TA93126_4565		0		0		0		0		0		0		0		TC455094		0		Rep: Ankyrin repeat-rich protein - Solanum tuberosum (Potato), partial (66%) [TC455094]

		A_99_P240726		10.44629		10.607515		10.866283		10.649132		9.994946		9.478692		8.633957		10.640102		10.602074		9.022054		8.929979		10.210336		-1.3673139		-2.186803		-4.698911		-1.0062783		1.1140265		-3.001038		-3.8272393		-1.3554727		-0.4513445		-1.1288233		-2.2323265		-0.009029388		0.15578365		-1.5854616		-1.9363041		-0.43879604		No		Yes		Yes		TA64669_4565		0		0		0		0		0		0		0		TC427523		0		Rep: Dehydrin - Triticum turgidum subsp. durum (durum wheat), partial (68%) [TC427523]

		A_99_P333846		7.975916		7.8690515		8.070634		8.288183		8.020393		7.443952		7.29353		8.049456		7.7627473		7.6822953		6.996157		8.199085		1.0313096		-1.342665		-1.7136873		-1.1799515		-1.1592314		-1.1382016		-2.105958		-1.063705		0.044477463		-0.42509937		-0.7771039		-0.23872757		-0.21316862		-0.18675613		-1.0744767		-0.08909798		No		Yes		Yes		AK331098		0		AK331098		Ta.36097		0		0		0		0		TC382248		0		Triticum aestivum cDNA, clone: SET6_C03, cultivar: Chinese Spring [AK331098]

		A_99_P259336		10.528579		9.829036		10.22585		10.593006		11.310787		12.442344		13.269176		12.402923		12.750945		11.224045		13.605187		12.105105		1.7197614		6.119051		8.243891		3.5062199		4.666582		2.629902		10.405953		2.8522477		0.78220844		2.613308		3.0433254		1.8099165		2.2223663		1.395009		3.3793373		1.5120993		Yes		Yes		Yes		AK335992		0		AK335992		Ta.55698		0		0		0		0		TC369994		0		Triticum aestivum cDNA, clone: SET2_P11, cultivar: Chinese Spring [AK335992]

		A_99_P511377		8.315838		7.3222623		5.6692085		5.8359222		7.670921		6.4112854		4.2166224		5.8368073		7.67993		7.0955443		4.581853		5.658076		-1.5636493		-1.8803183		-2.7369823		1.0006137		-1.553915		-1.1701698		-2.1248422		-1.131194		-0.644917		-0.9109769		-1.4525862		8.85E-04		-0.63590765		-0.22671795		-1.0873556		-0.17784643		No		Yes		Yes		CD924185		0		0		Ta.50091		0		0		0		0		TC436697		0		Rep: Protein translocase subunit secA 1 - Mycobacterium ulcerans (strain Agy99), partial (4%) [TC436697]

		A_99_P124905		6.1930084		5.9715557		6.505436		5.8382964		5.88244		5.7054095		5.3698726		5.7490997		6.038048		5.7829137		5.5335045		5.822155		-1.2401961		-1.2025911		-2.1970434		-1.0637777		-1.1133913		-1.1396904		-1.9614648		-1.0112512		-0.31056833		-0.26614618		-1.1355634		-0.08919668		-0.15496063		-0.18864202		-0.97193146		-0.016141415		No		Yes		Yes		TA98803_4565		0		0		0		0		0		0		0		TC372674		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC372674]

		A_99_P475617		4.8640385		5.047453		4.5625787		4.6735835		3.4997244		4.2403684		3.620778		3.769991		4.134653		4.466083		3.9786348		4.3812623		-2.574539		-1.749672		-1.9209242		-1.8707186		-1.6579326		-1.4962693		-1.4989413		-1.224609		-1.3643141		-0.80708456		-0.9418006		-0.9035926		-0.7293854		-0.5813699		-0.58394384		-0.2923212		Yes		No		No		TC419758		0		0		0		0		0		0		0		TC419758		0		0

		A_99_P505187		11.219911		11.338708		10.998871		11.113996		10.884071		10.611705		9.842316		10.93736		10.959115		10.92667		10.039607		10.950958		-1.2621114		-1.6551971		-2.229245		-1.1302452		-1.1981393		-1.3305639		-1.9443175		-1.1196418		-0.33583927		-0.7270031		-1.1565552		-0.17663574		-0.2607956		-0.41203785		-0.9592638		-0.1630373		No		Yes		Yes		TA77821_4565		0		0		0		0		0		0		0		TC434017		0		Rep: Os12g0290600 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC434017]

		A_99_P236421		9.164119		8.439723		8.961071		8.682151		10.264468		10.778996		13.622804		11.608197		11.778915		10.832112		13.90081		10.094831		2.144066		5.0604773		25.311703		7.6002474		6.1253686		5.250262		30.690905		2.6623137		1.1003494		2.3392735		4.6617327		2.9260464		2.6147966		2.3923893		4.939739		1.4126806		Yes		Yes		Yes		TA63445_4565		0		0		0		0		0		0		0		TC398551		0		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC398551]

		A_99_P238606		14.820958		14.77245		14.323181		14.038255		13.872913		13.6156435		13.470141		12.841549		13.723887		14.04515		13.143936		14.300499		-1.9292562		-2.229634		-1.8063028		-2.292157		-2.139199		-1.6555386		-2.2645824		1.199343		-0.9480448		-1.156807		-0.85303974		-1.1967058		-1.0970707		-0.72730064		-1.179245		0.26224422		Yes		No		No		TA64037_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P359511		2.6859639		1.908336		2.4958398		2.0487773		2.6626055		2.481486		3.2495382		3.7511292		5.056112		1.9345204		2.9617221		3.7495174		-1.0163225		1.4877685		1.6861097		3.2543104		5.1699414		1.0183153		1.3811618		3.2506766		-0.023358345		0.57315004		0.75369835		1.7023518		2.370148		0.02618432		0.4658823		1.7007401		Yes		No		No		TA99843_4565		0		0		0		0		0		0		0		TC412420		0		Rep: Chromosome undetermined scaffold_55, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC412420]

		A_99_P581012		13.132007		13.361942		12.314509		11.412366		13.176842		13.802795		13.718989		12.632621		13.692307		14.241455		14.423512		12.206613		1.0315653		1.3574067		2.6472235		2.3298788		1.4745767		1.8397539		4.313931		1.7341716		0.04483509		0.44085312		1.40448		1.2202549		0.5603008		0.8795128		2.109003		0.7942467		Yes		Yes		Yes		AB029935		0		AB029935		Ta.54078		542779		Chi 2		chitinase 2		0		TC375114		0		Triticum aestivum mRNA for chitinase 2, complete cds [AB029935]

		A_99_P446867		9.42761		8.737061		9.654031		9.29333		11.396278		13.014045		11.192199		9.972074		12.884972		10.851031		11.233964		9.378536		3.9140658		19.38655		2.9042547		1.6007448		10.984225		4.3288107		2.98956		1.0608392		1.968668		4.276984		1.538168		0.67874336		3.4573612		2.1139708		1.5799332		0.08520603		Yes		Yes		Yes		DN829398		0		0		Ta.46885		0		0		0		0		TC401461		0		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (23%) [TC401461]

		A_99_P235841		10.598247		11.125267		9.676852		11.577109		9.218661		8.736792		8.834769		10.061551		8.687717		10.051273		7.7742925		11.511349		-2.6019356		-5.2360373		-1.7926365		-2.8590944		-3.7594695		-2.105253		-3.7387598		-1.0466366		-1.3795853		-2.3884754		-0.842083		-1.5155582		-1.9105291		-1.0739937		-1.9025598		-0.06576061		Yes		No		No		TA63295_4565		0		0		0		0		0		0		0		TC375948		0		0

		A_99_P495707		8.886547		9.957156		9.147011		9.812967		8.203336		8.243827		7.6007266		8.277953		8.270309		8.558948		7.854206		8.398957		-1.6057099		-3.279167		-2.9206393		-2.8979127		-1.5328724		-2.635741		-2.450039		-2.6647682		-0.6832113		-1.7133293		-1.5462842		-1.5350142		-0.61623764		-1.3982086		-1.2928047		-1.41401		Yes		Yes		Yes		TA54541_4565		0		0		Ta.54781		0		0		0		0		TC429805		0		0

		A_99_P358906		1.7775745		1.7457522		1.7569071		1.7251877		1.7957393		1.7716211		5.213042		3.636675		2.3773406		1.7653621		6.043369		4.1302		1.0126704		1.0180926		10.974892		3.7619672		1.5154707		1.0136853		19.514328		5.2964		0.018164754		0.025868893		3.4561348		1.9114872		0.599766		0.019609928		4.286462		2.4050121		Yes		Yes		Yes		TA99638_4565		0		0		0		0		0		0		0		TC420907		0		Rep: Coatomer complex subunit - Brachypodium sylvaticum (False brome), partial (5%) [TC420907]

		A_99_P495577		12.247365		12.591689		12.590606		13.438848		12.593261		13.212068		14.026947		13.419772		12.671631		13.142486		13.951874		13.456288		1.2709398		1.5372784		2.7063365		-1.0133098		1.3418895		1.4648943		2.569109		1.0121624		0.34589577		0.6203785		1.4363413		-0.019075394		0.42426586		0.5507965		1.361268		0.017440796		No		Yes		Yes		TA63357_4565		0		0		Ta.54576		0		0		0		0		TC429750		0		0

		A_99_P192567		2.305686		5.7059913		5.6261563		5.376681		1.7061366		2.0251696		4.6092		4.7438293		1.7597259		3.9154117		4.610502		5.111307		-1.5152433		-12.82442		-2.0236452		-1.5506269		-1.4599916		-3.4595385		-2.02182		-1.2019473		-0.5995494		-3.6808217		-1.0169563		-0.6328516		-0.54596007		-1.7905796		-1.0156546		-0.2653737		Yes		Yes		Yes		CJ693714		0		CJ693714		Ta.62447		0		0		0		0		TC451037		0		CJ693714 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc14g02 5', mRNA sequence [CJ693714]

		A_99_P441262		9.181108		9.530142		9.717443		9.772026		10.690388		12.27653		11.415931		9.618016		11.119624		11.36663		11.563298		9.639821		2.8466778		6.710352		3.2456048		-1.1126577		3.8331108		3.5713952		3.5946586		-1.0959675		1.5092793		2.7463884		1.6984873		-0.15400982		1.9385157		1.8364878		1.8458548		-0.13220501		Yes		Yes		Yes		AK335765		0		AK335765		Ta.28735		0		0		0		0		TC397344		0		Triticum aestivum cDNA, clone: WT013_L14, cultivar: Chinese Spring [AK335765]

		A_99_P456377		7.1983275		6.5728545		7.7424674		7.317896		6.9998126		5.808752		6.842075		5.087128		5.681576		6.03017		5.741958		5.9118176		-1.1475165		-1.6983131		-1.8665738		-4.693837		-2.8614607		-1.4566805		-4.0014124		-2.650158		-0.19851494		-0.76410246		-0.90039253		-2.2307677		-1.5167518		-0.54268456		-2.0005093		-1.4060783		Yes		No		No		CV780913		0		0		Ta.55533		0		0		0		0		TC408035		0		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC408035]

		A_99_P425017		5.5121665		5.8392158		6.532781		5.8648114		4.8891015		4.5220413		4.648426		4.279507		4.192434		4.595263		4.0100856		3.954312		-1.5401437		-2.491776		-3.6918786		-3.0007107		-2.4961984		-2.3684657		-5.7465477		-3.759392		-0.623065		-1.3171744		-1.8843551		-1.5853043		-1.3197327		-1.2439528		-2.5226955		-1.9104993		Yes		No		No		TC384755		0		0		0		0		0		0		0		TC384755		0		Rep: Os04g0690300 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC384755]

		A_99_P302431		10.155545		9.848131		10.410697		10.255127		10.68908		10.676248		11.389081		10.348485		10.956632		10.365479		11.6180725		10.272015		1.4474716		1.775366		1.9702573		1.0668505		1.7424128		1.431322		2.309172		1.0117744		0.533535		0.8281164		0.978384		0.09335804		0.8010864		0.5173483		1.2073755		0.016887665		No		Yes		Yes		TA82389_4565		0		0		0		0		0		0		0		TC396335		0		Rep: Os01g0873900 protein - Oryza sativa subsp. japonica (Rice), partial (58%) [TC396335]

		A_99_P063857		7.0568237		6.636582		6.953896		7.1981087		5.777577		5.3010025		5.6799026		6.8386855		6.353638		5.774737		6.078222		7.35243		-2.4271224		-2.5237682		-2.4183004		-1.2829129		-1.6280957		-1.817361		-1.8348655		1.1128979		-1.2792468		-1.3355794		-1.2739935		-0.35942316		-0.70318556		-0.861845		-0.87567425		0.1543212		Yes		No		No		CK170473		0		CK170473		Ta.24728		543245		Wcor719		Wcor719 protein		0		0		0		FGAS045385 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170473]

		A_99_P348646		7.685997		7.776047		9.584323		7.907561		6.9264483		5.46529		6.8173423		7.034849		6.0828195		6.876236		6.8763156		7.2680736		-1.6929609		-4.961434		-6.8068185		-1.8311014		-3.0381172		-1.8658218		-6.534185		-1.5577754		-0.75954866		-2.3107572		-2.7669806		-0.87271166		-1.6031775		-0.89981127		-2.7080073		-0.63948727		Yes		No		No		TA96307_4565		0		0		0		0		0		0		0		TC452945		0		Rep: Polygalacturonase 3 - Oncidium Gower Ramsey, partial (88%) [TC452945]

		A_99_P090400		5.371899		7.3520494		8.411466		8.629418		2.9106328		4.1462445		4.1393094		6.3344803		3.575669		4.6218963		4.3282504		6.5708237		-5.5069985		-9.226637		-19.321781		-4.907329		-3.4731147		-6.6352606		-16.950022		-4.1658034		-2.4612663		-3.2058048		-4.2721562		-2.294938		-1.7962301		-2.730153		-4.083215		-2.0585947		Yes		Yes		Yes		DQ872375		0		DQ872375		Ta.34262		100037651		LOC100037651		fasciclin-like protein FLA2		0		TC411128		0		Triticum aestivum fasciclin-like protein FLA2 mRNA, complete cds [DQ872375]

		A_99_P260321		8.963304		8.749232		4.645617		3.4696455		7.880697		6.8362293		3.7141104		2.5582712		8.05697		7.5899487		4.211677		2.5882804		-2.1178594		-3.7659216		-1.9072667		-1.8808364		-1.8742766		-2.233465		-1.3509178		-1.8421174		-1.0826068		-1.913003		-0.93150663		-0.91137433		-0.9063339		-1.1592836		-0.43393993		-0.88136506		Yes		No		No		TA70084_4565		0		0		Ta.54705		0		0		0		0		TC392166		0		0

		A_99_P223216		12.319505		12.418572		11.479408		11.02388		10.76732		10.955132		10.499905		9.803397		10.6811285		11.52864		10.199178		11.024308		-2.9326096		-2.757653		-1.9717869		-2.330247		-3.1131525		-1.8530896		-2.428778		1.0002968		-1.552185		-1.4634409		-0.97950363		-1.2204828		-1.6383762		-0.88993263		-1.2802305		4.28E-04		Yes		No		No		TA59417_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P483942		8.597367		7.776896		7.7078805		7.7021556		9.174178		8.315979		10.081073		8.580543		10.131015		8.292709		10.492963		8.001008		1.4915484		1.4530487		5.1808624		1.8383188		2.895169		1.4298		6.8927627		1.2301655		0.57681084		0.539083		2.3731923		0.878387		1.5336475		0.51581335		2.7850823		0.29885244		Yes		Yes		Yes		AK336179		0		AK336179		Ta.19434		0		0		0		0		TC401862		0		Triticum aestivum cDNA, clone: SET3_G19, cultivar: Chinese Spring [AK336179]

		A_99_P222241		11.517937		12.711381		12.373763		11.814118		11.186315		11.4546585		11.7976		11.861279		10.517899		12.025817		11.720062		11.780789		-1.2584275		-2.3895226		-1.4908792		1.0332291		-2.000053		-1.6083306		-1.5731987		-1.0233709		-0.33162212		-1.2567225		-0.5761633		0.04716015		-1.0000381		-0.68556404		-0.6537008		-0.03332901		No		Yes		Yes		CK213823		0		CK213823		Ta.54617		0		0		0		0		TC400922		0		FGAS025735 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK213823]

		A_99_P000521		10.848002		9.589656		8.009494		9.644965		11.116038		11.502529		9.38178		10.157222		11.803468		10.815662		9.897872		10.057172		1.2041674		3.765583		2.5888042		1.4262794		1.9392049		2.339186		3.702188		1.3307196		0.2680359		1.9128733		1.3722858		0.5122566		0.9554653		1.2260065		1.8883781		0.41220665		Yes		No		No		AF361932		0		AF361932		Ta.67751		100037642		Mlo2		seven transmembrane-spanning protein		0		TC412695		0		Triticum aestivum seven transmembrane-spanning protein (Mlo2) mRNA, complete cds [AF361932]

		A_99_P155567		11.7078285		11.457036		10.692061		10.471123		10.3198		10.205074		9.180002		8.446109		10.214157		10.769386		8.952544		10.300503		-2.6172073		-2.3816504		-2.8521686		-4.069958		-2.816047		-1.6106575		-3.339234		-1.125542		-1.3880281		-1.2519617		-1.5120592		-2.025014		-1.4936714		-0.6876497		-1.7395172		-0.17061996		Yes		No		No		CV759210		0		CV759210		Ta.54085		0		0		0		0		TC385511		0		FGAS053592 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV759210]

		A_99_P232186		7.558361		7.8141556		7.65496		7.490927		7.9180512		9.394283		8.809675		7.6401544		8.550469		8.472902		9.010452		7.620804		1.2831503		2.9899633		2.2264035		1.1089752		1.9890897		1.5787106		2.5588439		1.0942001		0.3596902		1.5801277		1.1547151		0.14922714		0.99210835		0.6587467		1.3554921		0.12987661		No		Yes		Yes		TA62145_4565		0		0		0		0		0		0		0		TC395489		0		0

		A_99_P268046		1.7308431		1.6594137		1.7234384		1.6938366		2.0911455		1.8852447		4.96294		3.9965267		1.7133726		1.7750674		5.0986834		2.6249065		1.283695		1.1694506		9.44468		4.9337687		-1.0121832		1.0834659		10.376479		1.9066895		0.36030245		0.22583103		3.239502		2.30269		-0.017470479		0.11565375		3.375245		0.93106997		Yes		Yes		Yes		AK331699		0		AK331699		Ta.20456		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT002_C08, cultivar: Chinese Spring [AK331699]

		A_99_P373292		7.2293797		7.03725		6.204302		6.9393706		6.7978034		6.160792		4.5004907		6.0166774		7.5407124		6.318887		4.967432		6.3805504		-1.3487064		-1.8358628		-3.257604		-1.8956509		1.2408534		-1.6453139		-2.3568661		-1.4730642		-0.43157625		-0.87645817		-1.7038112		-0.92269325		0.3113327		-0.7183628		-1.2368698		-0.55882025		No		Yes		Yes		AK333756		0		AK333756		Ta.40965		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT008_A14, cultivar: Chinese Spring [AK333756]

		A_99_P570617		4.686932		4.203565		4.9807057		4.480942		4.0068293		3.6601098		4.0785046		4.967418		4.008879		3.716273		3.9788036		4.7812047		-1.6022539		-1.4574591		-1.8689153		1.4010189		-1.5999789		-1.4018112		-2.0026386		1.2313688		-0.6801028		-0.54345536		-0.9022012		0.48647642		-0.6780529		-0.48729205		-1.0019021		0.30026293		No		Yes		Yes		TC459996		0		0		0		0		0		0		0		TC459996		0		Rep: Gll3099 protein - Gloeobacter violaceus, partial (5%) [TC459996]

		A_99_P229736		10.389686		10.749062		11.507426		12.434966		11.830571		10.811394		13.260014		13.310138		10.178672		10.611375		11.725212		13.258008		2.7148745		1.0441523		3.3696232		1.8342264		-1.1575013		-1.1001397		1.1629474		1.7691323		1.4408855		0.062332153		1.7525873		0.87517166		-0.2110138		-0.13768673		0.21778584		0.8230419		Yes		No		No		TA61471_4565		0		0		Ta.54602		0		0		0		0		TC369858		0		Rep: Flagellar associated protein - Chlamydomonas reinhardtii, partial (3%) [TC369858]

		A_99_P054007		8.722938		8.649646		8.518597		8.547889		7.8755956		7.2722287		6.88009		8.342182		8.336266		8.027668		7.3303514		8.28646		-1.7991831		-2.5980282		-3.1134334		-1.153251		-1.3073741		-1.5389836		-2.2787542		-1.1986653		-0.847342		-1.3774171		-1.6385064		-0.2057066		-0.38667202		-0.6219778		-1.1882453		-0.26142883		Yes		Yes		Yes		BQ483785		0		BQ483785		Ta.19387		0		0		0		0		0		0		WHE3512_F01_L02ZS Wheat unstressed root cDNA library Triticum aestivum cDNA clone WHE3512_F01_L02, mRNA sequence [BQ483785]

		A_99_P456597		2.195844		1.9033774		1.9832722		1.9913648		1.653629		2.1053514		5.3641925		1.7995267		1.9988075		2.3019273		4.7167716		1.7972304		-1.4562066		1.1502712		10.417378		-1.1422181		-1.1463411		1.3181823		6.650669		-1.1440376		-0.542215		0.20197403		3.3809204		-0.19183815		-0.19703639		0.3985499		2.7334995		-0.19413447		No		Yes		Yes		TC408191		0		0		0		0		0		0		0		TC408191		GO:0009536(plastid)		0

		A_99_P166524		9.088775		9.015006		8.779802		10.53093		10.30918		11.804612		12.806548		10.298733		11.714043		10.476368		12.919773		11.494792		2.3301222		6.9144096		16.299387		-1.1746222		6.169989		2.753682		17.630125		1.9505249		1.2204056		2.789606		4.026746		-0.23219681		2.625268		1.4613619		4.139971		0.9638624		Yes		Yes		Yes		AY196004		0		AY196004		Ta.56601		543090		TaAOS		allene oxide synthase		0		TC388575		0		Triticum aestivum allene oxide synthase (TaAOS) mRNA, complete cds [AY196004]

		A_99_P247331		12.39041		12.584454		12.711326		12.547669		12.278367		12.364102		11.315768		12.449214		12.585055		12.133014		11.612178		12.247676		-1.0807579		-1.1650171		-2.6309018		-1.0706266		1.1444424		-1.3674043		-2.142281		-1.2311388		-0.11204338		-0.22035122		-1.3955574		-0.09845543		0.19464493		-0.45143986		-1.0991478		-0.29999352		No		Yes		Yes		TA66372_4565		0		0		Ta.54073		0		0		0		0		TC382183		0		0

		A_99_P576587		7.8021297		7.393156		8.094039		7.6496606		9.0566		9.923896		14.14006		11.346286		10.455749		10.634199		14.143071		10.358248		2.3857946		5.7786794		66.074486		12.965673		6.2924366		9.454775		66.212524		6.536812		1.2544699		2.5307398		6.0460215		3.6966252		2.6536188		3.241043		6.049032		2.7085872		Yes		Yes		Yes		DR738342		0		DR738342		Ta.56235		100192197		PR10		pathogenesis related protein 10		0		TC461998		0		FGAS083559 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738342]

		A_99_P265526		10.590495		10.221357		10.956181		10.174923		11.145177		11.477692		11.80812		11.1213		11.558765		11.113983		11.961056		10.636037		1.4688447		2.3888798		1.8049254		1.927027		1.9564935		1.8565521		2.00677		1.3766043		0.5546818		1.2563343		0.8519392		0.9463768		0.9682703		0.8926258		1.0048752		0.46111393		No		Yes		Yes		TA71562_4565		0		0		Ta.9538		0		0		0		0		TC370955		0		0

		A_99_P575817		1.7576226		1.7293428		2.1566627		1.8544778		2.4787278		5.0323386		4.1720624		4.4870934		3.403155		4.562941		4.8944683		3.8578205		1.6484444		9.869628		4.042926		6.201493		3.128633		7.128498		6.6705494		4.0092783		0.7211052		3.3029957		2.0153997		2.6326156		1.6455325		2.8335981		2.7378056		2.0033426		Yes		Yes		Yes		TC461758		0		0		0		0		0		0		0		TC461758		0		Rep: Os02g0236500 protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC461758]

		A_99_P085895		4.020927		4.125242		4.6788177		3.4601948		4.548533		3.903449		3.9928057		3.4108179		3.3923404		3.9608123		2.9000568		3.4251423		1.4415351		-1.1661822		-1.6088302		-1.0348179		-1.5460495		-1.1207231		-3.4313135		-1.0245942		0.527606		-0.22179317		-0.686012		-0.049376965		-0.62858653		-0.1644299		-1.7787609		-0.035052538		No		Yes		Yes		CK207456		0		CK207456		Ta.32709		0		0		0		0		TC419855		0		FGAS019080 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207456]

		A_99_P509602		4.8486543		5.014768		4.853043		4.79286		2.8826916		2.388065		3.4605105		3.8602955		3.3651154		3.5937464		3.3266964		3.712016		-3.906733		-6.17613		-2.6253915		-1.9086658		-2.7963383		-2.6777508		-2.8805547		-2.115273		-1.9659626		-2.626703		-1.3925326		-0.9325645		-1.4835389		-1.4210217		-1.5263467		-1.0808439		Yes		No		No		TC435913		0		0		0		0		0		0		0		TC435913		GO:0003674(molecular_function)|GO:0005739(mitochondrion)|GO:0009664(plant-type cell wall organization)|GO:0009826(unidimensional cell growth)|GO:0009828(plant-type cell wall loosening)|GO:0009831(plant-type cell wall modification involved in multidimensional cell growth)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Expansin-A23 precursor - Oryza sativa subsp. japonica (Rice), partial (76%) [TC435913]

		A_99_P262961		7.363537		7.1492615		8.767774		7.801178		7.348367		6.8390274		6.382238		7.4303756		7.2512913		6.9363275		6.7858143		7.2601852		-1.0105703		-1.2399088		-5.225379		-1.2930719		-1.0809094		-1.159043		-3.950292		-1.4549733		-0.0151696205		-0.31023407		-2.3855357		-0.3708024		-0.11224556		-0.21293402		-1.9819593		-0.54099274		No		Yes		Yes		TA70825_4565		0		0		0		0		0		0		0		TC400208		0		Rep: Profilin-2/4 - Phleum pratense (Common timothy), complete [TC400208]

		A_99_P238191		6.1660132		7.8575625		7.7332816		6.6449656		5.8809943		4.083812		2.7792637		2.9945257		5.7510414		5.610933		4.463337		4.8315167		-1.2184262		-13.677668		-30.99616		-12.557175		-1.3332727		-4.745729		-9.646092		-3.5148153		-0.28501892		-3.7737503		-4.9540176		-3.65044		-0.41497183		-2.2466297		-3.2699447		-1.8134489		Yes		Yes		Yes		TA63946_4565		0		0		0		0		0		0		0		TC402003		0		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (52%) [TC402003]

		A_99_P455397		3.332216		2.9644613		1.9603094		2.1885304		6.985905		8.97656		6.43189		5.273796		8.39314		7.5923104		7.2395387		5.344164		12.585487		64.538956		22.186043		8.487064		33.38027		24.724152		38.83348		8.911284		3.6536891		6.0120983		4.4715805		3.0852656		5.0609236		4.627849		5.279229		3.1556334		Yes		Yes		Yes		TA51161_4565		0		0		0		0		0		0		0		TC407355		0		Rep: Monosaccharide transport protein 1 - Zea mays (Maize), partial (24%) [TC407355]

		A_99_P469892		7.1443543		6.6713905		5.764801		5.0511274		8.528501		8.852851		8.903024		6.918718		9.170174		8.226264		9.35039		6.1322575		2.6101744		4.536125		8.804388		3.6492257		4.072231		2.9380796		12.005216		2.1156926		1.3841462		2.1814604		3.1382227		1.8675904		2.0258193		1.5548735		3.5855894		1.08113		Yes		Yes		Yes		TC416490		0		0		0		0		0		0		0		TC416490		0		0

		A_99_P510442		1.7944063		2.9897451		2.4805079		2.379324		3.2003086		5.0601635		3.6648436		2.7857392		3.8422215		3.6993148		2.8422563		2.520408		2.6498346		4.2000847		2.2725873		1.3253884		4.1347938		1.6353163		1.2849823		1.1027334		1.4059023		2.0704184		1.1843357		0.40641522		2.0478153		0.7095697		0.36174846		0.14108396		Yes		No		No		AL809992		0		0		0		0		0		0		0		TC436093		0		0

		A_99_P089680		10.447971		11.313789		11.178727		11.250015		9.799327		9.481506		8.980263		10.968903		9.507854		10.741509		9.450038		10.734042		-1.5676945		-3.5610015		-4.5899053		-1.2151316		-1.9186836		-1.4868715		-3.3142655		-1.4299583		-0.64864445		-1.832283		-2.1984644		-0.28111267		-0.9401169		-0.57227993		-1.7286892		-0.5159731		Yes		Yes		Yes		DR741056		0		DR741056		Ta.34049		0		0		0		0		TC389515		0		FGAS000987 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741056]

		A_99_P514087		10.1090975		9.100052		9.927204		10.326062		11.619397		13.044098		13.740588		11.8381195		12.220653		12.24126		13.978153		11.813361		2.8486922		15.39133		14.058629		2.8521647		4.3215685		8.822623		16.57514		2.8036358		1.5102997		3.944046		3.813384		1.5120573		2.111555		3.1412077		4.050949		1.487299		Yes		No		No		CA605599		0		0		Ta.15082		0		0		0		0		TC437900		0		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (5%) [TC437900]

		A_99_P037434		2.5641842		2.281798		1.8950998		1.980595		2.4759605		5.7123513		4.6132812		3.4299624		5.712307		3.5990098		4.1629944		2.6722822		-1.0630605		10.782004		6.580429		2.730883		8.865013		2.4918408		4.8161983		1.6151713		-0.088223696		3.4305534		2.7181816		1.4493674		3.1481228		1.3172119		2.2678947		0.6916872		Yes		Yes		Yes		BQ743320		0		BQ743320		Ta.13898		0		0		0		0		0		0		WHE4102_F06_K12ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4102_F06_K12, mRNA sequence [BQ743320]

		A_99_P347181		10.620166		9.471875		8.664958		9.584443		11.214973		12.12967		11.362401		10.48143		11.909919		11.232117		11.883132		10.659618		1.5102712		6.3106775		6.4865127		1.8621728		2.444862		3.3875482		9.306083		2.106978		0.5948076		2.657795		2.697443		0.89698696		1.289753		1.7602415		3.218174		1.0751753		Yes		Yes		Yes		TA95862_4565		0		0		0		0		0		0		0		TC441467		0		Rep: Harpin-induced protein 1 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (67%) [TC441467]

		A_99_P648346		7.124274		6.5039535		6.3336143		6.4378357		7.376284		7.7891717		7.1069756		7.2717843		8.683797		7.386086		7.38076		7.376392		1.1908654		2.437189		1.7092474		1.7825575		2.947564		1.8430977		2.0664377		1.9166092		0.25201035		1.2852182		0.7733612		0.8339486		1.5595231		0.88213253		1.0471458		0.9385562		Yes		No		No		AK330191		0		AK330191		Ta.4357		542964		LOC542964		dTDP-glucose-4-6-dehydratase-like protein		0		TC382782		0		Triticum aestivum cDNA, clone: SET3_N17, cultivar: Chinese Spring [AK330191]

		A_99_P284631		9.511011		8.848142		7.0092845		8.645139		9.83041		9.491394		9.118541		9.366925		10.5128355		9.722039		9.690465		9.447798		1.2478105		1.5618461		4.314688		1.649223		2.0025308		1.8326072		6.413805		1.7443131		0.31939888		0.6432524		2.1092563		0.7217865		1.0018244		0.87389755		2.6811805		0.80265903		Yes		Yes		Yes		TA77257_4565		0		0		0		0		0		0		0		TC437075		0		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC437075]

		A_99_P538537		10.257961		9.951608		10.460323		10.379102		10.11902		9.334179		9.896374		8.563134		9.009599		9.265904		8.97369		9.110485		-1.1010964		-1.5341386		-1.4783108		-3.520957		-2.3757162		-1.6084859		-2.8023424		-2.4093044		-0.13894081		-0.6174288		-0.5639496		-1.8159676		-1.2483625		-0.6857033		-1.4866333		-1.2686167		Yes		No		No		DR740379		0		0		0		0		0		0		0		TC447797		0		Rep: Ca(2+)-dependent DNase - Populus tomentosa (Chinese white poplar), partial (37%) [TC447797]

		A_99_P312611		4.65265		3.049328		4.3405113		2.960759		5.022664		5.3273964		4.123844		4.7670817		5.4606357		4.918437		4.425159		4.5087504		1.2923656		4.850281		-1.162046		3.497497		1.7507654		3.6530688		1.0604287		2.9240978		0.3700142		2.2780683		-0.21666718		1.8063228		0.8079858		1.8691089		0.084647655		1.5479915		Yes		Yes		Yes		TA85401_4565		0		0		0		0		0		0		0		TC437798		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC437798]

		A_99_P303421		8.149955		8.447179		8.342361		8.497186		7.3740234		7.260287		7.4128585		7.592051		7.7760987		7.0818973		7.093614		7.435629		-1.712295		-2.2766178		-1.9046197		-1.8727193		-1.2958117		-2.576266		-2.37635		-2.0871825		-0.77593136		-1.186892		-0.92950296		-0.9051347		-0.37385607		-1.3652816		-1.2487473		-1.0615568		Yes		Yes		Yes		TA82694_4565		0		0		0		0		0		0		0		TC392045		0		Rep: Os06g0177800 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC392045]

		A_99_P089035		6.3287196		5.929171		6.2195587		6.3650513		5.767549		4.9125986		5.481896		4.041199		4.6360955		5.0847516		4.669371		4.8408732		-1.4754659		-2.0231068		-1.6674722		-5.0066724		-3.2324412		-1.7955421		-2.9285522		-2.8762279		-0.5611706		-1.0165725		-0.7376628		-2.323852		-1.6926241		-0.8444195		-1.5501876		-1.524178		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P105560		4.615941		3.9034088		4.7787957		4.5049953		4.1693254		3.199803		4.052041		2.7291498		2.910902		2.660361		2.351384		2.6371822		-1.3628396		-1.62857		-1.6549122		-3.4243865		-3.2603774		-2.3669803		-5.3792753		-3.649789		-0.4466157		-0.70360565		-0.72675467		-1.7758455		-1.705039		-1.2430477		-2.4274118		-1.8678131		Yes		No		No		TA90684_4565		0		0		0		0		0		0		0		TC380867		0		0

		A_99_P454112		9.256985		9.450065		9.461564		10.326482		8.406182		7.9106007		7.6732497		8.37116		8.05651		8.456529		7.0110106		8.833624		-1.8035038		-2.906865		-3.4541109		-3.8780255		-2.298153		-1.9910591		-5.4662576		-2.8144596		-0.8508024		-1.539464		-1.7883143		-1.9553223		-1.2004747		-0.993536		-2.4505534		-1.4928579		Yes		Yes		Yes		TA58615_4565		0		0		Ta.12561		0		0		0		0		TC406502		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC406502]

		A_99_P523097		7.081636		6.8724194		9.533151		8.280259		6.564136		5.6295853		8.533626		7.843061		6.4081683		5.917824		8.414512		8.121128		-1.4314724		-2.3666298		-1.9993417		-1.3539722		-1.5949018		-1.9380363		-2.1714203		-1.1166143		-0.5174999		-1.2428341		-0.99952507		-0.43719816		-0.67346764		-0.95459557		-1.118639		-0.15913105		No		Yes		Yes		TC441837		0		0		0		0		0		0		0		TC441837		0		Rep: F56F4.7 - Caenorhabditis elegans, partial (6%) [TC441837]

		A_99_P216076		8.615245		7.929678		4.4886417		7.0908623		7.614573		6.8780036		3.3926136		5.983257		7.9988866		7.866642		4.0272727		6.231853		-2.0009315		-2.0729342		-2.1376536		-2.154877		-1.5330006		-1.0446618		-1.3768477		-1.8137923		-1.0006719		-1.0516744		-1.0960281		-1.1076055		-0.6163583		-0.063035965		-0.46136904		-0.85900927		Yes		No		No		TA56546_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P559942		12.2811575		10.859353		10.186611		10.168868		12.98893		13.268397		12.391945		10.77098		13.791745		13.0398445		12.646839		10.929642		1.6332802		5.3112235		4.611812		1.517937		2.8492608		4.5330796		5.503037		1.694399		0.70777225		2.4090443		2.2053337		0.6021118		1.5105877		2.1804914		2.460228		0.76077366		Yes		Yes		Yes		CA652933		0		CA652933		Ta.22743		0		0		0		0		TC455985		0		wre1n.pk156.a11 wre1n Triticum aestivum cDNA clone wre1n.pk156.a11 5' end, mRNA sequence [CA652933]

		A_99_P621902		15.153946		15.1563225		16.780914		16.21046		15.1874695		14.879456		15.423709		15.803245		16.034876		15.138331		15.935718		15.6375475		1.0235088		-1.2115608		-2.5618844		-1.3261243		1.8415619		-1.0125486		-1.7965097		-1.4875243		0.03352356		-0.2768669		-1.3572054		-0.40721607		0.88092995		-0.017991066		-0.8451967		-0.57291317		No		Yes		Yes		TA51009_4565		0		0		Ta.61923		0		0		0		0		TC456147		0		0

		A_99_P185877		14.190452		14.592847		13.330986		14.022194		14.987102		16.363155		14.633022		14.7513		16.148981		15.912271		15.390923		14.934375		1.7370628		3.411269		2.4657667		1.6576115		3.886656		2.495664		4.1696796		1.8818882		0.79664993		1.7703085		1.3020363		0.72910595		1.9585295		1.3194237		2.0599365		0.9121809		Yes		Yes		Yes		AF528524		0		AF528524		Ta.61019		542956		LOC542956		hypothetical LOC542956		0		TC418783		0		Triticum aestivum putative glutamate decarboxylase 1 mRNA, partial cds [AF528524]

		A_99_P409382		5.963035		5.0850596		6.2651234		8.043952		10.2851095		10.369523		14.953948		11.495711		11.655609		10.998389		15.347325		11.147859		20.00203		38.97463		412.66425		10.941657		51.717262		60.26839		542.0199		8.597437		4.3220744		5.2844634		8.688825		3.4517593		5.692574		5.9133296		9.082202		3.1039066		Yes		Yes		Yes		TC371420		0		0		0		0		0		0		0		TC371420		0		Rep: IDS3 - Hordeum vulgare (Barley), partial (81%) [TC371420]

		A_99_P238611		13.0901785		13.101024		12.245555		11.91545		11.91261		11.700604		11.349967		10.632603		11.714104		12.148605		10.954148		11.979037		-2.2619522		-2.639783		-1.8603679		-2.4331872		-2.595612		-1.9351137		-2.447666		1.045061		-1.1775684		-1.4004192		-0.8955879		-1.2828474		-1.3760748		-0.9524183		-1.2914066		0.06358719		Yes		No		No		TA64038_4565		0		0		0		0		0		0		0		TC381175		0		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (37%) [TC381175]

		A_99_P606587		8.495486		6.904066		6.153448		6.9179244		7.100929		6.3378034		4.6993446		4.0894904		6.973641		6.850021		4.4326186		5.6139073		-2.6290789		-1.480683		-2.7398624		-7.103027		-2.871581		-1.0381718		-3.2962587		-2.4691544		-1.3945575		-0.5662627		-1.4541035		-2.828434		-1.5218453		-0.0540452		-1.7208295		-1.3040171		Yes		No		No		AB100035		0		AB100035		Ta.55172		780595		TaGlu1a		beta-glucosidase		0		TC429830		0		Triticum aestivum TaGlu1a mRNA for beta-glucosidase, complete cds [AB100035]

		A_99_P408422		7.6757736		7.83622		8.240934		8.004536		7.359715		7.4769454		7.2385592		7.7476087		7.4491944		7.6953807		7.611227		7.663761		-1.2449248		-1.2827805		-2.0032954		-1.1949308		-1.1700573		-1.1025462		-1.5472511		-1.2664363		-0.31605864		-0.3592744		-1.0023751		-0.256927		-0.22657919		-0.1408391		-0.62970734		-0.34077454		No		Yes		Yes		TC370511		0		0		0		0		0		0		0		TC370511		0		Rep: Chromosome 15 SCAF14367, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (3%) [TC370511]

		A_99_P379117		5.0649548		4.781383		3.6354659		4.320558		6.316605		4.3776894		6.9181304		7.161421		5.2122912		4.740254		6.5656075		6.3915095		2.3811364		-1.3228905		9.731516		7.1644835		1.1075228		-1.0289187		7.6218524		4.201637		1.2516503		-0.40369368		3.2826645		2.8408628		0.14733648		-0.041129112		2.9301417		2.0709515		Yes		Yes		Yes		TA105313_4565		0		0		Ta.12117		0		0		0		0		TC429036		0		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC429036]

		A_99_P261111		4.160419		4.2052884		5.132257		5.6403255		3.914298		4.2128077		2.5904071		4.5538507		3.9132671		4.035353		2.9983165		4.7722764		-1.1860139		1.0052255		-5.8233523		-2.1235454		-1.1868618		-1.125008		-4.389147		-1.8251932		-0.24612093		0.007519245		-2.5418499		-1.0864749		-0.24715185		-0.16993523		-2.1339405		-0.86804914		No		Yes		Yes		TA70306_4565		0		0		Ta.12753		0		0		0		0		TC409073		0		0

		A_99_P112645		8.81749		8.40709		7.3239975		8.485274		8.291838		7.2007484		5.905804		8.072835		7.8358197		7.7614408		5.8995895		8.355704		-1.439584		-2.3075178		-2.6725063		-1.3309343		-1.9747498		-1.5644433		-2.6840434		-1.0939676		-0.52565193		-1.2063417		-1.4181933		-0.41243935		-0.9816699		-0.64564943		-1.424408		-0.12957		No		Yes		Yes		EU665430		0		EU665430		Ta.41858		100192141		LOC100192141		WRKY19 transcription factor		0		TC449770		0		Triticum aestivum WRKY19 transcription factor mRNA, complete cds [EU665430]

		A_99_P456752		4.706288		4.9461646		3.1923206		2.1757326		3.0556204		2.704526		2.4066875		2.23335		2.3522599		3.776326		1.7731737		2.6969788		-3.1397886		-4.729339		-1.7238486		1.0407456		-5.112497		-2.2498653		-2.6742733		1.4351944		-1.6506674		-2.2416387		-0.7856331		0.057617426		-2.354028		-1.1698387		-1.4191469		0.5212462		Yes		No		No		TC410205		0		0		0		0		0		0		0		TC410205		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Tetraacyldisaccharide 4'-kinase - Shewanella frigidimarina (strain NCIMB 400), partial (7%) [TC410205]

		A_99_P490227		5.0415664		4.52542		4.348694		4.115571		3.6426528		2.9101744		3.4904022		3.5358722		3.449353		4.485543		3.8942678		4.2766304		-2.6370294		-3.063638		-1.8128903		-1.4945372		-3.0151157		-1.0280265		-1.3702376		1.1181079		-1.3989136		-1.6152458		-0.8582916		-0.5796988		-1.5922134		-0.039877415		-0.45442605		0.16105938		Yes		No		No		TA97632_4565		0		0		0		0		0		0		0		TC427308		0		Rep: Proline-rich 14 kDa protein - Phaseolus vulgaris (Kidney bean) (French bean), partial (58%) [TC427308]

		A_99_P063967		13.595088		13.538113		13.277358		12.781062		12.876114		12.447473		12.4809		11.014756		12.307045		12.821289		12.179091		12.123357		-1.6460111		-2.129685		-1.736832		-3.401818		-2.4419658		-1.6435593		-2.140973		-1.5775714		-0.7189741		-1.0906401		-0.79645824		-1.7663059		-1.288043		-0.7168236		-1.0982666		-0.6577053		Yes		No		No		BJ247487		0		BJ247487		Ta.24810		0		0		0		0		TC368642		0		BJ247487 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf2g20 5', mRNA sequence [BJ247487]

		A_99_P024904		4.639293		4.7026043		5.425825		6.044563		4.748469		6.037126		7.303489		5.878427		5.4415755		5.7271514		7.2550607		5.4579163		1.0786117		2.5219188		3.6747959		-1.1220491		1.7438577		2.0343206		3.5534873		-1.501752		0.10917568		1.3345218		1.8776641		-0.16613579		0.80228233		1.0245471		1.8292356		-0.58664656		No		Yes		Yes		BJ226436		0		BJ226436		Ta.9685		0		0		0		0		TC439659		0		BJ226436 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl26h22 5', mRNA sequence [BJ226436]

		A_99_P221066		10.013982		10.15496		10.085839		11.194316		9.009826		8.3875885		8.478826		9.143641		8.738132		8.931502		7.753819		9.535045		-2.00577		-3.4043307		-3.0462065		-4.142996		-2.4214132		-2.3350563		-5.0350995		-3.1585693		-1.0041561		-1.7673712		-1.6070137		-2.0506744		-1.2758493		-1.2234573		-2.3320203		-1.6592712		Yes		Yes		Yes		TA58660_4565		0		0		Ta.12561		0		0		0		0		TC415666		0		0

		A_99_P059726		1.8460307		1.6837193		2.3272352		2.2152727		2.980131		4.04451		3.8820286		2.8259678		2.7107105		3.6416378		5.3119807		3.3995323		2.1948164		5.136518		2.9379165		1.5269948		1.8209355		3.8850105		7.915857		2.2724674		1.1341002		2.3607907		1.5547934		0.6106951		0.8646798		1.9579185		2.9847455		1.1842597		Yes		Yes		Yes		CA721382		0		CA721382		Ta.22085		0		0		0		0		0		0		wdk9n.pk001.p5 wdk9n Triticum aestivum cDNA clone wdk9n.pk001.p5 5' end, mRNA sequence [CA721382]

		A_99_P150992		2.263026		4.3278427		4.746694		6.210809		1.801107		2.6476185		3.6066391		3.093584		1.7065033		3.5774662		3.5409644		4.0588226		-1.3773726		-3.2047775		-2.2038941		-8.677174		-1.4707202		-1.6822318		-2.306539		-4.4443936		-0.46191895		-1.6802242		-1.140055		-3.1172252		-0.5565227		-0.75037646		-1.2057297		-2.1519866		Yes		No		No		CJ800469		0		CJ800469		Ta.52995		0		0		0		0		TC431989		0		CJ800469 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct1a04 5', mRNA sequence [CJ800469]

		A_99_P339701		7.490064		5.395706		4.5868096		5.9413033		9.142684		10.618133		9.13673		9.361137		10.140964		8.909413		9.189289		8.858093		3.1440406		37.334213		23.424082		10.70219		6.280587		11.421713		24.29318		7.55164		1.6526198		5.2224264		4.5499206		3.4198341		2.6508994		3.5137072		4.6024795		2.91679		Yes		Yes		Yes		TA93509_4565		0		0		Ta.7386		0		0		0		0		TC398747		0		Rep: Chromosome undetermined scaffold_237, whole genome shotgun sequence - Vitis vinifera (Grape), partial (80%) [TC398747]

		A_99_P314441		9.2327795		9.653178		11.294759		11.109366		9.016326		8.204792		9.911828		10.280016		8.584737		8.930979		9.542905		10.718814		-1.1618739		-2.729026		-2.6079762		-1.7768852		-1.5670407		-1.6496952		-3.3679109		-1.3108953		-0.21645355		-1.4483862		-1.3829308		-0.8293505		-0.6480427		-0.72219944		-1.751854		-0.39055252		No		Yes		Yes		GW667553		0		GW667553		Ta.68953		0		0		0		0		TC431290		0		M1126562 SSH cDNA library of T. aestivum cv. Chinese Spring Three pistils mutation Triticum aestivum cDNA, mRNA sequence [GW667553]

		A_99_P358846		4.580599		3.9822586		4.440205		3.7655308		5.973511		7.439072		5.8314996		4.8678617		6.906622		5.9003086		6.3000693		4.945379		2.6260827		10.980057		2.6231394		2.147013		5.0142126		3.7791193		3.629735		2.265529		1.3929124		3.4568136		1.3912945		1.1023309		2.326023		1.91805		1.8598642		1.179848		Yes		Yes		Yes		TA99611_4565		0		0		0		0		0		0		0		TC388371		0		Rep: Os10g0131000 protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC388371]

		A_99_P038289		5.961061		5.1952553		5.972612		5.6801705		5.3222146		4.2489753		5.1583037		4.0256176		4.2578034		4.84922		3.7506015		4.183676		-1.5570836		-1.9268978		-1.7584547		-3.148256		-3.256354		-1.271063		-4.665431		-2.8215635		-0.6388464		-0.94628		-0.81430817		-1.6545529		-1.7032576		-0.34603548		-2.2220104		-1.4964948		Yes		No		No		CK167085		0		CK167085		Ta.14183		543077		LOC543077		hypothetical LOC543077		0		TC389563		0		FGAS051365 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167085]

		A_99_P194318		2.0379517		1.8679241		4.589105		3.657916		3.7672799		5.6867003		10.296609		6.1911883		6.2892814		4.1829534		11.07037		6.2465596		3.3157337		14.111272		52.25524		5.7888317		19.044855		4.976147		89.34187		6.0153284		1.7293282		3.8187761		5.707504		2.5332723		4.2513294		2.3150291		6.4812646		2.5886436		Yes		Yes		Yes		CJ872995		0		CJ872995		Ta.62915		0		0		0		0		TC414248		0		CJ872995 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls10i20 5', mRNA sequence [CJ872995]

		A_99_P345051		6.2647433		5.7091217		5.9691358		6.431606		9.557027		10.414391		9.4241905		7.972259		11.658641		8.584907		10.148055		7.9617195		9.796617		26.087175		10.966679		2.909262		42.046024		7.3400245		18.11257		2.888086		3.2922835		4.705269		3.4550548		1.5406532		5.3938975		2.8757849		4.1789193		1.5301137		Yes		Yes		Yes		TA95185_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P267376		14.530697		15.168506		14.736771		14.441837		13.884186		14.346608		13.043811		14.840121		14.575616		14.837006		13.767083		14.672512		-1.565378		-1.7677295		-3.2331934		1.3179393		1.0316253		-1.258321		-1.9584163		1.1733836		-0.6465111		-0.8218975		-1.6929598		0.39828396		0.044919014		-0.33150005		-0.96968746		0.23067474		No		Yes		Yes		TA72112_4565		0		0		Ta.19864		0		0		0		0		TC401977		0		Rep: Ca2+/H+-exchanging protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (43%) [TC401977]

		A_99_P358616		8.74438		8.569497		8.708581		8.644352		8.436048		7.9171753		7.581276		8.435752		8.224373		8.225926		7.6703243		8.42386		-1.2382756		-1.5716956		-2.1845028		-1.1555663		-1.4339623		-1.2688932		-2.0537443		-1.1651312		-0.30833244		-0.6523218		-1.127305		-0.20860004		-0.52000713		-0.3435707		-1.0382566		-0.22049236		No		Yes		Yes		TA99537_4565		0		0		0		0		0		0		0		TC428426		0		0

		A_99_P240201		11.487946		11.795463		11.568405		10.633193		11.072282		11.454403		12.065792		12.077037		11.338905		12.169425		12.795803		12.137151		-1.3339123		-1.2666867		1.4116544		2.7204473		-1.1088315		1.2959071		2.341443		2.836197		-0.41566372		-0.34105968		0.49738693		1.4438438		-0.14904022		0.3739624		1.2273979		1.5039577		No		Yes		Yes		TA64533_4565		0		0		Ta.16297		0		0		0		0		TC393294		0		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), partial (95%) [TC393294]

		A_99_P134875		5.1087694		5.405192		5.3317065		5.298221		5.236238		4.565174		5.4084187		4.275949		3.9161146		4.4740376		4.210407		3.8784847		1.0923753		-1.7900722		1.0546119		-2.0311153		-2.2857296		-1.906801		-2.1754286		-2.6753662		0.12746859		-0.8400178		0.07671213		-1.0222721		-1.1926548		-0.93115425		-1.1212997		-1.4197364		Yes		No		No		CJ623929		0		CJ623929		Ta.48666		0		0		0		0		0		0		CJ623929 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone rwhvs18k14 3', mRNA sequence [CJ623929]

		A_99_P225456		5.0910196		4.426754		3.2483568		4.028826		6.1256447		5.50844		8.65932		8.378703		5.08966		5.70748		7.5528417		4.729947		2.0485811		2.116508		42.546337		20.39123		-1.0009427		2.429612		19.759642		1.6257674		1.034625		1.081686		5.410963		4.349877		-0.0013594627		1.280726		4.304485		0.70112085		Yes		Yes		Yes		TA60107_4565		0		0		0		0		0		0		0		TC372166		0		Rep: PSBGer1 protein - Triticum aestivum (Wheat), complete [TC372166]

		A_99_P358186		3.2859879		2.3754094		4.4650617		4.4014096		5.3737845		6.2877784		6.2829385		5.636709		6.481043		5.0512624		7.0030646		5.681025		4.2509837		15.057069		3.5256195		2.3543024		9.158142		6.3901644		5.807845		2.4277425		2.0877967		3.912369		1.8178768		1.2352996		3.195055		2.675853		2.538003		1.2796154		Yes		Yes		Yes		TA99386_4565		0		0		0		0		0		0		0		TC452632		0		0

		A_99_P286096		8.671326		8.512826		8.423446		8.131673		8.3018055		7.8761744		7.090815		7.6340146		8.32607		8.194394		7.1581273		7.757941		-1.291923		-1.5547165		-2.518615		-1.41192		-1.2703762		-1.2469743		-2.4038026		-1.2957003		-0.3695202		-0.6366515		-1.3326306		-0.49765825		-0.34525585		-0.31843185		-1.2653184		-0.3737321		No		Yes		Yes		TA77665_4565		0		0		0		0		0		0		0		TC410122		0		Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC410122]

		A_99_P333381		10.05474		9.124957		8.484417		9.06467		10.757794		11.054181		9.75072		9.289975		11.473781		10.61218		9.984448		9.408277		1.6279478		3.808503		2.4054437		1.1690248		2.6740763		2.8034875		2.8284888		1.2689251		0.7030544		1.929224		1.2663031		0.22530556		1.4190407		1.4872227		1.5000315		0.34360695		Yes		Yes		Yes		TA91570_4565		0		0		Ta.9776		0		0		0		0		TC426655		0		Rep: C2 domain/GRAM domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC426655]

		A_99_P200571		7.8767104		7.5008626		7.1153007		8.396953		6.0526567		4.823272		7.201164		6.317839		6.709063		6.5103264		7.735479		7.0934772		-3.540747		-6.3978643		1.0613225		-4.225475		-2.2464507		-1.9869233		1.537065		-2.4682276		-1.8240538		-2.6775904		0.08586311		-2.0791135		-1.1676474		-0.9905362		0.6201782		-1.3034754		Yes		No		No		CJ896772		0		CJ896772		Ta.68360		0		0		0		0		TC427640		0		CJ896772 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles10j04 5', mRNA sequence [CJ896772]

		A_99_P147837		9.3712225		8.417327		8.078343		8.416743		9.198264		9.506957		9.566014		10.616097		9.800487		8.770835		9.178315		8.692278		-1.1273679		2.1281946		2.8043587		4.592737		1.3465465		1.2776636		2.143505		1.2104425		-0.17295837		1.0896301		1.4876709		2.1993542		0.42926407		0.353508		1.0999718		0.27553463		Yes		Yes		Yes		CJ954238		0		CJ954238		Ta.52237		0		0		0		0		0		0		CJ954238 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40k22 5', mRNA sequence [CJ954238]

		A_99_P200381		4.9328256		4.2197165		3.8637352		4.4662924		7.9747863		9.408822		8.577958		6.336745		9.432672		8.235445		8.892364		5.9928613		8.236096		36.48181		26.249588		3.6564722		22.625002		16.175388		32.64134		2.8809984		3.0419607		5.1891055		4.714223		1.8704524		4.499846		4.0157285		5.0286283		1.5265689		Yes		Yes		Yes		TA51056_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P358831		6.5305886		6.4183755		6.4032903		6.412813		5.067634		5.19602		4.8833194		5.2938805		5.4828796		5.4970107		5.5099454		6.147947		-2.7567234		-2.3332734		-2.8678527		-2.1718624		-2.0672445		-1.8939061		-1.8574777		-1.2015247		-1.4629545		-1.2223554		-1.5199709		-1.1189327		-1.047709		-0.9213648		-0.8933449		-0.26486635		Yes		Yes		Yes		TA99606_4565		0		0		0		0		0		0		0		TC417743		0		0

		A_99_P098505		3.5064962		5.6629014		3.5850239		4.2482524		3.2048073		3.286955		2.7023222		2.9283867		2.0980306		4.24105		1.862617		3.1292818		-1.2325865		-5.1907616		-1.8438249		-2.4964287		-2.654547		-2.6792917		-3.2998648		-2.1719196		-0.3016889		-2.3759463		-0.88270164		-1.3198657		-1.4084656		-1.4218516		-1.7224069		-1.1189706		Yes		No		No		DQ872383		0		DQ872383		Ta.37230		100037573		LOC100037573		fasciclin-like protein FLA10		0		TC383558		0		Triticum aestivum fasciclin-like protein FLA10 mRNA, complete cds [DQ872383]

		A_99_P319811		2.5135357		2.893977		2.350025		2.9382343		1.7182516		4.1514926		5.49806		4.5437818		2.7867272		4.0943184		5.50013		4.1211295		-1.7354192		2.3908367		8.864475		3.043112		1.2084782		2.2979405		8.877203		2.2703192		-0.79528415		1.2575157		3.1480353		1.6055474		0.27319145		1.2003415		3.1501052		1.1828952		Yes		Yes		Yes		TA87494_4565		0		0		0		0		0		0		0		TC376337		0		Rep: Os07g0265600 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC376337]

		A_99_P352901		5.892695		6.0525002		6.4392037		5.839995		5.4379344		5.128042		4.6889687		5.720487		5.59928		5.410931		4.925882		5.5699954		-1.3705553		-1.8979712		-3.3641338		-1.0863642		-1.2255379		-1.560025		-2.8546658		-1.2058074		-0.45476055		-0.924458		-1.7502351		-0.11950779		-0.29341507		-0.64156914		-1.5133219		-0.2699995		No		Yes		Yes		CJ672144		0		CJ672144		Ta.43846		0		0		0		0		TC415846		0		CJ672144 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv8j04 5', mRNA sequence [CJ672144]

		A_99_P501587		8.963908		9.81025		10.507178		10.407731		8.163989		7.8204956		7.6566615		9.695411		8.215232		8.512063		8.121093		9.571578		-1.7410035		-3.9716945		-7.212587		-1.6384372		-1.6802504		-2.4591968		-5.2273707		-1.7852833		-0.7999191		-1.9897547		-2.8505168		-0.7123203		-0.7486763		-1.2981873		-2.3860855		-0.83615303		Yes		Yes		Yes		TC432422		0		0		0		0		0		0		0		TC432422		0		Rep: Chromosome chr11 scaffold_170, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC432422]

		A_99_P134885		13.47281		12.226907		11.403689		12.339463		13.976048		14.357919		12.686192		12.588074		15.135001		13.580872		12.947955		12.715146		1.4173919		4.380246		2.4326053		1.1880623		3.164969		2.5561364		2.916556		1.2974535		0.5032387		2.131012		1.2825022		0.2486105		1.6621914		1.3539648		1.5442657		0.37568283		Yes		Yes		Yes		BT009500		0		BT009500		Ta.48669		0		0		0		0		TC393218		0		Triticum aestivum clone wr1.pk0083.d6:fis, full insert mRNA sequence [BT009500]

		A_99_P479607		5.5379004		5.1164565		4.6609216		5.0506444		3.7752964		3.9454873		3.6391199		2.6108751		4.8749604		4.546087		4.5988193		4.4027114		-3.3931		-2.251629		-2.0304532		-5.4255495		-1.583306		-1.484904		-1.043986		-1.5669216		-1.762604		-1.1709692		-1.0218017		-2.4397693		-0.66294		-0.5703697		-0.062102318		-0.647933		Yes		No		No		TC421797		0		0		0		0		0		0		0		TC421797		GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Cytochrome b6-f complex subunit 6 - Hordeum vulgare (Barley), complete [TC421797]

		A_99_P438362		5.7906337		5.757748		6.1482043		6.1655784		5.7969394		5.076704		4.994842		5.8180175		5.5735703		5.5527997		5.397911		5.5696836		1.0043803		-1.6032996		-2.2243168		-1.2724075		-1.1623652		-1.1526451		-1.6821347		-1.5114098		0.0063056946		-0.6810441		-1.1533623		-0.34756088		-0.21706343		-0.20494843		-0.75029325		-0.5958948		No		Yes		Yes		TC395091		0		0		0		0		0		0		0		TC395091		0		0

		A_99_P237431		10.7731085		9.572424		9.262078		9.877349		9.664114		7.4366326		9.322956		8.305996		9.293831		8.713014		8.845841		9.811666		-2.1569526		-4.394781		1.0431002		-2.9718328		-2.788091		-1.8142966		-1.3344423		-1.0465806		-1.1089945		-2.1357913		0.0608778		-1.571353		-1.4792776		-0.8594103		-0.41623688		-0.065683365		Yes		No		No		TA63699_4565		0		0		0		0		0		0		0		TC413836		0		Rep: Chlorophyll a-b binding protein of LHCII type III, chloroplast precursor - Hordeum vulgare (Barley), complete [TC413836]

		A_99_P045662		2.2247221		2.5804827		1.8016272		2.2710054		3.7290466		4.594404		4.0557466		2.0628548		2.9360638		4.028834		3.3978398		2.4784274		2.8369179		4.0387855		4.77043		-1.1552064		1.637326		2.7289598		3.0234854		1.1546232		1.5043244		2.0139215		2.2541194		-0.20815063		0.7113416		1.4483511		1.5962126		0.20742202		Yes		Yes		Yes		CD864659		0		CD864659		Ta.16731		0		0		0		0		TC461211		0		AZO2.001H06F000626 AZO2 Triticum aestivum cDNA clone AZO2001H06, mRNA sequence [CD864659]

		A_99_P073370		4.7847514		4.742291		4.8590293		4.6399884		3.885464		4.206878		4.176127		3.5393155		3.7265737		3.4637926		3.717477		3.1376612		-1.8651446		-1.4493568		-1.6053661		-2.144547		-2.0822997		-2.4258635		-2.2061827		-2.8329933		-0.89928746		-0.5354128		-0.68290234		-1.100673		-1.0581777		-1.2784984		-1.1415522		-1.5023272		Yes		Yes		Yes		CD901240		0		CD901240		Ta.28025		0		0		0		0		0		0		G356.103D06R011024 G356 Triticum aestivum cDNA clone G356103D06, mRNA sequence [CD901240]

		A_99_P210271		14.537651		14.417882		12.091213		12.690009		14.062732		13.344994		9.950065		13.660439		14.249989		13.491258		10.172551		12.548805		-1.3898405		-2.1036408		-4.411131		1.9594238		-1.2206609		-1.9008231		-3.7807229		-1.102825		-0.47491932		-1.0728884		-2.1411486		0.9704294		-0.2876625		-0.9266243		-1.9186621		-0.14120388		No		Yes		Yes		TA54221_4565		0		0		0		0		0		0		0		TC407422		0		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC407422]

		A_99_P290021		5.150801		4.447224		5.926665		6.158796		6.5302315		9.968869		11.572515		7.7043076		6.9258637		8.294952		10.935676		7.523575		2.6016562		45.938923		50.069138		2.919076		3.4225285		14.397319		32.200493		2.5753686		1.3794303		5.521645		5.6458497		1.5455117		1.7750626		3.8477283		5.009011		1.364779		Yes		Yes		Yes		AF112967		0		AF112967		Ta.48445		0		0		0		0		TC376161		0		Triticum aestivum beta-1,3-glucanase precursor (Glb3) mRNA, complete cds [AF112967]

		A_99_P061018		10.968625		9.787953		9.240209		10.382023		11.130628		11.728215		10.656093		10.986236		12.832604		10.22852		11.120402		10.718521		1.1188391		3.837753		2.6682317		1.520149		3.640103		1.3571376		3.6812449		1.262688		0.16200256		1.9402618		1.415884		0.60421276		1.8639793		0.44056702		1.8801937		0.33649826		Yes		Yes		Yes		BT009372		0		BT009372		Ta.22565		0		0		0		0		TC447969		0		Triticum aestivum clone wlm96.pk028.k4:fis, full insert mRNA sequence [BT009372]

		A_99_P246531		5.416639		4.6600494		3.8585403		4.5499096		6.1619964		6.931253		6.1197624		4.0074153		7.1319046		5.782393		6.185865		4.4285126		1.6763897		4.8272567		4.793974		-1.4564885		3.2835712		2.1770031		5.018738		-1.0877877		0.7453575		2.2712035		2.2612221		-0.5424943		1.7152658		1.1223435		2.3273246		-0.12139702		Yes		Yes		Yes		AK332376		0		AK332376		Ta.55465		0		0		0		0		TC393344		0		Triticum aestivum cDNA, clone: WT003_N08, cultivar: Chinese Spring [AK332376]

		A_99_P414352		5.3796616		5.563999		5.60792		5.721363		5.2039876		4.9272933		4.305386		5.3549676		4.744801		5.141087		4.2097116		5.10218		-1.1294919		-1.5547751		-2.4666176		-1.289128		-1.5527877		-1.3406309		-2.635741		-1.5360051		-0.17567396		-0.6367059		-1.3025341		-0.36639547		-0.6348605		-0.42291212		-1.3982086		-0.61918306		No		Yes		Yes		TA60775_4565		0		0		0		0		0		0		0		TC375963		0		Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC375963]

		A_99_P485132		8.427548		9.178272		8.366731		8.133733		7.025816		7.5364265		7.4384065		7.0155544		6.75634		8.696633		7.195246		8.094285		-2.6421866		-3.1206481		-1.9030641		-2.170727		-3.1848123		-1.396329		-2.2524335		-1.0277203		-1.4017324		-1.6418457		-0.9283242		-1.1181784		-1.6712084		-0.4816389		-1.1714845		-0.039447784		Yes		No		No		BQ171053		0		0		Ta.11913		0		0		0		0		TC424790		0		Rep: Cell division inhibitor-like - Oryza sativa subsp. japonica (Rice), partial (54%) [TC424790]

		A_99_P374882		1.703065		2.1120508		1.6921841		2.197483		1.9115633		2.3604712		3.5986328		2.0344331		2.3084323		1.9659696		4.708678		1.6743107		1.1554848		1.1879058		3.7488515		-1.1196517		1.521366		-1.1065596		8.091986		-1.4371119		0.20849824		0.24842048		1.9064487		-0.16304994		0.6053673		-0.14608121		3.0164938		-0.5231724		No		Yes		Yes		TA104285_4565		0		0		0		0		0		0		0		TC450855		0		0

		A_99_P083870		12.099088		10.823262		8.930402		11.075252		11.082268		9.888331		7.247656		10.469208		10.782027		10.389327		7.767904		10.570076		-2.023454		-1.911799		-3.2103841		-1.5220796		-2.4915793		-1.3509134		-2.2384467		-1.4192961		-1.01682		-0.9349308		-1.6827459		-0.6060438		-1.3170605		-0.43393517		-1.162498		-0.5051756		Yes		No		No		DY761330		0		DY761330		Ta.31932		100037615		LOC100037615		CBFIIIa-D6		0		TC369029		0		EST226 Stress treated wheat cDNA libraries from the FGAS project Triticum aestivum cDNA clone 917, mRNA sequence [DY761330]

		A_99_P306536		9.342975		9.04725		9.781422		9.628715		9.149546		8.336065		8.665105		9.3906355		9.169978		8.380448		8.854005		9.348273		-1.1434783		-1.6371477		-2.167928		-1.1794212		-1.1273977		-1.5875493		-1.9018676		-1.2145663		-0.193429		-0.7111845		-1.1163168		-0.23807907		-0.17299652		-0.66680145		-0.9274168		-0.28044128		No		Yes		Yes		TA83628_4565		0		0		0		0		0		0		0		TC415497		0		Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC436484]

		A_99_P244211		10.8824415		10.929767		10.820661		10.6025305		10.274575		9.828941		9.9314375		8.782067		9.93045		10.0708685		9.694249		9.66534		-1.5240036		-2.1447735		-1.8521785		-3.5319457		-1.9345407		-1.8136526		-2.1831503		-1.9147952		-0.6078663		-1.1008253		-0.8892231		-1.8204632		-0.9519911		-0.85889816		-1.1264114		-0.93719006		Yes		No		No		TA65543_4565		0		0		Ta.56156		0		0		0		0		TC393340		0		0

		A_99_P069765		2.2667477		1.8678957		1.9538178		2.0105832		7.0276847		7.4372597		7.147063		8.343398		6.835982		6.62139		6.1785293		4.8377957		27.11345		47.483818		36.58664		80.60599		23.739767		26.973938		18.696695		7.097016		4.7609367		5.569364		5.193245		6.332815		4.569234		4.7534943		4.2247114		2.8272126		Yes		Yes		Yes		CD491409		0		CD491409		Ta.26630		0		0		0		0		0		0		WHE3087_A06_A11ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3087_A06_A11, mRNA sequence [CD491409]

		A_99_P149737		6.671032		5.963124		5.9533525		5.659411		8.068531		9.494617		9.463061		7.88738		9.468773		8.609656		9.927792		7.8336368		2.634445		11.563399		11.390103		4.6847405		6.953508		6.2616053		15.719018		4.513435		1.3974991		3.5314937		3.509709		2.2279692		2.797741		2.6465325		3.9744391		2.1742258		Yes		Yes		Yes		CJ851012		0		CJ851012		Ta.52715		0		0		0		0		TC453595		0		CJ851012 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal17n11 5', mRNA sequence [CJ851012]

		A_99_P347511		9.057971		7.7850685		8.669138		8.811851		10.493797		11.581643		10.31176		10.133082		11.442233		10.411938		10.550607		9.78629		2.7053707		13.895777		3.1223278		2.4987938		5.220768		6.1768413		3.6844997		1.9648778		1.4358263		3.7965746		1.642622		1.3212318		2.384262		2.6268692		1.8814688		0.9744396		Yes		Yes		Yes		TA95951_4565		0		0		0		0		0		0		0		TC438540		0		Rep: Serine/threonine protein kinase - Frankia sp. EAN1pec, partial (6%) [TC438540]

		A_99_P502037		5.796501		5.7663617		2.3611007		3.6221027		6.010884		6.214503		3.4917662		4.1886306		6.910549		6.1237817		4.2019367		4.33089		1.1602074		1.3642813		2.1895974		1.480955		2.1645212		1.2811327		3.5821755		1.6344298		0.21438265		0.4481411		1.1306655		0.56652784		1.114048		0.35741997		1.840836		0.70878744		Yes		No		No		CV771303		0		0		Ta.32090		0		0		0		0		TC429758		0		Rep: RNA-binding protein - Triticum aestivum (Wheat), partial (54%) [TC429758]

		A_99_P356666		5.2479625		6.025429		5.599955		5.9512906		4.9641843		6.1372085		6.7504745		7.0276756		5.38446		6.107071		6.878834		6.5284057		-1.2173789		1.0805603		2.219938		2.1087456		1.0992333		1.0582219		2.4265032		1.491863		-0.2837782		0.11177969		1.1505194		1.076385		0.1364975		0.08164215		1.2788787		0.57711506		No		Yes		Yes		TA98854_4565		0		0		0		0		0		0		0		TC435723		0		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (91%) [TC435723]

		A_99_P547682		1.7981076		1.7916938		3.2144082		4.0395217		3.2217906		2.5154982		6.1369386		5.881434		3.2323296		2.2048314		6.461926		5.720762		2.6826947		1.6515313		7.5817475		3.5848489		2.702364		1.3315786		9.497303		3.207035		1.4236829		0.72380435		2.9225304		1.8419123		1.434222		0.41313756		3.2475178		1.6812401		Yes		Yes		Yes		CA602288		0		0		0		0		0		0		0		TC451421		0		0

		A_99_P407562		8.268074		8.392248		8.823915		8.580071		8.363876		7.9692235		8.129454		8.555615		7.8880715		7.952366		7.6542335		8.571847		1.0686595		-1.3407356		-1.6182796		-1.0170962		-1.3013442		-1.3564936		-2.2496197		-1.005717		0.09580231		-0.42302465		-0.69446087		-0.024456024		-0.3800025		-0.43988228		-1.1696811		-0.008224487		No		Yes		Yes		TC397255		0		0		0		0		0		0		0		TC397255		GO:0005575(cellular_component)|GO:0005739(mitochondrion)|GO:0005759(mitochondrial matrix)|GO:0005777(peroxisome)|GO:0005811(lipid particle)|GO:0006099(tricarboxylic acid cycle)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)|GO:0016491(oxidoreductase activity)|GO:0016615(malate dehydrogenase activity)|GO:0030060(L-malate dehydrogenase activity)|GO:0031998(regulation of fatty acid beta-oxidation)|GO:0042579(microbody)		Rep: Malate dehydrogenase - Solanum tuberosum (Potato), partial (75%) [TC397255]

		A_99_P468627		8.571743		8.217196		9.1638565		8.750289		8.420879		7.7151546		8.381446		7.2997513		7.3622375		7.7394295		7.5023003		7.5085244		-1.1102339		-1.4162165		-1.7200024		-2.733099		-2.3125837		-1.3925866		-3.163576		-2.364876		-0.15086365		-0.5020418		-0.7824106		-1.4505377		-1.2095056		-0.477767		-1.6615562		-1.2417645		Yes		No		No		TC415761		0		0		0		0		0		0		0		TC415761		0		0

		A_99_P325991		2.2012966		1.8840619		1.9529558		1.863514		4.124346		3.8621695		1.7140174		1.887225		5.3671017		4.057417		3.147583		1.7712736		3.7922373		3.9397595		-1.180124		1.016571		8.974336		4.5107117		2.2888567		-1.0660243		1.9230492		1.9781076		-0.23893845		0.023711085		3.165805		2.173355		1.1946272		-0.09224033		Yes		Yes		Yes		TA89350_4565		0		0		Ta.4586		0		0		0		0		TC428668		0		Rep: Osmotin-like protein precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (19%) [TC428668]

		A_99_P353871		7.36401		7.2570863		6.6303353		7.317743		7.053711		6.814894		5.3398147		6.910951		6.682033		7.363399		5.479975		6.904693		-1.2399646		-1.3586671		-2.4461632		-1.3257344		-1.6043365		1.0764735		-2.219693		-1.3314974		-0.31029892		-0.44219208		-1.2905207		-0.4067917		-0.6819768		0.10631275		-1.1503601		-0.4130497		No		Yes		Yes		TA97949_4565		0		0		0		0		0		0		0		TC407554		0		Rep: Remorin-like protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC407554]

		A_99_P276571		10.910001		10.928075		10.569853		10.397974		10.546366		10.675683		12.198564		10.726174		11.079266		10.693146		11.522185		10.625459		-1.2866638		-1.1911803		3.0923653		1.2554463		1.1244853		-1.1768489		1.9349985		1.170792		-0.36363506		-0.25239182		1.6287107		0.32820034		0.1692648		-0.23492908		0.9523325		0.2274847		No		Yes		Yes		TA74895_4565		0		0		0		0		0		0		0		TC390323		0		Rep: Os01g0532200 protein - Oryza sativa subsp. japonica (Rice), partial (79%) [TC390323]

		A_99_P249766		7.854772		7.4133124		6.265966		6.0768247		6.0751176		6.135958		5.502767		4.3088965		6.2069116		6.979988		5.5026336		5.807293		-3.4334395		-2.4239404		-1.6972498		-3.4056451		-3.1336858		-1.3503416		-1.6974068		-1.2054166		-1.7796545		-1.2773542		-0.76319885		-1.7679281		-1.6478605		-0.43332434		-0.76333237		-0.26953173		Yes		No		No		AK332602		0		AK332602		Ta.24988		0		0		0		0		TC444772		0		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P481192		12.558556		11.992135		12.111951		12.651311		13.449318		13.648399		13.768294		13.323157		14.204895		13.066371		14.09862		13.162491		1.8541557		3.151993		3.152166		1.5931106		3.1303835		2.1056066		3.9632103		1.4252154		0.8907623		1.6562643		1.6563435		0.6718464		1.6463394		1.0742359		1.9866695		0.5111799		Yes		Yes		Yes		TC422766		0		0		0		0		0		0		0		TC422766		0		Rep: Os04g0667600 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC422766]

		A_99_P537107		5.003364		4.7771287		6.474402		8.866904		5.961636		7.004782		12.217692		12.851762		6.3901973		6.143238		11.562763		13.584819		1.9429812		4.683716		53.56766		15.832943		2.6150403		2.5777447		34.02118		26.316845		0.958272		2.2276535		5.7432904		3.9848576		1.3868332		1.3661094		5.0883613		4.7179146		Yes		No		No		TC447366		0		0		0		0		0		0		0		TC447366		0		Rep: Predicted protein - Ostreococcus lucimarinus (strain CCE9901), partial (10%) [TC447366]

		A_99_P436112		10.471797		10.120545		10.818753		10.684384		9.836341		9.158065		9.4537945		10.108872		9.596223		9.556718		9.856399		10.286159		-1.5534288		-1.9486575		-2.5756896		-1.4902061		-1.834738		-1.4781857		-1.9484875		-1.3178862		-0.6354561		-0.96248055		-1.3649588		-0.57551193		-0.8755741		-0.5638275		-0.96235466		-0.39822578		No		Yes		Yes		AK334631		0		AK334631		Ta.7829		0		0		0		0		TC416484		0		Triticum aestivum cDNA, clone: WT010_I13, cultivar: Chinese Spring [AK334631]

		A_99_P548687		2.6756208		2.575268		1.7230592		2.635011		3.098842		3.9020908		2.828704		2.9039059		4.3208127		4.2588553		3.2744246		3.04868		1.3409181		2.5084963		2.1519506		1.2048845		3.1278946		3.212257		2.930944		1.3320693		0.4232211		1.3268228		1.105645		0.2688949		1.6451919		1.6835873		1.5513654		0.4136691		Yes		No		No		CD870460		0		0		0		0		0		0		0		TC451806		0		0

		A_99_P345691		5.717776		6.1151524		6.3963523		4.4604278		6.6204267		8.101459		7.934672		6.986467		8.295765		5.5233865		8.236004		6.4047127		1.8694979		3.9622123		2.9045599		5.7598815		5.9710684		-1.5070903		3.5792358		3.8484697		0.90265083		1.9863062		1.5383196		2.5260391		2.577989		-0.5917659		1.8396516		1.9442849		Yes		No		No		DN828887		0		DN828887		Ta.32381		0		0		0		0		TC441742		0		KUCD01_03_B07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN828887]

		A_99_P261221		8.560588		7.991174		7.080816		9.357051		7.1926484		6.284515		4.4455633		7.143252		6.3175673		6.6316166		4.0869727		8.127128		-2.5810168		-3.2640414		-6.212838		-4.6389523		-4.7338715		-2.5660648		-7.9659314		-2.345545		-1.3679395		-1.7066593		-2.6352525		-2.213799		-2.2430205		-1.3595576		-2.993843		-1.2299232		Yes		Yes		Yes		TA70333_4565		0		0		0		0		0		0		0		TC403274		0		Rep: Os04g0301500 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC403274]

		A_99_P144138		9.179401		11.371068		11.008992		11.863828		7.696096		8.923771		8.93576		10.00933		7.4818053		9.673042		9.34436		10.305207		-2.7958858		-5.4539332		-4.208286		-3.6162589		-3.2436004		-3.2445664		-3.1703274		-2.9457202		-1.4833055		-2.447297		-2.0732327		-1.8544979		-1.6975961		-1.6980257		-1.6646318		-1.5586205		Yes		Yes		Yes		CA630263		0		CA630263		Ta.51350		0		0		0		0		0		0		wle1n.pk0031.g6 wle1n Triticum aestivum cDNA clone wle1n.pk0031.g6 5' end, mRNA sequence [CA630263]

		A_99_P236351		12.291469		13.005226		12.802323		13.579887		12.94877		14.207832		14.235299		13.726581		13.196685		13.893407		14.522026		13.535507		1.5771294		2.3015506		2.7000306		1.1070292		1.8728251		1.8508407		3.2936852		-1.03124		0.65730095		1.2026062		1.4329758		0.14669323		0.9052162		0.88818073		1.7197027		-0.044380188		No		Yes		Yes		Y18626		0		Y18626		Ta.54230		543332		rgp		reversibly glycosylated polypeptide		0		TC368995		0		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		A_99_P126595		7.508404		6.894645		7.2093577		7.258242		8.96283		9.834257		8.89714		7.6762624		9.984187		9.3193655		9.239931		8.0212755		2.7404747		7.672049		3.2216098		1.3360928		5.5626926		5.369249		4.085672		1.6970551		1.4544258		2.939612		1.6877818		0.41802025		2.4757833		2.4247203		2.0305734		0.7630334		Yes		Yes		Yes		DR741869		0		DR741869		Ta.46151		0		0		0		0		TC377635		0		FGAS030911 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741869]

		A_99_P145812		10.69646		11.109489		10.501939		11.115033		9.794217		9.574454		8.79461		9.874446		9.916356		10.162618		9.055974		9.501078		-1.8689691		-2.897955		-3.2655563		-2.362947		-1.7172543		-1.9276882		-2.7244496		-3.060899		-0.90224266		-1.5350351		-1.7073288		-1.2405872		-0.7801037		-0.94687176		-1.4459648		-1.6139555		Yes		Yes		Yes		TA99123_4565		0		0		0		0		0		0		0		TC408626		0		0

		A_99_P230141		4.4589124		4.407567		4.3470397		4.5496693		2.9350882		3.3136759		3.896487		3.5608494		3.062939		3.4063213		3.2677176		3.98419		-2.8755226		-2.1344895		-1.3665637		-1.9845608		-2.6316607		-2.0017278		-2.113043		-1.479879		-1.5238242		-1.0938911		-0.4505527		-0.98881984		-1.3959734		-1.0012457		-1.0793221		-0.5654793		Yes		No		No		TA61563_4565		0		0		Ta.10150		0		0		0		0		TC417592		0		0

		A_99_P429307		8.199607		8.183789		7.484903		7.3547363		8.838056		9.2124605		8.043537		7.7494392		8.620282		8.927515		8.1041		7.8083386		1.5566545		2.0401444		1.4728743		1.314672		1.3385539		1.6744946		1.5360204		1.3694555		0.6384487		1.0286713		0.5586343		0.3947029		0.42067528		0.7437258		0.61919737		0.4536023		No		Yes		Yes		TC387911		0		0		0		0		0		0		0		TC387911		0		Rep: Protein kinase; U box - Medicago truncatula (Barrel medic), partial (8%) [TC387911]

		A_99_P412887		8.3018055		8.409276		7.232605		5.6287665		8.011277		8.887096		8.672027		7.2423973		8.78851		9.740805		9.794446		7.3413887		-1.223088		1.3926381		2.7121212		3.0602102		1.4012407		2.516692		5.904607		3.27756		-0.2905283		0.4778204		1.4394217		1.6136308		0.48670483		1.3315287		2.561841		1.7126222		Yes		Yes		Yes		TC374806		0		0		0		0		0		0		0		TC374806		GO:0003674(molecular_function)|GO:0005576(extracellular region)|GO:0008150(biological_process)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC374806]

		A_99_P149922		7.5501657		7.6991982		7.498146		7.9178295		6.976107		6.3093514		6.582495		7.261084		6.53472		7.161634		6.760978		7.475945		-1.4887056		-2.6205084		-1.8864199		-1.5765221		-2.0215273		-1.4515198		-1.6669003		-1.3583776		-0.57405853		-1.3898468		-0.91565084		-0.65674543		-1.0154457		-0.5375643		-0.73716784		-0.44188452		No		Yes		Yes		CJ907427		0		CJ907427		Ta.52758		0		0		0		0		0		0		CJ907427 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles7c19 5', mRNA sequence [CJ907427]

		A_99_P594807		10.343966		8.149632		5.505505		7.6809287		10.184587		8.663494		11.5753145		8.696105		10.836918		9.304297		11.067638		8.289113		-1.1168063		1.427867		67.173		2.0211499		1.4073219		2.2263262		47.246426		1.5243396		-0.159379		0.51386166		6.0698094		1.0151763		0.49295235		1.154665		5.5621333		0.60818434		Yes		Yes		Yes		X85230		0		X85230		Ta.56904		543482		pox4		peroxidase		0		TC403090		0		T.aestivum pox4 gene [X85230]

		A_99_P097330		6.747786		7.140039		6.734202		7.226994		6.789776		7.7740226		7.4616103		7.318537		7.2827554		7.6181564		7.741682		7.346292		1.0295328		1.5518441		1.6556623		1.0655093		1.4489113		1.3929249		2.0103967		1.0862062		0.041989803		0.6339836		0.7274084		0.0915432		0.53496933		0.47811747		1.0074801		0.11929798		No		Yes		Yes		TA85468_4565		0		0		0		0		0		0		0		TC376149		0		Rep: Chromosome chr8 scaffold_68, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC376149]

		A_99_P199421		10.423917		10.16993		9.157953		8.987911		9.022736		9.242593		8.629596		7.634113		8.90705		9.5422945		8.424497		8.9951935		-2.6411774		-1.9017632		-1.4422863		-2.5558414		-2.8616886		-1.5450312		-1.6626178		1.0050604		-1.4011812		-0.92733765		-0.5283575		-1.3537984		-1.5168667		-0.62763596		-0.7334566		0.007282257		Yes		No		No		TA50748_4565		0		0		Ta.54099		0		0		0		0		TC399048		0		Rep: H(+)-transporting ATP synthase - Zea mays (Maize), partial (84%) [TC399048]

		A_99_P506372		5.727524		5.623127		6.6022663		7.309012		5.6024747		5.6248784		4.3120384		5.89782		5.702673		5.79905		4.0652056		6.5364594		-1.0905448		1.0012147		-4.8913336		-2.659568		-1.0173745		1.1296868		-5.8040533		-1.7082895		-0.12504911		0.0017514229		-2.290228		-1.4111919		-0.024850845		0.17592287		-2.5370607		-0.7725525		No		Yes		Yes		TA70308_4565		0		0		0		0		0		0		0		TC434513		0		Rep: Acyltransferase homolog - Petunia hybrida (Petunia), partial (18%) [TC434513]

		A_99_P311381		6.299063		6.1427407		6.795898		7.2520947		6.3373017		5.299427		5.855648		7.2962556		6.194851		5.8626256		5.5253525		7.098873		1.0268593		-1.7941664		-1.9188607		1.0310832		-1.0749073		-1.2142918		-2.4125276		-1.1120499		0.038238525		-0.8433137		-0.9402499		0.044160843		-0.104212284		-0.28011513		-1.2705455		-0.1532216		No		Yes		Yes		TA85051_4565		0		0		0		0		0		0		0		TC390664		0		Rep: DNAJ heat shock N-terminal domain-containing protein - Arabidopsis thaliana, partial (55%) [TC390664]

		A_99_P239371		14.624677		15.063919		14.678149		14.754458		13.431737		14.094676		13.924016		13.549602		13.431156		14.63115		13.478557		14.743633		-2.2861812		-1.9578131		-1.686618		-2.305144		-2.2871017		-1.3498217		-2.296748		-1.0075316		-1.1929398		-0.96924305		-0.7541332		-1.2048569		-1.1935205		-0.43276882		-1.1995926		-0.010825157		Yes		No		No		TA64267_4565		0		0		Ta.32936		0		0		0		0		TC400413		0		0

		A_99_P434847		3.6869705		2.5172336		5.5499673		5.3001614		5.2367387		7.3907437		7.852816		6.1201744		6.14372		5.345598		7.633724		6.8135624		2.927701		29.313847		4.9343114		1.765422		5.489785		7.1026855		4.2390966		2.8548224		1.5497682		4.8735104		2.3028488		0.82001305		2.4567497		2.8283646		2.083757		1.513401		Yes		Yes		Yes		CV762203		0		0		0		0		0		0		0		TC392393		0		Rep: Chromosome chr2 scaffold_113, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC392393]

		A_99_P238181		6.9111323		8.000033		8.852814		7.6917343		6.301008		7.2802997		6.313335		7.305651		6.184717		7.1586013		6.905436		7.306646		-1.5263906		-1.646878		-5.8137894		-1.3068405		-1.6545228		-1.7918279		-3.8567288		-1.3059398		-0.6101241		-0.7197337		-2.5394788		-0.38608313		-0.72641516		-0.8414321		-1.9473777		-0.38508844		Yes		Yes		Yes		TA63942_4565		0		0		Ta.55738		0		0		0		0		TC425647		0		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (19%) [TC425647]

		A_99_P327086		9.387203		9.469541		10.009468		9.619709		9.942403		10.633796		10.329534		10.223197		9.838362		9.981158		10.4668		10.178739		1.4693719		2.2411747		1.2483872		1.5193855		1.3671377		1.4256479		1.373		1.4732779		0.5551996		1.1642551		0.3200655		0.60348797		0.45115852		0.51161766		0.45733166		0.5590296		No		Yes		Yes		TA89664_4565		0		0		Ta.55895		0		0		0		0		TC426891		0		Rep: Chromosome undetermined scaffold_109, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC426891]

		ETG10_236652		5.7066383		5.795391		6.446594		5.9736686		5.412725		4.7545395		5.2561727		4.62672		4.642336		4.448322		4.6016088		4.342484		-1.2259612		-2.0574417		-2.2821941		-2.5437355		-2.0911586		-2.5439482		-3.5924933		-3.0976725		-0.29391336		-1.0408516		-1.1904216		-1.3469486		-1.0643024		-1.3470693		-1.8449855		-1.6311846		Yes		No		No		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A		ERROR:#N/A

		A_99_P441562		3.6811192		3.2599344		3.3273504		3.3942559		3.9287014		4.6723857		4.7419586		4.240408		4.4748836		4.383781		5.0337443		4.001477		1.1872158		2.6618905		2.6658733		1.7976997		1.7335919		2.1792724		3.263441		1.523322		0.2475822		1.4124513		1.4146082		0.84615207		0.79376435		1.1238465		1.706394		0.6072209		Yes		No		No		TC397598		0		0		0		0		0		0		0		TC397598		0		Rep: Integral membrane protein-like precursor - Rhodoferax ferrireducens (strain DSM 15236 / ATCC BAA-621 / T118), partial (10%) [TC397598]

		A_99_P408517		1.7996206		1.7362205		2.3064282		1.7349834		2.1511395		1.8836813		5.4997253		3.0607293		2.9496562		2.7439663		5.420517		2.4170523		1.2759032		1.1076183		9.146991		2.5066245		2.2191937		2.010767		8.65833		1.6044389		0.35151887		0.14746082		3.1932971		1.3257458		1.1500356		1.0077459		3.1140888		0.6820688		Yes		Yes		Yes		TC370583		0		0		0		0		0		0		0		TC370583		0		Rep: Transferase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (98%) [TC370583]

		A_99_P244326		7.4234834		7.222136		5.7292266		6.023167		6.236347		5.076231		4.225173		4.461743		6.1245847		6.7281737		4.470054		3.6165292		-2.277003		-4.425698		-2.8363855		-2.9514508		-2.4604099		-1.4083074		-2.393584		-5.302372		-1.1871362		-2.145905		-1.5040536		-1.5614243		-1.2988987		-0.4939623		-1.2591724		-2.406638		Yes		Yes		Yes		TA65567_4565		0		0		0		0		0		0		0		TC408961		0		Rep: Beta-galactosidase 4 precursor - Oryza sativa subsp. indica (Rice), partial (9%) [TC408961]

		A_99_P323006		10.641695		10.777852		10.591535		9.6230955		9.54314		9.737338		9.233337		8.317436		9.502138		10.178572		9.107563		9.610101		-2.1414003		-2.0569603		-2.5636463		-2.4719667		-2.2031333		-1.5149606		-2.797177		-1.009048		-1.0985546		-1.040514		-1.3581972		-1.3056593		-1.1395569		-0.59928036		-1.4839716		-0.012994766		Yes		No		No		TA88451_4565		0		0		0		0		0		0		0		TC391679		0		0

		A_99_P469622		6.225017		6.807076		5.6268578		6.4274006		5.903769		6.063433		7.1616955		6.826969		5.6708703		6.3553963		6.6577477		6.701547		-1.249411		-1.6743984		2.8975585		1.3191134		-1.4683		-1.3676317		2.0432844		1.2092785		-0.32124805		-0.7436428		1.5348377		0.39956856		-0.55414677		-0.4516797		1.03089		0.27414656		No		Yes		Yes		CK157705		0		0		Ta.6349		0		0		0		0		TC416344		0		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC416344]

		A_99_P432572		3.8018324		4.2330594		5.869474		4.9497104		5.0722957		6.138224		6.507814		6.1828904		5.546682		4.4835715		5.957193		5.323217		2.4123902		3.7455165		1.5565372		2.350846		3.3515987		1.1896293		1.0626886		1.2954978		1.2704632		1.9051647		0.63834		1.23318		1.7448494		0.25051212		0.08771896		0.37350655		Yes		Yes		Yes		CD882957		0		0		Ta.51154		0		0		0		0		TC390482		0		Rep: Probable methionyl-tRNA synthetase - Oryza sativa subsp. japonica (Rice), partial (16%) [TC390482]

		A_99_P553992		9.215423		9.803702		9.477181		9.684241		8.590512		8.6845875		8.85674		9.535594		8.736196		9.238933		8.791676		9.54942		-1.542115		-2.1721365		-1.5373455		-1.1085296		-1.3939966		-1.4791514		-1.6082658		-1.0979565		-0.62491035		-1.1191149		-0.62044144		-0.14864731		-0.47922707		-0.56476974		-0.68550587		-0.13482094		No		Yes		Yes		CK195707		0		0		Ta.29791		0		0		0		0		TC453800		0		Rep: Os09g0461800 protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC453800]

		A_99_P258966		7.064223		6.8183722		7.6061535		7.6998315		8.2094755		8.675399		8.861518		8.640015		8.253856		8.283362		8.941546		8.627847		2.2118487		3.6226027		2.3872745		1.9187719		2.280947		2.7606158		2.523442		1.9026567		1.1452527		1.8570266		1.2553644		0.94018316		1.1896329		1.4649901		1.335393		0.92801523		Yes		Yes		Yes		TA69715_4565		0		0		0		0		0		0		0		TC414559		0		0

		A_99_P205256		13.836609		13.735378		12.784805		13.448138		13.286473		12.646534		12.044395		13.095059		13.050774		13.453415		11.651704		12.779201		-1.4642234		-2.1270359		-1.6706504		-1.2772835		-1.7240902		-1.2158484		-2.1932974		-1.5899018		-0.5501356		-1.0888443		-0.74040985		-0.35307884		-0.78583527		-0.28196335		-1.1331015		-0.6689377		No		Yes		Yes		CV771692		0		CV771692		Ta.50175		0		0		0		0		TC385128		0		FGAS066085 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771692]

		A_99_P261801		6.169027		6.8651757		5.6892734		5.7874503		7.3057823		8.761308		8.123407		6.83106		8.682591		7.8756623		8.707578		6.1053796		2.1988595		3.7221391		5.4043984		2.0613787		5.7102923		2.0145905		8.102147		1.2465401		1.1367555		1.896132		2.434134		1.0436096		2.5135646		1.0104866		3.0183043		0.31792927		Yes		Yes		Yes		TA70490_4565		0		0		0		0		0		0		0		TC377102		0		Rep: Phosphate translocator-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC377102]

		A_99_P332866		9.470407		8.950417		8.793286		8.746654		10.909923		11.176658		12.55763		11.056869		11.320127		11.22823		12.52359		10.56948		2.7122986		4.6791325		13.588773		4.95957		3.6043022		4.849426		13.271907		3.537736		1.4395161		2.226241		3.7643433		2.310215		1.84972		2.277814		3.7303038		1.8228264		Yes		Yes		Yes		TA91417_4565		0		0		Ta.23309		0		0		0		0		TC453561		0		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (9%) [TC453561]

		A_99_P281521		9.898076		9.930103		9.926234		10.787422		8.708334		7.73749		8.747068		9.198837		8.350234		8.412685		8.234615		9.426806		-2.2811196		-4.571327		-2.2644582		-3.0075421		-2.9237947		-2.8627822		-3.2301898		-2.5679476		-1.1897421		-2.1926131		-1.1791658		-1.5885849		-1.547842		-1.5174179		-1.6916189		-1.3606157		Yes		Yes		Yes		TA76319_4565		0		0		Ta.50390		0		0		0		0		NP9351277		0		GB

		A_99_P537337		9.979938		9.5347805		11.334793		10.181296		11.406194		11.631302		13.135079		13.444301		12.635181		10.206998		13.186048		12.037488		2.687484		4.276769		3.4828932		9.5998		6.2995286		1.5935203		3.6081378		3.6205068		1.4262562		2.0965214		1.8002863		3.2630043		2.6552439		0.67221737		1.8512545		1.8561916		Yes		No		No		BE405360		0		0		Ta.33079		0		0		0		0		TC447414		0		Rep: Xylanase inhibitor 801OS - Triticum aestivum (Wheat), partial (26%) [TC447414]

		A_99_P439787		4.9425626		4.8423085		4.9057717		4.6343617		3.8464305		3.361003		4.1450276		3.4494371		3.8029888		3.6720545		3.5281258		3.7146206		-2.1378076		-2.792013		-1.6943643		-2.2735152		-2.2031593		-2.250513		-2.5984404		-1.8917758		-1.096132		-1.4813056		-0.7607441		-1.1849246		-1.1395738		-1.170254		-1.377646		-0.91974115		Yes		No		No		DR739748		0		0		Ta.46841		0		0		0		0		0		GO:0005198(structural molecule activity)|GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)|GO:0009769(photosynthesis, light harvesting in photosystem II)|GO:0010287(plastoglobule)|GO:0015979(photosynthesis)|GO:0016168(chlorophyll binding)|GO:0030076(light-harvesting complex)|GO:0042651(thylakoid membrane)		0

		A_99_P055400		6.3353367		5.8472037		6.7010703		7.254696		7.762357		7.4536858		14.60592		9.477601		8.811254		8.660974		14.216304		9.570799		2.6889083		3.045084		239.66069		4.6683254		5.563207		7.0311947		182.94086		4.979852		1.4270205		1.606482		7.9048495		2.2229052		2.4759169		2.8137698		7.5152335		2.316103		Yes		Yes		Yes		CV772025		0		CV772025		Ta.19935		0		0		0		0		TC435925		0		FGAS066418 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772025]

		A_99_P522472		9.449281		9.765693		8.375508		8.905131		8.363864		8.164322		7.254802		7.868572		7.5507646		8.726567		7.288384		8.423312		-2.1219885		-3.0343149		-2.1745336		-2.0513294		-3.7282953		-2.0549815		-2.1245015		-1.3965034		-1.0854168		-1.6013708		-1.1207061		-1.0365591		-1.8985162		-1.0391254		-1.0871243		-0.48181915		Yes		Yes		Yes		TA79536_4565		0		0		Ta.7470		0		0		0		0		TC441476		0		0

		A_99_P370967		5.068572		4.96117		3.786704		3.8457735		6.224802		7.143846		5.5360885		3.6365511		6.8747916		6.414198		6.234583		3.9773052		2.2287426		4.539948		3.3621507		-1.1560649		3.4972467		2.7378201		5.456133		1.0954561		1.15623		2.1826758		1.7493844		-0.20922232		1.8062196		1.4530277		2.4478788		0.13153172		Yes		No		No		TA103326_4565		0		0		0		0		0		0		0		TC414624		0		0

		A_99_P193823		7.750665		7.84219		7.781409		7.8404555		7.3217244		6.961132		6.870398		7.7077136		7.278622		7.2601337		6.751947		7.767889		-1.3462448		-1.8417251		-1.8803624		-1.0963755		-1.3870723		-1.4969811		-2.0412626		-1.0515858		-0.42894077		-0.88105774		-0.91101074		-0.13274193		-0.47204304		-0.58205605		-1.0294619		-0.07256651		No		Yes		Yes		TC448749		0		0		0		0		0		0		0		TC448749		0		0

		A_99_P080585		2.3168433		1.716798		2.1868804		1.6954931		2.6444619		4.471171		2.7167442		2.8821914		5.7815385		3.5238888		2.4428976		1.682541		1.2549402		6.7475934		1.4437929		2.276312		11.040206		3.4993594		1.1941774		-1.0090182		0.3276186		2.754373		0.52986383		1.1866983		3.4646952		1.8070909		0.2560172		-0.012952089		Yes		No		No		BE419586		0		BE419586		Ta.30819		0		0		0		0		TC432157		0		WWS014.H7R000101 ITEC WWS Wheat Scutellum Library Triticum aestivum cDNA clone WWS014.H7, mRNA sequence [BE419586]

		A_99_P432082		10.543424		10.947429		11.017552		11.106712		10.007864		9.907726		9.36132		9.464244		11.357717		9.7949095		10.107187		9.563296		-1.4495044		-2.0558035		-3.1519241		-3.1219954		1.7584361		-2.2230175		-1.8795211		-2.9148386		-0.53555965		-1.0397024		-1.6562328		-1.6424685		0.8142929		-1.1525192		-0.9103651		-1.543416		Yes		Yes		Yes		CA661409		0		0		Ta.51448		0		0		0		0		TC390172		0		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC390172]

		A_99_P263521		11.445892		10.572417		11.361092		10.51396		12.260459		13.1538925		12.683694		11.992821		13.428767		11.746387		13.1777		11.680408		1.7587698		5.9855146		2.5011685		2.7872856		3.9527998		2.2563162		3.5225213		2.2445834		0.8145666		2.5814753		1.3226023		1.4788609		1.9828749		1.1739693		1.8166084		1.1664476		Yes		Yes		Yes		TA70992_4565		0		0		Ta.9765		0		0		0		0		TC372539		0		0

		A_99_P254226		9.705864		9.807621		10.170325		9.763364		9.478223		8.819046		7.7246633		8.770149		9.482753		8.775266		7.9582787		8.712692		-1.1709188		-1.9842241		-5.447756		-1.9906155		-1.167248		-2.0453608		-4.633321		-2.0714939		-0.2276411		-0.988575		-2.445662		-0.9932146		-0.22311115		-1.0323553		-2.2120466		-1.0506716		Yes		Yes		Yes		AK331660		0		AK331660		Ta.57729		0		0		0		0		TC448851		0		Triticum aestivum cDNA, clone: WT002_A21, cultivar: Chinese Spring [AK331660]

		A_99_P416587		4.8686585		5.937641		5.9475174		5.3476377		5.4718957		6.9502754		7.0290265		6.5191855		6.2953973		6.2775884		7.7812085		6.1824226		1.5191214		2.0175917		2.1162486		2.2525325		2.688383		1.2657102		3.5644786		1.7835912		0.60323715		1.0126343		1.0815091		1.1715479		1.4267387		0.33994722		1.8336911		0.834785		Yes		No		No		TA70137_4565		0		0		0		0		0		0		0		TC377769		0		0

		A_99_P063497		1.7117687		1.6961899		1.7086121		1.6772548		1.95397		1.7233399		4.7790475		2.0064104		1.740975		1.8552227		4.7204967		1.6698118		1.182796		1.0189972		8.400269		1.2562778		1.0204506		1.1165384		8.0661745		-1.0051724		0.24220121		0.027150035		3.0704355		0.32915556		0.029206276		0.15903282		3.0118847		-0.007442951		No		Yes		Yes		CA502349		0		CA502349		Ta.24329		0		0		0		0		0		0		WHE4046_C10_E20ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4046_C10_E20, mRNA sequence [CA502349]

		A_99_P543752		5.572168		5.656275		5.670321		4.835628		5.3320794		5.3604693		4.0863314		6.476335		6.6736393		4.366608		4.7941337		5.018286		-1.1810651		-1.2275702		-2.9979777		3.118186		2.1457343		-2.4447155		-1.8355181		1.1349732		-0.24008846		-0.29580545		-1.5839896		1.640707		1.1014714		-1.2896667		-0.8761873		0.1826582		No		Yes		Yes		TC449923		0		0		0		0		0		0		0		TC449923		0		0

		A_99_P266371		10.083124		9.9534445		9.39785		8.851115		9.4713745		9.089886		8.3993635		8.807609		9.359379		9.497178		8.249363		8.788812		-1.5281113		-1.8195211		-1.997903		-1.0306158		-1.6514637		-1.3719866		-2.216813		-1.0441316		-0.61174965		-0.86355877		-0.9984865		-0.043506622		-0.72374535		-0.4562664		-1.1484871		-0.062303543		No		Yes		Yes		TA71810_4565		0		0		0		0		0		0		0		TC453020		0		0

		A_99_P150492		5.8733087		6.5168386		6.100451		5.7554603		6.705954		7.774862		7.237224		6.9294205		6.969479		7.294874		7.6304936		6.403768		1.780948		2.391678		2.1988864		2.256302		2.1378646		1.7147944		2.8879437		1.5673287		0.8326454		1.2580233		1.1367731		1.1739602		1.0961704		0.77803564		1.5300426		0.6483078		Yes		No		No		CJ773635		0		CJ773635		Ta.52880		0		0		0		0		TC438921		0		CJ773635 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl11e11 5', mRNA sequence [CJ773635]

		A_99_P165837		4.61006		4.803253		5.2999635		4.423857		4.5687237		4.34529		4.35858		4.1322513		4.153277		4.7475033		3.9282367		4.153473		-1.0290667		-1.373601		-1.9203688		-1.224002		-1.3724782		-1.0393993		-2.5878012		-1.2061291		-0.041336536		-0.457963		-0.94138336		-0.29160595		-0.4567833		-0.055749893		-1.3717268		-0.2703843		No		Yes		Yes		CV772176		0		CV772176		Ta.56438		0		0		0		0		TC379107		0		FGAS066569 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772176]

		A_99_P310081		6.0343766		5.8929687		5.0940223		5.8651576		5.873076		6.0428047		6.143808		6.1363926		5.386162		6.082527		6.065769		6.058719		-1.1182948		1.1094434		2.0702221		1.2068405		-1.5672277		1.1404147		1.961214		1.1435834		-0.16130066		0.14983606		1.0497856		0.271235		-0.6482148		0.1895585		0.9717469		0.19356155		No		Yes		Yes		TA84679_4565		0		0		0		0		0		0		0		TC413082		0		0

		A_99_P096390		3.1484067		3.9659111		5.8982453		6.0148315		7.768842		10.912139		9.660862		7.378042		8.12559		9.713662		9.764291		8.76431		24.597431		123.31701		13.572519		2.5725706		31.49789		53.73355		14.58128		6.724739		4.6204357		6.946228		3.7626166		1.3632107		4.9771833		5.747751		3.8660455		2.7494783		Yes		Yes		Yes		CD862825		0		CD862825		Ta.36380		0		0		0		0		0		0		AZO1.104L21F010129 AZO1 Triticum aestivum cDNA clone AZO1104L21, mRNA sequence [CD862825]

		A_99_P553207		11.006944		10.849571		9.861091		9.298698		9.5964155		9.531453		9.215291		7.767219		9.500477		10.110203		9.054759		9.140884		-2.6583447		-2.4934065		-1.5646063		-2.8908212		-2.841134		-1.6694448		-1.7487592		-1.1155955		-1.4105282		-1.3181181		-0.64579964		-1.5314794		-1.5064669		-0.73936844		-0.80633163		-0.15781403		Yes		No		No		TA53337_4565		0		0		Ta.55358		0		0		0		0		TC453476		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC453476]

		A_99_P407792		2.2518075		2.4761074		3.4205062		4.3672476		3.107978		4.2075386		5.83166		4.700148		2.9589262		3.9154482		5.820602		4.9358673		1.810227		3.3205707		5.3189945		1.2595432		1.6325405		2.7119694		5.278382		1.483104		0.85617065		1.7314312		2.4111536		0.33290052		0.70711875		1.4393408		2.4000957		0.5686197		Yes		No		No		TA63249_4565		0		0		0		0		0		0		0		TC369877		0		Rep: Os10g0397400 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC369877]

		A_99_P082355		8.355587		7.5256886		7.385381		7.8523197		7.774263		6.7549996		6.254294		7.295958		7.2746053		6.6712265		5.79438		7.3227444		-1.4962219		-1.7060844		-2.1902375		-1.4705559		-2.1154752		-1.8080846		-3.012583		-1.4435042		-0.5813241		-0.770689		-1.1310873		-0.5563617		-1.0809817		-0.85446215		-1.591001		-0.52957535		Yes		Yes		Yes		DR737985		0		DR737985		Ta.31389		0		0		0		0		TC422297		0		FGAS083202 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737985]

		A_99_P339996		7.1041884		6.0309577		6.439358		5.33079		8.457867		9.730813		8.265907		7.726093		9.667407		8.458522		8.730748		7.268583		2.5556288		12.994735		3.5468764		5.260875		5.910248		5.379843		4.895275		3.8311906		1.3536782		3.6998553		1.826549		2.3953028		2.5632186		2.4275641		2.29139		1.9377928		Yes		Yes		Yes		CA667948		0		CA667948		Ta.40542		0		0		0		0		TC426799		0		wlsu1.pk015.b7 wlsu1 Triticum aestivum cDNA clone wlsu1.pk015.b7 5' end, mRNA sequence [CA667948]

		A_99_P016209		2.727668		3.8495436		2.4235868		3.002555		3.2872496		5.5897546		8.064949		3.8281925		3.4014416		5.721046		7.7542496		3.4721346		1.4738417		3.3408403		49.91364		1.7723181		1.59524		3.6591344		40.24291		1.384706		0.5595815		1.740211		5.641362		0.8256376		0.6737735		1.8715024		5.3306627		0.4695797		Yes		Yes		Yes		TA80899_4565		0		0		Ta.62252		0		0		0		0		TC431733		0		Rep: Anthranilate phosphoribosyltransferase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC431733]

		A_99_P005901		8.614762		8.542354		9.68744		8.960307		8.53085		8.045643		8.460847		8.739009		8.314319		8.27539		8.557022		8.809409		-1.059888		-1.410993		-2.340137		-1.1657821		-1.231523		-1.2032729		-2.1892214		-1.1102604		-0.083911896		-0.49671078		-1.226593		-0.22129822		-0.30044365		-0.26696396		-1.1304178		-0.15089798		No		Yes		Yes		CJ635132		0		CJ635132		Ta.3101		0		0		0		0		TC461420		0		CJ635132 Y.Ogihara unpublished cDNA library Wh_DPA20 Triticum aestivum cDNA clone whdp20c17 5', mRNA sequence [CJ635132]

		A_99_P196338		11.552403		11.46368		11.337453		11.240565		12.076308		13.189614		12.184588		11.865307		12.782303		12.184789		12.625554		11.800029		1.4378417		3.3079422		1.7989256		1.5419346		2.3455064		1.6484481		2.4420643		1.473721		0.5239048		1.725934		0.84713554		0.62474155		1.2298994		0.72110844		1.2881012		0.5594635		No		Yes		Yes		EU181185		0		EU181185		Ta.63544		100192126		CPK12		calcium-dependent protein kinase		0		TC435620		0		Triticum aestivum calcium-dependent protein kinase (CPK12) mRNA, complete cds [EU181185]

		A_99_P519912		10.069518		10.256657		10.306781		9.826875		9.552836		8.970626		9.152665		9.260297		9.1756315		9.768273		8.921067		9.394215		-1.4306608		-2.4385622		-2.2254786		-1.4810064		-1.8581753		-1.402872		-2.6130116		-1.34972		-0.5166817		-1.2860308		-1.1541157		-0.5665779		-0.89388657		-0.4883833		-1.3857136		-0.4326601		No		Yes		Yes		TA66621_4565		0		0		Ta.9309		0		0		0		0		TC440487		0		Rep: beta-galactosidase - Entamoeba histolytica HM-1:IMSS, partial (43%) [TC442092]

		A_99_P485377		6.156357		5.6575856		6.4158654		6.2741294		5.608187		4.9310226		5.603658		4.124287		4.1893353		4.5783944		4.0183015		4.467131		-1.4622294		-1.6546923		-1.7558957		-4.437793		-3.9096012		-2.1128511		-5.269127		-3.4991348		-0.5481696		-0.726563		-0.8122072		-2.1498423		-1.9670215		-1.0791912		-2.397564		-1.8069983		Yes		Yes		Yes		CV777572		0		0		Ta.55100		0		0		0		0		TC424915		0		Rep: Os04g0449900 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC424915]

		A_99_P504652		4.8777304		5.0704484		5.1469884		4.9002395		4.879604		4.4228344		4.4150815		4.2169266		3.8515427		4.0371075		3.8650198		3.4538624		1.0012995		-1.5665752		-1.6608329		-1.605823		-2.0366354		-2.0467587		-2.4317057		-2.7252283		0.0018734932		-0.647614		-0.7319069		-0.6833129		-1.0261877		-1.0333409		-1.2819686		-1.446377		Yes		No		No		CD867230		0		0		Ta.27829		0		0		0		0		TC433767		0		Rep: Protein kinase domain containing protein - Tetrahymena thermophila SB210, partial (37%) [TC433767]

		A_99_P379947		6.5853767		6.85018		6.889105		7.2533603		6.43861		6.199553		5.5547004		7.067909		6.3501		6.329264		5.654081		7.0029483		-1.1070855		-1.5698504		-2.5217137		-1.1371728		-1.1771325		-1.434866		-2.3538525		-1.1895467		-0.14676666		-0.65062714		-1.3344045		-0.18545151		-0.2352767		-0.520916		-1.235024		-0.250412		No		Yes		Yes		TA105517_4565		0		0		0		0		0		0		0		TC441525		0		Rep: Haploid germ cell-specific nuclear protein kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC441525]

		A_99_P327331		9.747942		9.888036		9.391491		8.851866		8.863645		8.586933		8.299958		7.9019113		8.263951		9.112159		7.722145		8.982854		-1.8458654		-2.4641714		-2.1310031		-1.9318117		-2.797214		-1.7122306		-3.1807034		1.0950434		-0.8842974		-1.3011026		-1.0915327		-0.9499545		-1.4839907		-0.775877		-1.6693459		0.13098812		Yes		No		No		TA89745_4565		0		0		0		0		0		0		0		TC434272		0		Rep: Indole-3-glycerol phosphate lyase - Hordeum lechleri (Wild barley), partial (22%) [TC434272]

		A_99_P266721		12.264119		12.326237		11.827418		11.818192		11.898479		11.361511		10.946826		11.886559		11.296848		11.996854		10.7764845		11.876134		-1.2884527		-1.9516921		-1.8411311		1.0485291		-1.9551386		-1.2564758		-2.0718706		1.04098		-0.3656397		-0.9647255		-0.88059235		0.068367004		-0.96727085		-0.3293829		-1.0509338		0.05794239		No		Yes		Yes		TA71923_4565		0		0		Ta.7837		0		0		0		0		TC426867		0		0

		A_99_P439132		5.0905523		4.7170978		3.7375278		4.949474		5.439665		5.8204503		5.2583003		4.5152435		6.24168		5.0050697		5.8185544		4.7479515		1.2737768		2.1485338		2.8694465		-1.3511897		2.2208743		1.2209228		4.231082		-1.1499112		0.3491125		1.1033525		1.5207725		-0.43423033		1.1511278		0.28797197		2.0810266		-0.20152235		No		Yes		Yes		TA84924_4565		0		0		0		0		0		0		0		TC399520		0		0

		A_99_P544917		6.9989686		7.037815		7.5793214		7.029257		6.861238		6.651087		6.7442565		6.6834283		6.4292445		6.5794997		6.5757203		6.4712424		-1.1001731		-1.3074251		-1.7839372		-1.2708806		-1.4842397		-1.3739365		-2.0049984		-1.4722415		-0.1377306		-0.3867283		-0.8350649		-0.34582853		-0.5697241		-0.45831537		-1.0036011		-0.5580144		No		Yes		Yes		TC450346		0		0		0		0		0		0		0		TC450346		0		Rep: Transitional endoplasmic reticulum ATPase-like - Oryza sativa subsp. japonica (Rice), partial (19%) [TC450346]

		A_99_P040948		4.3942223		2.0647728		5.070516		5.0661926		5.8476806		10.236388		9.632028		8.857901		7.8409553		8.216449		9.552304		8.649819		2.7386374		288.33768		23.613033		13.848982		10.903603		71.095		22.343575		11.988894		1.4534583		8.171616		4.5615115		3.791708		3.446733		6.151676		4.481788		3.5836267		Yes		Yes		Yes		CV763668		0		CV763668		Ta.15214		0		0		0		0		TC384791		0		FGAS058051 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763668]

		A_99_P281151		6.021604		5.256964		4.5945015		2.9352462		4.67379		3.7185786		3.217972		2.8536494		4.5801826		4.9333243		3.6563966		3.1080596		-2.5452619		-2.904693		-2.5964303		-1.0581887		-2.7158833		-1.251484		-1.9160097		1.1272546		-1.3478141		-1.5383856		-1.3765295		-0.08159685		-1.4414215		-0.32363987		-0.93810487		0.17281342		Yes		No		No		AK334762		0		AK334762		Ta.9382		0		0		0		0		TC442247		0		Triticum aestivum cDNA, clone: WT010_P09, cultivar: Chinese Spring [AK334762]

		A_99_P392877		2.1796803		3.296178		4.356968		5.640084		2.0029554		1.8663006		2.235636		2.1719065		1.7017976		2.8367357		2.544573		4.3732142		-1.1303151		-2.6942384		-4.3509545		-11.066885		-1.3926983		-1.3750103		-3.5122483		-2.4063885		-0.17672491		-1.4298775		-2.121332		-3.4681773		-0.47788274		-0.45944238		-1.8123949		-1.2668695		Yes		No		No		TA108697_4565		0		0		0		0		0		0		0		TC387053		0		0

		A_99_P284276		8.543014		8.288157		7.964121		7.829843		8.08205		7.1253657		7.0256443		7.4349937		7.9796157		7.677677		7.13215		7.418101		-1.3764606		-2.2389026		-1.9165034		-1.3148054		-1.4777455		-1.5267674		-1.7801152		-1.3302913		-0.46096325		-1.1627917		-0.93847656		-0.3948493		-0.5633979		-0.6104803		-0.8319707		-0.4117422		No		Yes		Yes		TA77147_4565		0		0		0		0		0		0		0		TC379004		0		Rep: Pollen signalling protein with adenylyl cyclase activity - Zea mays (Maize), partial (45%) [TC379004]

		A_99_P399152		6.201101		5.8981533		6.471579		6.2887807		5.975392		5.278601		5.767222		4.717344		4.835224		4.8723855		4.831974		4.9268475		-1.1693517		-1.5363982		-1.6294185		-2.9720056		-2.577329		-2.0360427		-3.1158051		-2.5702937		-0.22570896		-0.61955214		-0.70435715		-1.5714369		-1.3658767		-1.0257678		-1.639605		-1.3619332		Yes		Yes		Yes		TA110228_4565		0		0		0		0		0		0		0		TC456956		0		Rep: 26S protease regulatory subunit 6A - Botryotinia fuckeliana (strain B05.10) (Noble rot fungus) (Botrytiscinerea), partial (69%) [TC456956]

		A_99_P482427		3.3942654		4.9081473		5.322986		3.9966412		5.5331445		6.5061707		6.2281647		5.6390843		5.712567		5.6277127		6.50524		5.611586		4.404197		3.0272827		1.8727763		3.1219409		4.987447		1.646686		2.2693102		3.062999		2.138879		1.5980234		0.90517855		1.6424432		2.3183014		0.7195654		1.1822538		1.6149449		Yes		Yes		Yes		TC423362		0		0		0		0		0		0		0		TC423362		0		0

		A_99_P177889		4.587327		4.404862		4.6125894		4.5193167		6.957926		9.455417		8.808149		6.978049		8.238641		8.093463		9.146005		6.803183		5.1715574		33.14122		18.322697		5.497334		12.564782		12.893759		23.157623		4.869813		2.3705988		5.0505548		4.19556		2.4587321		3.6513138		3.688601		4.5334153		2.2838664		Yes		Yes		Yes		CJ723907		0		CJ723907		Ta.42319		0		0		0		0		TC440245		0		CJ723907 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh3a07 5', mRNA sequence [CJ723907]

		A_99_P051816		10.435697		10.541982		10.104975		10.191486		9.944833		10.122142		12.078052		11.2124815		10.438508		9.877804		10.869283		10.3242035		-1.4052861		-1.337779		3.9260454		2.0293183		1.0019506		-1.5846651		1.698555		1.0963566		-0.4908638		-0.41983986		1.9730768		1.0209951		0.002811432		-0.6641779		0.764308		0.13271713		No		Yes		Yes		CA602786		0		CA602786		Ta.18560		0		0		0		0		0		0		wr1.pk0008.e5 wr1 Triticum aestivum cDNA clone wr1.pk0008.e5 5' end, mRNA sequence [CA602786]

		A_99_P253026		4.710195		4.449432		2.7254937		7.2526093		4.2518997		3.1053808		2.185076		7.2265058		3.6802661		3.0849495		1.7105179		5.8544335		-1.3739175		-2.5386317		-1.4543935		-1.0182582		-2.0419238		-2.5748394		-2.020869		-2.635681		-0.45829535		-1.3440511		-0.5404177		-0.026103497		-1.0299289		-1.3644824		-1.0149758		-1.3981757		Yes		No		No		AK332056		0		AK332056		Ta.55220		100038340		LOC100038340		FORL2		0		TC369231		0		Triticum aestivum cDNA, clone: WT003_A14, cultivar: Chinese Spring [AK332056]

		A_99_P526887		4.732517		5.1118417		4.764034		3.7058423		5.560412		6.462831		6.9056587		4.7192893		6.488107		6.1821384		7.132288		4.124605		1.7750937		2.55087		4.4125876		2.0187287		3.3766448		2.0998652		5.1631594		1.3367808		0.82789516		1.3509893		2.141625		1.013447		1.7555904		1.0702968		2.3682542		0.41876292		Yes		Yes		Yes		BU100312		0		0		Ta.48371		0		0		0		0		TC434001		0		Rep: Argininosuccinate synthase - Oryza sativa subsp. indica (Rice), partial (18%) [TC434001]

		A_99_P320966		8.578901		8.62035		7.745772		8.858317		7.5354443		7.0535884		7.1037164		7.731872		7.4712615		7.8491836		7.078987		8.267942		-2.0611608		-2.9623897		-1.560551		-2.1832016		-2.1549282		-1.706649		-1.587531		-1.505638		-1.043457		-1.5667615		-0.6420555		-1.1264453		-1.1076398		-0.7711663		-0.66678476		-0.59037495		Yes		No		No		AK335188		0		AK335188		Ta.32201		0		0		0		0		TC387227		0		Triticum aestivum cDNA, clone: WT012_E14, cultivar: Chinese Spring [AK335188]

		A_99_P560902		2.467663		2.758276		3.4976835		3.1363852		4.2916126		5.2523875		4.672358		3.5358944		5.3321986		4.495716		4.9758925		3.657137		3.5404913		5.6338124		2.2574193		1.3190591		7.283014		3.33443		2.7860265		1.4347026		1.8239496		2.4941115		1.1746745		0.3995092		2.8645356		1.7374401		1.478209		0.5207517		Yes		No		No		TC456399		0		0		0		0		0		0		0		TC456399		0		Rep: CG13731-PA - Drosophila melanogaster (Fruit fly), partial (3%) [TC456399]

		A_99_P366942		5.484375		5.737366		5.6869264		5.4037347		5.263739		4.697408		4.768185		4.776541		4.8797383		5.1191306		4.869155		4.943479		-1.1652471		-2.0561678		-1.8904651		-1.5445573		-1.5205958		-1.5349967		-1.762681		-1.3757856		-0.22063589		-1.039958		-0.9187412		-0.62719345		-0.60463667		-0.6182356		-0.81777143		-0.46025562		No		Yes		Yes		TA102340_4565		0		0		0		0		0		0		0		TC418031		0		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC418031]

		A_99_P355996		2.387181		2.5457084		2.0357301		2.024875		2.8497808		3.5300586		4.4511504		3.8867683		3.2824428		3.524004		3.664059		2.6516683		1.3780228		1.978422		5.3347487		3.6348438		1.8599473		1.9701365		3.0915468		1.5441291		0.46259975		0.9843502		2.4154203		1.8618934		0.89526176		0.97829556		1.6283288		0.6267934		Yes		Yes		Yes		TA98646_4565		0		0		0		0		0		0		0		TC380052		0		Rep: Os01g0901300 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC380052]

		A_99_P234456		10.050339		10.17807		9.733456		9.7968855		9.3729925		8.669686		7.576874		9.049278		10.036887		8.868802		7.7036915		9.202304		-1.5991954		-2.8449113		-4.4585724		-1.6790059		-1.0093675		-2.4781578		-4.083381		-1.5100346		-0.6773462		-1.5083838		-2.1565819		-0.74760723		-0.013451576		-1.309268		-2.0297642		-0.5945816		Yes		Yes		Yes		TA62887_4565		0		0		0		0		0		0		0		TC418338		0		Rep: GAD1 - Hordeum vulgare (Barley), partial (20%) [TC418338]

		A_99_P413817		11.132886		11.421344		10.951924		11.407983		12.375178		14.496652		13.1119		11.603372		12.871755		13.823661		13.469148		11.668477		2.3657415		8.428687		4.4690742		1.1450326		3.3377333		5.286515		5.7247925		1.197889		1.2422924		3.0753078		2.159976		0.1953888		1.7388687		2.402317		2.5172234		0.26049423		Yes		Yes		Yes		TA59324_4565		0		0		Ta.28735		0		0		0		0		TC375521		0		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (33%) [TC375521]

		A_99_P153012		5.517431		4.986213		5.6687093		6.140972		6.5399094		7.891707		5.9537263		6.0649147		7.994782		6.850477		6.6698227		5.773899		2.031406		7.4927416		1.2184247		-1.0541334		5.568741		3.6408215		2.001544		-1.2897335		1.0224786		2.9054937		0.285017		-0.076057434		2.4773512		1.864264		1.0011134		-0.36707306		Yes		No		No		CJ899632		0		CJ899632		Ta.53467		0		0		0		0		TC419901		0		CJ899632 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles1l13 5', mRNA sequence [CJ899632]

		A_99_P259839		6.2267575		6.693741		5.630516		6.218153		5.7620406		5.77601		4.2115784		5.3199444		5.181411		6.166327		4.3178444		5.0533824		-1.3800465		-1.8891416		-2.6738856		-1.8637503		-2.0638623		-1.4413432		-2.4840112		-2.2419755		-0.4647169		-0.9177308		-1.4189377		-0.8982086		-1.0453467		-0.52741385		-1.3126717		-1.1647706		Yes		Yes		Yes		AK331590		0		AK331590		Ta.18179		100037566		LOC100037566		fasciclin-like protein FLA3		0		TC385886		0		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		A_99_P321056		4.4926524		4.436126		5.0803056		3.8769524		3.6998472		2.2419918		2.3053029		3.6898944		3.9105473		2.84114		2.2205837		3.9629924		-1.7324398		-4.5761504		-6.8447733		-1.1384398		-1.497032		-3.0209162		-7.258754		1.0614526		-0.7928052		-2.1941345		-2.7750027		-0.18705797		-0.58210516		-1.5949862		-2.859722		0.08604002		Yes		Yes		Yes		AK333602		0		AK333602		Ta.38186		0		0		0		0		TC406727		0		Triticum aestivum cDNA, clone: WT006_O04, cultivar: Chinese Spring [AK333602]

		A_99_P344371		10.245515		8.719455		6.8226833		7.855114		10.435383		10.744859		9.074714		8.165351		11.053065		9.584128		9.6563225		7.7831492		1.1406593		4.0710588		4.763528		1.2399113		1.7502372		1.8209276		7.1287007		-1.0511472		0.18986797		2.025404		2.2520304		0.31023693		0.80755043		0.8646736		2.8336391		-0.07196474		Yes		Yes		Yes		TA94989_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P217276		11.828106		12.188286		13.040222		12.541783		11.511567		11.09214		11.94783		12.045421		11.444283		11.523773		11.925766		12.197459		-1.2453393		-2.1378279		-2.1322727		-1.4106525		-1.3047953		-1.5850327		-2.1651337		-1.269556		-0.3165388		-1.0961456		-1.092392		-0.4963627		-0.3838234		-0.66451263		-1.1144562		-0.3443241		No		Yes		Yes		TA57180_4565		0		0		Ta.54825		0		0		0		0		TC372298		0		Rep: Actin - Oryza sativa subsp. japonica (Rice), partial (46%) [TC372298]

		A_99_P380612		11.770709		9.913094		11.581899		11.540077		10.486589		7.360739		9.32334		9.888768		10.276679		8.524644		9.424209		10.789589		-2.435334		-5.8659077		-4.7851305		-3.1411853		-2.816747		-2.617972		-4.4619985		-1.6823621		-1.2841196		-2.5523543		-2.2585583		-1.651309		-1.49403		-1.3884497		-2.15769		-0.7504883		Yes		Yes		Yes		AK335315		0		AK335315		Ta.67987		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT012_J13, cultivar: Chinese Spring [AK335315]

		A_99_P282141		12.605765		11.874745		12.808716		12.888778		13.159928		12.228031		14.292611		13.305934		13.095714		12.502307		14.431862		13.16149		1.4683166		1.2774668		2.7970293		1.3352929		1.4043945		1.5449516		3.0804605		1.2080772		0.554163		0.3532858		1.4838953		0.41715622		0.48994827		0.62756157		1.623146		0.2727127		No		Yes		Yes		TA76509_4565		0		0		0		0		0		0		0		TC381550		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC381550]

		A_99_P282536		4.6483655		3.1186466		5.087849		6.9640384		7.1956367		3.924669		10.554833		10.39045		3.9877355		4.2877765		8.082164		8.589036		5.8452764		1.7483844		44.23095		10.751091		-1.5807728		2.2487602		7.968536		3.0844166		2.5472713		0.8060224		5.4669843		3.4264112		-0.66063		1.1691298		2.9943147		1.6249976		Yes		No		No		AK333111		0		AK333111		Ta.3068		0		0		0		0		TC403178		0		Triticum aestivum cDNA, clone: WT005_K20, cultivar: Chinese Spring [AK333111]

		A_99_P276581		6.516478		6.8422318		6.1441407		6.044819		6.5385203		7.0671597		7.745171		6.358894		7.147657		7.099827		7.7613773		6.28707		1.0153959		1.1687188		3.033599		1.2432142		1.54883		1.1954842		3.0678685		1.1828367		0.022042274		0.2249279		1.6010303		0.314075		0.63117886		0.25759506		1.6172366		0.24225092		No		Yes		Yes		TA74898_4565		0		0		Ta.2035		0		0		0		0		TC436938		0		Rep: 6,7-dimethyl-8-ribityllumazine synthase - Vitis vinifera (Grape), partial (19%) [TC436938]

		A_99_P175824		4.8697515		4.8221107		4.7779803		4.490049		5.012248		5.63069		5.8718963		5.4191184		5.6865745		4.9859295		6.0057006		5.668406		1.1038136		1.751486		2.1345263		1.9040476		1.7615227		1.1202486		2.3419662		2.263189		0.14249659		0.80857944		1.0939159		0.9290695		0.816823		0.16381884		1.2277203		1.1783571		No		Yes		Yes		BQ805035		0		BQ805035		Ta.58744		0		0		0		0		TC392334		0		WHE3562_A10_B20ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3562_A10_B20, mRNA sequence [BQ805035]

		A_99_P647886		3.922787		3.5549915		4.0481772		4.612221		2.526942		2.5118573		3.354148		2.357297		2.7618978		3.1613312		2.9645011		3.2736423		-2.631426		-2.0606997		-1.6177956		-4.773091		-2.235952		-1.3137223		-2.1194296		-2.52902		-1.3958449		-1.0431342		-0.69402933		-2.2549238		-1.1608891		-0.3936603		-1.0836761		-1.3385785		Yes		No		No		CK161662		0		CK161662		Ta.56538		542888		LOC542888		dehydrin WZY1-1		0		0		0		FGAS014233 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161662]

		A_99_P203606		9.455295		8.85707		8.290019		8.818996		9.519412		9.584999		9.038704		8.568238		10.018998		9.455616		9.367942		8.8378725		1.0454452		1.6562599		1.6802604		-1.1898322		1.4780587		1.5141897		2.1109946		1.0131699		0.06411743		0.7279291		0.7486849		-0.25075817		0.56370354		0.598546		1.0779228		0.018876076		No		Yes		Yes		DR739649		0		DR739649		Ta.24562		0		0		0		0		TC388462		0		FGAS084866 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739649]

		A_99_P472617		8.360168		7.082318		6.6366487		7.2319927		9.171758		9.649314		7.1892		7.49136		9.759082		9.519725		7.4873214		7.3659024		1.7551438		5.925743		1.4666771		1.1969538		2.637029		5.416673		1.8033416		1.0972632		0.81158924		2.566996		0.55255127		0.25936747		1.3989134		2.437407		0.8506727		0.1339097		Yes		Yes		Yes		TC405853		0		0		0		0		0		0		0		TC405853		0		0

		A_99_P112325		4.335772		4.781746		5.064443		4.7510514		3.972089		3.8133361		3.2855713		3.2538288		3.600688		3.8887217		3.4308398		3.290248		-1.2867064		-1.9566827		-3.4315772		-2.8229873		-1.6644944		-1.8570648		-3.1028702		-2.7526162		-0.363683		-0.9684098		-1.7788718		-1.4972227		-0.73508406		-0.8930242		-1.6336033		-1.4608035		Yes		No		No		DR741811		0		DR741811		Ta.41700		0		0		0		0		0		0		FGAS030853 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741811]

		A_99_P515382		6.299604		5.943526		3.0114906		3.9826572		5.088554		4.7447267		1.8303055		2.6343918		4.765377		5.5671945		1.6661373		3.9499838		-2.3150606		-2.2954853		-2.2676299		-2.5460582		-2.8963318		-1.2980368		-2.540924		-1.0229058		-1.21105		-1.1987991		-1.1811851		-1.3482654		-1.5342269		-0.37633133		-1.3453532		-0.03267336		Yes		No		No		TC438490		0		0		0		0		0		0		0		TC438490		0		Rep: Light-induced protein 1-like - Lolium perenne (Perennial ryegrass), partial (54%) [TC438490]

		A_99_P235436		7.0012984		5.478256		5.564112		5.600683		9.529418		9.453105		8.676705		6.431708		11.573898		9.414491		8.755586		6.8186164		5.7681937		15.723481		8.649359		1.7789484		23.79522		15.308218		9.135435		2.3261323		2.5281196		3.9748487		3.1125932		0.83102465		4.5726		3.9362345		3.1914735		1.2179332		Yes		Yes		Yes		TA63194_4565		0		0		Ta.47240		0		0		0		0		TC384763		0		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (35%) [TC384763]

		A_99_P274251		10.825474		10.21124		10.055158		10.920825		11.515915		12.042481		11.128911		11.170293		11.804303		11.18706		11.639272		11.215633		1.6137769		3.5584319		2.1049025		1.1887685		1.9708656		1.9667594		2.9982362		1.226722		0.69044113		1.8312416		1.0737534		0.24946785		0.9788294		0.97582054		1.5841141		0.2948084		No		Yes		Yes		TA74203_4565		0		0		Ta.49774		0		0		0		0		TC456633		0		Rep: Receptor-like protein kinase - Nicotiana tabacum (Common tobacco), partial (7%) [TC456633]

		A_99_P345651		10.503045		10.721432		10.604726		10.833763		10.790074		11.617459		11.674672		10.850291		10.858129		11.3128		11.744876		10.731861		1.2201253		1.8609349		2.0993552		1.0115223		1.2790595		1.5066755		2.2040396		-1.0731874		0.28702927		0.89602757		1.0699463		0.01652813		0.35508347		0.5913687		1.1401501		-0.10190201		No		Yes		Yes		TA95376_4565		0		0		0		0		0		0		0		TC388226		0		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC388226]

		A_99_P144603		1.7121955		1.7084852		1.9105982		1.6873102		3.138336		4.826308		3.9349802		1.7474922		3.3206856		1.805323		3.8642938		2.780183		2.6872685		8.680768		4.0681763		1.0425973		3.0493255		1.0694268		3.8736556		2.1329837		1.4261404		3.1178226		2.024382		0.060181975		1.6084901		0.09683776		1.9536957		1.0928729		Yes		Yes		Yes		CJ788753		0		CJ788753		Ta.51459		0		0		0		0		0		0		CJ788753 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl20p12 3', mRNA sequence [CJ788753]

		A_99_P060431		5.2809925		4.8305264		5.3848686		5.3949585		4.6080985		3.7959201		4.750322		3.8161614		3.8516912		3.7910202		3.6615446		4.075247		-1.5942678		-2.0485544		-1.55245		-2.9872067		-2.6931624		-2.0555239		-3.3019633		-2.4961622		-0.672894		-1.0346062		-0.63454676		-1.5787971		-1.4293013		-1.0395062		-1.7233241		-1.3197117		Yes		No		No		CA740989		0		CA740989		Ta.22336		0		0		0		0		0		0		wem1c.pk001.m19 wem1c Triticum aestivum cDNA clone wem1c.pk001.m19 5' end, mRNA sequence [CA740989]

		A_99_P493877		7.3198085		7.128653		7.311526		7.206287		7.0381217		6.4595294		6.0366783		6.7270494		7.0698333		6.6336837		6.0980287		6.838288		-1.2156154		-1.5901067		-2.4197323		-1.3940067		-1.1891867		-1.4092908		-2.318991		-1.2905617		-0.28168678		-0.66912365		-1.2748475		-0.47923756		-0.2499752		-0.49496937		-1.2134972		-0.36799908		No		Yes		Yes		AK331535		0		AK331535		Ta.1816		0		0		0		0		TC429002		0		Triticum aestivum cDNA, clone: WT007_L24, cultivar: Chinese Spring [AK331535]

		A_99_P475312		4.066149		3.4256518		4.6102505		5.3494606		3.3931446		3.8688667		5.995417		5.634043		4.5589542		3.992178		6.208717		5.9193673		-1.59439		1.3596307		2.6120212		1.2180579		1.4071782		1.4809533		3.0282123		1.4844276		-0.6730046		0.4432149		1.3851666		0.2845826		0.492805		0.5665262		1.5984664		0.5699067		No		Yes		Yes		TC419587		0		0		0		0		0		0		0		TC419587		0		0

		A_99_P244706		4.9245906		4.8701696		8.789664		3.1677897		7.2787933		8.159875		8.662755		7.706282		6.8394012		5.512508		9.204524		6.266208		5.113116		9.779124		-1.0919518		23.23926		3.7706432		1.5608569		1.3331691		8.564794		2.3542027		3.2897053		-0.12690926		4.538492		1.9148107		0.6423383		0.41485977		3.0984185		Yes		No		No		TA65671_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P421267		5.57795		4.7284226		4.449164		5.2249217		8.946944		9.072511		13.331964		8.919568		10.4217615		10.099912		12.782773		8.260825		10.331617		20.309574		472.0511		12.947901		28.71657		41.397995		322.60135		8.201589		3.3689942		4.344088		8.882799		3.6946464		4.8438115		5.371489		8.333609		3.0359035		Yes		Yes		Yes		AY506496		0		AY506496		Ta.59106		100192164		pra2		root peroxidase		0		TC381581		0		Triticum aestivum root peroxidase (pra2) mRNA, complete cds [AY506496]

		A_99_P293536		8.044444		8.28434		8.633628		8.101701		7.895452		7.6849923		7.7268662		7.7708244		7.9873366		7.902132		7.63215		7.8596587		-1.1087946		-1.5150313		-1.8748324		-1.2577772		-1.0403777		-1.303335		-2.0020497		-1.1826655		-0.14899206		-0.5993476		-0.90676165		-0.33087635		-0.05710745		-0.38220787		-1.0014777		-0.24204206		No		Yes		Yes		TA79805_4565		0		0		0		0		0		0		0		TC442518		0		Rep: Transposase IS630 - Listonella anguillarum serovar O2, partial (12%) [TC442518]

		A_99_P296646		7.7274265		8.214183		7.3323402		7.316672		8.436872		9.140832		8.3801775		7.7107835		9.99577		8.757759		8.7377825		7.7785378		1.635175		1.9008558		2.0674284		1.3141333		4.817698		1.4575812		2.6489897		1.3773221		0.709445		0.9266491		1.0478373		0.39411163		2.268344		0.54357624		1.4054422		0.4618659		Yes		No		No		TA80689_4565		0		0		0		0		0		0		0		TC394096		0		0

		A_99_P249681		10.498165		10.4475565		9.31042		9.113237		9.270245		9.215919		8.539802		7.741314		9.044631		9.870697		8.272498		9.316669		-2.3422914		-2.3483346		-1.7060009		-2.588154		-2.7387815		-1.4915987		-2.053268		1.1514343		-1.2279205		-1.231638		-0.77061844		-1.3719234		-1.4535341		-0.5768595		-1.0379219		0.20343208		Yes		No		No		TA67042_4565		0		0		Ta.55117		0		0		0		0		TC404870		0		Rep: Thylakoid lumenal 17.4 kDa protein, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (69%) [TC404870]

		A_99_P327056		5.479897		5.2552743		4.818744		4.3188033		6.102379		7.428519		9.671983		7.3514686		7.5137134		7.5559597		10.324813		6.48593		1.5395213		4.510366		28.904827		8.183201		4.0948663		4.926918		45.4456		4.49128		0.6224818		2.1732445		4.8532386		3.0326653		2.0338163		2.3006854		5.5060687		2.1671267		Yes		Yes		Yes		TA89653_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P516437		3.2758522		3.5029972		3.5124876		3.640791		3.6438248		4.9750643		4.7827945		4.566768		4.4675546		4.629687		4.9504333		4.511828		1.290538		2.774191		2.4121287		1.8999708		2.2842212		2.1835713		2.7093477		1.8289771		0.3679726		1.4720671		1.2703068		0.92597723		1.1917024		1.1266897		1.4379456		0.871037		Yes		No		No		CK212555		0		CK212555		Ta.54074		542934		LOC542934		ribosomal Pr 117		0		TC438978		0		FGAS024433 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212555]

		A_99_P329716		6.740097		6.873422		6.936964		6.974159		6.642072		5.853063		6.0451646		6.3733277		6.3469753		6.6933475		6.3710675		6.3654943		-1.0703071		-2.0284238		-1.855489		-1.5165899		-1.313232		-1.1329426		-1.4803071		-1.524847		-0.098024845		-1.020359		-0.89179945		-0.60083103		-0.39312172		-0.18007469		-0.5658965		-0.6086645		No		Yes		Yes		TA90450_4565		0		0		Ta.38011		0		0		0		0		TC368546		0		Rep: Phytochrome C - Triticum aestivum (Wheat), complete [TC368546]

		A_99_P313976		5.3043284		6.144591		5.722265		5.936119		5.359362		6.9431205		7.026207		6.9804473		5.730268		6.938765		7.1968026		6.807297		1.0388833		1.7393275		2.4690263		2.0624058		1.3434471		1.7340845		2.7789462		1.829156		0.055033684		0.7985296		1.3039422		1.0443282		0.42593956		0.7941742		1.4745378		0.87117815		No		Yes		Yes		TA85818_4565		0		0		0		0		0		0		0		TC427583		0		Rep: Chromosome undetermined scaffold_87, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC427583]

		A_99_P346516		5.4063478		6.017243		6.384899		6.4976544		5.3352036		5.457272		5.3432317		5.6430917		5.373773		5.502111		5.373591		5.948751		-1.0505495		-1.4742395		-2.0586057		-1.8082106		-1.0228359		-1.4291248		-2.015738		-1.4629734		-0.071144104		-0.55997086		-1.0416675		-0.85456276		-0.032574654		-0.51513195		-1.0113082		-0.54890347		No		Yes		Yes		TA95655_4565		0		0		0		0		0		0		0		TC389823		0		Rep: Response regulator 9 - Zea mays (Maize), partial (28%) [TC389823]

		A_99_P090390		5.881197		6.3808227		6.730999		6.9359264		5.501089		4.1837716		5.3339915		5.8226256		5.138403		4.8078604		4.639391		6.029223		-1.3014392		-4.585411		-2.6335475		-2.1634007		-1.6734135		-2.9751496		-4.262229		-1.8747568		-0.38010788		-2.197051		-1.3970075		-1.1133008		-0.74279404		-1.5729623		-2.091608		-0.9067035		Yes		Yes		Yes		AK334748		0		AK334748		Ta.34260		0		0		0		0		TC413169		0		Triticum aestivum cDNA, clone: WT010_O15, cultivar: Chinese Spring [AK334748]

		A_99_P277431		1.8143969		1.8696777		2.6990767		1.7124001		1.8034425		3.1685522		4.394076		3.7549827		2.4346464		3.6469104		4.827324		3.7859461		-1.0076219		2.4603686		3.2377672		4.1198235		1.537141		3.4276807		4.37186		4.2091994		-0.01095438		1.2988745		1.6949992		2.0425825		0.6202495		1.7772328		2.1282473		2.073546		Yes		Yes		Yes		EU200974		0		EU200974		Ta.36301		100136985		LOC100136985		neutral ceramidase		0		TC442456		0		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		A_99_P268596		9.839869		10.119202		9.060953		9.624432		10.107664		11.00954		10.280453		10.074931		10.51002		10.648288		10.642616		10.076876		1.2039667		1.8536103		2.3286593		1.3665134		1.5912403		1.4430149		2.993147		1.3683565		0.26779556		0.89033794		1.2194996		0.45049953		0.6701517		0.5290861		1.5816631		0.45244408		No		Yes		Yes		TA72471_4565		0		0		0		0		0		0		0		TC425685		0		0

		A_99_P167734		13.988791		13.116361		11.984668		12.290608		12.959077		12.21925		10.833557		14.35945		13.678131		11.812036		11.156344		12.076425		-2.0416203		-1.8623328		-2.220848		4.1954975		-1.2402753		-2.4696817		-1.7756206		-1.1600474		-1.0297146		-0.89711094		-1.1511106		2.068842		-0.31066036		-1.3043251		-0.82832336		-0.2141838		No		Yes		Yes		L27516		0		L27516		Ta.56879		732709		Wcs66		Wcs66 protein		0		TC368768		0		Triticum aestivum Wcs66 (Wcs66) mRNA, complete cds [L27516]

		A_99_P022879		4.181757		3.2947702		3.6329384		2.58314		5.600081		5.272159		8.454732		5.263375		6.332344		5.402695		8.425848		3.952568		2.6727483		3.9377973		28.281633		6.4096026		4.4400845		4.3107085		27.721043		2.5836813		1.418324		1.9773889		4.8217936		2.680235		2.150587		2.107925		4.7929096		1.3694282		Yes		Yes		Yes		CD871652		0		CD871652		Ta.8907		0		0		0		0		TC407288		0		AZO2.118L21F010207 AZO2 Triticum aestivum cDNA clone AZO2118L21, mRNA sequence [CD871652]

		A_99_P285606		6.8777027		7.3381705		7.222715		7.7341876		7.2077203		8.111808		8.312173		7.7915077		7.4509754		7.7844825		8.479857		7.660975		1.2570287		1.7095745		2.1279407		1.0405312		1.487895		1.3625526		2.3902185		-1.0520568		0.33001757		0.7736373		1.089458		0.057320118		0.5732727		0.44631195		1.2571425		-0.07321262		No		Yes		Yes		TA77506_4565		0		0		0		0		0		0		0		TC386532		0		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC386532]

		A_99_P302311		4.343846		5.1232624		4.7932363		3.3291647		3.4565754		3.7801354		3.3519886		2.1387868		3.3148928		4.6135283		3.6314056		2.581565		-1.8496733		-2.5370061		-2.7155561		-2.2821252		-2.0405428		-1.4237878		-2.2374115		-1.6789972		-0.88727045		-1.343127		-1.4412477		-1.190378		-1.0289531		-0.50973415		-1.1618307		-0.74759984		Yes		No		No		TA82359_4565		0		0		0		0		0		0		0		TC418368		0		Rep: Metallothionein-like protein - Hordeum vulgare (Barley), complete [TC418368]

		A_99_P291121		6.2077813		6.76362		6.320889		6.5568633		6.36974		7.366644		7.5985546		7.1637173		6.9334435		7.31692		7.7467628		6.9731975		1.118805		1.5188969		2.4244637		1.5229346		1.6536596		1.4674383		2.6867716		1.3345323		0.1619587		0.603024		1.2776656		0.60685396		0.72566223		0.5532999		1.4258738		0.41633415		No		Yes		Yes		TA79121_4565		0		0		0		0		0		0		0		TC374489		0		0

		A_99_P452192		9.982665		9.974441		10.019184		10.070746		10.6730385		11.513306		10.867931		10.404597		11.291049		10.903853		11.279155		10.376735		1.6137011		2.9056585		1.8009365		1.2603731		2.4766395		1.9045007		2.3949087		1.2362653		0.6903734		1.5388651		0.84874725		0.33385086		1.308384		0.92941284		1.2599707		0.3059883		No		Yes		Yes		BT008959		0		BT008959		Ta.48438		0		0		0		0		TC405214		0		Triticum aestivum clone wdk1c.pk012.i11:fis, full insert mRNA sequence [BT008959]

		A_99_P118890		3.046397		2.9871538		5.082823		4.0939007		2.3298218		2.969966		2.4157588		3.7660944		2.352236		3.1991053		3.2211568		3.6817849		-1.6432763		-1.011985		-6.351353		-1.2551035		-1.6179432		1.1582539		-3.634271		-1.3306359		-0.71657515		-0.017187834		-2.667064		-0.32780623		-0.69416094		0.2119515		-1.861666		-0.4121158		No		Yes		Yes		CJ650006		0		CJ650006		Ta.43795		0		0		0		0		TC437824		0		CJ650006 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone whem19c01 5', mRNA sequence [CJ650006]

		A_99_P241541		8.838283		9.254046		8.581065		9.228345		8.06826		7.5266633		7.237869		7.8572235		7.820309		8.079953		7.061132		8.247622		-1.7052963		-3.3112664		-2.5371282		-2.5867155		-2.0250723		-2.25651		-2.8677778		-1.9734547		-0.7700224		-1.7273831		-1.3431964		-1.3711214		-1.0179734		-1.1740932		-1.5199332		-0.9807234		Yes		Yes		Yes		TA64881_4565		0		0		Ta.54319		0		0		0		0		TC374086		0		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (31%) [TC374086]

		A_99_P412897		3.6140087		2.405329		2.3201194		2.3934536		4.177735		4.9124465		3.7849846		2.8409154		5.6562347		4.2748847		5.0066743		3.6060207		1.4780818		5.684831		2.7603767		1.3636391		4.118806		3.6542003		6.4377427		2.3174963		0.5637262		2.5071175		1.4648652		0.44746184		2.042226		1.8695557		2.686555		1.2125671		Yes		Yes		Yes		TC374809		0		0		0		0		0		0		0		TC374809		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Serine/threonine-specific protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (37%) [TC374809]

		A_99_P472287		5.3602376		5.6097426		5.4472256		5.355928		6.3430285		6.7745185		6.096107		6.0431		5.871664		6.291651		5.899912		5.9704194		1.9762849		2.241984		1.567952		1.6101241		1.4254589		1.6042602		1.3685862		1.5310183		0.98279095		1.1647758		0.64888144		0.68717194		0.51142645		0.68190813		0.4526863		0.61449146		No		Yes		Yes		DR739571		0		0		Ta.59935		0		0		0		0		TC417945		0		0

		A_99_P127930		8.440122		9.024029		9.111388		8.646165		8.171083		8.31319		8.097735		8.507318		8.476971		8.746858		8.639203		8.527622		-1.2050042		-1.6367549		-2.0190167		-1.1010251		1.0258708		-1.2118164		-1.3872089		-1.0856377		-0.2690382		-0.7108383		-1.0136528		-0.13884735		0.036849022		-0.27717113		-0.47218513		-0.11854267		No		Yes		Yes		CA498266		0		CA498266		Ta.46657		0		0		0		0		0		0		WHE3241_B11_C21ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3241_B11_C21, mRNA sequence [CA498266]

		A_99_P476967		2.3719933		2.6261597		3.0497477		5.6105294		1.9507681		1.8534393		1.8557582		2.4411888		1.7008051		2.6158035		1.6892939		4.1846213		-1.3390642		-1.7084882		-2.2878454		-8.996355		-1.592384		-1.0072042		-2.5676594		-2.6868358		-0.4212252		-0.77272034		-1.1939895		-3.1693406		-0.67118824		-0.010356188		-1.3604538		-1.4259081		Yes		No		No		CK211182		0		0		Ta.32667		0		0		0		0		TC420518		0		Rep: WRKY transcription factor 50 - Oryza sativa subsp. indica (Rice), partial (32%) [TC420518]

		A_99_P374207		8.414319		9.085389		10.203117		9.2946825		8.016733		7.4797206		8.126041		8.76599		7.969568		8.379731		8.529858		8.736041		-1.3173018		-3.0433674		-4.2195115		-1.4426209		-1.3610795		-1.6308882		-3.189344		-1.4728816		-0.39758587		-1.6056685		-2.077076		-0.52869225		-0.44475126		-0.70565796		-1.6732597		-0.55864143		Yes		Yes		Yes		TA104108_4565		0		0		0		0		0		0		0		TC424465		0		Rep: Ring domain containing protein-like - Oryza sativa subsp. japonica (Rice), partial (37%) [TC424465]

		A_99_P324741		10.919507		12.157951		12.5317		12.539417		9.841637		10.586388		9.81883		12.272887		10.1432495		11.13074		10.415964		12.029136		-2.1109178		-2.972267		-6.5562487		-1.2029111		-1.7126822		-2.0380807		-4.3341107		-1.4243281		-1.0778704		-1.5715637		-2.7128706		-0.26653004		-0.7762575		-1.0272112		-2.115736		-0.51028156		Yes		Yes		Yes		TA88964_4565		0		0		Ta.54081		0		0		0		0		TC425474		0		Rep: Os04g0691900 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC425474]

		A_99_P146112		4.72131		4.5936856		5.007671		4.5068927		5.0727983		5.8868527		5.322958		4.6785655		5.5808563		5.1731		5.6208167		4.9097376		1.275876		2.4506545		1.2442592		1.1263638		1.8144674		1.4942425		1.5295908		1.3221124		0.3514881		1.2931671		0.3152871		0.17167282		0.8595462		0.57941437		0.6131458		0.4028449		No		Yes		Yes		CJ789427		0		CJ789427		Ta.51827		0		0		0		0		0		0		CJ789427 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl23d14 3', mRNA sequence [CJ789427]

		A_99_P439952		4.4108377		3.826229		5.1235843		5.0647717		3.719322		3.2806206		4.3642945		3.06716		2.730999		3.2138317		3.0700023		3.3254745		-1.6149793		-1.4596359		-1.6926571		-3.993384		-3.203921		-1.5287976		-4.151354		-3.3387246		-0.6915157		-0.5456085		-0.75928974		-1.9976118		-1.6798387		-0.61239743		-2.053582		-1.7392972		Yes		Yes		Yes		BE213322		0		0		Ta.7766		0		0		0		0		TC396343		0		0

		A_99_P208426		9.215927		8.962494		9.438501		9.014051		10.628105		11.383588		15.476944		12.469951		11.988463		12.13029		15.600068		11.519318		2.6613865		5.3557696		65.728294		10.9731		6.8330812		8.98673		71.584076		5.677541		1.412178		2.421094		6.0384426		3.4558992		2.7725363		3.1677961		6.1615667		2.5052662		Yes		Yes		Yes		CK210136		0		CK210136		Ta.63662		0		0		0		0		TC372669		0		FGAS021929 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210136]

		A_99_P430727		6.818012		6.746788		6.709952		6.5421143		8.321439		9.981167		9.335911		7.0654664		9.857797		9.014787		9.93272		7.195236		2.8351529		9.411201		6.172945		1.4372909		8.223681		4.816545		9.335766		1.5725675		1.5034266		3.2343788		2.625959		0.52335215		3.0397844		2.2679987		3.2227683		0.65312195		Yes		Yes		Yes		CJ596723		0		0		Ta.35361		0		0		0		0		TC389044		0		Rep: Peroxidase 8 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (97%) [TC389044]

		A_99_P304581		4.385113		5.1772504		4.930459		4.581043		3.8231115		3.6889656		2.2121627		3.4232883		3.4097774		4.0168824		2.0631278		3.827103		-1.4763156		-2.8055522		-6.580952		-2.231099		-1.9660982		-2.2351444		-7.2971406		-1.686392		-0.5620012		-1.4882848		-2.7182963		-1.1577544		-0.97533536		-1.160368		-2.8673313		-0.75393987		Yes		Yes		Yes		TA83033_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P304611		11.664395		11.905369		11.86425		11.986772		11.187642		10.73383		11.083489		10.483104		10.709984		10.949048		10.575832		11.002229		-1.3916084		-2.2525175		-1.7180367		-2.835627		-1.9377891		-1.9403552		-2.4426003		-1.9786862		-0.47675323		-1.1715384		-0.78076077		-1.5036678		-0.9544115		-0.95632076		-1.2884178		-0.98454285		Yes		No		No		TA83043_4565		0		0		Ta.37134		0		0		0		0		TC379138		0		Rep: Insoluble protein - Pinctada fucata (Pearl oyster), partial (4%) [TC379138]

		A_99_P412077		12.376605		12.238528		12.021641		11.666158		11.051967		11.157435		11.535027		10.453212		11.03967		11.638947		11.316707		11.416921		-2.504701		-2.115638		-1.4011527		-2.318105		-2.5261407		-1.5152771		-1.6300702		-1.1885784		-1.3246384		-1.0810928		-0.48661423		-1.2129459		-1.336935		-0.5995817		-0.7049341		-0.24923706		Yes		No		No		CK214227		0		0		Ta.27675		0		0		0		0		TC374075		GO:0009536(plastid)		Rep: Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MQC3 - Arabidopsis thaliana (Mouse-ear cress), partial (28%) [TC374075]

		A_99_P244141		14.610199		14.863753		14.833473		14.620556		14.533034		14.386273		13.818325		14.8200865		14.60022		14.759732		14.208291		14.7799425		-1.0549427		-1.3923095		-2.0211105		1.1483247		-1.0069411		-1.0747648		-1.5424056		1.1168122		-0.07716465		-0.47747993		-1.0151482		0.1995306		-0.009979248		-0.10402107		-0.62518215		0.15938663		No		Yes		Yes		AK330180		0		AK330180		Ta.9658		0		0		0		0		TC373341		0		Triticum aestivum cDNA, clone: SET3_N07, cultivar: Chinese Spring [AK330180]

		A_99_P320326		6.805719		6.484937		7.689566		7.042106		6.0359483		5.0521736		6.2017617		6.56494		5.866514		5.7818522		5.862493		7.1505885		-1.7049987		-2.6996336		-2.8046184		-1.3920068		-1.9174709		-1.6279823		-3.548165		1.0780935		-0.7697706		-1.4327636		-1.4878044		-0.47716618		-0.9392047		-0.70308495		-1.8270731		0.10848236		Yes		Yes		Yes		TA87641_4565		0		0		0		0		0		0		0		TC412383		0		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (7%) [TC412383]

		A_99_P319217		7.5092998		7.7631288		7.2230353		7.262674		8.011894		8.711846		8.334651		8.246705		8.703017		8.7302265		9.032028		8.147531		1.4167591		1.9301562		2.160875		1.9779847		2.287414		1.954904		3.5039759		1.8465812		0.5025945		0.9487176		1.1116157		0.9840312		1.1937175		0.96709776		1.8089929		0.8848567		Yes		Yes		Yes		TA87294_4565		0		0		Ta.3938		0		0		0		0		TC442280		0		Rep: Sugar transporter protein - Ananas comosus (Pineapple), partial (49%) [TC442280]

		A_99_P306556		6.353185		7.312018		7.0638824		7.370168		5.5625153		5.4350047		4.830074		6.795257		5.38192		6.502321		5.281857		6.6484337		-1.7298776		-3.6731384		-4.7037406		-1.4895856		-1.9605594		-1.7528435		-3.4390864		-1.6491636		-0.7906699		-1.8770132		-2.2338085		-0.5749111		-0.9712653		-0.80969715		-1.7820253		-0.7217345		Yes		Yes		Yes		TA83634_4565		0		0		0		0		0		0		0		TC407797		0		0

		A_99_P073995		5.434534		3.8265283		5.483324		6.824676		5.4506125		5.496698		7.8684716		8.264994		5.426515		5.7256503		7.3692527		8.950212		1.0112071		3.18252		5.2239733		2.7138062		-1.0055737		3.7298613		3.6959074		4.3636503		0.016078472		1.6701696		2.3851476		1.4403176		-0.0080189705		1.899122		1.8859286		2.1255355		Yes		No		No		BT009333		0		BT009333		Ta.28584		0		0		0		0		TC408416		0		Triticum aestivum clone wlm4.pk0002.c12:fis, full insert mRNA sequence [BT009333]

		A_99_P473942		7.746057		8.429002		8.575513		8.61644		7.467266		6.692229		7.5837364		7.8119025		6.452339		7.3613133		6.640885		8.393587		-1.2131778		-3.3328884		-1.9886322		-1.7465855		-2.4515903		-2.0960722		-3.8227954		-1.1670389		-0.27879095		-1.736773		-0.99177647		-0.8045373		-1.2937179		-1.0676885		-1.934628		-0.2228527		Yes		Yes		Yes		DR740688		0		DR740688		Ta.56476		0		0		0		0		TC391784		0		FGAS000626 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740688]

		A_99_P040966		7.9961762		7.4624505		7.3111634		7.547152		8.269745		8.5722275		8.185176		8.048831		8.860179		8.005334		8.460449		7.906748		1.2087942		2.1581228		1.8327532		1.4158603		1.8200811		1.4568814		2.2180407		1.2830664		0.27356863		1.109777		0.8740125		0.50167894		0.8640027		0.5428834		1.1492858		0.35959578		No		Yes		Yes		CA746696		0		CA746696		Ta.15223		0		0		0		0		TC451594		0		wri2s.pk004.f15 wri2s Triticum aestivum cDNA clone wri2s.pk004.f15 5' end, mRNA sequence [CA746696]

		A_99_P211141		6.748135		6.9523673		4.925707		6.44628		9.997804		11.385789		14.4986725		11.4922285		10.900994		11.591339		13.90627		9.584535		9.511472		21.606922		761.6401		33.035576		17.78833		24.915503		505.1483		8.804583		3.2496686		4.4334216		9.572966		5.0459485		4.152859		4.638972		8.980563		3.1382546		Yes		Yes		Yes		TA54484_4565		0		0		Ta.21342		0		0		0		0		TC378916		0		0

		A_99_P043751		8.977361		9.788123		10.40249		10.470456		8.838106		8.590312		9.661311		10.023274		8.797351		9.110262		9.825141		10.344579		-1.1013359		-2.2939136		-1.6715407		-1.3633744		-1.1328917		-1.5997664		-1.4921046		-1.0911711		-0.13925457		-1.1978111		-0.7411785		-0.4471817		-0.18000984		-0.6778612		-0.5773487		-0.12587738		No		Yes		Yes		GH732677		0		GH732677		Ta.16044		0		0		0		0		TC400889		0		OV.110M19F010309 OV Triticum aestivum cDNA clone OV110M19, mRNA sequence [GH732677]

		A_99_P383112		6.8874717		7.0711217		7.029354		7.118033		6.3636146		6.062246		6.429193		5.734284		6.17123		5.7281814		5.932814		5.4935775		-1.4377941		-2.0123425		-1.5158858		-2.6094558		-1.6428968		-2.5366778		-2.1384122		-3.0832577		-0.5238571		-1.0088758		-0.6001611		-1.383749		-0.71624184		-1.3429403		-1.09654		-1.6244555		Yes		No		No		TA106299_4565		0		0		0		0		0		0		0		TC429094		0		Rep: Os05g0521300 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC429094]

		A_99_P360196		6.0768547		6.584413		6.5629134		6.304746		7.476889		8.132113		7.199493		6.1918216		8.493214		7.408014		7.3489842		6.3740463		2.6390789		2.9235077		1.5546389		-1.0814183		5.3382206		1.7698177		1.7243718		1.0492076		1.4000344		1.5477004		0.6365795		-0.112924576		2.416359		0.82360077		0.7860708		0.069300175		Yes		No		No		TA100063_4565		0		0		0		0		0		0		0		TC377635		0		0

		A_99_P544222		1.6564857		1.6215869		1.6616062		1.632484		2.0570765		3.721282		3.06452		1.8316816		4.790057		1.9209838		4.125151		1.6406544		1.3200483		4.286188		2.644351		1.1480597		8.77605		1.2306298		5.515703		1.0056794		0.40059078		2.0996952		1.4029137		0.19919765		3.1335716		0.29939687		2.4635448		0.0081704855		Yes		Yes		Yes		TC450091		0		0		0		0		0		0		0		TC450091		0		Rep: Uncharacterized protein ZK512.1 precursor - Caenorhabditis elegans, partial (5%) [TC450091]

		A_99_P357506		8.529704		8.00513		7.948094		7.7296715		9.412824		10.040315		9.658403		8.693854		11.085388		9.354035		9.942242		8.803241		1.8443592		4.0987525		3.2723103		1.9509581		5.879462		2.5471883		3.983807		2.1046338		0.8831196		2.0351849		1.7103095		0.96418285		2.555684		1.3489056		1.9941478		1.0735693		Yes		Yes		Yes		TA99149_4565		0		0		0		0		0		0		0		TC446638		0		Rep: Chromosome undetermined scaffold_144, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC446638]

		A_99_P390877		4.5860434		3.367933		4.479666		4.418514		5.846434		8.023018		6.495041		5.2570014		6.4872766		6.152743		7.0899415		5.803974		2.3956063		25.195333		4.0428557		1.7881746		3.7353234		6.891461		6.1062016		2.6125531		1.2603908		4.6550846		2.0153747		0.8384876		1.9012332		2.7848098		2.6102753		1.3854604		Yes		Yes		Yes		TA108200_4565		0		0		0		0		0		0		0		TC460589		0		0

		A_99_P437152		9.728744		9.120956		8.646245		8.338598		10.594921		11.69877		10.327666		9.526368		11.783589		10.550655		10.870422		9.224667		1.8228269		5.9703403		3.2074378		2.2780035		4.154992		2.6939049		4.672444		1.8481327		0.86617756		2.5778131		1.6814213		1.1877699		2.0548458		1.429699		2.2241774		0.88606834		Yes		Yes		Yes		TC394181		0		0		0		0		0		0		0		TC394181		0		0

		A_99_P477742		5.4033623		7.5093293		5.868337		5.164887		7.117878		10.984113		11.636237		10.073369		9.246497		8.901799		11.937229		8.890273		3.2818646		11.117677		54.48926		30.033112		14.351552		2.6252775		67.130295		13.226745		1.7145157		3.4747834		5.7679		4.908482		3.8431349		1.3924699		6.068892		3.7253861		Yes		Yes		Yes		TC420877		0		0		0		0		0		0		0		TC420877		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Probable serine/threonine-protein kinase - Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579), partial (5%) [TC420877]

		A_99_P151332		3.6252215		2.6691215		2.010537		2.0353448		5.860809		7.0831413		6.161036		3.7192605		6.421211		5.8299384		6.664757		3.913501		4.7095437		21.318287		17.759256		3.2129881		6.9450703		8.943359		25.180231		3.6760495		2.2355874		4.4140196		4.1504993		1.6839156		2.7959893		3.160817		4.6542196		1.8781562		Yes		Yes		Yes		CJ808498		0		CJ808498		Ta.53074		0		0		0		0		TC431193		0		CJ808498 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct5j13 5', mRNA sequence [CJ808498]

		A_99_P096530		5.252277		5.558104		6.5745277		5.7916894		4.9669595		4.471989		4.8399954		5.003354		3.938304		4.814903		4.604202		5.0209947		-1.2186784		-2.1230154		-3.327716		-1.7270805		-2.4862528		-1.673886		-3.9185665		-1.7060912		-0.28531742		-1.0861149		-1.7345324		-0.7883353		-1.313973		-0.74320126		-1.970326		-0.77069473		Yes		Yes		Yes		CJ691706		0		CJ691706		Ta.36435		0		0		0		0		TC444267		0		CJ691706 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd6h08 5', mRNA sequence [CJ691706]

		A_99_P255846		8.334176		7.7455554		8.287326		8.61639		7.636603		6.7798657		7.108352		7.2996144		7.4019585		7.1079555		6.6973033		8.415155		-1.6217744		-1.9529969		-2.2641566		-2.4910877		-1.9082069		-1.5557389		-3.0105405		-1.1496819		-0.6975732		-0.96568966		-1.1789737		-1.3167758		-0.9322176		-0.63759995		-1.5900226		-0.20123482		Yes		No		No		AF521191		0		AF521191		Ta.511		780677		LOC780677		nonphosphorylating glyceraldehyde-3-phosphate dehydrogenase		0		TC439001		0		Triticum aestivum from leaf nonphosphorylating glyceraldehyde-3-phosphate dehydrogenase mRNA, complete cds [AF521191]

		A_99_P262186		10.269989		10.3874235		10.034065		10.292722		10.760383		11.705594		11.6499605		10.250672		10.863936		11.534646		11.696036		10.007022		1.4048281		2.4934971		3.0650175		-1.0295753		1.5093709		2.2148707		3.1644857		-1.2190014		0.49039364		1.3181705		1.6158953		-0.042049408		0.5939474		1.1472225		1.6619711		-0.28569984		No		Yes		Yes		TA70596_4565		0		0		0		0		0		0		0		TC410013		0		Rep: Signal peptidase 22 kDa subunit - Medicago truncatula (Barrel medic), complete [TC410013]

		A_99_P154602		5.6061645		5.1469545		5.6085095		5.6650167		4.7811184		4.1859527		4.8532143		3.6021621		3.9631817		3.835189		3.7631538		4.118209		-1.7715915		-1.9466612		-1.6879771		-4.1781216		-3.1231086		-2.4824514		-3.5934155		-2.9216995		-0.82504606		-0.9610019		-0.7552953		-2.0628545		-1.6429827		-1.3117654		-1.8453557		-1.5468078		Yes		No		No		CK208094		0		CK208094		Ta.53859		0		0		0		0		TC386964		0		FGAS019775 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208094]

		A_99_P154507		5.10053		3.1888783		2.1240096		4.2505527		4.9695177		6.2876015		6.578633		6.272266		7.4416575		6.8864665		6.061399		6.711474		-1.0950619		8.566603		21.926798		4.060657		5.0669847		12.974331		15.3204775		5.505682		-0.13101244		3.0987232		4.454623		2.0217133		2.3411274		3.6975882		3.9373894		2.4609213		Yes		Yes		Yes		CJ954747		0		CJ954747		Ta.53830		0		0		0		0		TC418071		0		CJ954747 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5f13 5', mRNA sequence [CJ954747]

		A_99_P014639		6.3430676		5.848161		6.4996467		6.2740784		6.235666		6.9460278		7.662002		6.695577		6.554544		6.1581116		7.8178577		6.5641875		-1.0772864		2.1403794		2.2382255		1.3393182		1.1578724		1.239665		2.4935672		1.2227328		-0.10740185		1.0978665		1.1623554		0.42149878		0.21147633		0.30995035		1.3182111		0.29010916		No		Yes		Yes		CJ858438		0		CJ858438		Ta.6140		0		0		0		0		TC401163		0		CJ858438 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4p10 5', mRNA sequence [CJ858438]

		A_99_P038159		8.571486		8.053726		6.463403		6.155023		10.671341		10.682816		8.96131		10.278441		10.31363		10.657567		9.248677		8.491028		4.2866616		6.1863537		5.648654		17.429005		3.3453186		6.0790286		6.8936787		5.0490246		2.0998545		2.6290894		2.4979072		4.1234183		1.7421436		2.6038408		2.785274		2.3360047		Yes		No		No		AJ459251		0		AJ459251		Ta.14149		543003		TAA1b		fatty acyl coA reductase		0		TC368622		0		Triticum aestivum mRNA for fatty acyl coA reductase (TAA1b gene) [AJ459251]

		A_99_P258611		9.287442		9.655304		9.253309		9.521531		9.368715		10.619874		10.099966		9.553055		9.946353		10.012306		10.351707		9.540473		1.0579512		1.9514818		1.7983288		1.022091		1.5788901		1.2807618		2.1411684		1.0132161		0.08127308		0.96457005		0.8466568		0.031523705		0.65891075		0.35700226		1.0983982		0.01894188		No		Yes		Yes		TA69601_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P161922		5.5309615		6.120296		8.305502		7.224293		5.636582		4.9762697		7.0303655		6.424427		5.557312		5.465481		7.237374		6.7948937		1.075957		-2.2099693		-2.420217		-1.7409396		1.0184326		-1.5744143		-2.0967112		-1.3466729		0.105620384		-1.1440263		-1.2751365		-0.7998662		0.026350498		-0.6548152		-1.0681281		-0.4293995		No		Yes		Yes		AK333179		0		AK333179		Ta.55543		0		0		0		0		TC398955		0		Triticum aestivum cDNA, clone: WT005_N13, cultivar: Chinese Spring [AK333179]

		A_99_P239381		10.774547		11.638172		10.871914		11.02657		9.321803		10.570907		10.046863		9.583903		9.130858		10.839519		9.344841		10.801689		-2.737281		-2.0954578		-1.7715981		-2.718229		-3.1246362		-1.739477		-2.8820052		-1.168681		-1.4527435		-1.0672655		-0.8250513		-1.442667		-1.6436882		-0.7986536		-1.5270729		-0.22488117		Yes		No		No		TA64269_4565		0		0		Ta.32936		0		0		0		0		TC374498		0		0

		A_99_P503332		7.081907		9.069242		9.9010935		10.512782		7.0830226		7.091021		7.7138066		10.187693		6.2035637		8.29154		7.63002		10.063413		1.0007737		-3.9400678		-4.5544815		-1.2527422		-1.8382629		-1.7143972		-4.826821		-1.3654433		0.001115799		-1.9782205		-2.1872869		-0.32508945		-0.8783431		-0.7777014		-2.2710733		-0.44936943		Yes		Yes		Yes		TC433125		0		0		0		0		0		0		0		TC433125		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC433125]

		A_99_P085070		6.698794		6.951399		7.6444526		7.13255		6.0828195		5.9033356		5.963078		6.3464704		5.8029785		6.36211		6.282928		6.6031837		-1.5325928		-2.0677521		-3.2073338		-1.724382		-1.8606611		-1.5045048		-2.5695658		-1.4432948		-0.6159744		-1.0480633		-1.6813745		-0.7860794		-0.8958154		-0.5892887		-1.3615246		-0.529366		Yes		Yes		Yes		CD875195		0		CD875195		Ta.32422		0		0		0		0		TC393518		0		AZO3.104I08F010930 AZO3 Triticum aestivum cDNA clone AZO3104I08, mRNA sequence [CD875195]

		A_99_P359431		5.742126		5.686258		6.2128043		5.6706624		5.533607		4.9208126		5.157635		4.7708263		4.6518693		4.2822514		4.5506682		4.4832344		-1.1555014		-1.6998945		-2.0779617		-1.8658539		-2.1291192		-2.6463547		-3.1648476		-2.2774637		-0.20851898		-0.76544523		-1.0551691		-0.89983606		-1.0902567		-1.4040065		-1.6621361		-1.187428		Yes		No		No		TA99815_4565		0		0		0		0		0		0		0		TC429000		0		Rep: Cupin family protein - Myxococcus xanthus (strain DK 1622), partial (6%) [TC429000]

		A_99_P468352		12.224731		10.913173		8.488439		10.913887		12.036832		12.138699		10.730184		11.137456		12.467511		11.479725		11.202019		11.201144		-1.1391041		2.3384066		4.7296877		1.1676184		1.1832703		1.48098		6.559474		1.2203181		-0.18789959		1.2255259		2.241745		0.22356892		0.24277973		0.56655216		2.7135801		0.2872572		No		Yes		Yes		DY761225		0		DY761225		Ta.62705		0		0		0		0		TC415594		0		EST121 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone C102F1L6-16, mRNA sequence [DY761225]

		A_99_P178249		2.509857		2.7021523		2.4484127		2.7827518		4.2179585		6.037552		4.261778		2.716604		5.2384677		4.32045		4.8671184		2.7826498		3.2673059		10.093815		3.5146115		-1.0469176		6.6281705		3.0701253		5.346911		-1.0000707		1.7081015		3.3353996		1.8133652		-0.066147804		2.7286108		1.6182976		2.4187057		-1.02E-04		Yes		Yes		Yes		CJ876561		0		CJ876561		Ta.59296		0		0		0		0		0		0		CJ876561 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls21m22 5', mRNA sequence [CJ876561]

		A_99_P368332		4.524185		5.613703		5.5109315		5.41942		4.1649156		4.3637147		4.0086284		5.2757173		4.40655		4.668869		4.4345818		4.793393		-1.2827764		-2.3783946		-2.832946		-1.1047367		-1.084955		-1.924967		-2.108694		-1.5433086		-0.35926962		-1.2499881		-1.5023031		-0.1437025		-0.11763525		-0.94483376		-1.0763497		-0.62602663		No		Yes		Yes		TA102683_4565		0		0		0		0		0		0		0		TC447356		0		Rep: Chromosome undetermined scaffold_259, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC447356]

		A_99_P200146		10.920207		11.234428		10.906148		11.467339		12.549375		14.490146		13.406125		11.135249		13.386634		13.23027		13.774289		11.001073		3.0933447		9.551434		5.6567645		-1.2588352		5.526733		3.9884882		7.3012385		-1.3815289		1.6291676		3.2557173		2.499977		-0.33208942		2.4664268		1.995842		2.8681412		-0.46626568		Yes		Yes		Yes		TA50980_4565		0		0		0		0		0		0		0		TC420875		0		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (16%) [TC420875]

		A_99_P474482		9.550032		10.097103		10.225972		10.2921715		11.21431		12.903251		11.864514		9.957639		11.47207		11.975155		12.075007		9.933725		3.16955		6.9941444		3.1135106		-1.2609689		3.7895803		3.6757834		3.602592		-1.2820443		1.664278		2.8061476		1.6385422		-0.33453274		1.9220381		1.8780518		1.8490353		-0.35844612		Yes		Yes		Yes		AK335765		0		AK335765		Ta.28735		0		0		0		0		TC419119		0		Triticum aestivum cDNA, clone: WT013_L14, cultivar: Chinese Spring [AK335765]

		A_99_P144248		4.362821		2.379526		2.116209		2.778448		5.402706		4.6941648		2.281594		2.0300505		5.6297226		4.654675		3.7043884		2.9631987		2.056064		4.974801		1.1214653		-1.6799259		2.4064417		4.8404765		3.0066967		1.1366204		1.039885		2.3146389		0.16538501		-0.7483976		1.2669015		2.275149		1.5881793		0.18475056		Yes		Yes		Yes		CJ907456		0		CJ907456		Ta.51375		0		0		0		0		TC453335		0		CJ907456 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles7k03 5', mRNA sequence [CJ907456]

		A_99_P420007		8.201299		7.4882264		10.369776		9.6033325		7.5729766		4.8060956		6.601846		8.530787		8.368011		4.8718963		6.738746		8.35751		-1.5457662		-6.418031		-13.622594		-2.1031404		1.1224979		-6.1318827		-12.3893585		-2.371538		-0.6283221		-2.6821308		-3.7679296		-1.072545		0.16671276		-2.6163301		-3.6310296		-1.2458229		Yes		Yes		Yes		AY286097		0		AY286097		Ta.57238		543104		CHS		chalcone synthase		0		TC380710		0		Triticum aestivum chalcone synthase (CHS) mRNA, complete cds [AY286097]

		A_99_P055215		7.98295		7.45044		7.331444		7.0881267		9.050674		9.763154		8.611217		7.934357		9.913811		9.0340605		9.021308		7.79334		2.0961242		4.9681683		2.4280074		1.7977974		3.8128254		2.9972107		3.2262633		1.630386		1.0677242		2.312714		1.2797728		0.8462305		1.9308605		1.5836205		1.6898642		0.70521355		Yes		Yes		Yes		CA602826		0		CA602826		Ta.19862		0		0		0		0		0		0		wr1.pk0006.d12 wr1 Triticum aestivum cDNA clone wr1.pk0006.d12 5' end, mRNA sequence [CA602826]

		A_99_P357251		8.668289		7.918281		8.126824		7.81745		9.465772		9.694467		9.14569		8.957979		10.022294		8.920101		9.396915		8.559927		1.7380656		3.4251935		2.026325		2.2046187		2.5562074		2.0025249		2.411768		1.6730458		0.7974825		1.7761855		1.0188656		1.1405292		1.3540049		1.0018201		1.270091		0.74247694		Yes		Yes		Yes		TA99067_4565		0		0		0		0		0		0		0		TC430232		0		0

		A_99_P180595		12.371731		12.962509		12.705513		12.122642		12.3329		12.368894		11.509297		12.088726		12.073739		12.308543		11.208791		12.12915		-1.0272809		-1.5090238		-2.2913783		-1.0237869		-1.2294319		-1.5734878		-2.8220084		1.0045217		-0.038830757		-0.59361553		-1.1962156		-0.03391552		-0.29799175		-0.65396595		-1.4967222		0.006508827		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P302836		3.7520704		2.461334		3.4550288		2.306924		4.227719		4.7605033		4.298804		3.1675997		5.7683806		4.5570354		5.122191		4.1869674		1.390543		4.921743		1.7947402		1.8158884		4.0454783		4.274339		3.1758928		3.680861		0.4756484		2.2991693		0.84377503		0.8606756		2.0163102		2.0957015		1.6671622		1.8800433		Yes		Yes		Yes		TA82518_4565		0		0		Ta.7473		0		0		0		0		TC407293		0		Rep: Os03g0803600 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC407293]

		A_99_P259187		12.472202		12.181573		11.75258		11.986981		11.326916		10.911529		10.640145		10.393101		11.165368		11.216286		10.410968		11.759374		-2.2119007		-2.4116898		-2.1621017		-3.0186021		-2.4739807		-1.9524522		-2.534343		-1.1708918		-1.1452866		-1.2700443		-1.1124344		-1.5938807		-1.3068342		-0.9652872		-1.3416119		-0.22760773		Yes		No		No		TA69776_4565		0		0		Ta.7769		0		0		0		0		TC371752		0		Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC371752]

		A_99_P412927		10.416183		10.745269		10.724221		11.597542		10.558818		11.121803		11.77625		11.344224		10.745277		11.097802		11.787408		11.433921		1.103919		1.2982196		2.0734434		-1.1919452		1.2562242		1.2768008		2.089542		-1.1200949		0.14263439		0.37653446		1.0520287		-0.25331783		0.32909393		0.35253334		1.0631866		-0.16362095		No		Yes		Yes		CK209233		0		0		Ta.54576		0		0		0		0		TC428318		0		Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley), partial (62%) [TC428318]

		A_99_P271311		9.179751		9.28816		8.987072		9.554999		8.44821		7.8087296		6.913278		8.560897		8.386845		8.071653		6.6566277		8.710862		-1.6604124		-2.7883868		-4.2099233		-1.991841		-1.7325617		-2.323834		-5.0296025		-1.7951908		-0.73154163		-1.4794307		-2.073794		-0.9941025		-0.79290676		-1.216507		-2.3304443		-0.8441372		Yes		Yes		Yes		TA73336_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P401752		8.642559		7.105423		6.026297		7.4734077		7.5009594		5.80819		4.824724		6.5444508		7.09564		6.0918384		3.5899658		6.864054		-2.2062552		-2.457571		-2.299903		-1.9038991		-2.9219244		-2.0189211		-5.412636		-1.5255755		-1.1415997		-1.2972331		-1.2015729		-0.928957		-1.5469189		-1.0135846		-2.4363313		-0.60935354		Yes		Yes		Yes		TA110873_4565		0		0		0		0		0		0		0		TC381563		0		0

		A_99_P295746		7.963526		8.014004		8.410669		8.595414		8.333817		8.769746		9.305906		8.712317		8.640221		8.506749		9.437794		8.7014675		1.2926133		1.6884999		1.8599154		1.0844047		1.5984735		1.40712		2.0379581		1.0762799		0.37029076		0.7557421		0.89523697		0.116903305		0.67669487		0.4927454		1.0271244		0.10605335		No		Yes		Yes		TA80433_4565		0		0		Ta.39474		0		0		0		0		0		0		0

		A_99_P505547		7.0256934		6.6188445		6.930349		7.4996285		7.6057286		8.095838		7.8888087		7.5641446		8.009349		7.3289933		7.9583535		7.5700974		1.4948857		2.7836795		1.9432343		1.045734		1.9774696		1.6359729		2.039202		1.0500579		0.5800352		1.4769931		0.95845985		0.06451607		0.98365545		0.7101488		1.0280046		0.0704689		No		Yes		Yes		TA69421_4565		0		0		Ta.4304		0		0		0		0		TC434140		0		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC434140]

		A_99_P345041		7.0201116		6.9276752		6.405398		6.5808587		7.453769		5.694059		5.8522344		6.0911584		5.6905518		5.48037		4.7829366		6.2109246		1.3506535		-2.351557		-1.4672997		-1.4041532		-2.51326		-2.726982		-3.0789988		-1.2922938		0.43365765		-1.2336164		-0.5531635		-0.48970032		-1.3295598		-1.4473052		-1.6224613		-0.36993408		Yes		No		No		AK331389		0		AK331389		Ta.48678		100270668		TPS		trehalose-6-P synthase		0		TC401749		0		Triticum aestivum cDNA, clone: WT007_G01, cultivar: Chinese Spring [AK331389]

		A_99_P335041		7.680899		7.1660995		6.1816087		7.2878213		8.870509		9.541763		9.531076		8.677142		10.729256		8.473072		9.935997		8.366183		2.2809107		5.1897454		10.192724		2.6195533		8.27269		2.474218		13.49533		2.111637		1.18961		2.3756638		3.3494678		1.3893209		3.0483565		1.3069725		3.7543883		1.078362		Yes		Yes		Yes		TA92062_4565		0		0		Ta.38952		0		0		0		0		TC414743		0		0

		A_99_P335576		9.783954		9.375493		9.94962		9.975129		10.28184		10.497756		10.338536		10.194405		10.581161		9.9790945		10.626931		10.114622		1.4121435		2.1768816		1.3094091		1.1641488		1.7377335		1.519505		1.5991563		1.1015179		0.49788666		1.122263		0.38891602		0.21927547		0.7972069		0.60360146		0.67731094		0.13949299		No		Yes		Yes		TA92228_4565		0		0		0		0		0		0		0		TC389461		0		0

		A_99_P497672		9.917913		11.534522		11.453575		11.389384		9.384507		10.110961		10.547308		10.557655		8.954385		10.603831		10.29177		10.780606		-1.4473424		-2.6824682		-1.87419		-1.779817		-1.9500737		-1.9061885		-2.237372		-1.524967		-0.53340626		-1.4235611		-0.90626717		-0.83172894		-0.96352863		-0.93069077		-1.1618052		-0.608778		No		Yes		Yes		CJ799974		0		CJ799974		Ta.62821		0		0		0		0		TC430678		0		CJ799974 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct18n22 5', mRNA sequence [CJ799974]

		A_99_P277221		8.404321		8.0693865		9.105499		9.357933		9.083299		9.132503		10.686601		10.372554		8.8846245		8.9790945		11.0055		10.748328		1.6010052		2.0894396		2.9919817		2.0203717		1.3950374		1.8786652		3.7321334		2.6215048		0.67897797		1.0631161		1.5811014		1.0146208		0.48030376		0.909708		1.9000006		1.3903952		Yes		Yes		Yes		TA75087_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P423162		7.0713696		6.2496476		5.9495063		6.54192		7.58647		7.2863975		7.713835		6.2246404		8.706919		6.9733586		7.590725		6.6008124		1.4290937		2.0516005		3.3971584		-1.2459791		3.1070578		1.6514245		3.119292		1.0416657		0.5151005		1.0367498		1.7643285		-0.31727982		1.6355491		0.723711		1.6412187		0.05889225		Yes		Yes		Yes		TC383309		0		0		0		0		0		0		0		TC383309		GO:0005739(mitochondrion)		Rep: Glutamyl-tRNA reductase 3, chloroplast precursor - Hordeum vulgare (Barley), partial (59%) [TC383309]

		A_99_P437002		6.898262		7.4036174		7.717808		8.880874		6.0488486		6.162039		6.683996		7.321504		5.654198		6.729734		6.512907		8.657913		-1.8017682		-2.364571		-2.0474265		-2.9472504		-2.368648		-1.5953616		-2.3052142		-1.1671262		-0.8494134		-1.2415786		-1.0338116		-1.5593696		-1.2440639		-0.67388344		-1.2049007		-0.22296047		Yes		No		No		TC394061		0		0		0		0		0		0		0		TC394061		0		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC394061]

		A_99_P151702		3.093337		3.0779502		2.8857853		2.6684115		3.052427		3.1548598		4.660951		3.474406		3.6016407		3.6700447		5.6866746		3.5642178		-1.0287626		1.0547562		3.4227734		1.7483506		1.4223768		1.5074335		6.9686985		1.8606495		-0.040910006		0.07690954		1.7751658		0.8059945		0.50830364		0.5920944		2.8008893		0.8958063		Yes		No		No		CJ826814		0		CJ826814		Ta.53159		0		0		0		0		TC408931		0		CJ826814 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal21b13 5', mRNA sequence [CJ826814]

		A_99_P051746		7.5157433		7.623712		7.1823487		7.353021		6.993719		6.155556		6.622888		6.4937882		6.363207		6.920685		5.80059		6.8929095		-1.4359685		-2.7666802		-1.4737182		-1.8140734		-2.223044		-1.6279172		-2.6058583		-1.3756483		-0.52202415		-1.4681559		-0.55946064		-0.8592329		-1.1525364		-0.70302725		-1.3817587		-0.46011162		No		Yes		Yes		DN829541		0		DN829541		Ta.18537		0		0		0		0		TC392772		0		KUCD01_05_E12_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829541]

		A_99_P312341		5.4850135		5.811853		5.230784		5.798168		5.951676		6.5125175		6.3157563		5.938137		5.893022		6.244915		6.268595		5.9064198		1.3819088		1.6252532		2.1213348		1.1018814		1.326853		1.3500961		2.0531106		1.077921		0.4666624		0.7006645		1.0849724		0.13996887		0.40800858		0.43306208		1.0378113		0.10825157		No		Yes		Yes		TA85325_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P201836		11.83788		11.521076		10.933927		12.498473		11.948124		10.594399		10.236358		12.226792		10.409528		11.033999		9.135879		12.559396		1.0794107		-1.9008923		-1.6217697		-1.2072135		-2.6913917		-1.401602		-3.477494		1.0431327		0.1102438		-0.92667675		-0.6975689		-0.27168083		-1.4283524		-0.48707676		-1.798048		0.060922623		No		Yes		Yes		TA51511_4565		0		0		Ta.6144		0		0		0		0		TC396896		0		0

		A_99_P315631		5.177764		5.520305		4.9774		5.590877		4.776571		3.8633378		4.0697656		4.3911037		3.1304007		4.2875905		2.7129784		4.7214494		-1.3205997		-3.1535294		-1.8759668		-2.2970357		-4.133498		-2.350088		-4.804617		-1.826938		-0.40119314		-1.6569674		-0.90763426		-1.1997733		-2.0473633		-1.2327147		-2.2644215		-0.8694277		Yes		Yes		Yes		TA86269_4565		0		0		0		0		0		0		0		TC386744		0		0

		A_99_P647131		5.4120193		5.454284		5.5029945		5.7265625		4.8511147		4.420256		4.9772797		3.3617077		4.3473926		4.6021914		4.084069		4.1523614		-1.4751939		-2.0477335		-1.4396467		-5.151008		-2.0916286		-1.8051175		-2.6738634		-2.9777055		-0.5609045		-1.034028		-0.5257149		-2.3648548		-1.0646267		-0.85209274		-1.4189258		-1.5742011		Yes		No		No		DR739099		0		DR739099		Ta.54399		100037523		GST1		glutathione S-transferase		0		TC372180		0		FGAS084316 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739099]

		A_99_P301726		11.476497		12.337047		12.603355		12.074313		10.1006		11.152005		11.92712		10.983982		9.579961		11.84687		11.496486		12.093772		-2.5952911		-2.2736993		-1.5979643		-2.1292288		-3.7231812		-1.4046164		-2.1537783		1.0135791		-1.3758965		-1.1850414		-0.6762352		-1.0903311		-1.8965359		-0.4901762		-1.1068697		0.01945877		Yes		No		No		TA82182_4565		0		0		Ta.8718		0		0		0		0		0		0		0

		A_99_P164558		5.810417		4.8364234		4.5497103		4.6189513		4.4744086		3.9746733		4.2169147		3.0855777		4.7628055		4.979233		4.8096256		4.380478		-2.524519		-1.8172414		-1.2594515		-2.8946192		-2.067105		1.104053		1.1974084		-1.1797436		-1.3360085		-0.8617501		-0.33279562		-1.5333736		-1.0476117		0.14280939		0.25991535		-0.23847342		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P443097		6.8912606		6.6004143		8.2194395		8.379032		7.750309		8.642365		10.429138		8.812631		8.449668		7.431127		10.214887		9.018594		1.8138415		4.118021		4.6257863		1.3505982		2.945285		1.7785639		3.9873967		1.5578557		0.85904837		2.0419512		2.2096987		0.43359852		1.5584073		0.8307128		1.9954472		0.63956165		Yes		Yes		Yes		TA52402_4565		0		0		Ta.4350		0		0		0		0		TC401739		0		0

		A_99_P457332		10.291229		10.728723		10.312401		11.330318		11.639308		14.435983		13.763836		11.177199		12.355014		13.374264		13.89013		11.202237		2.5457287		13.061604		10.9391985		-1.1119709		4.180816		6.257304		11.939986		-1.0928394		1.3480787		3.7072601		3.451435		-0.15311909		2.0637846		2.6455412		3.5777292		-0.12808132		Yes		Yes		Yes		AF262980		0		AF262980		Ta.13414		542857		PDI2		protein disulfide isomerase 2 precursor		0		TC368606		0		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P011879		5.812929		6.332808		5.902105		6.922548		4.8533835		4.208876		5.143389		6.9846635		5.2680087		5.176126		4.154532		6.7676806		-1.9446973		-4.358803		-1.6919837		1.0439956		-1.4589399		-2.229441		-3.3579316		-1.1133192		-0.9595456		-2.123932		-0.7587156		0.06211567		-0.54492044		-1.156682		-1.7475729		-0.15486717		No		Yes		Yes		CJ639064		0		CJ639064		Ta.5163		0		0		0		0		TC414761		0		CJ639064 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec15j16 5', mRNA sequence [CJ639064]

		A_99_P390962		4.0623574		4.1375737		5.6306343		5.536098		3.1835625		2.0582147		1.8795346		4.250429		3.9815		2.6452272		2.6299314		3.8749962		-1.8388387		-4.2261944		-13.4646015		-2.4379506		-1.0576465		-2.813462		-8.003899		-3.1625798		-0.8787949		-2.079359		-3.7510996		-1.2856688		-0.080857515		-1.4923465		-3.0007029		-1.6611018		Yes		Yes		Yes		TA108224_4565		0		0		0		0		0		0		0		TC390877		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC390877]

		A_99_P239956		9.7507925		10.266187		8.732837		8.552585		8.240448		8.309737		7.5474205		8.516511		8.625255		9.255825		8.261013		9.212193		-2.8487806		-3.8810568		-2.27429		-1.0253196		-2.1818287		-2.014416		-1.3868614		1.5796533		-1.5103445		-1.9564495		-1.1854162		-0.036073685		-1.1255379		-1.0103617		-0.4718237		0.6596079		Yes		No		No		X07851		0		X07851		Ta.54807		543499		LOC543499		rubisco subunit binding-protein alpha subunit ( 543 AA )		0		TC370974		0		Wheat mRNA for Rubisco subunit binding-protein alpha subunit [X07851]

		A_99_P148777		5.147921		5.2241664		5.803938		5.5005074		5.6361675		6.430675		6.381752		5.6577907		6.113856		6.007795		6.052982		6.114101		1.4027388		2.3077848		1.492586		1.1151851		1.9533287		1.721455		1.1884193		1.5300657		0.48824644		1.2065086		0.5778141		0.1572833		0.96593475		0.78362846		0.24904394		0.6135936		No		Yes		Yes		CJ902417		0		CJ902417		Ta.52507		0		0		0		0		TC387684		0		CJ902417 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles28n20 5', mRNA sequence [CJ902417]

		A_99_P339861		12.646831		11.408479		10.918986		11.67427		12.210911		9.722336		8.829295		10.395345		12.052417		11.0580015		9.688547		10.369073		-1.352773		-3.2179523		-4.2565694		-2.426581		-1.509859		-1.2749823		-2.346384		-2.4711742		-0.43591976		-1.6861429		-2.0896912		-1.278925		-0.59441376		-0.35047722		-1.2304392		-1.3051968		Yes		No		No		TA93556_4565		0		0		0		0		0		0		0		TC374021		0		0

		A_99_P161877		2.7132657		2.785887		2.7992058		2.8004172		3.3326461		4.111895		3.6498587		2.7796447		3.6674824		3.917		2.8955142		3.0434344		1.5362153		2.50708		1.8033168		-1.0145025		1.9375274		2.1902766		1.0690346		1.1834651		0.6193805		1.3260081		0.85065293		-0.020772457		0.9542167		1.131113		0.09630847		0.2430172		No		Yes		Yes		CJ960373		0		CJ960373		Ta.55534		0		0		0		0		0		0		CJ960373 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul22o13 3', mRNA sequence [CJ960373]

		A_99_P405017		5.7018013		6.2529645		7.3630443		6.415877		4.568485		4.654363		5.5029206		6.5335007		4.7121663		5.391129		5.4620323		6.440216		-2.1936245		-3.0284956		-3.6303878		1.0849464		-1.9856825		-1.817349		-3.7347507		1.0170138		-1.1333165		-1.5986013		-1.8601236		0.117623806		-0.989635		-0.8618355		-1.901012		0.024339199		Yes		Yes		Yes		TA111656_4565		0		0		0		0		0		0		0		TC433766		0		0

		A_99_P422412		3.7282612		4.1114573		4.42099		3.8338063		4.3615227		3.6513898		4.885472		7.846518		3.0327437		3.369979		4.9324565		4.1608863		1.5510675		-1.3756062		1.3798217		16.141598		-1.6194652		-1.6718882		1.4254985		1.2544718		0.63326144		-0.4600675		0.46448183		4.0127115		-0.69551754		-0.74147844		0.5114665		0.32708		No		Yes		Yes		TC382604		0		0		0		0		0		0		0		TC382604		0		0

		A_99_P334316		9.094238		7.15654		7.4535966		7.740928		11.236183		12.383536		10.104359		8.863848		12.184445		10.840419		10.724139		9.04884		4.413566		37.452663		6.2799892		2.1778727		8.516184		12.851625		9.650091		2.4758284		2.141945		5.2269964		2.650762		1.1229196		3.090207		3.683879		3.2705426		1.3079114		Yes		Yes		Yes		TA91859_4565		0		0		0		0		0		0		0		TC383000		0		0

		A_99_P538247		8.118976		7.715669		6.716383		7.0215087		8.795687		9.444443		8.44482		8.208164		9.853954		8.600592		8.88066		7.527302		1.5984915		3.3144593		3.313687		2.2762444		3.3287458		1.8466654		4.4824176		1.4199038		0.6767111		1.7287736		1.7284374		1.1866555		1.7349787		0.8849225		2.164277		0.5057931		Yes		Yes		Yes		TC449244		0		0		0		0		0		0		0		TC449244		0		0

		A_99_P234766		8.360637		8.634261		8.304547		9.225819		9.682042		11.48331		10.78973		8.804943		10.545269		10.312923		11.023412		8.966851		2.4990945		7.2052507		5.599053		-1.3387398		4.546109		3.20131		6.5835443		-1.1966219		1.3214054		2.8490486		2.4851828		-0.42087555		2.1846323		1.6786623		2.7188644		-0.2589674		Yes		Yes		Yes		TA62987_4565		0		0		Ta.53949		0		0		0		0		TC372537		0		0

		A_99_P326846		5.2712383		5.3887825		6.8687		6.772941		4.596892		3.764344		6.0786233		5.319961		4.5476184		5.1385174		6.2164235		6.043532		-1.5958737		-3.0832214		-1.7291664		-2.7377298		-1.6513202		-1.1894257		-1.5716462		-1.65796		-0.67434645		-1.6244385		-0.79007673		-1.45298		-0.72361994		-0.25026512		-0.6522765		-0.7294092		Yes		No		No		TA89596_4565		0		0		0		0		0		0		0		TC416729		0		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (22%) [TC416729]

		A_99_P001081		12.964372		13.166303		13.171733		12.665162		12.946987		12.323471		11.315715		11.908729		12.27469		12.593818		11.337597		11.686946		-1.012123		-1.793567		-3.6200712		-1.6893092		-1.6129279		-1.4870828		-3.5655782		-1.970028		-0.01738453		-0.8428316		-1.8560181		-0.7564335		-0.689682		-0.57248497		-1.834136		-0.9782162		Yes		No		No		BE604203		0		BE604203		Ta.515		0		0		0		0		0		0		WHE1413-1416_C07_C07ZS Wheat drought stressed leaf cDNA library Triticum aestivum cDNA clone WHE1413-1416_C07_C07, mRNA sequence [BE604203]

		A_99_P252001		12.11793		11.837926		10.715473		11.37703		10.877383		10.513519		10.158572		10.165648		10.716014		10.979602		9.911284		11.229653		-2.3628814		-2.5042987		-1.4711058		-2.3155932		-2.6425238		-1.8129311		-1.7461636		-1.107554		-1.2405472		-1.3244066		-0.556901		-1.2113819		-1.4019165		-0.85832405		-0.8041887		-0.14737701		Yes		No		No		TA67713_4565		0		0		Ta.1131		0		0		0		0		TC413804		0		0

		A_99_P140913		10.326497		9.353669		7.9657364		9.2140045		10.3913355		10.0699		8.56745		9.498417		10.806427		9.895234		9.161387		9.231892		1.0459678		1.6428838		1.5175176		1.2179141		1.394676		1.4555506		2.2904818		1.0124756		0.06483841		0.7162304		0.6017132		0.28441238		0.47992992		0.54156494		1.195651		0.017887115		No		Yes		Yes		TC386672		0		0		0		0		0		0		0		TC386672		0		Rep: Os08g0201700 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC386672]

		A_99_P312046		7.4191833		7.6774373		7.8433666		8.2522545		8.021634		8.954999		9.014106		8.749912		8.369224		8.419933		9.077682		8.809346		1.5182936		2.424289		2.25127		1.4119195		1.9319267		1.6730679		2.352696		1.4713002		0.60245085		1.2775617		1.1707392		0.49765778		0.95004034		0.742496		1.2343149		0.5570917		No		Yes		Yes		TA85233_4565		0		0		Ta.7542		0		0		0		0		TC386600		0		Rep: Os05g0456300 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC386600]

		A_99_P115130		5.9498563		6.262357		1.8642107		4.4785156		5.666168		5.4328117		8.6555395		13.018092		4.8035083		4.913279		1.9381342		4.182713		-1.2173028		-1.7771254		110.76275		372.10773		-2.2135286		-2.547493		1.0525753		-1.2275677		-0.28368807		-0.8295455		6.791329		8.539577		-1.146348		-1.3490782		0.07392347		-0.2958026		Yes		Yes		Yes		CJ659786		0		CJ659786		Ta.42688		0		0		0		0		TC422278		0		CJ659786 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg20e20 5', mRNA sequence [CJ659786]

		A_99_P477462		8.991023		8.045594		8.359984		8.796969		11.205673		13.187358		12.20089		11.012483		12.653755		11.892074		12.675296		10.962819		4.64169		35.304096		14.329389		4.644468		12.664622		14.384861		19.908484		4.4873066		2.2146502		5.1417637		3.8409052		2.2155132		3.6627321		3.8464794		4.3153114		2.1658497		Yes		Yes		Yes		TC420739		0		0		0		0		0		0		0		TC420739		0		0

		A_99_P387187		2.7794094		1.7778474		1.8398871		1.8027097		2.0808399		4.2753906		2.7207832		1.9791199		3.9396095		3.964096		4.3224244		2.811806		-1.6228949		5.6472297		1.8415188		1.1300684		2.2348843		4.5512056		5.588795		2.01265		-0.69856954		2.4975433		0.8808961		0.1764102		1.1602001		2.1862488		2.4825373		1.0090963		Yes		Yes		Yes		TA107290_4565		0		0		0		0		0		0		0		TC383374		0		Rep: EF hand family protein - Oryza sativa subsp. japonica (Rice), partial (69%) [TC383374]

		A_99_P184527		6.4405875		5.907467		7.6014023		7.4146514		7.7859817		8.325733		8.942429		8.234706		9.389937		7.242359		9.122097		7.9178214		2.540996		5.345283		2.5333147		1.7654728		7.724009		2.5225666		2.8692918		1.4173244		1.3453941		2.4182663		1.3410263		0.82005453		2.9493499		1.3348923		1.5206947		0.50317		Yes		Yes		Yes		CA702630		0		CA702630		Ta.60708		0		0		0		0		0		0		wdk1c.pk006.l15 wdk1c Triticum aestivum cDNA clone wdk1c.pk006.l15 5' end, mRNA sequence [CA702630]

		A_99_P020684		2.304392		2.530369		2.065045		3.8038657		3.1169631		5.2521796		3.648492		3.930133		4.3152804		4.2983108		4.953893		3.8972988		1.7563386		6.597002		2.9968503		1.0914662		4.030303		3.4056773		7.4067883		1.0669061		0.81257105		2.7218106		1.583447		0.12626743		2.0108883		1.7679417		2.888848		0.09343314		Yes		Yes		Yes		CJ852513		0		CJ852513		Ta.8210		0		0		0		0		TC395405		0		CJ852513 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal25f13 5', mRNA sequence [CJ852513]

		A_99_P225506		8.16855		5.92947		3.0957139		5.6088176		8.594937		7.786176		11.591357		7.660215		9.387303		8.578181		10.856256		7.1251054		1.3438646		3.621798		360.9471		4.1450725		2.3274558		6.271068		216.84824		2.8605406		0.4263878		1.8567061		8.495644		2.0513973		1.2187538		2.6487112		7.760542		1.5162878		Yes		Yes		Yes		AY506496		0		AY506496		Ta.59106		100192164		pra2		root peroxidase		0		TC438180		0		Triticum aestivum root peroxidase (pra2) mRNA, complete cds [AY506496]

		A_99_P297606		5.842953		5.0060353		9.658501		8.29851		4.3974347		3.8280647		8.22454		7.855067		4.483189		5.2193985		8.564485		7.987058		-2.7236068		-2.2625828		-2.701875		-1.3598455		-2.566432		1.1593878		-2.1346745		-1.2409556		-1.4455185		-1.1779706		-1.4339609		-0.44344282		-1.3597641		0.21336317		-1.0940161		-0.31145144		Yes		No		No		TA80982_4565		0		0		0		0		0		0		0		TC451122		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (7%) [TC451122]

		A_99_P210391		8.691203		8.77562		7.1194077		7.13594		10.843868		13.18543		11.900899		10.237416		12.234677		10.826859		12.409953		10.3722105		4.4464846		21.25616		27.502508		8.582966		11.659824		4.1446176		39.139282		9.423549		2.1526651		4.409809		4.7814913		3.1014762		3.5434742		2.051239		5.2905455		3.2362704		Yes		Yes		Yes		AK333707		0		AK333707		Ta.57385		0		0		0		0		TC428053		0		Triticum aestivum cDNA, clone: WT008_I09, cultivar: Chinese Spring [AK333707]

		A_99_P139610		6.938825		6.598774		4.7168517		4.4661655		5.116365		4.701707		3.4932816		2.4615877		5.0387373		5.5668006		3.6390374		4.1908135		-3.536838		-3.7245524		-2.335239		-4.012713		-3.7323592		-2.0448194		-2.1108358		-1.2102894		-1.8224602		-1.8970671		-1.2235701		-2.0045779		-1.9000878		-1.0319734		-1.0778143		-0.275352		Yes		No		No		CK205837		0		CK205837		Ta.50116		0		0		0		0		0		0		FGAS017383 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK205837]

		A_99_P615722		13.704358		13.426177		11.773736		11.33316		12.923267		12.606391		9.404115		12.34232		13.80428		12.002408		9.229747		10.782787		-1.7184296		-1.7651442		-5.1680546		2.012739		1.0717156		-2.682855		-5.8319936		-1.4644643		-0.78109074		-0.8197861		-2.3696213		1.00916		0.09992218		-1.423769		-2.5439892		-0.5503731		No		Yes		Yes		DR741323		0		DR741323		Ta.2148		543383		Wlt10		cold-responsive protein		0		TC418494		0		FGAS001251 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741323]

		A_99_P253006		7.9787292		8.127561		8.120368		8.19284		8.821842		10.253209		9.839447		7.9010696		9.746161		9.444786		10.018966		8.004762		1.7939167		4.363992		3.2922616		-1.2241412		3.4044747		2.4918642		3.728506		-1.1392449		0.84311295		2.1256485		1.719079		-0.29176998		1.7674322		1.3172255		1.8985977		-0.18807793		Yes		Yes		Yes		TA67973_4565		0		0		0		0		0		0		0		TC409343		0		Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), complete [TC409343]

		A_99_P135605		5.974399		8.855678		11.753911		9.837683		4.5528665		6.8592944		9.788906		9.451012		6.1191096		6.74421		10.532821		9.377723		-2.6786993		-3.9899848		-3.9041405		-1.3073733		1.1055088		-4.321307		-2.3312283		-1.3755037		-1.4215326		-1.9963832		-1.9650049		-0.38667107		0.14471054		-2.1114678		-1.2210903		-0.45995998		Yes		No		No		AJ583532		0		AJ583532		Ta.48868		0		0		0		0		TC390867		0		Triticum aestivum mRNA for cytochrome P450 (CYP98A12 gene) [AJ583532]

		A_99_P573052		8.360474		8.01012		8.818822		8.619359		7.8827515		7.389191		7.377182		7.911138		7.9609227		7.5180135		7.6071486		7.8863206		-1.3925433		-1.5378654		-2.7162945		-1.6337882		-1.3190973		-1.4064975		-2.316061		-1.662136		-0.47772217		-0.62092924		-1.4416399		-0.70822096		-0.3995509		-0.4921069		-1.2116733		-0.7330384		No		Yes		Yes		CJ733623		0		0		0		0		0		0		0		TC460860		0		0

		A_99_P036439		8.259994		8.624539		9.975535		9.787676		8.02296		7.7775674		8.787869		9.358926		7.845614		8.151109		8.855284		9.401826		-1.178567		-1.7987217		-2.2778392		-1.3460668		-1.3327254		-1.3884071		-2.1738489		-1.3066293		-0.23703384		-0.846972		-1.1876659		-0.42875004		-0.4143796		-0.47343063		-1.1202517		-0.38584995		No		Yes		Yes		BJ314759		0		BJ314759		Ta.13517		0		0		0		0		TC414865		0		BJ314759 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf14d09 5', mRNA sequence [BJ314759]

		A_99_P217236		12.057538		12.363179		13.224528		12.78994		11.766166		11.29097		12.168232		12.2455435		11.632179		11.703509		12.085667		12.410304		-1.2238038		-2.102651		-2.079586		-1.45841		-1.3429065		-1.5797211		-2.202072		-1.3010134		-0.2913723		-1.0722094		-1.0562963		-0.5443964		-0.42535877		-0.6596699		-1.1388617		-0.3796358		No		Yes		Yes		TA57171_4565		0		0		Ta.54825		0		0		0		0		TC372298		0		Rep: Actin - Oryza sativa subsp. japonica (Rice), partial (46%) [TC372298]

		A_99_P186482		9.842353		7.85086		9.224866		9.431187		11.312734		12.284503		11.964371		10.581409		12.699836		10.471961		12.45954		10.3190775		2.7709503		21.610235		6.6784105		2.2194817		7.2474976		6.1521935		9.41313		1.8504688		1.4703808		4.433643		2.7395048		1.1502228		2.857483		2.621101		3.2346745		0.8878908		Yes		Yes		Yes		CD891900		0		CD891900		Ta.61156		0		0		0		0		TC434455		0		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		A_99_P375197		1.948246		1.6536517		2.0648901		1.6400217		8.196168		8.141579		9.853737		3.6108978		9.188114		7.453251		10.6808		3.004175		75.99971		89.75541		221.14471		3.9200609		151.15324		55.69976		392.3264		2.574252		6.247922		6.487927		7.788847		1.9708761		7.239868		5.799599		8.615911		1.3641533		Yes		Yes		Yes		TA104363_4565		0		0		0		0		0		0		0		TC393187		0		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC393187]

		A_99_P193733		6.4514213		5.747865		4.526851		3.403362		6.7319007		8.484991		7.078158		5.8827596		9.059144		6.16239		7.969374		5.701838		1.2145984		6.6674075		5.8616495		5.5766454		6.095408		1.3328598		10.871831		4.9193783		0.28047943		2.7371259		2.5513067		2.4793975		2.6077228		0.41452503		3.442523		2.298476		Yes		No		No		TA95550_4565		0		0		0		0		0		0		0		TC377261		0		Rep: Os04g0523700 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC377261]

		A_99_P409867		9.0733		9.290204		10.457312		10.460879		9.510661		9.8348875		11.56837		9.973973		10.557678		9.501092		11.424436		9.69275		1.3541249		1.4587003		2.1600404		-1.4014362		2.7979648		1.1574003		1.9549395		-1.7030602		0.43736076		0.54468346		1.1110582		-0.48690605		1.4843779		0.21088791		0.967124		-0.76812935		No		Yes		Yes		TA61258_4565		0		0		0		0		0		0		0		TC371935		0		Rep: 3-phosphoshikimate 1-carboxyvinyltransferase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (55%) [TC371935]

		A_99_P276791		7.547846		7.4351735		6.991916		6.599758		7.829924		7.8981185		8.121785		6.756841		8.356034		8.018645		8.512302		6.649372		1.2159452		1.3783526		2.1883886		1.1150304		1.7510114		1.4984509		2.8686783		1.0349879		0.28207827		0.46294498		1.129869		0.15708303		0.80818844		0.5834718		1.5203862		0.049613953		No		Yes		Yes		TA74956_4565		0		0		0		0		0		0		0		TC430399		0		Rep: Pantothenate kinase 1-like - Oryza sativa subsp. japonica (Rice), partial (27%) [TC430399]

		A_99_P216096		8.564234		7.674249		8.600967		8.654091		9.352355		8.043098		10.944766		8.623253		8.5580015		8.079225		9.742986		8.498029		1.7268242		1.2913225		5.076375		-1.0216054		-1.0043292		1.3240664		2.2068956		-1.1142416		0.7881212		0.36884928		2.3437986		-0.030838013		-0.0062322617		0.4049754		1.1420183		-0.15606213		No		Yes		Yes		AK332340		0		AK332340		Ta.425		0		0		0		0		TC405020		0		Triticum aestivum cDNA, clone: WT003_L24, cultivar: Chinese Spring [AK332340]

		A_99_P448912		6.0481973		6.3222427		6.5899825		6.216004		5.711925		4.973474		5.1168513		4.969275		5.015629		5.523374		4.506071		5.191687		-1.2624903		-2.5469465		-2.776238		-2.3730276		-2.0456629		-1.7397363		-4.2395506		-2.0339959		-0.33627224		-1.3487687		-1.4731312		-1.2467289		-1.0325685		-0.79886866		-2.0839114		-1.0243168		Yes		Yes		Yes		AK330904		0		AK330904		Ta.9309		0		0		0		0		TC402907		0		Triticum aestivum cDNA, clone: SET5_J16, cultivar: Chinese Spring [AK330904]

		A_99_P114360		7.167274		6.391323		7.1167884		6.8732667		5.150656		4.7261577		6.4499474		5.847086		5.9159465		5.2698956		6.0180073		6.3658485		-4.0463405		-3.1715002		-1.587593		-2.0366256		-2.3806038		-2.1756215		-2.1417367		-1.421504		-2.0166178		-1.6651654		-0.66684103		-1.0261807		-1.2513275		-1.1214275		-1.0987811		-0.50741816		Yes		Yes		Yes		CJ723696		0		CJ723696		Ta.42438		0		0		0		0		TC443951		0		CJ723696 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh2c17 5', mRNA sequence [CJ723696]

		A_99_P409142		10.804196		6.8955703		14.100545		13.656457		10.93583		6.5091777		12.93053		13.178619		11.177209		6.145533		13.154399		13.424136		1.0955336		-1.3071209		-2.250141		-1.3926547		1.2950543		-1.6818362		-1.9267188		-1.1747231		0.13163376		-0.3863926		-1.1700153		-0.47783756		0.37301254		-0.7500372		-0.946146		-0.23232079		No		Yes		Yes		AK332422		0		AK332422		Ta.7524		0		0		0		0		TC371160		0		Triticum aestivum cDNA, clone: WT003_P02, cultivar: Chinese Spring [AK332422]

		A_99_P332946		10.023957		9.877151		7.590632		8.009057		8.718285		8.517262		6.609319		7.462635		8.459374		9.103124		6.6020226		8.211348		-2.4719896		-2.5666528		-1.974261		-1.4604591		-2.9579196		-1.7100362		-1.9842713		1.1505235		-1.3056726		-1.3598881		-0.98131275		-0.546422		-1.5645828		-0.7740269		-0.9886093		0.20229053		Yes		No		No		TA91446_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P183462		1.8566184		1.7830514		2.706995		2.782303		2.0199614		4.8408265		12.042404		8.161616		5.015751		4.8722196		12.661685		6.3709044		1.1198791		8.326874		646.0084		41.623127		8.932924		8.510053		992.3395		12.030305		0.16334295		3.057775		9.335409		5.3793135		3.1591325		3.089168		9.95469		3.5886014		Yes		Yes		Yes		CK162825		0		CK162825		Ta.60477		0		0		0		0		TC378621		0		FGAS015425 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162825]

		A_99_P285636		7.5000577		6.454736		6.1893954		6.678469		7.6051307		9.012225		9.26075		7.032433		8.384332		8.2179		9.648197		6.7977843		1.0755488		5.8868217		8.405621		1.2780674		1.8458356		3.3944175		10.995198		1.0862191		0.105072975		2.557489		3.0713544		0.35396385		0.884274		1.763164		3.4588017		0.11931515		Yes		Yes		Yes		TA77514_4565		0		0		0		0		0		0		0		TC403021		0		Rep: Nucellin-like aspartic protease - Oryza sativa subsp. japonica (Rice), partial (95%) [TC403021]

		A_99_P296026		13.510858		13.028567		12.069977		12.754982		13.054142		11.693535		10.650229		12.378745		12.712239		12.568516		10.743085		12.5014925		-1.3724139		-2.5228117		-2.6753867		-1.2979519		-1.7394345		-1.3755909		-2.5086164		-1.1920869		-0.45671558		-1.3350325		-1.4197474		-0.37623692		-0.7986183		-0.46005154		-1.3268919		-0.2534895		No		Yes		Yes		TA80517_4565		0		0		Ta.18053		0		0		0		0		TC413940		0		0

		A_99_P290231		10.697467		10.143334		9.658507		10.083503		11.233638		11.609603		10.515876		10.034844		11.822437		11.187451		10.987652		9.852677		1.4501187		2.7630632		1.8117306		-1.0343026		2.1809707		2.0621037		2.5125363		-1.1735061		0.53617096		1.4662685		0.85736847		-0.04865837		1.1249704		1.044117		1.3291445		-0.23082542		No		Yes		Yes		TA78858_4565		0		0		0		0		0		0		0		TC391032		0		0

		A_99_P329516		5.721092		6.4813957		7.138087		6.6014123		5.7324824		5.828258		6.135201		6.3436837		5.781197		6.0778565		6.177242		6.2300973		1.0079263		-1.5725846		-2.0040047		-1.1955948		1.0425415		-1.3227489		-1.9464496		-1.2935313		0.011390209		-0.6531377		-1.0028858		-0.25772858		0.060104847		-0.40353918		-0.960845		-0.371315		No		Yes		Yes		TA90397_4565		0		0		0		0		0		0		0		TC424481		0		Rep: Transcription factor protein - Ciona intestinalis (Transparent sea squirt), partial (4%) [TC424481]

		A_99_P323321		7.888785		7.8102584		7.784474		8.503377		9.638553		10.907944		11.712949		10.98291		10.280887		11.0198555		12.500622		11.68029		3.3630443		8.560442		15.226104		5.57717		5.249215		9.250921		26.284637		9.043701		1.7497678		3.0976853		3.928475		2.4795332		2.3921018		3.209597		4.716148		3.1769133		Yes		Yes		Yes		TA88539_4565		0		0		0		0		0		0		0		TC421389		0		Rep: Os11g0274100 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC421389]

		A_99_P001586		6.17888		6.653299		6.676903		7.0121694		6.3023095		7.6384315		7.9128838		7.012942		7.068968		7.032871		8.158176		7.154007		1.0893211		1.9794954		2.3554146		1.0005356		1.8532887		1.3009558		2.791951		1.1033095		0.1234293		0.9851327		1.235981		7.72E-04		0.8900876		0.3795719		1.4812737		0.1418376		No		Yes		Yes		CK211032		0		0		Ta.721		0		0		0		0		TC407059		0		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC407059]

		A_99_P350401		4.2268963		4.54085		3.0188186		4.4899		4.938004		6.430521		6.3943744		6.1932225		6.7097564		5.884746		4.9220834		3.5850213		1.6370606		3.7055068		10.378714		3.2565005		5.590046		2.5383587		3.7405872		-1.8723873		0.71110773		1.8896708		3.3755558		1.7033224		2.48286		1.3438959		1.9032648		-0.90487885		Yes		No		No		BJ259927		0		BJ259927		Ta.4398		0		0		0		0		TC416146		0		BJ259927 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh22n01 5', mRNA sequence [BJ259927]

		A_99_P328296		5.5716643		5.968809		5.5510697		6.2539444		6.1052785		7.0769544		7.083584		6.633984		6.29606		6.5558906		7.310324		6.384194		1.447551		2.1556833		2.8928952		1.3013777		1.6522084		1.5022047		3.3852315		1.094483		0.53361416		1.1081452		1.5325141		0.3800397		0.72439575		0.58708143		1.7592545		0.1302495		No		Yes		Yes		TA90024_4565		0		0		Ta.8354		0		0		0		0		TC414134		0		Rep: Os08g0323700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC414134]

		A_99_P056986		4.960754		5.0748982		5.524895		4.68305		2.6227791		2.1087797		2.167278		4.4706845		2.0893974		2.4316773		2.4932444		4.4961643		-5.055924		-7.8143106		-10.250463		-1.1585864		-7.3175287		-6.2472486		-8.177448		-1.138304		-2.3379748		-2.9661186		-3.3576171		-0.21236563		-2.8713565		-2.643221		-3.0316508		-0.18688583		Yes		Yes		Yes		CJ803796		0		CJ803796		Ta.20783		0		0		0		0		TC401408		0		CJ803796 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct29d16 5', mRNA sequence [CJ803796]

		A_99_P239191		5.427488		6.735214		5.4184875		6.244354		5.7131233		8.004142		7.326729		7.3999667		6.2490373		7.5817375		7.634346		7.3078094		1.218947		2.4098237		3.7535124		2.2277896		1.767303		1.7981623		4.6455793		2.0899315		0.28563547		1.2689276		1.9082413		1.155613		0.8215494		0.8465233		2.2158585		1.0634556		Yes		No		No		TA64213_4565		0		0		0		0		0		0		0		TC405593		0		0

		A_99_P456107		8.632006		7.379542		7.2436004		8.415993		9.1948805		10.04115		9.171467		8.038542		10.534593		10.618641		9.238043		8.353863		1.4772098		6.3273797		3.804921		-1.2990446		3.73883		9.442042		3.9846208		-1.044006		0.5628748		2.6616082		1.9278665		-0.37745094		1.9025869		3.239099		1.9944425		-0.062129974		Yes		No		No		TC407830		0		0		0		0		0		0		0		TC407830		0		0

		A_99_P103420		7.064043		6.6778584		6.1719403		6.314547		7.2752557		7.4043713		7.7365336		6.2781167		7.7936897		7.333421		7.730802		6.4588523		1.1576608		1.6546348		2.957941		-1.0255731		1.6582329		1.5752305		2.946213		1.1051983		0.21121264		0.7265129		1.5645933		-0.03643036		0.7296467		0.6555629		1.5588617		0.14430523		No		Yes		Yes		CK195442		0		CK195442		Ta.38975		0		0		0		0		0		0		FGAS003881 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK195442]

		A_99_P242776		12.579755		11.7630415		13.261482		12.486618		13.756566		15.114762		14.380834		13.571279		14.311844		14.249237		14.736709		13.345795		2.2607653		10.208654		2.1724927		2.1208763		3.3220851		5.602985		2.7802727		1.8140028		1.1768112		3.3517208		1.1193514		1.0846605		1.732089		2.4861956		1.4752264		0.85917664		Yes		Yes		Yes		U32431		0		U32431		Ta.56911		543235		LOC543235		hypothetical LOC543235		0		TC376481		0		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P014709		8.214692		8.006423		7.932093		7.744017		8.424664		7.4506874		7.317038		6.8451233		7.377174		7.537018		6.1963887		6.52721		1.1566653		-1.4699179		-1.5316164		-1.8646357		-1.7869735		-1.3845385		-3.3304207		-2.324317		0.20997143		-0.5557356		-0.6150551		-0.89889383		-0.8375182		-0.46940517		-1.7357044		-1.2168069		Yes		No		No		BQ842375		0		BQ842375		Ta.6162		0		0		0		0		TC383696		0		WHE2992_B11_C22ZS Wheat dormant embryo cDNA library Triticum aestivum cDNA clone WHE2992_B11_C22, mRNA sequence [BQ842375]

		A_99_P378887		5.311064		4.3012586		5.456651		5.4709053		7.600546		9.325055		8.249566		8.057673		8.62397		7.7222276		8.775268		8.232185		4.888806		32.5322		6.930286		6.007514		9.93766		10.710612		9.977072		6.7799754		2.289482		5.0237966		2.7929149		2.5867682		3.3129063		3.420969		3.3186164		2.76128		Yes		Yes		Yes		TA105258_4565		0		0		0		0		0		0		0		TC434929		0		Rep: Chromosome undetermined scaffold_498, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC434929]

		A_99_P338496		3.0842688		2.0383546		3.6672623		4.4104676		4.847933		4.560677		6.3549724		6.9670486		4.281381		5.138326		6.723843		6.435429		3.3955941		5.745062		6.442899		5.883118		2.2928028		8.5740185		8.319984		4.06981		1.763664		2.5223224		2.68771		2.556581		1.1971123		3.0999715		3.0565808		2.0249615		Yes		Yes		Yes		TA93157_4565		0		0		0		0		0		0		0		TC400868		0		0

		A_99_P366001		3.9559898		4.8271313		5.8209534		5.320526		3.5378144		2.9428904		2.9269288		4.35252		3.536419		4.2250023		4.223536		4.9716945		-1.3362366		-3.6915863		-7.433412		-1.9561353		-1.3375297		-1.517955		-3.0260112		-1.2735288		-0.41817546		-1.8842409		-2.8940246		-0.96800613		-0.41957092		-0.602129		-1.5974174		-0.34883165		Yes		Yes		Yes		TA102056_4565		0		0		0		0		0		0		0		TC440455		0		Rep: Chromosome 9 SCAF14729, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (5%) [TC440455]

		A_99_P407337		5.144386		4.6656094		6.2333984		5.5559673		3.739578		3.960704		3.8738995		4.886166		4.1738105		4.165599		4.496416		4.5618877		-2.647825		-1.6300377		-5.1319213		-1.5908538		-1.9596219		-1.4142238		-3.333372		-1.9918094		-1.4048078		-0.7049053		-2.359499		-0.66980124		-0.97057533		-0.5000105		-1.7369823		-0.9940796		Yes		Yes		Yes		CD919067		0		0		Ta.51819		0		0		0		0		TC369408		0		Rep: FAR1; Zinc finger, SWIM-type - Medicago truncatula (Barrel medic), partial (6%) [TC369408]

		A_99_P009416		9.194875		9.611964		10.731391		10.562672		8.784317		8.701995		9.605412		9.923656		9.306812		8.974388		9.951671		10.024396		-1.3291996		-1.8790056		-2.1824965		-1.5572658		1.0806786		-1.5557132		-1.716798		-1.4522358		-0.41055775		-0.90996933		-1.1259794		-0.6390152		0.11193752		-0.6375761		-0.7797203		-0.5382757		No		Yes		Yes		EU181177		0		EU181177		Ta.4334		100192122		CPK1		calcium-dependent protein kinase		0		TC375616		0		Triticum aestivum calcium-dependent protein kinase (CPK1) mRNA, complete cds [EU181177]

		A_99_P278701		9.228892		8.571664		10.292672		10.333112		12.490356		13.811024		13.526619		12.382453		14.431011		12.407845		14.190301		12.535876		9.589557		37.775		9.408383		4.139169		36.812374		14.28254		14.904012		4.6036067		3.261464		5.23936		3.2339468		2.0493412		5.202119		3.8361807		3.8976288		2.2027645		Yes		Yes		Yes		TA75511_4565		0		0		0		0		0		0		0		TC378153		0		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC378153]

		A_99_P004751		11.8301325		11.420909		10.499978		10.108573		10.491393		9.944844		9.6739235		9.200878		10.2180605		10.747219		9.582569		10.28292		-2.5293021		-2.7818887		-1.7728305		-1.8760455		-3.0569055		-1.5951475		-1.8887202		1.1284535		-1.3387394		-1.4760647		-0.8260546		-0.9076948		-1.612072		-0.67368984		-0.91740894		0.17434692		Yes		No		No		CK157985		0		CK157985		Ta.2419		0		0		0		0		TC421034		0		FGAS039191 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK157985]

		A_99_P343591		7.61261		7.018444		8.293882		7.9228883		8.002551		8.420011		8.958397		7.9669685		8.862937		7.6241517		9.414191		7.9895234		1.31034		2.641883		1.5850348		1.0310256		2.3789535		1.5217249		2.1739352		1.0472713		0.38994122		1.4015665		0.66451454		0.044080257		1.2503271		0.60570765		1.1203089		0.06663513		No		Yes		Yes		TA94725_4565		0		0		0		0		0		0		0		TC382814		0		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC382814]

		A_99_P080470		8.692355		8.03954		7.862065		8.386106		11.316162		12.949948		10.865089		9.05622		12.451084		12.351714		11.283143		9.493215		6.163744		30.073233		8.016789		1.5911993		13.535995		19.865234		10.711423		2.1541357		2.623807		4.910408		3.0030246		0.6701145		3.758729		4.312174		3.4210782		1.1071091		Yes		Yes		Yes		CN010035		0		CN010035		Ta.30769		0		0		0		0		TC411893		0		WHE3865_G01_N01ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3865_G01_N01, mRNA sequence [CN010035]

		A_99_P152592		8.213258		8.814		9.139855		8.519354		9.358184		9.999487		10.291545		9.315204		9.410168		9.255138		10.472524		8.988538		2.211348		2.2744012		2.2217393		1.7360997		2.2924812		1.3576751		2.5186808		1.3843262		1.1449261		1.1854868		1.1516895		0.7958498		1.1969099		0.44113827		1.3326683		0.46918392		Yes		No		No		CJ858318		0		CJ858318		Ta.53372		0		0		0		0		TC441315		0		CJ858318 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4g18 5', mRNA sequence [CJ858318]

		A_99_P223586		13.684407		14.132634		14.166177		14.378161		13.16235		12.495097		13.263375		13.832353		12.539449		13.372899		12.460361		14.27494		-1.4360018		-3.111342		-1.8696932		-1.4598385		-2.2113976		-1.6931797		-3.2621346		-1.0741696		-0.52205753		-1.637537		-0.9028015		-0.5458088		-1.1449585		-0.7597351		-1.7058163		-0.10322189		No		Yes		Yes		TA59571_4565		0		0		Ta.28740		0		0		0		0		TC446541		0		0

		A_99_P163837		5.1212983		5.468239		6.6417823		8.112549		6.8513656		11.058169		12.092689		10.251461		7.0300655		8.483617		11.3866415		10.444688		3.3174329		48.165577		43.740757		4.4042983		3.7548811		8.08573		26.812971		5.035514		1.7300673		5.5899305		5.4509063		2.1389122		1.9087672		3.015378		4.744859		2.332139		Yes		Yes		Yes		AB244638		0		AB244638		Ta.55975		780652		TaGlb2b		endo-beta-1,3-glucanase		0		TC382946		0		Triticum aestivum TaGlb2b mRNA for endo-beta-1,3-glucanase, complete cds [AB244638]

		A_99_P376577		7.4616914		8.073201		8.575126		8.114375		7.225101		7.5386696		7.5216484		7.7256775		7.466774		7.645533		7.692591		7.8254185		-1.1782049		-1.4484718		-2.0755265		-1.309211		1.0035292		-1.3450577		-1.8436112		-1.2217563		-0.23659039		-0.5345316		-1.0534773		-0.38869762		0.0050826073		-0.4276681		-0.8825345		-0.28895664		No		Yes		Yes		TA104699_4565		0		0		0		0		0		0		0		TC379838		0		0

		A_99_P562292		6.4824147		8.157138		7.9620094		7.822729		5.5594788		6.717589		6.3787117		7.277572		5.9927597		7.499395		6.8323493		7.7176437		-1.8959697		-2.7123606		-2.9965403		-1.459179		-1.4041091		-1.5776126		-2.188072		-1.0755581		-0.92293596		-1.439549		-1.5832977		-0.54515696		-0.48965502		-0.657743		-1.1296601		-0.10508537		Yes		Yes		Yes		TA72444_4565		0		0		Ta.35382		0		0		0		0		TC456942		0		Rep: Harpin-induced protein 1 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (52%) [TC428877]

		A_99_P071450		5.465982		5.1318946		4.8079047		4.245896		4.2699413		4.5316763		2.8647022		3.8779402		5.445068		4.4287453		4.226902		2.8700504		-2.2911003		-1.5159459		-3.8455834		-1.2905228		-1.0146021		-1.6280549		-1.4958886		-2.5951996		-1.1960406		-0.6002183		-1.9432025		-0.36795568		-0.020914078		-0.7031493		-0.5810027		-1.3758454		Yes		No		No		BT008918		0		BT008918		Ta.27027		0		0		0		0		TC402247		0		Triticum aestivum clone wpa1c.pk011.o13:fis, full insert mRNA sequence [BT008918]

		A_99_P333946		6.9873047		8.06292		6.2864356		8.969938		5.675509		6.3897796		4.7310333		7.238989		5.99107		6.5966096		5.149462		7.3387036		-2.4825034		-3.1890795		-2.9391568		-3.3194618		-1.9947872		-2.7631426		-2.1991918		-3.09778		-1.3117957		-1.67314		-1.5554023		-1.7309494		-0.9962349		-1.46631		-1.1369734		-1.6312346		Yes		No		No		TA91744_4565		0		0		Ta.11506		0		0		0		0		TC425773		0		0

		A_99_P248236		5.4395604		6.009011		5.718214		5.4482293		4.885143		4.3807893		4.7251697		4.817143		4.5483303		5.1876454		4.360615		5.0603843		-1.4685757		-3.0913167		-1.9903806		-1.5487307		-1.854757		-1.7670776		-2.562584		-1.3084375		-0.5544176		-1.6282215		-0.9930444		-0.63108635		-0.8912301		-0.82136536		-1.3575993		-0.38784504		No		Yes		Yes		AK330904		0		AK330904		Ta.9309		0		0		0		0		TC395219		0		Triticum aestivum cDNA, clone: SET5_J16, cultivar: Chinese Spring [AK330904]

		A_99_P260306		9.627061		9.384922		5.689635		4.5005116		8.824063		7.7693086		4.5558414		3.7310112		8.690022		8.474214		5.220503		3.9076414		-1.7447225		-3.0644188		-2.1943495		-1.7046795		-1.9145939		-1.8799684		-1.3842763		-1.5082444		-0.8029976		-1.6156135		-1.1337934		-0.7695005		-0.9370384		-0.9107084		-0.46913195		-0.59287024		Yes		No		No		TA70081_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P152987		5.3839087		3.3212833		2.649255		2.9075387		6.263452		6.154047		4.1338325		3.8950453		7.4027734		6.47177		3.8922713		3.3590176		1.8397928		7.1243763		2.798352		1.9827553		4.052647		8.879549		2.3669286		1.3674413		0.8795433		2.8327637		1.4845774		0.9875066		2.0188646		3.1504865		1.2430162		0.45147896		Yes		No		No		CJ876828		0		CJ876828		Ta.53462		0		0		0		0		TC442596		0		CJ876828 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls22g10 5', mRNA sequence [CJ876828]

		A_99_P200496		5.735205		5.432718		3.7155507		4.8575206		5.016856		4.89587		2.2495356		3.8469155		3.56684		4.9814067		1.7189159		4.4433084		-1.6452981		-1.450799		-2.7625778		-2.014756		-4.4951377		-1.3672823		-3.9906805		-1.3325708		-0.718349		-0.5368476		-1.4660151		-1.0106051		-2.1683652		-0.4513111		-1.9966347		-0.41421223		Yes		No		No		TA51095_4565		0		0		Ta.34636		0		0		0		0		TC412855		0		Rep: Patatin-like protein - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (43%) [TC412855]

		A_99_P221276		10.20036		10.598268		10.415414		10.717712		10.518017		11.43327		11.505452		10.868344		10.789805		11.119605		11.580319		10.862262		1.2463044		1.7838606		2.1287968		1.1100556		1.5046679		1.4352853		2.2421854		1.1053853		0.31765652		0.8350029		1.0900383		0.1506319		0.5894451		0.5213375		1.1649055		0.14454937		No		Yes		Yes		BJ256928		0		BJ256928		Ta.57464		0		0		0		0		TC455285		0		BJ256928 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh19b07 5', mRNA sequence [BJ256928]

		A_99_P139015		7.5744705		7.32275		7.0096297		6.621306		6.5917163		6.151335		6.306479		4.9388485		6.0695057		6.3123837		5.8181763		5.3595157		-1.9762346		-2.2523255		-1.6280565		-3.2097423		-2.8381774		-2.0144227		-2.283827		-2.397931		-0.98275423		-1.1714153		-0.70315075		-1.6824574		-1.5049648		-1.0103664		-1.1914535		-1.2617903		Yes		No		No		CK155309		0		CK155309		Ta.49935		0		0		0		0		0		0		FGAS036097 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK155309]

		A_99_P157952		4.3595133		4.586121		4.954878		4.4453664		3.9462383		3.3283017		3.565114		3.8949072		3.462739		3.4326408		3.2134564		3.2539608		-1.3317055		-2.3913403		-2.6203578		-1.4645517		-1.8618983		-2.2244987		-3.3436444		-2.2837512		-0.413275		-1.2578194		-1.3897638		-0.55045915		-0.8967743		-1.1534803		-1.7414215		-1.1914055		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P332341		8.243908		8.302662		9.271045		8.654194		7.779774		7.3471656		8.242661		8.454528		8.050953		7.3586516		8.092444		8.453179		-1.3794888		-1.9392467		-2.0397372		-1.1484325		-1.1431026		-1.9238685		-2.2635705		-1.1495064		-0.46413374		-0.9554963		-1.0283833		-0.19966602		-0.19295502		-0.94401026		-1.1786003		-0.20101452		No		Yes		Yes		TA91245_4565		0		0		Ta.45652		0		0		0		0		0		0		0

		A_99_P345886		5.4911876		5.556063		7.083994		6.8538604		7.0654902		7.1529527		7.842509		7.397306		6.449719		7.405088		8.266281		8.39527		2.9779153		3.0249043		1.6917483		1.4574492		1.9433306		3.6025658		2.2693627		2.9107883		1.5743027		1.5968895		0.7585149		0.5434456		0.9585314		1.8490248		1.1822872		1.54141		Yes		No		No		TA95445_4565		0		0		0		0		0		0		0		TC385924		0		Rep: F-box domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (27%) [TC385924]

		A_99_P251671		4.5143266		3.7671697		5.1961346		4.8690076		5.611837		7.0887375		6.579804		5.5716777		6.8061433		5.958345		7.3253694		5.8969727		2.139851		9.997502		2.6093118		1.6275141		4.8967233		4.5667734		4.3748536		2.039146		1.0975103		3.3215678		1.3836694		0.7026701		2.2918167		2.1911752		2.1292348		1.0279651		Yes		Yes		Yes		TA67619_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P081835		9.928291		10.1487465		10.53325		9.5608015		9.637843		9.388516		8.741412		9.098734		9.447248		9.755852		9.016782		9.146361		-1.2230202		-1.6937608		-3.4625566		-1.3775146		-1.3957522		-1.3130254		-2.860898		-1.3327814		-0.2904482		-0.76023006		-1.7918377		-0.4620676		-0.48104286		-0.39289474		-1.516468		-0.41444016		No		Yes		Yes		EU562183		0		EU562183		Ta.31208		100146096		LOC100146096		ICE41		0		TC402957		0		Triticum aestivum cultivar Norstar ICE41 mRNA, complete cds [EU562183]

		A_99_P368382		6.3121276		5.9613795		5.7317467		5.4516773		5.120487		4.8975883		4.6770625		3.649789		5.3695283		5.3030453		4.654452		4.6746106		-2.284123		-2.0904179		-2.0772634		-3.4867628		-1.921988		-1.5782593		-2.1100757		-1.7136432		-1.1916404		-1.0637913		-1.0546842		-1.8018882		-0.9425993		-0.65833426		-1.0772948		-0.7770667		Yes		No		No		TA102694_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P436097		6.885082		7.5617557		8.261828		7.595118		6.722775		7.3559933		7.2426105		7.448952		7.173517		6.992613		7.3790035		7.361563		-1.1190751		-1.1532956		-2.02682		-1.1066246		1.2213151		-1.4836417		-1.8439825		-1.1757284		-0.16230679		-0.20576239		-1.019218		-0.14616585		0.28843546		-0.5691428		-0.8828249		-0.23355484		No		Yes		Yes		TC393391		0		0		0		0		0		0		0		TC393391		0		Rep: Undecaprenyl-diphosphatase - Maricaulis maris (strain MCS10), partial (5%) [TC393391]

		A_99_P499957		12.389989		12.864242		11.302091		10.39577		11.238088		10.862637		7.8036017		8.837956		11.185861		11.623638		8.931765		8.571456		-2.2220654		-4.0044527		-11.301865		-2.9440734		-2.30398		-2.3629735		-5.17058		-3.5413861		-1.1519012		-2.001605		-3.498489		-1.5578136		-1.2041283		-1.2406034		-2.370326		-1.8243141		Yes		Yes		Yes		CA633621		0		0		Ta.40112		0		0		0		0		TC431700		0		0

		A_99_P009051		7.463335		7.2049484		5.7566485		7.1861215		6.0844326		4.857776		5.496286		4.9375496		5.841398		5.7770977		4.5823884		5.196038		-2.6007044		-5.0882597		-1.1977798		-4.752122		-3.0778806		-2.690456		-2.256771		-3.9726005		-1.3789024		-2.3471723		-0.26036263		-2.2485719		-1.6219373		-1.4278507		-1.1742601		-1.9900837		Yes		Yes		Yes		BJ260122		0		BJ260122		Ta.4168		0		0		0		0		TC387467		0		BJ260122 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh23j15 5', mRNA sequence [BJ260122]

		A_99_P327111		8.398086		8.022767		7.3166466		6.877313		7.357034		6.994635		6.517118		5.624342		6.9224815		7.526385		6.3085027		6.724939		-2.0577266		-2.039382		-1.7405323		-2.3833175		-2.7810006		-1.4106717		-2.0113218		-1.111397		-1.0410514		-1.028132		-0.7995286		-1.2529712		-1.475604		-0.49638224		-1.0081439		-0.15237427		Yes		No		No		TA89673_4565		0		0		0		0		0		0		0		TC382904		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (65%) [TC382904]

		A_99_P008931		3.9974124		4.213919		3.301204		3.1942005		4.3199887		4.089021		5.329402		4.355601		3.8986082		5.412293		5.101211		4.3638687		1.2505617		-1.0904306		4.0789504		2.2367442		-1.0708855		2.2948086		3.4822195		2.2495995		0.32257628		-0.12489796		2.028198		1.1614003		-0.098804235		1.1983738		1.8000071		1.1696682		Yes		No		No		BJ259641		0		BJ259641		Ta.4134		0		0		0		0		TC445305		0		BJ259641 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh21k03 5', mRNA sequence [BJ259641]

		A_99_P417672		9.719817		8.534955		6.375052		8.924029		9.703294		9.173635		8.180151		9.74767		9.923718		8.786939		8.215394		9.47244		-1.011519		1.5569035		3.4945314		1.7698668		1.1518089		1.1908433		3.580949		1.4624734		-0.016523361		0.6386795		1.805099		0.8236408		0.20390129		0.25198364		1.840342		0.5484104		No		Yes		Yes		TC378654		0		0		0		0		0		0		0		TC378654		0		0

		A_99_P455252		8.742746		8.388949		9.215001		8.849566		8.482875		7.8599696		8.137549		8.363094		8.459508		8.168002		8.28605		8.442262		-1.1973721		-1.4429084		-2.1103053		-1.4010147		-1.2169235		-1.1654986		-1.9038914		-1.3262058		-0.25987148		-0.5289798		-1.0774517		-0.48647213		-0.2832384		-0.22094727		-0.92895126		-0.40730476		No		Yes		Yes		TC407242		0		0		0		0		0		0		0		TC407242		0		0

		A_99_P507472		11.424293		11.4381895		11.462367		11.316738		10.900441		10.403329		10.603851		10.709492		10.529705		10.982887		10.443633		10.950153		-1.4377884		-2.0489156		-1.813172		-1.5233489		-1.8590783		-1.37107		-2.0261402		-1.2892971		-0.5238514		-1.0348606		-0.85851574		-0.6072464		-0.8945875		-0.45530224		-1.018734		-0.36658478		No		Yes		Yes		BJ317013		0		0		Ta.14886		0		0		0		0		TC434970		0		Rep: Myb protein - Oryza sativa subsp. indica (Rice), partial (7%) [TC434970]

		A_99_P393122		8.160917		8.292977		7.53126		5.9695144		9.021562		10.206086		9.675271		9.606845		11.522079		8.176103		8.803547		8.853042		1.8158492		3.766198		4.419892		12.443587		10.2756815		-1.0843832		2.4154415		7.3795214		0.86064434		1.9131088		2.144011		3.6373305		3.3611622		-0.116874695		1.2722869		2.8835273		Yes		No		No		TA108759_4565		0		0		0		0		0		0		0		TC412532		0		Rep: Glutathione-S-transferase Cla47 - Triticum aestivum (Wheat), partial (96%) [TC412532]

		A_99_P328666		3.8970125		3.814185		3.2832558		2.3374708		4.4642253		6.270088		4.8892274		4.337133		5.507912		4.714686		5.612528		4.3205147		1.4816583		5.4865656		3.0440068		3.9990635		3.0544226		1.8667141		5.025517		3.9532628		0.5672128		2.4559033		1.6059716		1.9996622		1.6108997		0.900501		2.329272		1.9830439		Yes		Yes		Yes		TA90139_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P332526		8.884205		9.352191		8.307656		8.145894		9.559489		11.392192		9.527944		9.100506		10.704883		10.715981		10.10403		8.936966		1.5969115		4.1124578		2.3299313		1.938058		3.5324712		2.5736032		3.4734597		1.7303596		0.6752844		2.040001		1.2202873		0.9546118		1.8206778		1.3637896		1.7963734		0.7910719		Yes		Yes		Yes		TA91293_4565		0		0		Ta.47165		0		0		0		0		0		0		0

		A_99_P077070		5.9100666		5.225468		5.266021		4.7138		7.423958		8.6968355		7.841057		6.6370873		8.828893		7.2814307		8.253086		6.4495296		2.8557925		11.091383		5.958859		3.7928634		7.5623055		4.15821		7.9285955		3.330479		1.5138912		3.4713674		2.575036		1.9232874		2.918826		2.0559626		2.9870653		1.7357297		Yes		Yes		Yes		CJ803105		0		CJ803105		Ta.53048		0		0		0		0		TC407075		0		CJ803105 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27k02 5', mRNA sequence [CJ803105]

		A_99_P461347		6.1695914		5.7067657		6.9791284		6.1257515		5.7463326		4.264857		5.4369507		5.3414817		5.652721		4.7391987		4.878981		4.8167934		-1.3409531		-2.716801		-2.9123378		-1.7222204		-1.4308481		-1.95554		-4.2875314		-2.4776254		-0.42325878		-1.4419088		-1.5421777		-0.7842698		-0.5168705		-0.96756697		-2.1001472		-1.308958		Yes		Yes		Yes		TC411369		0		0		0		0		0		0		0		TC411369		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC411369]

		A_99_P192497		6.704609		7.764524		8.657601		9.002921		5.499157		5.810257		8.457307		7.2282867		5.73457		7.214863		7.743974		8.774805		-2.3060951		-3.87519		-1.1489328		-3.4215128		-1.9588934		-1.4637419		-1.8837756		-1.1713043		-1.205452		-1.954267		-0.2002945		-1.7746344		-0.9700389		-0.54966116		-0.91362715		-0.22811604		Yes		No		No		CJ692628		0		CJ692628		Ta.62431		0		0		0		0		TC438646		0		CJ692628 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc10b01 5', mRNA sequence [CJ692628]

		A_99_P073450		3.363086		3.627959		7.38983		3.317602		6.1071754		8.1349		7.4063334		6.1805673		7.8060546		4.7609787		8.462884		4.49509		6.699667		22.73654		1.0115049		7.275091		21.750376		2.1931732		2.103882		2.2618263		2.7440894		4.506941		0.016503334		2.8629653		4.4429684		1.1330197		1.0730538		1.1774881		Yes		Yes		Yes		CK197817		0		CK197817		Ta.28083		543404		Tahsp17.3		heat shock protein 17.3		0		TC384790		0		FGAS006297 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK197817]

		A_99_P469082		7.883911		7.79713		7.1387534		7.1166496		6.616343		6.696775		5.3536973		5.4661355		6.996353		7.1897964		5.8811545		6.882271		-2.407554		-2.1440747		-3.4463186		-3.139455		-1.850042		-1.5234411		-2.3909748		-1.1764001		-1.2675681		-1.1003551		-1.7850561		-1.6505141		-0.887558		-0.60733366		-1.2575989		-0.23437881		Yes		No		No		TC416039		0		0		0		0		0		0		0		TC416039		0		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC416039]

		A_99_P167489		8.707446		8.876183		10.520856		9.86454		8.619251		8.382635		9.284575		9.920703		8.387891		8.841187		9.315098		10.014755		-1.0630392		-1.4079025		-2.3559034		1.0396968		-1.2479458		-1.024554		-2.3065844		1.109735		-0.08819485		-0.49354744		-1.2362804		0.056162834		-0.31955528		-0.034996033		-1.2057581		0.15021515		No		Yes		Yes		BE446620		0		BE446620		Ta.56826		0		0		0		0		0		0		WHE1458_C05_F10ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1458_C05_F10, mRNA sequence [BE446620]

		A_99_P356691		9.029401		9.188428		9.261645		9.346207		8.370534		8.214461		7.943531		8.784579		8.645749		8.056022		7.7307115		8.794325		-1.578842		-1.9642338		-2.4933999		-1.4759332		-1.3046399		-2.1922407		-2.8897283		-1.4659966		-0.6588669		-0.9739666		-1.3181143		-0.5616274		-0.38365173		-1.1324062		-1.5309339		-0.5518818		No		Yes		Yes		TA98863_4565		0		0		0		0		0		0		0		TC397748		0		0

		A_99_P097870		9.396012		8.617988		9.944626		9.570526		9.448322		8.209424		9.220254		7.6323776		7.8093123		7.968226		7.737924		7.9724984		1.0369239		-1.3273636		-1.6521811		-3.8321352		-3.0036151		-1.568909		-4.616187		-3.0272918		0.05230999		-0.4085636		-0.7243719		-1.9381485		-1.5867		-0.6497617		-2.2067018		-1.5980277		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P011824		5.962583		5.224783		3.99492		2.9968166		6.7038364		6.9330196		5.4271436		3.8795092		6.747301		6.242153		5.52885		3.6654084		1.6716275		3.267612		2.6986232		1.8438133		1.7227556		2.0242257		2.895736		1.5895206		0.7412534		1.7082367		1.4322236		0.8826926		0.78471804		1.0173702		1.5339301		0.66859174		Yes		No		No		CJ853478		0		CJ853478		Ta.5143		0		0		0		0		TC430572		0		CJ853478 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal28n13 5', mRNA sequence [CJ853478]

		A_99_P378767		1.9796671		2.5891356		3.2091987		5.368971		4.13732		8.667289		8.450939		7.5681586		4.291321		6.2531776		7.429665		7.423242		4.4618835		67.56261		37.83738		4.5922074		4.964518		12.676126		18.641766		4.153338		2.1576529		6.078153		5.24174		2.1991878		2.3116536		3.664042		4.2204666		2.0542712		Yes		Yes		Yes		TA105226_4565		0		0		0		0		0		0		0		TC437510		0		Rep: Acidic 27 kDa endochitinase precursor - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (68%) [TC437510]

		A_99_P264561		13.865033		13.228904		14.617978		14.218819		14.05597		12.73069		13.9245405		12.285348		12.423791		12.878281		12.624146		12.912173		1.1415049		-1.4124637		-1.6171322		-3.8197303		-2.715546		-1.2751112		-3.9829342		-2.473657		0.19093704		-0.49821377		-0.6934376		-1.9334707		-1.4412422		-0.35062313		-1.9938316		-1.3066454		Yes		No		No		AK331813		0		AK331813		Ta.7255		0		0		0		0		TC406756		0		Triticum aestivum cDNA, clone: WT002_G19, cultivar: Chinese Spring [AK331813]

		A_99_P239971		8.852736		8.590697		8.54073		8.891971		7.42464		6.766443		7.140766		8.365497		8.004189		7.393991		7.53051		8.958848		-2.690914		-3.5412397		-2.6389506		-1.4404045		-1.8006877		-2.2921576		-2.014219		1.0474471		-1.4280963		-1.8242545		-1.3999643		-0.526474		-0.84854794		-1.1967063		-1.0102205		0.066877365		Yes		No		No		TA64468_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P335036		5.0043087		4.5637517		4.4027467		5.0535703		6.489184		7.2161317		8.966214		6.910708		7.938496		5.9470744		9.283936		6.1053147		2.7989297		6.287036		23.64507		3.6228817		7.643256		2.608685		29.47028		2.073035		1.4848752		2.65238		4.5634675		1.8571377		2.9341874		1.3833227		4.881189		1.0517445		Yes		No		No		TA92061_4565		0		0		0		0		0		0		0		TC400164		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC400164]

		A_99_P401667		1.9630104		1.6357588		1.6782395		1.6496209		1.8435793		3.3877432		3.529251		2.16559		4.996794		2.057656		4.8916607		1.6633862		-1.0863065		3.3682156		3.6075306		1.4299544		8.1895485		1.3396882		9.275476		1.009587		-0.11943114		1.7519845		1.8510116		0.51596916		3.033784		0.4218973		3.2134213		0.013765335		Yes		Yes		Yes		TA110852_4565		0		0		0		0		0		0		0		TC422174		0		Rep: 10-deacetylbaccatin III-10-O-acetyl transferase-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC422174]

		A_99_P325681		9.050746		9.059993		8.893569		8.896737		9.480182		10.339916		9.527899		8.96025		10.112861		9.760148		9.880322		8.828201		1.3467067		2.4282608		1.5522165		1.0450071		2.0879898		1.6246797		1.9817204		-1.0486518		0.42943573		1.2799234		0.6343298		0.0635128		1.0621147		0.70015526		0.98675346		-0.068535805		No		Yes		Yes		TA89255_4565		0		0		Ta.38384		0		0		0		0		TC374606		0		Rep: Acyl-CoA binding protein-like - Oryza sativa subsp. japonica (Rice), partial (85%) [TC374606]

		A_99_P347806		8.660441		8.235799		8.734273		8.691943		7.716507		6.551308		7.1684127		7.5215855		7.682302		7.421566		7.0912666		8.436204		-1.9237674		-3.214269		-2.9605398		-2.250675		-1.9699233		-1.7583629		-3.1231596		-1.1939473		-0.94393444		-1.6844907		-1.5658603		-1.1703577		-0.9781394		-0.8142328		-1.6430063		-0.2557392		Yes		Yes		Yes		TA96045_4565		0		0		Ta.61955		0		0		0		0		TC380229		0		Rep: Beta-galactosidase 8 precursor - Oryza sativa subsp. japonica (Rice), partial (23%) [TC380229]

		A_99_P384982		5.4705257		6.328066		7.0765533		6.9173036		5.7400403		4.996432		6.0693474		6.411459		4.6028237		5.716829		5.76831		6.3491096		1.2054021		-2.5168757		-2.0100145		-1.4199544		-1.824754		-1.5275685		-2.4763982		-1.4826663		0.26951456		-1.331634		-1.007206		-0.5058446		-0.867702		-0.61123705		-1.3082433		-0.5681939		No		Yes		Yes		TA106752_4565		0		0		0		0		0		0		0		TC419764		0		0

		A_99_P068905		4.7071095		3.4737198		3.9878483		3.802499		3.4659061		2.5922391		2.3517032		2.3541		3.463662		2.8467646		2.5997956		3.34017		-2.3639562		-1.8422651		-3.1083417		-2.7290504		-2.3676364		-1.5443023		-2.6172516		-1.3777643		-1.2412033		-0.8814807		-1.6361451		-1.4483991		-1.2434475		-0.6269553		-1.3880527		-0.46232915		Yes		No		No		CD490890		0		CD490890		Ta.26451		0		0		0		0		0		0		WHE3007_G12_N23ZT Wheat etiolated seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE3007_G12_N23, mRNA sequence [CD490890]

		A_99_P118545		5.27841		5.8111305		8.025269		7.0739675		5.132241		4.4476285		5.845858		7.0572643		5.0179114		4.4730706		5.7849507		6.718395		-1.1066271		-2.57309		-4.529684		-1.011645		-1.1978925		-2.5281112		-4.7250113		-1.279493		-0.14616919		-1.363502		-2.1794105		-0.016703129		-0.26049852		-1.3380599		-2.2403178		-0.35557222		Yes		Yes		Yes		CJ713605		0		CJ713605		Ta.43693		0		0		0		0		TC448415		0		CJ713605 Y.Ogihara unpublished cDNA library Wh_VABA Triticum aestivum cDNA clone whva19f23 5', mRNA sequence [CJ713605]

		A_99_P551557		11.529523		12.185369		11.8132515		12.103329		12.12807		13.32054		12.977811		12.480233		12.026927		12.747147		13.135651		12.173022		1.5141908		2.1964474		2.2416475		1.2985526		1.4116712		1.4760873		2.5008163		1.0494938		0.598547		1.1351719		1.1645594		0.3769045		0.4974041		0.56177807		1.3223991		0.069693565		No		Yes		Yes		AK333638		0		AK333638		Ta.1714		0		0		0		0		TC440121		0		Triticum aestivum cDNA, clone: WT006_P13, cultivar: Chinese Spring [AK333638]

		A_99_P196448		4.782598		4.21295		5.463508		5.558413		8.7280855		10.555862		9.020747		7.0825653		9.762673		8.975921		9.548387		7.2369385		15.406716		81.17211		11.771605		2.8761766		31.561094		27.151697		16.969574		3.2010062		3.9454875		6.342912		3.557239		1.5241523		4.9800754		4.7629704		4.0848784		1.6785254		Yes		Yes		Yes		DR741240		0		DR741240		Ta.63569		0		0		0		0		TC434869		0		FGAS001171 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741240]

		A_99_P402952		3.6238062		4.9712615		4.3839455		4.205973		4.2833867		5.865608		6.181189		5.2595677		4.1596313		5.7169533		6.036432		5.560348		1.5796232		1.858768		3.4755554		2.0756953		1.4497709		1.6767781		3.1437497		2.556863		0.65958047		0.8943467		1.7972436		1.0535946		0.535825		0.7456918		1.6524863		1.3543749		Yes		No		No		AK331415		0		AK331415		Ta.68081		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT007_H02, cultivar: Chinese Spring [AK331415]

		A_99_P211701		6.540648		7.670654		6.4425163		7.402926		5.3390393		6.0124946		4.9255943		5.6682305		5.99095		6.2320824		5.1425204		5.826458		-2.29996		-3.1561358		-2.8617983		-3.3280923		-1.4637791		-2.7105234		-2.462282		-2.982388		-1.2016087		-1.6581593		-1.516922		-1.7346954		-0.5496979		-1.4385715		-1.2999959		-1.576468		Yes		Yes		Yes		TA54675_4565		0		0		0		0		0		0		0		TC438868		0		0

		A_99_P044304		5.052324		5.907458		5.8482056		6.172497		4.831303		4.751724		4.618173		4.868012		4.9017653		4.8520927		4.446541		4.959041		-1.1655579		-2.2279766		-2.3457227		-2.4699552		-1.1099991		-2.078244		-2.6420627		-2.3189242		-0.2210207		-1.1557341		-1.2300324		-1.3044848		-0.15055847		-1.0553651		-1.4016647		-1.2134557		No		Yes		Yes		X64618		0		X64618		Ta.16248		543478		hsp16.9B		heat shock protein 16.9B		0		TC421437		0		T.aestivum mRNA for heat shock protein 16.9B [X64618]

		A_99_P469487		7.4770207		6.883465		6.7728934		6.64988		6.5913234		5.793073		5.566784		5.9841633		7.014068		6.174835		6.0606103		6.005155		-1.8476576		-2.1293182		-2.3071463		-1.586356		-1.3783599		-1.634251		-1.638395		-1.563441		-0.88569736		-1.0903916		-1.2061095		-0.66571665		-0.4629526		-0.7086296		-0.71228313		-0.64472485		No		Yes		Yes		TA80851_4565		0		0		0		0		0		0		0		TC416267		0		Rep: Os04g0608100 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC416267]

		A_99_P202766		9.166077		8.9293995		8.026007		7.814068		7.9141045		8.056495		7.5034103		6.4500537		7.954647		8.39367		7.2670803		7.7360034		-2.3816679		-1.8313465		-1.4365382		-2.5740037		-2.3156698		-1.449675		-1.6922308		-1.0556009		-1.2519722		-0.8729048		-0.52259636		-1.3640141		-1.2114296		-0.5357294		-0.7589264		-0.07806444		Yes		No		No		TA51846_4565		0		0		Ta.54099		0		0		0		0		TC409061		0		Rep: ATP synthase delta chain, chloroplast precursor - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (55%) [TC409061]

		A_99_P194873		7.8762703		9.464134		9.119968		10.026895		6.0927587		6.5815887		6.2760816		7.546997		6.020676		7.2892		6.2043037		8.208084		-3.4426312		-7.374501		-7.1795173		-5.5785785		-3.6190076		-4.515652		-7.545752		-3.527902		-1.7835116		-2.8825455		-2.8438869		-2.4798975		-1.8555942		-2.1749344		-2.9156647		-1.8188105		Yes		Yes		Yes		AM743080		0		AM743080		Ta.63076		100125748		cslf6		mixed beta glucan synthase-like		0		TC383979		0		Triticum aestivum mRNA for putative mixed beta glucan synthase (cslf6 gene), cultivar Cadenza [AM743080]

		A_99_P286301		8.785708		8.566991		7.625557		9.275164		7.929072		6.726177		6.738804		7.5293946		7.467293		7.54968		6.341019		7.8944097		-1.8108116		-3.58212		-1.8490101		-3.3537357		-2.4939208		-2.0241423		-2.43604		-2.6040442		-0.8566365		-1.8408136		-0.8867531		-1.745769		-1.3184156		-1.0173106		-1.2845378		-1.380754		Yes		No		No		TA77722_4565		0		0		0		0		0		0		0		TC382479		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC382479]

		A_99_P400372		1.6090621		1.594634		1.6148044		1.5904573		3.148616		6.4178452		6.9515076		3.7908576		7.1024547		4.6890073		7.7151017		3.282006		2.9070463		28.309439		40.411762		4.596069		45.048042		8.540812		68.60764		3.2300324		1.539554		4.823211		5.3367033		2.2004004		5.4933925		3.0943732		6.1002975		1.6915487		Yes		Yes		Yes		TA110535_4565		0		0		0		0		0		0		0		TC380302		0		Rep: Os04g0517700 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC380302]

		A_99_P432472		8.786292		8.8216505		8.652019		8.709152		8.431651		7.8676553		7.586473		8.336268		8.232812		8.253089		7.578729		8.555514		-1.2786673		-1.93723		-2.092961		-1.2949387		-1.4676217		-1.4830441		-2.1042256		-1.1123708		-0.35464096		-0.9539952		-1.0655456		-0.3728838		-0.55348015		-0.56856155		-1.0732894		-0.15363789		No		Yes		Yes		TA76865_4565		0		0		0		0		0		0		0		TC390430		0		Rep: OTU-like cysteine protease family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (33%) [TC390430]

		A_99_P547922		11.289205		10.525822		9.501921		10.07435		11.385617		11.618058		10.519315		10.052171		11.992214		11.331195		11.023021		10.209392		1.0691117		2.132043		2.0242593		-1.0154926		1.6278973		1.7475978		2.870098		1.0981241		0.09641266		1.0922365		1.0173941		-0.022179604		0.7030096		0.8053732		1.5211		0.13504124		No		Yes		Yes		TA92861_4565		0		0		0		0		0		0		0		TC451496		0		Rep: Os06g0283300 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC451496]

		A_99_P359201		4.9555817		4.4013886		4.008171		4.531065		5.122824		5.882217		4.276419		3.9778645		6.0588145		5.3359323		5.118379		3.8543036		1.1229101		2.7910893		1.2043445		-1.4673373		2.1483557		1.9112859		2.1587677		-1.5985472		0.16724253		1.4808283		0.26824808		-0.5532005		1.1032329		0.9345436		1.110208		-0.6767614		No		Yes		Yes		TA99743_4565		0		0		0		0		0		0		0		TC410061		0		Rep: Serine/threonine kinase-like protein ABC1036 - Hordeum vulgare var. distichum (Two-rowed barley), partial (22%) [TC410061]

		A_99_P381572		6.7315145		7.7826767		6.370257		6.7284856		7.3528924		8.915971		8.004783		7.817633		7.840904		8.46256		8.257659		7.542991		1.5383438		2.1935904		3.1048548		2.127483		2.1575437		1.6020099		3.699684		1.7586954		0.62137794		1.1332941		1.6345258		1.0891476		1.1093898		0.679883		1.887402		0.8145056		Yes		Yes		Yes		TA105914_4565		0		0		0		0		0		0		0		TC433454		0		Rep: Chloroplast lumen common protein family-like protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC433454]

		A_99_P447142		9.236838		9.124508		10.230855		9.461734		9.903253		9.888745		11.308679		9.86309		10.580689		9.447907		11.741886		9.597583		1.5871234		1.6984719		2.1108494		1.3207484		2.5382798		1.2512755		2.8501368		1.0987393		0.66641426		0.7642374		1.0778236		0.40135574		1.3438511		0.32339954		1.5110312		0.135849		No		Yes		Yes		TC401643		0		0		0		0		0		0		0		TC401643		0		Rep: Pleiotropic drug resistance protein 12 - Oryza sativa subsp. japonica (Rice), partial (4%) [TC401643]

		A_99_P379732		2.2513072		1.6918836		1.7180834		2.5516534		3.7359836		5.629583		4.32893		3.3439229		5.2554564		3.2480192		4.554569		2.1145563		2.798544		15.32377		6.10862		1.7317966		8.023041		2.9406512		7.1427784		-1.3538774		1.4846764		3.9376993		2.6108465		0.79226947		3.0041492		1.5561357		2.8364854		-0.43709707		Yes		Yes		Yes		TA105469_4565		0		0		0		0		0		0		0		TC374355		0		0

		A_99_P417077		3.9373448		3.4786575		2.9041536		3.785693		4.5158496		2.9700034		8.642221		4.5034647		2.5476124		3.2850363		8.154808		3.7061968		1.4933008		-1.4227223		53.37409		1.64464		-2.6203008		-1.1436306		38.071888		-1.056649		0.5785048		-0.5086541		5.7380676		0.71777177		-1.3897324		-0.19362116		5.250654		-0.079496145		No		Yes		Yes		TC378177		0		0		0		0		0		0		0		TC378177		GO:0005515(protein binding)|GO:0005575(cellular_component)|GO:0005634(nucleus)|GO:0005739(mitochondrion)|GO:0005829(cytosol)|GO:0006118(electron transport)|GO:0009733(response to auxin stimulus)|GO:0010181(FMN binding)|GO:0016655(oxidoreductase activity, acting on NADH or NADPH, quinone or similar compound as acceptor)|GO:0030466(chromatin silencing at silent mating-type cassette)|GO:0031001(response to brefeldin A)|GO:0042393(histone binding)		Rep: Quinone-oxidoreductase QR2 - Triphysaria versicolor (Yellow owl's clover), partial (97%) [TC378177]

		A_99_P078085		5.46612		5.192407		6.0846734		5.9233317		5.3689055		4.61754		4.982446		4.605271		4.7800937		4.9347706		4.717125		4.7860146		-1.069706		-1.4895403		-2.1468587		-2.4933076		-1.6088458		-1.1955186		-2.5803173		-2.1997159		-0.09721422		-0.57486725		-1.1022272		-1.3180609		-0.6860261		-0.25763655		-1.3675485		-1.1373172		No		Yes		Yes		CK200327		0		CK200327		Ta.30011		0		0		0		0		0		0		FGAS008839 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK200327]

		A_99_P398217		9.834015		10.202825		12.361033		11.585838		9.997883		9.353838		9.715176		11.1999855		10.435468		9.311373		10.069844		11.207454		1.1202867		-1.8012353		-6.2586775		-1.3066319		1.5172437		-1.855042		-4.894594		-1.2998855		0.16386795		-0.8489866		-2.6458578		-0.3858528		0.6014528		-0.89145184		-2.2911892		-0.3783846		No		Yes		Yes		AK334617		0		AK334617		Ta.15845		0		0		0		0		TC422450		0		Triticum aestivum cDNA, clone: WT010_H21, cultivar: Chinese Spring [AK334617]

		A_99_P237191		12.275901		12.690221		12.347196		13.421974		13.852941		16.794062		16.145388		13.544026		14.542163		15.594513		16.187717		13.373535		2.98357		17.19409		13.911365		1.0882819		4.810751		7.4865036		14.325582		-1.0341454		1.5770397		4.103841		3.798192		0.12205219		2.266262		2.904292		3.8405218		-0.048439026		Yes		Yes		Yes		AF262980		0		AF262980		Ta.13414		542857		PDI2		protein disulfide isomerase 2 precursor		0		TC417072		0		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P365266		4.1701636		4.224458		3.4939365		4.0910535		4.953631		6.191339		5.188339		4.689858		5.8878675		5.2233543		5.6787567		4.6181374		1.7212627		3.90922		3.2364287		1.514461		3.289125		1.9984703		4.546701		1.4410136		0.7834673		1.9668808		1.6944027		0.5988045		1.7177038		0.9988961		2.1848202		0.5270839		Yes		Yes		Yes		TA101790_4565		0		0		0		0		0		0		0		TC444130		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (11%) [TC444130]

		A_99_P088085		5.5750527		6.445745		5.4894843		5.628208		5.7968698		7.058651		7.123923		6.0717854		5.670734		6.915319		6.9103146		6.0774446		1.1662015		1.5293366		3.104667		1.3599724		1.0685698		1.3847005		2.6773956		1.3653175		0.22181702		0.612906		1.6344385		0.4435773		0.09568119		0.46957397		1.4208302		0.4492364		No		Yes		Yes		DR739834		0		DR739834		Ta.33515		0		0		0		0		TC411591		0		FGAS000101 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739834]

		A_99_P290046		10.493003		12.206612		12.633095		11.880021		9.411038		10.480472		10.429294		11.521694		9.835438		10.720979		10.757155		11.658982		-2.1169167		-3.3084145		-4.6069155		-1.2819384		-1.5774181		-2.8004		-3.6704054		-1.1655725		-1.0819645		-1.72614		-2.2038012		-0.3583269		-0.6575651		-1.4856329		-1.8759394		-0.22103882		Yes		Yes		Yes		TA78808_4565		0		0		0		0		0		0		0		TC420649		0		0

		A_99_P212391		6.8638344		4.7143316		4.2561593		4.293866		5.590669		3.1189687		2.9585497		2.528414		5.446148		4.524915		2.9003391		3.9238632		-2.4169126		-3.0217052		-2.4582124		-3.3998053		-2.6715674		-1.1403023		-2.5594258		-1.2923555		-1.2731652		-1.5953629		-1.2976096		-1.7654521		-1.4176865		-0.18941641		-1.3558202		-0.37000299		Yes		No		No		TA54984_4565		0		0		0		0		0		0		0		TC401983		0		Rep: Senescence-associated protein - Triticum aestivum (Wheat), partial (51%) [TC401983]

		A_99_P425222		7.0177345		7.9698577		7.5845413		6.7990203		8.3022175		11.246739		12.926204		11.108551		10.80009		9.463556		13.17229		9.758663		2.4359474		9.692587		40.55091		19.828873		13.759492		2.8161001		48.092785		7.7793136		1.284483		3.2768817		5.3416624		4.3095307		3.7823553		1.4936986		5.5877485		2.959643		Yes		Yes		Yes		TA77317_4565		0		0		0		0		0		0		0		TC384883		0		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (62%) [TC384883]

		A_99_P544962		7.0608783		7.396031		7.50118		7.593834		7.1344566		7.5320706		8.679299		7.2888875		7.19737		7.429338		9.26896		7.771499		1.0523236		1.0988845		2.262816		-1.2353728		1.0992289		1.0233552		3.4052951		1.131052		0.07357836		0.13603973		1.1781192		-0.30494642		0.13649178		0.033307076		1.7677798		0.17766523		No		Yes		Yes		TA93373_4565		0		0		0		0		0		0		0		TC450370		0		0

		A_99_P227976		10.925071		10.816384		10.657992		11.454303		11.8818865		13.202727		12.297817		12.124947		12.574912		12.130397		12.698413		12.147178		1.941021		5.228304		3.11628		1.5917832		3.1379912		2.486321		4.113654		1.6165016		0.9568157		2.386343		1.6398249		0.6706438		1.6498413		1.3140125		2.0404205		0.6928749		Yes		Yes		Yes		TA61039_4565		0		0		Ta.4479		0		0		0		0		TC455016		0		0

		A_99_P319036		6.33515		6.686147		7.720206		7.840149		5.93149		5.9164042		6.6232543		7.4795938		5.8348517		5.651072		5.9832306		7.5564933		-1.3228595		-1.704966		-2.1390224		-1.2839199		-1.4145057		-2.0492203		-3.3333554		-1.2172754		-0.40365982		-0.76974297		-1.0969515		-0.36055517		-0.500298		-1.0350752		-1.7369752		-0.28365564		No		Yes		Yes		TA87238_4565		0		0		0		0		0		0		0		TC375607		0		Rep: Os01g0656600 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC375607]

		A_99_P535522		5.7247205		5.240953		6.1169076		5.544483		5.8025813		4.4916677		4.624133		5.3303113		5.1724734		4.866305		4.621985		5.064443		1.0554519		-1.6809598		-2.8142967		-1.1600379		-1.4663678		-1.2965232		-2.8184903		-1.3947824		0.07786083		-0.7492852		-1.4927745		-0.21417189		-0.55224705		-0.3746481		-1.4949226		-0.48004007		No		Yes		Yes		CD373863		0		0		0		0		0		0		0		TC446748		0		0

		A_99_P393247		6.443109		5.9535084		6.3567905		6.233917		5.7646203		5.1635547		5.658989		4.9013934		5.335222		5.1397495		4.948196		4.950254		-1.6004623		-1.7290189		-1.6220312		-2.5184286		-2.1552978		-1.7577853		-2.6547842		-2.4345636		-0.67848873		-0.7899537		-0.6978016		-1.3325238		-1.1078873		-0.81375885		-1.4085946		-1.2836633		Yes		No		No		TA108790_4565		0		0		0		0		0		0		0		TC387533		0		Rep: Os08g0162100 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC387533]

		A_99_P212726		12.021672		10.406306		11.31161		11.095237		11.039882		9.505261		10.558231		9.671166		10.782195		10.132533		10.357888		10.837317		-1.974915		-1.8674179		-1.6857363		-2.6834154		-2.3611295		-1.2089655		-1.9368631		-1.1957529		-0.98179054		-0.90104485		-0.75337887		-1.4240704		-1.2394772		-0.2737732		-0.953722		-0.2579193		Yes		No		No		TA55150_4565		0		0		Ta.10166		0		0		0		0		TC371475		0		Rep: Isoform 2 of Q8S7E1  - Oryza sativa subsp. japonica (Rice), partial (63%) [TC371475]

		A_99_P158887		6.3946247		3.8002427		5.8505287		6.9641433		5.8892784		3.9371593		5.176009		5.2770195		5.5286446		3.8886719		4.4093533		6.2539883		-1.419464		1.0995526		-1.5960652		-3.2201407		-1.8225775		1.0632119		-2.7154202		-1.6359799		-0.5053463		0.13691664		-0.67451954		-1.6871238		-0.86598015		0.08842921		-1.4411755		-0.710155		No		Yes		Yes		EU276388		0		EU276388		Ta.54874		100192181		LOC100192181		TCER1		0		TC369587		0		Triticum aestivum cultivar Han You 118 TCER1 mRNA, complete cds [EU276388]

		A_99_P271131		6.135916		7.6046486		6.471254		6.556999		5.099599		6.233701		5.3011684		5.381189		5.135878		6.5721455		5.3279243		6.394606		-2.0509856		-2.5864036		-2.25025		-2.2591975		-2.000053		-2.0455704		-2.2089024		-1.1191419		-1.0363173		-1.3709474		-1.1700854		-1.1758103		-1.0000381		-1.0325031		-1.1433296		-0.1623931		Yes		No		No		AK335104		0		AK335104		Ta.491		0		0		0		0		TC420607		0		Triticum aestivum cDNA, clone: WT012_B07, cultivar: Chinese Spring [AK335104]

		A_99_P548952		1.6182966		1.6017395		1.6172552		1.5988365		2.3313062		6.8032756		7.1454506		2.8607361		5.9923725		5.1922297		6.9640465		2.5046847		1.6392201		36.79751		46.147972		2.398113		20.736147		12.046067		40.695328		1.8736457		0.7130096		5.201536		5.5281954		1.2618996		4.374076		3.5904903		5.3467913		0.90584815		Yes		Yes		Yes		TC452133		0		0		0		0		0		0		0		TC452133		0		Rep: F28K19.1 - Arabidopsis thaliana (Mouse-ear cress), partial (3%) [TC452133]

		A_99_P207501		4.887852		5.201115		3.4924805		3.421255		3.9870281		4.4848003		2.4607525		1.8051621		4.1417294		4.727625		3.1931286		2.3551242		-1.8671322		-1.6429799		-2.0444715		-3.0654376		-1.6772791		-1.3884645		-1.2305915		-2.0938106		-0.90082407		-0.7163148		-1.031728		-1.616093		-0.74612284		-0.47349024		-0.29935193		-1.0661309		Yes		No		No		TA53301_4565		0		0		0		0		0		0		0		TC376980		0		0

		A_99_P138615		16.55114		17.154577		15.188789		16.440977		16.334795		16.549248		13.682189		16.395216		16.261995		16.606682		13.463786		16.07926		-1.1617864		-1.5213262		-2.8413968		-1.0322276		-1.2219155		-1.4619515		-3.3058088		-1.2849544		-0.21634483		-0.6053295		-1.5066004		-0.04576111		-0.28914452		-0.54789543		-1.7250032		-0.36171722		No		Yes		Yes		BT009307		0		BT009307		Ta.49797		0		0		0		0		TC428574		0		Triticum aestivum clone wlm1.pk0018.b5:fis, full insert mRNA sequence [BT009307]

		A_99_P229391		10.933932		10.824493		9.803817		9.875904		9.527196		9.681872		8.974486		8.781636		9.484333		10.107638		8.927394		9.865969		-2.651367		-2.2078178		-1.7768605		-2.135047		-2.7313218		-1.6435952		-1.8358178		-1.0069104		-1.4067364		-1.142621		-0.82933044		-1.0942678		-1.4495993		-0.71685505		-0.8764229		-0.009935379		Yes		No		No		TA61386_4565		0		0		Ta.58959		0		0		0		0		TC411279		0		0

		A_99_P422272		5.379648		5.70599		5.452183		6.074757		5.129418		5.3888893		3.6977804		4.875931		5.9233875		4.96969		4.4204373		5.4772286		-1.189397		-1.2458242		-3.3738654		-2.2955284		1.4577459		-1.665898		-2.0444963		-1.5131222		-0.2502303		-0.31710052		-1.7544024		-1.1988263		0.5437393		-0.7363		-1.0317454		-0.59752846		No		Yes		Yes		TC382485		0		0		0		0		0		0		0		TC382485		GO:0005739(mitochondrion)|GO:0009536(plastid)		Rep: Os01g0878800 protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC382485]

		A_99_P433217		9.0011835		9.249008		9.005794		9.126132		8.441141		8.288846		7.949839		8.778405		8.578706		8.796233		8.201157		8.987053		-1.4743125		-1.9455285		-2.0790932		-1.2725539		-1.3402274		-1.3686703		-1.7467062		-1.101202		-0.5600424		-0.96016216		-1.0559545		-0.34772682		-0.42247772		-0.452775		-0.80463696		-0.1390791		No		Yes		Yes		TC391055		0		0		0		0		0		0		0		TC391055		0		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC391055]

		A_99_P435677		12.767642		13.432242		13.430644		13.376517		12.021735		12.238716		12.23241		12.978897		12.105018		12.746686		12.44691		13.231201		-1.6770281		-2.2871108		-2.2945855		-1.3173331		-1.5829595		-1.6083221		-1.9775773		-1.105973		-0.74590683		-1.1935263		-1.1982336		-0.3976202		-0.66262436		-0.6855564		-0.98373413		-0.14531612		No		Yes		Yes		TC393079		0		0		0		0		0		0		0		TC393079		GO:0003674(molecular_function)|GO:0005575(cellular_component)|GO:0008150(biological_process)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P247881		8.308806		8.399329		8.243817		9.962377		9.288371		10.850266		12.395245		9.93794		10.824966		9.651489		12.468976		10.969913		1.9718703		5.467712		17.770683		-1.0170827		5.7205744		2.381978		18.702494		2.0104744		0.97956467		2.4509373		4.1514273		-0.02443695		2.51616		1.2521601		4.2251587		1.0075359		Yes		Yes		Yes		TA66531_4565		0		0		Ta.58888		0		0		0		0		TC396071		0		Rep: Allene oxide synthase - Hordeum vulgare (Barley), partial (48%) [TC396071]

		A_99_P215601		14.229424		14.289769		13.201037		13.544805		13.930669		13.398396		11.180688		13.468236		13.75454		13.503499		11.131241		13.526105		-1.230083		-1.8549415		-4.0568204		-1.0545069		-1.3898065		-1.72461		-4.1982746		-1.013046		-0.29875565		-0.89137363		-2.0203495		-0.0765686		-0.47488403		-0.78627014		-2.0697966		-0.018699646		No		Yes		Yes		BE444567		0		BE444567		Ta.67739		0		0		0		0		TC437554		0		WHE1126_B04_C08ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1126_B04_C08, mRNA sequence [BE444567]

		A_99_P468347		12.072236		12.078406		11.783534		11.822883		11.713161		11.736256		12.955181		11.926974		12.12357		11.802951		12.286754		11.917721		-1.2826029		-1.2676449		2.2526872		1.0748174		1.0362229		-1.2103761		1.4173732		1.0679456		-0.3590746		-0.3421507		1.1716471		0.104091644		0.05133438		-0.27545547		0.5032196		0.09483814		No		Yes		Yes		TC413355		0		0		0		0		0		0		0		TC413355		0		0

		A_99_P240711		12.772185		12.9326935		12.863912		12.71877		12.36234		12.051812		11.730603		13.000801		12.864403		11.807251		11.91875		12.588458		-1.3285434		-1.8414999		-2.193612		1.2159054		1.0660074		-2.1816845		-1.9254048		-1.0945303		-0.40984535		-0.8808813		-1.1333084		0.28203106		0.092217445		-1.1254425		-0.9451618		-0.13031197		No		Yes		Yes		TA64663_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P387627		7.836921		6.7488627		6.12464		7.195974		7.98674		7.4603467		7.064532		7.5038605		7.993857		7.519323		7.2249494		7.2221045		1.1094302		1.6374875		1.9183844		1.237893		1.1149166		1.7058138		2.1440067		1.0182774		0.1498189		0.71148396		0.9398918		0.3078866		0.15693569		0.7704601		1.1003094		0.026130676		No		Yes		Yes		TA107401_4565		0		0		0		0		0		0		0		TC448905		0		Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC448905]

		A_99_P173774		4.901493		5.072344		4.948397		5.6534524		4.9223533		3.5032208		4.4991646		4.4693217		4.207688		4.287253		3.8992054		4.7221637		1.0145643		-2.967243		-1.3653138		-2.2722642		-1.6175443		-1.7232009		-2.06937		-1.9069787		0.020860195		-1.569123		-0.44923258		-1.1841307		-0.6938052		-0.7850909		-1.0491917		-0.9312887		No		Yes		Yes		DR740065		0		DR740065		Ta.58265		100038339		LOC100038339		fasciclin-like protein FLA12		0		TC368958		0		FGAS084993 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740065]

		A_99_P206721		10.832619		9.760312		8.940855		10.441437		11.083145		10.989455		10.895458		10.235488		11.872391		10.300267		10.807209		10.2504015		1.1896411		2.3442771		3.876093		-1.1534446		2.0559027		1.4539273		3.6460996		-1.1415826		0.25052643		1.2291431		1.9546032		-0.20594883		1.039772		0.53995514		1.866354		-0.19103527		No		Yes		Yes		TA53082_4565		0		0		0		0		0		0		0		TC443312		0		0

		A_99_P366517		5.932369		6.2035346		6.8324127		6.7364554		6.8845687		8.23704		8.307504		7.436826		8.076413		7.4398704		8.799396		7.452854		1.9348202		4.0939827		2.7800117		1.6249224		4.4199924		2.3559937		3.9094965		1.6430755		0.95219946		2.033505		1.475091		0.7003708		2.144044		1.2363358		1.9669828		0.7163987		Yes		Yes		Yes		TA102215_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P340456		6.5118403		5.6065383		2.4052534		7.054256		4.7618446		3.3745642		1.748484		6.775657		5.310223		4.259964		1.6080861		6.253418		-3.3635757		-4.6977634		-1.5765483		-1.2130162		-2.2999735		-2.5430756		-1.7376859		-1.7421128		-1.7499957		-2.2319741		-0.6567694		-0.2785988		-1.2016172		-1.3465743		-0.7971673		-0.800838		Yes		No		No		EF028775		0		EF028775		Ta.5364		100037627		LOC100037627		CBFIVb-21.1		0		TC374270		0		Triticum aestivum CBFIVb-21.1 mRNA, complete cds [EF028775]

		A_99_P082640		5.1795335		4.639925		4.4548693		5.150188		3.792907		3.2257245		2.3591995		3.8231566		3.460664		4.3930826		2.9048016		4.634537		-2.6146657		-2.6651201		-4.2742453		-2.508859		-3.2917836		-1.1866071		-2.9283087		-1.4296389		-1.3866265		-1.4142005		-2.0956697		-1.3270314		-1.7188694		-0.24684238		-1.5500677		-0.51565075		Yes		No		No		TA102796_4565		0		0		0		0		0		0		0		TC374797		0		0

		A_99_P201276		8.02588		8.077187		8.216833		8.016084		7.7761		6.9728026		6.1199684		7.467873		7.4791236		7.1569953		6.483111		7.7929015		-1.1890255		-2.1500704		-4.277787		-1.4622709		-1.4607975		-1.8923662		-3.3258479		-1.1673055		-0.2497797		-1.104384		-2.0968647		-0.5482106		-0.54675627		-0.9201913		-1.7337222		-0.2231822		No		Yes		Yes		TA51341_4565		0		0		0		0		0		0		0		TC412582		0		0

		A_99_P105225		5.611923		5.6996055		5.4118047		5.5853677		4.930413		4.2021465		4.1943984		4.403826		4.5238137		4.5783167		4.4223013		5.090948		-1.603818		-2.8234496		-2.325283		-2.26819		-2.1259527		-2.1754122		-1.9855014		-1.4087539		-0.68151045		-1.4974589		-1.2174063		-1.1815414		-1.0881095		-1.1212888		-0.9895034		-0.49441957		Yes		Yes		Yes		TA107041_4565		0		0		Ta.39602		0		0		0		0		TC407120		0		Rep: PPR-protein-like - Oryza sativa subsp. japonica (Rice), partial (17%) [TC407120]

		A_99_P528602		7.8350816		7.6254554		7.7801404		7.5238824		7.5955753		7.2454147		6.8793244		7.2847457		7.36037		7.4522223		6.7622147		7.3648114		-1.1805885		-1.3013785		-1.8671217		-1.1802862		-1.3896402		-1.1275826		-2.0250053		-1.1165679		-0.23950624		-0.38004065		-0.90081596		-0.2391367		-0.47471142		-0.17323303		-1.0179257		-0.15907097		No		Yes		Yes		CJ827882		0		CJ827882		Ta.62858		0		0		0		0		TC443972		0		CJ827882 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal24k04 5', mRNA sequence [CJ827882]

		A_99_P063897		10.4291525		11.898857		13.285965		11.1562395		9.596136		8.609227		9.030077		9.249691		9.590663		9.765597		9.594951		9.095981		-1.781406		-9.778614		-19.105127		-3.749111		-1.788177		-4.3870764		-12.915345		-4.1706114		-0.8330164		-3.28963		-4.255888		-1.9065485		-0.83848953		-2.1332598		-3.6910143		-2.0602589		Yes		Yes		Yes		AY910580		0		AY910580		Ta.52041		100038334		LOC100038334		expansin EXPA10		0		TC394735		0		Triticum aestivum expansin EXPA10 mRNA, complete cds [AY910580]

		A_99_P225476		8.119952		7.381538		6.3914638		6.8703175		9.006902		8.601311		10.966756		10.185016		8.267171		8.218818		9.725732		7.3317		1.8492619		2.3291004		23.839666		9.950011		1.1074325		1.7866782		10.085901		1.3768605		0.88694954		1.2197728		4.575292		3.3146982		0.1472187		0.8372798		3.334268		0.4613824		Yes		Yes		Yes		CJ778677		0		CJ778677		Ta.50577		543324		pSBGer4		pSBGer4 protein		0		TC372166		0		CJ778677 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26j10 5', mRNA sequence [CJ778677]

		A_99_P543207		5.151358		5.3796387		4.1632047		4.5209613		6.4250298		7.6264434		6.772904		5.6723595		6.9309196		6.686008		7.118953		5.8131905		2.417761		4.7463045		6.103764		2.2212906		3.4332182		2.4731836		7.758343		2.4490619		1.2736716		2.2468047		2.6096992		1.1513982		1.7795615		1.3063693		2.9557486		1.2922292		Yes		Yes		Yes		TC449712		0		0		0		0		0		0		0		TC449712		0		0

		A_99_P288186		9.058387		9.054601		9.326571		9.573894		8.364087		8.004298		7.188761		9.163334		8.71267		8.081937		7.2771716		9.118361		-1.6180989		-2.070964		-4.4009356		-1.3292013		-1.2707819		-1.9624609		-4.1393375		-1.3712884		-0.6942997		-1.0503025		-2.1378102		-0.41055965		-0.34571648		-0.9726639		-2.0493999		-0.45553207		Yes		Yes		Yes		TA78283_4565		0		0		Ta.41102		0		0		0		0		TC373625		0		Rep: Potassium transporter - Phragmites australis (Common reed), partial (16%) [TC373625]

		A_99_P122190		4.4524884		3.9370463		2.779021		2.947633		4.381446		5.10183		3.717542		3.676432		5.599378		4.802179		4.5161285		3.4912179		-1.0504755		2.241996		1.9165623		1.6572587		2.2143598		1.8215071		3.3336613		1.4575899		-0.07104254		1.1647837		0.9385209		0.72879887		1.1468897		0.8651326		1.7371075		0.5435848		Yes		No		No		CJ645417		0		CJ645417		Ta.44770		0		0		0		0		TC439759		0		CJ645417 Y.Ogihara unpublished cDNA library Wh_EMI Triticum aestivum cDNA clone whei1o24 5', mRNA sequence [CJ645417]

		A_99_P080785		6.611078		4.917454		5.579185		5.580911		7.3585663		7.906317		7.6324143		5.478658		9.101627		8.520738		7.762011		5.8166337		1.6788677		7.9384837		4.1503396		-1.0734485		5.61992		12.153365		4.540421		1.1774963		0.7474885		2.9888635		2.0532293		-0.10225296		2.4905496		3.603284		2.182826		0.23572254		Yes		No		No		CN011234		0		CN011234		Ta.30866		0		0		0		0		0		0		WHE3881_F10_L19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3881_F10_L19, mRNA sequence [CN011234]

		A_99_P467447		10.622306		10.182964		9.193522		9.987052		10.194655		9.427973		8.129476		9.197312		9.78503		9.926586		7.9934444		9.657475		-1.3450413		-1.6876217		-2.0907881		-1.7287624		-1.7866728		-1.1944762		-2.2975209		-1.2566445		-0.42765045		-0.75499153		-1.0640469		-0.7897396		-0.8372755		-0.25637817		-1.200078		-0.3295765		No		Yes		Yes		CJ600050		0		0		Ta.54810		0		0		0		0		TC416769		0		Rep: Chromosome chr2 scaffold_97, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC416769]

		A_99_P138019		5.4077897		4.060163		3.3435526		4.5789886		6.6100235		6.393463		5.1441455		4.383453		7.123825		5.4173255		4.999803		4.2154384		2.3009567		5.039568		3.4836335		-1.1451492		3.2853234		2.561808		3.1519628		-1.2865881		1.2022338		2.3333		1.8005929		-0.19553566		1.7160354		1.3571625		1.6562505		-0.3635502		Yes		Yes		Yes		CV776220		0		CV776220		Ta.49610		0		0		0		0		0		0		FGAS070624 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776220]

		A_99_P494877		12.856598		13.055038		13.347362		13.451794		13.43497		13.776292		14.282296		13.539673		13.870643		13.402732		14.504542		13.494016		1.4931633		1.6486137		1.911804		1.0628066		2.0195653		1.2725245		2.230212		1.0296985		0.578372		0.7212534		0.9349346		0.08787918		1.0140448		0.34769344		1.1571808		0.042222023		No		Yes		Yes		TA62085_4565		0		0		Ta.53909		0		0		0		0		TC429462		0		0

		A_99_P337296		7.3574924		7.204058		7.6282043		7.9748197		8.944443		11.004037		9.564654		8.763917		9.831506		8.577157		9.904141		8.48361		3.0041363		13.928604		3.8276265		1.7279929		5.555872		2.5902634		4.843121		1.4228568		1.5869503		3.7999787		1.93645		0.7890973		2.4740133		1.3730989		2.275937		0.5087905		Yes		Yes		Yes		CV765798		0		CV765798		Ta.40540		0		0		0		0		TC384258		0		FGAS060185 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765798]

		A_99_P253456		9.616296		10.034228		9.500518		9.74457		9.980723		10.708051		10.481548		10.198155		10.330745		10.364299		10.681428		10.056271		1.2873707		1.5952941		1.9738748		1.3694396		1.6408564		1.2570748		2.2671976		1.24117		0.36442757		0.6738224		0.98103046		0.45358562		0.7144489		0.3300705		1.1809101		0.31170082		No		Yes		Yes		AK332098		0		AK332098		Ta.3619		0		0		0		0		TC373920		0		Triticum aestivum cDNA, clone: WT003_C07, cultivar: Chinese Spring [AK332098]

		A_99_P243486		12.327632		12.304713		11.129002		11.051917		10.91801		11.036603		10.406742		9.893871		10.910155		11.647965		10.308267		11.210663		-2.6566758		-2.408459		-1.6497638		-2.2315495		-2.671179		-1.5765247		-1.7663056		1.1163162		-1.4096222		-1.2681103		-0.7222595		-1.1580458		-1.4174767		-0.6567478		-0.820735		0.15874577		Yes		No		No		D38485		0		D38485		Ta.55566		543186		LOC543186		Ps16 protein		0		TC372186		0		Triticum aestivum mRNA for Ps16 protein, complete cds [D38485]

		A_99_P227421		10.741721		10.40433		9.525734		9.968085		9.799548		9.194271		9.1548395		8.382599		9.602763		9.647584		8.854575		9.779582		-1.9214201		-2.3134713		-1.2931544		-3.0010896		-2.202219		-1.6896756		-1.5923514		-1.1395808		-0.942173		-1.2100592		-0.37089443		-1.5854864		-1.138958		-0.7567463		-0.6711588		-0.18850327		Yes		No		No		TA60811_4565		0		0		Ta.54322		0		0		0		0		TC389789		0		Rep: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II - Hordeum vulgare (Barley), partial (65%) [TC389789]

		A_99_P507352		2.0391722		3.0938847		2.2698507		3.4887676		3.1850288		4.5951715		4.2983923		3.7853782		4.697461		4.599074		4.82324		4.170795		2.2127748		2.830951		4.079922		1.2282554		6.312839		2.838619		5.870116		1.6043928		1.1458566		1.5012867		2.0285416		0.2966106		2.658289		1.5051892		2.553389		0.68202734		Yes		Yes		Yes		AK333330		0		AK333330		Ta.33824		0		0		0		0		TC434915		0		Triticum aestivum cDNA, clone: WT006_D10, cultivar: Chinese Spring [AK333330]

		A_99_P255856		9.161449		8.07925		6.468839		6.148477		8.808675		8.287627		10.528745		8.394908		9.326947		8.372598		10.926692		8.212498		-1.2770143		1.1553875		16.67836		4.7450747		1.121553		1.2254803		21.975939		4.1815004		-0.35277462		0.20837688		4.0599055		2.2464309		0.16549778		0.29334736		4.457853		2.0640206		Yes		Yes		Yes		TA68789_4565		0		0		Ta.13307		0		0		0		0		TC432470		0		Rep: Peroxidase 10 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (76%) [TC432470]

		A_99_P346351		5.140802		5.023004		5.395603		5.15692		4.1153464		3.8890126		4.3099504		3.9075234		3.5302494		3.6010115		3.555803		3.9208367		-2.0356019		-2.194651		-2.1223357		-2.3774197		-3.0536878		-2.6795533		-3.5796044		-2.3555815		-1.0254555		-1.1339915		-1.0856528		-1.2493966		-1.6105525		-1.4219925		-1.8398001		-1.2360833		Yes		No		No		TA95603_4565		0		0		0		0		0		0		0		TC437914		0		Rep: Laccase - Liriodendron tulipifera (Tuliptree) (Tulip poplar), partial (14%) [TC437914]

		A_99_P505304		3.1142464		1.7714944		1.6534287		1.6276913		3.6178663		2.83004		4.839918		3.782789		3.0244782		2.7053998		3.4065964		1.947765		1.4177665		2.0828307		9.10393		4.453988		-1.0641992		1.9104406		3.3709793		1.2483944		0.5036199		1.0585456		3.1864896		2.1550977		-0.08976817		0.93390536		1.7531677		0.32007372		Yes		Yes		Yes		Y09917		0		Y09917		Ta.35388		543323		pSBGer3		pSBGer3 protein		0		TC434054		0		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P106045		7.2372117		8.191243		7.5100694		8.152791		7.5678864		8.906747		9.902599		8.515162		7.2540708		8.869442		9.397862		8.019673		1.2576014		1.6420565		5.2507734		1.2855372		1.0117544		1.6001408		3.700687		-1.0966611		0.33067465		0.7155037		2.39253		0.36237144		0.016859055		0.6781988		1.8877931		-0.13311768		No		Yes		Yes		CK170455		0		CK170455		Ta.39899		0		0		0		0		TC374817		0		FGAS045356 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170455]

		A_99_P012999		13.327957		13.604421		12.570865		13.412263		12.659974		12.04966		10.933723		11.848269		12.561131		12.673335		10.563811		12.160157		-1.5888501		-2.9378505		-3.1104887		-2.9567115		-1.701523		-1.9067101		-4.019604		-2.3818882		-0.66798306		-1.5547609		-1.6371412		-1.5639935		-0.7668266		-0.9310856		-2.0070534		-1.2521057		Yes		Yes		Yes		DQ435672		0		DQ435672		Ta.52479		100049054		TUBA-1B		alpha tubulin-1B		0		TC428533		0		Triticum aestivum alpha tubulin-1B (TUBA-1B) mRNA, complete cds [DQ435672]

		A_99_P468282		4.065519		4.666648		4.4284472		4.074873		3.3259041		3.1588125		3.315711		2.2943165		2.8170726		2.836339		2.8088703		3.0556736		-1.6697298		-2.8438303		-2.162554		-3.4355867		-2.375854		-3.556132		-3.072849		-2.026794		-0.7396147		-1.5078354		-1.1127362		-1.7805564		-1.2484462		-1.8303089		-1.6195769		-1.0191994		Yes		No		No		BE213639		0		0		Ta.56857		0		0		0		0		TC415568		0		0

		A_99_P511722		10.396337		11.644929		12.45593		12.247402		9.5261135		9.625226		9.901057		11.492322		9.4921465		10.370517		10.476512		11.5062		-1.8279455		-4.0550027		-5.8761554		-1.6877254		-1.8714936		-2.4190023		-3.943339		-1.6715684		-0.87022305		-2.019703		-2.5548725		-0.7550802		-0.90419006		-1.2744122		-1.9794178		-0.74120235		Yes		Yes		Yes		TC436852		0		0		0		0		0		0		0		TC436852		0		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (19%) [TC436852]

		A_99_P259710		7.68359		7.634295		8.128597		7.984032		7.168251		6.851401		7.0910983		7.472824		7.1801953		7.1077914		7.0225053		7.3588486		-1.4293299		-1.720579		-2.0526662		-1.4252431		-1.4175451		-1.440434		-2.1526175		-1.542407		-0.5153389		-0.78289413		-1.037499		-0.51120806		-0.5033946		-0.52650356		-1.106092		-0.6251836		No		Yes		Yes		AF069309		0		AF069309		Ta.30927		542828		WIVRV		vacuolar invertase		0		TC423365		0		Triticum aestivum vacuolar invertase (WIVRV) mRNA, partial cds [AF069309]

		A_99_P158477		9.534575		10.185857		9.358491		10.190379		8.672913		8.768413		8.504102		8.992661		8.867251		9.236819		8.584474		9.265707		-1.8171315		-2.671119		-1.8079932		-2.293765		-1.5881245		-1.9305843		-1.710025		-1.8982528		-0.86166286		-1.4174442		-0.8543892		-1.1977177		-0.66732407		-0.94903755		-0.77401733		-0.9246721		Yes		Yes		Yes		CK210842		0		CK210842		Ta.54781		0		0		0		0		TC433523		0		FGAS022669 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210842]

		A_99_P490182		4.2057395		4.8710914		4.8173203		4.130625		3.6015403		4.7907014		6.10009		5.303756		4.5394783		5.161635		6.7311063		5.204901		-1.5201347		-1.0573038		2.4330564		2.2550063		1.2602752		1.223101		3.767966		2.1056657		-0.6041992		-0.08038998		1.2827697		1.1731315		0.3337388		0.29054356		1.9137859		1.0742764		No		Yes		Yes		BJ257870		0		0		Ta.4058		0		0		0		0		TC427271		0		0

		A_99_P207791		7.0914783		6.868637		6.600446		7.274929		7.4543586		7.941677		7.611983		7.497293		7.618551		7.7664027		7.678201		7.4084644		1.2859907		2.1038618		2.0160573		1.1666436		1.4410021		1.8631781		2.110749		1.0969785		0.36288023		1.07304		1.0115366		0.22236395		0.5270724		0.89776564		1.077755		0.13353539		No		Yes		Yes		AK334383		0		AK334383		Ta.56416		0		0		0		0		TC383133		0		Triticum aestivum cDNA, clone: WT009_D22, cultivar: Chinese Spring [AK334383]

		A_99_P509137		8.63605		8.99593		9.026012		9.395998		7.7031956		7.7123313		8.016055		8.536867		7.7533364		8.463612		8.57219		9.126599		-1.9090496		-2.4344542		-2.0138514		-1.8139452		-1.8438404		-1.4462512		-1.3696641		-1.2053053		-0.93285465		-1.2835984		-1.0099573		-0.85913086		-0.8827138		-0.5323181		-0.45382214		-0.2693987		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P542852		11.683616		11.054283		10.732997		11.233157		10.9997835		10.532083		8.967304		10.776782		10.983887		10.609538		9.462783		10.691607		-1.6064011		-1.4361441		-3.4003723		-1.37209		-1.6241996		-1.3610736		-2.4119735		-1.4555352		-0.68383217		-0.5222006		-1.7656927		-0.45637512		-0.69972897		-0.44474506		-1.2702141		-0.5415497		No		Yes		Yes		TC449518		0		0		0		0		0		0		0		TC449518		0		Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 1 - Oryza sativa subsp. indica (Rice), partial (24%) [TC449518]

		A_99_P407642		13.583923		13.655002		13.55313		13.704947		12.898469		12.356647		11.892036		13.05252		13.250159		13.149367		12.638168		13.111951		-1.6082084		-2.4594831		-3.162562		-1.571811		-1.2602973		-1.4197475		-1.8855191		-1.5083765		-0.68545437		-1.2983551		-1.6610937		-0.6524277		-0.33376408		-0.5056343		-0.9149618		-0.5929966		Yes		Yes		Yes		TC369712		0		0		0		0		0		0		0		TC369712		0		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (92%) [TC369712]

		A_99_P222176		9.595333		9.303928		10.749656		11.13852		9.880087		8.94085		10.360014		11.200742		9.300906		8.489944		9.527855		11.483589		1.2182024		-1.2861671		-1.310068		1.0440723		-1.2263978		-1.7580595		-2.3323767		1.2702117		0.2847538		-0.36307812		-0.38964176		0.062221527		-0.29442692		-0.8139839		-1.2218008		0.34506893		No		Yes		Yes		TA59085_4565		0		0		0		0		0		0		0		TC395199		0		Rep: Os03g0751600 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC395199]

		A_99_P496902		4.98907		4.8447604		5.3262		4.5890346		3.7766778		3.863289		3.9432204		3.9443524		3.5748708		3.5301905		3.5013382		3.6395352		-2.3172152		-1.974478		-2.6080647		-1.5633948		-2.6651175		-2.4872818		-3.5427306		-1.9312024		-1.2123921		-0.9814713		-1.3829796		-0.64468217		-1.4141991		-1.31457		-1.8248618		-0.94949937		Yes		No		No		CK166816		0		0		0		0		0		0		0		TC430354		0		Rep: Os03g0713100 protein - Oryza sativa subsp. japonica (Rice), partial (48%) [TC430354]

		A_99_P185849		11.098741		10.875789		10.272977		10.782414		10.367097		9.362636		9.046586		9.566344		9.592711		10.377763		8.380519		10.502084		-1.6605299		-2.854332		-2.3398092		-2.3231304		-2.840272		-1.4122797		-3.7126722		-1.2144732		-0.7316437		-1.5131531		-1.2263908		-1.2160702		-1.5060291		-0.4980259		-1.892458		-0.28033066		Yes		No		No		CA746392		0		CA746392		Ta.61012		0		0		0		0		TC371208		0		wri2s.pk007.m7 wri2s Triticum aestivum cDNA clone wri2s.pk007.m7 5' end, mRNA sequence [CA746392]

		A_99_P445647		2.1384587		1.9086529		4.801651		1.5891272		4.3798637		6.7852273		5.451861		4.2829366		5.8558		3.128313		6.7893047		3.4985049		4.7285733		29.376173		1.5693965		6.4701962		13.153195		2.3289185		3.965915		3.7564702		2.241405		4.8765745		0.6502099		2.6938095		3.7173414		1.2196602		1.9876537		1.9093777		Yes		No		No		CD916675		0		0		Ta.55840		0		0		0		0		TC400635		0		Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat), complete [TC400635]

		A_99_P207531		2.569962		3.821801		4.0861316		3.329152		3.7609832		4.8957424		5.662209		5.7452416		4.5235133		4.462448		5.7704887		5.0216756		2.283143		2.105177		2.981581		5.337224		3.873268		1.5590284		3.2139716		3.2322156		1.1910212		1.0739415		1.5760775		2.4160895		1.9535513		0.6406472		1.6843572		1.6925235		Yes		No		No		TA53310_4565		0		0		Ta.50530		0		0		0		0		TC404795		0		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC404795]

		A_99_P364791		9.111355		9.813901		10.541209		10.354713		8.341741		8.15184		8.581046		9.558187		8.1285925		9.222485		8.827774		9.936067		-1.7048138		-3.1646824		-3.8910596		-1.7369148		-1.9762458		-1.5067252		-3.2794075		-1.3366733		-0.7696142		-1.6620607		-1.9601631		-0.7965269		-0.98276234		-0.59141636		-1.7134352		-0.4186468		Yes		Yes		Yes		TA101628_4565		0		0		0		0		0		0		0		TC439719		0		0

		A_99_P280846		9.486604		9.685932		9.506169		9.040145		9.691665		10.255843		10.650202		9.271679		9.992233		10.0676		10.667679		8.954877		1.152735		1.484432		2.2099788		1.1740826		1.4197427		1.3028474		2.2369137		-1.0608848		0.20506096		0.569911		1.1440325		0.231534		0.50562954		0.3816681		1.1615095		-0.08526802		No		Yes		Yes		TA76128_4565		0		0		0		0		0		0		0		TC386540		0		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC386540]

		A_99_P197796		12.8591385		12.63649		11.944123		10.228002		12.075639		10.963048		8.1392975		8.854346		11.169316		11.981549		8.069798		8.876552		-1.7213014		-3.1897469		-13.975478		-2.5912628		-3.2261693		-1.5745511		-14.665199		-2.5516846		-0.7834997		-1.6734419		-3.8048258		-1.3736553		-1.6898222		-0.6549406		-3.8743248		-1.35145		Yes		No		No		TA50070_4565		0		0		0		0		0		0		0		TC451064		0		Rep: Germin-like protein 2a - Hordeum vulgare var. distichum (Two-rowed barley), complete [TC451064]

		A_99_P265761		7.29015		3.92228		5.2492185		5.2101555		6.8780656		5.6501117		8.156413		9.346728		6.4275727		5.221269		7.7999406		7.278319		-1.330607		3.312296		7.5015807		17.58865		-1.8182838		2.4605641		5.859275		4.193525		-0.41208458		1.7278316		2.9071946		4.136573		-0.86257744		1.298989		2.5507221		2.0681634		Yes		No		No		TA71620_4565		0		0		0		0		0		0		0		TC421586		0		Rep: Xyloglucan endotransglycosylase - Musa acuminata (Banana), partial (21%) [TC421586]

		A_99_P442447		3.4588754		3.4244823		4.6458573		5.0746217		4.9958463		4.933018		5.3713956		5.0013776		6.148867		5.474935		5.041613		5.2616076		2.9018457		2.8452115		1.6535175		-1.0520798		6.453097		4.1423593		1.3156317		1.1383829		1.5369709		1.5085359		0.72553825		-0.073244095		2.6899917		2.0504527		0.39575577		0.18698597		Yes		No		No		TC398214		0		0		0		0		0		0		0		TC398214		0		0

		A_99_P561147		13.860313		14.556581		13.943919		13.824529		13.303764		13.748553		12.309143		14.098546		13.988805		14.173667		13.02489		13.9140625		-1.470747		-1.7508157		-3.1053936		1.2091702		1.09315		-1.3039726		-1.8908426		1.0640264		-0.5565491		-0.80802727		-1.6347761		0.27401733		0.1284914		-0.3829136		-0.91902924		0.089533806		No		Yes		Yes		AK334976		0		AK334976		Ta.19864		0		0		0		0		TC456481		0		Triticum aestivum cDNA, clone: WT011_L02, cultivar: Chinese Spring [AK334976]

		A_99_P312786		10.467554		8.64087		11.55565		11.9426155		10.052865		7.9994144		10.543313		11.273524		9.869578		8.008988		10.233531		11.783084		-1.3330114		-1.5599023		-2.0171757		-1.5900711		-1.5135913		-1.5495849		-2.5003304		-1.1169244		-0.41468906		-0.64145565		-1.0123367		-0.6690912		-0.59797573		-0.6318817		-1.3221188		-0.1595316		No		Yes		Yes		TA85451_4565		0		0		0		0		0		0		0		TC383118		0		Rep: Chromosome chr10 scaffold_297, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC383118]

		A_99_P532617		3.4233487		2.731231		6.107329		5.3217397		1.6689166		1.685184		2.521557		3.9344206		3.3928254		1.6694312		2.9495347		4.3627086		-3.3739347		-2.0648644		-12.006734		-2.6159213		-1.0213826		-2.0875342		-8.924642		-1.9440039		-1.7544321		-1.046047		-3.5857718		-1.3873191		-0.0305233		-1.0617998		-3.1577942		-0.9590311		Yes		Yes		Yes		CJ535682		0		0		Ta.16121		0		0		0		0		TC445512		0		Rep: Os04g0177300 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC445512]

		A_99_P163117		12.779382		12.756195		13.113917		12.996601		13.514445		15.105859		14.34135		13.022721		13.92828		14.354599		14.754735		13.28479		1.6644708		5.0970545		2.3414986		1.01827		2.2174447		3.0280812		3.1184251		1.2211064		0.73506355		2.3496637		1.2274323		0.026120186		1.1488981		1.5984039		1.6408176		0.28818893		Yes		Yes		Yes		AK332726		0		AK332726		Ta.55820		100146083		CRT		calreticulin		0		TC445779		0		Triticum aestivum cDNA, clone: WT004_L11, cultivar: Chinese Spring [AK332726]

		A_99_P325136		11.671277		12.198028		10.535469		10.5476		9.970543		10.515629		8.900022		9.677336		9.862932		11.218814		8.923625		10.8921995		-3.2506633		-3.2096117		-3.106839		-1.8279974		-3.5024023		-1.9713907		-3.0564227		1.2697986		-1.7007341		-1.6823988		-1.6354475		-0.87026405		-1.8083448		-0.9792137		-1.6118441		0.34459972		Yes		No		No		TA89085_4565		0		0		0		0		0		0		0		TC448638		0		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC448638]

		A_99_P218306		10.107936		10.045595		9.427227		10.142423		10.015376		10.447324		10.36048		9.966088		10.788537		10.632283		10.808589		10.253404		-1.0662605		1.3210899		1.9095773		-1.130009		1.6028074		1.5017952		2.6051419		1.0799624		-0.092559814		0.40172863		0.9332533		-0.17633438		0.6806011		0.58668804		1.381362		0.11098099		No		Yes		Yes		TA57506_4565		0		0		Ta.54501		0		0		0		0		0		0		0

		A_99_P528777		3.308961		3.0887203		3.5901196		3.836078		5.490736		9.893153		7.769316		6.578278		7.0704675		7.2554517		8.009585		5.6938615		4.5371146		111.773384		18.116049		6.6908994		13.56208		17.960197		21.398918		3.6245039		2.181775		6.804433		4.1791964		2.7422001		3.7615066		4.1667314		4.419466		1.8577836		Yes		Yes		Yes		CA703311		0		0		Ta.29538		0		0		0		0		TC444015		0		Rep: Os09g0501100 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC444015]

		A_99_P346306		1.9999937		1.7484246		2.8831766		1.6904377		1.9322525		2.8094418		10.075254		6.827948		3.6488311		2.7822838		10.373628		6.6759486		-1.0480744		2.086402		146.2282		35.200165		3.1358085		2.047494		179.82513		31.68023		-0.067741156		1.0610172		7.1920776		5.1375103		1.6488374		1.0338591		7.490451		4.985511		Yes		Yes		Yes		TA95587_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P528562		9.833598		10.03015		10.099431		9.608047		9.401519		8.786775		8.906238		9.069835		8.960889		9.549407		8.699071		9.174725		-1.3491768		-2.3675187		-2.2865832		-1.4521714		-1.8310983		-1.3954625		-2.6396747		-1.3503393		-0.43207932		-1.2433758		-1.1931934		-0.5382118		-0.8727093		-0.4807434		-1.4003601		-0.43332195		No		Yes		Yes		TC443960		0		0		0		0		0		0		0		TC443960		0		Rep: TonB-dependent receptor - Caulobacter crescentus (Caulobacter vibrioides), partial (3%) [TC443960]

		A_99_P008441		2.7224436		3.4698362		6.822914		6.7722955		2.8706486		3.1336393		5.15308		5.80996		3.064451		2.1086414		4.0692544		6.486677		1.1081898		-1.2624243		-3.18178		-1.9484618		1.267519		-2.5689785		-6.744258		-1.2189325		0.14820504		-0.3361969		-1.6698341		-0.9623356		0.3420074		-1.3611948		-2.7536597		-0.2856183		No		Yes		Yes		TA92065_4565		0		0		0		0		0		0		0		TC432657		0		Rep: MATE efflux family protein - Chlamydomonas reinhardtii, partial (5%) [TC432657]

		A_99_P292516		9.359033		10.362603		9.965067		10.832153		8.414695		8.860872		9.505092		9.598995		9.57528		9.008151		9.694732		9.626448		-1.9243054		-2.8318226		-1.3755182		-2.3508103		1.1617081		-2.557		-1.2060881		-2.3065007		-0.94433784		-1.5017309		-0.45997524		-1.2331581		0.21624756		-1.3544521		-0.2703352		-1.2057056		Yes		No		No		TA79515_4565		0		0		0		0		0		0		0		TC414211		0		Rep: Phosphoinositide-specific phospholipase C P25 - Glycine max (Soybean), partial (54%) [TC414211]

		A_99_P392122		6.2290707		5.761585		4.9909267		5.3460994		6.9921837		8.133353		7.254385		5.9835153		8.040751		7.254706		7.909345		5.765339		1.6971488		5.1757503		4.80141		1.5555404		3.5105104		2.8149722		7.5601687		1.3372225		0.763113		2.371768		2.2634583		0.6374159		1.8116808		1.4931207		2.9184184		0.41923952		Yes		Yes		Yes		TA108510_4565		0		0		0		0		0		0		0		TC420069		0		0

		A_99_P110560		5.2294593		4.5061884		5.7482076		5.525316		4.429457		3.6451817		4.7459984		2.9921772		2.4114869		3.0810368		3.0665045		2.9927409		-1.7411036		-1.8163053		-2.0030649		-5.788297		-7.0517063		-2.6854272		-6.4161286		-5.7860365		-0.8000021		-0.86100674		-1.0022092		-2.533139		-2.8179724		-1.4251516		-2.681703		-2.5325754		Yes		No		No		DR735103		0		DR735103		Ta.41300		0		0		0		0		0		0		FGAS080792 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735103]

		A_99_P284851		13.776797		13.728192		12.983006		12.60347		12.771211		12.629922		11.974915		10.799577		12.601067		13.01546		11.858167		12.199226		-2.0077598		-2.1409786		-2.0112479		-3.4916117		-2.2590728		-1.638905		-2.1807718		-1.3233948		-1.0055866		-1.0982704		-1.008091		-1.8038931		-1.1757307		-0.7127323		-1.1248388		-0.40424347		Yes		No		No		TA77312_4565		0		0		Ta.3788		0		0		0		0		TC411976		0		0

		A_99_P133530		7.076241		7.0001316		5.9312663		6.055382		5.7989106		5.2895036		4.862232		4.386555		5.652588		5.9450936		4.7082543		5.6230493		-2.4239004		-3.2730327		-2.0980282		-3.1795588		-2.6826394		-2.0777729		-2.3343356		-1.3494135		-1.2773304		-1.710628		-1.0690341		-1.6688266		-1.4236531		-1.055038		-1.223012		-0.43233252		Yes		No		No		CX536017		0		CX536017		Ta.48348		0		0		0		0		TC440100		0		kpw Chinese Spring wheat immature spikelet cDNA Triticum aestivum cDNA 5' similar to related to Mg++-cheletase subunit, mRNA sequence [CX536017]

		A_99_P122945		1.7146044		1.8125979		1.587668		1.5703382		1.6166458		2.242689		3.8463523		1.7572613		2.8345177		2.0942183		4.2069106		2.0298266		-1.0702579		1.3473185		4.7855487		1.1383333		2.1733391		1.2155594		6.1442747		1.3750541		-0.097958565		0.43009102		2.2586844		0.18692303		1.1199133		0.28162038		2.6192427		0.4594884		Yes		Yes		Yes		EB513603		0		EB513603		Ta.44974		0		0		0		0		0		0		Ta08_07n07_R Ta08_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta08_07n07, mRNA sequence [EB513603]

		A_99_P513042		11.396526		11.154259		10.487064		9.961411		10.548233		10.141599		9.6193285		8.135567		10.135081		10.511489		9.3152895		9.479633		-1.8003699		-2.0176277		-1.8247968		-3.5451453		-2.3973575		-1.5613239		-2.2528868		-1.3964638		-0.8482933		-1.01266		-0.86773586		-1.8258448		-1.261445		-0.6427698		-1.1717749		-0.48177814		Yes		No		No		AK331910		0		AK331910		Ta.11386		542880		WAPX1		ascorbate peroxidase		0		TC437430		0		Triticum aestivum cDNA, clone: WT002_K19, cultivar: Chinese Spring [AK331910]

		A_99_P512082		4.4352303		3.6220522		4.2683225		4.728405		4.5442457		3.5098774		3.9877846		3.4605103		3.963308		4.0059605		2.9898272		3.685426		1.078492		-1.0808563		-1.2146477		-2.4080992		-1.3869561		1.304872		-2.4258583		-2.060478		0.109015465		-0.11217475		-0.28053784		-1.2678947		-0.47192216		0.38390827		-1.2784953		-1.042979		No		Yes		Yes		GH732220		0		GH732220		Ta.66954		0		0		0		0		TC385668		0		OV.104L02F010202 OV Triticum aestivum cDNA clone OV104L02, mRNA sequence [GH732220]

		A_99_P449692		7.3824997		7.68574		10.186095		7.9619765		8.1269865		10.335477		10.43345		9.162332		8.662097		8.20176		11.195867		8.5369005		1.6753782		6.275528		1.1870284		2.2979622		2.427712		1.4300051		2.013592		1.489599		0.7444868		2.649737		0.2473545		1.200355		1.2795973		0.5160203		1.0097713		0.574924		Yes		No		No		CJ618019		0		0		Ta.27661		0		0		0		0		TC403468		0		Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa subsp. japonica (Rice), partial (94%) [TC403468]

		A_99_P438582		9.443127		9.402968		9.620843		9.639283		8.826929		8.450631		8.397361		9.159968		8.900676		8.622736		8.621227		9.315854		-1.5328299		-1.935005		-2.3350964		-1.3940814		-1.4564446		-1.7174076		-1.9994673		-1.2513012		-0.6161976		-0.95233727		-1.2234821		-0.4793148		-0.5424509		-0.7802324		-0.99961567		-0.3234291		No		Yes		Yes		TC395234		0		0		0		0		0		0		0		TC395234		GO:0008270(zinc ion binding)|GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (55%) [TC395234]

		A_99_P355871		5.0392604		4.327379		8.81858		8.001423		6.503166		4.657967		9.855531		9.75408		5.552204		4.582426		8.457814		9.205407		2.7585418		1.2575257		2.0518868		3.369786		1.4269589		1.1933745		-1.2841071		2.30375		1.4639058		0.33058786		1.0369511		1.7526569		0.51294374		0.25504684		-0.36076546		1.2039843		Yes		No		No		TA98603_4565		0		0		0		0		0		0		0		TC405377		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (57%) [TC405377]

		A_99_P176931		9.922782		8.549724		7.587906		9.608021		9.925817		10.011516		9.18234		9.124931		10.75525		10.3658495		9.219106		9.634511		1.0021056		2.754503		3.0197597		-1.3977336		1.780729		3.5213432		3.0977051		1.0185312		0.0030345917		1.461792		1.5944338		-0.48308945		0.83246803		1.8161259		1.6311998		0.026490211		Yes		No		No		EU665427		0		EU665427		Ta.4725		100049024		WRKY53-a		WRKY transcription factor		0		TC377989		0		Triticum aestivum WRKY14 transcription factor mRNA, complete cds [EU665427]

		A_99_P569492		10.900418		11.417366		11.263107		10.439712		10.948392		10.966741		10.245891		10.423125		10.851937		10.950687		10.143954		10.393853		1.0338118		-1.3666326		-2.0240104		-1.0115631		-1.0341755		-1.3819243		-2.172194		-1.0322973		0.047973633		-0.45062542		-1.0172167		-0.016586304		-0.048480988		-0.46667862		-1.119153		-0.045858383		No		Yes		Yes		TC459635		0		0		0		0		0		0		0		TC459635		0		0

		A_99_P554682		6.0402007		7.772925		6.5144362		6.3893757		5.457356		6.154162		6.0964355		5.5530877		5.099287		6.7334437		5.532421		6.1620507		-1.4977998		-3.071116		-1.3360747		-1.7854503		-1.9197437		-2.0554883		-1.9752225		-1.1706623		-0.58284473		-1.618763		-0.4180007		-0.836288		-0.9409137		-1.0394812		-0.98201513		-0.22732496		No		Yes		Yes		TC454052		0		0		0		0		0		0		0		TC454052		0		0

		A_99_P494027		4.8798594		3.6683083		4.468867		3.9862862		4.9729686		6.500221		6.976354		6.421259		6.0814567		5.442186		6.9007764		4.805576		1.0666665		7.120174		5.6862884		5.4075413		2.2999415		3.4197185		5.396072		1.764537		0.09310913		2.8319125		2.5074873		2.4349728		1.2015972		1.7738776		2.4319096		0.8192897		Yes		No		No		CA615555		0		0		Ta.25181		0		0		0		0		TC429073		0		Rep: Germin E - Hordeum vulgare (Barley), partial (39%) [TC429073]

		A_99_P249836		10.469144		10.490669		9.242645		10.976433		10.574094		10.620026		10.837388		11.037196		10.332036		10.759997		10.491167		11.160835		1.0754571		1.0938057		3.0204065		1.0430175		-1.0996983		1.2052464		2.3759785		1.1363462		0.10494995		0.12935638		1.5947428		0.06076336		-0.13710785		0.26932812		1.2485218		0.18440247		No		Yes		Yes		TA67089_4565		0		0		0		0		0		0		0		TC392719		0		Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC392719]

		A_99_P495902		4.9202332		4.308689		1.7590117		2.060517		4.261202		4.393616		5.139708		2.1773505		5.231079		4.7510777		5.5828576		2.0421944		-1.5790222		1.0606341		10.415761		1.0843523		1.2404348		1.3588521		14.160947		-1.0127814		-0.6590314		0.08492708		3.3806963		0.11683345		0.31084585		0.44238853		3.8238459		-0.018322706		No		Yes		Yes		CV782446		0		0		0		0		0		0		0		TC429882		0		0

		A_99_P320281		6.7988935		7.030913		7.4604325		6.991411		8.375405		9.067616		9.245446		8.3273535		9.972117		7.982155		9.514186		8.128669		2.9824789		4.1030693		3.4462173		2.524403		9.020603		1.9335364		4.1518474		2.199625		1.5765119		2.0367036		1.7850137		1.3359423		3.173224		0.95124197		2.0537534		1.1372576		Yes		Yes		Yes		TA87629_4565		0		0		Ta.21346		0		0		0		0		TC442847		0		0

		A_99_P274176		8.054997		7.7136154		7.403609		7.7090726		8.505736		9.184325		8.384688		7.96226		9.147687		8.702977		8.774277		8.021859		1.3667401		2.7715821		1.9739419		1.1918372		2.1327126		1.9853065		2.5859027		1.2421045		0.4507389		1.4707098		0.9810796		0.25318718		1.0926895		0.98936176		1.3706679		0.31278658		No		Yes		Yes		AK334589		0		AK334589		Ta.7187		0		0		0		0		TC391007		0		Triticum aestivum cDNA, clone: WT010_G09, cultivar: Chinese Spring [AK334589]

		A_99_P451552		6.2125363		6.945825		6.3683543		6.593662		5.807152		6.527817		4.5277214		6.357434		6.5069394		6.1755853		5.1972566		6.3371778		-1.3244419		-1.3360817		-3.5816712		-1.1779089		1.2263775		-1.7055533		-2.2518299		-1.1945639		-0.40538454		-0.41800833		-1.8406329		-0.23622799		0.29440308		-0.77023983		-1.1710978		-0.25648403		No		Yes		Yes		TC404820		0		0		0		0		0		0		0		TC404820		0		Rep: Aldose reductase - Zea mays (Maize), partial (24%) [TC404820]

		A_99_P241516		11.196218		11.228276		11.446147		11.146718		11.319237		10.678521		10.82475		11.324147		10.64846		10.60669		10.393834		11.184651		1.0890115		-1.4638371		-1.5383642		1.130867		-1.4618113		-1.5385655		-2.0738518		1.0266421		0.12301922		-0.5497551		-0.621397		0.1774292		-0.54775715		-0.62158585		-1.0523129		0.03793335		No		Yes		Yes		TA64876_4565		0		0		Ta.55476		0		0		0		0		TC369812		0		Rep: IDI1 protein - Hordeum vulgare (Barley), complete [TC369812]

		A_99_P437307		8.247291		8.93839		8.588543		8.475474		7.624161		7.8842683		6.953283		8.19122		7.717541		8.283181		7.53177		8.296756		-1.540213		-2.0764534		-3.1064355		-1.2177805		-1.4436784		-1.5748436		-2.0802727		-1.1318781		-0.62312984		-1.0541215		-1.6352601		-0.28425407		-0.5297494		-0.6552086		-1.0567727		-0.17871857		No		Yes		Yes		BG905412		0		0		Ta.53956		0		0		0		0		TC394292		0		Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley), partial (25%) [TC394292]

		A_99_P332301		1.586212		1.6963277		4.7895265		2.8240623		1.9103752		1.6001209		2.4103508		2.8144639		1.5537373		1.5671138		3.0647957		3.2697432		1.2519381		-1.0689592		-5.202394		-1.0066754		-1.022765		-1.0936977		-3.3051844		1.3619567		0.3241632		-0.096206784		-2.3791757		-0.009598494		-0.032474756		-0.12921393		-1.7247307		0.44568086		No		Yes		Yes		TA91231_4565		0		0		0		0		0		0		0		TC461643		0		Rep: Germin F - Hordeum vulgare (Barley), partial (58%) [TC461643]

		A_99_P463517		11.459781		11.974519		11.779302		11.740704		11.610089		12.50082		12.136547		11.817982		12.031077		12.520787		12.918255		11.810405		1.1098069		1.4402322		1.2809777		1.0550257		1.4858584		1.4603038		2.2022119		1.0494993		0.15030861		0.5263014		0.35724545		0.07727814		0.5712967		0.54626846		1.1389532		0.069701195		No		Yes		Yes		BJ321508		0		0		Ta.714		0		0		0		0		TC412764		0		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (75%) [TC412764]

		A_99_P520047		7.7239738		8.063481		9.54419		8.374206		10.014518		9.87954		10.664005		9.664907		11.760814		8.759452		10.7295685		9.581989		4.8924055		3.5211804		2.1731908		2.4464705		16.41383		1.6199739		2.2742298		2.3098252		2.290544		1.8160591		1.1198149		1.2907019		4.03684		0.69597054		1.1853781		1.2077837		Yes		No		No		TC440541		0		0		0		0		0		0		0		TC440541		0		Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC440541]

		A_99_P301206		11.320239		10.716363		10.029701		10.236867		12.180102		13.006989		12.292218		10.3142395		13.45909		11.877612		12.668035		10.277827		1.8148663		4.892682		4.798279		1.0550947		4.404112		2.23651		6.2261195		1.0287985		0.8598633		2.2906256		2.262517		0.07737255		2.1388512		1.1612492		2.6383333		0.040960312		Yes		Yes		Yes		AK331017		0		AK331017		Ta.24576		0		0		0		0		TC409591		0		Triticum aestivum cDNA, clone: SET5_N23, cultivar: Chinese Spring [AK331017]

		A_99_P413722		3.0669537		2.6680076		3.6696255		6.8784523		2.8905222		5.856453		6.6391582		7.0541663		4.729032		4.3615093		6.5245957		7.9450264		-1.1300851		9.116281		7.832825		1.1295233		3.1647213		3.2344081		7.2348857		2.0944538		-0.17643142		3.1884453		2.9695327		0.17571402		1.6620784		1.6935017		2.8549702		1.0665741		Yes		No		No		TC375432		0		0		0		0		0		0		0		TC375432		0		Rep: RXO1 disease resistance protein - Zea mays (Maize), partial (5%) [TC375432]

		A_99_P366552		6.4385166		6.343436		6.213506		6.546245		7.008499		7.827884		7.8084846		7.829367		7.438867		7.8344116		8.246227		7.820268		1.4845055		2.7981017		3.0208998		2.4336507		2.000486		2.8107903		4.0917587		2.41835		0.5699825		1.4844484		1.5949783		1.2831221		1.0003505		1.4909759		2.032721		1.274023		Yes		Yes		Yes		TA102227_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P346401		4.353619		4.927052		5.192631		4.8800282		4.2867303		3.7899935		4.267267		4.703357		3.828791		4.53837		3.9492285		4.6086926		-1.0474554		-2.1993215		-1.8991628		-1.1302729		-1.4387622		-1.3091967		-2.367562		-1.2069247		-0.06688881		-1.1370585		-0.92536354		-0.17667103		-0.5248282		-0.3886819		-1.2434022		-0.2713356		No		Yes		Yes		BQ752869		0		BQ752869		Ta.40082		0		0		0		0		TC422911		0		WHE4120_A11_B22ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4120_A11_B22, mRNA sequence [BQ752869]

		A_99_P361736		8.92966		8.350069		11.662221		9.276251		9.792538		9.539437		9.366259		8.544704		11.10109		9.677417		9.96914		8.375197		1.8186625		2.2805285		-4.9108143		-1.6604179		4.5046988		2.5094092		-3.2334647		-1.867429		0.86287785		1.1893682		-2.2959623		-0.7315464		2.1714306		1.3273478		-1.6930809		-0.9010534		No		Yes		Yes		TA100607_4565		0		0		0		0		0		0		0		TC392122		0		Rep: Phenylalanine ammonia-lyase - Bambusa oldhamii (Giant timber bamboo), partial (26%) [TC392122]

		A_99_P020669		6.871156		6.8758454		7.263395		6.858179		6.443083		5.81369		6.299998		5.6839356		5.9280286		5.6312947		5.650212		5.58646		-1.3454356		-2.0880485		-1.9498957		-2.256745		-1.922692		-2.3694475		-3.0592606		-2.414491		-0.4280734		-1.0621552		-0.963397		-1.1742435		-0.94312763		-1.2445507		-1.613183		-1.271719		Yes		Yes		Yes		BQ161592		0		BQ161592		Ta.8204		0		0		0		0		0		0		WHE0455_F09_K17ZT Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0455_F09_K17, mRNA sequence [BQ161592]

		A_99_P582302		4.909335		4.98081		5.436395		5.1654344		4.706141		4.1296654		4.2788835		4.367268		3.6929495		3.8538086		3.8490124		3.753868		-1.1512444		-1.8039318		-2.2307236		-1.7388896		-2.3236384		-2.1840434		-3.005037		-2.660258		-0.20319414		-0.8511448		-1.1575117		-0.7981663		-1.2163856		-1.1270015		-1.5873828		-1.4115663		Yes		No		No		CK208820		0		0		Ta.56806		0		0		0		0		TC377458		0		Rep: Os02g0738900 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC377458]

		A_99_P240996		11.71239		11.883244		11.258712		11.432393		11.39115		10.864848		10.078617		11.567799		11.320041		10.53085		9.83254		11.421111		-1.2494035		-2.0256648		-2.2659166		1.0984015		-1.312529		-2.5533533		-2.6873276		-1.0078508		-0.32123947		-1.0183954		-1.1800947		0.13540554		-0.39234924		-1.3523932		-1.4261723		-0.011281967		No		Yes		Yes		TA64737_4565		0		0		0		0		0		0		0		TC426139		0		Rep: Low temperature and salt responsive protein - Pennisetum americanum (Pearl millet), partial (63%) [TC426139]

		A_99_P319181		9.228061		9.170168		8.848426		8.8903		9.421056		9.956925		9.659392		8.892602		9.651006		9.611197		9.919652		9.097248		1.1431345		1.7251927		1.7543863		1.001597		1.3406615		1.3575728		2.1012185		1.1542441		0.19299507		0.78675747		0.8109665		0.0023021698		0.42294502		0.44102955		1.0712261		0.20694828		No		Yes		Yes		TA87283_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P153707		4.275596		2.5472023		3.9748871		2.802824		8.767344		10.982514		8.345371		6.064524		10.605091		8.395768		8.7235		5.6349626		22.498365		346.1641		20.68459		9.5911255		80.4207		57.622726		26.882835		7.1212897		4.4917483		8.435312		4.3704844		3.2617002		6.329495		5.848566		4.7486134		2.8321385		Yes		Yes		Yes		CJ925515		0		CJ925515		Ta.53640		0		0		0		0		TC411184		0		CJ925515 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan27j15 5', mRNA sequence [CJ925515]

		A_99_P285241		13.762345		13.842925		13.95544		13.889438		13.537032		13.319695		12.315093		13.221725		13.918019		13.517663		12.89944		13.320458		-1.169031		-1.4371688		-3.117407		-1.5885519		1.1139419		-1.252892		-2.0791585		-1.4834737		-0.22531319		-0.5232296		-1.6403465		-0.6677122		0.15567398		-0.32526207		-1.0559998		-0.56897926		No		Yes		Yes		TA77411_4565		0		0		Ta.58750		0		0		0		0		TC442965		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC442965]

		A_99_P179795		4.823562		4.38981		4.4955516		2.293096		3.4856684		2.237519		2.7601192		2.648599		2.0217035		3.7168553		2.408101		2.9460258		-2.5278199		-4.4453316		-3.3297927		1.2794315		-6.973383		-1.594335		-4.2499638		1.572358		-1.3378937		-2.152291		-1.7354324		0.35550284		-2.8018587		-0.6729548		-2.0874505		0.6529298		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P228051		8.0152855		8.004117		6.1677146		7.45302		11.080491		11.950665		13.627181		10.740246		11.98212		12.014136		13.532727		9.951465		8.369872		15.418051		176.00426		9.762331		15.6363735		16.111504		164.8503		5.6507587		3.0652056		3.9465485		7.4594665		3.2872257		3.966834		4.0100193		7.3650126		2.4984446		Yes		No		No		DR739144		0		DR739144		Ta.9226		542832		PR4		pathogenesis-related protein 4		0		TC454300		0		FGAS084361 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739144]

		A_99_P452452		5.9740868		6.9129815		6.1704497		6.4290643		6.508208		7.309671		7.1491256		6.872017		6.5321693		6.9999104		7.220596		6.5533824		1.4480597		1.3164835		1.9706558		1.3593836		1.4723111		1.0621068		2.0707395		1.0899924		0.53412104		0.39668941		0.97867584		0.44295263		0.5580826		0.086928844		1.0501461		0.12431812		No		Yes		Yes		TA67943_4565		0		0		Ta.8320		0		0		0		0		TC405415		0		0

		A_99_P627791		12.370166		12.617206		11.369118		10.389601		11.61871		11.16122		10.340102		8.974608		10.884906		11.56371		9.937631		10.11177		-1.6834913		-2.74344		-2.0406313		-2.6665833		-2.7996762		-2.0755525		-2.6972458		-1.2123709		-0.75145626		-1.455986		-1.0290155		-1.4149923		-1.48526		-1.0534954		-1.4314871		-0.27783108		Yes		No		No		X15233		0		X15233		Ta.2307		543496		LOC543496		phosphoglycerate kinase		0		TC381278		0		Wheat mRNA for chloroplast phosphoglycerate kinase (EC 2.7.2.3) [X15233]

		A_99_P080995		6.0886655		5.839615		5.0769114		5.662391		6.4098287		6.6804104		6.4010086		6.0893517		6.6897883		6.3364587		6.6766396		5.933988		1.2493374		1.7910374		2.5037615		1.3443981		1.5168967		1.411123		3.0308619		1.2071433		0.32116318		0.8407955		1.3240972		0.42696047		0.60112286		0.4968438		1.5997281		0.2715969		No		Yes		Yes		CJ851534		0		CJ851534		Ta.30923		0		0		0		0		TC422036		0		CJ851534 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal19b19 5', mRNA sequence [CJ851534]

		A_99_P453252		5.9838257		5.0387626		4.5537586		4.5499644		7.3054833		8.58365		7.78636		6.4569097		8.1045065		6.6158385		8.074466		5.594419		2.4995315		11.671249		9.399611		3.750142		4.3489914		2.9836452		11.477266		2.0625865		1.3216577		3.544887		3.2326012		1.9069452		2.1206808		1.577076		3.5207071		1.0444546		Yes		Yes		Yes		TC405961		0		0		0		0		0		0		0		TC405961		GO:0005739(mitochondrion)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC405961]

		A_99_P019939		8.788681		9.558394		11.105855		10.431354		8.407287		8.180756		9.346253		10.332553		8.208634		8.852512		9.300053		10.176871		-1.3026003		-2.5984275		-3.386046		-1.0708828		-1.4948976		-1.6311417		-3.4962354		-1.1929076		-0.3813944		-1.3776388		-1.7596016		-0.09880066		-0.58004665		-0.7058821		-1.8058023		-0.25448227		No		Yes		Yes		BE489301		0		BE489301		Ta.7969		0		0		0		0		TC441497		0		WHE1076_E03_I06ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1076_E03_I06, mRNA sequence [BE489301]

		A_99_P357316		8.488273		9.585448		10.072263		9.773408		7.387499		8.054871		8.437686		9.460794		7.611904		8.819424		8.462018		9.468703		-2.144697		-2.889015		-3.1049645		-1.2419555		-1.8357487		-1.7005773		-3.0530362		-1.2351657		-1.1007738		-1.5305777		-1.6345768		-0.3126135		-0.8763685		-0.7660246		-1.6102448		-0.30470467		Yes		No		No		TA99088_4565		0		0		0		0		0		0		0		TC398060		0		Rep: Lecithin-cholesterol acyl transferase - Prunus dulcis (Almond) (Prunus amygdalus), partial (24%) [TC398060]

		A_99_P265106		9.926014		10.213691		9.890319		10.308595		10.349855		11.079043		11.077354		10.404633		11.069354		10.741992		11.313949		10.482487		1.3414948		1.8217849		2.2768443		1.0688341		2.2089183		1.44223		2.682596		1.1280977		0.42384148		0.86535263		1.1870356		0.096037865		1.1433401		0.52830124		1.4236298		0.17389202		No		Yes		Yes		TA71436_4565		0		0		0		0		0		0		0		TC383047		0		Rep: Sec61beta family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (92%) [TC383047]

		A_99_P447397		8.740911		7.9833665		7.872647		7.7843394		9.156335		8.327638		9.859155		8.363407		10.048279		8.314781		10.26735		7.8874335		1.3336909		1.2695094		3.9627664		1.4938836		2.4748967		1.2582465		5.25869		1.0740745		0.41542435		0.34427118		1.9865079		0.5790677		1.3073683		0.3314147		2.3947034		0.1030941		Yes		Yes		Yes		TC401862		0		0		0		0		0		0		0		TC401862		0		Rep: Signal peptidase I - Synechococcus sp. WH 5701, partial (13%) [TC401862]

		A_99_P249761		11.54108		11.248422		10.299081		9.924146		10.2426405		9.925599		9.413335		8.556144		9.999097		10.614727		9.3309145		9.652255		-2.4596276		-2.5015504		-1.8477198		-2.5811284		-2.911946		-1.5515333		-1.9563525		-1.2073891		-1.29844		-1.3228226		-0.885746		-1.3680019		-1.5419836		-0.63369465		-0.96816635		-0.27189064		Yes		No		No		AK332602		0		AK332602		Ta.24988		0		0		0		0		TC416681		0		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P454082		6.3327155		7.3188615		6.657604		6.8318753		4.7452426		5.220402		4.194286		6.2555146		5.667334		5.48924		4.5051517		6.472688		-3.0052247		-4.2825193		-5.5148373		-1.4910831		-1.5859876		-3.5544376		-4.445829		-1.2827029		-1.5874729		-2.0984597		-2.4633183		-0.5763607		-0.66538143		-1.8296213		-2.1524525		-0.35918713		Yes		Yes		Yes		TC406073		0		0		0		0		0		0		0		TC406073		0		0

		A_99_P361361		4.211462		4.4866385		5.0403323		4.5582213		4.65161		3.831437		4.0147023		3.69086		3.8028033		4.182072		3.674551		3.6086876		1.3567433		-1.5748358		-2.0358481		-1.8243232		-1.3274511		-1.2350473		-2.5771585		-1.9312483		0.44014788		-0.65520144		-1.02563		-0.8673613		-0.40865874		-0.30456638		-1.3657813		-0.9495337		No		Yes		Yes		TA100472_4565		0		0		0		0		0		0		0		TC420338		0		Rep: Chromosome undetermined scaffold_197, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC420338]

		A_99_P224741		10.90963		11.150128		10.1901045		10.168147		11.414821		11.903321		11.662423		11.055756		12.147527		11.56663		12.015198		10.233		1.419311		1.685519		2.7746747		1.8501067		2.3585446		1.3346875		3.5432992		1.0459782		0.50519085		0.7531929		1.4723186		0.8876085		1.2378969		0.416502		1.8250933		0.064852715		No		Yes		Yes		TA59927_4565		0		0		Ta.54817		0		0		0		0		TC404007		0		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (34%) [TC404007]

		A_99_P494037		2.2224076		1.8022127		1.8268744		2.0774324		3.2622547		6.165516		5.2112846		2.6843975		6.0055184		4.214021		6.0397086		3.6835985		2.0560098		20.581884		10.44261		1.5230519		13.7667		5.3214097		18.543406		3.0444174		1.0398471		4.363303		3.3844104		0.60696507		3.7831109		2.4118085		4.2128344		1.6061661		Yes		Yes		Yes		TC429078		0		0		0		0		0		0		0		TC429078		GO:0009536(plastid)|GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: F1E22.17 - Arabidopsis thaliana (Mouse-ear cress), partial (30%) [TC429078]

		A_99_P365671		5.5113754		5.157313		6.5805297		6.886116		7.130989		9.561715		9.271256		8.168075		8.548697		7.5654488		9.481163		8.068173		3.0729272		21.176647		6.4563856		2.4316888		8.209658		5.3078804		7.467541		2.2690012		1.6196136		4.4044023		2.6907268		1.2819586		3.037322		2.408136		2.9006333		1.1820574		Yes		Yes		Yes		TA101940_4565		0		0		0		0		0		0		0		TC435933		0		Rep: Polyprotein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC435933]

		A_99_P395597		1.9102931		1.7025188		2.88254		2.807018		4.6535225		9.677403		8.711208		6.2839265		8.0069275		6.746432		8.477175		5.3659344		6.6956744		251.58194		56.833458		11.134065		68.43367		32.988995		48.322895		5.892649		2.7432294		7.9748845		5.8286686		3.4769084		6.0966344		5.043913		5.594635		2.5589163		Yes		Yes		Yes		TA109344_4565		0		0		0		0		0		0		0		TC423954		0		Rep: Chromosome chr13 scaffold_120, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC423954]

		A_99_P260311		9.72288		9.503209		5.472157		4.6406937		8.776549		7.6927495		4.5033507		3.7802646		8.691377		8.498504		5.2548585		3.9860265		-1.9269658		-3.5075402		-1.9572204		-1.8155782		-2.0441537		-2.0065339		-1.1625546		-1.5742527		-0.946331		-1.8104596		-0.96880627		-0.86042905		-1.0315037		-1.0047054		-0.21729851		-0.65466714		Yes		No		No		TA70082_4565		0		0		Ta.54705		0		0		0		0		TC404751		0		0

		A_99_P294201		4.7401633		4.4212856		6.923458		7.2584825		5.330738		4.328258		8.423202		6.996933		4.8938537		5.0458603		8.090322		6.860653		1.5058465		-1.0666062		2.8279243		-1.1987655		1.1124114		1.5417563		2.2452302		-1.3175243		0.59057474		-0.09302759		1.4997435		-0.26154947		0.15369034		0.62457466		1.1668634		-0.39782953		No		Yes		Yes		TA79998_4565		0		0		Ta.56986		0		0		0		0		TC391275		0		0

		A_99_P072045		5.202458		5.432738		5.51119		6.8398438		8.10295		12.657077		11.877328		9.844128		10.477202		10.197051		12.190982		10.141206		7.4668107		149.53496		82.48946		8.02379		38.712955		27.17698		102.522156		9.8584585		2.9004922		7.224339		6.366138		3.004284		5.2747445		4.764313		6.679792		3.301362		Yes		Yes		Yes		BT009273		0		BT009273		Ta.27506		543453		Amt2.1		ammonium transporter AMT2.1		0		NP958347		0		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		A_99_P411507		4.2519603		4.2562666		3.6932175		4.027129		4.6628304		5.2947383		5.1327004		4.912312		5.300663		4.5448127		5.393233		4.602943		1.3294873		2.0540507		2.7122364		1.8469987		2.0686688		1.2214087		3.249044		1.490518		0.41087008		1.0384717		1.4394829		0.88518286		1.0487027		0.2885461		1.7000153		0.5758138		No		Yes		Yes		TC373528		0		0		0		0		0		0		0		TC373528		0		0

		A_99_P493207		6.6721644		5.357408		5.411856		5.630095		8.18453		8.996083		8.311376		6.6870465		9.789006		7.652487		8.726079		7.0132813		2.8527746		12.455191		7.461778		2.0805306		8.674868		4.907808		9.946733		2.6084383		1.5123658		3.6386752		2.8995194		1.0569515		3.1168418		2.2950788		3.3142228		1.3831863		Yes		Yes		Yes		CN011384		0		0		Ta.58697		0		0		0		0		TC428729		0		Rep: Chromosome chr14 scaffold_9, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC428729]

		A_99_P305346		7.2476063		7.492878		7.7121367		7.511341		6.8125305		6.4434037		6.267114		7.06537		7.2015376		6.7842565		6.6684546		7.434934		-1.3519819		-2.0697753		-2.7226708		-1.3622307		-1.0324477		-1.6342418		-2.0614824		-1.0543888		-0.43507576		-1.0494742		-1.4450226		-0.445971		-0.04606867		-0.7086215		-1.0436821		-0.076406956		No		Yes		Yes		TA83264_4565		0		0		Ta.34793		0		0		0		0		TC410898		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC410898]

		A_99_P114510		3.5336132		3.8581626		3.5634263		4.1266675		2.288245		3.213506		3.1027		2.3196642		3.377217		2.6592534		3.1276493		2.6826484		-2.3707905		-1.5633671		-1.3762344		-3.499147		-1.1144997		-2.2956605		-1.3526391		-2.7207778		-1.2453682		-0.64465666		-0.46072626		-1.8070033		-0.15639615		-1.1989093		-0.43577695		-1.4440191		Yes		No		No		CJ725956		0		CJ725956		Ta.42479		0		0		0		0		TC445840		0		CJ725956 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs12d11 5', mRNA sequence [CJ725956]

		A_99_P253896		9.265729		9.270522		9.447255		9.60863		8.728332		7.3268237		7.545669		7.621773		8.658257		7.6579247		6.5955524		8.03254		-1.4513519		-3.8469055		-3.7362373		-3.9637265		-1.5235876		-3.0580192		-7.2185183		-2.9816065		-0.5373974		-1.9436984		-1.901586		-1.9868574		-0.6074724		-1.6125975		-2.8517027		-1.5760899		Yes		Yes		Yes		TA68241_4565		0		0		0		0		0		0		0		TC371046		0		0

		A_99_P553582		7.068527		7.061929		6.9484887		6.982645		6.640036		6.319738		5.8187714		6.5082664		6.542647		6.609417		5.886231		6.471311		-1.3458253		-1.6727146		-2.1881588		-1.3893197		-1.439812		-1.3684211		-2.088197		-1.4253675		-0.42849112		-0.7421913		-1.1297174		-0.4743786		-0.52588034		-0.45251226		-1.0622578		-0.51133394		No		Yes		Yes		TC453635		0		0		0		0		0		0		0		TC453635		0		Rep: Ig kappa chain V-II region 2S1.3 - Mus musculus (Mouse), partial (11%) [TC453635]

		A_99_P550602		5.6165776		5.2549286		6.034879		5.762689		4.614247		4.2912784		5.3201165		4.7661586		4.379143		4.3352475		4.4757123		5.330135		-2.0032337		-1.950238		-1.6412132		-1.9951961		-2.3577886		-1.891697		-2.9468362		-1.3496209		-1.0023308		-0.9636502		-0.7147627		-0.99653053		-1.2374344		-0.9196811		-1.5591669		-0.43255424		Yes		No		No		TC452502		0		0		0		0		0		0		0		TC452502		0		0

		A_99_P298016		7.6845207		6.524198		8.247396		7.012975		7.0782027		5.682281		3.9393044		5.0978374		7.1569786		5.802217		4.0985436		5.2733383		-1.5223689		-1.7924303		-19.809109		-3.7714982		-1.4414713		-1.6494454		-17.739		-3.3395112		-0.606318		-0.84191704		-4.308092		-1.9151378		-0.5275421		-0.72198105		-4.148853		-1.7396369		Yes		Yes		Yes		TA81094_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P289431		8.162197		8.128346		8.789038		7.528477		7.6066422		6.662066		4.805076		7.5976567		7.457924		7.7092423		5.6650662		7.4458346		-1.4697338		-2.763086		-15.823113		1.0491198		-1.6293237		-1.3370969		-8.717844		-1.0589559		-0.55555487		-1.4662805		-3.9839616		0.069179535		-0.7042732		-0.4191041		-3.1239715		-0.082642555		Yes		Yes		Yes		TA78633_4565		0		0		0		0		0		0		0		TC387837		0		0

		A_99_P227441		14.258477		14.089461		13.087434		13.0264635		13.401103		12.996976		12.225083		11.5449095		13.116573		13.394807		12.086986		12.816396		-1.8117378		-2.1324108		-1.8179978		-2.7924938		-2.2067204		-1.6184968		-2.0006216		-1.1567425		-0.8573742		-1.0924854		-0.86235046		-1.481554		-1.1419039		-0.69465446		-1.0004482		-0.21006775		Yes		No		No		TA60815_4565		0		0		Ta.54322		0		0		0		0		TC369392		0		Rep: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II - Hordeum vulgare (Barley), partial (90%) [TC369392]

		A_99_P444367		7.800117		7.437733		8.899919		9.48922		7.12056		5.680271		7.882731		9.942845		6.724886		6.1800957		7.393275		8.9471245		-1.6016477		-3.3810282		-2.0239697		1.3694776		-2.1070595		-2.3910387		-2.8414824		-1.4560856		-0.67955685		-1.757462		-1.0171876		0.45362568		-1.0752311		-1.2576375		-1.5066438		-0.5420952		Yes		No		No		TA76321_4565		0		0		Ta.23069		0		0		0		0		TC399636		0		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (45%) [TC399636]

		A_99_P167859		5.0620937		5.237452		4.6320434		4.520553		4.348236		3.8442802		2.3865693		4.128389		4.3669424		4.864802		3.0895526		4.5733724		-1.6401839		-2.626555		-4.741929		-1.3123606		-1.6190542		-1.294729		-2.9129698		1.03729		-0.71385765		-1.3931718		-2.245474		-0.39216423		-0.6951513		-0.37265015		-1.5424907		0.052819252		Yes		No		No		CV771420		0		0		Ta.176		0		0		0		0		0		0		0

		A_99_P223561		14.061105		14.631828		14.634183		14.850232		13.618564		12.930865		13.764449		14.244179		12.924428		13.804245		12.914525		14.698483		-1.3589959		-3.251179		-1.8273257		-1.5220897		-2.1987398		-1.77471		-3.293583		-1.1109152		-0.44254112		-1.700963		-0.8697338		-0.60605335		-1.1366768		-0.8275833		-1.7196579		-0.15174866		No		Yes		Yes		TA59566_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P166984		4.8751473		3.7871647		3.7993336		4.840174		8.612601		8.722691		12.869836		8.820328		10.050206		9.8599825		12.491231		8.049089		13.337848		30.601402		537.6421		15.781403		36.128334		67.31321		413.5441		9.246551		3.737454		4.935526		9.070502		3.9801536		5.175059		6.072818		8.691897		3.2089152		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC382719		0		T.aestivum pox2 gene [X85228]

		A_99_P118260		6.9399505		8.354617		9.085776		8.833591		5.947159		6.445606		6.7329764		8.328521		6.0226207		7.2174315		7.6495357		8.495866		-1.9900321		-3.7555153		-5.1081467		-1.4191929		-1.8886166		-2.199515		-2.706148		-1.2637627		-0.99279165		-1.9090109		-2.3528		-0.5050707		-0.9173298		-1.1371856		-1.4362407		-0.33772564		Yes		Yes		Yes		CJ665997		0		CJ665997		Ta.43599		0		0		0		0		TC437519		0		CJ665997 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp5k13 5', mRNA sequence [CJ665997]

		A_99_P353411		5.6898437		3.670908		3.7662458		1.7178445		8.91069		7.9956384		9.102815		4.922569		10.143693		8.096139		9.915605		4.9426827		9.3233385		20.038885		40.407993		9.219728		21.91504		21.4846		70.98089		9.34917		3.2208467		4.3247304		5.336569		3.2047243		4.4538493		4.425231		6.1493587		3.2248383		Yes		Yes		Yes		TA97819_4565		0		0		0		0		0		0		0		TC403727		0		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC403727]

		A_99_P423712		8.238125		8.537382		8.000412		8.342473		8.909576		10.207479		9.7779875		8.347184		9.1257305		9.46593		9.663379		8.17987		1.5926746		3.1823585		3.4284952		1.0032709		1.8501031		1.9033592		3.1666703		-1.1193051		0.67145157		1.6700964		1.7775755		0.004711151		0.88760567		0.92854786		1.6629667		-0.16260338		Yes		Yes		Yes		CJ708939		0		0		Ta.14488		0		0		0		0		TC372355		0		Rep: Microsomal signal peptidase 25 kDa subunit(SPC25)-like protein - Oryza sativa subsp. japonica (Rice), partial (90%) [TC372355]

		A_99_P313596		10.274692		9.209112		9.171804		9.313084		11.910079		13.189969		12.222179		10.731842		13.320779		12.390645		12.525664		10.478351		3.1067097		15.789099		8.284272		2.6735532		8.259687		9.072705		10.223802		2.242747		1.6353874		3.980857		3.050375		1.4187584		3.0460873		3.1815329		3.35386		1.165267		Yes		Yes		Yes		TA85707_4565		0		0		Ta.424		0		0		0		0		TC414348		0		0

		A_99_P157222		7.2132974		7.961679		7.5960274		8.656829		6.488014		5.795028		7.0422645		6.814388		5.7629714		6.568747		5.894976		7.4817634		-1.6532251		-4.4897985		-1.4679093		-3.586163		-2.732698		-2.6261184		-3.2513778		-2.2580314		-0.72528315		-2.1666508		-0.5537629		-1.8424411		-1.450326		-1.3929319		-1.7010512		-1.1750655		Yes		Yes		Yes		AK332545		0		AK332545		Ta.54490		0		0		0		0		TC384151		0		Triticum aestivum cDNA, clone: WT004_E01, cultivar: Chinese Spring [AK332545]

		A_99_P236841		5.0633016		6.4214044		8.95886		7.631374		5.071073		4.789812		6.0677795		6.877195		4.433809		5.879875		5.912152		7.187592		1.0054014		-3.098548		-7.41826		-1.6866715		-1.547021		-1.4555144		-8.263246		-1.3601651		0.007771492		-1.6315923		-2.8910809		-0.754179		-0.62949276		-0.5415292		-3.0467086		-0.44378185		Yes		Yes		Yes		TA63559_4565		0		0		Ta.38502		0		0		0		0		TC388969		0		0

		A_99_P307551		4.4916577		4.134892		5.2130113		4.510695		4.5842605		4.105293		3.876775		4.422344		4.713433		4.7222857		4.8401093		4.64052		1.0662922		-1.0207285		-2.5249174		-1.0631541		1.1661675		1.50253		-1.294955		1.094161		0.09260273		-0.02959919		-1.3362362		-0.08835077		0.22177505		0.58739376		-0.37290192		0.12982512		No		Yes		Yes		TA83916_4565		0		0		0		0		0		0		0		TC434966		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (9%) [TC434966]

		A_99_P093805		13.3068695		13.338439		12.199791		11.95523		11.962536		11.955666		11.190869		10.099439		11.917285		12.594459		10.958608		11.957723		-2.539129		-2.6076918		-2.0124063		-3.6195016		-2.6200323		-1.6747903		-2.3639233		1.0017295		-1.3443336		-1.3827734		-1.0089216		-1.8557911		-1.3895845		-0.7439804		-1.2411833		0.0024929047		Yes		No		No		DR734116		0		DR734116		Ta.35387		543355		LOC543355		hypothetical LOC543355		0		TC443201		0		FGAS079872 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR734116]

		A_99_P414547		1.8118583		1.9300569		1.5635046		1.5465406		4.3320723		4.273379		8.1058855		2.6648133		6.5948563		5.776467		8.047933		1.7738584		5.7366724		5.0746975		93.20793		2.1708689		27.531248		14.384168		89.53799		1.1706564		2.520214		2.3433218		6.542381		1.1182727		4.782998		3.8464098		6.484428		0.22731781		Yes		Yes		Yes		TC376136		0		0		0		0		0		0		0		TC376136		GO:0004601(peroxidase activity)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Peroxidase 3 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC376136]

		A_99_P072055		4.366896		4.3388915		4.719997		4.328431		3.7017717		2.8593352		3.2906077		3.3596742		4.1027317		3.6230574		3.840476		3.6742828		-1.585705		-2.7886295		-2.6933267		-1.9571536		-1.2009403		-1.6424326		-1.8397642		-1.5736867		-0.6651244		-1.4795563		-1.4293892		-0.9687569		-0.26416445		-0.71583414		-0.8795209		-0.65414834		Yes		No		No		BT009230		0		BT009230		Ta.27509		0		0		0		0		0		0		Triticum aestivum clone wle1n.pk0092.c1:fis, full insert mRNA sequence [BT009230]

		A_99_P499752		4.392996		4.1095424		5.126945		6.1046453		6.2524147		8.074453		7.920485		7.1690507		7.144011		7.038815		8.418043		7.5133896		3.6286147		15.615544		6.9332895		2.0913079		6.731907		7.617263		9.78857		2.6550598		1.8594189		3.964911		2.79354		1.0644054		2.7510152		2.9292727		3.291098		1.4087443		Yes		Yes		Yes		CA686397		0		0		Ta.14985		0		0		0		0		TC431612		0		Rep: Protein kinase domain containing protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC431612]

		A_99_P529162		11.850038		10.981238		11.349579		11.388473		13.268924		13.588864		16.705359		14.4335985		14.494494		13.844154		16.87269		12.6834345		2.67379		6.094999		40.94966		8.254186		6.2526026		7.2748423		45.985634		2.4537053		1.4188862		2.607626		5.3557796		3.045126		2.6444569		2.862916		5.5231113		1.2949619		Yes		Yes		Yes		CK161960		0		CK161960		Ta.56885		543197		wali5		wali5 protein		0		TC440090		0		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P323536		3.283367		2.4482033		2.6376798		3.1541443		4.6670575		3.2889414		6.004721		4.6343937		4.7957015		3.0645416		5.692793		4.2843175		2.6093502		1.7909662		10.317641		2.7899697		2.8527129		1.5329794		8.311524		2.1888502		1.3836906		0.84073806		3.3670413		1.4802494		1.5123346		0.61633825		3.055113		1.1301732		Yes		Yes		Yes		TA88602_4565		0		0		0		0		0		0		0		TC389235		0		Rep: ARGOS - Oryza sativa subsp. japonica (Rice), partial (29%) [TC389235]

		A_99_P082995		5.658093		5.3166738		4.937475		5.3824615		4.399916		4.204271		3.9336784		4.6896706		4.3667226		4.7959437		3.8764145		4.8897567		-2.3919327		-2.1620545		-2.0052705		-1.6164075		-2.4476044		-1.434681		-2.086465		-1.4070805		-1.2581768		-1.1124029		-1.0037968		-0.692791		-1.2913704		-0.52073		-1.0610607		-0.49270487		Yes		No		No		DN829699		0		DN829699		Ta.31644		0		0		0		0		TC369310		0		KUCD01_06_H09_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829699]

		A_99_P019714		3.4502325		4.2548347		4.305044		4.226444		3.347203		3.2760723		2.4740524		3.6927931		2.7844408		3.2852776		2.978009		4.01145		-1.0740265		-1.970774		-3.5578156		-1.4475876		-1.5864387		-1.9582393		-2.5088656		-1.160699		-0.10302949		-0.9787624		-1.8309917		-0.53365064		-0.66579175		-0.96955705		-1.3270352		-0.21499395		No		Yes		Yes		BQ160847		0		BQ160847		Ta.7880		0		0		0		0		0		0		WHE0332_C07_F14ZT Wheat unstressed seedling shoot cDNA library Triticum aestivum cDNA clone WHE0332_C07_F14, mRNA sequence [BQ160847]

		A_99_P154702		10.802754		10.938637		10.204957		10.830929		10.271887		9.363891		9.158828		10.320649		10.271687		9.730819		8.633382		10.435269		-1.4447978		-2.9788308		-2.064982		-1.4243263		-1.4449984		-2.3098803		-2.9722905		-1.3155439		-0.5308676		-1.5747461		-1.0461292		-0.51027966		-0.53106785		-1.207818		-1.5715752		-0.39565945		No		Yes		Yes		CJ664909		0		CJ664909		Ta.53885		0		0		0		0		TC373713		0		CJ664909 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp20k12 5', mRNA sequence [CJ664909]

		A_99_P473972		11.494778		11.542651		10.310894		11.209874		12.060265		12.525822		12.334407		11.782639		12.5325		12.529033		12.382679		11.856792		1.4798869		1.976805		4.065726		1.4873708		2.0529842		1.9812096		4.204065		1.5658199		0.5654869		0.9831705		2.0235128		0.5727644		1.0377226		0.98638153		2.071785		0.6469183		Yes		Yes		Yes		DR735495		0		DR735495		Ta.54501		543000		gstf5		glutathione transferase F5		0		TC422169		0		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		A_99_P507512		3.8514853		2.5203454		1.5970706		1.5813026		5.129338		5.955553		1.8053521		4.3547907		6.0573444		5.664497		2.180963		2.4663923		2.4247777		10.816843		1.1553112		6.8375907		4.613492		8.840644		1.4988879		1.8468794		1.2778525		3.4352076		0.20828152		2.773488		2.2058592		3.1441514		0.58389246		0.88508964		Yes		No		No		TA90130_4565		0		0		0		0		0		0		0		TC434784		0		Rep: Ripening-related protein 3 precursor - Oryza sativa subsp. japonica (Rice), partial (33%) [TC434784]

		A_99_P345696		5.5414214		6.0411506		6.223784		4.6437063		6.4254518		7.883138		7.68735		6.7757783		8.17101		5.272382		7.9530787		6.1878457		1.8455238		3.585036		2.7578917		4.383466		6.188495		-1.7038151		3.315657		2.9163005		0.88403034		1.8419876		1.4635658		2.132072		2.6295886		-0.7687688		1.7292948		1.5441394		Yes		No		No		TA95390_4565		0		0		0		0		0		0		0		TC441742		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC441742]

		A_99_P420907		16.581636		17.274414		14.727161		16.072657		16.296663		16.54508		13.08828		15.8415785		16.253143		16.638948		12.792095		15.717198		-1.2183876		-1.6578734		-3.1142433		-1.1737118		-1.2557011		-1.553439		-3.8239567		-1.2793919		-0.28497314		-0.7293339		-1.6388817		-0.23107815		-0.32849312		-0.6354656		-1.9350662		-0.35545826		No		Yes		Yes		CK212464		0		0		Ta.49797		0		0		0		0		TC381403		0		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (69%) [TC381403]

		A_99_P458587		2.247547		2.9925907		4.6948934		3.3222148		2.0466564		4.3517804		5.30231		3.2308662		4.027471		4.402202		5.9299235		3.0086498		-1.1494076		2.5654106		1.5235287		-1.0653657		3.4340813		2.656656		2.3538628		-1.242775		-0.20089054		1.3591897		0.6074166		-0.09134865		1.7799242		1.4096115		1.2350302		-0.31356502		Yes		No		No		AK334220		0		AK334220		Ta.54508		0		0		0		0		TC408538		0		Triticum aestivum cDNA, clone: WT009_K06, cultivar: Chinese Spring [AK334220]

		A_99_P214386		7.4499106		7.6059794		8.011729		7.6843896		6.9945965		6.5247536		6.8560815		6.925438		6.5182815		7.026487		6.715484		7.087265		-1.3710814		-2.115833		-2.2278433		-1.6922605		-1.9074287		-1.4943236		-2.4558885		-1.5126987		-0.45531416		-1.0812259		-1.1556478		-0.75895166		-0.9316292		-0.57949257		-1.2962451		-0.5971246		No		Yes		Yes		TA55812_4565		0		0		0		0		0		0		0		TC378984		0		Rep: Predicted protein - Chaetomium globosum (Soil fungus), partial (9%) [TC378984]

		A_99_P199971		13.2787695		13.739249		13.3467455		13.975585		14.8854475		17.018248		16.075377		13.698985		15.847721		15.945839		16.57633		13.585313		3.0454977		9.706818		6.628264		-1.2113366		5.9337807		4.6158285		9.379979		-1.3106406		1.606678		3.2789984		2.728631		-0.27659988		2.5689516		2.2065897		3.2295847		-0.39027214		Yes		Yes		Yes		TA50929_4565		0		0		Ta.54331		0		0		0		0		TC428483		0		0

		A_99_P257641		5.043974		5.3313537		5.385908		5.14009		5.706099		6.3028336		6.738678		5.3981023		6.1348643		6.1225452		6.6430564		5.168367		1.5824118		1.960851		2.5540202		1.19583		2.1300547		1.7305032		2.390228		1.0197934		0.6621251		0.9714799		1.3527699		0.2580123		1.0908904		0.7911916		1.2571483		0.02827692		No		Yes		Yes		TA69316_4565		0		0		0		0		0		0		0		TC376480		0		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC376480]

		A_99_P331986		1.564593		1.5471283		1.5608195		1.5464197		1.590242		1.580134		4.6982117		5.5235076		1.5342973		1.545117		3.4914036		1.534721		1.0179375		1.0231415		8.79932		15.747905		-1.0212214		-1.0013951		3.812095		-1.0081419		0.02564907		0.033005714		3.137392		3.977088		-0.03029561		-0.0020112991		1.9305841		-0.011698723		Yes		Yes		Yes		CJ949998		0		CJ949998		Ta.62989		0		0		0		0		TC408784		0		CJ949998 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28a10 5', mRNA sequence [CJ949998]

		A_99_P231506		8.614005		9.200225		8.916032		8.975329		7.387652		7.780838		7.393781		8.559997		7.823614		8.285118		6.796829		9.341416		-2.339748		-2.6747181		-2.8723881		-1.3336062		-1.7295431		-1.8857086		-4.3445377		1.2888523		-1.2263532		-1.4193869		-1.5222507		-0.4153328		-0.79039097		-0.9151068		-2.1192026		0.36608696		Yes		Yes		Yes		TA61948_4565		0		0		0		0		0		0		0		TC398719		0		Rep: C13 endopeptidase NP1 precursor - Zea mays (Maize), partial (96%) [TC398719]

		A_99_P223696		10.064954		10.402855		8.619906		9.8626175		9.645461		9.698376		7.6973248		8.454171		9.452995		9.742625		7.350918		8.352755		-1.3374572		-1.6295563		-1.8955042		-2.6545115		-1.5283326		-1.5803342		-2.4099257		-2.8478298		-0.41949272		-0.7044792		-0.9225817		-1.4084463		-0.6119585		-0.6602297		-1.2689886		-1.5098629		Yes		No		No		TA59598_4565		0		0		Ta.1544		0		0		0		0		TC444737		0		Rep: Tubulin beta-2 chain - Triticum aestivum (Wheat), complete [TC444737]

		A_99_P082870		12.384487		12.434712		12.504613		12.492667		12.636226		12.058434		12.203484		12.568408		11.737503		11.964185		11.339279		12.643874		1.190641		-1.2979896		-1.2321085		1.053902		-1.5658914		-1.3856162		-2.242851		1.1104982		0.25173855		-0.37627888		-0.30112934		0.075740814		-0.6469841		-0.47052765		-1.1653337		0.15120697		No		Yes		Yes		CV779789		0		CV779789		Ta.31601		0		0		0		0		TC398589		0		FGAS074198 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779789]

		A_99_P148642		4.94933		2.9907062		1.6837565		4.6053567		6.0866914		6.5556893		7.1342177		5.2786317		6.761328		6.5863156		6.555144		6.2764096		2.1997836		11.834962		43.727272		1.5946889		3.5112832		12.088886		29.270744		3.1844692		1.1373615		3.5649831		5.4504614		0.673275		1.8119984		3.5956094		4.8713875		1.6710529		Yes		Yes		Yes		EF368361		0		EF368361		Ta.52469		100049027		WRKY10		WRKY transcription factor		0		NP9351183		0		Triticum aestivum WRKY transcription factor (WRKY10) mRNA, complete cds [EF368361]

		A_99_P517412		5.7878594		6.1892333		6.1052375		6.164931		6.379559		7.4049783		7.1816406		6.700476		6.656773		6.8861537		7.568888		6.4350114		1.5070211		2.3226068		2.108772		1.44949		1.8262872		1.6210408		2.758054		1.2058752		0.5916996		1.215745		1.0764031		0.53554535		0.86891365		0.6969204		1.4636507		0.27008057		No		Yes		Yes		TA89695_4565		0		0		0		0		0		0		0		TC439474		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (4%) [TC419503]

		A_99_P346206		2.2512434		1.6813799		1.7176852		2.493892		2.0697668		1.8089896		5.2913957		2.8658707		2.0343244		2.7221763		4.7760544		2.136694		-1.1340439		1.0924822		11.906772		1.2941266		-1.1622488		2.057363		8.330304		-1.2809356		-0.1814766		0.12760973		3.5737104		0.37197876		-0.21691895		1.0407964		3.0583692		-0.357198		No		Yes		Yes		TA95562_4565		0		0		0		0		0		0		0		TC444500		0		Rep: DEAD/DEAH box helicase domain protein - Burkholderia multivorans ATCC 17616, partial (4%) [TC444500]

		A_99_P208181		11.29103		10.479477		9.067684		9.805781		9.310113		8.857862		7.7855587		7.3616786		9.512876		9.409554		7.8845177		9.38594		-3.947439		-3.077192		-2.4319701		-5.441871		-3.429871		-2.0993218		-2.2707462		-1.3377808		-1.980917		-1.6216145		-1.2821255		-2.4441028		-1.7781544		-1.0699234		-1.1831665		-0.41984177		Yes		No		No		TA53515_4565		0		0		0		0		0		0		0		TC391010		0		Rep: Photosystem I reaction center subunit III, chloroplast precursor - Hordeum vulgare (Barley), partial (86%) [TC391010]

		A_99_P176761		4.879998		5.495823		6.0385337		5.5215874		4.8352113		4.616916		4.803036		5.1162105		5.2445817		4.8647723		5.1742086		5.0221095		-1.0315309		-1.8389812		-2.3546252		-1.3244349		1.2875099		-1.5486923		-1.8204877		-1.4137018		-0.04478693		-0.8789067		-1.2354975		-0.4053769		0.3645835		-0.6310506		-0.86432505		-0.49947786		No		Yes		Yes		CJ630559		0		CJ630559		Ta.58966		0		0		0		0		TC427300		0		CJ630559 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs4d23 5', mRNA sequence [CJ630559]

		A_99_P400122		4.7438083		5.097779		4.8967953		4.2387033		4.483315		4.114897		3.8872955		4.657479		4.0727077		4.826011		4.179804		4.297741		-1.1978883		-1.9764097		-2.013213		1.3367925		-1.5922873		-1.2072861		-1.6437505		1.0417707		-0.26049328		-0.982882		-1.0094998		0.41877556		-0.6711006		-0.27176762		-0.7169914		0.059037685		No		Yes		Yes		TA110472_4565		0		0		0		0		0		0		0		TC443729		0		Rep: THREONINE DEHYDRATASE BIOSYNTHETIC - Wolinella succinogenes, partial (4%) [TC443729]

		A_99_P427532		7.9218087		8.36373		7.6193585		5.591891		9.464597		10.186507		11.943931		8.923373		11.026408		9.465305		12.466259		7.261541		2.9135702		3.5376143		20.036688		10.066445		8.601567		2.145888		28.77812		3.1813743		1.542788		1.8227768		4.324572		3.3314824		3.1045995		1.1015749		4.8469005		1.6696501		Yes		Yes		Yes		CK167110		0		CK167110		Ta.54341		0		0		0		0		TC386611		0		FGAS051394 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167110]

		A_99_P370507		5.4249115		4.9961734		3.5507545		4.6051416		6.32152		6.924235		5.942087		6.2608376		7.3382034		6.975571		6.570059		6.4490447		1.8616842		3.8054352		5.2464175		3.1507514		3.766676		3.9432845		8.107765		3.589799		0.89660835		1.9280615		2.3913326		1.6556959		1.9132919		1.9793978		3.0193043		1.8439031		Yes		Yes		Yes		TA103208_4565		0		0		0		0		0		0		0		TC442798		0		0

		A_99_P229516		12.813039		12.878689		11.777923		11.819316		11.480958		11.718907		11.01759		10.802604		11.423478		12.236393		10.961464		11.918869		-2.5176554		-2.2342358		-1.6938816		-2.0233028		-2.619989		-1.560811		-1.7610779		1.0714415		-1.3320808		-1.1597815		-0.76033306		-1.0167122		-1.3895607		-0.64229584		-0.8164587		0.09955311		Yes		No		No		TA61416_4565		0		0		Ta.55087		0		0		0		0		TC411279		0		0

		A_99_P347596		4.462755		4.9782414		6.2158604		3.800669		1.6937758		3.9705255		4.2251034		3.7125387		3.6727574		2.6739063		4.1637807		5.0972595		-6.816256		-2.0107253		-3.9744549		-1.0629916		-1.7290719		-4.939398		-4.147033		2.4564767		-2.7689795		-1.007716		-1.990757		-0.088130236		-0.7899978		-2.304335		-2.0520797		1.2965906		Yes		No		No		TA95976_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P407197		7.9543777		8.253507		7.761265		8.948274		9.4731		12.260964		11.724906		8.992948		10.16907		11.059956		11.553318		9.078717		2.8653712		16.082924		15.601807		1.03145		4.6418266		6.9956055		13.852296		1.0946302		1.518722		4.0074577		3.9636412		0.04467392		2.2146926		2.806449		3.7920532		0.13044357		Yes		Yes		Yes		AF262980		0		AF262980		Ta.13414		542857		PDI2		protein disulfide isomerase 2 precursor		0		TC442441		0		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P557887		6.729238		6.776503		7.1303782		6.7863784		6.22097		5.702826		5.939387		5.3191743		5.8949685		5.6270394		5.8565516		5.4705777		-1.4223415		-2.1047912		-2.2830958		-2.7648556		-1.7829541		-2.2183142		-2.4180207		-2.4894044		-0.5082679		-1.0736771		-1.1909914		-1.4672041		-0.8342695		-1.1494637		-1.2738266		-1.3158007		Yes		No		No		CA681905		0		0		Ta.54038		0		0		0		0		TC455252		0		Rep: 60S ribosomal protein L21-like protein - Solanum tuberosum (Potato), partial (16%) [TC455252]

		A_99_P325801		5.135242		4.580772		4.60807		4.9890294		5.5370517		5.9119315		5.0399995		4.224591		6.1304507		5.3268456		5.535195		4.835257		1.3211641		2.5160482		1.3490367		-1.6987089		1.9933689		1.6772221		1.9014829		-1.1124746		0.4018097		1.3311596		0.4319296		-0.7644386		0.99520874		0.7460737		0.927125		-0.15377235		No		Yes		Yes		AK333310		0		AK333310		Ta.48604		0		0		0		0		TC429120		0		Triticum aestivum cDNA, clone: WT006_C14, cultivar: Chinese Spring [AK333310]

		A_99_P342431		10.308175		10.506351		10.787212		10.9994955		10.038701		9.440453		8.97129		11.095093		10.214227		9.666253		8.841035		10.991626		-1.2053683		-2.093474		-3.5208476		1.0685077		-1.0672871		-1.7901722		-3.8535216		-1.0054698		-0.26947403		-1.0658989		-1.8159227		0.09559727		-0.093948364		-0.8400984		-1.9461775		-0.00786972		No		Yes		Yes		TA94334_4565		0		0		0		0		0		0		0		TC426105		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC426105]

		A_99_P072985		4.4109263		3.7426112		5.4732327		5.5778384		4.207124		2.5141795		2.596244		4.4489627		3.8722332		2.9101362		3.3080473		4.7736945		-1.1517297		-2.3431213		-7.3461514		-2.1868825		-1.452656		-1.7807376		-4.485241		-1.7461094		-0.20380211		-1.2284317		-2.8769886		-1.1288757		-0.5386932		-0.83247495		-2.1651855		-0.8041439		Yes		Yes		Yes		CD886809		0		CD886809		Ta.27900		0		0		0		0		0		0		G118.103F22F010605 G118 Triticum aestivum cDNA clone G118103F22, mRNA sequence [CD886809]

		A_99_P307821		8.18073		8.14207		7.0530457		7.1505485		6.6890664		6.338711		5.184437		6.297851		6.738089		7.1631336		6.121864		7.4569583		-2.8121302		-3.4903193		-3.651803		-1.8058742		-2.7181797		-1.9710115		-1.9068375		1.2366265		-1.4916635		-1.803359		-1.868609		-0.8526974		-1.4426408		-0.9789362		-0.9311819		0.30640984		Yes		No		No		AK332181		0		AK332181		Ta.5948		0		0		0		0		TC416913		0		Triticum aestivum cDNA, clone: WT003_F13, cultivar: Chinese Spring [AK332181]

		A_99_P022489		9.98117		10.191638		10.32695		10.479234		11.395416		13.361561		12.844631		10.539659		11.887738		11.870273		12.87059		10.398759		2.665205		8.999987		5.726609		1.0427728		3.749163		3.2012484		5.830583		-1.057366		1.4142466		3.1699228		2.5176811		0.060424805		1.9065685		1.6786346		2.5436401		-0.08047485		Yes		Yes		Yes		TA69853_4565		0		0		0		0		0		0		0		TC369816		0		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC369816]

		A_99_P527782		6.8306518		5.031754		2.539192		5.8801723		7.580336		7.848545		6.2245445		6.955623		8.4344015		7.057753		6.2320466		6.8383946		1.6814249		7.0459347		12.864759		2.1073806		3.0393224		4.072738		12.931831		1.9429145		0.74968433		2.816791		3.6853526		1.0754509		1.6037498		2.025999		3.6928546		0.9582224		Yes		Yes		Yes		TC443651		0		0		0		0		0		0		0		TC443651		0		Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC443651]

		A_99_P201776		7.6398544		7.4763145		6.780666		7.600479		9.456		10.387664		7.664598		7.783518		10.656793		8.924679		8.073582		7.5065103		3.521392		7.523215		1.8453982		1.1352726		8.094479		2.7289846		2.4502277		-1.0673023		1.8161459		2.9113493		0.8839321		0.18303871		3.0169382		1.4483643		1.2929158		-0.09396887		Yes		Yes		Yes		TA51496_4565		0		0		0		0		0		0		0		TC377628		0		Rep: Caffeoyl-CoA O-methyltransferase - Bambusa oldhamii (Giant timber bamboo), partial (90%) [TC377628]

		A_99_P235507		8.812046		9.802872		13.315368		11.673505		10.732414		10.84621		11.036452		10.969655		12.513902		10.064189		11.46603		10.866544		3.7851965		2.0609906		-4.85313		-1.6288456		13.012765		1.1985725		-3.603347		-1.7495223		1.9203682		1.0433378		-2.2789154		-0.7038498		3.7018557		0.26131725		-1.8493376		-0.80696106		No		Yes		Yes		TA63211_4565		0		0		Ta.56884		0		0		0		0		0		0		0

		A_99_P201426		9.719415		8.735257		9.167777		8.435475		11.421176		11.100747		14.313224		10.5563545		12.263133		11.063454		14.187655		9.53498		3.2529783		5.1532764		35.39434		4.3495893		5.8308992		5.021772		32.44397		2.1428108		1.7017612		2.36549		5.145447		2.1208792		2.5437183		2.3281965		5.0198784		1.0995045		Yes		Yes		Yes		L28009		0		L28009		Ta.56205		543201		wali6		wali6 protein		0		TC406703		0		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P134750		4.579941		4.4246645		4.605902		4.4831553		3.5421247		2.693246		3.413246		1.8128206		2.7860253		3.4407368		3.13888		3.1349785		-2.0531173		-3.3205416		-2.285732		-6.365769		-3.4675472		-1.9778428		-2.7645068		-2.5459018		-1.037816		-1.7314186		-1.1926563		-2.6703348		-1.7939155		-0.9839277		-1.4670222		-1.3481767		Yes		No		No		CK210838		0		CK210838		Ta.48638		0		0		0		0		0		0		FGAS022665 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210838]

		A_99_P278781		7.038033		7.1814666		6.127423		5.9269586		5.521569		5.3075776		3.6971362		5.0599856		5.457138		6.0706773		4.8224506		6.2425675		-2.8608904		-3.6651926		-5.390005		-1.8238322		-2.9915538		-2.1596377		-2.4707897		1.2445369		-1.5164642		-1.873889		-2.4302866		-0.8669729		-1.580895		-1.1107893		-1.3049722		0.31560898		Yes		No		No		TA75536_4565		0		0		Ta.25453		0		0		0		0		TC412748		0		Rep: Plastid-specific 30S ribosomal protein 2, chloroplast precursor - Spinacia oleracea (Spinach), partial (57%) [TC412748]

		A_99_P442927		8.29069		6.7604966		7.374687		6.54746		8.845326		8.933852		8.895252		7.0473847		10.074047		8.769135		9.615018		7.19369		1.468798		4.510713		2.869034		1.4141397		3.4422615		4.024024		4.725054		1.5650728		0.554636		2.1733556		1.520565		0.49992466		1.7833567		2.0086389		2.2403307		0.64622974		Yes		Yes		Yes		CV769142		0		0		Ta.14129		0		0		0		0		TC398603		0		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		A_99_P332876		9.31147		9.0713		7.244625		7.5324836		9.883155		10.272205		9.152042		8.164196		10.847821		10.307685		9.707417		8.010015		1.4862583		2.2988396		3.7513692		1.549403		2.9005997		2.3560748		5.5128236		1.3923588		0.57168484		1.2009058		1.9074173		0.63171244		1.5363512		1.2363853		2.4627914		0.47753096		Yes		Yes		Yes		TA91424_4565		0		0		Ta.14343		0		0		0		0		TC426868		0		Rep: Lustrin A-like - Oryza sativa subsp. japonica (Rice), partial (32%) [TC426868]

		A_99_P369312		2.0373654		2.3543293		1.8838296		2.1671066		2.3790343		4.5426564		4.2287793		3.302993		3.307587		4.3604693		5.156636		3.5105965		1.2672216		4.557767		5.0804267		2.1975355		2.4119859		4.01706		9.665247		2.5376444		0.34166884		2.188327		2.3449497		1.1358864		1.2702215		2.00614		3.2728066		1.3434899		Yes		Yes		Yes		TA102924_4565		0		0		0		0		0		0		0		TC426207		0		0

		A_99_P498102		8.376911		7.3664184		8.129139		6.849275		9.204841		7.0493827		6.314899		7.0303535		7.2078624		6.889484		5.4944215		7.644842		1.7751359		-1.2457682		-3.5167432		1.133731		-2.2486339		-1.3917831		-6.2105346		1.7357595		0.8279295		-0.31703568		-1.81424		0.18107843		-1.1690488		-0.47693443		-2.6347175		0.79556704		No		Yes		Yes		CJ708539		0		CJ708539		Ta.54315		0		0		0		0		TC403126		0		CJ708539 Y.Ogihara unpublished cDNA library Wh_V483 Triticum aestivum cDNA clone whv3n15f08 5', mRNA sequence [CJ708539]

		A_99_P394107		1.6036702		1.8727822		1.6353139		2.015147		2.6272213		3.3224547		1.7331003		6.0605397		2.3541937		2.1626837		1.6120619		1.8444339		2.0329168		2.7314603		1.0701302		16.511429		1.6824031		1.2225568		-1.0162476		-1.1256146		1.0235511		1.4496725		0.09778643		4.045393		0.75052345		0.2899015		-0.02325201		-0.17071307		Yes		No		No		TA108993_4565		0		0		0		0		0		0		0		TC459316		0		Rep: Phosphatidylinositol-4-phosphate 5-kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC459316]

		A_99_P304511		10.745281		10.566573		9.948336		10.087874		9.5099535		9.480899		9.170486		8.835949		9.527847		9.9214945		9.044513		10.093385		-2.3543482		-2.1223671		-1.7145728		-2.3815906		-2.3253274		-1.5638245		-1.8710173		1.0038267		-1.2353277		-1.0856743		-0.7778492		-1.2519255		-1.2174339		-0.64507866		-0.9038229		0.00551033		Yes		No		No		TA83009_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P358326		5.9172916		5.8941207		6.2402444		6.0053577		4.720557		4.9386487		5.0960326		4.9664564		5.0243936		5.2992506		4.610224		4.8073616		-2.2922025		-1.939214		-2.2102535		-2.0546625		-1.8569025		-1.5103366		-3.0951743		-2.2942078		-1.1967344		-0.955472		-1.1442118		-1.0389013		-0.8928981		-0.5948701		-1.6300206		-1.1979961		Yes		Yes		Yes		TA99437_4565		0		0		0		0		0		0		0		TC392542		0		Rep: Anther-specific proline-rich protein APG - Brassica napus (Rape), partial (7%) [TC392542]

		A_99_P388932		2.440117		2.4422286		3.092954		2.6164443		2.7264273		3.932431		3.4043772		2.7221727		4.0250397		3.814326		4.00015		3.4573958		1.2195175		2.809284		1.2409314		1.0760375		2.9999175		2.5884662		1.8753973		1.791231		0.28631043		1.4902024		0.3114233		0.10572839		1.5849228		1.3720975		0.9071963		0.84095144		Yes		No		No		TA107725_4565		0		0		0		0		0		0		0		TC429470		0		0

		A_99_P321241		8.677018		8.65926		9.310517		9.500751		7.897638		7.395635		8.2202425		8.952636		7.912379		7.8137336		7.999937		9.403055		-1.7163935		-2.4009821		-2.1291459		-1.4621738		-1.6989453		-1.7969201		-2.4804127		-1.0700628		-0.7793803		-1.2636247		-1.0902748		-0.5481148		-0.7646394		-0.8455262		-1.3105803		-0.09769535		No		Yes		Yes		TA87909_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P454672		9.217405		9.252702		8.966357		8.832002		8.454822		8.345913		7.9369264		8.323745		8.294425		8.779426		7.66391		8.872136		-1.6965262		-1.8748678		-2.0412188		-1.4223306		-1.896028		-1.3882585		-2.4664693		1.0282097		-0.76258373		-0.9067888		-1.0294309		-0.5082569		-0.9229803		-0.47327614		-1.3024473		0.04013443		No		Yes		Yes		TC406868		0		0		0		0		0		0		0		TC406868		0		Rep: Ribosomal protein S5 - Halorubrum lacusprofundi ATCC 49239, partial (8%) [TC406868]

		A_99_P287196		6.6877933		5.764849		5.787642		6.134655		7.6675835		8.957191		7.2065454		6.5853		9.494545		8.311626		7.719912		6.7177143		1.9721786		9.140939		2.673822		1.366651		6.997074		5.843275		3.8165526		1.4980226		0.9797902		3.1923423		1.4189034		0.45064497		2.8067517		2.5467772		1.93227		0.5830593		Yes		Yes		Yes		TA77983_4565		0		0		0		0		0		0		0		TC410857		0		Rep: TPR-repeat protein - Chlamydomonas reinhardtii, partial (9%) [TC410857]

		A_99_P371127		7.845885		7.4497247		6.035609		6.982197		8.608955		9.145859		7.924662		7.71728		7.773645		7.784336		7.440454		7.3779755		1.6970989		3.240315		3.703921		1.6644933		-1.0513477		1.2610377		2.6478937		1.3156526		0.7630706		1.6961341		1.8890533		0.7350831		-0.072239876		0.33461142		1.4048452		0.39577866		Yes		No		No		TA103369_4565		0		0		0		0		0		0		0		TC414427		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC414427]

		A_99_P427002		15.368011		15.7265625		15.6997175		15.688462		15.748843		16.367958		16.19918		16.32872		16.061604		16.303078		16.737488		15.999766		1.3020923		1.5598373		1.4136873		1.5586077		1.6173053		1.4912429		2.0530522		1.2408289		0.38083172		0.64139557		0.49946308		0.64025784		0.6935921		0.5765152		1.0377703		0.3113041		No		Yes		Yes		CK170520		0		CK170520		Ta.1403		543241		LOC543241		calmodulin TaCaM3-3		0		TC386126		0		FGAS045446 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170520]

		A_99_P219711		9.747978		9.792972		9.544932		9.767901		10.622657		11.845497		10.925735		9.886629		11.338346		11.206872		11.352753		9.894108		1.8335996		4.1483154		2.604133		1.0857769		3.01126		2.6645656		3.5011292		1.09142		0.8746786		2.0525255		1.3808031		0.118727684		1.5903673		1.4139004		1.8078203		0.1262064		Yes		Yes		Yes		TA58168_4565		0		0		Ta.50600		0		0		0		0		TC401080		0		Rep: BZIP transcription factor-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC401080]

		A_99_P249771		11.003044		10.778258		9.775174		9.474647		9.883153		9.5985985		8.981496		8.205386		9.621159		10.148975		8.948087		9.311147		-2.1733057		-2.2652335		-1.7334886		-2.4103796		-2.6060874		-1.546796		-1.7741001		-1.1200008		-1.1198912		-1.1796598		-0.7936783		-1.2692604		-1.3818855		-0.62928295		-0.8270874		-0.16349983		Yes		No		No		AK332602		0		AK332602		Ta.24988		0		0		0		0		TC377637		0		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P538212		6.8416924		6.489697		6.052651		6.7008		8.1198435		9.356014		7.357248		6.8451314		8.296765		7.8174043		7.9028893		6.8208604		2.4252796		7.2920136		2.470147		1.1052184		2.7417042		2.5100346		3.6055975		1.0867804		1.278151		2.8663173		1.3045969		0.14433146		1.4550729		1.3277073		1.8502383		0.120060444		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P306276		8.442368		7.9534187		8.726993		8.474648		7.4804063		6.8048897		7.587393		7.8363223		7.675366		7.153521		7.4420686		8.145827		-1.9479562		-2.2168775		-2.203199		-1.5565223		-1.7017294		-1.7409776		-2.4366922		-1.2559867		-0.96196127		-1.148529		-1.1395998		-0.63832617		-0.7670016		-0.7998977		-1.284924		-0.32882118		No		Yes		Yes		TA83553_4565		0		0		0		0		0		0		0		TC381179		0		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC381179]

		A_99_P538777		8.964337		9.3528805		9.026479		8.599076		7.971436		8.301525		7.508814		7.1612697		7.908917		8.539478		7.260538		8.616047		-1.9901834		-2.072476		-2.8632724		-2.709087		-2.0783238		-1.7573508		-3.4009569		1.0118326		-0.9929013		-1.0513554		-1.5176649		-1.4378066		-1.0554204		-0.8134022		-1.7659407		0.016970634		Yes		No		No		TC448142		0		0		0		0		0		0		0		TC448142		GO:0003824(catalytic activity)|GO:0004375(glycine dehydrogenase (decarboxylating) activity)|GO:0005739(mitochondrion)|GO:0005960(glycine cleavage complex)|GO:0006546(glycine catabolic process)|GO:0009853(photorespiration)|GO:0019464(glycine decarboxylation via glycine cleavage system)		Rep: Glycine cleavage system H protein, mitochondrial precursor - Oryza sativa subsp. indica (Rice), complete [TC448142]

		A_99_P426632		13.338433		13.334908		12.610355		12.79227		12.211193		12.41367		11.952584		11.459548		12.087773		12.874837		11.609122		12.801849		-2.1844046		-1.8937396		-1.5776434		-2.518774		-2.3795025		-1.3756092		-2.0017102		1.0066622		-1.1272402		-0.92123795		-0.6577711		-1.3327217		-1.25066		-0.4600706		-1.0012331		0.0095796585		Yes		No		No		TA78896_4565		0		0		Ta.31525		0		0		0		0		TC385917		0		Rep: LigA - Methylobacterium sp. 4-46, partial (3%) [TC385917]

		A_99_P294396		11.751925		12.373924		12.271394		11.83871		11.081299		10.641583		9.921868		10.598367		10.597619		11.438827		10.051728		10.690079		-1.5917642		-3.322665		-5.0965657		-2.3625472		-2.2257729		-1.9120201		-4.6578546		-2.2170343		-0.67062664		-1.7323408		-2.3495255		-1.2403431		-1.1543064		-0.9350977		-2.2196655		-1.1486311		Yes		Yes		Yes		TA80054_4565		0		0		0		0		0		0		0		TC369955		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC369955]

		A_99_P444612		4.2686563		5.534758		5.9269805		5.684098		3.841326		3.5638247		3.582944		4.9106135		3.488493		4.888366		4.379192		4.346636		-1.3447428		-3.9202168		-5.0772123		-1.7093931		-1.7173252		-1.5652486		-2.9236865		-2.5270636		-0.42733026		-1.9709334		-2.3440366		-0.77348423		-0.7801633		-0.64639187		-1.5477886		-1.337462		Yes		Yes		Yes		TC399845		0		0		0		0		0		0		0		TC399845		0		Rep: ISAE1 Orf2 fusion protein - Ralstonia eutropha (strain ATCC 17699 / H16 / DSM 428 / Stanier 337)(Cupriavidus necator (strain ATCC 17699 / H16 / DSM 428 / Stanier337)), partial (5%) [TC399845]

		A_99_P230541		6.062204		5.997639		5.7796197		6.869887		6.1435113		6.2382255		7.753814		6.412031		6.1148467		5.92431		7.501989		6.974172		1.0579764		1.1814727		3.929088		-1.3734988		1.0371631		-1.0521417		3.2997785		1.0749617		0.08130741		0.24058628		1.9741945		-0.4578557		0.052642822		-0.07332897		1.7223692		0.10428524		No		Yes		Yes		AK335485		0		AK335485		Ta.53969		0		0		0		0		TC369938		0		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		A_99_P214151		9.220613		7.725819		7.6782765		7.796253		10.141878		10.139741		10.235412		9.340097		10.016788		9.71698		10.162038		9.19476		1.8937758		5.3292108		5.885378		2.915704		1.7364911		3.9755676		5.5935388		2.6362865		0.9212656		2.4139218		2.557135		1.5438442		0.796175		1.9911609		2.4837613		1.3985071		Yes		Yes		Yes		TA55708_4565		0		0		Ta.55134		0		0		0		0		TC426003		0		0

		A_99_P382202		3.254631		2.9749353		1.9825754		2.9463818		4.193764		4.593479		3.991697		3.2654533		5.3270717		3.5528514		4.916794		3.7596676		1.9173758		3.0706496		4.0253706		1.2475275		4.205976		1.4926916		7.6434207		1.7572091		0.93913317		1.6185439		2.0091217		0.31907153		2.0724406		0.57791615		2.9342184		0.8132858		Yes		Yes		Yes		TA106063_4565		0		0		0		0		0		0		0		TC427053		0		0

		A_99_P101895		8.346427		7.8932214		7.9700065		7.865986		7.497568		6.545877		7.084314		5.7818217		6.8844113		7.010196		6.5578256		6.4662147		-1.8010757		-2.5444334		-1.8476514		-4.2402935		-2.75493		-1.8442384		-2.6613917		-2.6385972		-0.84885883		-1.3473444		-0.8856926		-2.0841641		-1.4620156		-0.88302517		-1.4121809		-1.3997712		Yes		No		No		EU181193		0		EU181193		Ta.38504		100192188		CPK13		calcium-dependent protein kinase		0		TC458317		0		Triticum aestivum calcium-dependent protein kinase (CPK13) mRNA, complete cds [EU181193]

		A_99_P286206		10.069795		10.179654		10.078758		10.291856		8.902074		8.155057		8.867326		8.787312		7.9702096		9.458245		8.231879		9.840512		-2.246565		-4.0687823		-2.3156745		-2.8373504		-4.285861		-1.6487913		-3.5972116		-1.367313		-1.1677208		-2.0245972		-1.2114325		-1.5045443		-2.099585		-0.72140884		-1.846879		-0.45134354		Yes		No		No		TA77693_4565		0		0		Ta.8661		0		0		0		0		TC381662		0		0

		A_99_P443232		4.5845013		4.4341297		3.655323		3.6948311		3.402851		2.9282486		3.1980991		2.304255		2.840258		3.548724		2.1955175		2.8816006		-2.2683609		-2.8399806		-1.3728975		-2.6218336		-3.350191		-1.8472841		-2.7507126		-1.7571417		-1.1816502		-1.5058811		-0.4572239		-1.3905761		-1.7442434		-0.8854058		-1.4598055		-0.8132305		Yes		No		No		CV779893		0		0		Ta.24400		0		0		0		0		TC398848		0		Rep: Photosystem 1 subunit 5 - Triticum aestivum (Wheat), partial (92%) [TC398848]

		A_99_P450312		7.74625		8.138267		7.935304		8.338375		8.720748		10.652097		10.402318		7.983149		9.491397		9.5141		10.401463		8.068539		1.9649571		5.711344		5.5289817		-1.279186		3.3522894		2.5951781		5.5257044		-1.2056711		0.9744978		2.5138302		2.4670138		-0.35522604		1.7451468		1.3758335		2.4661584		-0.26983643		Yes		Yes		Yes		AK334504		0		AK334504		Ta.48559		0		0		0		0		TC403965		0		Triticum aestivum cDNA, clone: WT010_C04, cultivar: Chinese Spring [AK334504]

		A_99_P519937		9.680409		9.035634		9.835198		9.453754		11.10702		12.022807		10.464124		9.684326		12.50528		10.246809		10.498345		9.337534		2.688145		7.929188		1.5464126		1.1732998		7.085502		2.3152611		1.583533		-1.0838916		1.426611		2.987173		0.6289253		0.23057175		2.82487		1.211175		0.663147		-0.116220474		Yes		Yes		Yes		CJ954112		0		CJ954112		Ta.52749		0		0		0		0		TC440495		0		CJ954112 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40o21 5', mRNA sequence [CJ954112]

		A_99_P391702		3.244933		4.695081		4.9107814		5.1017804		2.6212149		3.4187047		4.4500585		4.5469537		2.4302819		3.655213		4.615455		4.8621006		-1.540841		-2.4222982		-1.3762313		-1.4689922		-1.7588726		-2.0560398		-1.2271625		-1.1807306		-0.623718		-1.2763765		-0.46072292		-0.55482674		-0.814651		-1.0398681		-0.29532623		-0.23967981		No		Yes		Yes		TA108406_4565		0		0		0		0		0		0		0		TC460343		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (74%) [TC460343]

		A_99_P390117		6.0183983		6.091285		6.2204013		6.1020584		5.2740016		5.0156326		5.250056		4.773554		4.7802844		4.59886		4.604608		4.781284		-1.6752735		-2.1076753		-1.9593097		-2.5114222		-2.3588994		-2.813616		-3.0648007		-2.4980018		-0.7443967		-1.0756526		-0.9703455		-1.3285046		-1.2381139		-1.4924254		-1.6157932		-1.3207746		Yes		Yes		Yes		TA108015_4565		0		0		0		0		0		0		0		TC397669		0		Rep: Chromosome undetermined scaffold_143, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC397669]

		A_99_P001266		4.2633023		4.454926		5.146381		4.8358097		3.7790184		3.1600497		3.7788079		4.4404683		3.6184473		3.9339821		3.7434673		4.268499		-1.3988913		-2.4535596		-2.5803611		-1.315254		-1.5635822		-1.4348937		-2.6443508		-1.481759		-0.48428392		-1.2948763		-1.367573		-0.3953414		-0.644855		-0.5209439		-1.4029136		-0.5673108		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P408412		13.186973		12.641934		6.6747627		8.001686		12.194778		10.444054		3.107382		6.114094		11.59191		11.763794		3.8650787		6.4346824		-1.9892081		-4.588049		-11.854646		-3.700172		-3.0210755		-1.8380047		-7.01131		-2.9628873		-0.9921942		-2.1978807		-3.5673807		-1.8875923		-1.5950623		-0.87814045		-2.809684		-1.5670037		Yes		No		No		TA52656_4565		0		0		Ta.54163		0		0		0		0		TC370503		0		0

		A_99_P303506		7.3569393		6.6505904		6.0800643		7.191094		9.002166		9.780938		9.591541		8.596248		10.178285		8.537404		9.523519		8.066472		3.1279695		8.75646		11.404071		2.6484601		7.068212		3.6981754		10.878851		1.8344889		1.6452265		3.1303477		3.511477		1.4051538		2.8213453		1.8868136		3.4434543		0.87537813		Yes		Yes		Yes		TA82718_4565		0		0		0		0		0		0		0		TC378007		0		0

		A_99_P063942		4.886667		4.7265067		6.2960305		5.778069		4.661291		3.8321285		4.508379		5.2512584		4.479722		3.9184806		4.099008		4.694679		-1.1690816		-1.8588085		-3.4525242		-1.4407406		-1.325875		-1.7508143		-4.58532		-2.1190097		-0.22537565		-0.8943782		-1.7876515		-0.52681065		-0.40694475		-0.8080261		-2.1970224		-1.0833902		Yes		Yes		Yes		AF438769		0		AF438769		Ta.24796		542886		Acc-2,1		cytosolic acetyl-CoA carboxylase		0		0		0		Triticum aestivum 7iL cytosolic acetyl-CoA carboxylase (Acc-2,1) mRNA, partial cds [AF438769]

		A_99_P510432		9.207286		9.495405		8.2012205		8.635335		9.443019		9.978511		9.966512		9.0461645		9.257728		10.177793		9.933526		9.458926		1.1775049		1.3977493		3.3994262		1.32945		1.035582		1.6047932		3.3225837		1.769806		0.23573303		0.48310566		1.7652912		0.41082954		0.050441742		0.68238735		1.7323055		0.82359123		No		Yes		Yes		CD878990		0		0		Ta.58470		0		0		0		0		TC436264		0		Rep: Glucose-6-phosphate 1-dehydrogenase - Hordeum vulgare (Barley), partial (19%) [TC436264]

		A_99_P398922		5.397516		5.475233		5.129223		4.9097543		4.894075		5.672725		7.6541247		4.6874948		5.489788		5.449121		6.7452273		5.1728234		-1.4175905		1.1467032		5.755343		-1.1665592		1.0660479		-1.0182643		3.0652494		1.2000289		-0.50344086		0.19749212		2.5249019		-0.22225952		0.09227228		-0.02611208		1.6160045		0.26306915		No		Yes		Yes		TA110173_4565		0		0		0		0		0		0		0		TC389895		0		0

		A_99_P533507		9.234019		8.698567		8.637898		8.472074		10.269488		10.999797		9.9158745		9.1968355		11.175648		10.345395		10.3277235		9.025743		2.04978		4.9287763		2.4249854		1.652628		3.8413901		3.1314433		3.2261758		1.4678138		1.035469		2.3012295		1.277976		0.72476196		1.9416285		1.6468277		1.689825		0.553669		Yes		Yes		Yes		CA602826		0		CA602826		Ta.19862		0		0		0		0		TC445923		0		wr1.pk0006.d12 wr1 Triticum aestivum cDNA clone wr1.pk0006.d12 5' end, mRNA sequence [CA602826]

		A_99_P529327		6.528177		6.176937		5.2578034		6.1630654		5.4543304		4.4561906		4.82843		5.0089374		4.3977885		5.1280475		3.9411933		5.209906		-2.1050382		-3.2960691		-1.3466485		-2.2254977		-4.378353		-2.0689368		-2.4908016		-1.9361079		-1.0738463		-1.7207465		-0.42937326		-1.1541281		-2.1303883		-1.0488896		-1.3166101		-0.95315933		Yes		Yes		Yes		AK336248		0		AK336248		Ta.18225		0		0		0		0		TC444220		0		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		A_99_P007431		11.565942		12.065625		10.43768		10.00068		11.472474		11.894221		12.752843		11.470947		11.575097		12.657448		13.3558855		11.351617		-1.0669316		-1.1261538		4.976608		2.7707322		1.0063661		1.5071496		7.5590515		2.5507772		-0.09346771		-0.17140388		2.3151627		1.4702673		0.009155273		0.5918226		2.9182053		1.3509369		Yes		Yes		Yes		DN949052		0		DN949052		Ta.3647		0		0		0		0		TC378108		0		F04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949052]

		A_99_P221091		14.37057		14.204533		13.578959		13.585889		13.218837		12.847645		12.517102		12.269971		13.039374		13.366071		12.251773		13.761249		-2.2218068		-2.5613205		-2.0876172		-2.4896069		-2.5161114		-1.7881427		-2.5091288		1.129246		-1.1517334		-1.3568878		-1.0618572		-1.315918		-1.3311958		-0.8384619		-1.3271866		0.17535973		Yes		No		No		TA58665_4565		0		0		0		0		0		0		0		TC384077		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC384077]

		A_99_P391037		1.579814		1.5661811		3.057949		2.273729		1.5245231		1.8354124		7.0465865		6.961907		1.530715		1.5497781		6.0190887		7.52713		-1.0390686		1.2051655		15.87448		25.779959		-1.0346185		-1.0114346		7.787389		38.14444		-0.05529082		0.26923132		3.9886374		4.688178		-0.04909897		-0.01640296		2.9611397		5.253401		Yes		No		No		TA108246_4565		0		0		0		0		0		0		0		TC456059		0		0

		A_99_P354406		2.246357		2.464613		3.8392487		3.5896454		3.2742863		3.9987729		5.7549458		4.6322465		3.7992837		3.673453		6.164749		4.69734		2.0390954		2.8961973		3.7729607		2.0599382		2.9341178		2.3115172		5.0123963		2.15501		1.0279293		1.5341599		1.9156971		1.0426011		1.5529268		1.2088401		2.3255005		1.1076946		Yes		Yes		Yes		TA98109_4565		0		0		0		0		0		0		0		TC390072		0		Rep: Os01g0303600 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC390072]

		A_99_P364861		7.155054		8.0839205		8.85987		9.330072		6.904116		5.3511224		6.4140077		8.182279		5.4704356		7.140735		6.627526		8.624275		-1.1899805		-6.6474366		-5.448512		-2.2157478		-3.2145538		-1.9227688		-4.698969		-1.6310457		-0.25093794		-2.732798		-2.4458623		-1.1477938		-1.6846185		-0.9431853		-2.2323442		-0.7057972		Yes		Yes		Yes		TA101655_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P306526		3.0220346		2.643564		1.7116686		2.7937381		3.2668362		3.9986525		2.8051748		2.5940535		4.774653		3.3882358		3.517032		2.3208153		1.1849297		2.558128		2.1339202		-1.1484473		3.3696957		1.675593		3.4951715		-1.3879185		0.24480152		1.3550885		1.0935062		-0.19968462		1.7526183		0.7446718		1.8053633		-0.4729228		No		Yes		Yes		TA83626_4565		0		0		0		0		0		0		0		TC427356		0		0

		A_99_P366657		14.157922		13.17952		13.285351		12.782428		12.909855		11.709381		12.923108		11.51444		12.505933		12.637568		11.910388		12.392894		-2.3752294		-2.770485		-1.2854226		-2.408255		-3.142666		-1.4559402		-2.5936122		-1.3099703		-1.2480669		-1.4701385		-0.3622427		-1.2679882		-1.651989		-0.5419512		-1.3749628		-0.389534		Yes		No		No		TA102260_4565		0		0		0		0		0		0		0		TC448413		0		Rep: Nitrite reductase apoprotein - Hordeum vulgare (Barley), partial (69%) [TC448413]

		A_99_P359576		4.7634645		4.936153		4.9081693		4.9430156		6.019266		8.404811		8.377874		7.69574		6.362341		7.8648925		8.445571		7.86848		2.387998		11.070573		11.078611		6.739888		3.0290732		7.6144485		11.61085		7.597183		1.2558017		3.468658		3.469705		2.7527246		1.5988765		2.9287395		3.5374017		2.9254646		Yes		Yes		Yes		TA99860_4565		0		0		0		0		0		0		0		TC373223		0		Rep: Cation transporting ATPase, C-terminal - Medicago truncatula (Barrel medic), partial (41%) [TC373223]

		A_99_P420662		7.637446		9.0219		10.749202		9.692997		7.5412803		7.929816		9.586866		9.366616		7.3944106		8.477719		9.983577		9.570405		-1.0689287		-2.1318183		-2.2381945		-1.2538639		-1.18348		-1.4581922		-1.7001064		-1.0886891		-0.09616566		-1.0920844		-1.1623354		-0.32638073		-0.24303532		-0.54418087		-0.765625		-0.12259197		No		Yes		Yes		CD920100		0		0		Ta.48921		0		0		0		0		TC381215		0		Rep: Os03g0174800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC381215]

		A_99_P287126		9.713886		8.315068		7.0107894		8.518042		10.030044		10.290694		8.843838		8.611634		10.526153		10.729752		8.862594		9.189247		1.24501		3.9329886		3.562891		1.067024		1.7559677		5.332024		3.609513		1.592403		0.31615734		1.975626		1.8330483		0.093592644		0.81226635		2.4146833		1.8518043		0.6712055		Yes		Yes		Yes		TA77966_4565		0		0		0		0		0		0		0		TC393322		0		Rep: Os04g0684900 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC393322]

		A_99_P245746		4.736091		4.577717		2.5928879		5.7110443		6.446499		10.907219		14.287308		10.909046		9.427943		10.926788		14.044674		11.078326		3.272533		80.4211		3314.1423		36.707474		25.845695		81.5194		2801.116		41.27745		1.7104077		6.329502		11.69442		5.198002		4.691852		6.3490715		11.451786		5.367282		Yes		Yes		Yes		DR740800		0		DR740800		Ta.46365		543437		PR-1.1		pathogenisis-related protein 1.1		0		TC375912		0		FGAS000735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740800]

		A_99_P410897		13.647412		13.5104265		13.4730215		13.211197		13.195465		12.610101		12.125435		13.627074		12.877641		13.403165		12.395135		13.764894		-1.3678852		-1.8664874		-2.5448606		1.3341098		-1.7049998		-1.0771817		-2.1109414		1.467842		-0.4519472		-0.9003258		-1.3475866		0.41587734		-0.7697716		-0.10726166		-1.0778866		0.55369663		No		Yes		Yes		TC372962		0		0		0		0		0		0		0		TC372962		0		Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar, partial (76%) [TC372962]

		A_99_P260211		7.821028		6.421928		6.1416836		5.988336		6.451692		4.4651303		4.320221		5.1573577		5.1678305		5.3153214		5.0268936		5.9939847		-2.5835166		-3.8819933		-3.5343933		-1.7788913		-6.290601		-2.1533854		-2.1656349		1.0039229		-1.3693361		-1.9567976		-1.8214626		-0.8309784		-2.6531978		-1.1066065		-1.11479		0.005648613		Yes		No		No		TA70061_4565		0		0		Ta.9389		0		0		0		0		TC419222		0		Rep: Seed maturation protein PM41 - Glycine max (Soybean), partial (69%) [TC419222]

		A_99_P319666		10.325336		10.170014		8.929238		9.558308		9.080832		8.711657		7.735155		7.8653283		8.809255		9.234341		7.5193596		9.466528		-2.3693724		-2.747954		-2.287994		-3.2332373		-2.8601322		-1.9127836		-2.6571484		-1.065684		-1.2445049		-1.4583578		-1.1940832		-1.6929793		-1.5160818		-0.9356737		-1.4098787		-0.09177971		Yes		No		No		TA87444_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P542222		5.3725495		5.715233		6.4482102		6.4908867		6.224459		8.903161		10.452235		6.270349		7.4035087		7.728176		9.944532		6.2878175		1.8048884		9.113013		16.0447		-1.1651677		4.0867643		4.036048		11.284904		-1.1511447		0.85190964		3.1879282		4.004025		-0.22053766		2.0309591		2.0129433		3.4963222		-0.20306921		Yes		Yes		Yes		CD921487		0		0		Ta.56183		0		0		0		0		TC449359		0		Rep: Sec61 alpha subunit - Hordeum vulgare (Barley), partial (21%) [TC449359]

		A_99_P444422		9.904925		10.59389		10.658334		10.508896		9.831212		9.587445		9.546763		10.347046		9.446813		10.111954		9.498986		10.336078		-1.052422		-2.0089545		-2.1608071		-1.1187208		-1.3737435		-1.396617		-2.233564		-1.1272583		-0.0737133		-1.0064449		-1.1115704		-0.16184998		-0.45811272		-0.48193645		-1.1593475		-0.17281818		No		Yes		Yes		TC399690		0		0		0		0		0		0		0		TC399690		0		0

		A_99_P574597		6.744826		4.7521863		2.1147306		5.3233113		6.4775596		5.1538424		4.2798595		5.658131		6.5414157		5.076863		4.312757		5.8757477		-1.2035252		1.3210235		4.485065		1.2612199		-1.1514168		1.2523836		4.588512		1.4665602		-0.26726627		0.40165615		2.165129		0.3348198		-0.20341015		0.3246765		2.1980264		0.55243635		No		Yes		Yes		BU100091		0		0		Ta.39165		0		0		0		0		TC461408		0		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (13%) [TC461408]

		A_99_P401892		6.825489		6.788208		9.57462		7.73348		8.3524885		8.664363		9.819424		8.160142		11.062546		7.783041		10.020546		7.6725354		2.8818583		3.6709538		1.1849313		1.34412		18.857372		1.9928498		1.3621879		-1.0431485		1.5269995		1.8761549		0.24480343		0.42666197		4.2370567		0.994833		0.4459257		-0.060944557		Yes		Yes		Yes		TA110907_4565		0		0		0		0		0		0		0		TC436498		0		0

		A_99_P431402		9.054245		7.9925194		7.7725654		7.893624		10.350781		11.235749		9.902963		8.561564		11.505135		10.349534		10.230778		8.656136		2.4563847		9.469117		4.3783803		1.5888034		5.467531		5.1230917		5.4953537		1.6964415		1.2965364		3.2432299		2.1303973		0.6679406		2.4508896		2.3570147		2.4582124		0.76251173		Yes		Yes		Yes		DR733579		0		0		0		0		0		0		0		TC389642		0		0

		A_99_P341656		9.623776		9.111184		10.090243		9.764457		9.5024		8.365037		9.131981		8.091685		7.86793		8.479072		7.6648736		8.114018		-1.0877719		-1.6773075		-1.9429684		-3.1882648		-3.3772442		-1.5498327		-5.3716664		-3.13929		-0.12137604		-0.74614716		-0.95826244		-1.6727715		-1.7558465		-0.6321125		-2.4253697		-1.6504383		Yes		No		No		TA94091_4565		0		0		0		0		0		0		0		TC418233		0		Rep: Os12g0121100 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC418233]

		A_99_P258016		11.000271		10.785785		9.442505		8.546116		9.532937		9.396736		8.828641		7.225025		9.479411		10.0741625		8.707309		8.684501		-2.765104		-2.619059		-1.5303525		-2.4985492		-2.86962		-1.6376445		-1.6646237		1.1006721		-1.4673338		-1.3890486		-0.61386395		-1.3210907		-1.5208597		-0.71162224		-0.7351961		0.13838482		Yes		No		No		TA69407_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P516972		7.128225		6.512674		6.164291		6.170178		5.725929		5.037169		4.5303607		4.835539		5.7410874		5.9119744		5.0275025		5.8667626		-2.6432192		-2.7808094		-3.1035733		-2.5221238		-2.6155918		-1.5164516		-2.1989098		-1.2340623		-1.4022961		-1.4755049		-1.6339302		-1.3346391		-1.3871374		-0.6006994		-1.1367884		-0.3034153		Yes		No		No		AK332911		0		AK332911		Ta.39243		0		0		0		0		TC439257		0		Triticum aestivum cDNA, clone: WT005_C24, cultivar: Chinese Spring [AK332911]

		A_99_P419492		12.7249975		13.080398		12.862582		12.770382		12.976716		13.761753		13.440579		12.917805		13.434737		13.793963		14.247607		12.904965		1.1906245		1.6036458		1.4927754		1.1075891		1.635509		1.6398523		2.611765		1.0977758		0.25171852		0.6813555		0.5779972		0.14742279		0.7097397		0.7135658		1.385025		0.13458347		No		Yes		Yes		BJ321508		0		0		Ta.714		0		0		0		0		TC380279		0		Rep: Calmodulin - Zea mays (Maize), complete [TC380279]

		A_99_P072250		9.444108		9.185643		8.768523		8.846267		8.802945		7.8886867		7.590057		7.761946		8.577592		8.844174		7.7066345		8.552641		-1.5595857		-2.4571		-2.2633605		-2.1203766		-1.8232547		-1.267046		-2.0876627		-1.225717		-0.6411629		-1.2969565		-1.1784663		-1.0843205		-0.8665161		-0.3414688		-1.0618887		-0.29362583		Yes		No		No		BT009062		0		BT009062		Ta.27554		0		0		0		0		TC431367		0		Triticum aestivum clone wds1f.pk002.a12:fis, full insert mRNA sequence [BT009062]

		A_99_P536337		11.739238		11.608342		12.637385		12.515915		12.474385		12.907863		13.572381		12.948478		12.685575		12.939064		13.7948885		13.303626		1.6645676		2.4614706		1.9118849		1.3496289		1.9269735		2.515285		2.2307103		1.7263334		0.7351475		1.2995205		0.93499565		0.43256283		0.94633675		1.3307219		1.1575031		0.78771114		Yes		No		No		CK196320		0		0		Ta.29817		0		0		0		0		TC447100		0		Rep: Cell death associated protein - Oryza sativa subsp. japonica (Rice), partial (66%) [TC447100]

		A_99_P525412		11.270938		11.872243		12.874096		12.033772		11.249797		10.848268		12.001172		11.696845		10.673297		11.396062		12.073964		11.957311		-1.0147618		-2.0335147		-1.8313707		-1.2630637		-1.5132402		-1.3910565		-1.7412602		-1.0544289		-0.021141052		-1.0239754		-0.87292385		-0.3369274		-0.597641		-0.47618103		-0.8001318		-0.07646179		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P132220		8.396171		8.284718		8.743461		8.487606		7.917858		7.2713447		7.7727075		7.0347495		7.1511292		7.363239		7.254051		7.292848		-1.3931133		-2.018625		-1.9598635		-2.7374954		-2.3702536		-1.8940557		-2.8077402		-2.2890642		-0.4783125		-1.0133729		-0.9707532		-1.4528565		-1.2450414		-0.92147875		-1.4894094		-1.1947579		Yes		No		No		CJ675851		0		CJ675851		Ta.47920		0		0		0		0		TC422300		0		CJ675851 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms2l08 5', mRNA sequence [CJ675851]

		A_99_P349021		3.7094326		3.3546314		3.9354477		4.20047		4.518915		4.0260453		6.426232		5.559513		3.4856215		3.739639		6.000572		4.6695266		1.7525828		1.592633		5.620834		2.5651498		-1.1678145		1.3058667		4.184701		1.384204		0.8094826		0.6714139		2.4907842		1.3590431		-0.22381115		0.38500762		2.0651245		0.4690566		Yes		Yes		Yes		TA96428_4565		0		0		0		0		0		0		0		TC396611		0		Rep: Lysyl-tRNA synthetase - Oryza sativa subsp. japonica (Rice), partial (34%) [TC396611]

		A_99_P185384		2.8054476		3.0042174		3.3020809		3.0156338		2.947239		4.6456113		3.7094843		3.824878		4.0679626		4.219214		4.5961976		3.7226284		1.1032741		3.119671		1.3262966		1.7522931		2.3991363		2.3214023		2.4522681		1.6323999		0.14179134		1.6413939		0.40740347		0.80924416		1.2625151		1.2149966		1.2941167		0.70699453		Yes		No		No		CD894815		0		CD894815		Ta.60909		0		0		0		0		0		0		G118.127D11F010824 G118 Triticum aestivum cDNA clone G118127D11, mRNA sequence [CD894815]

		A_99_P123440		6.663517		6.9111214		5.707582		7.1097465		6.4693494		6.7944183		6.3854384		6.2229686		6.594197		6.9613013		6.8180947		6.495142		-1.1440638		-1.0842541		1.599761		-1.8490418		-1.0492222		1.0353941		2.1592238		-1.5311382		-0.19416761		-0.11670303		0.67785645		-0.8867779		-0.0693202		0.05017996		1.1105127		-0.6146045		No		Yes		Yes		CK210671		0		CK210671		Ta.45092		0		0		0		0		TC382980		0		FGAS022495 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210671]

		A_99_P470627		4.111791		2.2762878		1.7953368		2.97456		5.369915		5.713228		2.7055616		4.1853013		6.0038757		4.725471		3.2718532		4.8409495		2.391845		10.8298435		1.8793383		2.3145654		3.7117116		5.4610686		2.7827597		3.6461895		1.2581239		3.4369404		0.9102248		1.2107413		1.8920846		2.4491832		1.4765164		1.8663895		Yes		Yes		Yes		TC416939		0		0		0		0		0		0		0		TC416939		GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P460017		10.781383		9.829562		11.30022		10.593661		12.002155		13.157294		12.397354		11.719958		12.485398		12.278836		12.621097		11.579333		2.3307152		10.040311		2.1392937		2.1829772		3.2580657		5.4614124		2.4981794		1.9802355		1.2207727		3.327732		1.0971346		1.126297		1.7040157		2.449274		1.3208771		0.985672		Yes		Yes		Yes		U32431		0		U32431		Ta.56911		543235		LOC543235		hypothetical LOC543235		0		TC434580		0		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P397137		7.555296		7.5053906		7.492687		7.235058		8.414181		9.244477		9.00022		8.043815		9.559832		8.382604		9.359979		8.06254		1.8136358		3.3382375		2.8432345		1.7517014		4.012595		1.8368235		3.6484697		1.7745857		0.8588848		1.7390866		1.5075331		0.8087568		2.0045357		0.877213		1.8672915		0.8274822		Yes		Yes		Yes		TA109736_4565		0		0		0		0		0		0		0		TC411341		0		0

		A_99_P424782		9.42766		9.7227335		9.273347		9.80971		9.993228		11.18338		11.1842375		9.505525		10.259963		10.769252		11.163169		9.423329		1.4799701		2.752317		3.7604115		-1.2347208		1.7805254		2.0655391		3.705895		-1.3071097		0.565568		1.4606466		1.9108906		-0.3041849		0.83230305		1.0465183		1.889822		-0.3863802		No		Yes		Yes		TA66806_4565		0		0		Ta.14488		0		0		0		0		TC384145		0		0

		A_99_P380877		9.03418		8.827176		7.755653		8.059915		9.590248		10.240937		8.483287		8.731278		10.865113		9.301389		8.895034		8.2881365		1.470257		2.6643085		1.6559211		1.5925778		3.5576723		1.3891599		2.202865		1.1713903		0.5560684		1.4137611		0.72763395		0.67136383		1.8309336		0.47421265		1.1393809		0.2282219		No		Yes		Yes		TA105747_4565		0		0		0		0		0		0		0		TC386357		0		0

		A_99_P023114		2.6780465		3.0413764		3.2759902		3.2362144		3.645938		4.50384		3.8130999		4.235265		3.5301025		4.1564426		4.508973		4.981645		1.9559798		2.7557855		1.4510624		1.9986839		1.8050716		2.1660497		2.3505247		3.3529494		0.96789145		1.4624636		0.5371096		0.9990504		0.852056		1.1150663		1.2329829		1.7454307		Yes		No		No		BE404971		0		BE404971		Ta.8982		0		0		0		0		TC417075		0		WHE1208_H12_P24ZS Wheat etiolated seedling root cDNA library Triticum aestivum cDNA clone WHE1208_H12_P24, mRNA sequence [BE404971]

		A_99_P361211		7.161247		8.779077		7.4932194		7.459715		6.3959603		7.2092686		7.0987296		6.649126		6.377905		7.8338885		6.649648		7.28974		-1.6997074		-2.968652		-1.3144778		-1.7539271		-1.7211131		-1.9254398		-1.7944866		-1.1250389		-0.76528645		-1.569808		-0.39448977		-0.81058884		-0.7833419		-0.94518805		-0.8435712		-0.1699748		No		Yes		Yes		TA100415_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P480462		2.1583245		2.885711		2.4074497		2.8108413		2.4062436		3.794523		4.2252526		3.2446978		2.671643		2.8590527		4.5419936		4.427933		1.1874931		1.8774989		3.525439		1.3508397		1.4273297		-1.0186499		4.3909826		3.0675607		0.24791908		0.90881205		1.8178029		0.4338565		0.51331854		-0.026658297		2.134544		1.6170919		No		Yes		Yes		BG904241		0		0		Ta.65861		0		0		0		0		TC422371		0		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC422371]

		A_99_P324711		6.8814464		5.703527		7.8092422		7.305046		6.1414504		4.256678		6.3479743		5.89792		6.492384		4.611053		6.9186034		5.8268895		-1.6701711		-2.7261195		-2.7535026		-2.6520832		-1.3095421		-2.1323938		-1.8539969		-2.7859254		-0.73999596		-1.4468489		-1.461268		-1.407126		-0.3890624		-1.092474		-0.8906388		-1.4781566		Yes		No		No		TA88954_4565		0		0		0		0		0		0		0		TC412841		0		Rep: Fatty aldehyde dehydrogenase 1 - Zea mays (Maize), partial (27%) [TC412841]

		A_99_P012744		7.2552123		6.5028863		5.9903092		6.358134		9.165054		10.299315		8.822111		7.305069		9.911105		10.27713		8.942627		7.127314		3.7576795		13.894376		7.119628		1.927773		6.302363		13.682347		7.739915		1.7043011		1.909842		3.7964292		2.831802		0.9469352		2.6558928		3.7742438		2.9523177		0.7691803		Yes		Yes		Yes		EF397616		0		EF397616		Ta.5456		100049056		WRKY19-b		WRKY19-b transcription factor		0		TC425788		0		Triticum aestivum cultivar Nongda 3338 WRKY19-b transcription factor (WRKY19-b) mRNA, complete cds [EF397616]

		A_99_P402057		4.8929996		5.413241		5.9081306		6.203766		4.13469		4.2090645		4.6659527		5.0382905		4.6859794		5.0362744		5.510771		5.6940703		-1.6915078		-2.3040571		-2.3655539		-2.243071		-1.1543016		-1.2986084		-1.3170954		-1.4237497		-0.75830984		-1.2041764		-1.242178		-1.1654754		-0.20702028		-0.37696648		-0.39735985		-0.50969553		Yes		No		No		TA110945_4565		0		0		0		0		0		0		0		TC399686		0		Rep: Os01g0583100 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC399686]

		A_99_P400217		6.4548936		5.726906		4.9749517		4.477154		5.0254498		4.2028084		4.116606		3.661701		5.0915027		5.3020997		4.528557		4.2607136		-2.6934285		-2.8760674		-1.812958		-1.7598504		-2.572892		-1.3423921		-1.362631		-1.1618632		-1.4294438		-1.5240974		-0.8583455		-0.8154528		-1.3633909		-0.42480612		-0.44639492		-0.2164402		Yes		No		No		TA110496_4565		0		0		0		0		0		0		0		TC417534		0		Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC417534]

		A_99_P376992		9.59394		9.629554		9.272943		9.277439		9.116482		9.14011		10.708798		9.234439		9.405103		9.422541		9.905994		9.236219		-1.3922883		-1.4039035		2.7054262		-1.0302541		-1.1398445		-1.1542959		1.5508422		-1.0289834		-0.477458		-0.48944378		1.4358559		-0.04300022		-0.18883705		-0.20701313		0.6330519		-0.04121971		No		Yes		Yes		TA104793_4565		0		0		0		0		0		0		0		TC417999		0		Rep: Proteasome subunit beta type - Triticum aestivum (Wheat), partial (9%) [TC417999]

		A_99_P503697		15.299489		15.486		14.927819		13.774486		14.268031		14.52668		13.253643		12.726798		14.071576		14.861446		13.181352		14.018935		-2.0440888		-1.9443933		-3.1913707		-2.0672138		-2.342279		-1.5417337		-3.35536		1.1846408		-1.0314579		-0.95932007		-1.6741762		-1.0476875		-1.2279129		-0.6245537		-1.7464676		0.24444962		Yes		No		No		TA56008_4565		0		0		Ta.9798		0		0		0		0		0		0		0

		A_99_P011944		3.9892082		3.1330068		5.009438		4.893932		2.921851		1.6991845		3.4987767		4.2965965		3.4728613		2.5028536		2.719864		4.3793664		-2.0955913		-2.7016153		-2.8494062		-1.5129197		-1.4303288		-1.5477294		-4.8891177		-1.4285638		-1.0673573		-1.4338223		-1.5106614		-0.59733534		-0.51634693		-0.6301532		-2.2895741		-0.51456547		Yes		Yes		Yes		BJ278324		0		BJ278324		Ta.5194		0		0		0		0		TC446861		0		BJ278324 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr15l05 5', mRNA sequence [BJ278324]

		A_99_P352171		6.7311654		5.39374		6.7988033		5.8366838		11.110794		11.070001		10.756846		7.164806		12.800006		10.18979		11.30816		7.2671304		20.81611		51.135754		15.541384		2.5107565		67.12789		27.781443		22.774643		2.6953015		4.3796287		5.6762605		3.958043		1.3281221		6.0688405		4.7960496		4.5093565		1.4304466		Yes		Yes		Yes		TA97420_4565		0		0		0		0		0		0		0		TC383470		0		0

		A_99_P412952		7.385345		7.425831		6.3657985		6.5213504		6.2614007		6.2851787		5.628628		5.338759		6.0915236		6.8548126		5.806492		6.4511604		-2.17942		-2.2048068		-1.6669036		-2.2698412		-2.451766		-1.4855716		-1.4735608		-1.0498549		-1.1239443		-1.1406522		-0.7371707		-1.1825914		-1.2938213		-0.5710182		-0.5593066		-0.07018995		Yes		No		No		CJ565202		0		0		Ta.40209		0		0		0		0		TC374839		0		0

		A_99_P182887		9.794647		9.817641		10.340423		10.510299		10.188601		10.991851		11.171596		10.361348		10.621774		10.665807		11.380527		10.745029		1.3139892		2.2566922		1.7791313		-1.1087626		1.7741482		1.8002104		2.0563757		1.1766871		0.39395332		1.1742096		0.83117294		-0.14895058		0.8271265		0.8481655		1.0401039		0.23473072		No		Yes		Yes		BT009296		0		BT009296		Ta.60345		0		0		0		0		0		0		Triticum aestivum clone wlm1.pk0005.g3:fis, full insert mRNA sequence [BT009296]

		A_99_P315636		5.103378		5.5430427		4.6412177		5.2800345		3.7156909		3.051791		3.1880035		4.105876		2.3448927		3.6461532		2.2399914		4.729405		-2.6165884		-5.622656		-2.738174		-2.2566123		-6.7668533		-3.724094		-5.28252		-1.4647248		-1.387687		-2.4912517		-1.4532142		-1.1741586		-2.758485		-1.8968894		-2.4012263		-0.5506296		Yes		No		No		TA86270_4565		0		0		0		0		0		0		0		TC386744		0		0

		A_99_P163217		5.570278		4.85147		8.789275		5.0354733		7.870203		10.272572		9.634555		7.9039617		9.422245		6.6007705		10.859154		6.7551804		4.924321		42.846386		1.796613		7.302995		14.43968		3.3619552		4.1985135		3.2936952		2.2999249		5.4211016		0.8452797		2.8684883		3.8519669		1.7493005		2.0698786		1.719707		Yes		Yes		Yes		BQ842204		0		BQ842204		Ta.55840		543421		LOC543421		small heat shock protein HSP17.8		0		TC450588		0		WHE2990_B08_D16ZS Wheat dormant embryo cDNA library Triticum aestivum cDNA clone WHE2990_B08_D16, mRNA sequence [BQ842204]

		A_99_P342491		2.5792148		2.3566933		2.0086281		2.001177		3.0667562		3.685648		3.7282753		1.8529983		5.44323		3.5932636		4.427583		1.9202747		1.4020535		2.5122058		3.2935586		-1.1081697		7.280388		2.356377		5.3478355		-1.0576794		0.48754144		1.3289547		1.7196472		-0.14817882		2.8640153		1.2365704		2.418955		-0.08090234		Yes		Yes		Yes		TA94364_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P115180		1.5965582		1.585574		2.248265		2.1172478		2.7924166		4.5407887		3.500105		1.6673428		3.728521		2.9454396		3.6817715		1.550615		2.2908108		7.7554717		2.3814495		-1.3659503		4.383134		2.5666125		2.701024		-1.4810629		1.1958584		2.9552145		1.2518399		-0.44990504		2.1319628		1.3598655		1.4335065		-0.56663287		Yes		Yes		Yes		CJ680143		0		CJ680143		Ta.42705		0		0		0		0		TC417577		0		CJ680143 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok19d13 5', mRNA sequence [CJ680143]

		A_99_P295361		9.736626		10.099712		11.241566		10.921128		9.396679		10.064239		10.093897		10.932012		9.76762		9.503929		10.433877		10.823067		-1.2657099		-1.0248934		-2.2155561		1.0075723		1.0217161		-1.5112928		-1.750405		-1.0703343		-0.33994675		-0.035473824		-1.1476688		0.010883331		0.030994415		-0.59578323		-0.8076887		-0.09806156		No		Yes		Yes		TA80329_4565		0		0		Ta.32602		0		0		0		0		TC403244		0		0

		A_99_P138000		1.6889368		1.7297482		2.3542316		3.3159359		2.6065066		3.1098068		9.664057		6.0515466		3.2506378		3.222617		9.238998		5.585076		1.8889307		2.6027894		158.66333		6.660409		2.9520168		2.8144805		118.17381		4.820357		0.91756976		1.3800585		7.309825		2.7356107		1.5617009		1.4928687		6.8847666		2.26914		Yes		Yes		Yes		BT009359		0		BT009359		Ta.49604		100125708		OMT3		O-methyltransferase 3		0		TC376536		0		Triticum aestivum clone wlm96.pk025.c3:fis, full insert mRNA sequence [BT009359]

		A_99_P275536		13.690381		12.903247		13.044159		13.76184		13.652992		12.9798765		14.101608		14.16013		13.697978		13.032666		14.236838		14.160282		-1.0262547		1.0545516		2.0812488		1.3179445		1.0052797		1.0938534		2.2857687		1.318084		-0.0373888		0.07662964		1.0574493		0.39828968		0.0075969696		0.12941933		1.1926794		0.39844227		No		Yes		Yes		TA74587_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P391987		8.488217		8.503232		8.63531		8.763589		7.917833		7.277842		7.81121		6.4915624		6.7851453		7.012535		6.570541		6.9521365		-1.4849193		-2.3381865		-1.7704302		-4.8300114		-3.2559354		-2.810247		-4.1836705		-3.5099547		-0.5703845		-1.22539		-0.8241		-2.2720265		-1.7030721		-1.4906969		-2.0647693		-1.8114524		Yes		Yes		Yes		TA108480_4565		0		0		0		0		0		0		0		TC431665		0		0

		A_99_P097710		4.1791983		3.8385868		4.453081		4.3751903		5.412559		6.2075768		6.0245433		5.0074425		5.2859745		5.6471844		6.244166		5.5127373		2.3511405		5.1657934		2.9720578		1.5499828		2.1536386		3.503016		3.46075		2.2000663		1.2333608		2.36899		1.5714622		0.6322522		1.1067762		1.8085976		1.7910848		1.137547		Yes		No		No		BQ807128		0		BQ807128		Ta.36923		0		0		0		0		TC422389		0		WHE3587_B02_C03ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3587_B02_C03, mRNA sequence [BQ807128]

		A_99_P276966		7.9590497		8.08939		8.715381		8.857354		7.392287		6.8125176		7.3383307		8.2071085		7.46641		7.205032		7.2157865		8.081714		-1.4811964		-2.4231305		-2.597367		-1.5694355		-1.4070168		-1.8459429		-2.8276317		-1.71195		-0.5667629		-1.2768722		-1.3770499		-0.65024567		-0.49263954		-0.8843579		-1.4995942		-0.7756405		No		Yes		Yes		TA75007_4565		0		0		0		0		0		0		0		TC382286		0		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (57%) [TC382286]

		A_99_P358641		4.4942684		4.126911		3.4316285		4.847095		6.3597074		7.709563		7.653557		6.125276		8.340524		6.4196467		8.137192		5.7566967		3.6437879		11.980794		18.660666		2.42533		14.382627		4.899843		26.092505		1.8785268		1.8654389		3.5826516		4.2219286		1.2781811		3.8462553		2.2927356		4.7055635		0.9096017		Yes		Yes		Yes		TA99544_4565		0		0		0		0		0		0		0		TC430055		0		0

		A_99_P303396		2.1042862		2.8289127		2.761423		3.3793867		2.621686		4.8570175		4.749085		4.6224666		3.5065582		3.724055		5.1379147		4.0862594		1.4313731		4.078687		3.9659371		2.3670332		2.6431751		1.8597933		5.192724		1.6322621		0.5173998		2.0281048		1.9876618		1.2430799		1.402272		0.8951423		2.3764915		0.7068727		Yes		No		No		TA82678_4565		0		0		0		0		0		0		0		TC392586		0		0

		A_99_P562822		7.56493		6.9353466		8.160194		8.4235		8.705277		8.913366		9.823818		9.041995		8.788487		8.487061		10.180553		9.480802		2.2043412		3.9395196		3.168113		1.5352727		2.3352184		2.931652		4.0568476		2.0810354		1.1403475		1.9780197		1.6636238		0.618495		1.2235575		1.551714		2.020359		1.0573015		Yes		Yes		Yes		CA656595		0		0		Ta.23296		0		0		0		0		TC457162		0		0

		A_99_P418577		7.7205186		7.5231743		7.324188		7.3014474		6.7205653		5.774952		6.374096		4.828793		6.0295825		6.5521483		5.6855397		5.6375327		-1.9999353		-3.3594437		-1.9319962		-5.550641		-3.2286613		-1.960234		-3.11374		-3.168752		-0.99995327		-1.7482224		-0.9500923		-2.4726543		-1.6909361		-0.97102594		-1.6386485		-1.6639147		Yes		No		No		TA69621_4565		0		0		0		0		0		0		0		TC379495		0		0

		A_99_P453912		5.454586		5.7570777		5.5731397		5.2558074		4.520592		3.9061253		3.9316967		4.3438554		4.3568788		4.7525506		3.9341729		4.4730244		-1.9105576		-3.6073825		-3.1197772		-1.8815897		-2.1401432		-2.0062857		-3.114427		-1.7204465		-0.9339938		-1.8509524		-1.641443		-0.911952		-1.0977073		-1.0045271		-1.6389668		-0.78278303		Yes		No		No		BJ258839		0		0		Ta.9309		0		0		0		0		TC406368		0		Rep: AGAP004544-PA - Anopheles gambiae str. PEST, partial (5%) [TC406368]

		A_99_P289606		4.039121		3.0830948		4.2936997		4.9398003		3.3244946		1.7256881		4.288199		4.0955634		3.693999		1.8572813		3.806717		4.802324		-1.6410583		-2.562242		-1.0038202		-1.7953148		-1.2702584		-2.338873		-1.4015107		-1.0999794		-0.71462655		-1.3574067		-0.0055007935		-0.84423685		-0.3451221		-1.2258135		-0.48698282		-0.13747644		No		Yes		Yes		EU333946		0		EU333946		Ta.25528		100136992		LOC100136992		starch synthase IIIb precursor		0		TC389072		0		Triticum aestivum starch synthase IIIb precursor, mRNA, complete cds [EU333946]

		A_99_P263956		8.874721		9.137553		8.998971		9.179031		9.1999855		10.232475		10.338735		9.011501		9.323999		9.941411		10.343936		9.046017		1.2528945		2.1360154		2.5310984		-1.123134		1.3653575		1.7457631		2.5402403		-1.0965828		0.32526493		1.0949221		1.3397636		-0.16753006		0.44927883		0.8038578		1.344965		-0.13301468		No		Yes		Yes		AK334733		0		AK334733		Ta.54107		0		0		0		0		TC388840		0		Triticum aestivum cDNA, clone: WT010_O02, cultivar: Chinese Spring [AK334733]

		A_99_P444212		5.7489295		4.4791527		9.33947		9.31457		6.6955795		8.133111		11.097554		9.818618		7.544172		6.3377113		11.260944		9.80088		1.927392		12.587835		3.3824868		1.4181867		3.4707377		3.6264517		3.7881		1.4008573		0.94665		3.6539583		1.7580843		0.5040474		1.7952423		1.8585587		1.9214745		0.48631		Yes		Yes		Yes		TC399517		0		0		0		0		0		0		0		TC399517		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC399517]

		A_99_P046262		4.1950164		3.4233353		2.5518742		3.3990984		3.6648073		4.43767		3.4674442		3.4051406		4.8945804		3.944208		4.302077		3.227502		-1.4441384		2.0199714		1.8863143		1.004197		1.6240139		1.4348228		3.3640583		-1.126304		-0.53020906		1.0143349		0.91557		0.006042242		0.699564		0.5208726		1.7502027		-0.17159629		No		Yes		Yes		DR739344		0		DR739344		Ta.16935		0		0		0		0		TC402926		0		FGAS084561 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739344]

		A_99_P211881		10.565501		10.269025		7.327905		8.257359		9.534004		8.606693		4.66456		9.048442		9.784512		8.088918		4.1916842		7.88819		-2.0441442		-3.1652765		-6.3350034		1.7303734		-1.7183092		-4.531872		-8.79218		-1.2916085		-1.031497		-1.6623316		-2.6633453		0.79108334		-0.78098965		-2.180107		-3.136221		-0.36916876		Yes		Yes		Yes		TA54755_4565		0		0		Ta.54258		0		0		0		0		TC398344		0		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC398344]

		A_99_P328331		6.26294		6.378319		5.1657352		5.2416472		4.74131		5.200604		4.383039		4.033041		4.7570443		5.773369		4.0611734		5.4105697		-2.8711522		-2.2621818		-1.720343		-2.3111424		-2.8400092		-1.520926		-2.1503356		1.1242185		-1.5216298		-1.1777148		-0.78269625		-1.2086062		-1.5058956		-0.60494995		-1.1045618		0.16892242		Yes		No		No		TA90033_4565		0		0		Ta.29220		0		0		0		0		TC373153		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (88%) [TC373153]

		A_99_P308606		5.7306466		5.501234		4.934523		4.891228		6.060511		6.667343		5.645677		5.0364013		6.23171		6.284407		5.9737716		5.391085		1.2568953		2.2440567		1.6371131		1.1058633		1.4152563		1.7209117		2.0551567		1.4140733		0.3298645		1.1661091		0.711154		0.14517307		0.50106335		0.7831731		1.0392485		0.49985695		No		Yes		Yes		TA84242_4565		0		0		0		0		0		0		0		TC396030		0		Rep: Probable histone acetyltransferase HAC-like 1 - Oryza sativa subsp. japonica (Rice), partial (8%) [TC396030]

		A_99_P429312		10.910983		11.379296		11.245576		11.637558		11.887151		13.606189		12.722434		11.047881		12.588035		12.482087		13.028352		11.043611		1.9672328		4.681246		2.7834191		-1.5049096		3.1977375		2.1476974		3.440876		-1.5093709		0.9761677		2.2268925		1.4768581		-0.58967686		1.6770515		1.1027908		1.7827759		-0.5939474		Yes		Yes		Yes		TA62978_4565		0		0		Ta.53949		0		0		0		0		TC387914		0		Rep: Calnexin - Zea mays (Maize), partial (47%) [TC387914]

		A_99_P275696		8.132932		8.444203		8.365495		8.879729		10.055306		11.859069		10.837255		8.294738		11.003964		10.247537		11.151591		8.432002		3.7904646		10.665395		5.5472		-1.5000302		7.3158865		3.490257		6.89761		-1.3638899		1.9223747		3.4148655		2.4717598		-0.58499146		2.8710327		1.8033333		2.7860966		-0.4477272		Yes		Yes		Yes		AK334706		0		AK334706		Ta.10308		0		0		0		0		TC387124		0		Triticum aestivum cDNA, clone: WT010_M11, cultivar: Chinese Spring [AK334706]

		A_99_P247326		12.82598		12.947327		13.139454		13.026848		12.631969		12.500209		11.526576		12.606921		12.893094		12.403947		11.930442		12.604286		-1.1439395		-1.3633139		-3.0586135		-1.3378595		1.0476189		-1.4573827		-2.3117926		-1.3403053		-0.19401073		-0.4471178		-1.6128778		-0.41992664		0.06711388		-0.5433798		-1.209012		-0.42256165		No		Yes		Yes		TA66371_4565		0		0		Ta.54073		0		0		0		0		TC382183		0		Rep: Glutathione peroxidase - Oryza sativa subsp. indica (Rice), complete [TC382183]

		A_99_P302861		8.902854		8.340483		8.651535		9.142829		9.150264		10.256016		10.090322		9.678783		9.793746		9.626004		10.6007		10.27308		1.187074		3.7725317		2.7109275		1.4499011		1.8543223		2.4377015		3.8615105		2.1889682		0.24740982		1.9155331		1.4387865		0.5359545		0.890892		1.2855215		1.9491653		1.1302509		Yes		Yes		Yes		TA82525_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P395832		2.9724371		2.7256632		3.8333328		3.465111		3.5667908		4.19665		7.7019477		6.6880283		4.5933743		3.9251654		7.280768		4.346033		1.509796		2.7721145		14.607272		9.33673		3.0757475		2.2966042		10.908911		1.8415519		0.5943537		1.4709868		3.868615		3.2229173		1.6209371		1.1995022		3.4474351		0.8809221		Yes		Yes		Yes		TA109400_4565		0		0		0		0		0		0		0		TC450557		0		0

		A_99_P329186		7.1275964		7.4566455		6.9002953		6.6486993		8.876496		10.396389		8.864165		7.4473343		10.595516		8.732312		9.40315		7.3093243		3.361022		7.6727486		3.9010704		1.7394546		11.06491		2.4211068		5.6680574		1.5807673		1.7488999		2.9397435		1.96387		0.798635		3.4679198		1.2756667		2.5028543		0.660625		Yes		Yes		Yes		TA90296_4565		0		0		0		0		0		0		0		TC382518		0		Rep: NADPH:quinone oxidoreductase - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC382518]

		A_99_P082665		11.30262		12.368008		12.672854		11.684128		12.927913		14.588165		15.81615		14.419373		14.050579		13.52864		15.912955		13.732716		3.0850477		4.6594434		8.835399		6.6587195		6.717662		2.2355535		9.448602		4.137008		1.6252928		2.2201576		3.1432953		2.7352448		2.7479591		1.1606321		3.2401009		2.0485878		Yes		Yes		Yes		CK217898		0		CK217898		Ta.31518		0		0		0		0		TC413450		0		FGAS029900 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217898]

		A_99_P540457		11.996204		11.514046		10.682954		11.112866		12.382449		12.920129		11.857385		11.501502		13.368019		12.393893		12.252904		11.097705		1.3069869		2.6501667		2.257038		1.3091547		2.587959		1.8401808		2.9689445		-1.0105646		0.38624477		1.4060831		1.1744308		0.38863564		1.3718147		0.8798475		1.5699501		-0.015161514		No		Yes		Yes		TC448700		0		0		0		0		0		0		0		TC448700		0		0

		A_99_P530287		2.9334834		4.011061		3.6795483		4.2309437		2.393354		4.1520557		5.3626194		4.1028438		3.5301387		4.1265526		5.073683		3.9636908		-1.454103		1.102665		3.211108		-1.0928534		1.5122067		1.083344		2.6283083		-1.203514		-0.5401294		0.14099455		1.6830711		-0.12809992		0.59665537		0.11549139		1.3941345		-0.26725292		No		Yes		Yes		TC444625		0		0		0		0		0		0		0		TC444625		0		0

		A_99_P490762		7.841212		6.968693		7.0365252		8.105306		8.764601		9.22322		8.993664		8.680882		8.821172		9.104844		9.468777		8.870637		1.8965652		4.7717786		3.8829107		1.4902731		1.9724107		4.395878		5.397351		1.6997602		0.92338896		2.254527		1.9571385		0.5755768		0.97995996		2.1361513		2.4322515		0.76533127		Yes		No		No		TC427584		0		0		0		0		0		0		0		TC427584		0		0

		A_99_P268111		10.647319		10.965215		10.630275		10.36096		10.098644		10.056021		9.128306		9.955338		10.316828		10.1255045		9.320526		9.975025		-1.4627413		-1.877996		-2.8322887		-1.3246603		-1.2574413		-1.7896906		-2.4789834		-1.3067062		-0.5486746		-0.909194		-1.5019684		-0.40562248		-0.33049107		-0.83971024		-1.3097486		-0.38593483		No		Yes		Yes		TA72341_4565		0		0		Ta.1593		0		0		0		0		TC401489		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC401489]

		A_99_P215166		11.487168		11.388032		11.216682		10.59028		10.8233795		9.955865		9.386027		9.646816		10.594097		10.871167		9.351761		10.0170145		-1.5842377		-2.6985176		-3.5569856		-1.9231393		-1.8571253		-1.4308424		-3.6424813		-1.4878871		-0.6637888		-1.432167		-1.8306551		-0.9434633		-0.8930712		-0.5168648		-1.8649216		-0.5732651		Yes		No		No		AK336089		0		AK336089		Ta.28892		0		0		0		0		TC374740		0		Triticum aestivum cDNA, clone: SET3_D07, cultivar: Chinese Spring [AK336089]

		A_99_P002561		7.8353972		7.6621304		7.842508		7.7504277		8.639544		8.943311		8.799331		8.032725		9.072636		8.69142		9.075798		8.303214		1.7461122		2.4303775		1.9410306		1.2161301		2.3574684		2.0410185		2.3510256		1.4669161		0.8041463		1.2811804		0.9568229		0.2822976		1.2372384		1.0292892		1.2332902		0.55278635		Yes		Yes		Yes		CJ631343		0		CJ631343		Ta.1188		0		0		0		0		TC391573		0		CJ631343 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs7g23 5', mRNA sequence [CJ631343]

		A_99_P234731		12.786107		13.346335		13.063025		13.782067		14.19798		16.262667		15.373658		13.478593		15.076913		15.092158		15.852664		13.509994		2.6608236		7.549239		4.961006		-1.234113		4.8932934		3.353861		6.914565		-1.2075423		1.4118729		2.9163313		2.3106327		-0.30347443		2.2908058		1.7458229		2.7896385		-0.27207375		Yes		Yes		Yes		TA62978_4565		0		0		Ta.53949		0		0		0		0		TC387914		0		0

		A_99_P231956		12.384319		12.603105		12.885625		13.000768		12.979741		13.429913		13.737225		13.026912		13.510022		12.963478		13.943837		13.126175		1.5109142		1.7737565		1.8045007		1.0182868		2.1820784		1.2837582		2.0823495		1.0908155		0.5954218		0.826808		0.8515997		0.026144028		1.1257029		0.3603735		1.0582123		0.12540722		No		Yes		Yes		TA62085_4565		0		0		0		0		0		0		0		TC387461		0		Rep: S-adenosylmethionine synthetase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (54%) [TC387461]

		A_99_P513802		9.037143		8.914977		8.837101		8.589101		10.944538		12.256137		10.790806		9.300037		12.141759		10.772106		11.300865		8.962646		3.7513123		10.134196		3.87368		1.6368663		8.601666		3.6228602		5.516542		1.295532		1.9073954		3.3411598		1.9537048		0.71093655		3.1046162		1.8571291		2.4637642		0.3735447		Yes		Yes		Yes		TA85045_4565		0		0		0		0		0		0		0		TC437766		0		Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC437766]

		A_99_P213406		11.893674		11.712319		10.614539		11.177699		10.441751		10.506963		9.658571		9.24702		10.525968		11.124116		9.53026		10.869632		-2.7357254		-2.3059425		-1.9398806		-3.8123467		-2.5805995		-1.5033735		-2.1203156		-1.2380481		-1.4519234		-1.2053566		-0.9559679		-1.9306793		-1.3677063		-0.58820343		-1.0842791		-0.30806732		Yes		No		No		TA55424_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P545417		7.5723877		7.355854		7.6440797		7.627058		6.921658		6.6166625		6.417935		6.773936		6.652548		6.634928		6.1128078		7.1925416		-1.569962		-1.6692401		-2.33941		-1.806406		-1.8919053		-1.6482394		-2.8904057		-1.3514577		-0.65072966		-0.73919153		-1.2261448		-0.85312223		-0.91983986		-0.7209258		-1.5312719		-0.43451643		No		Yes		Yes		CD904962		0		0		Ta.45831		0		0		0		0		TC450540		0		0

		A_99_P564287		8.211843		8.37766		8.801201		8.409535		7.905249		7.276653		7.7221293		7.0240645		7.3489494		7.279114		7.2281423		7.1471825		-1.2367839		-2.1450436		-2.112676		-2.6125722		-1.8186817		-2.1413877		-2.9753485		-2.3988667		-0.30659342		-1.101007		-1.0790715		-1.3854709		-0.8628931		-1.098546		-1.5730586		-1.262353		Yes		No		No		TC457694		0		0		0		0		0		0		0		TC457694		0		Rep: ClpC - Arabidopsis thaliana (Mouse-ear cress), partial (4%) [TC457694]

		A_99_P141513		3.6346884		4.047718		4.6728325		5.24978		2.7509696		2.6542003		2.702691		4.1429167		2.4666214		4.2026224		2.5908935		4.3066773		-1.8451252		-2.6271849		-3.9180653		-2.153769		-2.2471042		1.1133478		-4.2337584		-1.9226589		-0.8837187		-1.3935177		-1.9701414		-1.1068635		-1.168067		0.15490437		-2.081939		-0.94310284		Yes		No		No		TC439497		0		0		0		0		0		0		0		TC439497		GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC439497]

		A_99_P534582		8.445691		8.419425		8.333695		8.557556		8.803805		9.020486		9.55622		8.768711		9.294876		8.847459		9.679608		8.668582		1.2817494		1.5168315		2.333547		1.1576146		1.8014829		1.3453988		2.54191		1.0799959		0.35811424		0.60106087		1.2225246		0.21115494		0.849185		0.42803383		1.3459129		0.11102581		No		Yes		Yes		CK210455		0		CK210455		Ta.5099		0		0		0		0		TC446380		0		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		A_99_P210941		2.3912327		2.8731277		2.2269886		3.3512118		4.277874		7.2349186		11.7502775		6.8553977		5.5859666		7.4524465		11.229489		6.6236777		3.6977336		20.560318		735.8606		11.346582		9.156104		23.906301		512.8882		9.662965		1.8866413		4.3617907		9.523289		3.504186		3.1947339		4.579319		9.002501		3.272466		Yes		Yes		Yes		TA54420_4565		0		0		0		0		0		0		0		TC395059		0		Rep: Glucan endo-1,3-beta-D-glucosidase precursor - Triticum aestivum (Wheat), complete [TC395059]

		A_99_P012129		8.750857		9.129523		9.204085		9.039646		8.0554085		7.8382053		8.603808		9.061414		8.15781		8.250881		8.331749		9.222303		-1.6193882		-2.4475155		-1.5160075		1.0152025		-1.5084294		-1.8386439		-1.8306252		1.1349725		-0.6954489		-1.2913179		-0.60027695		0.021767616		-0.59304714		-0.8786421		-0.8723364		0.18265724		No		Yes		Yes		CK207008		0		CK207008		Ta.5258		0		0		0		0		TC408558		0		FGAS018621 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207008]

		A_99_P348471		1.5368606		3.5860212		2.4902804		2.933219		2.8452861		7.4961724		5.394661		5.07192		4.572289		6.4196486		5.651844		5.6921563		2.476711		15.03394		7.486963		4.4036536		8.19889		7.128643		8.94799		6.768975		1.3084255		3.9101512		2.9043806		2.138701		3.0354285		2.8336275		3.1615636		2.7589374		Yes		Yes		Yes		TA96248_4565		0		0		0		0		0		0		0		TC406341		0		0

		A_99_P571387		4.3458076		4.7791944		1.5671793		2.2684665		5.4302444		5.7850976		4.6159587		3.4002934		5.480549		5.470263		4.831224		3.7958806		2.1205475		2.0082004		8.275116		2.1913605		2.195792		1.614479		9.606726		2.8826869		1.0844369		1.0059032		3.0487795		1.1318269		1.1347413		0.69106865		3.2640448		1.5274141		Yes		Yes		Yes		TC460262		0		0		0		0		0		0		0		TC460262		0		Rep: Leucine Rich Repeat family protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC460262]

		A_99_P250991		10.59809		10.199772		9.775916		10.342056		11.046524		11.410636		11.323463		10.160264		11.67852		10.725488		11.587944		10.172496		1.3645581		2.3147624		2.9231975		-1.1342921		2.1146662		1.4396477		3.5113552		-1.1247158		0.44843388		1.2108641		1.5475473		-0.18179226		1.08043		0.5257158		1.8120279		-0.16956043		No		Yes		Yes		TA67448_4565		0		0		Ta.27227		0		0		0		0		TC413568		0		Rep: Diacylglycerol kinase 3 - Zea mays (Maize), partial (36%) [TC413568]

		A_99_P481897		8.297306		9.934762		9.772164		8.691758		7.9404583		7.7186446		8.90248		8.121108		6.3815875		8.779429		7.459188		8.285573		-1.2806247		-4.646413		-1.8272629		-1.4851927		-3.773017		-2.2273567		-4.969072		-1.3251771		-0.35684776		-2.2161174		-0.8696842		-0.5706501		-1.9157186		-1.1553326		-2.3129764		-0.40618515		Yes		Yes		Yes		AK333534		0		AK333534		Ta.18261		0		0		0		0		TC386752		0		Triticum aestivum cDNA, clone: WT006_L08, cultivar: Chinese Spring [AK333534]

		A_99_P106925		2.959594		3.563899		4.4625144		3.7876396		4.166159		3.7013943		3.2676613		4.2408595		3.9729893		3.6806812		3.8949182		4.150498		2.3078752		1.0999937		-2.289215		1.3690925		2.0186563		1.0843138		-1.4820521		1.2859712		1.2065651		0.13749528		-1.1948531		0.4532199		1.0133953		0.11678219		-0.5675962		0.3628583		No		Yes		Yes		CK206258		0		CK206258		Ta.40160		0		0		0		0		TC405026		0		FGAS017843 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206258]

		A_99_P488842		8.112989		8.686162		8.980323		9.097293		7.815349		8.267451		7.630755		8.697742		8.159977		8.538491		8.229209		8.678519		-1.2291324		-1.3367324		-2.548358		-1.3190968		1.0331055		-1.1077795		-1.6830919		-1.3367908		-0.29764032		-0.4187107		-1.3495679		-0.39955044		0.046987534		-0.14767075		-0.7511139		-0.41877365		No		Yes		Yes		TC426564		0		0		0		0		0		0		0		TC426564		0		Rep: Shikimate kinase - Mycobacterium sp. (strain KMS), partial (8%) [TC426564]

		A_99_P408262		7.4154434		7.1343055		6.8454385		7.150839		7.7668304		7.9289746		7.5888596		7.443048		8.046552		7.5978966		7.8837667		7.3469353		1.2757866		1.7346795		1.674141		1.2245139		1.5487543		1.37897		2.0538461		1.1455945		0.35138702		0.79466915		0.7434211		0.29220915		0.6311083		0.4635911		1.0383282		0.19609642		No		Yes		Yes		TC370310		0		0		0		0		0		0		0		TC370310		GO:0005516(calmodulin binding)|GO:0005739(mitochondrion)|GO:0009734(auxin mediated signaling pathway)|GO:0050896(response to stimulus)		Rep: Auxin induced protein - Zea mays (Maize), partial (56%) [TC370310]

		A_99_P222961		4.952844		5.194741		5.566044		5.6250005		6.306086		7.880833		6.8769813		5.0882206		7.093637		7.1137977		7.4013333		5.373274		2.5548558		6.435679		2.481027		-1.4507308		4.4100432		3.7817576		3.56843		-1.1906313		1.3532419		2.6860924		1.3109374		-0.5367799		2.1407928		1.9190569		1.8352895		-0.25172663		Yes		No		No		TA59327_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P447242		8.038227		6.444205		4.689015		5.428945		9.313025		10.206841		8.622449		6.422361		10.104705		10.057902		9.188539		7.2493343		2.41965		13.572708		15.278532		1.9908932		4.188628		12.241407		22.619947		3.5317647		1.2747984		3.7626367		3.933434		0.99341583		2.0664778		3.6136975		4.4995236		1.8203893		Yes		Yes		Yes		TA73721_4565		0		0		Ta.38418		0		0		0		0		TC401735		0		Rep: Peroxidase - Zea mays (Maize), partial (36%) [TC401735]

		A_99_P239076		5.706078		6.1098537		4.34696		5.9717636		6.6269684		6.959896		6.782118		6.8279037		7.2151275		6.916742		6.5711823		6.6912665		1.8932834		1.8025538		5.4082346		1.8101888		2.8462243		1.7494339		4.6725893		1.6466146		0.92089033		0.85004234		2.4351578		0.85614014		1.5090494		0.8068881		2.2242222		0.7195029		Yes		No		No		TA64184_4565		0		0		Ta.23079		0		0		0		0		TC373698		0		Rep: Ascorbate peroxidase - Hordeum vulgare (Barley), partial (86%) [TC373698]

		A_99_P220016		9.038548		9.241765		8.412797		7.792557		12.022533		14.712144		15.553206		12.254696		13.851845		14.047302		15.791036		11.809222		7.911685		44.335144		141.0839		22.041327		28.11555		27.964745		166.36852		16.185898		2.983985		5.470379		7.1404095		4.462139		4.8132963		4.805537		7.3782387		4.0166655		Yes		Yes		Yes		TA58251_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P039479		1.5480565		1.5355791		1.7748331		1.7527242		2.7214906		6.3798633		4.5395436		3.7565258		4.80431		3.714222		4.6584773		3.4342496		2.2554793		28.725977		6.796116		4.0105543		9.554982		4.5272746		7.3801193		3.2076695		1.1734341		4.844284		2.7647104		2.0038016		3.2562532		2.1786427		2.883644		1.6815255		Yes		Yes		Yes		CA681349		0		CA681349		Ta.14743		0		0		0		0		0		0		wlm24.pk0016.g7 wlm24 Triticum aestivum cDNA clone wlm24.pk0016.g7 5' end, mRNA sequence [CA681349]

		A_99_P059856		4.677303		3.958598		3.594143		4.195451		5.1687903		6.001974		5.436518		4.6416106		6.1795745		5.7438507		5.5586		4.3664627		1.4058937		4.122091		3.5859995		1.362409		2.8328843		3.4467885		3.902658		1.1258479		0.4914875		2.0433762		1.8423753		0.44615984		1.5022717		1.7852528		1.964457		0.17101192		Yes		Yes		Yes		CJ573427		0		CJ573427		Ta.22127		0		0		0		0		0		0		CJ573427 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok19j10 3', mRNA sequence [CJ573427]

		A_99_P313176		7.5954385		7.9358115		8.488401		7.1348495		7.1959596		6.942964		7.316998		7.2184887		6.790808		7.703243		7.53245		7.2753067		-1.3190314		-1.990109		-2.252307		1.0596877		-1.7466981		-1.1749251		-1.9398582		1.1022544		-0.3994789		-0.99284744		-1.1714034		0.083639145		-0.8046303		-0.23256874		-0.9559512		0.14045715		No		Yes		Yes		TA85578_4565		0		0		Ta.39538		0		0		0		0		TC400309		0		Rep: RIX4-2 - Oryza sativa subsp. japonica (Rice), partial (13%) [TC400309]

		A_99_P319926		11.227822		10.888813		7.8587775		10.858018		10.573724		9.856139		7.8510385		9.853103		10.08883		10.167321		7.0680656		10.630022		-1.5736324		-2.0458124		-1.0053787		-2.0068257		-2.2022715		-1.6488862		-1.7299279		-1.1712068		-0.6540985		-1.0326738		-0.007739067		-1.0049152		-1.1389923		-0.7214918		-0.7907119		-0.22799587		No		Yes		Yes		TA87531_4565		0		0		0		0		0		0		0		TC395820		0		0

		A_99_P564637		9.984875		9.931854		8.749318		9.6638975		10.48404		10.985764		10.780103		10.176512		10.91737		10.873975		10.711169		10.314427		1.4133958		2.076148		4.0862703		1.426633		1.908574		1.9213502		3.895615		1.5697446		0.49916553		1.0539093		2.0307846		0.51261425		0.9324951		0.94212055		1.9618511		0.65052986		Yes		Yes		Yes		DR735495		0		DR735495		Ta.54501		543000		gstf5		glutathione transferase F5		0		TC427885		0		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		A_99_P234091		12.2551985		12.299842		13.975456		13.900228		11.864285		11.026184		13.6863985		13.876923		11.608918		11.554198		13.218125		13.96831		-1.3112229		-2.4177377		-1.221842		-1.016285		-1.5651276		-1.6767222		-1.6903604		1.0483227		-0.390913		-1.2736578		-0.28905773		-0.02330494		-0.6462803		-0.7456436		-0.7573309		0.06808281		No		Yes		Yes		TA62775_4565		0		0		Ta.23833		0		0		0		0		TC439279		0		0

		A_99_P427047		9.906238		9.334687		10.58873		11.060059		10.283565		10.474145		10.523032		10.451089		10.588273		10.150769		10.735818		10.870087		1.2989329		2.202982		-1.0465909		-1.5251696		1.6044017		1.7606181		1.1073321		-1.1407415		0.37732697		1.1394577		-0.06569767		-0.6089697		0.68203545		0.816082		0.14708805		-0.18997192		No		Yes		Yes		DN829721		0		0		Ta.46184		0		0		0		0		TC386163		0		Rep: Membrane related protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC404833]

		A_99_P297181		9.629303		9.245992		9.162743		9.1168165		8.836666		7.9913483		7.955775		8.1926565		9.032723		8.381142		8.197581		8.178012		-1.7322377		-2.3860817		-2.3085194		-1.8975791		-1.5121273		-1.8211504		-1.9522818		-1.9169393		-0.7926369		-1.2546434		-1.2069678		-0.92416		-0.59657955		-0.86485004		-0.9651613		-0.9388046		Yes		Yes		Yes		TA80850_4565		0		0		0		0		0		0		0		TC425144		0		0

		A_99_P282386		5.6816483		5.8848567		6.2300544		5.7838874		5.690764		5.0683045		5.326828		4.5750904		5.015898		4.442264		4.551686		4.423044		1.0063385		-1.761192		-1.8702438		-2.311448		-1.5863928		-2.7180889		-3.200658		-2.5683525		0.009115696		-0.81655216		-0.9032264		-1.208797		-0.66575		-1.4425926		-1.6783686		-1.3608432		Yes		No		No		TA76582_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P092400		9.958688		10.1599		9.98383		9.749158		9.449523		9.128456		8.781959		9.516366		9.610547		9.476866		9.135243		9.425895		-1.423226		-2.0440686		-2.3003795		-1.1751068		-1.272919		-1.6055125		-1.8007364		-1.2511573		-0.5091648		-1.0314436		-1.2018719		-0.2327919		-0.34814072		-0.68303394		-0.84858704		-0.32326317		No		Yes		Yes		CK209601		0		CK209601		Ta.34926		0		0		0		0		TC405376		0		FGAS021373 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209601]

		A_99_P572082		5.261307		4.3844666		2.385698		3.1641285		6.166579		7.01807		5.9255433		4.766215		6.631948		6.6139665		6.3670096		5.19599		1.8728976		6.2057414		11.630532		3.03582		2.5858548		4.6897135		15.794075		4.0893216		0.905272		2.6336036		3.5398452		1.6020863		1.3706412		2.2294998		3.9813116		2.0318615		Yes		Yes		Yes		CD883876		0		0		0		0		0		0		0		TC460492		0		Rep: Chromosome chr7 scaffold_42, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC460492]

		A_99_P010624		6.9350963		5.09255		4.898916		6.7472405		7.304808		7.2776375		6.4572487		6.4688325		7.9379497		7.492126		6.268808		6.6684175		1.2920947		4.5475445		2.9451332		-1.2128558		2.0039597		5.276481		2.5845125		-1.0561562		0.36971188		2.1850877		1.5583329		-0.27840805		1.0028534		2.3995762		1.3698921		-0.07882309		Yes		Yes		Yes		EU665427		0		EU665427		Ta.4725		100049024		WRKY53-a		WRKY transcription factor		0		TC373252		0		Triticum aestivum WRKY14 transcription factor mRNA, complete cds [EU665427]

		A_99_P079920		5.942261		5.79386		5.592823		5.6664596		6.3374467		7.161635		6.0102572		5.5733037		7.093489		6.3211727		6.5438404		5.8509507		1.3151119		2.5807223		1.3355502		-1.066701		2.2210286		1.4412421		1.9332355		1.1364161		0.39518547		1.367775		0.41743422		-0.09315586		1.151228		0.52731276		0.9510174		0.18449116		No		Yes		Yes		CK203901		0		CK203901		Ta.30543		0		0		0		0		0		0		FGAS012436 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK203901]

		A_99_P153587		3.5507317		1.6315633		1.7323117		1.8227348		5.5509734		4.9016986		7.205509		6.212488		7.292093		4.5411544		7.5308113		4.5236835		4.0006704		9.647368		44.42185		20.96271		13.374019		7.5140524		55.657322		6.5022936		2.0002418		3.2701354		5.4731975		4.3897533		3.7413611		2.9095912		5.7984996		2.7009487		Yes		Yes		Yes		CJ907927		0		CJ907927		Ta.53605		0		0		0		0		TC403819		0		CJ907927 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8m04 5', mRNA sequence [CJ907927]

		A_99_P382012		2.101321		1.6347618		1.6685756		1.6362108		2.7949169		3.878091		2.5954394		1.5192113		4.7855206		3.7453654		2.6501741		1.5923496		1.6173096		4.7348847		1.9011387		-1.0844771		6.427241		4.3187194		1.974652		-1.0308691		0.6935959		2.2433293		0.9268638		-0.11699951		2.6841996		2.1106036		0.9815985		-0.04386115		Yes		No		No		TA106022_4565		0		0		0		0		0		0		0		TC435230		0		0

		A_99_P354996		4.171354		3.3692925		3.216469		6.023766		5.5893807		5.43469		7.3400636		8.219994		5.735792		5.0587277		6.47686		8.598323		2.672198		4.185493		17.431131		4.582794		2.9576232		3.2253041		9.582426		5.9568796		1.4180269		2.0653975		4.1235943		2.1962276		1.5644383		1.6894352		3.260391		2.5745568		Yes		No		No		TA98302_4565		0		0		Ta.60497		0		0		0		0		TC372143		0		0

		A_99_P414072		5.025604		4.193175		4.6556363		4.3787837		5.178435		5.1771774		6.921369		5.5382156		5.239266		5.104401		7.0732975		6.1953673		1.1117489		1.9779453		4.808986		2.2336946		1.159628		1.8806434		5.3430414		3.5224607		0.15283108		0.9840026		2.2657328		1.1594319		0.21366215		0.9112263		2.4176612		1.8165836		Yes		No		No		TC375709		0		0		0		0		0		0		0		TC375709		0		Rep: Joka2 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (10%) [TC375709]

		A_99_P237171		8.1166935		8.4044695		8.119195		8.861508		9.31264		11.453532		10.717041		8.381687		10.095524		10.530998		10.974697		8.505184		2.2909513		8.27674		6.053821		-1.3945708		3.9417338		4.3666553		7.2375536		-1.2801601		1.1959467		3.0490627		2.597846		-0.4798212		1.9788303		2.1265287		2.8555021		-0.3563242		Yes		Yes		Yes		TA63631_4565		0		0		0		0		0		0		0		TC391997		0		Rep: Protein disulfide isomerase precursor - Triticum aestivum (Wheat), partial (28%) [TC391997]

		A_99_P046585		7.9922943		7.849046		7.0759735		9.645508		6.0081735		6.5074654		4.2652345		7.3705335		6.186077		7.4670906		4.624898		8.770068		-3.9562151		-2.5342886		-7.016439		-4.8398905		-3.497241		-1.303107		-5.468236		-1.8345671		-1.9841208		-1.3415809		-2.810739		-2.2749743		-1.8062172		-0.38195562		-2.4510756		-0.87543964		Yes		Yes		Yes		AJ603682		0		AJ603682		Ta.17036		0		0		0		0		0		0		AJ603682 T07 Triticum aestivum cDNA clone F05_T07_plate_15, mRNA sequence [AJ603682]

		A_99_P403167		6.042658		6.3301144		6.9532313		6.63742		5.8234744		5.016621		5.7533803		4.669435		5.0214095		4.993811		4.928809		4.863649		-1.1640745		-2.4854262		-2.2971594		-3.9122136		-2.0296745		-2.5250347		-4.068289		-3.4194665		-0.21918344		-1.3134933		-1.199851		-1.9679852		-1.0212483		-1.3363032		-2.0244222		-1.7737713		Yes		No		No		TA111202_4565		0		0		0		0		0		0		0		TC407569		0		Rep: G protein alpha subunit - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (33%) [TC407569]

		A_99_P229581		5.649817		4.762326		4.5556397		5.234517		4.6720557		3.3547833		3.3782387		4.484674		4.446116		4.158675		3.7757835		5.760185		-1.969407		-2.6528487		-2.26169		-1.68161		-2.303298		-1.5195568		-1.7169597		1.4395996		-0.97776127		-1.4075425		-1.1774011		-0.7498431		-1.203701		-0.60365057		-0.7798562		0.52566767		Yes		No		No		TA61434_4565		0		0		Ta.57571		0		0		0		0		TC442680		0		0

		A_99_P435072		1.5642842		1.5525519		2.6783092		2.8047726		3.2697022		7.2929096		9.9164		7.429491		6.3593917		4.9617925		10.557319		6.492541		3.261234		53.458885		150.96712		24.670563		27.763304		10.623894		235.40633		12.886318		1.705418		5.740358		7.2380905		4.6247187		4.7951074		3.4092407		7.8790092		3.6877682		Yes		Yes		Yes		DN829606		0		DN829606		Ta.36181		0		0		0		0		TC392937		0		KUCD01_06_D05_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829606]

		A_99_P320561		11.671054		12.53947		14.129382		13.454167		10.948409		10.536101		11.809693		12.5272255		11.537372		11.147794		12.341194		12.514813		-1.6502045		-4.00935		-4.992245		-1.9012415		-1.0970902		-2.6238332		-3.4538083		-1.9176693		-0.7226448		-2.0033684		-2.3196888		-0.9269419		-0.13368225		-1.391676		-1.788188		-0.93935394		Yes		Yes		Yes		TA87708_4565		0		0		Ta.590		0		0		0		0		TC384728		0		Rep: High light protein - Hordeum vulgare (Barley), partial (82%) [TC384728]

		A_99_P245581		6.652556		6.9844127		6.9321513		6.850645		7.3106613		8.54517		7.8562236		7.024735		7.7936883		7.503077		8.096457		6.8094144		1.5780089		2.9500864		1.8974637		1.1282525		2.2055407		1.4326283		2.2412524		-1.0289912		0.6581054		1.5607572		0.92407227		0.17408991		1.1411324		0.51866436		1.1643052		-0.04123068		No		Yes		Yes		TA65894_4565		0		0		Ta.21756		0		0		0		0		TC397217		0		0

		A_99_P213821		12.747893		12.854562		11.995625		12.433487		11.708156		11.991871		11.076492		10.900889		11.660262		12.197437		10.614616		12.239438		-2.0558538		-1.8184268		-1.8909775		-2.8930626		-2.125248		-1.5769365		-2.6045032		-1.1439698		-1.0397377		-0.8626909		-0.91913223		-1.5325975		-1.0876312		-0.6571245		-1.3810081		-0.19404888		Yes		No		No		TA55570_4565		0		0		0		0		0		0		0		TC416877		0		Rep: Os08g0224800 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC416877]

		A_99_P309186		2.5438013		2.599991		1.532937		2.202663		2.976052		6.318766		3.7333672		2.7469254		4.397785		4.13893		3.785946		3.5414755		1.349337		13.166272		4.5961637		1.4582746		3.6149704		2.9058068		4.7667594		2.5294304		0.43225074		3.718775		2.2004302		0.5442624		1.8539839		1.5389388		2.2530088		1.3388126		Yes		Yes		Yes		TA84408_4565		0		0		0		0		0		0		0		TC390141		0		0

		A_99_P361251		7.4479194		7.4503646		8.238893		8.354261		7.2610164		6.6015573		7.4841943		7.7526035		6.9160924		6.8334146		7.230885		7.94752		-1.1383175		-1.8010114		-1.6872786		-1.5174594		-1.4457589		-1.5336295		-2.0111318		-1.3256884		-0.186903		-0.84880733		-0.7546983		-0.60165787		-0.531827		-0.61695004		-1.0080075		-0.40674162		No		Yes		Yes		TA100438_4565		0		0		0		0		0		0		0		TC422449		0		Rep: Inositol 1,3,4,5,6-pentakisphosphate 2-kinase - Zea mays (Maize), partial (9%) [TC422449]

		A_99_P378782		10.911071		11.231842		12.079291		11.238174		10.4894		10.433639		10.457001		10.895745		10.130979		10.969223		10.770244		10.955581		-1.339478		-1.7389344		-3.0786345		-1.2678896		-1.7172407		-1.1996546		-2.4777794		-1.2163798		-0.4216709		-0.79820347		-1.6222906		-0.34242916		-0.78009224		-0.26261902		-1.3090477		-0.28259373		No		Yes		Yes		TA105229_4565		0		0		0		0		0		0		0		TC421421		0		0

		A_99_P469192		9.638207		11.227749		11.649009		10.679539		8.621444		9.656094		9.264518		10.401181		9.320073		9.6001005		9.595393		10.452699		-2.023375		-2.9724557		-5.2215962		-1.2128134		-1.2467172		-3.0900888		-4.1514506		-1.1702689		-1.0167637		-1.5716553		-2.384491		-0.2783575		-0.3181343		-1.6276484		-2.0536156		-0.22684002		Yes		Yes		Yes		TA78806_4565		0		0		0		0		0		0		0		TC416109		0		0

		A_99_P307881		12.1601515		12.023281		10.463181		9.973984		11.846391		10.226557		7.839806		9.362861		11.52859		11.515695		8.334174		8.680963		-1.2429435		-3.4743047		-6.1618967		-1.5274478		-1.5492407		-1.4216698		-4.3741612		-2.4504068		-0.31376076		-1.7967243		-2.6233745		-0.6111231		-0.6315613		-0.5075865		-2.1290064		-1.2930212		Yes		No		No		TA84011_4565		0		0		0		0		0		0		0		TC379148		0		Rep: Nodulin-like protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC379148]

		A_99_P028379		3.787717		3.0488055		2.9658566		2.925483		3.8231423		4.192427		2.4473019		2.2550516		4.1857224		3.8804142		3.010216		2.8443682		1.0248588		2.2093496		-1.4325194		-1.5915488		1.3176848		1.7796688		1.0312252		-1.0578351		0.035425186		1.1436217		-0.5185547		-0.6704314		0.39800525		0.8316088		0.044359446		-0.08111477		No		Yes		Yes		CK210854		0		CK210854		Ta.10794		0		0		0		0		0		0		FGAS022681 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210854]

		A_99_P328226		7.683603		7.7120757		6.303148		6.855064		7.816189		7.783914		7.2803555		7.202705		7.980091		8.094299		7.548803		7.1584053		1.096257		1.0510552		1.9686514		1.2724782		1.2281513		1.3033491		2.371262		1.2339991		0.132586		0.07183838		0.97720766		0.347641		0.29648829		0.3822236		1.2456551		0.3033414		No		Yes		Yes		TA90004_4565		0		0		0		0		0		0		0		TC387256		0		Rep: Os07g0668000 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC387256]

		A_99_P082200		7.7315497		7.3198814		8.122144		8.602245		7.938212		6.877693		6.6422668		7.9618173		6.826387		6.6246414		5.8190217		7.918983		1.1540152		-1.3586636		-2.7892494		-1.5587916		-1.8727559		-1.6191537		-4.935246		-1.6057668		0.20666218		-0.44218826		-1.479877		-0.64042807		-0.9051628		-0.69524		-2.303122		-0.68326235		Yes		No		No		CV768099		0		CV768099		Ta.31331		0		0		0		0		0		0		FGAS062490 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768099]

		A_99_P277326		10.105071		10.662417		10.927545		10.535111		9.859567		9.034144		9.6242895		9.556586		9.220296		9.7109785		9.241942		10.089099		-1.1855072		-3.091427		-2.4678507		-1.97045		-1.8464768		-1.9338005		-3.2167463		-1.3622699		-0.24550438		-1.628273		-1.3032551		-0.97852516		-0.88477516		-0.9514389		-1.6856022		-0.4460125		Yes		Yes		Yes		AK333025		0		AK333025		Ta.10408		0		0		0		0		TC392329		0		Triticum aestivum cDNA, clone: SET1_P10, cultivar: Chinese Spring [AK333025]

		A_99_P212966		6.5814824		6.9072204		5.8917327		6.383741		6.9158244		7.2146378		7.128784		6.7779517		6.562546		7.2682443		6.926169		6.576998		1.2608023		1.2374904		2.357163		1.3142236		-1.0132124		1.284337		2.0483131		1.1433423		0.334342		0.3074174		1.2370515		0.39421082		-0.018936634		0.3610239		1.0344362		0.19325733		No		Yes		Yes		CK209658		0		CK209658		Ta.60976		0		0		0		0		TC436191		0		FGAS021432 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209658]

		A_99_P509527		1.5053173		1.49092		1.7978309		1.493115		1.5885129		1.5701903		8.163562		5.742248		1.7724906		1.7567047		8.496025		5.7888703		1.0593619		1.0564836		82.46619		19.015884		1.2034476		1.2022898		103.83824		19.64044		0.08319557		0.07927036		6.365731		4.249133		0.2671733		0.26578474		6.698194		4.2957554		Yes		Yes		Yes		TC435881		0		0		0		0		0		0		0		TC435881		0		Rep: Peroxidase 10 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (29%) [TC435881]

		A_99_P075230		5.953768		5.5611987		6.655543		6.267046		5.4473877		4.9324527		5.596111		4.460319		4.3379407		4.6448216		4.574015		4.321732		-1.4204816		-1.5462204		-2.084111		-3.4984767		-3.0648725		-1.8873698		-4.2325516		-3.8512156		-0.5063801		-0.62874603		-1.059432		-1.8067269		-1.6158271		-0.91637707		-2.0815277		-1.9453139		Yes		Yes		Yes		CK158033		0		CK158033		Ta.29121		0		0		0		0		0		0		FGAS039239 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK158033]

		A_99_P523217		9.189186		8.98899		8.365233		8.5903015		7.7165084		7.840977		7.28122		6.8611608		7.766459		8.201653		7.0979576		8.3845		-2.7753654		-2.216084		-2.1199253		-3.315303		-2.680918		-1.7258861		-2.407066		-1.1533272		-1.4726777		-1.1480126		-1.0840135		-1.7291408		-1.4227271		-0.7873373		-1.2672758		-0.20580196		Yes		No		No		CA599073		0		0		0		0		0		0		0		TC441750		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC441750]

		A_99_P546052		3.1261978		3.7760696		2.8883622		2.2226312		4.3817945		5.271355		3.6882803		3.2865536		5.4460716		4.2853475		4.605064		3.2674444		2.3876588		2.8191993		1.7410023		2.0906076		4.9928856		1.4233376		3.2868412		2.0630991		1.2555966		1.4952855		0.7999182		1.0639224		2.3198738		0.5092778		1.7167017		1.0448132		Yes		No		No		TC450783		0		0		0		0		0		0		0		TC450783		0		Rep: Os06g0714200 protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC450783]

		A_99_P334666		12.2256		11.863881		10.957157		12.034051		12.467475		12.486711		12.504565		12.567264		12.867404		12.221889		12.643688		12.325134		1.1825283		1.5398923		2.9229155		1.4471482		1.5602787		1.2816545		3.2188182		1.2235587		0.2418747		0.62282944		1.5474081		0.53321266		0.64180374		0.35800743		1.6865311		0.29108334		No		Yes		Yes		TA91957_4565		0		0		0		0		0		0		0		TC458426		0		Rep: Chromosome chr7 scaffold_275, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC458426]

		A_99_P536052		6.6446342		6.497129		5.329169		6.1828446		7.933553		9.288052		8.014996		7.021763		9.3997755		7.874588		8.2907		7.242386		2.443449		6.9207225		6.4344945		1.7887084		6.7511873		2.5981038		7.789502		2.0842686		1.288919		2.7909226		2.6858268		0.8389182		2.7551413		1.377459		2.9615312		1.0595412		Yes		Yes		Yes		TC447000		0		0		0		0		0		0		0		TC447000		0		0

		A_99_P331746		7.3776107		6.9154453		6.6543374		6.9493217		8.871302		10.024366		9.145642		7.715056		9.988751		8.763291		9.523252		7.493651		2.816085		8.627372		5.622863		1.700235		6.109866		3.5996234		7.305151		1.4583421		1.493691		3.108921		2.4913049		0.7657342		2.6111407		1.847846		2.8689141		0.54432917		Yes		Yes		Yes		TA91068_4565		0		0		0		0		0		0		0		TC417489		0		0

		A_99_P540242		5.131613		4.244141		7.0414176		6.1819673		4.1189313		2.1540465		4.452433		6.1337867		4.8199525		2.6909091		4.627881		5.7266145		-2.0176578		-4.25776		-6.0167503		-1.0339601		-1.2411352		-2.9347384		-5.3277874		-1.3711181		-1.0126815		-2.0900946		-2.5889845		-0.04818058		-0.3116603		-1.553232		-2.4135365		-0.45535278		Yes		Yes		Yes		CA730233		0		0		Ta.6876		0		0		0		0		TC448587		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC448587]

		A_99_P492252		7.7604156		7.0662932		7.258827		6.935322		8.792504		9.952163		9.385121		7.9393516		9.464683		8.80877		9.850902		7.9162765		2.044983		7.391512		4.3659453		2.0055943		3.2586334		3.3460915		6.0296507		1.9737711		1.0320888		2.8858695		2.1262941		1.0040298		1.704267		1.7424769		2.5920744		0.98095465		Yes		Yes		Yes		TC428299		0		0		0		0		0		0		0		TC428299		GO:0009536(plastid)		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		A_99_P286406		1.5198106		1.5036658		1.740373		1.5132426		2.370424		4.6267805		3.702902		2.0278902		2.659815		2.9298708		4.843735		1.5374955		1.8032676		8.712668		3.8974462		1.4286451		2.2038171		2.6873887		8.5941925		1.0169529		0.8506135		3.1231146		1.9625291		0.5146476		1.1400045		1.426205		3.103362		0.024252892		Yes		Yes		Yes		TA77747_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P006221		12.258773		12.379319		12.413166		12.447816		12.726456		13.501666		13.502091		12.357593		13.010163		12.964177		13.5737295		12.31776		1.3828865		2.1770082		2.1271553		-1.0645349		1.6834145		1.4998913		2.2354472		-1.0943358		0.46768284		1.1223469		1.0889254		-0.09022331		0.75139046		0.58485794		1.1605635		-0.13005543		No		Yes		Yes		CK162175		0		CK162175		Ta.3225		0		0		0		0		TC378695		0		FGAS014761 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162175]

		A_99_P229621		5.992126		6.3209815		8.462464		9.536129		7.6584754		6.954223		11.194088		10.733897		6.277939		6.942818		10.364383		10.5		3.174104		1.5510463		6.6420274		2.2938454		1.2190969		1.538833		3.737098		1.9505365		1.6663494		0.63324165		2.7316236		1.1977682		0.28581285		0.62183666		1.9019184		0.963871		Yes		No		No		TA61444_4565		0		0		0		0		0		0		0		TC386023		0		Rep: Predicted protein - Ajellomyces capsulata (strain NAm1) (Histoplasma capsulatum), partial (6%) [TC386023]

		A_99_P562117		11.138928		10.949536		11.543587		11.640412		11.077809		10.353841		11.055756		11.38915		10.328001		10.497922		10.337376		11.780056		-1.0432748		-1.5112009		-1.402335		-1.1902484		-1.7543389		-1.3675697		-2.3073087		1.101633		-0.06111908		-0.5956955		-0.48783112		-0.25126266		-0.8109274		-0.45161438		-1.2062111		0.13964367		No		Yes		Yes		CJ591744		0		0		Ta.42941		0		0		0		0		TC456831		0		Rep: Pol protein - Human immunodeficiency virus 1, partial (14%) [TC456831]

		A_99_P024019		6.598718		7.074508		8.733181		9.409194		5.6304927		5.1373625		8.233463		8.678704		5.788405		5.8668404		8.375179		9.112994		-1.9564327		-3.8294725		-1.4139369		-1.6592022		-1.7535921		-2.3096397		-1.2816495		-1.2279058		-0.9682255		-1.9371457		-0.4997177		-0.73048973		-0.8103132		-1.2076678		-0.3580017		-0.2961998		Yes		No		No		TA109443_4565		0		0		Ta.9345		0		0		0		0		TC432921		0		0

		A_99_P234306		8.807641		8.497527		8.209031		7.817465		10.031971		9.962956		14.462311		11.764735		11.309265		10.534164		14.471138		11.098732		2.3364692		2.7614563		76.28247		15.425768		5.663226		4.102881		76.75064		9.722095		1.22433		1.4654293		6.2532797		3.9472704		2.501624		2.0366373		6.262107		3.2812672		Yes		Yes		Yes		TA62822_4565		0		0		Ta.20151		0		0		0		0		TC400521		0		0

		A_99_P571847		5.046494		4.6976275		5.045446		4.970793		4.177092		3.666412		4.407109		2.9865878		3.5573094		3.5681021		3.6540797		3.5081215		-1.8269054		-2.0437453		-1.556534		-3.956446		-2.8073027		-2.1878676		-2.6232698		-2.7561822		-0.86940193		-1.0312154		-0.63833714		-1.984205		-1.4891846		-1.1295254		-1.3913662		-1.4626713		Yes		No		No		CA616418		0		0		Ta.8671		0		0		0		0		TC460400		0		Rep: HvEMF2c protein - Hordeum vulgare (Barley), partial (15%) [TC460400]

		A_99_P201386		11.198249		11.379758		11.258626		11.221606		11.782108		12.565926		12.466859		11.645976		12.374763		12.008548		12.807423		11.553032		1.4988536		2.275475		2.3105445		1.3419862		2.260299		1.5462675		2.92573		1.2582562		0.58385944		1.1861677		1.2082329		0.4243698		1.1765137		0.6287899		1.5487967		0.33142567		No		Yes		Yes		TA51381_4565		0		0		Ta.57354		0		0		0		0		TC376525		0		0

		A_99_P561297		14.031701		13.828888		14.022155		12.773796		14.052564		13.405271		11.874695		13.648555		13.955022		13.093429		11.521037		12.014114		1.014566		-1.3412864		-4.430471		1.8337014		-1.0545878		-1.6649275		-5.6612387		-1.693117		0.02086258		-0.42361736		-2.14746		0.8747587		-0.07667923		-0.7354593		-2.5011177		-0.7596817		Yes		Yes		Yes		DR740502		0		DR740502		Ta.124		100037562		DHN14		dehydrin		0		TC456579		0		FGAS000449 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740502]

		A_99_P096200		4.389476		3.9371245		4.5493107		3.7233353		4.1085677		3.3666103		3.9091275		4.4345903		3.4701939		3.4667237		2.7676942		2.3388286		-1.2149594		-1.4850528		-1.5585271		1.6372278		-1.8911738		-1.3854944		-3.4381118		-2.6108267		-0.2809081		-0.5705142		-0.6401832		0.7112551		-0.91928196		-0.4704008		-1.7816164		-1.3845067		Yes		No		No		CK208156		0		CK208156		Ta.36271		0		0		0		0		0		0		FGAS019837 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208156]

		A_99_P543552		5.8105464		6.6715646		5.3628807		6.014871		5.286754		5.5137544		6.5277457		6.0705543		4.8504615		5.906382		5.8943553		6.321314		-1.4377295		-2.2311852		2.2421224		1.0393511		-1.9454244		-1.699585		1.4454058		1.2366548		-0.52379227		-1.1578102		1.164865		0.055683136		-0.9600849		-0.7651825		0.5314746		0.30644274		No		Yes		Yes		TC449849		0		0		0		0		0		0		0		TC449849		0		0

		A_99_P491692		6.460592		7.1171		8.296455		6.9660378		6.277003		6.5242977		6.6297703		6.573553		6.571129		6.6344285		6.63841		6.633103		-1.1357057		-1.5081731		-3.1748426		-1.3126521		1.07963		-1.3973285		-3.1558864		-1.2595731		-0.18358898		-0.59280205		-1.6666851		-0.39248466		0.11053705		-0.48267126		-1.6580453		-0.33293486		No		Yes		Yes		TC428072		0		0		0		0		0		0		0		TC428072		0		Rep: Rhodanese family protein-like - Oryza sativa subsp. japonica (Rice), partial (10%) [TC428072]

		A_99_P542182		9.166322		9.785329		10.086553		10.461838		10.948402		12.560729		11.683453		10.54276		11.942447		10.857681		11.784317		10.6640005		3.4392183		6.846659		3.0249262		1.0576938		6.8500996		2.1028595		3.2439787		1.1504216		1.7820807		2.7754002		1.5969		0.08092213		2.776125		1.0723524		1.6977644		0.20216274		Yes		Yes		Yes		BT009318		0		BT009318		Ta.21038		543398		AMT1		ammonium transporter		0		TC436665		0		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P468892		5.688072		5.2370725		8.9987		5.2497096		8.234864		10.431878		9.792323		8.293714		9.664836		6.895992		10.898553		6.809637		5.843335		36.62624		1.733422		8.247769		15.744366		3.157799		3.731751		2.9483902		2.546792		5.1948056		0.793623		3.044004		3.9767637		1.6589193		1.8998528		1.5599275		Yes		No		No		TA65674_4565		0		0		Ta.28083		0		0		0		0		TC388724		0		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC388724]

		A_99_P259211		9.820697		9.920271		9.476314		9.471253		9.478995		8.816827		8.130321		9.391421		9.26583		9.3099375		7.9743233		9.564156		-1.2672503		-2.1486702		-2.542051		-1.056895		-1.469033		-1.526612		-2.832332		1.0665134		-0.3417015		-1.1034441		-1.345993		-0.07983208		-0.5548668		-0.61033344		-1.5019903		0.09290218		No		Yes		Yes		TA69785_4565		0		0		0		0		0		0		0		TC374001		0		Rep: Os09g0248900 protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC374001]

		A_99_P327511		10.205459		10.0521965		9.359089		9.764962		9.581151		9.353979		8.499261		7.736814		9.360223		9.473122		8.032698		9.383193		-1.5414709		-1.6224988		-1.814822		-4.0788097		-1.7965584		-1.493891		-2.507746		-1.3029387		-0.62430763		-0.6982174		-0.859828		-2.0281482		-0.8452358		-0.57907486		-1.3263912		-0.38176918		Yes		No		No		TA89802_4565		0		0		0		0		0		0		0		TC408849		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC408849]

		A_99_P239661		10.40928		10.9546175		10.700414		10.26967		9.508494		9.742921		9.1918		11.981624		9.928569		9.462178		9.597981		10.835544		-1.8670822		-2.3160985		-2.8453648		3.2760427		-1.3954312		-2.813643		-2.1471639		1.4802841		-0.90078545		-1.2116966		-1.5086136		1.7119541		-0.48071098		-1.4924393		-1.1024323		0.5658741		No		Yes		Yes		TA64349_4565		0		0		Ta.54408		0		0		0		0		TC373015		0		0

		A_99_P215301		11.659993		11.602506		12.041569		11.674397		12.257271		12.777022		12.742921		11.8756895		12.126228		12.279404		12.856187		11.874888		1.5128591		2.2571726		1.6260281		1.1497276		1.3814996		1.5986986		1.7588326		1.1490893		0.59727764		1.1745167		0.7013521		0.20129204		0.46623516		0.676898		0.8146181		0.20049095		No		Yes		Yes		DN949156		0		DN949156		Ta.55100		0		0		0		0		TC434014		0		KUCD01_13_F12_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949156]

		A_99_P229661		1.5391225		1.9860386		4.0902677		5.2872396		3.5252962		3.2688637		7.1897483		6.7230926		2.0792935		2.5234067		6.4091773		6.5804524		3.9618485		2.4331498		8.571101		2.7054207		1.4541448		1.4513226		4.9895496		2.4507322		1.9861737		1.2828251		3.0994806		1.435853		0.540171		0.5373682		2.3189096		1.2932129		Yes		No		No		TA61452_4565		0		0		0		0		0		0		0		TC412967		0		Rep: Stem-specific protein - Saccharum hybrid cultivar, partial (64%) [TC412967]

		A_99_P506462		13.086432		13.312877		12.6034155		12.434323		13.907391		14.513993		14.303326		13.615531		14.531966		13.975743		14.668498		12.763419		1.7665788		2.2991755		3.2488072		2.2676651		2.7236357		1.5832254		4.1845794		1.2562258		0.82095814		1.2011166		1.6999102		1.1812077		1.4455338		0.6628666		2.0650826		0.32909584		Yes		Yes		Yes		TA59924_4565		0		0		Ta.54817		0		0		0		0		TC434555		0		0

		A_99_P040289		9.5290365		10.883025		11.141402		8.828193		8.929732		9.218728		9.262681		8.369457		8.1163645		10.331714		9.365818		8.197471		-1.5149857		-3.169592		-3.6774895		-1.3743367		-2.662298		-1.4654173		-3.4237664		-1.5483397		-0.5993042		-1.6642971		-1.8787212		-0.45873547		-1.412672		-0.5513115		-1.7755842		-0.63072205		Yes		Yes		Yes		CA499264		0		CA499264		Ta.14998		0		0		0		0		TC458688		0		WHE4005_C12_E23ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4005_C12_E23, mRNA sequence [CA499264]

		A_99_P355526		4.5279007		4.339234		4.3648677		4.329925		2.9685566		2.4545553		3.4838095		3.3156235		3.674741		3.4092777		3.8672028		3.735985		-2.9471982		-3.6927066		-1.8417257		-2.0199246		-1.806453		-1.9052181		-1.4119264		-1.5093632		-1.559344		-1.8846786		-0.8810582		-1.0143015		-0.85315967		-0.9299562		-0.49766493		-0.59394		Yes		No		No		TA98485_4565		0		0		0		0		0		0		0		TC387503		0		0

		A_99_P509312		7.0026784		6.377538		5.7370543		6.674665		7.453181		8.014491		7.979358		8.01934		8.954052		6.7423816		8.084496		7.49233		1.366516		3.1100826		4.73152		2.539729		3.8674257		1.2877418		5.089208		1.7625511		0.4505024		1.6369529		2.2423038		1.3446746		1.9513736		0.36484337		2.3474412		0.8176651		Yes		Yes		Yes		CA683243		0		0		Ta.58606		0		0		0		0		TC435777		0		Rep: Glutathione S-transferase GST 39 - Zea mays (Maize), partial (44%) [TC435777]

		A_99_P196093		8.591734		8.658628		8.962012		9.849373		9.460567		10.795506		10.722603		9.34138		9.309602		10.151894		10.540015		10.404502		1.8261858		4.39809		3.388368		-1.4220703		1.6447495		2.8152542		2.9855628		1.4693		0.86883354		2.136877		1.7605906		-0.50799274		0.71786785		1.4932652		1.5780029		0.55512905		Yes		No		No		EU423906		0		EU423906		Ta.47632		100146082		LOC100146082		Xa21-like protein		0		TC379454		0		Triticum aestivum isolate LRCHS1-cTS Xa21-like protein mRNA, partial cds [EU423906]

		A_99_P331966		4.1125665		4.2043495		3.5582225		3.819277		3.6199658		4.366703		4.9671593		4.121262		3.429987		4.2005444		4.094625		4.086918		-1.4069788		1.1191113		2.6554139		1.2328396		-1.6050069		-1.002641		1.4503514		1.2038376		-0.49260068		0.16235352		1.4089367		0.30198503		-0.6825795		-0.0038051605		0.53640246		0.26764083		No		Yes		Yes		CJ669765		0		CJ669765		Ta.38370		0		0		0		0		TC422559		0		CJ669765 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv19o19 5', mRNA sequence [CJ669765]

		A_99_P322211		10.539601		10.411438		11.128644		10.546491		10.285573		9.495584		9.375415		10.333465		10.314763		9.519871		9.387894		10.083359		-1.1925323		-1.8866862		-3.3711226		-1.1591169		-1.1686462		-1.8551904		-3.3420894		-1.3785312		-0.25402832		-0.91585445		-1.7532291		-0.21302605		-0.22483826		-0.89156723		-1.7407503		-0.4631319		No		Yes		Yes		TA88204_4565		0		0		0		0		0		0		0		TC420897		0		0

		A_99_P038319		11.140729		10.499531		10.305717		10.808979		12.431335		13.775046		12.545032		12.520932		13.37402		12.765717		13.122779		12.319656		2.4463089		9.683413		4.721725		3.2760403		4.7020526		4.8104963		7.047255		2.849438		1.2906065		3.2755156		2.239314		1.7119532		2.2332907		2.2661858		2.8170614		1.5106773		Yes		Yes		Yes		BQ838010		0		BQ838010		Ta.14215		0		0		0		0		TC425263		0		WHE2905_E07_I13ZS Wheat aluminum-stressed root tip cDNA library Triticum aestivum cDNA clone WHE2905_E07_I13, mRNA sequence [BQ838010]

		A_99_P280466		8.308808		8.456992		8.136505		8.639127		8.259347		8.916823		10.038639		9.193491		8.899657		8.8532715		10.107481		8.945376		-1.0348785		1.3753809		3.7376564		1.4685214		1.5061327		1.3161093		3.9203322		1.2364892		-0.049461365		0.45983124		1.902134		0.5543642		0.5908489		0.39627934		1.9709759		0.30624962		No		Yes		Yes		TA76012_4565		0		0		Ta.35998		0		0		0		0		TC421046		0		0

		A_99_P407727		6.4694743		6.72477		7.1792245		7.1602745		5.9301014		5.769156		5.736229		6.849195		5.9900813		6.1860332		6.0541954		6.6845245		-1.4533406		-1.939405		-2.718848		-1.2406356		-1.3941569		-1.4527		-2.1810594		-1.390641		-0.5393729		-0.9556141		-1.4429955		-0.3110795		-0.479393		-0.5387368		-1.1250291		-0.47574997		No		Yes		Yes		TC369822		0		0		0		0		0		0		0		TC369822		0		Rep: Prostaglandin F2-alpha receptor - Homo sapiens (Human), partial (5%) [TC369822]

		A_99_P101255		5.337563		4.911299		5.2699394		5.3437934		6.430025		6.6659546		6.539757		5.5168076		6.337234		5.8685837		6.9319897		5.74181		2.1323764		3.374457		2.4113104		1.1274115		1.9995439		1.9416517		3.1646595		1.317695		1.0924621		1.7546554		1.2698174		0.17301416		0.999671		0.95728445		1.6620502		0.39801645		Yes		Yes		Yes		CN012209		0		CN012209		Ta.38280		0		0		0		0		TC440074		0		WHE3893_H09_P17ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3893_H09_P17, mRNA sequence [CN012209]

		A_99_P426782		4.394731		3.6031036		3.0679538		2.7404337		4.298268		5.6655974		5.118158		3.755828		5.9281864		4.8090725		5.582003		3.7511985		-1.0691493		4.1770773		4.1416454		2.0214553		2.8947833		2.3069215		5.712211		2.0149791		-0.0964632		2.0624938		2.050204		1.0153942		1.5334554		1.2059689		2.5140493		1.0107648		Yes		No		No		TC386002		0		0		0		0		0		0		0		TC386002		0		0

		A_99_P498307		1.6368846		2.9909604		4.214952		3.1036422		3.2222347		3.873799		6.129514		4.301181		3.9865742		3.6868017		6.207165		3.9800117		3.0008063		1.8440001		3.769994		2.2934804		5.097145		1.6198288		3.9784675		1.8357499		1.5853502		0.8828387		1.9145622		1.1975386		2.3496895		0.6958413		1.9922128		0.8763695		Yes		Yes		Yes		TA68185_4565		0		0		0		0		0		0		0		TC430965		0		Rep: Nitrilase-like protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC430965]

		A_99_P214271		14.475334		13.906327		13.122466		13.39577		13.599602		12.651112		12.255161		12.033145		13.445358		13.473689		12.146209		13.407227		-1.8349394		-2.3870282		-1.8242517		-2.5715268		-2.04199		-1.3496994		-1.967355		1.0079726		-0.8757324		-1.2552156		-0.8673048		-1.3626251		-1.0299759		-0.43263817		-0.9762573		0.01145649		Yes		No		No		TA55755_4565		0		0		Ta.67626		0		0		0		0		TC375338		0		0

		A_99_P198996		12.260308		12.625615		12.306939		12.896305		13.89961		15.987903		14.939247		12.549066		14.755772		14.750839		15.266868		12.432174		3.1151493		10.2837		6.200171		-1.2721242		5.639094		4.3627086		7.780854		-1.3794866		1.6393013		3.3622875		2.632308		-0.3472395		2.4954634		2.125224		2.9599285		-0.46413136		Yes		Yes		Yes		TA50607_4565		0		0		0		0		0		0		0		TC386990		0		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (41%) [TC386990]

		A_99_P335256		5.7505136		6.002535		4.771872		5.199567		3.8100479		4.254773		2.8189156		7.988669		4.6602216		4.1931133		2.7604496		4.851501		-3.8382952		-3.3583713		-3.8716712		6.9119945		-2.1291711		-3.5050173		-4.0317955		-1.272853		-1.9404657		-1.7477617		-1.9529564		2.789102		-1.090292		-1.8094215		-2.0114224		-0.34806585		Yes		No		No		TA92133_4565		0		0		Ta.30509		0		0		0		0		TC410023		0		0

		A_99_P203691		13.544372		13.770565		14.191873		14.026474		13.238782		13.155154		13.09048		13.7918625		13.310445		13.63988		13.522708		13.86053		-1.2359236		-1.5319942		-2.1456172		-1.1765898		-1.1760316		-1.0948133		-1.590152		-1.1219		-0.30558968		-0.6154108		-1.1013927		-0.23461151		-0.23392677		-0.13068485		-0.66916466		-0.1659441		No		Yes		Yes		TA52135_4565		0		0		0		0		0		0		0		TC386194		0		Rep: PFE18 protein - Ananas comosus (Pineapple), partial (37%) [TC386194]

		A_99_P194463		10.038634		9.462944		10.94856		10.82635		11.874191		13.527989		12.75478		12.0047035		12.778805		12.324183		13.11983		12.108429		3.5690918		16.737885		3.497248		2.263183		6.681493		7.266393		4.5041986		2.4318912		1.835557		4.0650454		1.80622		1.1783533		2.7401705		2.8612394		2.1712704		1.2820787		Yes		Yes		Yes		TA67616_4565		0		0		Ta.12671		0		0		0		0		TC404523		0		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC404523]

		A_99_P509907		3.7876246		3.8130112		4.223141		3.5614052		3.0066307		3.7143376		2.970444		3.5732882		3.975848		4.038923		3.1622314		3.455982		-1.7183143		-1.0707885		-2.382865		1.0082707		1.1393597		1.169516		-2.0862467		-1.07581		-0.78099394		-0.09867358		-1.2526972		0.01188302		0.18822336		0.22591162		-1.0609097		-0.10542321		No		Yes		Yes		TC436072		0		0		0		0		0		0		0		TC436072		0		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (8%) [TC436072]

		A_99_P240251		13.876126		14.380679		13.7753		13.577998		14.093867		14.180896		13.236028		13.856033		13.632206		14.321304		12.765003		13.735614		1.1629113		-1.1485258		-1.4532393		1.2125424		-1.1842062		-1.0420141		-2.0143254		1.1154422		0.21774101		-0.19978333		-0.5392723		0.27803516		-0.24392033		-0.05937481		-1.0102968		0.15761566		No		Yes		Yes		TA64548_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P290036		11.59203		13.264252		13.519904		12.795213		10.592339		11.869966		11.6154785		12.803338		11.097453		11.957013		11.826497		12.812077		-1.9995717		-2.6285846		-3.7435982		1.0056479		-1.408907		-2.4746742		-3.234196		1.0117577		-0.999691		-1.3942862		-1.9044256		0.008125305		-0.49457645		-1.3072386		-1.693407		0.016863823		Yes		No		No		TA78806_4565		0		0		0		0		0		0		0		TC420649		0		0

		A_99_P216511		2.515886		2.244272		7.6287208		2.7765534		3.4873488		7.5757637		6.771229		6.5197062		4.4329505		3.600522		7.937346		4.7278104		1.9608276		40.266033		-1.8118857		13.390638		3.7765384		2.5601885		1.2385269		3.867113		0.9714627		5.3314915		-0.85749197		3.7431529		1.9170644		1.35625		0.30862522		1.951257		Yes		No		No		TA56821_4565		0		0		Ta.55629		0		0		0		0		TC373041		0		0

		A_99_P391612		8.228157		7.533909		7.115907		7.5668206		8.389142		9.285515		8.417194		7.623539		9.346623		8.7458		8.7840805		7.805062		1.1180502		3.367332		2.4644866		1.0400972		2.1711605		2.3164108		3.1781194		1.1795537		0.160985		1.751606		1.3012872		0.05671835		1.1184664		1.2118912		1.6681733		0.2382412		Yes		No		No		TA108387_4565		0		0		0		0		0		0		0		TC438813		0		Rep: Chromosome undetermined scaffold_130, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC438813]

		A_99_P359941		9.006713		9.08724		9.350577		9.425679		10.567611		12.034305		11.54805		11.348053		10.558476		11.114459		11.615093		11.365069		2.950374		7.711783		4.586751		3.7904623		2.931753		4.076183		4.8049316		3.835435		1.5608978		2.9470644		2.1974726		1.9223738		1.5517635		2.0272188		2.2645159		1.9393902		Yes		Yes		Yes		TA99977_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P436277		11.40208		11.925362		11.964494		12.25751		11.842587		12.767612		12.893993		12.379554		11.993556		12.447108		12.987512		12.274005		1.357082		1.7928451		1.9046153		1.0882753		1.506788		1.4356923		2.0321655		1.0114989		0.4405079		0.8422508		0.9294996		0.12204361		0.59147644		0.52174664		1.0230179		0.016494751		No		Yes		Yes		TA65192_4565		0		0		Ta.1714		0		0		0		0		TC405599		0		0

		A_99_P359891		11.727752		12.865177		14.023295		13.425751		10.950223		10.874265		11.770409		12.873639		11.568005		11.092002		12.306001		12.664781		-1.714192		-3.974883		-4.766356		-1.4662302		-1.1170913		-3.418054		-3.2881923		-1.6946298		-0.77752876		-1.9909124		-2.2528868		-0.5521116		-0.15974712		-1.7731752		-1.7172947		-0.7609701		Yes		Yes		Yes		TA99960_4565		0		0		0		0		0		0		0		TC452891		0		0

		A_99_P245896		7.406138		5.444822		5.4065013		6.6933517		9.184407		10.413525		10.66566		6.4073825		9.225919		9.619439		10.368649		7.1964097		3.4301443		31.313282		38.296978		-1.2192291		3.5302756		18.05864		31.171318		1.4172143		1.7782693		4.968703		5.2591586		-0.28596926		1.8197808		4.1746173		4.962147		0.50305796		Yes		Yes		Yes		TA65974_4565		0		0		Ta.49558		0		0		0		0		TC383402		0		Rep: Beta-1,3-glucanase - Triticum aestivum (Wheat), partial (66%) [TC383402]

		A_99_P415432		12.072595		12.506248		12.109314		12.73173		13.672315		15.78595		14.759598		12.372448		14.540588		14.607966		15.129544		12.318099		3.030845		9.711548		6.277908		-1.2827878		5.5327387		4.292202		8.11297		-1.3320345		1.59972		3.2797012		2.6502838		-0.3592825		2.4679937		2.101718		3.0202303		-0.41363144		Yes		Yes		Yes		TA51386_4565		0		0		Ta.54331		0		0		0		0		TC457453		0		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (30%) [TC376466]

		A_99_P299446		5.3625464		5.441587		4.811891		4.6649075		5.408279		6.196333		5.6695886		5.28828		5.232028		6.274862		6.065763		5.5124936		1.0322071		1.6873344		1.8121438		1.5404721		-1.094687		1.7817252		2.384806		1.7994876		0.0457325		0.75474596		0.8576975		0.62337255		-0.13051844		0.83327484		1.2538719		0.84758615		No		Yes		Yes		TA81522_4565		0		0		0		0		0		0		0		TC393491		0		Rep: Phenazine biosynthesis family protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC393491]

		A_99_P203926		9.339491		6.5119567		6.6698537		6.6357484		9.418435		10.064734		10.261627		9.804936		9.826603		8.452289		10.290722		8.321845		1.0562447		11.735259		12.056787		8.995403		1.4016362		3.8379395		12.3024025		3.217849		0.078944206		3.5527778		3.5917735		3.169188		0.48711205		1.9403319		3.6208682		1.6860967		Yes		Yes		Yes		AB114627		0		AB114627		Ta.63449		606308		Taxi-III		xylanase inhibitor TAXI-III		0		TC368652		0		Triticum aestivum Taxi-III mRNA for xylanase inhibitor TAXI-III, complete cds [AB114627]

		A_99_P196671		6.1882324		6.398384		5.751791		5.3004746		4.6393943		5.8213425		4.22599		4.10799		4.9444337		5.98316		4.3534174		5.2969184		-2.9258142		-1.4917871		-2.8794658		-2.2854605		-2.3682127		-1.3335057		-2.6360424		-1.002468		-1.5488381		-0.5770416		-1.5258012		-1.1924849		-1.2437987		-0.41522408		-1.3983736		-0.0035562515		Yes		No		No		TA49721_4565		0		0		Ta.28806		0		0		0		0		TC452944		0		Rep: Ferredoxin-NADP(H) oxidoreductase - Triticum aestivum (Wheat), partial (65%) [TC452944]

		A_99_P573682		10.486397		9.743253		10.030768		10.131368		11.832321		12.298202		15.536939		13.153812		13.164243		12.388096		15.612128		11.755027		2.5419302		5.876466		45.4488		8.125433		6.398998		6.2542768		47.880287		3.0815563		1.3459244		2.5549488		5.5061703		3.0224447		2.677846		2.644843		5.58136		1.6236591		Yes		Yes		Yes		CK161960		0		CK161960		Ta.56885		543197		wali5		wali5 protein		0		TC437127		0		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P370197		12.938632		13.047237		12.6487665		12.802087		12.51414		12.492214		13.6703825		12.764394		12.969424		12.551807		13.012158		12.919965		-1.3420998		-1.4691923		2.0301917		-1.0264711		1.021573		-1.4097408		1.2864469		1.0851376		-0.42449188		-0.5550232		1.021616		-0.037693024		0.030792236		-0.49543		0.36339188		0.11787796		No		Yes		Yes		TA103134_4565		0		0		0		0		0		0		0		TC449531		0		Rep: CG13958-PA - Drosophila melanogaster (Fruit fly), partial (4%) [TC449531]

		A_99_P467167		13.777648		13.85526		13.263257		13.098465		14.085167		14.068847		14.11092		13.132088		14.298023		14.19561		14.623008		12.749031		1.2375776		1.1595675		1.7995833		1.0235792		1.4343283		1.2660638		2.5664084		-1.2740606		0.30751896		0.2135868		0.8476629		0.03362274		0.52037525		0.34035015		1.3597507		-0.3494339		No		Yes		Yes		TA59838_4565		0		0		0		0		0		0		0		TC414921		0		0

		A_99_P649107		8.747188		8.107057		8.570856		8.175312		8.595244		7.543493		6.9719205		7.937769		8.299062		7.8601303		7.3639255		7.756748		-1.111065		-1.4779155		-3.0291975		-1.1789832		-1.3642669		-1.1866761		-2.3084598		-1.3365964		-0.1519432		-0.5635638		-1.5989356		-0.2375431		-0.44812584		-0.24692631		-1.2069306		-0.41856384		No		Yes		Yes		AY615198		0		AY615198		Ta.62121		543159		Myb1		transcription factor Myb1		0		TC369933		0		Triticum aestivum transcription factor Myb1 (Myb1) mRNA, complete cds [AY615198]

		A_99_P502787		4.7407184		5.0215716		4.9786015		4.846844		4.617727		4.0134416		4.256483		3.5913315		4.0209413		3.912627		3.6307728		3.6359499		-1.0889907		-2.0113025		-1.6496024		-2.3875198		-1.6469276		-2.1568782		-2.5452876		-2.314811		-0.12299156		-1.0081301		-0.7221184		-1.2555127		-0.7197771		-1.1089447		-1.3478286		-1.2108943		Yes		No		No		TC432917		0		0		0		0		0		0		0		TC432917		0		Rep: LGI2 - Gallus gallus (Chicken), partial (4%) [TC432917]

		A_99_P558767		7.9590325		7.5062375		8.072541		7.6525893		7.4508615		6.7493606		6.9251914		7.0657496		7.304239		7.323212		6.9001613		7.093082		-1.4222461		-1.6898286		-2.2150662		-1.501953		-1.5743909		-1.135262		-2.253832		-1.4737659		-0.5081711		-0.75687695		-1.1473498		-0.5868397		-0.65479374		-0.18302536		-1.17238		-0.55950737		No		Yes		Yes		TC455556		0		0		0		0		0		0		0		TC455556		0		Rep: Secreted protein - Arthrobacter sp. (strain FB24), partial (13%) [TC455556]

		A_99_P289686		10.670807		10.854355		10.876095		11.131794		11.116656		11.61047		11.936723		11.4145155		11.316455		11.352515		12.011016		11.270993		1.3621159		1.6889364		2.0858393		1.2164875		1.5644418		1.4124115		2.1960654		1.1012937		0.44584942		0.75611496		1.0606279		0.28272152		0.645648		0.49816036		1.1349211		0.13919926		No		Yes		Yes		TA78705_4565		0		0		Ta.22534		0		0		0		0		TC389084		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (95%) [TC389084]

		A_99_P460132		4.7408247		5.082948		5.694076		5.47774		4.3858047		4.4221687		5.2077155		4.8023148		4.43263		4.633621		4.453008		5.5485687		-1.2790034		-1.5809366		-1.4009063		-1.5970672		-1.2381573		-1.3654032		-2.3637342		1.05032		-0.35502005		-0.6607795		-0.48636055		-0.67542505		-0.30819464		-0.449327		-1.2410679		0.070828915		No		Yes		Yes		CD865910		0		0		0		0		0		0		0		0		0		0

		A_99_P229591		15.130394		14.118037		13.602203		13.867439		14.177705		13.005867		12.659606		12.281489		13.956668		13.57019		12.4151125		13.972694		-1.935477		-2.1617057		-1.9219854		-3.002054		-2.255936		-1.4619021		-2.2769315		1.0756845		-0.9526892		-1.1121702		-0.9425974		-1.5859499		-1.1737261		-0.5478468		-1.1870909		0.10525513		Yes		No		No		TA61438_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P148937		2.2264235		1.4672288		1.9503988		2.3208592		2.6013606		5.515014		4.620871		2.9719086		4.4612136		3.3677619		4.7949524		3.5385172		1.296783		16.53883		6.366375		1.57031		4.706942		3.7335112		7.1828356		2.3256888		0.37493706		4.0477853		2.6704721		0.6510494		2.23479		1.9005331		2.8445535		1.217658		Yes		Yes		Yes		CJ961991		0		CJ961991		Ta.52541		0		0		0		0		0		0		CJ961991 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul28f07 3', mRNA sequence [CJ961991]

		A_99_P504637		10.917727		8.728293		5.463566		8.398108		11.073281		11.028193		8.3471575		10.130736		11.983312		10.1420145		8.7173395		9.636261		1.1138492		4.9242363		7.379851		3.3233283		2.0930173		2.6642346		9.538574		2.3589642		0.15555382		2.2999		2.8835917		1.7326288		1.0655842		1.4137211		3.2537737		1.2381535		Yes		Yes		Yes		TC433759		0		0		0		0		0		0		0		TC433759		0		0

		A_99_P056466		6.086693		5.785608		5.802632		5.4938083		4.757934		3.8420544		4.1786036		5.1199374		4.858273		4.762499		4.423921		5.2996945		-2.5118647		-3.846519		-3.0823448		-1.295825		-2.343102		-2.0322938		-2.600359		-1.1440212		-1.3287587		-1.9435534		-1.6240282		-0.37387085		-1.2284198		-1.023109		-1.3787107		-0.19411373		Yes		No		No		BQ578337		0		BQ578337		Ta.20522		0		0		0		0		TC400179		0		WHE0301_G05_M09ZS Wheat unstressed seedling shoot cDNA library Triticum aestivum cDNA clone WHE0301_G05_M09, mRNA sequence [BQ578337]

		A_99_P483817		10.9544935		11.012242		10.054433		9.258342		9.378348		8.732598		8.925829		8.537334		9.161667		9.508119		8.797443		8.7782545		-2.9817207		-4.8555813		-2.1864705		-1.6483326		-3.464931		-2.8365233		-2.389965		-1.3948281		-1.5761452		-2.279644		-1.1286039		-0.72100735		-1.7928267		-1.5041237		-1.2569895		-0.48008728		Yes		No		No		TC423201		0		0		0		0		0		0		0		TC423201		0		CHZMRRNA Zea mays chloroplast rRNA-operon, partial (12%) [TC423201]

		A_99_P373827		1.5070676		1.6440201		1.5067173		1.73236		1.8650099		4.6479106		4.185429		2.4706204		3.2818995		2.9347513		4.245237		3.4355347		1.2815967		8.021603		6.4028397		1.6681632		3.4219813		2.44652		6.673852		3.256167		0.35794234		3.0038905		2.678712		0.7382604		1.7748319		1.2907312		2.7385197		1.7031747		Yes		Yes		Yes		TA104010_4565		0		0		0		0		0		0		0		TC434255		0		Rep: Brittle stalk-2-like protein 7 - Zea mays (Maize), partial (12%) [TC434255]

		A_99_P492302		2.105663		2.1292171		2.4601629		1.558711		4.1740184		5.1439385		6.384497		1.4700884		5.6706653		4.385094		7.021705		1.7178622		4.1940827		8.08205		15.1824665		-1.0633545		11.835118		4.7762456		23.61354		1.11663		2.0683553		3.0147214		3.9243343		-0.08862269		3.5650022		2.255877		4.5615425		0.1591512		Yes		Yes		Yes		TC428312		0		0		0		0		0		0		0		TC428312		0		Rep: Protein kinase - Sorangium cellulosum (strain So ce56) (Polyangium cellulosum (strainSo ce56)), partial (6%) [TC428312]

		A_99_P335171		6.910279		6.685129		6.863993		6.3056507		6.835342		6.8192534		8.037401		6.568701		7.2236047		6.9281936		8.451691		6.272045		-1.0533149		1.0974264		2.2554386		1.200013		1.242569		1.1835039		3.0056927		-1.0235671		-0.07493687		0.13412428		1.173408		0.26305008		0.31332588		0.2430644		1.5876975		-0.033605576		No		Yes		Yes		TA92104_4565		0		0		0		0		0		0		0		TC431807		0		Rep: Os01g0681200 protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC431807]

		A_99_P434262		6.9846168		5.9833703		6.6594405		6.3366375		7.3775144		8.196369		7.4851937		6.239329		8.618589		7.331946		7.922953		6.164755		1.313028		4.63638		1.7724602		-1.0697759		3.1036646		2.5466056		2.4007957		-1.1265275		0.3928976		2.2129989		0.8257532		-0.097308636		1.6339726		1.3485756		1.2635126		-0.17188263		Yes		Yes		Yes		AK334688		0		AK334688		Ta.67678		100271911		BaxI.1		BAX inhibitor 1		0		TC391911		0		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P240161		13.706876		14.214059		13.6117935		12.880542		13.505882		14.026115		13.784854		14.021983		13.835286		14.586757		14.805509		14.056954		-1.1494896		-1.1391387		1.1274476		2.206013		1.0930886		1.2947718		2.2874103		2.2601407		-0.20099354		-0.18794346		0.17306042		1.1414413		0.12841034		0.37269783		1.1937151		1.1764126		No		Yes		Yes		TA64525_4565		0		0		Ta.16297		0		0		0		0		TC374398		0		0

		A_99_P218041		9.056259		9.40808		8.368303		8.874981		9.576947		10.147681		9.905689		9.303224		10.085902		10.152611		9.992506		9.327656		1.4346393		1.6697141		2.9026809		1.3455936		2.0415192		1.6754291		3.0827177		1.3685753		0.52068806		0.73960114		1.537386		0.42824268		1.029643		0.7445307		1.6242027		0.45267487		No		Yes		Yes		TA57444_4565		0		0		0		0		0		0		0		TC372351		0		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		A_99_P167449		9.404481		9.655181		9.515515		9.610107		9.198925		9.02934		8.501589		9.158954		9.07727		8.987798		8.462048		9.314664		-1.1531307		-1.5431103		-2.0193996		-1.3671331		-1.254586		-1.5881896		-2.0755126		-1.2272623		-0.20555592		-0.62584114		-1.0139265		-0.45115376		-0.32721138		-0.6673832		-1.0534678		-0.29544353		No		Yes		Yes		DR737994		0		DR737994		Ta.56818		0		0		0		0		TC386378		0		FGAS083211 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737994]

		A_99_P330611		6.8158536		5.8786106		7.8248534		6.38275		5.049187		2.6792252		5.9522386		5.004932		4.1929345		4.5800056		4.898515		5.24853		-3.402668		-9.185673		-3.661957		-2.5987504		-6.1599517		-2.459909		-7.6017847		-2.1949987		-1.7666664		-3.1993854		-1.8726149		-1.3778181		-2.622919		-1.298605		-2.9263382		-1.1342201		Yes		No		No		TA90722_4565		0		0		0		0		0		0		0		TC433747		0		Rep: Flavonoid 3'-hydroxylase - Triticum aestivum (Wheat), partial (66%) [TC433747]

		A_99_P157257		2.4940827		2.8063657		2.9973934		4.096174		3.1495593		3.4803839		5.7165713		5.389221		2.394764		2.676281		5.0659847		5.4283957		1.5751362		1.5955106		6.584975		2.4504511		-1.0712675		-1.094358		4.194769		2.5179017		0.65547657		0.67401814		2.719178		1.2930474		-0.09931874		-0.13008475		2.0685914		1.332222		Yes		No		No		AK332491		0		AK332491		Ta.54498		0		0		0		0		TC377172		0		Triticum aestivum cDNA, clone: WT004_B19, cultivar: Chinese Spring [AK332491]

		A_99_P441817		3.2973163		4.2256274		3.2434464		4.310782		4.2406287		5.124109		4.906449		4.387424		5.3472686		4.6085587		5.231056		4.4562573		1.9229382		1.8641027		3.166749		1.0545607		4.1409225		1.3039886		3.9657943		1.1060951		0.9433124		0.89848137		1.6630025		0.07664204		2.0499523		0.38293123		1.9876099		0.14547539		Yes		No		No		TC397787		0		0		0		0		0		0		0		TC397787		0		0

		A_99_P246026		6.881575		5.297025		3.5125523		5.805489		5.3170285		3.602909		3.132229		4.9917016		6.1463056		4.8997064		3.5144212		5.7364554		-2.9578452		-3.2357857		-1.3016334		-1.7578201		-1.6647085		-1.317058		1.0012963		-1.0490137		-1.5645466		-1.6941161		-0.38032317		-0.81378746		-0.73526955		-0.39731884		0.0018689632		-0.06903362		Yes		No		No		TA66011_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P271266		9.022144		9.582261		8.1206		9.752002		10.243648		11.187386		12.091362		10.491643		10.485955		10.999802		11.734899		10.66211		2.3318956		3.0422199		15.679007		1.6697605		2.7583604		2.6712973		12.2465105		1.8791869		1.2215033		1.6051245		3.9707623		0.7396412		1.4638109		1.4175406		3.6142988		0.91010857		Yes		Yes		Yes		TA73318_4565		0		0		0		0		0		0		0		TC444858		0		Rep: Pathogen-related protein - Hordeum vulgare (Barley), partial (97%) [TC444858]

		A_99_P254751		8.944015		8.598418		6.502317		4.876986		6.311257		6.131094		5.3518996		4.17972		6.5321574		7.3996205		5.7572417		5.637949		-6.2021036		-5.530172		-2.219781		-1.6214293		-5.321589		-2.2954829		-1.6760616		1.6946213		-2.6327577		-2.4673243		-1.1504173		-0.6972661		-2.4118571		-1.1987977		-0.7450752		0.76096296		Yes		No		No		TA68493_4565		0		0		Ta.37223		0		0		0		0		TC387821		0		Rep: 50S ribosomal protein L28, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC387821]

		A_99_P133895		5.3176684		6.0961976		5.823857		5.705584		5.0201764		5.046239		3.9326084		4.740865		4.8518386		5.503744		4.3466163		5.0180984		-1.229006		-2.0704706		-3.709561		-1.951683		-1.3811115		-1.5078088		-2.784157		-1.6104743		-0.29749203		-1.0499587		-1.8912485		-0.9647188		-0.46582985		-0.5924535		-1.4772406		-0.6874857		Yes		No		No		AK330617		0		AK330617		Ta.48435		0		0		0		0		TC369015		0		Triticum aestivum cDNA, clone: SET4_O06, cultivar: Chinese Spring [AK330617]

		A_99_P471602		1.7376083		1.7414614		1.5419544		1.8908901		3.2006912		2.698623		5.778034		2.5804505		4.742252		2.92219		6.1119957		1.9825157		2.7569687		1.9414864		18.844606		1.612792		8.02579		2.2669122		23.753056		1.0655701		1.4630829		0.95716155		4.2360797		0.6895604		3.0046434		1.1807286		4.570041		0.09162557		Yes		Yes		Yes		CA631674		0		CA631674		Ta.60556		100136987		TaPrx-B		peroxidase		0		TC417269		0		wle1n.pk0051.f10 wle1n Triticum aestivum cDNA clone wle1n.pk0051.f10 5' end, mRNA sequence [CA631674]

		A_99_P052276		5.082634		5.5680237		4.6582036		5.6772323		3.635135		4.8719087		3.5564823		5.3385797		4.207724		3.9199953		3.6493938		4.9319496		-2.7273486		-1.6201361		-2.146106		-1.264575		-1.8338935		-3.1340504		-2.0122504		-1.6763027		-1.447499		-0.696115		-1.1017213		-0.3386526		-0.8749099		-1.6480284		-1.0088098		-0.74528265		Yes		No		No		CA641200		0		CA641200		Ta.18721		0		0		0		0		TC443263		0		wre1n.pk0041.f7 wre1n Triticum aestivum cDNA clone wre1n.pk0041.f7 5' end, mRNA sequence [CA641200]

		A_99_P453122		3.2373002		3.2507107		3.2792337		3.226627		2.258949		4.2618337		4.8963714		4.2665977		3.815279		4.426122		5.3519654		4.181995		-1.9702123		2.0154793		3.067658		2.0561857		1.4927565		2.2585728		4.206825		1.9390739		-0.9783511		1.011123		1.6171377		1.0399706		0.57797885		1.1754115		2.0727317		0.9553678		Yes		No		No		TC405863		0		0		0		0		0		0		0		TC405863		0		0

		A_99_P034289		7.0003104		6.5772233		6.2927146		6.8433404		7.497064		7.879301		7.4369845		6.7316117		7.7512803		7.4712567		7.7300315		6.8218255		1.411035		2.4658375		2.2103424		-1.0805222		1.6829238		1.8583645		2.7081673		-1.0150248		0.4967537		1.3020778		1.14427		-0.11172867		0.7509699		0.89403343		1.4373169		-0.021514893		No		Yes		Yes		BM134867		0		BM134867		Ta.12720		0		0		0		0		TC452967		0		WHE0452_C05_C05ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0452_C05_C05, mRNA sequence [BM134867]

		A_99_P249776		12.15918		11.890331		10.795833		10.457708		10.973193		10.720856		10.147155		9.261678		10.652583		11.386617		10.033659		10.39782		-2.2751892		-2.249299		-1.5677308		-2.2910845		-2.8413894		-1.4178594		-1.6960441		-1.0423847		-1.1859865		-1.1694756		-0.6486778		-1.1960306		-1.5065966		-0.50371456		-0.76217365		-0.059887886		Yes		No		No		AK332602		0		AK332602		Ta.24988		0		0		0		0		TC377637		0		Triticum aestivum cDNA, clone: WT004_G10, cultivar: Chinese Spring [AK332602]

		A_99_P506102		8.899642		9.941293		7.6603885		8.943244		6.9378715		7.067423		4.661198		6.2359757		6.893493		8.1353		4.2302175		6.3500676		-3.8953974		-7.330288		-7.9955115		-6.5308385		-4.0170846		-3.4966977		-10.779146		-6.034258		-1.9617705		-2.87387		-2.9991903		-2.7072682		-2.0061488		-1.8059931		-3.430171		-2.5931764		Yes		Yes		Yes		TC434405		0		0		0		0		0		0		0		TC434405		0		Rep: HDC15396 - Drosophila melanogaster (Fruit fly), partial (7%) [TC434405]

		A_99_P274951		11.443359		10.99821		10.44493		10.351045		12.709762		12.63716		14.146426		12.312945		12.808423		12.829381		13.965546		11.777432		2.4056091		3.1143916		13.009522		3.8957489		2.575877		3.5582578		11.476538		2.6877291		1.2664022		1.6389503		3.7014961		1.9619007		1.3650637		1.831171		3.5206156		1.4263878		Yes		Yes		Yes		TA74414_4565		0		0		0		0		0		0		0		TC387886		0		Rep: UMP synthase - Zea mays (Maize), partial (29%) [TC387886]

		A_99_P348136		7.596453		8.586207		8.964974		8.303903		6.904999		7.7308693		7.57202		7.687191		7.354855		7.9566975		8.237035		7.8931403		-1.6149107		-1.8091826		-2.6261592		-1.5333761		-1.1823016		-1.5470394		-1.6562719		-1.329388		-0.6914544		-0.8553381		-1.3929543		-0.6167116		-0.24159813		-0.6295099		-0.7279396		-0.4107623		No		Yes		Yes		TA96144_4565		0		0		0		0		0		0		0		TC408288		0		Rep: Os01g0201900 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC408288]

		A_99_P354751		7.0538135		6.6383166		7.286348		7.240991		8.006181		9.350685		9.068055		7.6039586		8.6271105		7.583895		9.291705		7.4091096		1.9350452		6.5539675		3.4383283		1.2860686		2.97584		1.9259611		4.014881		1.1235921		0.9523673		2.7123685		1.7817073		0.3629675		1.573297		0.9455786		2.0053573		0.16811848		Yes		Yes		Yes		TA98226_4565		0		0		0		0		0		0		0		TC389948		0		Rep: Chromosome chr1 scaffold_84, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC389948]

		A_99_P011829		9.782527		9.435742		9.563958		9.745748		10.369405		10.867767		10.649663		9.693413		11.319423		10.243623		10.965005		9.851542		1.5019927		2.6982517		2.1224122		-1.0369416		2.9016948		1.7506375		2.6409314		1.0760871		0.5868778		1.432025		1.0857048		-0.052334785		1.5368958		0.8078804		1.4010468		0.10579491		No		Yes		Yes		AK336291		0		AK336291		Ta.5146		0		0		0		0		0		0		Triticum aestivum cDNA, clone: SET3_L05, cultivar: Chinese Spring [AK336291]

		A_99_P234076		11.908732		11.943634		13.644238		13.549796		11.6028185		10.790798		13.341748		13.594249		11.3421755		11.17612		12.92318		13.608382		-1.2362015		-2.2235053		-1.2332714		1.0312918		-1.4809849		-1.7023342		-1.6483914		1.0414447		-0.30591393		-1.1528358		-0.30249023		0.044452667		-0.56655693		-0.7675142		-0.72105885		0.05858612		No		Yes		Yes		TA62772_4565		0		0		0		0		0		0		0		TC370036		0		Rep: Aquaporin PIP1 - Triticum aestivum (Wheat), complete [TC370036]

		A_99_P319871		3.5707042		4.8160634		3.1869287		2.7954338		1.6158012		2.9569476		2.056037		3.5611079		1.7296162		3.6687975		2.1288643		2.3055677		-3.8768985		-3.6278527		-2.1899407		1.7001642		-3.5828013		-2.2149374		-2.0821362		-1.4043144		-1.954903		-1.8591158		-1.1308918		0.7656741		-1.841088		-1.1472659		-1.0580645		-0.48986602		Yes		No		No		AK336292		0		AK336292		Ta.50508		0		0		0		0		TC424955		0		Triticum aestivum cDNA, clone: SET3_L06, cultivar: Chinese Spring [AK336292]

		A_99_P573902		7.6084595		8.192688		6.038038		7.714003		7.343269		8.620449		7.6215224		7.3108945		8.475381		8.845303		8.258342		7.253447		-1.2017949		1.3451444		2.9969285		-1.3223542		1.823767		1.5720146		4.6599164		-1.376072		-0.2651906		0.42776108		1.5834846		-0.4031086		0.8669214		0.6526146		2.220304		-0.46055603		No		Yes		Yes		AK334597		0		AK334597		Ta.11908		0		0		0		0		TC461156		0		Triticum aestivum cDNA, clone: WT010_G16, cultivar: Chinese Spring [AK334597]

		A_99_P517967		8.093936		8.069577		8.441747		7.9925265		7.1609383		7.13676		7.476204		7.4522634		7.222508		7.452521		7.353873		7.759461		-1.9092389		-1.9089998		-1.9527981		-1.4542378		-1.8294729		-1.5337425		-2.1256056		-1.1753298		-0.9329977		-0.932817		-0.9655428		-0.5402632		-0.871428		-0.61705637		-1.0878739		-0.2330656		No		Yes		Yes		CK206656		0		0		0		0		0		0		0		TC439711		0		Rep: Competence protein ComEA helix-hairpin-helix repeat region - Mycobacterium avium (strain 104), partial (5%) [TC419795]

		A_99_P166082		7.7576947		7.832123		8.227443		7.847963		7.6516385		6.8734035		7.332911		6.6360397		6.91773		6.916996		6.8561034		6.772938		-1.076282		-1.9435837		-1.8590064		-2.3164623		-1.7900065		-1.8857348		-2.5871062		-2.1067586		-0.10605621		-0.95871925		-0.8945317		-1.2119231		-0.83996487		-0.9151268		-1.3713393		-1.0750251		Yes		No		No		CK207520		0		CK207520		Ta.56501		0		0		0		0		0		0		FGAS019149 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207520]

		A_99_P460202		5.128448		3.2970135		3.7313564		4.726141		7.6095786		9.5433655		7.548725		5.992746		9.920928		8.432639		7.8356414		5.602059		5.5833483		75.91706		14.097513		2.405947		27.71279		35.154217		17.199387		1.8351754		2.4811306		6.246352		3.8173687		1.2666049		4.79248		5.135626		4.1042852		0.8759179		Yes		Yes		Yes		TC410703		0		0		0		0		0		0		0		TC410703		0		Rep: Transcriptional regulator, PucR family - Salinispora arenicola CNS-205, partial (5%) [TC410703]

		A_99_P289946		8.789387		9.046017		8.693572		9.282427		9.027535		8.949967		10.013801		9.520616		8.353635		9.105376		9.800923		9.614926		1.1794782		-1.0688425		2.4970567		1.179511		-1.3526156		1.042003		2.1544974		1.2591931		0.23814869		-0.09604931		1.3202286		0.23818874		-0.43575191		0.05935955		1.1073513		0.3324995		No		Yes		Yes		AK336091		0		AK336091		Ta.2231		0		0		0		0		TC437227		0		Triticum aestivum cDNA, clone: SET3_D09, cultivar: Chinese Spring [AK336091]

		A_99_P135350		4.240635		3.6540577		7.4755874		4.701833		6.0707664		9.305123		7.7607856		6.4451447		7.7724557		4.7335515		9.419619		5.1263614		3.5556948		50.250492		1.2185776		3.3480287		11.566021		2.1132944		3.847793		1.3421339		1.8301315		5.651066		0.2851982		1.7433119		3.5318208		1.0794938		1.9440312		0.4245286		Yes		No		No		L41507		0		L41507		Ta.48794		543209		hsp70C		heat shock protein		0		TC414724		0		Triticum aestivum heat shock protein (hsp70C) mRNA, partial cds [L41507]

		A_99_P512197		2.1107354		1.4689598		1.6439835		1.9434799		5.561449		8.644841		6.939298		3.7609053		7.736712		6.4346642		7.6222		3.731981		10.933729		144.59575		39.268887		3.5245166		49.384163		31.24827		63.04092		3.4545581		3.4507136		7.1758814		5.295315		1.8174254		5.6259766		4.9657044		5.9782166		1.7885011		Yes		Yes		Yes		TC437037		0		0		0		0		0		0		0		TC437037		0		Rep: E4 - Uncia uncia papillomavirus type 1, partial (15%) [TC437037]

		A_99_P194458		4.7194695		4.6599874		4.8429513		5.4077992		8.187375		12.487312		12.116334		8.318292		11.314841		10.967281		12.676457		8.390992		11.0648		227.1222		154.70572		7.518748		96.69516		79.19261		228.09738		7.9073424		3.4679055		7.827325		7.2733827		2.9104924		6.5953717		6.307294		7.833506		2.983193		Yes		Yes		Yes		TC437092		0		0		0		0		0		0		0		TC437092		0		0

		A_99_P364516		2.9380639		4.7569156		2.8662329		3.1004617		3.2920158		5.0261254		5.4780617		5.005194		3.0486367		5.2688007		5.650889		5.0309873		1.2780567		1.2051476		6.1127806		3.7443945		1.0796568		1.4259123		6.890726		3.8119404		0.35395193		0.26920986		2.6118288		1.9047325		0.110572815		0.51188517		2.784656		1.9305255		Yes		No		No		TA101537_4565		0		0		0		0		0		0		0		TC390503		0		Rep: DNA-directed RNA polymerase subunit - Oryza sativa subsp. japonica (Rice), partial (46%) [TC390503]

		A_99_P009611		3.659767		3.692725		2.3012133		3.2957268		4.0117717		5.2846317		3.4562607		3.90979		5.41719		5.226162		3.7579346		3.3724213		1.276333		3.014475		2.2269163		1.5305638		3.380937		2.8947465		2.7448385		1.0545989		0.35200477		1.5919068		1.1550474		0.61406326		1.7574232		1.533437		1.4567213		0.07669449		Yes		No		No		BJ259927		0		BJ259927		Ta.4398		0		0		0		0		TC416146		0		BJ259927 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh22n01 5', mRNA sequence [BJ259927]

		A_99_P507612		4.4970207		3.241206		4.0081325		4.040534		5.468744		4.6301727		5.5666223		4.7289605		6.338302		4.7468324		6.222264		4.556313		1.9611815		2.6189106		2.9454536		1.6115249		3.5832815		2.8394794		4.640021		1.4297659		0.9717231		1.3889668		1.5584898		0.6884265		1.8412814		1.5056264		2.2141314		0.515779		Yes		No		No		DN828948		0		0		Ta.16745		0		0		0		0		TC435029		0		0

		A_99_P217041		1.5257875		1.5143824		1.5499028		1.5183973		3.4114914		2.5402002		8.190812		5.9707465		4.911101		1.7961835		7.132242		4.075889		3.6953318		2.0361133		99.79594		21.892263		10.449149		1.2157117		47.912804		5.886833		1.8857039		1.0258179		6.640909		4.452349		3.3853135		0.2818011		5.5823393		2.5574918		Yes		Yes		Yes		TA57043_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P549557		4.1019955		3.9741383		8.389416		3.6829023		7.070482		9.339185		8.946219		7.4102426		8.475323		5.659397		10.00023		5.855252		7.8271456		41.21354		1.4710066		13.244672		20.72539		3.215981		3.0542414		4.507569		2.9684863		5.3650465		0.5568037		3.7273402		4.3733273		1.6852589		1.6108141		2.1723495		Yes		No		No		TC414061		0		0		0		0		0		0		0		TC414061		GO:0005575(cellular_component)|GO:0005829(cytosol)|GO:0006457(protein folding)|GO:0006972(hyperosmotic response)|GO:0009408(response to heat)|GO:0009644(response to high light intensity)|GO:0042542(response to hydrogen peroxide)|GO:0051082(unfolded protein binding)		Rep: Heat shock protein 17.3 - Triticum aestivum (Wheat), complete [TC414061]

		A_99_P151797		4.3667817		4.035257		3.1865537		3.9898727		3.6804016		2.5268633		2.1177988		3.4847724		3.1039324		3.637296		2.8302374		3.9225643		-1.6092408		-2.8449306		-2.0976224		-1.419222		-2.399692		-1.3176442		-1.280153		-1.0477601		-0.68638015		-1.5083935		-1.0687549		-0.50510025		-1.2628493		-0.3979609		-0.35631633		-0.067308426		No		Yes		Yes		CJ829832		0		CJ829832		Ta.53181		0		0		0		0		TC452504		0		CJ829832 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal2b16 5', mRNA sequence [CJ829832]

		A_99_P164212		9.988453		10.504439		11.2266245		11.052691		9.399944		9.348603		10.317876		10.691189		9.57071		9.835068		10.617831		10.666851		-1.5036914		-2.2281342		-1.8774164		-1.2847633		-1.3358358		-1.5903801		-1.524983		-1.3066207		-0.5885086		-1.1558361		-0.9087486		-0.36150265		-0.41774273		-0.6693716		-0.60879326		-0.38584042		No		Yes		Yes		TA52753_4565		0		0		0		0		0		0		0		TC368613		0		Rep: Glycosyltransferase - Triticum aestivum (Wheat), complete [TC368613]

		A_99_P235576		9.20559		7.9755173		6.396258		8.184665		11.149825		10.985169		10.879996		9.394666		13.192983		11.497964		10.839507		9.175755		3.8483362		8.053702		22.3738		2.3133779		15.860786		11.491113		21.75461		1.9876859		1.9442348		3.0096521		4.4837384		1.210001		3.9873924		3.5224466		4.443249		0.9910898		Yes		No		No		TA63230_4565		0		0		0		0		0		0		0		TC444392		0		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (98%) [TC444392]

		A_99_P426342		7.418116		8.370988		8.265424		8.75477		6.7155175		6.655788		6.7811112		6.953617		6.051451		7.4163055		5.797825		8.47091		-1.6274334		-3.2834215		-2.7978382		-3.4849868		-2.5787375		-1.9381528		-5.5312247		-1.217448		-0.7025986		-1.7152		-1.4843125		-1.8011532		-1.3666649		-0.95468235		-2.467599		-0.2838602		Yes		No		No		TC385714		0		0		0		0		0		0		0		TC385714		GO:0005739(mitochondrion)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC385714]

		A_99_P361751		10.836843		11.262752		11.052739		11.189407		10.502934		10.347511		9.838059		11.152167		10.537896		10.825192		9.981396		11.239202		-1.2604231		-1.8858831		-2.3208926		-1.0261489		-1.2302456		-1.3543111		-2.1013892		1.0351173		-0.33390808		-0.9152403		-1.2146797		-0.03724003		-0.29894638		-0.43755913		-1.0713434		0.049794197		No		Yes		Yes		TA100610_4565		0		0		Ta.20367		0		0		0		0		TC448212		0		0

		A_99_P218026		3.6226308		3.1630762		5.8678365		2.9666874		4.1558347		6.7094874		6.531742		6.1638207		4.6544375		3.93237		6.6307464		4.6133833		1.4471394		11.683586		1.584366		9.171345		2.044583		1.7044352		1.6969098		3.131157		0.53320384		3.5464113		0.6639056		3.1971333		1.0318067		0.7692938		0.7629099		1.6466959		Yes		No		No		CJ723652		0		CJ723652		Ta.24332		543277		LOC543277		put. heat shock protein (AA 1 -151)		0		TC371775		0		CJ723652 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh20p06 5', mRNA sequence [CJ723652]

		A_99_P390392		3.515292		4.610489		3.064288		2.945198		1.9946193		3.1748924		2.0223963		2.8904142		2.3958275		3.8789442		2.374541		3.027228		-2.869248		-2.7049398		-2.0589254		-1.0387034		-2.172663		-1.660416		-1.6130005		1.0585065		-1.5206727		-1.4355965		-1.0418916		-0.05478382		-1.1194644		-0.73154473		-0.68974686		0.08203006		Yes		No		No		TA108086_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P265676		10.226951		9.919704		8.856523		9.045289		8.415929		8.430401		7.807768		8.008754		8.552005		9.338906		7.9615326		9.345851		-3.5089073		-2.8075342		-2.0687435		-2.0512953		-3.1930737		-1.4956765		-1.859597		1.231624		-1.8110218		-1.4893036		-1.0487547		-1.0365353		-1.6749458		-0.58079815		-0.89498997		0.3005619		Yes		No		No		TA71595_4565		0		0		Ta.3100		0		0		0		0		TC388583		0		0

		A_99_P429512		4.9443603		4.324322		4.5190706		4.596298		6.4306703		7.588169		6.1960444		4.7915435		7.2499804		5.985311		6.517923		4.387021		2.8017147		9.605408		3.1975653		1.1449188		4.9437995		3.1623318		3.996819		-1.1561087		1.48631		3.2638469		1.6769738		0.19524527		2.3056202		1.6609888		1.9988523		-0.20927715		Yes		Yes		Yes		TC388104		0		0		0		0		0		0		0		TC388104		0		Rep: PME/invertase inhibitor-like protein - Musa acuminata (Banana), partial (5%) [TC388104]

		A_99_P560632		6.1908894		5.854506		6.693193		6.322695		5.951016		5.0986943		5.6923294		4.883366		5.027368		5.1067176		4.9029756		4.9628544		-1.180889		-1.6885813		-2.0011976		-2.7119465		-2.240035		-1.6792167		-3.4586701		-2.566568		-0.23987341		-0.7558117		-1.0008636		-1.4393287		-1.1635213		-0.7477884		-1.7902174		-1.3598404		Yes		No		No		TC456261		0		0		0		0		0		0		0		TC456261		0		0

		A_99_P458092		9.570851		9.813945		9.354019		9.27266		9.036312		8.615087		8.404712		9.188605		8.508168		9.439694		8.384397		9.399872		-1.4484794		-2.2955792		-1.9309455		-1.0599931		-2.0888126		-1.296166		-1.9583282		1.0921807		-0.5345392		-1.1988583		-0.94930744		-0.08405495		-1.0626831		-0.3742504		-0.9696226		0.12721157		No		Yes		Yes		TA71920_4565		0		0		0		0		0		0		0		TC409268		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC409268]

		A_99_P492637		11.538068		11.95596		11.556516		12.147334		13.22332		15.355721		14.249382		11.878635		14.032084		14.211281		14.735101		11.826874		3.215966		10.5543165		6.4659677		-1.2047207		5.633442		4.7744036		9.054187		-1.2487289		1.6852522		3.3997612		2.6928663		-0.2686987		2.4940166		2.2553205		3.178585		-0.32046032		Yes		Yes		Yes		TA50929_4565		0		0		Ta.54331		0		0		0		0		TC428483		0		0

		A_99_P256996		10.975208		10.960555		11.63919		10.941169		10.497808		10.272385		10.777593		10.525829		10.408993		10.28473		10.468211		10.863941		-1.3922322		-1.611239		-1.8170487		-1.3336124		-1.4806345		-1.5975102		-2.2516437		-1.0549887		-0.47739983		-0.68817043		-0.86159706		-0.41533947		-0.5662155		-0.6758251		-1.1709785		-0.07722759		No		Yes		Yes		CJ654701		0		CJ654701		Ta.62661		0		0		0		0		TC437487		0		CJ654701 Y.Ogihara unpublished cDNA library Wh_GCPCDAM Triticum aestivum cDNA clone whgc18p03 5', mRNA sequence [CJ654701]

		A_99_P230581		14.38018		14.395298		14.454944		15.280965		14.540423		15.325175		16.786375		15.462541		14.914253		14.814181		16.925932		15.555539		1.1174754		1.9051139		5.033045		1.1341219		1.4480113		1.3368924		5.5442343		1.209637		0.16024303		0.9298773		2.3314314		0.18157578		0.5340729		0.41888332		2.4709883		0.27457428		No		Yes		Yes		AK335485		0		AK335485		Ta.53969		0		0		0		0		TC401093		0		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		A_99_P428097		4.4121065		4.591135		8.54828		3.4279993		6.8360844		8.11317		8.457859		6.603846		6.508432		4.7736006		9.020162		5.774866		5.3664865		11.487832		-1.0646806		9.037018		4.2761884		1.1348217		1.3869174		5.0871825		2.4239779		3.5220346		-0.09042072		3.1758468		2.0963254		0.18246555		0.47188187		2.3468668		Yes		No		No		TA65673_4565		0		0		Ta.28083		0		0		0		0		TC387039		0		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC387039]

		A_99_P349581		5.7842555		6.4952073		5.930074		5.7647514		5.341967		4.870811		4.9582253		5.6458154		5.5098357		5.519481		5.297111		5.8699055		-1.3587579		-3.0831313		-1.9613527		-1.0859337		-1.2095076		-1.9666308		-1.5507468		1.0756092		-0.4422884		-1.6243963		-0.97184896		-0.11893606		-0.27441978		-0.9757261		-0.6329632		0.10515404		No		Yes		Yes		TA96627_4565		0		0		0		0		0		0		0		TC398751		0		Rep: Os03g0690500 protein - Oryza sativa subsp. japonica (Rice), partial (61%) [TC398751]

		A_99_P209966		4.6048903		4.0706916		4.3068786		4.772512		3.124545		2.7809384		1.8428904		2.9252853		4.2515054		3.6994543		2.3700402		4.041637		-2.790155		-2.4448624		-5.517399		-3.5980785		-1.2775546		-1.2934617		-3.828657		-1.6596454		-1.4803452		-1.2897532		-2.4639883		-1.8472266		-0.35338497		-0.37123728		-1.9368384		-0.730875		Yes		No		No		TA54134_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P333461		4.5553527		4.7724457		5.5352473		4.928821		3.5244377		3.2686844		4.199185		2.9669988		3.3820057		3.4093397		3.1837769		3.2591555		-2.0433197		-2.835811		-2.5246134		-3.8955371		-2.2553432		-2.5723839		-5.1034417		-3.1814084		-1.030915		-1.5037613		-1.3360624		-1.9618223		-1.173347		-1.363106		-2.3514705		-1.6696656		Yes		Yes		Yes		TA91589_4565		0		0		0		0		0		0		0		TC376163		0		Rep: Wali2 protein - Triticum aestivum (Wheat), partial (6%) [TC376163]

		A_99_P388982		8.019764		7.5128174		6.4912114		8.531948		7.222861		5.8520927		4.998895		6.9678626		6.1681294		6.7781982		4.273728		8.069631		-1.7373677		-3.161753		-2.8134031		-2.9569001		-3.6090884		-1.6639582		-4.650815		-1.3777531		-0.79690313		-1.6607246		-1.4923162		-1.5640855		-1.8516345		-0.73461914		-2.2174835		-0.46231747		Yes		Yes		Yes		TA107737_4565		0		0		0		0		0		0		0		TC430489		0		Rep: ZIM motif family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (54%) [TC430489]

		A_99_P489622		11.522376		10.549068		10.002056		11.232377		11.909818		12.474053		11.545968		11.119878		12.695342		12.322914		11.811303		11.431262		1.3080717		3.7973287		2.9158409		-1.0810994		2.2547476		3.419643		3.5045934		1.1478109		0.38744164		1.9249849		1.5439119		-0.11249924		1.172966		1.7738457		1.809247		0.19888496		Yes		Yes		Yes		D16416		0		D16416		Ta.56881		543182		LOC543182		zinc-finger protein WZF1		0		TC426981		0		Triticum aestivum mRNA for zinc-finger protein WZF1, complete cds [D16416]

		A_99_P501307		9.040691		8.125846		7.2856994		7.609001		9.231667		9.231053		7.9857526		8.2084875		9.988305		8.729442		8.583102		7.9334426		1.141535		2.151298		1.6245648		1.515177		1.92868		1.5194991		2.4578602		1.2521795		0.19097519		1.1052074		0.7000532		0.59948635		0.9476137		0.60359573		1.2974029		0.32444143		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P498297		4.442709		5.4355683		6.372107		7.113401		5.7623773		7.4005675		11.266491		8.250447		7.100325		6.646997		11.556171		8.52026		2.496087		3.904125		29.741055		2.199303		6.3098955		2.3156683		36.35456		2.6515923		1.3196683		1.9649992		4.894384		1.1370463		2.6576161		1.2114286		5.1840644		1.4068589		Yes		No		No		TC430957		0		0		0		0		0		0		0		TC430957		0		0

		A_99_P053097		6.933876		6.403462		6.542958		6.2578487		6.261729		5.419062		5.527588		6.3312564		6.2888913		5.9255414		5.7190766		6.046065		-1.5934428		-1.97849		-2.0214212		1.052199		-1.5637227		-1.3927348		-1.7701617		-1.1581193		-0.6721473		-0.9843998		-1.0153699		0.07340765		-0.6449847		-0.47792053		-0.82388115		-0.21178389		No		Yes		Yes		CA646151		0		CA646151		Ta.19027		0		0		0		0		0		0		wre1n.pk0107.d9 wre1n Triticum aestivum cDNA clone wre1n.pk0107.d9 5' end, mRNA sequence [CA646151]

		A_99_P388392		8.5838995		8.937369		8.880944		8.824166		7.9329796		8.132422		7.2435403		7.747173		8.316467		8.508147		8.088028		8.275235		-1.5701691		-1.7470815		-3.1110551		-2.109635		-1.2036636		-1.3465073		-1.7325732		-1.4630014		-0.6509199		-0.8049469		-1.637404		-1.0769935		-0.2674322		-0.4292221		-0.7929163		-0.5489311		Yes		No		No		TA107595_4565		0		0		0		0		0		0		0		TC446198		0		Rep: AGAP005376-PA - Anopheles gambiae str. PEST, partial (10%) [TC446198]

		A_99_P058895		6.917825		7.1148887		6.304937		5.752678		5.8722324		6.1051497		4.696937		4.366005		5.721756		6.101663		4.860131		5.560379		-2.0642142		-2.0135467		-3.0482893		-2.61475		-2.2911458		-2.0184188		-2.7222624		-1.1425829		-1.0455928		-1.0097389		-1.6079998		-1.386673		-1.1960692		-1.0132256		-1.4448061		-0.19229889		Yes		No		No		CA698770		0		CA698770		Ta.21704		0		0		0		0		0		0		wlk8.pk0007.d7 wlk8 Triticum aestivum cDNA clone wlk8.pk0007.d7 5' end, mRNA sequence [CA698770]

		A_99_P413842		13.99216		13.929172		14.055825		14.851323		14.178493		14.843909		16.446308		15.104134		14.440181		14.3930855		16.46279		15.15261		1.1378676		1.8852262		5.2433286		1.191526		1.3641676		1.3792787		5.3035717		1.232243		0.1863327		0.9147377		2.390483		0.25281048		0.44802094		0.46391392		2.4069643		0.3012867		No		Yes		Yes		TA61658_4565		0		0		Ta.53969		0		0		0		0		TC375528		0		0

		A_99_P254441		13.005338		13.338716		13.2846155		13.232291		13.337104		14.232705		13.840676		13.235049		13.911061		13.73453		14.419571		13.171325		1.2585531		1.858308		1.4702493		1.0019135		1.8734839		1.3156857		2.1961176		-1.0431644		0.33176613		0.89398956		0.5560608		0.0027580261		0.9057236		0.3958149		1.1349554		-0.06096649		No		Yes		Yes		AK333340		0		AK333340		Ta.12665		0		0		0		0		TC422019		0		Triticum aestivum cDNA, clone: WT006_D19, cultivar: Chinese Spring [AK333340]

		A_99_P449752		8.256404		8.5195265		8.3810425		8.538553		7.925169		8.014844		6.816816		8.17101		8.34307		8.000759		7.3994603		8.354878		-1.2580898		-1.4188111		-2.9571893		-1.290154		1.0619134		-1.4327306		-1.9746298		-1.1357732		-0.33123493		-0.50468254		-1.5642266		-0.36754322		0.08666611		-0.51876736		-0.98158216		-0.18367481		No		Yes		Yes		TC403521		0		0		0		0		0		0		0		TC403521		0		0

		A_99_P286121		7.5490494		8.214328		7.8203444		8.451375		8.140891		9.673923		9.274067		8.021632		8.604763		9.070151		9.479686		8.090278		1.5071695		2.750311		2.739139		-1.3469934		2.0787463		1.8097916		3.1587229		-1.2844025		0.5918417		1.4595947		1.4537225		-0.4297428		1.0557137		0.8558235		1.6593413		-0.36109734		No		Yes		Yes		TA77672_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P256571		9.666413		10.371269		11.591892		10.747569		9.792207		9.815033		10.100185		10.350579		9.603543		9.842709		10.410216		10.253414		1.0911076		-1.4704281		-2.8122149		-1.3167577		-1.0445416		-1.4424893		-2.2684014		-1.4084954		0.12579346		-0.55623627		-1.4917068		-0.39698982		-0.062870026		-0.52856064		-1.1816759		-0.49415493		No		Yes		Yes		TA68989_4565		0		0		0		0		0		0		0		TC371529		0		Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC371529]

		A_99_P175079		4.8286886		4.5211215		4.937651		4.60558		3.8736846		3.6540358		3.9688034		3.6577194		3.5506732		3.8487682		3.3530197		3.5075428		-1.9385849		-1.8239747		-1.9572767		-1.9290098		-2.4250515		-1.5936704		-2.9993117		-2.1406324		-0.955004		-0.8670857		-0.96884775		-0.9478605		-1.2780154		-0.67235327		-1.5846314		-1.098037		Yes		Yes		Yes		CK152983		0		CK152983		Ta.58575		0		0		0		0		0		0		FGAS036062 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [CK152983]

		A_99_P049624		7.79936		7.6060276		5.769617		5.684728		6.1174626		6.1357956		5.402466		4.768074		6.0100408		6.7967205		5.4234815		5.5251737		-3.2084959		-2.7706645		-1.2898035		-1.8877321		-3.456517		-1.7523696		-1.2711512		-1.1169422		-1.6818972		-1.470232		-0.36715126		-0.9166541		-1.789319		-0.8093071		-0.34613562		-0.15955448		Yes		No		No		CJ732195		0		CJ732195		Ta.17814		0		0		0		0		TC432521		0		CJ732195 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh7d07 5', mRNA sequence [CJ732195]

		A_99_P225916		9.067428		9.634624		9.379924		9.39027		9.774873		11.201911		11.4199915		9.996826		9.986913		10.822595		11.600246		10.021718		1.6329099		2.96347		4.112648		1.52262		1.8914402		2.278321		4.6599765		1.5491188		0.70744514		1.5672874		2.0400677		0.60655594		0.9194851		1.1879711		2.2203226		0.6314478		Yes		Yes		Yes		CJ858231		0		CJ858231		Ta.66963		0		0		0		0		TC402293		0		CJ858231 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4h05 5', mRNA sequence [CJ858231]

		A_99_P472977		8.187153		8.540345		7.135534		6.6917686		6.313852		6.896679		6.4367957		5.477546		6.2334313		7.9580903		6.2873626		6.5411925		-3.6636992		-3.1245887		-1.6230845		-2.320157		-3.873725		-1.4971875		-1.8002175		-1.1100127		-1.873301		-1.6436663		-0.6987381		-1.2142224		-1.9537215		-0.5822549		-0.84817123		-0.15057611		Yes		No		No		TA87843_4565		0		0		0		0		0		0		0		TC418301		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (48%) [TC418301]

		A_99_P271616		8.137135		7.9123282		7.584818		7.2607074		9.229153		10.035718		8.550666		7.863882		9.844375		8.623935		8.875041		7.3759446		2.1317203		4.357165		1.9532112		1.5190556		3.2653556		1.6376266		2.4456587		1.0831531		1.0920181		2.1233897		0.96584797		0.6031747		1.7072401		0.7116065		1.2902231		0.115237236		Yes		Yes		Yes		TA73437_4565		0		0		0		0		0		0		0		TC384374		0		Rep: RNA-binding protein-like - Arabidopsis thaliana (Mouse-ear cress), partial (31%) [TC384374]

		A_99_P253861		7.3664165		8.062237		9.207955		9.320659		9.755624		11.908172		11.857142		11.604019		10.834249		10.328602		11.9433775		11.600563		5.2386947		14.379433		6.273137		4.868106		11.064238		4.8110943		6.6595383		4.8564577		2.3892074		3.8459349		2.649187		2.2833605		3.467832		2.266365		2.7354221		2.2799044		Yes		Yes		Yes		TA68232_4565		0		0		Ta.14483		0		0		0		0		TC425297		0		0

		A_99_P388622		4.1734004		4.532282		4.8532557		4.49614		3.1603286		3.3170974		4.035381		3.4917023		2.9440296		2.873368		3.47345		2.9822035		-2.0182037		-2.3217046		-1.7628075		-2.0061615		-2.3446472		-3.157787		-2.6023333		-2.8558824		-1.0130718		-1.2151845		-0.8178749		-1.0044377		-1.2293708		-1.6589139		-1.3798058		-1.5139365		Yes		No		No		TA107652_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P435942		9.578016		8.515622		7.7071533		8.491686		10.252682		10.889534		9.625064		8.811893		11.361893		10.739476		10.095929		9.053362		1.5962266		5.1834474		3.778754		1.2485102		3.4435017		4.671397		5.237128		1.4759829		0.67466545		2.3739119		1.9179106		0.3202076		1.7838764		2.223854		2.3887758		0.561676		Yes		Yes		Yes		TC389273		0		0		0		0		0		0		0		TC389273		0		Rep: Os06g0192800 protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC389273]

		A_99_P511707		3.9853108		5.0337996		1.7231088		3.168192		2.1310308		3.2358236		1.4499177		2.9170055		2.7270072		3.935537		1.5920839		2.3061578		-3.6157126		-3.4773204		-1.2084779		-1.1901854		-2.392143		-2.140967		-1.0950713		-1.8175992		-1.85428		-1.797976		-0.2731911		-0.25118637		-1.2583036		-1.0982625		-0.13102484		-0.8620341		Yes		No		No		BQ162646		0		0		Ta.43905		0		0		0		0		TC436848		0		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC436848]

		A_99_P033594		12.403656		12.220893		11.4736595		10.85967		11.109813		10.818191		10.176742		9.579997		10.751241		11.449989		9.904633		10.809937		-2.4518034		-2.6439636		-2.457034		-2.4278388		-3.1435947		-1.7063382		-2.9670453		-1.0350735		-1.2938433		-1.4027023		-1.2969179		-1.2796726		-1.6524153		-0.7709036		-1.569027		-0.049733162		Yes		No		No		CV762831		0		CV762831		Ta.12420		0		0		0		0		TC391154		0		FGAS057220 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV762831]

		A_99_P383062		9.871582		8.896901		7.7000904		8.184253		9.556151		12.284691		9.266849		8.023673		10.372803		9.735638		9.363002		8.225667		-1.2443831		10.467099		2.962383		-1.1177361		1.4154106		1.7884831		3.166549		1.0291221		-0.31543064		3.3877897		1.5667582		-0.16057968		0.5012207		0.83873653		1.6629114		0.04141426		No		Yes		Yes		TA106281_4565		0		0		0		0		0		0		0		TC394703		0		Rep: ACC synthase - Triticum aestivum (Wheat), partial (22%) [TC394703]

		A_99_P195423		8.482417		8.595642		8.562663		9.489297		9.094716		10.761189		10.52127		8.880872		9.183202		10.001613		10.406442		10.183261		1.5286933		4.4863663		3.8868642		-1.5245941		1.6253886		2.64996		3.5894892		1.6177224		0.61229897		2.1655474		1.9586067		-0.60842514		0.7007847		1.4059706		1.8437786		0.693964		Yes		No		No		EF489022		0		EF489022		Ta.63261		100125709		LOC100125709		protein kinase-like		0		TC379454		0		Triticum aestivum putative protein kinase mRNA, partial cds [EF489022]

		A_99_P061583		8.429776		9.786473		10.146344		9.441933		7.7087646		8.142742		8.740038		9.205064		7.5875382		8.417673		8.369472		9.133718		-1.6483375		-3.1247292		-2.6505766		-1.1784322		-1.792829		-2.582557		-3.4268253		-1.2381749		-0.72101164		-1.6437311		-1.4063063		-0.23686886		-0.84223795		-1.3688002		-1.7768726		-0.30821514		Yes		Yes		Yes		AJ969056		0		AJ969056		Ta.22899		606374		pglcat7		glycosyltransferase		0		TC381830		0		Triticum aestivum mRNA for glycosyltransferase (pglcat7 gene) [AJ969056]

		A_99_P336236		3.659231		1.9328074		2.2433305		1.8738384		5.1531863		4.854833		4.599462		5.7068176		4.860728		4.1308055		3.6641684		2.6534483		2.8166013		7.5790954		5.1199565		14.250881		2.2997816		4.588422		2.6774096		1.7166667		1.4939554		2.9220257		2.3561316		3.8329792		1.2014968		2.197998		1.4208379		0.7796099		Yes		Yes		Yes		TA92439_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P150902		7.6607056		8.608223		8.134472		5.928095		7.1752257		7.0970383		5.4501204		6.2517037		5.982324		7.4462776		5.3517213		6.447632		-1.4000515		-2.85044		-6.4279175		1.2514571		-3.2006867		-2.2375894		-6.8816314		1.433495		-0.48547983		-1.5111847		-2.6843514		0.32360888		-1.6783814		-1.1619453		-2.7827506		0.519537		Yes		Yes		Yes		CJ798897		0		CJ798897		Ta.52976		0		0		0		0		TC450586		0		CJ798897 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15c10 5', mRNA sequence [CJ798897]

		A_99_P242851		6.9689827		5.834085		6.4806848		6.2376876		7.5163383		8.338213		7.5581875		6.591965		8.704295		7.3524284		7.983093		6.318842		1.4614046		5.6730633		2.11038		1.2783453		3.329516		2.8646193		2.833152		1.0578642		0.54735565		2.504128		1.0775027		0.3542776		1.7353125		1.5183434		1.502408		0.08115435		Yes		Yes		Yes		AK334688		0		AK334688		Ta.67678		100271911		BaxI.1		BAX inhibitor 1		0		TC444425		0		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P365851		10.040787		9.727222		8.58772		8.84665		9.065106		7.755139		6.4232087		5.934981		8.816477		8.46111		7.216486		6.202444		-1.9665684		-3.9233432		-4.483145		-7.5248837		-2.3364367		-2.4051259		-2.5869174		-6.251516		-0.97568035		-1.9720836		-2.1645112		-2.9116693		-1.2243099		-1.2661123		-1.3712339		-2.644206		Yes		No		No		TA102006_4565		0		0		0		0		0		0		0		TC421520		0		Rep: Targeting protein for Xklp2 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (49%) [TC421520]

		A_99_P460217		8.046233		7.8929906		7.679682		7.615211		8.677613		9.203994		9.093689		8.201253		8.8072		8.902934		9.365555		7.9065037		1.5490462		2.4811401		2.664763		1.5011227		1.6946265		2.013832		3.2173502		1.2237363		0.6313801		1.3110032		1.4140072		0.5860419		0.76096725		1.0099435		1.685873		0.29129267		No		Yes		Yes		CJ566357		0		0		Ta.34176		0		0		0		0		TC410693		0		0

		A_99_P286336		7.862868		7.7755914		8.169499		8.015231		7.538442		6.946799		7.665476		7.6761565		7.289922		7.22566		7.141977		7.985646		-1.2521659		-1.7761981		-1.4181632		-1.2649449		-1.4875576		-1.4640162		-2.0385206		-1.0207187		-0.3244257		-0.8287926		-0.50402355		-0.3390746		-0.5729456		-0.5499315		-1.0275226		-0.029585361		No		Yes		Yes		TA77729_4565		0		0		0		0		0		0		0		TC443741		0		Rep: Os02g0296800 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC443741]

		A_99_P351196		6.29649		4.8419375		2.6284535		4.75106		6.1502805		4.2231355		6.021145		6.444798		4.67092		5.0683484		7.7002273		6.0787735		-1.1066582		-1.5355996		10.502722		3.234938		-3.0856411		1.1699208		33.63225		2.5100455		-0.14620972		-0.6188021		3.3926914		1.693738		-1.6255703		0.22641087		5.0717735		1.3277135		No		Yes		Yes		TA97121_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P575387		9.14532		8.809739		8.544862		7.563549		10.042222		9.764883		11.538199		10.489939		9.713424		10.330596		11.680629		9.545129		1.8620633		1.938773		7.963141		7.602056		1.4825736		2.8696144		8.789414		3.949253		0.8969021		0.9551439		2.9933376		2.9263897		0.5681038		1.5208569		3.135767		1.9815798		Yes		Yes		Yes		TA77811_4565		0		0		Ta.1215		0		0		0		0		TC461652		0		Rep: Os02g0637000 protein - Oryza sativa subsp. japonica (Rice), partial (73%) [TC412981]

		A_99_P492517		2.478297		2.2959688		2.4940453		2.233734		1.8202778		2.9734669		4.228576		3.948658		2.7235477		3.287489		4.166176		3.4897864		-1.5779147		1.5993638		3.3277128		3.2827938		1.1852987		1.988279		3.1868489		2.3884132		-0.6580192		0.6774981		1.7345309		1.7149241		0.2452507		0.99152017		1.6721306		1.2560525		Yes		No		No		TC428413		0		0		0		0		0		0		0		TC428413		0		0

		A_99_P431412		11.698433		12.2123785		13.146642		12.234849		11.544646		11.109433		12.228354		11.724675		10.87416		11.623646		12.22065		12.055394		-1.1124856		-2.1479275		-1.8898704		-1.4242218		-1.7706426		-1.5039251		-1.8999902		-1.1324558		-0.15378666		-1.1029453		-0.9182873		-0.5101738		-0.8242731		-0.5887327		-0.925992		-0.1794548		No		Yes		Yes		TA95290_4565		0		0		0		0		0		0		0		TC389645		0		Rep: Response regulator 5 - Zea mays (Maize), partial (11%) [TC389645]

		A_99_P325161		1.4572631		1.4489971		1.4571744		1.9554386		1.4408528		3.0715096		4.6911845		1.4364953		2.7189434		2.744757		5.266175		1.5371572		-1.0114397		3.079108		9.408796		-1.4329053		2.3977482		2.4550626		14.015978		-1.3363347		-0.01641035		1.6225125		3.2340102		-0.5189433		1.2616802		1.2957598		3.8090005		-0.41828144		No		Yes		Yes		TA89092_4565		0		0		0		0		0		0		0		TC410815		0		0

		A_99_P327186		5.900837		6.180872		5.7663364		6.075685		7.5728745		8.647933		7.4776626		6.4195075		8.503457		6.961727		7.653763		6.381466		3.1866434		5.529163		3.274617		1.2691147		6.0738873		1.7181491		3.6997464		1.2360876		1.6720376		2.467061		1.7113261		0.34382248		2.6026201		0.7808552		1.8874264		0.3057809		Yes		Yes		Yes		TA89704_4565		0		0		0		0		0		0		0		TC444424		0		Rep: Embryo-abundant protein EMB-like - Oryza sativa subsp. japonica (Rice), partial (55%) [TC444424]

		A_99_P296486		12.223714		12.471803		11.156018		10.202479		10.850863		11.193292		10.42506		8.921283		10.4975395		11.671985		10.067775		10.393298		-2.5898175		-2.4258847		-1.6597408		-2.4304047		-3.3084934		-1.7408816		-2.1261501		1.1414113		-1.3728504		-1.278511		-0.730958		-1.2811966		-1.7261744		-0.79981804		-1.0882435		0.19081879		Yes		No		No		TA80646_4565		0		0		0		0		0		0		0		TC418680		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC418680]

		A_99_P199271		6.6868014		5.97114		5.4908733		6.2305045		10.233182		11.853309		10.768208		8.668509		11.546695		10.352757		11.008713		8.005422		11.683337		58.980606		38.78251		5.418915		29.038465		20.844828		45.8179		3.4221835		3.5463805		5.882169		5.277334		2.438004		4.8598933		4.3816175		5.5178394		1.7749171		Yes		Yes		Yes		TA50701_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P213886		11.744075		11.532558		11.029681		11.232513		10.623183		10.362378		10.105708		9.868297		10.450826		10.641045		9.913281		11.091175		-2.1748133		-2.2503982		-1.8973333		-2.5743654		-2.4507937		-1.8551217		-2.1680527		-1.1029278		-1.1208916		-1.1701803		-0.9239731		-1.3642168		-1.2932491		-0.8915138		-1.1163998		-0.14133835		Yes		No		No		TA55588_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P447757		13.863809		14.13559		13.998994		14.547517		15.55116		17.655022		16.887442		14.489983		16.557053		16.503126		17.199259		14.277301		3.2206485		11.467127		7.404733		-1.0406855		6.4676604		5.160592		9.191275		-1.2059884		1.6873512		3.519432		2.8884478		-0.057534218		2.693244		2.3675365		3.200265		-0.270216		Yes		Yes		Yes		TA50929_4565		0		0		Ta.54331		0		0		0		0		TC402185		0		0

		A_99_P486882		6.0264173		7.190136		7.971457		6.951054		5.48172		6.186869		5.5659866		6.1828613		5.391131		6.276167		6.0719323		6.344225		-1.4587142		-2.004534		-5.298083		-1.703135		-1.553246		-1.8842221		-3.7309027		-1.5229084		-0.5446973		-1.0032668		-2.4054704		-0.76819277		-0.63528633		-0.91396904		-1.8995247		-0.60682917		Yes		Yes		Yes		TC425647		0		0		0		0		0		0		0		TC425647		0		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (19%) [TC425647]

		A_99_P374532		6.611134		6.868948		8.960238		7.0907807		8.990544		10.357827		10.133189		9.242061		11.339478		8.989959		10.658002		8.816255		5.20324		11.226833		2.2547238		4.4422174		26.507772		4.349986		3.2439766		3.3068874		2.3794103		3.4888792		1.1729507		2.15128		4.7283435		2.1210108		1.6977634		1.7254739		Yes		No		No		TA104187_4565		0		0		0		0		0		0		0		TC416864		0		0

		A_99_P026509		11.025144		10.525834		10.250028		10.782207		10.520812		9.315671		9.084099		10.586961		9.666657		9.4294815		7.922916		10.780019		-1.418466		-2.313638		-2.2437763		-1.1449192		-2.5641599		-2.1381345		-5.0179973		-1.0015175		-0.5043316		-1.2101631		-1.1659288		-0.19524574		-1.3584862		-1.0963526		-2.3271117		-0.0021877289		Yes		No		No		AK334652		0		AK334652		Ta.10197		0		0		0		0		TC442106		0		Triticum aestivum cDNA, clone: WT010_J17, cultivar: Chinese Spring [AK334652]

		A_99_P251716		6.280662		6.058347		6.5162835		6.137899		12.32953		13.53698		14.086591		9.9532385		13.609805		12.927823		14.798477		9.536477		66.20497		178.35805		190.0595		14.077699		160.80217		116.92793		311.30698		10.545665		6.0488677		7.4786325		7.5703073		3.8153396		7.329143		6.869476		8.282194		3.3985782		Yes		Yes		Yes		TA67636_4565		0		0		0		0		0		0		0		TC372135		0		Rep: Germin-like protein 4 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC372135]

		A_99_P418892		8.332024		8.220429		8.32252		9.503465		12.382617		14.118922		15.5521		11.810837		13.999223		13.59512		16.044193		11.609062		16.571053		59.65176		150.07916		4.949806		50.815586		41.48998		211.08394		4.3037596		4.0505934		5.898493		7.22958		2.307372		5.667199		5.374691		7.721673		2.1055975		Yes		Yes		Yes		TA73876_4565		0		0		Ta.22732		0		0		0		0		TC418757		0		Rep: Protein WIR1A - Triticum aestivum (Wheat), partial (51%) [TC418757]

		A_99_P394397		5.7304		5.7248244		6.3628755		5.9794164		5.5160007		4.8009176		5.4018464		4.7640166		4.747082		4.8662624		4.666078		4.448308		-1.1602207		-1.8972461		-1.946698		-2.322051		-1.9770068		-1.81323		-3.241805		-2.8900778		-0.21439934		-0.9239068		-0.96102905		-1.2153997		-0.98331785		-0.858562		-1.6967974		-1.5311084		Yes		No		No		TA109059_4565		0		0		0		0		0		0		0		TC411607		0		Rep: Aquaporin NIP3-2 - Oryza sativa subsp. japonica (Rice), partial (54%) [TC411607]

		A_99_P072945		7.1368384		6.4289265		6.1193123		5.3550572		7.4256835		9.159874		7.603382		8.47904		9.289684		7.3058815		7.6758924		7.9773545		1.2216619		6.638915		2.7973676		8.717914		4.4470415		1.836495		2.9415572		6.1572976		0.28884506		2.7309475		1.4840698		3.123983		2.1528459		0.87695503		1.5565801		2.6222973		Yes		No		No		CD885220		0		CD885220		Ta.27889		0		0		0		0		0		0		G100R.001C08F010209 G100R Triticum aestivum cDNA clone G100R001C08, mRNA sequence [CD885220]

		A_99_P404427		3.9489021		3.4060466		5.697122		5.3606744		3.9997241		5.409516		5.6659546		6.403361		5.2058716		4.536283		6.3432403		6.4107566		1.0358549		4.00963		-1.0218387		2.0600603		2.389932		2.188946		1.5649518		2.0706477		0.05082202		2.0034692		-0.031167507		1.0426865		1.2569695		1.1302364		0.64611816		1.0500822		Yes		No		No		TA111510_4565		0		0		0		0		0		0		0		TC445399		0		0

		A_99_P212321		9.880542		10.068817		10.187218		10.251573		9.576283		8.993706		9.190498		9.899608		9.058004		9.580933		9.206302		10.055474		-1.2347836		-2.1068847		-1.9954573		-1.2762978		-1.7685137		-1.402387		-1.9737182		-1.145596		-0.30425835		-1.0751114		-0.99671936		-0.35196495		-0.8225374		-0.48788452		-0.980916		-0.19609833		No		Yes		Yes		TA54954_4565		0		0		0		0		0		0		0		TC373783		0		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC373783]

		A_99_P473412		6.0583324		5.9139237		5.533652		5.7466035		6.2823863		6.5853286		6.259582		5.83769		6.566593		6.387419		6.648539		5.842544		1.168011		1.592623		1.6539668		1.065172		1.4223344		1.3884695		2.1657808		1.068762		0.22405386		0.67140484		0.7259302		0.09108639		0.5082607		0.47349548		1.1148872		0.09594059		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P542477		11.378436		11.577939		10.355721		9.599492		10.047281		9.99263		8.771946		8.207704		9.745706		10.59583		8.729648		9.744899		-2.5160398		-3.0007207		-2.9975328		-2.6240377		-3.1009934		-1.9753511		-3.0867183		1.1060424		-1.3311548		-1.585309		-1.5837755		-1.3917885		-1.6327305		-0.98210907		-1.6260738		0.14540672		Yes		No		No		TC449454		0		0		0		0		0		0		0		TC449454		0		0

		A_99_P473917		10.384942		10.469977		10.537419		10.096249		10.207001		9.585538		9.157101		9.583268		9.925916		9.904189		9.1478815		9.669879		-1.1312685		-1.8460473		-2.6032586		-1.4269952		-1.3746138		-1.480196		-2.6199474		-1.3438478		-0.17794132		-0.88443947		-1.3803186		-0.51298046		-0.45902634		-0.56578827		-1.3895378		-0.42636967		No		Yes		Yes		TC380606		0		0		0		0		0		0		0		TC380606		GO:0003674(molecular_function)|GO:0010150(leaf senescence)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: HvB12D protein - Hordeum vulgare (Barley), complete [TC380606]

		A_99_P280251		8.014768		7.6058707		3.6815293		5.358362		6.668554		5.9499207		2.3673162		5.3737597		6.7481046		7.219484		3.4740906		5.076449		-2.5424402		-3.1513064		-2.4866664		1.0107299		-2.406044		-1.3071157		-1.1546365		-1.2158062		-1.3462138		-1.6559501		-1.314213		0.015397549		-1.2666631		-0.38638687		-0.2074387		-0.28191328		Yes		No		No		TA75951_4565		0		0		0		0		0		0		0		TC452449		0		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC452449]

		A_99_P484852		7.5571723		7.1555		6.6126213		7.3122115		5.9128304		6.094166		5.5588803		4.9624553		6.0053024		6.358295		5.313856		6.988518		-3.1260524		-2.0868604		-2.0759058		-5.097381		-2.931969		-1.7377312		-2.4601822		-1.2515303		-1.644342		-1.0613341		-1.053741		-2.3497562		-1.5518699		-0.797205		-1.2987652		-0.32369328		Yes		No		No		TA103613_4565		0		0		0		0		0		0		0		TC424624		0		Rep: Os01g0929100 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC424624]

		A_99_P132520		12.087517		12.923486		12.102628		11.932015		11.285908		11.310002		10.139869		11.758682		11.734317		11.405187		10.147262		11.473643		-1.743044		-3.0598977		-3.8980672		-1.1276608		-1.2773908		-2.8645313		-3.8781433		-1.3739905		-0.80160904		-1.6134834		-1.962759		-0.17333317		-0.35319996		-1.5182991		-1.9553661		-0.45837212		Yes		Yes		Yes		CJ704087		0		CJ704087		Ta.48021		0		0		0		0		0		0		CJ704087 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n16h13 5', mRNA sequence [CJ704087]

		A_99_P374642		6.6135902		5.947554		7.155724		7.3627834		8.671533		11.656693		9.825372		9.18811		9.556092		9.314497		10.373908		9.479441		4.16392		52.314514		6.362738		3.543873		7.6874332		10.316937		9.306148		4.3368793		2.0579424		5.7091393		2.6696477		1.8253269		2.942502		3.366943		3.218184		2.1166573		Yes		Yes		Yes		TA104223_4565		0		0		0		0		0		0		0		TC371244		0		0

		A_99_P503312		8.788457		8.726513		7.934986		8.290723		8.135928		8.146213		6.5400085		7.073359		8.623531		7.9463906		7.3934274		7.6042914		-1.5719211		-1.4951605		-2.6298447		-2.3252146		-1.1211083		-1.7172765		-1.4555444		-1.6092979		-0.65252876		-0.58030033		-1.3949776		-1.2173638		-0.16492558		-0.7801223		-0.54155874		-0.6864314		No		Yes		Yes		TC433117		0		0		0		0		0		0		0		TC433117		0		Rep: Os09g0414300 protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC433117]

		A_99_P462657		8.038227		8.007204		7.4629216		7.684789		8.077311		8.402471		8.6931715		8.066537		8.055766		8.398738		8.678737		7.8852115		1.0274609		1.3151857		2.3460763		1.3029193		1.0122313		1.3117874		2.3227198		1.1490346		0.03908348		0.39526653		1.2302499		0.38174772		0.017539024		0.39153385		1.2158151		0.20042229		No		Yes		Yes		CK205874		0		0		Ta.54655		0		0		0		0		TC412236		0		Rep: Os08g0398700 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC412236]

		A_99_P196378		6.449551		6.5158653		6.490376		7.4056587		7.911423		8.176529		8.534861		7.1046157		8.065567		7.957483		8.977936		7.300175		2.7546558		3.1616192		4.125259		-1.2320348		3.0652738		2.7162523		5.6082854		-1.0758549		1.4618721		1.6606636		2.0444846		-0.30104303		1.6160159		1.4416175		2.4875598		-0.10548353		Yes		Yes		Yes		BQ838339		0		BQ838339		Ta.63554		100192147		LOC100192147		WRKY11 transcription factor		0		0		0		WHE2909_D01_G01ZS Wheat aluminum-stressed root tip cDNA library Triticum aestivum cDNA clone WHE2909_D01_G01, mRNA sequence [BQ838339]

		A_99_P117875		7.6423454		7.193105		9.314789		10.063695		6.872953		5.742239		7.2141347		8.231374		6.7049193		6.3955345		6.942352		9.356751		-1.7045518		-2.7337215		-4.289038		-3.5610957		-1.9151084		-1.7381718		-5.1781507		-1.6323422		-0.7693925		-1.4508662		-2.1006541		-1.8323212		-0.9374261		-0.7975707		-2.372437		-0.7069435		Yes		No		No		CJ719382		0		CJ719382		Ta.43480		0		0		0		0		TC455680		0		CJ719382 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd3l07 5', mRNA sequence [CJ719382]

		A_99_P143208		6.885435		6.6969223		4.2282147		4.6766143		6.0514197		4.720717		2.7252667		4.1994495		5.8918266		5.468676		2.269152		2.7921724		-1.78264		-3.9345684		-2.8342128		-1.3920053		-1.9911591		-2.3428202		-3.8880932		-3.6921005		-0.83401537		-1.9762053		-1.502948		-0.47716475		-0.9936085		-1.2282462		-1.9590628		-1.8844419		Yes		No		No		CJ923738		0		CJ923738		Ta.51122		0		0		0		0		TC412563		0		CJ923738 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan21h15 5', mRNA sequence [CJ923738]

		A_99_P453092		12.738518		12.29543		12.423429		12.685772		13.632126		14.499536		13.650153		13.174714		14.391056		13.405029		14.2504835		13.059331		1.8578166		4.6078873		2.3403506		1.4034154		3.143863		2.1578567		3.5481205		1.2955449		0.8936081		2.2041054		1.2267246		0.48894215		1.6525383		1.1095991		1.827055		0.373559		Yes		Yes		Yes		AK333001		0		AK333001		Ta.48495		0		0		0		0		TC405843		0		Triticum aestivum cDNA, clone: WT005_G13, cultivar: Chinese Spring [AK333001]

		A_99_P532897		4.5002313		6.337509		5.866838		5.843695		4.8784776		5.356585		4.7327266		4.791236		4.519451		5.8758407		4.797575		5.2031507		1.2997609		-1.9737293		-2.1948333		-2.0740623		1.0134113		-1.3771336		-2.098361		-1.5589173		0.3782463		-0.9809241		-1.1341114		-1.0524592		0.019219875		-0.4616685		-1.069263		-0.6405444		No		Yes		Yes		CD899741		0		0		0		0		0		0		0		0		0		0

		A_99_P395552		9.514252		9.466946		9.8852005		9.7806		9.318		9.736939		8.859048		9.789746		9.7586975		9.069947		9.213708		9.632312		-1.1457179		1.2058027		-2.0365858		1.0063602		1.1846377		-1.3167654		-1.5927199		-1.1082534		-0.19625187		0.26999378		-1.0261526		0.00914669		0.2444458		-0.3969984		-0.6714926		-0.14828777		No		Yes		Yes		TA109334_4565		0		0		Ta.63287		0		0		0		0		TC419486		0		Rep: NPH3 family protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC419486]

		A_99_P316736		9.277609		8.004166		9.005757		9.996895		9.4578495		10.363847		10.845703		10.186024		10.6708555		11.349487		11.21471		10.16937		1.1330729		5.132569		3.5799658		1.1400751		2.6266913		10.163473		4.623396		1.1269901		0.18024063		2.3596811		1.8399458		0.18912888		1.3932467		3.3453217		2.208953		0.17247486		Yes		No		No		TA86588_4565		0		0		0		0		0		0		0		TC416968		0		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (9%) [TC416968]

		A_99_P437222		8.388961		7.501373		7.093654		7.1212254		9.050044		9.387292		8.006196		7.401961		9.680226		8.390466		8.517554		7.1937423		1.5812695		3.695883		1.882359		1.2148141		2.4474263		1.8520113		2.6830988		1.0515496		0.6610832		1.8859191		0.91254187		0.2807355		1.2912655		0.8890929		1.4239001		0.07251692		No		Yes		Yes		TC394219		0		0		0		0		0		0		0		TC394219		GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P308871		8.998887		8.8339205		7.8030434		8.182823		7.786768		7.836745		6.902802		6.821112		7.6181874		8.421172		6.8356156		8.315341		-2.3167768		-1.9960885		-1.8663782		-2.569898		-2.6039462		-1.3312194		-1.9553511		1.0962051		-1.2121191		-0.9971757		-0.9002414		-1.361711		-1.3806996		-0.41274834		-0.96742773		0.13251781		Yes		No		No		TA84322_4565		0		0		Ta.37323		0		0		0		0		TC392957		0		0

		A_99_P366256		4.8300247		4.3839426		4.527985		4.1351137		5.4119706		5.9650426		7.330769		4.94902		6.5283203		4.9345403		7.4189644		5.241468		1.4968668		2.991979		6.9778566		1.7579648		3.2451735		1.4646924		7.417738		2.153009		0.5819459		1.5811		2.802784		0.8139062		1.6982956		0.55059767		2.8909793		1.1063542		Yes		Yes		Yes		TA102131_4565		0		0		0		0		0		0		0		TC384361		0		Rep: Chromosome chr4 scaffold_32, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC384361]

		A_99_P180965		7.860747		6.863581		5.81424		6.6649346		7.795183		7.503011		6.7355742		6.220672		8.393923		7.286446		6.944692		6.4733834		-1.0464938		1.5577136		1.8938661		-1.3606184		1.4471114		1.340587		2.1892734		-1.1419909		-0.06556368		0.63943005		0.92133427		-0.4442625		0.53317595		0.4228649		1.1304522		-0.19155121		No		Yes		Yes		TA82664_4565		0		0		0		0		0		0		0		TC411573		0		0

		A_99_P464222		10.041657		9.70427		9.993457		9.721431		9.521764		8.893416		7.8524075		9.58149		10.172488		8.836118		8.485509		9.39843		-1.4338496		-1.7542495		-4.4108276		-1.1018602		1.094924		-1.825324		-2.844052		-1.2509298		-0.51989365		-0.81085396		-2.1410494		-0.13994122		0.13083076		-0.8681526		-1.5079479		-0.3230009		No		Yes		Yes		TC413215		0		0		0		0		0		0		0		TC413215		0		Rep: 17kDa proline rich protein - Grapevine Red Globe virus, partial (11%) [TC413215]

		A_99_P292586		10.127017		10.354208		9.668868		9.952108		9.508699		9.319556		8.914914		9.740706		9.578319		9.85865		9.201193		9.750975		-1.535084		-2.048619		-1.6864084		-1.1578127		-1.4627655		-1.4098657		-1.3828793		-1.1496015		-0.6183176		-1.0346518		-0.75395393		-0.21140194		-0.5486984		-0.49555779		-0.4676752		-0.20113373		No		Yes		Yes		TA79530_4565		0		0		Ta.37068		0		0		0		0		TC375320		0		0

		A_99_P338596		10.815312		10.88958		10.636914		10.528689		10.481105		10.597451		12.087377		10.754407		11.071941		10.614183		11.450882		10.742917		-1.2606847		-1.2244455		2.7329562		1.1693587		1.1946839		-1.2103266		1.7580397		1.1600827		-0.33420753		-0.29212856		1.4504623		0.22571754		0.256629		-0.27539635		0.8139677		0.21422768		No		Yes		Yes		TA93187_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P127975		10.015927		10.937886		10.418647		10.758487		9.58624		9.81668		9.270476		10.484363		9.037309		10.499213		9.070104		10.666955		-1.3469418		-2.1752877		-2.2163265		-1.2092597		-1.9705777		-1.355357		-2.5465484		-1.0655009		-0.4296875		-1.1212063		-1.1481705		-0.27412415		-0.9786186		-0.43867302		-1.3485432		-0.09153175		No		Yes		Yes		CJ680231		0		CJ680231		Ta.46670		0		0		0		0		TC404135		0		CJ680231 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok19j20 5', mRNA sequence [CJ680231]

		A_99_P214496		4.3685794		5.1265473		3.6529055		4.0565104		4.9593587		6.2198052		5.5497117		4.6170554		5.768349		5.6625977		5.7023253		4.328597		1.50606		2.133553		3.723879		1.4748262		2.6385946		1.4499974		4.1393948		1.2075531		0.5907793		1.0932579		1.8968062		0.56054497		1.3997698		0.5360503		2.0494199		0.27208662		Yes		Yes		Yes		TA55847_4565		0		0		0		0		0		0		0		TC424876		0		Rep: DNA-binding protein S1FA - Triticum aestivum (Wheat), complete [TC424876]

		A_99_P074450		11.006325		10.736039		10.175472		10.568166		10.619195		9.633293		8.64804		10.330031		10.439174		9.892793		8.845641		9.998819		-1.307789		-2.147631		-2.8827236		-1.1794665		-1.4815949		-1.7940828		-2.5137324		-1.4838512		-0.38712978		-1.102746		-1.5274324		-0.23813438		-0.56715107		-0.84324646		-1.3298311		-0.5693464		No		Yes		Yes		TA86579_4565		0		0		0		0		0		0		0		TC369480		0		Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat), complete [TC369480]

		A_99_P396602		6.3098125		6.366236		7.114325		6.921793		6.040787		5.302286		5.814941		6.4952087		6.1633325		5.821808		6.3495235		6.274704		-1.2049935		-2.090648		-2.461238		-1.3440477		-1.1068656		-1.4584423		-1.6991363		-1.5660052		-0.26902533		-1.0639501		-1.2993841		-0.42658424		-0.14648008		-0.54442835		-0.7648015		-0.647089		No		Yes		Yes		TA109606_4565		0		0		0		0		0		0		0		TC429146		0		0

		A_99_P217286		8.489149		8.638368		8.358012		8.794332		8.404641		7.6954055		7.4587884		8.277169		8.083927		8.240135		7.276081		8.277094		-1.060326		-1.9224714		-1.8650622		-1.4311376		-1.3242927		-1.3178923		-2.1168678		-1.4312123		-0.08450794		-0.94296217		-0.8992238		-0.5171623		-0.40522194		-0.39823246		-1.0819311		-0.51723766		No		Yes		Yes		TA57182_4565		0		0		0		0		0		0		0		TC407486		0		Rep: Chromosome undetermined scaffold_77, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC407486]

		A_99_P523732		6.7317734		6.4434123		6.6706696		6.5235806		6.3826427		5.1710815		5.071281		5.991068		5.988436		5.7219415		4.946674		6.3176613		-1.2737929		-2.415515		-3.0301487		-1.4464462		-1.6740437		-1.6488622		-3.303501		-1.153421		-0.34913063		-1.2723308		-1.5993886		-0.53251266		-0.74333715		-0.72147083		-1.7239957		-0.20591927		No		Yes		Yes		TC442010		0		0		0		0		0		0		0		TC442010		0		0

		A_99_P254006		7.00922		7.8244996		5.8787627		7.073351		6.5680737		5.034377		5.0081787		5.841984		4.864804		5.097553		3.2624905		6.295462		-1.3576827		-6.9168854		-1.8284029		-2.3478937		-4.4211335		-6.6205306		-6.1316366		-1.7146199		-0.44114637		-2.7901225		-0.870584		-1.2313671		-2.1444163		-2.7269468		-2.6162722		-0.7778888		Yes		No		No		TA68271_4565		0		0		Ta.13341		0		0		0		0		TC428269		0		Rep: O-methyltransferase family protein - Oryza sativa subsp. japonica (Rice), partial (90%) [TC428269]

		A_99_P534392		6.273453		6.3829074		6.5562153		7.3299775		6.724964		6.6661954		8.142629		7.04746		6.7799134		6.25387		7.46452		7.4733644		1.3674716		1.2169653		3.0030186		-1.2163154		1.4205604		-1.0935638		1.8768387		1.1044949		0.4515109		0.283288		1.5864134		-0.28251743		0.5064602		-0.12903738		0.9083047		0.14338684		No		Yes		Yes		TA101912_4565		0		0		0		0		0		0		0		TC446276		0		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC434849]

		A_99_P365541		6.865902		7.0582356		7.9003754		7.631876		6.629907		5.8676314		6.5600452		6.685928		6.559892		6.0181375		6.526268		6.988018		-1.1777185		-2.282483		-2.5320926		-1.9264545		-1.2362837		-2.0563676		-2.5920749		-1.5625019		-0.23599482		-1.1906042		-1.3403301		-0.9459481		-0.30600977		-1.0400982		-1.3741074		-0.64385796		No		Yes		Yes		TA101879_4565		0		0		Ta.8827		0		0		0		0		TC390668		0		Rep: 4-alpha-glucanotransferase - Solanum tuberosum (Potato), partial (19%) [TC390668]

		A_99_P416688		10.541127		11.090805		10.585856		11.781536		12.133213		15.194751		14.432269		11.8181715		12.810695		13.989361		14.597824		11.770387		3.0148492		17.19534		14.384195		1.0257189		4.8217854		7.456795		16.133278		-1.0077581		1.5920858		4.1039457		3.8464127		0.0366354		2.2695675		2.8985558		4.0119677		-0.011149406		Yes		Yes		Yes		AF262980		0		AF262980		Ta.13414		542857		PDI2		protein disulfide isomerase 2 precursor		0		TC457682		0		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P152582		1.4990076		1.488843		2.4195187		1.7568921		1.4147652		2.6907938		4.6384716		2.845519		1.8128563		1.6248535		4.9688864		2.2462757		-1.0601308		2.3005054		4.6555543		2.1267154		1.2430193		1.0988623		5.8537765		1.403845		-0.084242344		1.2019508		2.218953		1.088627		0.31384873		0.13601053		2.5493677		0.48938358		Yes		No		No		CJ858200		0		CJ858200		Ta.53370		0		0		0		0		TC376646		0		CJ858200 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4b07 5', mRNA sequence [CJ858200]

		A_99_P061208		6.7563024		6.065415		6.9925523		6.7846885		6.538904		5.491468		6.706318		4.9562993		5.2173347		5.410501		5.4397473		5.3937016		-1.162635		-1.4885905		-1.2194532		-3.5514033		-2.905865		-1.574522		-2.93387		-2.6225803		-0.21739817		-0.57394695		-0.28623438		-1.8283892		-1.5389676		-0.6549139		-1.552805		-1.3909869		Yes		No		No		CA691464		0		CA691464		Ta.22647		0		0		0		0		TC447518		0		wlm96.pk050.f8 wlm96 Triticum aestivum cDNA clone wlm96.pk050.f8 5' end, mRNA sequence [CA691464]

		A_99_P310901		8.605758		7.9277253		7.160438		8.19182		9.125236		9.529132		8.40294		8.0581255		9.932029		9.084321		8.795913		8.0920515		1.4334364		3.0343902		2.3660848		-1.0970997		2.5075371		2.2293077		3.1068976		-1.0716016		0.51947784		1.6014066		1.2425017		-0.13369465		1.326271		1.1565957		1.6354747		-0.09976864		Yes		Yes		Yes		TA84922_4565		0		0		0		0		0		0		0		TC430633		0		0

		A_99_P314031		4.766878		2.7444746		3.608165		4.62643		6.7755904		7.6626205		8.206998		6.721746		7.049352		6.5948186		8.442191		6.6552925		4.0242286		30.234968		24.231857		4.273197		4.8651156		14.423446		28.522457		4.0808296		2.0087123		4.918146		4.598833		2.095316		2.282474		3.850344		4.8340263		2.0288625		Yes		Yes		Yes		TA85833_4565		0		0		0		0		0		0		0		TC404374		0		0

		A_99_P216071		11.603165		11.119948		9.82343		10.548179		12.12062		12.236862		11.446515		10.737147		12.852725		12.005489		11.823132		10.8709135		1.431428		2.1688251		3.0803301		1.1399485		2.3776896		1.8474572		3.9991724		1.2506992		0.5174551		1.1169138		1.623085		0.18896866		1.2495604		0.88554096		1.9997015		0.32273483		Yes		Yes		Yes		TA56545_4565		0		0		0		0		0		0		0		TC412180		0		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (34%) [TC412180]

		A_99_P045922		6.111943		6.830166		4.8568597		5.734638		5.596953		6.5008755		5.851528		6.4205613		6.0437703		6.9392853		7.052471		6.0107274		-1.428984		-1.2563952		1.9926226		1.608731		-1.0483878		1.0785697		4.5808377		1.2109079		-0.51498985		-0.3292904		0.9946685		0.6859231		-0.068172455		0.109119415		2.1956115		0.2760892		No		Yes		Yes		CA613039		0		CA613039		Ta.16806		0		0		0		0		0		0		wr1.pk0150.a3 wr1 Triticum aestivum cDNA clone wr1.pk0150.a3 5' end, mRNA sequence [CA613039]

		A_99_P429287		8.785581		9.883231		10.836925		10.167573		8.11179		8.162509		8.900065		9.563729		7.7047067		8.885174		9.122533		9.745942		-1.5952593		-3.2960136		-3.828712		-1.5197601		-2.115317		-1.9973087		-3.2815826		-1.3394408		-0.67379093		-1.7207222		-1.9368591		-0.6038437		-1.080874		-0.99805737		-1.7143917		-0.42163086		Yes		Yes		Yes		TC387879		0		0		0		0		0		0		0		TC387879		GO:0005215(transporter activity)|GO:0005575(cellular_component)|GO:0006810(transport)|GO:0009536(plastid)		Rep: Phosphatidylinositol phosphatidylcholine transfer protein sec14 cytosolic-like protein - Triticum monococcum (Einkorn wheat) (Small spelt), partial (76%) [TC387879]

		A_99_P385232		6.7836556		7.694535		5.4855995		6.2055736		4.5053706		5.3586907		3.2166111		5.2556515		3.7568047		6.742823		3.028908		6.669678		-4.8510094		-5.0484624		-4.8198504		-1.9317683		-8.150288		-1.9341661		-5.489564		1.3794609		-2.278285		-2.335844		-2.2689884		-0.9499221		-3.026851		-0.95171165		-2.4566915		0.46410465		Yes		Yes		Yes		TA106813_4565		0		0		0		0		0		0		0		TC435691		0		Rep: Cytochrome P450 - Lolium rigidum (Annual ryegrass), partial (40%) [TC435691]

		A_99_P463007		5.8479304		5.0473075		3.0514762		3.6995916		3.650995		3.6109416		2.660734		1.6543318		4.040205		4.274532		1.5897741		3.042179		-4.5850434		-2.7063828		-1.3110678		-4.127476		-3.500899		-1.7085538		-2.7543314		-1.5772513		-2.1969354		-1.4363658		-0.3907423		-2.04526		-1.8077254		-0.77277565		-1.4617021		-0.6574125		Yes		No		No		TC412400		0		0		0		0		0		0		0		TC412400		GO:0000786(nucleosome)|GO:0003677(DNA binding)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)		Rep: Prostaglandin E synthase 2  (Microsomal prostaglandin E synthase 2) (mPGES-2) [Contains: Prostaglandin E synthase 2 truncated form]. - Canis familiaris, partial (6%) [TC412400]

		A_99_P354511		10.48791		10.25684		9.919625		9.862498		11.095787		11.641479		10.99233		10.503108		11.76254		10.644967		11.163685		10.698227		1.5240147		2.6110659		2.1033723		1.5589879		2.4193668		1.3086935		2.368641		1.7847582		0.6078768		1.3846388		1.0727043		0.64060974		1.2746296		0.38812733		1.2440596		0.83572865		No		Yes		Yes		TA98146_4565		0		0		0		0		0		0		0		TC451003		0		0

		A_99_P222991		4.2947483		4.59954		4.666781		5.0943956		5.3447976		7.37839		5.8432527		4.278259		6.169888		6.6170335		6.4066353		4.3079123		2.0706005		6.8630486		2.2602334		-1.760685		3.6683714		4.0487967		3.3400145		-1.7248648		1.0500493		2.7788496		1.1764717		-0.81613684		1.8751397		2.0174932		1.7398543		-0.7864833		Yes		Yes		Yes		TA59333_4565		0		0		0		0		0		0		0		TC383406		0		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (20%) [TC383406]

		A_99_P430607		6.1626663		6.136198		5.720314		6.745786		5.1194615		4.0154443		4.6781445		5.163938		3.763828		4.9422393		3.147935		5.5863338		-2.0608003		-4.349211		-2.059322		-2.9935308		-5.273783		-2.2877965		-5.9478946		-2.2337263		-1.0432048		-2.1207538		-1.0421696		-1.5818481		-2.3988383		-1.1939588		-2.572379		-1.1594524		Yes		No		No		TA84645_4565		0		0		0		0		0		0		0		TC423556		0		0

		A_99_P404527		10.614882		7.6494675		6.0609574		6.359798		10.868104		9.558084		8.324864		8.048577		11.822442		9.587089		8.839819		6.223293		1.1918656		3.7544878		4.802904		3.2238383		2.3094664		3.8307347		6.8631053		-1.099239		0.2532215		1.9086161		2.263907		1.6887794		1.2075596		1.9376211		2.7788615		-0.13650513		Yes		Yes		Yes		TA111535_4565		0		0		0		0		0		0		0		TC369662		0		0

		A_99_P071975		11.126335		10.26496		9.458104		11.068072		9.921177		9.567475		7.9052925		9.842782		10.438348		9.944044		7.916813		10.428494		-2.3056257		-1.6216753		-2.9338837		-2.3380249		-1.6110344		-1.2491236		-2.910549		-1.5578732		-1.2051582		-0.69748497		-1.5528116		-1.2252903		-0.6879873		-0.32091618		-1.5412912		-0.63957787		Yes		No		No		AK336065		0		AK336065		Ta.27428		0		0		0		0		0		0		Triticum aestivum cDNA, clone: SET3_C08, cultivar: Chinese Spring [AK336065]

		A_99_P473222		10.362563		10.125745		9.826228		9.873386		9.98219		9.293049		8.347719		9.365745		10.017349		9.522763		8.3177595		9.446955		-1.3016783		-1.7810104		-2.7866058		-1.4217243		-1.2703393		-1.5188522		-2.845079		-1.3439054		-0.380373		-0.83269596		-1.478509		-0.5076418		-0.3452139		-0.60298157		-1.5084686		-0.42643166		No		Yes		Yes		BM137397		0		0		Ta.54631		0		0		0		0		TC418437		0		Rep: Chromosome undetermined scaffold_292, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC418437]

		A_99_P269091		9.393987		8.854136		9.770256		9.942737		10.324869		10.232092		11.327033		10.5583725		10.379623		9.704007		11.266007		10.509453		1.9064418		2.5989978		2.9419587		1.5322332		1.980187		1.8023393		2.8201098		1.4811484		0.93088245		1.3779554		1.556777		0.6156359		0.9856367		0.8498707		1.4957514		0.5667162		Yes		Yes		Yes		TA72633_4565		0		0		Ta.28237		0		0		0		0		TC458664		0		0

		A_99_P274641		4.80539		5.248652		5.0119987		5.8365707		5.089173		5.9638634		6.586151		5.9846454		5.3790855		5.832564		6.5014443		6.1132355		1.2173829		1.6417238		2.977605		1.1080897		1.4883312		1.498908		2.8078108		1.2113911		0.28378296		0.7152114		1.5741525		0.14807463		0.57369566		0.5839119		1.4894457		0.27666473		No		Yes		Yes		TA74322_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P242836		9.267018		9.793825		9.700891		9.958289		9.668011		10.627983		10.605813		10.175212		9.837593		10.322787		10.774246		9.958623		1.3204159		1.7828162		1.8724439		1.1622518		1.4851152		1.4428908		2.1043222		1.0002314		0.4009924		0.83415794		0.9049225		0.21692276		0.57057476		0.52896214		1.0733557		3.34E-04		No		Yes		Yes		TA65192_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P005496		8.03917		8.7030325		8.223119		8.601282		8.399552		9.568399		9.992251		8.940894		8.496467		9.223817		9.91374		8.660888		1.2837658		1.821803		3.4084897		1.2654163		1.3729664		1.4347351		3.227957		1.0421808		0.36038208		0.86536694		1.7691326		0.339612		0.45729637		0.5207844		1.6906214		0.0596056		No		Yes		Yes		AK332585		0		AK332585		Ta.2957		0		0		0		0		TC442173		0		Triticum aestivum cDNA, clone: WT004_F15, cultivar: Chinese Spring [AK332585]

		A_99_P429722		1.516949		3.297324		4.8257613		3.6991947		2.708393		1.8116287		1.775437		2.3111618		1.7236799		1.8127092		1.4213797		1.62609		2.2838123		-2.800521		-8.283982		-2.6172159		1.1540701		-2.7984242		-10.588173		-4.2079124		1.191444		-1.4856952		-3.0503244		-1.3880329		0.20673084		-1.4846147		-3.4043818		-2.0731046		Yes		Yes		Yes		TA84871_4565		0		0		0		0		0		0		0		TC388278		0		0

		A_99_P410423		14.8069725		9.842882		12.124902		12.989155		13.800255		8.19806		11.835975		11.30822		13.465004		9.226484		11.386238		13.039706		-2.0093343		-3.127093		-1.2217313		-3.2063565		-2.5349698		-1.5330427		-1.6686295		1.0356607		-1.0067177		-1.6448221		-0.28892708		-1.6809349		-1.3419685		-0.61639786		-0.7386637		0.050551414		Yes		No		No		TA55559_4565		0		0		Ta.54702		0		0		0		0		TC371561		0		0

		A_99_P278246		8.869334		9.346744		9.537716		10.003219		10.506396		11.937495		10.996972		9.788185		11.5177765		10.345172		11.174564		10.06741		3.110318		6.0241246		2.7496655		-1.1607308		6.2698994		1.9978224		3.1098576		1.0454991		1.6370621		2.5907516		1.4592562		-0.21503353		2.6484423		0.99842834		1.6368484		0.06419182		Yes		Yes		Yes		BT009318		0		BT009318		Ta.21038		543398		AMT1		ammonium transporter		0		TC425873		0		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P486487		3.786822		6.502501		8.006942		6.9072304		4.0448966		5.3441105		5.578871		5.9023113		3.8925264		5.3324428		6.211422		6.009994		1.1958816		-2.2320828		-5.381734		-2.006831		1.0760195		-2.250208		-3.4714053		-1.8624947		0.25807452		-1.1583905		-2.428071		-1.004919		0.10570431		-1.1700583		-1.7955198		-0.89723635		Yes		Yes		Yes		TC420331		0		0		0		0		0		0		0		TC420331		0		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (13%) [TC420331]

		A_99_P133695		6.2743993		6.52766		6.9099197		6.416504		5.760566		5.3249393		6.238588		6.4374185		5.5859075		6.2388725		6.283983		6.511584		-1.4278387		-2.3017333		-1.5925425		1.0146024		-1.6115979		-1.221613		-1.5432123		1.0681245		-0.51383305		-1.2027206		-0.6713319		0.020914555		-0.6884918		-0.28878736		-0.6259365		0.0950799		No		Yes		Yes		CV777201		0		CV777201		Ta.48389		0		0		0		0		0		0		FGAS071606 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777201]

		A_99_P246521		9.8404875		9.24765		9.070333		9.3435755		10.756386		11.747548		11.060142		9.494248		11.804722		10.552636		11.289292		9.284709		1.8867435		5.656454		3.9718442		1.1100872		3.9020557		2.4708133		4.655576		-1.0416471		0.9158983		2.499898		1.989809		0.15067291		1.9642344		1.304986		2.2189598		-0.0588665		Yes		Yes		Yes		TA66142_4565		0		0		0		0		0		0		0		TC393344		0		Rep: Os03g0733800 protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC393344]

		A_99_P151242		4.095062		2.8463123		2.2383883		1.7847513		6.6134415		7.201733		5.3296165		3.9826658		7.4683156		7.5364475		5.702972		4.0381837		5.7293825		20.469742		8.522214		4.5881567		10.362167		25.81495		11.039352		4.768159		2.5183797		4.355421		3.0912282		2.1979146		3.3732538		4.690135		3.4645836		2.2534323		Yes		Yes		Yes		CJ804372		0		CJ804372		Ta.53054		0		0		0		0		TC405194		0		CJ804372 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct30a20 5', mRNA sequence [CJ804372]

		A_99_P552787		9.090711		7.538185		8.059407		9.5136175		9.932016		9.504905		9.473245		10.363084		10.003812		8.63626		9.200066		10.06743		1.791671		3.9087834		2.6644495		1.8018342		1.8830891		2.1406887		2.204816		1.4679594		0.84130573		1.9667196		1.4138374		0.8494663		0.9131012		1.0980749		1.1406584		0.553812		Yes		No		No		CA644911		0		0		Ta.8324		0		0		0		0		TC453343		0		Rep: Chromosome undetermined scaffold_186, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC381725]

		A_99_P120399		5.038223		5.5494328		5.60348		5.2537217		4.500938		4.9021707		4.280277		4.7056746		4.545831		5.281709		4.583103		4.9767766		-1.4512388		-1.5661931		-2.5022104		-1.4621052		-1.406775		-1.2039067		-2.0284486		-1.2116265		-0.53728485		-0.6472621		-1.3232031		-0.54804707		-0.4923916		-0.26772356		-1.0203767		-0.2769451		No		Yes		Yes		CJ720148		0		CJ720148		Ta.44243		0		0		0		0		TC455405		0		CJ720148 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd6p06 5', mRNA sequence [CJ720148]

		A_99_P356461		8.605672		9.059726		9.778216		9.098071		8.458875		8.409779		8.839717		9.020954		8.534384		8.363838		8.75073		8.951667		-1.107109		-1.5691108		-1.9165338		-1.0549078		-1.0506543		-1.6198807		-2.03847		-1.1068075		-0.14679718		-0.64994717		-0.93849945		-0.077116966		-0.07128811		-0.69588757		-1.0274868		-0.14640427		No		Yes		Yes		TA98783_4565		0		0		0		0		0		0		0		TC425327		0		0

		A_99_P331481		5.107691		4.300731		4.3203564		4.423965		6.007749		7.3216004		7.779716		5.3756127		7.956303		6.313823		8.295795		5.0690494		1.8661413		8.116565		10.999452		1.9340804		7.203072		4.036464		15.729917		1.5638307		0.90005827		3.0208693		3.4593596		0.95164776		2.8486123		2.013092		3.975439		0.6450844		Yes		Yes		Yes		FJ185035		0		FJ185035		Ta.63119		100286396		PDR1		PDR-type ABC transporter		0		TC379206		0		Triticum aestivum PDR-type ABC transporter (PDR1) mRNA, complete cds [FJ185035]

		A_99_P138430		4.3812404		5.186806		5.7809997		7.5808425		3.8762836		4.5423694		3.9454784		4.3872185		4.0260973		5.5711555		4.018503		7.295666		-1.4190807		-1.563129		-3.5690033		-9.149063		-1.2791125		1.305271		-3.3928473		-1.2185591		-0.5049567		-0.64443684		-1.8355212		-3.193624		-0.35514307		0.38434935		-1.7624965		-0.28517628		Yes		No		No		AY253443		0		AY253443		Ta.49727		100037527		LOC100037527		lipoxygenase-like		0		TC383842		0		Triticum aestivum P9346A1-2-5-1 putative lipoxygenase mRNA, partial cds [AY253443]

		A_99_P337831		1.9029055		2.4290934		2.8180351		4.292153		5.5072865		6.4570947		9.580523		8.817347		4.284487		6.633549		8.259076		9.04089		12.162611		16.313578		108.57043		23.026028		5.2110763		18.436028		43.442673		26.885136		3.604381		4.0280013		6.7624874		4.5251937		2.3815813		4.204456		5.441041		4.748737		Yes		Yes		Yes		TA92947_4565		0		0		0		0		0		0		0		TC420404		0		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (8%) [TC420404]

		A_99_P192917		7.0884156		7.682282		9.311328		8.970069		5.6877885		5.81276		8.602997		8.267078		4.9486957		7.0872045		8.46096		9.025792		-2.6401632		-3.6541152		-1.6339129		-1.6278757		-4.406765		-1.5105537		-1.8029602		1.03938		-1.4006271		-1.8695221		-0.7083311		-0.70299053		-2.13972		-0.5950775		-0.85036755		0.05572319		Yes		No		No		CJ674454		0		CJ674454		Ta.67405		0		0		0		0		0		0		CJ674454 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17g10 5', mRNA sequence [CJ674454]

		A_99_P250781		7.8158073		8.166625		7.9432797		7.7181077		7.4663386		8.272801		8.813699		7.386013		8.145661		8.326686		9.201737		7.76142		-1.2740914		1.0763717		1.8281938		-1.2588397		1.2568861		1.1173342		2.3923984		1.0304768		-0.3494687		0.10617638		0.870419		-0.33209467		0.329854		0.16006088		1.2584577		0.043312073		No		Yes		Yes		TA67390_4565		0		0		0		0		0		0		0		TC420786		0		Rep: Epoxide hydrolase - Ananas comosus (Pineapple), partial (31%) [TC420786]

		A_99_P217941		12.925644		12.408505		11.511777		11.697472		11.984021		11.575278		10.74697		10.2087755		11.717029		11.933995		10.526034		11.7428255		-1.9206874		-1.7816663		-1.6991423		-2.8063521		-2.311157		-1.3894464		-1.9803324		1.0319363		-0.94162273		-0.83322716		-0.76480675		-1.4886961		-1.2086153		-0.4745102		-0.98574257		0.04535389		Yes		No		No		TA57422_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P499557		10.500652		10.652791		11.071004		10.82133		10.368476		10.004857		9.69555		10.762776		10.133151		10.073335		9.571653		10.737651		-1.0959457		-1.5669227		-2.5944953		-1.0414212		-1.2901164		-1.4942861		-2.8271542		-1.059717		-0.1321764		-0.64793396		-1.375454		-0.058553696		-0.36750126		-0.5794563		-1.4993505		-0.0836792		No		Yes		Yes		TA73311_4565		0		0		Ta.7648		0		0		0		0		TC371051		0		Rep: BING1 protein - Oryzias latipes (Medaka fish) (Japanese ricefish), partial (3%) [TC371051]

		A_99_P269586		6.044913		5.67552		5.5062404		5.2582097		5.052482		4.0930114		5.07779		3.4023778		4.268572		4.284494		3.9182205		3.9914887		-1.9895341		-2.9949014		-1.3457874		-3.6196039		-3.4255626		-2.6226513		-3.0063643		-2.4061408		-0.9924307		-1.5825086		-0.42845058		-1.8558319		-1.776341		-1.391026		-1.5880198		-1.266721		Yes		No		No		DQ872381		0		DQ872381		Ta.50398		100037571		LOC100037571		fasciclin-like protein FLA8		0		TC429180		0		Triticum aestivum fasciclin-like protein FLA8 mRNA, complete cds [DQ872381]

		A_99_P257286		4.8662934		3.6778352		3.9586945		3.6159515		5.7657437		4.216136		6.087513		4.7848945		5.1191754		4.9574814		5.1416974		4.536939		1.8653551		1.452261		4.3735914		2.2484689		1.1915851		2.4277942		2.2704887		1.893411		0.8994503		0.53830075		2.1288185		1.1689429		0.252882		1.2796462		1.183003		0.9209876		Yes		Yes		Yes		TA69202_4565		0		0		0		0		0		0		0		TC447692		0		Rep: Aldehyde oxidase 1 - Lactuca sativa (Garden lettuce), partial (13%) [TC447692]

		A_99_P316966		3.3261852		4.408686		4.351335		4.1347623		2.4341953		3.405141		3.195667		3.5885155		2.8509715		3.3358452		3.4145176		2.6033485		-1.855734		-2.0049205		-2.2278745		-1.4602817		-1.3901242		-2.1035717		-1.9143007		-2.8906898		-0.89198995		-1.003545		-1.155668		-0.54624677		-0.47521377		-1.0728409		-0.9368174		-1.5314138		Yes		No		No		TA86654_4565		0		0		0		0		0		0		0		TC372205		0		0

		A_99_P444407		4.2231236		4.334419		5.9664454		7.372954		5.9721966		10.667562		11.029614		9.59537		6.304277		8.010329		10.376914		9.546479		3.3614252		80.6243		33.432262		4.666744		4.231454		12.780837		21.265879		4.511244		1.749073		6.3331428		5.063169		2.2224164		2.0811534		3.6759105		4.4104686		2.1735253		Yes		Yes		Yes		TA52147_4565		0		0		Ta.50359		0		0		0		0		TC448198		0		Rep: Endo-beta-1,3-glucanase - Triticum aestivum (Wheat), partial (28%) [TC448198]

		A_99_P517677		7.193161		7.717755		6.680145		6.6327286		7.1347904		8.204607		7.80517		6.1502757		7.198611		8.186802		7.70659		6.4515357		-1.0412891		1.4013839		2.1810536		-1.397117		1.0037847		1.3841949		2.0369992		-1.133821		-0.05837059		0.48685217		1.1250253		-0.48245287		0.005449772		0.46904707		1.0264454		-0.18119287		No		Yes		Yes		BQ242332		0		0		Ta.40200		0		0		0		0		TC439582		0		Rep: HMG-I/Y protein HMGa - Triticum aestivum (Wheat), partial (66%) [TC439582]

		A_99_P278621		8.293223		8.62825		8.607998		8.577281		9.1505		10.069853		9.9241085		9.017247		9.366145		9.1324215		10.110327		8.788536		1.8116157		2.7162244		2.4899395		1.3565725		2.1036894		1.4183085		2.8329966		1.1576949		0.8572769		1.4416027		1.3161106		0.4399662		1.0729218		0.5041714		1.5023289		0.21125507		Yes		Yes		Yes		TA75485_4565		0		0		0		0		0		0		0		TC371888		0		Rep: Os02g0117200 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC371888]

		A_99_P424212		13.137773		12.784833		12.231826		12.376378		12.01262		11.471965		11.394204		11.143331		11.769412		11.914317		10.98734		12.583432		-2.181246		-2.4843495		-1.7871016		-2.35063		-2.5817702		-1.8283165		-2.369341		1.1543287		-1.1251526		-1.3128681		-0.8376217		-1.2330475		-1.3683605		-0.8705158		-1.2444859		0.20705414		Yes		No		No		TC384077		0		0		0		0		0		0		0		TC384077		GO:0009536(plastid)|GO:0016020(membrane)		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC384077]

		A_99_P016444		7.672584		7.2649174		8.063462		8.827727		7.1555295		6.4270616		6.468059		7.095701		7.291781		5.8316083		6.3369765		7.784223		-1.4310306		-1.7873917		-3.0217896		-3.3219402		-1.3020664		-2.7006545		-3.3092074		-2.0612283		-0.51705456		-0.8378558		-1.5954032		-1.7320261		-0.3808031		-1.4333091		-1.7264857		-1.0435042		Yes		Yes		Yes		BT008979		0		BT008979		Ta.6747		0		0		0		0		TC401457		0		Triticum aestivum clone wdk2c.pk005.k24:fis, full insert mRNA sequence [BT008979]

		A_99_P237656		12.091678		12.231515		11.935586		11.736831		12.697993		13.533975		12.867429		12.199948		13.141647		13.459107		13.525779		12.009383		1.5223664		2.4664905		1.9077113		1.3785175		2.0704863		2.3417587		3.0108957		1.2079431		0.6063156		1.3024597		0.9318428		0.4631176		1.0499697		1.2275925		1.5901928		0.2725525		Yes		Yes		Yes		TA63765_4565		0		0		0		0		0		0		0		TC405658		0		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC405658]

		A_99_P445827		10.080565		9.593558		9.080327		9.212144		10.371509		10.803463		10.253011		9.775311		11.355977		10.14133		10.763202		9.589847		1.2234398		2.3132236		2.2543066		1.4775096		2.4206786		1.4618258		3.2106707		1.2992713		0.29094315		1.2099047		1.1726837		0.5631676		1.2754116		0.54777145		1.6828747		0.3777027		No		Yes		Yes		TA73763_4565		0		0		Ta.55565		0		0		0		0		TC400539		0		0

		A_99_P321526		8.889125		9.4287615		9.505375		8.960046		8.528865		8.598412		8.387071		8.866893		8.188914		9.386278		8.331314		9.3308935		-1.2836572		-1.7781166		-2.1709166		-1.0666989		-1.6247419		-1.029885		-2.2564595		1.2931124		-0.36026		-0.8303499		-1.1183043		-0.093153		-0.7002106		-0.04248333		-1.1740608		0.3708477		No		Yes		Yes		AK334773		0		AK334773		Ta.5772		0		0		0		0		TC395705		0		Triticum aestivum cDNA, clone: WT011_A06, cultivar: Chinese Spring [AK334773]

		A_99_P353766		2.1706474		2.7072055		2.512104		3.9976854		2.9476795		3.4268095		4.961202		5.2190194		3.6575096		2.3578804		4.611343		5.28503		1.7136021		1.64673		5.4607463		2.3316221		2.802787		-1.2739646		4.2848325		2.4407837		0.77703214		0.719604		2.449098		1.221334		1.4868622		-0.34932518		2.0992389		1.2873445		Yes		No		No		TA97920_4565		0		0		0		0		0		0		0		TC452638		0		Rep: Defective in fruiting DifE - Myxococcus xanthus, partial (3%) [TC452638]

		A_99_P303271		12.357071		10.884907		9.622281		10.245368		12.709244		13.036316		11.031434		10.869136		12.922928		12.323479		11.481547		10.677338		1.2764817		4.442615		2.655812		1.5408943		1.4802665		2.7105243		3.6282308		1.3490741		0.35217285		2.1514091		1.409153		0.62376785		0.56585693		1.4385719		1.8592663		0.43196964		Yes		Yes		Yes		TA82639_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P521772		11.427174		11.128467		10.676594		10.64771		10.947291		10.174005		9.262844		10.048313		10.9328165		10.457242		9.761132		9.982291		-1.3946298		-1.9378569		-2.6642873		-1.5150828		-1.4086928		-1.592424		-1.8861724		-1.5860285		-0.47988224		-0.95446205		-1.4137497		-0.5993967		-0.4943571		-0.6712246		-0.91546154		-0.6654186		No		Yes		Yes		TC441189		0		0		0		0		0		0		0		TC441189		0		Rep: Male fertility protein-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC441189]

		A_99_P020839		5.156373		5.151485		5.273027		5.034517		6.028807		6.61237		6.582163		6.361613		6.4040127		6.628429		6.80307		6.086395		1.8307492		2.7527719		2.4779308		2.5089712		2.3745263		2.7835846		2.8879447		2.073227		0.87243414		1.460885		1.3091359		1.327096		1.2476397		1.476944		1.5300431		1.051878		Yes		Yes		Yes		CK210461		0		CK210461		Ta.8253		0		0		0		0		TC442941		0		FGAS022278 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210461]

		A_99_P276636		9.6228895		9.520425		9.807326		9.790841		10.284023		10.76414		10.773224		10.113536		10.643171		10.17468		10.970674		10.073513		1.5813248		2.3680758		1.9532783		1.2506645		2.028315		1.573803		2.2397647		1.2164457		0.66113377		1.2437153		0.96589756		0.32269478		1.0202818		0.6542549		1.1633472		0.28267193		No		Yes		Yes		TA74913_4565		0		0		Ta.57669		0		0		0		0		TC400846		0		0

		A_99_P556057		9.557175		9.400907		10.68027		9.9091215		10.186946		10.0858555		11.735747		10.21091		10.921482		9.622598		12.172063		10.028863		1.5473197		1.607645		2.0784054		1.2326715		2.574527		1.1660997		2.8123822		1.0865401		0.62977123		0.6849489		1.0554771		0.30178833		1.3643074		0.22169113		1.4917927		0.11974144		No		Yes		Yes		TC454662		0		0		0		0		0		0		0		TC454662		0		Rep: Cytochrome c oxidase subunit I - Paraspicera sp. ZL092, partial (5%) [TC454662]

		A_99_P115330		5.358299		5.2331095		5.034		5.560335		5.6136856		6.3737464		6.7414794		5.9963093		6.411104		5.9823613		6.7711334		6.6829414		1.1936557		2.2047834		3.2658975		1.352824		2.0745602		1.680921		3.3337214		2.1773996		0.25538683		1.1406369		1.7074795		0.43597412		1.0528054		0.74925184		1.7371335		1.1226063		Yes		Yes		Yes		CJ720257		0		CJ720257		Ta.42757		100192142		LOC100192142		WRKY3 transcription factor		0		TC421540		0		CJ720257 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd7g11 5', mRNA sequence [CJ720257]

		A_99_P199946		9.729793		9.652831		9.0290575		8.715373		9.201846		9.550975		10.284471		9.508965		10.223351		10.061588		11.2488365		9.839767		-1.4418753		-1.0731534		2.3873549		1.7333843		1.4079127		1.3275417		4.658221		2.1801002		-0.5279465		-0.10185623		1.255413		0.7935915		0.49355793		0.4087572		2.219779		1.1243944		Yes		Yes		Yes		TA50923_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P489217		11.464162		11.125351		12.490669		12.062978		12.301417		12.80716		12.89856		12.569943		13.683736		12.131568		12.956376		12.560684		1.786648		3.2083008		1.3267443		1.4210582		4.657559		2.0086372		1.3809937		1.411967		0.8372555		1.6818094		0.40789032		0.50696564		2.219574		1.006217		0.46570683		0.4977064		Yes		Yes		Yes		CA653602		0		0		Ta.33552		0		0		0		0		TC426758		0		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (22%) [TC426758]

		A_99_P415462		9.807113		10.371633		9.527952		11.088863		11.131652		14.352323		13.716037		11.0612135		11.799443		13.446773		13.659392		11.019447		2.5045288		15.787272		18.228003		-1.0193503		3.9787922		8.427706		17.526186		-1.0492918		1.3245392		3.98069		4.1880846		-0.02764988		1.9923306		3.07514		4.13144		-0.069416046		Yes		Yes		Yes		AF262981		0		AF262981		Ta.796		542858		PDI3		protein disulfide isomerase 3 precursor		0		TC439870		0		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P529862		8.957551		9.210694		8.798202		8.6554		8.453463		8.012225		7.985907		8.181596		7.9868865		8.706356		7.738703		8.282752		-1.418227		-2.2949603		-1.756002		-1.3887669		-1.959743		-1.4184725		-2.0842073		-1.2947273		-0.5040884		-1.1984692		-0.8122945		-0.47380447		-0.9706645		-0.50433826		-1.0594988		-0.37264824		No		Yes		Yes		CK157795		0		0		Ta.9309		0		0		0		0		TC444492		0		0

		A_99_P350361		11.116944		9.679265		9.776836		10.913834		11.310895		11.920337		11.149644		10.212546		12.559047		12.608407		11.242371		10.483875		1.1438918		4.7274814		2.5897405		-1.625955		2.7171655		7.616573		2.7616572		-1.3471947		0.19395065		2.2410717		1.3728075		-0.70128727		1.4421024		2.929142		1.4655342		-0.42995834		Yes		No		No		TA96871_4565		0		0		0		0		0		0		0		TC400312		0		Rep: Predicted protein - Neurospora crassa, partial (5%) [TC400312]

		A_99_P305876		8.931396		9.439611		8.168168		8.407417		9.450076		10.321694		9.293303		9.297933		10.9313		9.485571		9.74446		8.897336		1.4326444		1.8430343		2.1812189		1.8538382		3.9997356		1.0323695		2.9820244		1.4043658		0.5186806		0.88208294		1.1251345		0.8905153		1.9999046		0.045959473		1.576292		0.4899187		Yes		No		No		TA83429_4565		0		0		0		0		0		0		0		TC405786		0		Rep: Os09g0454600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC405786]

		A_99_P246341		8.311627		8.751289		8.717787		8.759587		8.754273		9.891883		9.973721		9.539065		8.435405		9.600364		10.04972		9.639496		1.3590947		2.2047172		2.3882167		1.7165098		1.089584		1.8013448		2.5173974		1.8402587		0.44264603		1.1405935		1.2559338		0.7794781		0.12377739		0.84907436		1.331933		0.87990856		No		Yes		Yes		AK331881		0		AK331881		Ta.54599		0		0		0		0		TC443177		0		Triticum aestivum cDNA, clone: WT002_J15, cultivar: Chinese Spring [AK331881]

		A_99_P305101		10.337317		10.280407		9.515321		9.412593		10.890311		11.932666		10.525737		10.113552		11.561584		11.000007		11.091744		10.214486		1.467127		3.143254		2.014492		1.6255852		2.3363671		1.646725		2.9822965		1.7433875		0.5529938		1.6522589		1.010416		0.7009592		1.224267		0.7195997		1.5764236		0.80189323		Yes		Yes		Yes		TA83198_4565		0		0		0		0		0		0		0		TC428831		0		0

		A_99_P282636		6.4458556		4.6634707		6.395037		7.720057		6.7946205		6.5012555		8.717081		9.001011		6.532963		6.3297257		8.103176		9.835265		1.2734699		3.5746074		5.0004015		2.429996		1.0622381		3.1738963		3.2673907		4.3325253		0.3487649		1.8377848		2.322044		1.2809539		0.08710718		1.666255		1.708139		2.1152081		Yes		No		No		TA76655_4565		0		0		Ta.60675		0		0		0		0		TC406897		0		0

		A_99_P065310		7.7267327		7.6940536		6.4437957		6.0513053		5.7519035		5.6586757		4.8993983		4.817768		5.872088		6.921911		4.944862		6.5463862		-3.930817		-4.0993013		-2.916822		-2.351428		-3.616627		-1.7078046		-2.8263376		1.4093999		-1.9748292		-2.035378		-1.5443974		-1.2335372		-1.8546448		-0.7721429		-1.4989338		0.49508095		Yes		No		No		CK206180		0		CK206180		Ta.25453		0		0		0		0		TC412748		0		FGAS017759 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206180]

		A_99_P200886		9.652378		9.898082		10.017243		10.303188		10.667308		11.519852		10.35778		9.87991		12.260045		10.541897		11.018326		10.02738		2.0208044		3.0775235		1.2662278		-1.3409709		6.095172		1.5624554		2.001501		-1.2106723		1.0149298		1.6217699		0.34053707		-0.42327785		2.607667		0.64381504		1.0010824		-0.27580833		No		Yes		Yes		TA51222_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P519472		5.7803626		6.298122		6.2226753		6.2382793		6.151909		6.8532524		6.825403		6.356376		6.5475945		6.572099		7.3826423		6.3793035		1.2937387		1.4693015		1.5185852		1.0853022		1.7020011		1.2091366		2.234523		1.1026876		0.37154627		0.5551305		0.6027279		0.11809683		0.76723194		0.27397728		1.159967		0.14102411		No		Yes		Yes		CV064918		0		0		Ta.37308		0		0		0		0		0		GO:0003700(sequence-specific DNA binding transcription factor activity)|GO:0005575(cellular_component)|GO:0005739(mitochondrion)|GO:0008150(biological_process)		0

		A_99_P464662		8.439306		8.102623		7.7451158		7.9941535		9.398204		9.927094		9.69962		9.052733		10.290803		9.586505		9.736932		9.021832		1.9438239		3.5417724		3.8758278		2.0828803		3.6087437		2.7970033		3.9773736		2.0387416		0.9588976		1.8244715		1.9545045		1.0585799		1.8514967		1.483882		1.991816		1.027679		Yes		Yes		Yes		TA85180_4565		0		0		0		0		0		0		0		TC413441		0		0

		A_99_P296956		10.358356		10.411213		10.503048		10.665372		10.923516		11.35812		11.499915		10.725343		11.115529		10.920833		11.814179		10.8700905		1.4795514		1.9277354		1.9956617		1.0424447		1.6901749		1.4236748		2.4813607		1.1524615		0.5651598		0.94690704		0.9968672		0.059970856		0.7571726		0.5096197		1.3111315		0.20471859		No		Yes		Yes		AK331942		0		AK331942		Ta.34802		0		0		0		0		TC398093		0		Triticum aestivum cDNA, clone: WT002_M02, cultivar: Chinese Spring [AK331942]

		A_99_P025814		5.001347		5.263405		4.27603		4.3045273		3.4804878		4.07107		3.8315926		3.0737095		3.1068532		4.6092315		3.4910953		4.2540812		-2.8696191		-2.2852225		-1.3607835		-2.347		-3.717915		-1.573714		-1.7230144		-1.035585		-1.5208592		-1.1923347		-0.4444375		-1.2308178		-1.8944938		-0.6541734		-0.78493476		-0.050446033		Yes		No		No		BJ235509		0		BJ235509		Ta.9954		0		0		0		0		TC430401		0		BJ235509 Y. Ogihara unpublished cDNA library, Wh_e Triticum aestivum cDNA clone whe17a05 5', mRNA sequence [BJ235509]

		A_99_P044977		3.3698175		2.6600268		2.4895496		1.4591318		5.7609506		6.294497		5.866918		3.6835492		5.920944		5.988975		5.9555016		3.9038093		5.245692		12.418941		10.391763		4.6732206		5.860918		10.048779		11.049828		5.444039		2.391133		3.6344702		3.3773685		2.2244172		2.5511267		3.3289483		3.465952		2.4446774		Yes		Yes		Yes		CA607237		0		CA607237		Ta.16491		0		0		0		0		0		0		wr1.pk0067.d2 wr1 Triticum aestivum cDNA clone wr1.pk0067.d2 5' end, mRNA sequence [CA607237]

		A_99_P021159		4.43078		4.2602344		4.9858303		5.2710595		8.454823		11.351372		10.034834		8.533639		11.171561		9.109661		10.741914		8.650154		16.268875		136.34683		33.105606		9.596973		106.94916		28.828558		54.044785		10.404203		4.0240426		7.0911374		5.0490036		3.2625794		6.7407813		4.8494267		5.7560835		3.3790946		Yes		Yes		Yes		TA98283_4565		0		0		Ta.8346		0		0		0		0		TC413430		0		Rep: Cytochrome P450 monooxygenase - Arabidopsis thaliana (Mouse-ear cress), partial (73%) [TC413430]

		A_99_P152212		2.9264562		2.1390638		2.057522		2.4123118		5.704945		7.4043403		6.7523932		4.935306		7.07039		6.361791		7.1197524		5.2901607		6.861333		38.45972		25.899834		5.747738		17.678625		18.671		33.41051		7.350533		2.7784889		5.2652764		4.694871		2.5229943		4.1439342		4.2227273		5.06223		2.8778489		Yes		Yes		Yes		CJ857655		0		CJ857655		Ta.53284		0		0		0		0		0		0		CJ857655 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal3c12 5', mRNA sequence [CJ857655]

		A_99_P061988		9.565088		9.627005		8.551482		8.513264		8.164694		8.328677		7.242338		7.013593		8.085359		8.849136		6.9935393		8.216809		-2.6397374		-2.459436		-2.4779449		-2.8277812		-2.7889647		-1.7145956		-2.9443371		-1.2281225		-1.4003944		-1.2983274		-1.309144		-1.4996705		-1.4797297		-0.7778683		-1.5579429		-0.29645443		Yes		No		No		CD881357		0		CD881357		Ta.23179		0		0		0		0		TC419482		0		F1.102O23F010328 F1 Triticum aestivum cDNA clone F1102O23, mRNA sequence [CD881357]

		A_99_P318571		7.1649575		7.25254		6.4559045		6.7490687		6.3335514		5.958174		5.2667136		5.9488816		6.390351		6.4734178		5.2897053		6.7865224		-1.7794188		-2.4526916		-2.2802482		-1.7413269		-1.7107236		-1.7160866		-2.244197		1.0263008		-0.8314061		-1.2943659		-1.1891909		-0.8001871		-0.7746067		-0.77912235		-1.1661992		0.03745365		Yes		No		No		TA87110_4565		0		0		Ta.33864		0		0		0		0		TC379552		0		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC379552]

		A_99_P006861		5.0271497		5.5798454		4.694004		4.444669		4.2975984		4.2362437		2.9807012		3.028612		4.0642495		4.98924		3.3095036		3.3772366		-1.6581234		-2.537841		-3.2791066		-2.6685514		-1.9492244		-1.5058783		-2.6108155		-2.0957		-0.7295513		-1.3436017		-1.7133029		-1.4160569		-0.96290016		-0.59060526		-1.3845005		-1.0674322		Yes		No		No		DR736317		0		DR736317		Ta.3427		0		0		0		0		TC370609		0		FGAS081687 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736317]

		A_99_P522687		6.2103653		5.4856477		6.565108		6.198391		5.8666267		4.679155		5.7524133		4.2685084		4.0514016		4.7190976		4.3166847		4.2821307		-1.269041		-1.7489545		-1.756489		-3.8102417		-4.4659395		-1.7011968		-4.7516317		-3.7744339		-0.34373856		-0.8064928		-0.81269455		-1.9298825		-2.1589637		-0.76655006		-2.248423		-1.9162602		Yes		No		No		BQ171608		0		0		Ta.48563		0		0		0		0		TC441606		0		Rep: Quinolinate phosphoribosyltransferase - Nicotiana tabacum (Common tobacco), partial (37%) [TC441606]

		A_99_P444292		4.095677		3.1049194		5.1250324		4.800989		2.443693		2.6377413		4.2199345		3.820697		2.4810045		3.6258953		3.887104		4.383715		-3.1426551		-1.3824029		-1.8726716		-1.9728647		-3.0624206		1.4349254		-2.358596		-1.3354019		-1.651984		-0.4671781		-0.90509796		-0.9802921		-1.6146724		0.5209758		-1.2379284		-0.417274		Yes		No		No		TC399569		0		0		0		0		0		0		0		TC399569		0		Rep: Cell wall protein-like - Oryza sativa subsp. japonica (Rice), partial (5%) [TC399569]

		A_99_P495102		14.802662		14.989544		16.202		16.511518		16.022064		15.688095		15.920459		17.35898		14.654237		15.056015		14.782687		16.976654		2.3285024		1.6228743		-1.2154924		1.7993324		-1.1083589		1.0471522		-2.6745803		1.380447		1.2194023		0.6985512		-0.28154087		0.8474617		-0.1484251		0.0664711		-1.4193125		0.46513557		No		Yes		Yes		TA62368_4565		0		0		Ta.54783		0		0		0		0		TC429538		0		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (44%) [TC429538]

		A_99_P303986		10.560856		10.315673		10.08274		10.08114		9.707866		9.132253		9.332978		9.047305		9.502617		9.44967		8.911696		9.852799		-1.8062407		-2.2711456		-1.681515		-2.047459		-2.0823882		-1.8226064		-2.251745		-1.1714864		-0.85299015		-1.1834202		-0.7497616		-1.0338345		-1.058239		-0.86600304		-1.1710434		-0.22834015		No		Yes		Yes		TA82864_4565		0		0		0		0		0		0		0		TC426159		0		Rep: Chromosome chr18 scaffold_59, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC426159]

		A_99_P452972		9.612427		10.317548		10.65083		9.520083		9.356265		9.3543005		9.090496		8.647513		9.250746		9.532559		9.255704		8.768826		-1.1942971		-1.9496934		-2.9492216		-1.8309216		-1.2849221		-1.7230785		-2.6301157		-1.6832598		-0.2561617		-0.9632473		-1.5603342		-0.87257004		-0.36168098		-0.7849884		-1.3951263		-0.7512579		No		Yes		Yes		TA76808_4565		0		0		0		0		0		0		0		TC453651		0		Rep: Zinc finger protein-like - Oryza sativa subsp. japonica (Rice), partial (30%) [TC453651]

		A_99_P285071		10.497662		9.928695		8.870864		9.1068		10.897125		10.922961		9.727915		9.680013		11.255212		10.548375		9.928803		9.509316		1.3190174		1.9920675		1.8113319		1.487833		1.6906174		1.5365348		2.081956		1.3218114		0.39946365		0.9942665		0.8570509		0.5732126		0.75755024		0.6196804		1.0579395		0.40251637		No		Yes		Yes		TA77368_4565		0		0		0		0		0		0		0		TC442926		0		Rep: Universal stress protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (92%) [TC442926]

		A_99_P485407		2.0745637		3.0436468		3.7865086		2.5491877		3.344677		5.1668677		5.458578		4.4150662		4.3606453		3.8541317		6.2321677		4.7301435		2.411805		4.356655		3.186714		3.6448984		4.877296		1.7538007		5.447745		4.534539		1.2701132		2.123221		1.6720695		1.8658786		2.2860816		0.8104849		2.4456592		2.180956		Yes		Yes		Yes		BE427068		0		0		0		0		0		0		0		0		0		0

		A_99_P323411		1.515841		1.6422523		1.8323501		2.3277535		3.418235		4.143868		6.1376424		3.8131564		3.772499		4.1509833		5.851211		2.8344593		3.7383304		5.6631923		19.7707		2.7999535		4.778832		5.691192		16.210546		1.4208022		1.902394		2.5016155		4.305292		1.4854028		2.256658		2.508731		4.018861		0.50670576		Yes		Yes		Yes		CV767429		0		CV767429		Ta.25845		0		0		0		0		TC404152		0		FGAS061819 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV767429]

		A_99_P278066		9.737765		9.377028		8.000734		7.7187743		8.1486635		7.674524		7.302009		7.232034		8.10908		8.562463		7.4512258		8.252093		-3.0086198		-3.2546551		-1.62307		-1.401275		-3.0923102		-1.7587686		-1.463587		1.4472549		-1.5891018		-1.7025046		-0.6987252		-0.4867401		-1.628685		-0.81456566		-0.5495086		0.533319		Yes		No		No		TA75317_4565		0		0		0		0		0		0		0		TC381807		0		Rep: F23N19.15 - Arabidopsis thaliana (Mouse-ear cress), partial (82%) [TC381807]

		A_99_P246296		11.874806		11.782857		11.662627		11.342082		11.687303		11.347032		10.617691		11.614207		11.567947		11.665133		10.856732		11.436406		-1.1387917		-1.3526845		-2.063275		1.2075855		-1.2370116		-1.0850214		-1.7482299		1.0675652		-0.18750381		-0.43582535		-1.0449362		0.27212524		-0.30685902		-0.117723465		-0.80589485		0.09432411		No		Yes		Yes		AK332584		0		AK332584		Ta.6326		0		0		0		0		TC398984		0		Triticum aestivum cDNA, clone: WT004_F13, cultivar: Chinese Spring [AK332584]

		A_99_P128840		4.3268504		4.7085547		4.939136		4.443149		4.302836		3.4442284		3.8797038		3.5329754		3.434327		3.864394		3.5433521		3.4594288		-1.0167849		-2.4021502		-2.0841112		-1.8792717		-1.8564205		-1.7952201		-2.631315		-1.9775584		-0.024014473		-1.2643263		-1.0594323		-0.91017365		-0.8925235		-0.8441608		-1.3957839		-0.9837203		Yes		No		No		CJ567774		0		CJ567774		Ta.46945		0		0		0		0		0		0		CJ567774 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone rwhms18h14 3', mRNA sequence [CJ567774]

		A_99_P192117		10.612452		11.617581		11.439847		9.46981		8.302861		8.444604		8.156513		6.159025		7.8055325		9.957153		8.197193		7.742146		-4.9574227		-9.019062		-9.736032		-9.923055		-6.9978857		-3.161103		-9.465337		-3.3119102		-2.3095903		-3.1729774		-3.2833338		-3.3107843		-2.806919		-1.660428		-3.2426538		-1.7276635		Yes		No		No		CJ670181		0		CJ670181		Ta.62340		0		0		0		0		TC459276		0		CJ670181 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv20i10 5', mRNA sequence [CJ670181]

		A_99_P479002		8.1750345		9.113363		8.823664		9.920781		7.816176		7.695082		7.664448		8.230529		7.6811643		7.864088		7.601723		8.475084		-1.2824109		-2.672669		-2.23336		-3.2271314		-1.4082175		-2.3772197		-2.3326025		-2.7239437		-0.3588586		-1.4182811		-1.1592159		-1.6902523		-0.49387026		-1.2492752		-1.2219405		-1.4456968		Yes		Yes		Yes		AB158407		0		AB158407		Ta.54488		542808		CesA		CesA protein		0		TC421591		0		Triticum aestivum CesA mRNA for putative cellulose synthase, complete cds [AB158407]

		A_99_P541012		9.870431		10.350337		10.021327		9.790859		9.415197		9.625579		8.985019		9.73364		9.629441		9.862942		9.268665		9.560814		-1.3710047		-1.6526235		-2.0509727		-1.0404586		-1.1818031		-1.4019115		-1.6848985		-1.1728718		-0.45523357		-0.72475815		-1.0363083		-0.057219505		-0.24098969		-0.4873953		-0.7526617		-0.23004532		No		Yes		Yes		TC448865		0		0		0		0		0		0		0		TC448865		0		Rep: Synaptobrevin homolog - Oryza sativa subsp. indica (Rice), partial (58%) [TC448865]

		A_99_P214811		9.100976		9.3422165		9.1293545		9.255122		9.474021		10.227944		10.334996		9.620809		9.365298		9.8957205		10.402664		9.530684		1.2950834		1.8476967		2.3063984		1.2884946		1.2010717		1.467646		2.4171546		1.2104658		0.37304497		0.8857279		1.2056417		0.36568642		0.26432228		0.553504		1.2733097		0.2755623		No		Yes		Yes		TA55969_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P303856		9.610042		9.488477		8.752708		8.465343		8.452858		8.325804		7.8900075		7.6403117		8.51542		8.611775		8.119721		8.491525		-2.2302163		-2.2387183		-1.8184395		-1.771574		-2.1355708		-1.8361722		-1.5507724		1.018313		-1.1571836		-1.162673		-0.86270094		-0.82503176		-1.0946217		-0.87670135		-0.632987		0.026181221		Yes		No		No		TA82827_4565		0		0		0		0		0		0		0		TC399191		0		Rep: GTP-binding protein-related - Arabidopsis thaliana, partial (86%) [TC399191]

		A_99_P438797		8.363763		8.678776		8.536034		8.6716795		8.876447		9.538788		9.623268		9.251263		8.948746		9.316548		9.638339		9.075394		1.4267019		1.8150535		2.1246636		1.4944174		1.5000212		1.555925		2.146975		1.3229094		0.51268387		0.86001205		1.0872345		0.57958317		0.5849829		0.63777256		1.1023054		0.40371418		No		Yes		Yes		CV771717		0		0		Ta.3331		0		0		0		0		TC395413		GO:0003674(molecular_function)|GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC395413]

		A_99_P194348		11.193661		9.999091		9.421668		10.502636		11.5008135		12.049663		11.011753		11.258686		12.990182		10.4931345		11.332889		10.8732195		1.2372634		4.1427		3.010671		1.6888604		3.4738157		1.4083866		3.7612717		1.2928756		0.30715275		2.0505714		1.590085		0.7560501		1.7965212		0.49404335		1.9112206		0.37058353		Yes		Yes		Yes		CA670456		0		0		0		0		0		0		0		TC453071		0		0

		A_99_P156842		6.4088817		6.5442023		7.0566697		6.612537		5.831304		5.3431926		5.8982596		5.0735393		5.2919583		4.9447856		4.9268126		4.7846465		-1.4923414		-2.2990053		-2.2321131		-2.9059253		-2.1688395		-3.0302079		-4.376741		-3.5501757		-0.5775776		-1.2010098		-1.1584101		-1.5389977		-1.1169233		-1.5994167		-2.129857		-1.8278904		Yes		Yes		Yes		CK217733		0		CK217733		Ta.54395		0		0		0		0		0		0		FGAS029735 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217733]

		A_99_P060736		7.3097243		4.6146183		1.4694147		4.7987647		7.1961217		5.749609		1.492733		5.654714		7.028239		4.9349103		1.4626077		5.4516606		-1.0819266		2.1961715		1.0162944		1.8099494		-1.2154458		1.2485832		-1.0047294		1.5723212		-0.11360264		1.1349907		0.02331829		0.8559494		-0.28148556		0.320292		-0.0068069696		0.6528959		No		Yes		Yes		CA745761		0		CA745761		Ta.22439		0		0		0		0		0		0		wri2s.pk002.n16 wri2s Triticum aestivum cDNA clone wri2s.pk002.n16 5' end, mRNA sequence [CA745761]

		A_99_P192962		3.6346629		3.265001		2.0945249		1.8292106		4.8804336		5.932448		6.268681		2.7078402		6.134603		5.655395		6.581		2.1711395		2.371452		6.353039		18.052868		1.8386279		5.6566195		5.2430053		22.41628		1.26745		1.2457707		2.6674469		4.174156		0.87862957		2.4999402		2.390394		4.486475		0.34192884		Yes		Yes		Yes		TC453133		0		0		0		0		0		0		0		TC453133		0		Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley), partial (30%) [TC453133]

		A_99_P060953		9.953837		10.010514		10.068848		10.173352		10.472402		10.935351		11.12637		10.588241		10.7237015		10.524478		11.210315		10.40295		1.4325289		1.8984699		2.0813546		1.3331956		1.7051091		1.427968		2.2060525		1.1725082		0.5185642		0.9248371		1.0575228		0.41488838		0.7698641		0.5139637		1.1414671		0.22959805		No		Yes		Yes		CK217831		0		CK217831		Ta.22534		0		0		0		0		TC451287		0		FGAS029833 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217831]

		A_99_P125205		6.6240525		6.462368		6.7911468		6.643453		6.2486396		6.0415635		5.996493		5.76586		6.0239787		5.9413667		5.788902		5.7315583		-1.2972108		-1.3386738		-1.7346612		-1.8373075		-1.5157942		-1.4349508		-2.0031147		-1.881515		-0.37541294		-0.4208045		-0.7946539		-0.87759304		-0.6000738		-0.52100134		-1.002245		-0.9118948		No		Yes		Yes		DR740314		0		DR740314		Ta.25613		0		0		0		0		TC384808		0		FGAS085242 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740314]

		A_99_P466417		6.374428		5.943479		5.8212514		5.875101		5.5751843		4.28138		5.3753686		4.502014		4.4132237		5.492441		4.1694875		5.0448685		-1.7401884		-3.164766		-1.3621473		-2.5902421		-3.8938682		-1.3670233		-3.142176		-1.777972		-0.79924345		-1.6620989		-0.4458828		-1.3730869		-1.961204		-0.45103788		-1.6517639		-0.8302326		Yes		No		No		TC414497		0		0		0		0		0		0		0		TC414497		0		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), partial (50%) [TC414497]

		A_99_P504107		5.020996		5.023416		3.975896		4.0339675		5.6726737		6.4969406		5.4828544		4.2966413		6.3236446		5.772677		5.8315296		4.895683		1.5709939		2.776995		2.8421023		1.1997001		2.4668133		1.6809314		3.619107		1.8171976		0.6516776		1.4735246		1.5069585		0.26267385		1.3026485		0.7492609		1.8556337		0.8617153		Yes		Yes		Yes		TC433513		0		0		0		0		0		0		0		TC433513		GO:0003674(molecular_function)|GO:0005575(cellular_component)|GO:0005739(mitochondrion)|GO:0005794(Golgi apparatus)|GO:0016020(membrane)		Rep: Chromosome chr2 scaffold_112, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC433513]

		A_99_P408942		5.874884		5.5787544		5.888581		5.6517563		5.3401446		4.7501926		4.4689503		4.3335776		4.4030538		5.003033		4.338528		4.589312		-1.4486805		-1.7759141		-2.67517		-2.4935112		-2.7737358		-1.4904224		-2.9282782		-2.088467		-0.5347395		-0.8285618		-1.4196305		-1.3181787		-1.4718304		-0.57572126		-1.5500526		-1.0624442		Yes		No		No		TC370983		0		0		0		0		0		0		0		TC370983		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (3%) [TC370983]

		A_99_P320106		9.766513		10.456591		10.042903		11.184933		8.879112		8.699591		8.554664		10.351682		8.865165		9.713802		8.910877		10.584763		-1.8498402		-3.3799455		-2.8054638		-1.7816957		-1.8678105		-1.673407		-2.1916625		-1.5158954		-0.8874006		-1.757		-1.4882393		-0.833251		-0.9013481		-0.7427883		-1.1320257		-0.60017014		Yes		Yes		Yes		TA87581_4565		0		0		Ta.3983		0		0		0		0		TC399118		0		0

		A_99_P298081		5.40951		4.0795865		4.5986724		5.2168784		5.930195		6.553415		5.6998296		5.5546165		6.3879356		5.835404		6.1541543		5.528828		1.434636		5.5551596		2.145267		1.2637736		1.9703139		3.377176		2.939319		1.2413843		0.5206847		2.4738283		1.1011572		0.33773804		0.9784255		1.7558174		1.5554819		0.31194973		Yes		No		No		TA81108_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P339881		10.584789		9.9893675		9.899608		10.627185		10.827777		10.996221		10.589944		10.697783		10.922282		10.07672		10.554291		10.866516		1.1834409		2.009523		1.6136595		1.0501523		1.2635589		1.0624189		1.5742701		1.1804453		0.24298763		1.0068531		0.6903362		0.0705986		0.33749294		0.08735275		0.6546831		0.23933125		No		Yes		Yes		TA93561_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P120974		10.237151		10.497627		10.0540085		10.267367		9.733834		9.687003		9.000302		9.679017		10.074878		9.888432		9.40132		9.740344		-1.4174687		-1.75397		-2.0758557		-1.5035264		-1.1190492		-1.5254086		-1.5720946		-1.440953		-0.5033169		-0.8106241		-1.0537062		-0.5883503		-0.1622734		-0.6091957		-0.652688		-0.5270233		No		Yes		Yes		U76895		0		U76895		Ta.44405		543260		Tubb4		beta-tubulin 4		0		TC369670		0		Triticum aestivum beta-tubulin 4 (Tubb4) mRNA, complete cds [U76895]

		A_99_P286136		4.457491		5.160852		4.9072175		2.7320328		3.6620576		4.0650725		2.1968858		3.1284618		3.570161		4.150997		2.9071052		2.448486		-1.7355986		-2.1372852		-6.544721		1.3162459		-1.8497493		-2.0137084		-4.0003114		-1.2171835		-0.7954333		-1.0957794		-2.7103317		0.39642906		-0.8873298		-1.0098548		-2.0001123		-0.2835467		Yes		No		No		TA77675_4565		0		0		0		0		0		0		0		TC439869		0		Rep: Thaumatin-like protein - Brassica campestris (Field mustard), partial (27%) [TC439869]

		A_99_P299326		10.151058		10.232202		8.278462		9.594224		10.141896		10.439671		9.33466		9.879544		10.011791		10.281765		9.24668		9.354777		-1.0063708		1.1546607		2.079443		1.2186807		-1.1013454		1.0349517		1.9564223		-1.1805397		-0.009161949		0.20746899		1.0561972		0.28532028		-0.13926697		0.049563408		0.96821785		-0.23944664		No		Yes		Yes		TA81481_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P221526		12.447799		12.647611		12.227592		12.385803		12.553478		12.976838		13.229619		12.604725		12.520523		13.032982		13.233708		12.6203		1.076001		1.2563404		2.0028114		1.1638633		1.0517008		1.3061959		2.0084965		1.1764965		0.10567951		0.32922745		1.0020266		0.21892166		0.07272434		0.3853712		1.0061159		0.23449707		No		Yes		Yes		TA58876_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P447122		4.407168		4.68002		4.089516		4.663218		3.612107		4.5839343		4.8323865		4.118312		4.641621		4.729777		5.375777		4.588066		-1.7351506		-1.0688694		1.6735021		-1.4589254		1.1764607		1.0350906		2.4389508		-1.0534719		-0.7950609		-0.09608555		0.74287033		-0.54490614		0.2344532		0.049757004		1.2862606		-0.07515192		No		Yes		Yes		TA72405_4565		0		0		Ta.7234		0		0		0		0		TC376011		0		0

		A_99_P471152		8.004403		8.840297		10.100732		8.989995		9.561141		11.03857		10.507798		9.292487		10.116477		9.409113		10.84257		8.919235		2.941879		4.5892987		1.3259867		1.2332729		4.323123		1.4833059		1.6723056		-1.0502696		1.5567379		2.1982737		0.40706635		0.30249214		2.112074		0.5688162		0.74183846		-0.07075977		Yes		No		No		U55859		0		U55859		Ta.217		543244		LOC543244		heat shock protein 80		0		TC417073		0		Triticum aestivum heat shock protein 80 mRNA, complete cds [U55859]

		A_99_P200366		8.321523		9.988804		9.775228		8.620749		7.8304486		7.556481		8.802921		8.025596		6.1847496		8.785583		7.3958297		8.158576		-1.4054909		-5.3976183		-1.9619745		-1.5106336		-4.397773		-2.3025322		-5.2031956		-1.3776157		-0.4910741		-2.432323		-0.97230625		-0.5951538		-2.136773		-1.2032213		-2.3793979		-0.46217346		Yes		Yes		Yes		AK333534		0		AK333534		Ta.18261		0		0		0		0		TC386752		0		Triticum aestivum cDNA, clone: WT006_L08, cultivar: Chinese Spring [AK333534]

		A_99_P418782		15.463436		16.263287		13.363572		14.932114		15.137736		15.115796		11.666507		14.201813		14.810261		15.244451		11.303212		14.439525		-1.2532722		-2.2152822		-3.2424073		-1.658985		-1.5726258		-2.0262835		-4.1709037		-1.4069675		-0.3256998		-1.1474905		-1.6970654		-0.7303009		-0.65317535		-1.018836		-2.06036		-0.492589		Yes		Yes		Yes		CK214733		0		0		Ta.66574		0		0		0		0		TC379890		0		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (51%) [TC379890]

		A_99_P100620		7.2745132		6.089939		5.266664		5.193875		6.621319		4.974451		3.1092508		4.8799095		6.272795		6.151813		4.386782		5.2520714		-1.5726465		-2.166683		-4.4611425		-1.2431198		-2.0023832		1.0438207		-1.8402246		1.0411634		-0.6531944		-1.115488		-2.1574132		-0.31396532		-1.001718		0.061873913		-0.87988186		0.058196545		Yes		No		No		TA94801_4565		0		0		0		0		0		0		0		TC393395		0		Rep: Ubiquitin-like protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC393395]

		A_99_P448272		6.6964164		3.4837334		2.0653982		3.5330677		7.1808085		6.690849		6.525534		4.6239443		8.71174		7.7397614		5.895855		4.8178926		1.3989964		9.235023		22.010742		2.1300342		4.0427113		19.106985		14.225986		2.4365246		0.48439217		3.2071154		4.460136		1.0908766		2.0153232		4.256028		3.8304567		1.2848248		Yes		Yes		Yes		TC402487		0		0		0		0		0		0		0		TC402487		0		Rep: Transcription factor MYB39 - Zea mays (Maize), partial (15%) [TC402487]

		A_99_P111835		6.3044987		5.4757056		6.6376038		6.2276173		6.1543174		5.0603085		5.986363		4.250295		4.852834		5.0824137		4.7784233		4.9519024		-1.1097089		-1.3336657		-1.5705184		-3.9376152		-2.7352343		-1.3133869		-3.628015		-2.4211876		-0.1501813		-0.41539717		-0.6512408		-1.9773221		-1.4516644		-0.39329195		-1.8591805		-1.2757149		Yes		No		No		DR731812		0		DR731812		Ta.41588		0		0		0		0		0		0		FGAS077732 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [DR731812]

		A_99_P530342		10.09097		9.513679		9.78972		9.652295		10.31969		10.529815		11.623279		10.975938		11.801585		9.711488		12.199958		10.782883		1.1717947		2.022495		3.5641525		2.502973		3.2730036		1.1469554		5.315621		2.1894789		0.22871971		1.0161362		1.833559		1.3236427		1.7106152		0.19780922		2.4102383		1.1305876		Yes		Yes		Yes		CJ643903		0		0		Ta.56402		0		0		0		0		TC444644		0		Rep: P450 - Lolium rigidum (Annual ryegrass), partial (6%) [TC444644]

		A_99_P255746		3.9844732		3.512213		4.3884387		2.841882		4.320044		5.1894364		5.410318		5.430474		6.3275714		4.743189		5.8264527		3.6649597		1.2618766		3.1981187		2.0305622		6.015113		5.0739107		2.3472571		2.7094762		1.7691761		0.3355708		1.6772234		1.0218792		2.5885918		2.3430982		1.2309759		1.438014		0.8230777		Yes		No		No		AK333274		0		AK333274		Ta.14501		0		0		0		0		TC440238		0		Triticum aestivum cDNA, clone: WT006_B03, cultivar: Chinese Spring [AK333274]

		A_99_P193598		7.2332706		7.1007466		6.946901		6.598484		7.763485		8.022777		7.667834		7.158369		8.475884		7.612118		8.007453		6.873463		1.4441437		1.8947796		1.6482476		1.4741517		2.3662684		1.4254043		2.0857296		1.2099766		0.5302143		0.92203		0.72093296		0.559885		1.2426138		0.51137114		1.0605521		0.2749791		No		Yes		Yes		CJ906103		0		CJ906103		Ta.62723		0		0		0		0		TC413263		0		CJ906103 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles3e22 5', mRNA sequence [CJ906103]

		A_99_P213796		13.842808		12.552463		9.552151		11.984451		13.317849		11.69205		8.163012		12.331981		13.057069		11.789884		7.484368		11.585528		-1.4388922		-1.8155575		-2.6192236		1.2723799		-1.7239751		-1.6965206		-4.192419		-1.3185232		-0.5249586		-0.8604126		-1.3891392		0.3475294		-0.78573895		-0.76257896		-2.0677829		-0.39892292		Yes		Yes		Yes		TA55564_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P022369		9.660492		8.930719		10.188104		9.722618		9.666952		8.342933		9.317043		7.731034		8.083205		8.383011		8.1224985		8.304078		1.0044879		-1.5029392		-1.8290067		-3.9767346		-2.984081		-1.4617621		-4.186095		-2.6731486		0.00646019		-0.5877867		-0.8710604		-1.9915843		-1.5772867		-0.5477085		-2.0656052		-1.41854		Yes		No		No		BQ162290		0		BQ162290		Ta.8731		0		0		0		0		0		0		WHE0763_E04_I07ZT Wheat heat-stressed seedling cDNA library Triticum aestivum cDNA clone WHE0763_E04_I07, mRNA sequence [BQ162290]

		A_99_P116250		10.9743185		10.127587		9.270535		10.111274		11.529246		11.542592		10.309825		10.746915		11.726766		10.828656		10.302799		10.317744		1.4690951		2.6666062		2.0552151		1.553628		1.6846479		1.6257088		2.0452309		1.1538619		0.5549278		1.4150047		1.0392895		0.6356411		0.7524471		0.7010689		1.0322638		0.20647049		No		Yes		Yes		CJ642045		0		CJ642045		Ta.43026		0		0		0		0		0		0		CJ642045 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec7i19 5', mRNA sequence [CJ642045]

		A_99_P013149		8.581683		8.765099		8.340512		8.223201		8.253335		8.600011		10.451873		8.538143		8.488254		8.39208		9.594489		8.194228		-1.255575		-1.1212342		4.320986		1.2439619		-1.0669034		-1.2950594		2.3849795		-1.0202852		-0.32834816		-0.1650877		2.1113605		0.31494236		-0.093429565		-0.37301826		1.2539768		-0.028972626		No		Yes		Yes		CD872187		0		CD872187		Ta.5615		0		0		0		0		TC398825		0		AZO2.120A22F010209 AZO2 Triticum aestivum cDNA clone AZO2120A22, mRNA sequence [CD872187]

		A_99_P149732		2.2404702		3.4083707		2.757006		4.248221		3.338026		4.086266		5.2855635		5.601991		2.9581954		4.2096047		5.2649674		5.074701		2.1399186		1.5998042		5.7699447		2.5557916		1.6445869		1.742591		5.688158		1.7733532		1.0975559		0.6778953		2.5285575		1.3537703		0.7177253		0.801234		2.5079615		0.8264799		Yes		No		No		CJ850990		0		CJ850990		Ta.52714		0		0		0		0		TC436844		0		CJ850990 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal17j11 5', mRNA sequence [CJ850990]

		A_99_P494522		6.410187		6.8571644		7.6739655		8.269117		5.8385587		5.5358834		6.5493636		7.4964867		5.7317443		6.2002754		6.49853		7.902107		-1.4861999		-2.498879		-2.1804137		-1.7083821		-1.600411		-1.576679		-2.2586105		-1.2896777		-0.5716281		-1.321281		-1.1246018		-0.7726307		-0.6784425		-0.65688896		-1.1754355		-0.3670106		No		Yes		Yes		TC429299		0		0		0		0		0		0		0		TC429299		0		Rep: ESTs AU081301 - Oryza sativa subsp. japonica (Rice), partial (16%) [TC429299]

		A_99_P149217		2.8888113		1.9800524		4.0630093		4.3239408		2.9431		4.34082		4.159796		4.6414237		5.3547554		3.7444522		4.603078		4.760181		1.038347		5.136435		1.0693892		1.2461545		5.5248837		3.3973265		1.4540417		1.3530735		0.054288626		2.3607674		0.096786976		0.31748295		2.465944		1.7643999		0.5400686		0.4362402		Yes		No		No		CJ947099		0		CJ947099		Ta.52605		0		0		0		0		TC427660		0		CJ947099 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul19f18 5', mRNA sequence [CJ947099]

		A_99_P427347		9.689391		9.241596		8.563178		8.364663		10.162811		10.784678		8.948524		8.422961		10.515845		9.935776		9.502938		8.2907295		1.388397		2.9141643		1.3061733		1.0412368		1.7733215		1.617964		1.9182094		-1.0525827		0.47342014		1.5430822		0.3853464		0.05829811		0.82645416		0.69417953		0.9397602		-0.0739336		No		Yes		Yes		CJ560144		0		0		Ta.55750		0		0		0		0		TC386425		0		Rep: Glycerophosphoryl diester phosphodiesterase 2-like - Oryza sativa subsp. japonica (Rice), partial (52%) [TC386425]

		A_99_P411102		5.0166025		5.0912023		5.5701084		5.1702824		5.2559695		4.3159328		4.685958		4.0530505		4.211017		4.3501544		4.1487937		3.7601135		1.1804746		-1.7115097		-1.8456775		-2.1693034		-1.7478548		-1.6713893		-2.6782947		-2.6576827		0.23936701		-0.7752695		-0.8841505		-1.1172318		-0.8055854		-0.74104786		-1.4213147		-1.4101689		Yes		No		No		DR738030		0		0		Ta.24424		0		0		0		0		TC373168		0		Rep: Atency associated nuclear antigen-like - Oryza sativa subsp. japonica (Rice), partial (4%) [TC373168]

		A_99_P138405		13.256188		13.050645		12.380801		11.898728		12.337201		11.967761		11.362075		10.147487		12.005038		12.40347		11.262666		11.453588		-1.8907876		-2.118266		-2.0261295		-3.3664818		-2.380311		-1.5660983		-2.1706626		-1.361447		-0.9189873		-1.0828838		-1.0187263		-1.7512417		-1.2511501		-0.64717484		-1.1181355		-0.44514084		Yes		No		No		AF532972		0		AF532972		Ta.49717		100037543		LOC100037543		thylakoid-bound ascorbate peroxidase		0		TC368755		0		Triticum aestivum chromosome 6BL thylakoid-bound ascorbate peroxidase mRNA, partial cds [AF532972]

		A_99_P146457		4.0085425		4.144636		4.965214		4.331783		2.9483173		2.6613014		2.7324016		2.9266932		2.6515086		2.2571266		2.1350863		2.293		-2.085257		-2.7959428		-4.7004933		-2.6483424		-2.56158		-3.6999598		-7.1113696		-4.1089873		-1.0602252		-1.4833348		-2.2328122		-1.4050896		-1.357034		-1.8875096		-2.8301275		-2.0387828		Yes		Yes		Yes		CK198136		0		CK198136		Ta.51904		0		0		0		0		0		0		FGAS006617 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK198136]

		A_99_P209386		13.357601		13.158588		10.516305		11.481754		12.890969		11.984851		8.206638		12.350857		13.087579		11.846236		8.273186		11.394061		-1.3818796		-2.2559538		-4.957685		1.8265263		-1.2058265		-2.4834611		-4.734195		-1.0626696		-0.4666319		-1.1737375		-2.3096666		0.8691025		-0.2700224		-1.3123522		-2.2431192		-0.087693214		No		Yes		Yes		TA53961_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P462437		4.97659		4.9989834		5.1428504		4.995945		3.8155289		3.7122772		4.5066648		3.985988		3.8089826		4.240308		3.8188877		4.1348724		-2.2362187		-2.4397042		-1.5542145		-2.0138512		-2.2463887		-1.6919367		-2.503528		-1.8163881		-1.1610613		-1.2867062		-0.63618565		-1.0099571		-1.1676075		-0.7586756		-1.3239627		-0.86107254		Yes		No		No		TC412117		0		0		0		0		0		0		0		TC412117		0		0

		A_99_P213676		9.118321		10.080434		9.321301		9.180817		8.139803		8.929008		7.8504887		7.9584565		8.089879		9.498324		7.4091983		9.287963		-1.9704409		-2.221334		-2.77178		-2.333281		-2.0398207		-1.4970366		-3.7635736		1.0770956		-0.9785185		-1.1514263		-1.4708128		-1.2223601		-1.0284424		-0.58210945		-1.9121032		0.10714626		Yes		No		No		TA55523_4565		0		0		0		0		0		0		0		TC369859		0		Rep: Fructose-1,6-bisphosphatase, cytosolic - Oryza coarctata (Wild rice) (Porteresia coarctata), partial (68%) [TC369859]

		A_99_P394117		6.2874703		5.313722		5.6296935		4.769219		7.3788457		7.884333		7.5756555		6.4107203		8.668297		7.68107		8.122466		4.8519154		2.1307707		5.9406095		3.852946		3.1199036		5.20835		5.1599164		5.6285863		1.0589955		1.0913754		2.570611		1.945962		1.6415014		2.3808265		2.3673477		2.4927726		0.08269644		Yes		Yes		Yes		TA108995_4565		0		0		0		0		0		0		0		TC403034		0		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (32%) [TC403034]

		A_99_P051521		6.867335		4.9448056		2.7013338		2.2793167		6.6073937		5.0786586		4.2570453		3.3635652		7.5029407		6.320415		4.2343616		3.4549663		-1.1974298		1.0972201		2.9397867		2.1202707		1.5535899		2.594775		2.8939257		2.2589457		-0.2599411		0.13385296		1.5557115		1.0842485		0.6356058		1.3756094		1.5330279		1.1756496		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P198526		11.456546		11.167584		10.773357		11.138658		10.895406		9.828139		9.736728		10.758479		10.617425		10.625725		9.714089		10.720662		-1.4754347		-2.5305398		-2.0514297		-1.3015028		-1.7889596		-1.4558479		-2.083874		-1.3360698		-0.56114006		-1.3394451		-1.0366297		-0.38017845		-0.83912086		-0.5418596		-1.059268		-0.41799545		No		Yes		Yes		TA50386_4565		0		0		0		0		0		0		0		TC454742		0		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC454742]

		A_99_P141808		14.262956		13.613822		13.540881		12.8993025		13.879845		12.878211		11.780948		14.290821		14.179957		12.527122		11.742999		12.454174		-1.304151		-1.6651025		-3.386825		2.6235468		-1.0592171		-2.1238773		-3.477094		-1.3614353		-0.383111		-0.73561096		-1.7599335		1.3915186		-0.082998276		-1.0867004		-1.7978821		-0.44512844		No		Yes		Yes		CV768178		0		CV768178		Ta.50740		543252		Wcor726		cold acclimation protein WCOR726		0		TC399701		0		FGAS062569 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768178]

		A_99_P149602		8.383098		8.299932		7.851816		8.121961		8.299825		9.599036		11.034524		8.365589		10.227864		8.61803		10.849289		7.7792535		-1.0594188		2.4607613		9.080097		1.1839668		3.5919483		1.246686		7.985998		-1.268134		-0.083272934		1.2991047		3.1827078		0.2436285		1.8447666		0.31809807		2.9974728		-0.34270716		Yes		Yes		Yes		CJ778475		0		CJ778475		Ta.52687		0		0		0		0		TC432920		0		CJ778475 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl26m05 5', mRNA sequence [CJ778475]

		A_99_P258236		7.402945		4.975138		6.3831124		7.4950967		7.582393		6.5083785		9.834781		8.771186		9.599719		7.67444		10.119163		9.5852585		1.1324506		2.894352		10.940967		2.4218159		4.5845304		6.494875		13.324875		4.2579584		0.17944813		1.5332403		3.4516683		1.2760892		2.196774		2.6993017		3.7360501		2.0901618		Yes		No		No		AK330822		0		AK330822		Ta.14545		0		0		0		0		TC430637		0		Triticum aestivum cDNA, clone: SET5_G10, cultivar: Chinese Spring [AK330822]

		A_99_P112925		8.784892		7.146215		7.2158566		8.9277		9.772348		10.901721		9.811952		10.205274		10.713298		9.731334		10.326802		10.005986		1.9826862		13.505789		6.0464783		2.424309		3.8063436		6.00065		8.639487		2.1115263		0.9874563		3.755506		2.596095		1.2775736		1.9284058		2.5851188		3.1109457		1.0782862		Yes		Yes		Yes		DY761228		0		DY761228		Ta.41991		0		0		0		0		TC452261		0		EST124 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone C103F1L7-24, mRNA sequence [DY761228]

		A_99_P052026		5.514666		6.0382876		6.3046227		5.692789		4.4724293		2.9765377		4.1800036		4.141336		3.1903257		4.372954		3.4733255		4.604613		-2.0594182		-8.349848		-4.360879		-2.9311223		-5.008367		-3.1718702		-7.117138		-2.126051		-1.0422368		-3.06175		-2.124619		-1.5514531		-2.3243403		-1.6653337		-2.8312972		-1.0881763		Yes		Yes		Yes		CA639943		0		CA639943		Ta.18641		0		0		0		0		0		0		wre1n.pk0028.h4 wre1n Triticum aestivum cDNA clone wre1n.pk0028.h4 5' end, mRNA sequence [CA639943]

		A_99_P522277		12.677811		12.065669		13.195394		13.344558		12.362259		10.972313		12.156636		12.790764		12.059558		11.611217		12.2973585		13.065122		-1.2444875		-2.1336982		-2.0544572		-1.4679409		-1.535015		-1.3702627		-1.8635261		-1.2137204		-0.31555176		-1.0933561		-1.0387573		-0.5537939		-0.61825275		-0.4544525		-0.89803505		-0.2794361		No		Yes		Yes		TC441414		0		0		0		0		0		0		0		TC441414		0		Rep: Os04g0304200 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC441414]

		A_99_P010874		6.7730503		6.2994823		6.4563217		6.418473		8.378252		9.61585		8.226144		6.9286847		9.745575		8.171811		8.673238		6.983993		3.042383		9.961535		3.410119		1.4242594		7.849086		3.6612308		4.648986		1.4799211		1.6052017		3.316368		1.7698221		0.51021194		2.9725246		1.8723288		2.216916		0.5655203		Yes		Yes		Yes		CV764049		0		CV764049		Ta.4815		0		0		0		0		TC400893		0		FGAS058432 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV764049]

		A_99_P258771		1.8561497		2.093568		4.0486345		5.2651315		5.5622535		3.890485		6.394104		7.6446195		6.770682		1.7636395		6.746366		7.472216		13.051139		3.4747686		5.0822573		5.2035203		30.159325		-1.2569512		6.4878097		4.6174126		3.7061038		1.796917		2.3454695		2.379488		4.914532		-0.32992864		2.6977315		2.2070847		Yes		No		No		TA69645_4565		0		0		0		0		0		0		0		TC420363		0		Rep: Os01g0543600 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC420363]

		A_99_P307246		2.2495375		4.5135074		3.335333		4.1982064		3.5649903		6.9528236		8.007001		5.9562454		4.6372876		5.0974364		6.052941		6.0688443		2.4888043		5.4238462		25.486618		3.3823805		5.233406		1.4989259		6.5778117		3.6569424		1.3154528		2.4393163		4.671668		1.758039		2.3877501		0.58392906		2.7176077		1.8706379		Yes		No		No		TA83819_4565		0		0		Ta.15129		0		0		0		0		TC379112		0		0

		A_99_P286076		6.188727		6.0208516		4.862293		5.1331167		4.4031982		4.9726186		4.4585		4.038107		5.187772		5.6046276		4.5924306		4.693655		-3.4474478		-2.0679955		-1.3229815		-2.1361454		-2.0013244		-1.3344303		-1.2056926		-1.3560983		-1.7855287		-1.048233		-0.40379286		-1.0950098		-1.0009551		-0.416224		-0.26986217		-0.4394617		Yes		No		No		TA77657_4565		0		0		Ta.4287		0		0		0		0		TC383140		0		Rep: Anthranilate synthase alpha 1 - Camptotheca acuminata, partial (26%) [TC383140]

		A_99_P268651		7.944567		6.145124		7.2015076		8.13323		7.229628		4.707206		6.7277217		6.2656875		6.902345		5.1671963		6.8280544		7.205403		-1.6414139		-2.7092962		-1.388749		-3.6491053		-2.059397		-1.9696342		-1.2954499		-1.9024088		-0.7149391		-1.4379182		-0.47378588		-1.8675427		-1.042222		-0.9779277		-0.37345314		-0.92782736		Yes		No		No		TA72492_4565		0		0		0		0		0		0		0		TC423181		0		Rep: Sugar-starvation induced protein - Zea mays (Maize), partial (69%) [TC423181]

		A_99_P396477		6.7156787		8.357355		9.004737		8.596957		6.549416		6.338328		7.2518272		7.4542947		5.1073384		6.7316594		6.1955237		8.049541		-1.1221477		-4.053104		-3.3703763		-2.2078812		-3.0490086		-3.0859094		-7.009022		-1.4614655		-0.16626263		-2.0190272		-1.7529097		-1.1426625		-1.6083403		-1.6256957		-2.8092132		-0.54741573		Yes		Yes		Yes		TA109574_4565		0		0		0		0		0		0		0		TC378185		0		Rep: Hydroxyanthranilate hydroxycinnamoyltransferase 2-like protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC378185]

		A_99_P000416		4.4537745		3.3469572		3.9448822		2.6378813		7.352703		8.850236		8.332164		7.222605		9.545659		7.262478		8.829453		6.262148		7.458723		45.3578		20.926823		23.996033		34.104366		15.089997		29.53945		12.331416		2.8989286		5.5032787		4.3872814		4.584724		5.0918846		3.9155207		4.884571		3.6242666		Yes		Yes		Yes		AF015523		0		AF015523		Ta.234		542821		LCT1		low-affinity cation transporter		0		TC421409		0		Triticum aestivum low-affinity cation transporter (LCT1) mRNA, complete cds [AF015523]

		A_99_P335226		9.5996		8.804503		10.302287		10.0244665		11.312703		12.024568		12.435988		10.228154		12.049649		10.3056555		12.704436		9.949536		3.2786531		9.318283		4.388419		1.1516383		5.4643483		2.8306866		5.2859		-1.05331		1.7131033		3.2200642		2.1337013		0.20368767		2.4500494		1.501152		2.4021492		-0.07493019		Yes		Yes		Yes		TA92124_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P363381		12.698567		12.507553		12.70747		11.899873		12.605325		12.156887		11.149547		12.138185		12.337703		12.486026		11.194734		11.911262		-1.0667652		-1.2751492		-2.9442973		1.1796114		-1.2841953		-1.0150335		-2.8535075		1.0079254		-0.093242645		-0.35066605		-1.5579233		0.23831177		-0.36086464		-0.02152729		-1.5127363		0.011388779		No		Yes		Yes		TA101168_4565		0		0		0		0		0		0		0		TC419180		0		Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis, partial (10%) [TC419180]

		A_99_P447477		8.5090065		8.459558		9.175969		8.901956		8.248445		7.758127		8.213841		7.9553847		7.694344		8.108476		7.9821115		8.212701		-1.1979452		-1.6261162		-1.9481809		-1.9272863		-1.7588866		-1.2755167		-2.2876363		-1.6124504		-0.26056194		-0.7014303		-0.9621277		-0.9465709		-0.81466246		-0.35108185		-1.1938577		-0.68925476		No		Yes		Yes		TC401947		0		0		0		0		0		0		0		TC401947		0		Rep: Ser/Thr protein kinase - Oenococcus oeni ATCC BAA-1163, partial (6%) [TC401947]

		A_99_P563197		7.478313		7.3877435		7.6134763		7.960299		7.927489		7.851309		8.861453		7.361015		8.75573		7.524946		9.086869		7.609417		1.3652601		1.3789455		2.375081		-1.5149647		2.4240453		1.0997707		2.7767417		-1.2753401		0.44917583		0.46356535		1.2479768		-0.5992842		1.2774167		0.13720274		1.473393		-0.35088205		No		Yes		Yes		TA78162_4565		0		0		0		0		0		0		0		TC457296		0		0

		A_99_P241826		13.147205		13.282201		12.947617		13.292527		13.022721		12.102585		11.691914		13.1293		12.529443		12.445598		11.442994		13.1079		-1.0901178		-2.2651649		-2.3878348		-1.1197891		-1.5344936		-1.7858404		-2.8375041		-1.1365235		-0.12448406		-1.179616		-1.255703		-0.16322708		-0.61776257		-0.83660316		-1.5046225		-0.18462753		No		Yes		Yes		TA64949_4565		0		0		0		0		0		0		0		TC375074		0		Rep: Ubiquitin carrier protein - Oryza sativa subsp. indica (Rice), complete [TC375074]

		A_99_P374232		9.918844		10.389799		10.212848		10.2547035		9.587499		9.29856		9.306565		9.959621		9.484013		9.901927		9.402516		10.012405		-1.2581863		-2.1305692		-1.8742098		-1.2269548		-1.3517531		-1.402375		-1.7536142		-1.1828754		-0.33134556		-1.091239		-0.9062824		-0.2950821		-0.43483162		-0.48787212		-0.81033134		-0.24229813		No		Yes		Yes		TA104113_4565		0		0		0		0		0		0		0		TC426216		0		0

		A_99_P553127		9.131012		9.37186		9.870061		9.509162		9.990836		11.20437		11.158641		10.595517		10.978333		10.007232		11.536416		10.896781		1.8148171		3.5615618		2.442875		2.1233692		3.598315		1.5533384		3.1741166		2.616465		0.8598242		1.83251		1.28858		1.0863552		1.8473215		0.63537216		1.6663551		1.387619		Yes		No		No		CJ604460		0		0		0		0		0		0		0		TC453455		0		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC453455]

		A_99_P211761		10.69297		10.849004		11.487588		10.901364		10.516244		10.398707		10.352589		10.793243		10.82763		10.464728		10.672664		10.479242		-1.1303161		-1.366321		-2.1961846		-1.0778235		1.0978339		-1.3052042		-1.7592058		-1.3398969		-0.17672634		-0.4502964		-1.1349993		-0.10812092		0.13465977		-0.38427544		-0.81492424		-0.422122		No		Yes		Yes		TA54706_4565		0		0		Ta.55240		0		0		0		0		TC379998		0		Rep: Lipid transfer protein-like - Oryza sativa subsp. japonica (Rice), partial (77%) [TC379998]

		A_99_P214131		8.461877		8.243656		8.533272		8.625511		7.435019		6.725559		6.8966713		7.3124843		7.570148		7.396342		7.2727103		8.172432		-2.0375817		-2.8641298		-3.109323		-2.484623		-1.8553983		-1.7991486		-2.3958898		-1.368959		-1.0268579		-1.5180969		-1.6366005		-1.3130269		-0.8917289		-0.84731436		-1.2605615		-0.45307922		Yes		No		No		TA55702_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P200801		6.830017		4.582674		7.510113		3.524554		6.6077976		5.2123528		3.0442705		2.2098277		6.234442		2.42323		3.5343974		2.0965216		-1.1665268		1.5472203		-22.097975		-2.4875515		-1.5110745		-4.467427		-15.732929		-2.690795		-0.22221947		0.6296787		-4.4658422		-1.3147264		-0.59557486		-2.159444		-3.9757154		-1.4280324		Yes		No		No		TA51195_4565		0		0		Ta.37977		0		0		0		0		TC394325		0		Rep: Probable nicotianamine synthase 2 - Hordeum vulgare (Barley), partial (41%) [TC394325]

		A_99_P274591		4.9650416		5.3403397		4.574907		4.834946		5.2960067		5.6403713		5.5801415		5.0497284		4.9015617		5.8301864		5.242662		5.15809		1.2578545		1.2311715		2.00727		1.1605288		-1.0449833		1.4042957		1.5885991		1.2510539		0.33096504		0.30003166		1.0052347		0.21478224		-0.0634799		0.4898467		0.6677551		0.32314396		No		Yes		Yes		TA74307_4565		0		0		0		0		0		0		0		TC403797		0		0

		A_99_P093120		7.665329		7.3659286		8.2360525		8.578408		7.1923504		6.585474		6.903463		8.373841		7.5282674		6.7329993		7.000995		8.342299		-1.3879721		-1.7176721		-2.5185435		-1.1523404		-1.0996631		-1.5507104		-2.353907		-1.1778116		-0.4729786		-0.78045464		-1.3325896		-0.20456696		-0.1370616		-0.6329293		-1.2350574		-0.23610878		No		Yes		Yes		CJ806645		0		CJ806645		Ta.35152		0		0		0		0		TC393913		0		CJ806645 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct37g10 5', mRNA sequence [CJ806645]

		A_99_P118970		7.0638604		7.7848415		7.9872823		7.1205163		6.358383		5.6530986		6.307312		5.7350216		5.9848022		6.9825664		5.8713303		6.1057677		-1.630684		-4.3824663		-3.2042134		-2.6126153		-2.1126564		-1.743849		-4.3347597		-2.0205507		-0.70547724		-2.131743		-1.6799703		-1.3854947		-1.0790582		-0.8022752		-2.115952		-1.0147486		Yes		Yes		Yes		CK208073		0		CK208073		Ta.43820		0		0		0		0		0		0		FGAS019754 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208073]

		A_99_P366772		1.4664894		1.4565443		1.4728967		1.4647042		1.6385187		1.5406889		4.348682		1.3868824		3.240719		1.4377308		4.5889983		1.4236056		1.1266421		1.0600591		7.340027		-1.0554233		3.4205532		-1.0131259		8.670419		-1.028897		0.17202926		0.08414459		2.8757854		-0.07782173		1.7742296		-0.01881349		3.1161017		-0.041098595		No		Yes		Yes		TA102292_4565		0		0		0		0		0		0		0		TC453859		0		Rep: Cell wall invertase - Triticum aestivum (Wheat), partial (45%) [TC453859]

		A_99_P346296		11.782727		11.661094		11.306164		11.29528		11.579562		11.504589		12.694565		11.715617		12.041954		11.459365		12.029274		11.586352		-1.1512212		-1.1145835		2.6178837		1.3382399		1.1968371		-1.1500757		1.6507369		1.223549		-0.20316505		-0.15650463		1.388401		0.42033672		0.2592268		-0.20172882		0.7231102		0.2910719		No		Yes		Yes		TA95583_4565		0		0		Ta.50081		0		0		0		0		0		0		0

		A_99_P489297		4.968075		4.2585635		3.0392926		3.124054		2.2976544		2.2282119		2.267144		2.2658777		3.15469		3.5062873		2.996598		3.068079		-6.3661466		-4.085044		-1.7078114		-1.8127453		-3.5146592		-1.6844484		-1.0300359		-1.0395614		-2.6704204		-2.0303516		-0.7721486		-0.85817623		-1.8133848		-0.7522762		-0.04269457		-0.05597496		Yes		No		No		CJ707695		0		0		Ta.37480		0		0		0		0		TC426804		0		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC426804]

		A_99_P134355		10.286541		10.279512		10.151633		9.821517		10.669632		10.582374		11.535142		9.872189		11.1734705		10.406578		11.434643		9.753762		1.3041329		1.2335885		2.6090212		1.0357469		1.8492362		1.0920702		2.4334607		-1.0480843		0.38309097		0.3028612		1.3835087		0.050671577		0.8869295		0.12706566		1.2830095		-0.067754745		No		Yes		Yes		BT009392		0		BT009392		Ta.48543		0		0		0		0		0		0		Triticum aestivum clone wlm96.pk037.f18:fis, full insert mRNA sequence [BT009392]

		A_99_P420377		1.7893587		1.3784366		3.289325		2.4829795		2.1752543		3.7772808		5.070197		4.378854		3.1874244		4.105705		5.092921		5.0322466		1.3066707		5.273805		3.4363384		3.7214742		2.63548		6.6220055		3.4908922		5.8533683		0.3858956		2.3988442		1.7808721		1.8958743		1.3980657		2.7272682		1.8035958		2.549267		Yes		Yes		Yes		CK193900		0		CK193900		Ta.33412		0		0		0		0		TC380949		0		FGAS002319 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK193900]

		A_99_P508587		6.7726903		6.6985664		6.557979		6.958367		7.6812997		10.073704		9.693424		6.8229003		8.6663885		8.221799		9.610962		6.701151		1.8772352		10.375704		8.787454		-1.098448		3.7158654		2.8743434		8.29926		-1.1951702		0.9086094		3.3751373		3.135445		-0.13546658		1.8936982		1.5232325		3.0529828		-0.25721598		Yes		Yes		Yes		TC435438		0		0		0		0		0		0		0		TC435438		GO:0005739(mitochondrion)		Rep: Chromosome chr1 scaffold_166, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC435438]

		A_99_P141518		5.3277864		6.051735		6.2109323		4.8794065		3.0874813		2.5306594		5.6703525		4.3308425		3.016012		4.5524583		2.2770922		5.6304965		-4.72497		-11.480197		-1.454557		-1.4626291		-4.964934		-2.8270092		-15.282832		1.683064		-2.2403052		-3.5210755		-0.5405798		-0.54856396		-2.3117745		-1.4992766		-3.93384		0.75109005		Yes		Yes		Yes		BE418362		0		BE418362		Ta.50672		0		0		0		0		TC421850		0		SCL031.F02R990601 ITEC SCL Wheat Leaf Library Triticum aestivum cDNA clone SCL031.F02, mRNA sequence [BE418362]

		A_99_P434982		7.3631725		7.4472423		7.3722005		7.679853		6.5623055		6.3792214		6.176225		6.962296		6.572963		6.458096		5.9133697		7.2895484		-1.7421479		-2.0965552		-2.2909966		-1.6443951		-1.7293253		-1.9850099		-2.748855		-1.31067		-0.8008671		-1.0680208		-1.1959753		-0.71755695		-0.7902093		-0.98914623		-1.4588308		-0.39030457		No		Yes		Yes		TC392496		0		0		0		0		0		0		0		TC392496		0		Rep: Homolog of Tetraodon nigroviridis "Class I helical cytokine receptor member 5. - Takifugu rubripes, partial (3%) [TC392496]

		A_99_P244471		8.966549		8.540279		9.843437		10.149291		8.991075		8.114425		9.013865		9.835324		9.259711		8.169568		8.825942		10.024289		1.0171452		-1.343368		-1.7771577		-1.243121		1.2253232		-1.2929902		-2.0244012		-1.0905092		0.024525642		-0.42585468		-0.8295717		-0.31396675		0.29316235		-0.37071133		-1.0174952		-0.1250019		No		Yes		Yes		TA65609_4565		0		0		Ta.39961		0		0		0		0		TC379083		0		Rep: Nuclease I - Hordeum vulgare (Barley), partial (77%) [TC379083]

		A_99_P129280		2.0498738		2.051891		3.416755		6.304377		3.7344484		8.47684		10.236936		8.973996		4.4847198		5.949595		9.571714		8.900437		3.214456		85.921585		113.00015		6.362612		5.407066		14.904787		71.25699		6.0463324		1.6845746		6.4249487		6.820181		2.669619		2.434846		3.897704		6.1549597		2.5960603		Yes		Yes		Yes		AB244637		0		AB244637		Ta.47065		780694		TaGlb2a		endo-beta-1,3-glucanase		0		NP9351208		0		Triticum aestivum TaGlb2a mRNA for endo-beta-1,3-glucanase, complete cds [AB244637]

		A_99_P360401		4.5557003		2.893603		1.9004065		3.09395		7.345104		8.451594		7.430019		4.5912976		9.002079		8.548519		7.164891		4.755893		6.9134407		47.110966		46.193325		2.8232317		21.801851		50.38477		38.438614		3.1644247		2.789404		5.557991		5.5296125		1.4973476		4.4463787		5.654916		5.2644844		1.6619432		Yes		Yes		Yes		TA100136_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P422967		3.3839245		4.947603		4.250868		5.359364		2.4975817		2.539363		2.4292877		3.1949446		1.9042873		3.5559924		1.5474783		3.4020805		-1.8484843		-5.3082647		-3.5346813		-4.48286		-2.788786		-2.6237147		-6.513304		-3.8833008		-0.88634276		-2.4082403		-1.8215802		-2.1644194		-1.4796371		-1.3916109		-2.7033896		-1.9572835		Yes		No		No		AK335072		0		AK335072		Ta.4878		543071		cellulase		endo-1,4-beta-glucanase		0		TC383123		0		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		A_99_P238136		6.404112		7.5812626		7.5820746		6.878966		5.654921		3.572612		2.611761		2.7853546		5.567253		5.238146		4.0958915		4.8014455		-1.6808498		-16.096228		-31.348263		-17.072605		-1.7861568		-5.073976		-11.2058735		-4.2208114		-0.7491908		-4.008651		-4.9703135		-4.0936112		-0.83685875		-2.3431168		-3.4861832		-2.0775204		Yes		Yes		Yes		TA63932_4565		0		0		Ta.54937		0		0		0		0		TC425997		0		Rep: Alpha-expansin EXPA2 - Triticum aestivum (Wheat), partial (46%) [TC425997]

		A_99_P245566		11.928749		12.025359		12.15446		12.087006		12.567187		13.3187685		13.291039		12.341725		12.684708		12.765704		13.400639		12.19468		1.5566431		2.451066		2.1985915		1.1931039		1.6887532		1.6705753		2.3721228		1.0774901		0.6384382		1.2934093		1.1365795		0.25471973		0.75595856		0.740345		1.2461786		0.1076746		No		Yes		Yes		TA65890_4565		0		0		0		0		0		0		0		TC395240		0		0

		A_99_P087000		4.824722		4.5788136		4.8500814		3.3918297		2.996703		2.5846617		4.35688		3.1746216		2.6650448		3.7190344		3.7018077		3.0149133		-3.5504918		-3.9838183		-1.4075648		-1.1624818		-4.468148		-1.8147604		-2.2164853		-1.2985634		-1.8280189		-1.9941518		-0.49320126		-0.21720815		-2.159677		-0.8597791		-1.1482737		-0.3769164		Yes		No		No		CK168687		0		CK168687		Ta.33136		0		0		0		0		0		0		FGAS043276 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK168687]

		A_99_P451352		9.5400915		10.206309		10.149678		9.857163		9.1619835		8.711541		9.098952		9.283954		8.580493		9.503625		8.952352		9.577369		-1.2996364		-2.8181887		-2.071572		-1.48783		-1.9447687		-1.6275303		-2.2931435		-1.2140222		-0.37810802		-1.4947681		-1.0507259		-0.57320976		-0.95959854		-0.7026844		-1.1973267		-0.2797947		No		Yes		Yes		TA71377_4565		0		0		0		0		0		0		0		TC404690		0		0

		A_99_P364991		5.344891		5.6566606		5.4673514		5.569435		4.7123537		4.019979		3.9690135		3.5070522		4.5061073		4.7664676		4.299814		4.3407764		-1.5502892		-3.1094978		-2.8251705		-4.1767564		-1.7885417		-1.8534241		-2.2462792		-2.3434901		-0.63253736		-1.6366816		-1.498338		-2.062383		-0.83878374		-0.890193		-1.1675372		-1.2286587		Yes		No		No		TA101697_4565		0		0		0		0		0		0		0		TC459758		0		Rep: Chromosome chr6 scaffold_15, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC459758]

		A_99_P532367		5.64546		5.8443		6.1743774		5.697237		5.232788		4.676166		5.2118664		5.2356887		4.517757		5.115314		5.0805163		5.40325		-1.331149		-2.247208		-1.9486988		-1.3770188		-2.1851058		-1.6574734		-2.1344452		-1.2260237		-0.41267204		-1.1681337		-0.96251106		-0.46154833		-1.1277032		-0.7289858		-1.0938611		-0.2939868		No		Yes		Yes		CJ778107		0		CJ778107		Ta.39213		0		0		0		0		TC445461		0		CJ778107 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl25c05 5', mRNA sequence [CJ778107]

		A_99_P448767		2.2957308		2.3828275		1.717598		2.163789		2.4274817		4.347698		3.0787544		3.0112581		4.431184		4.143338		4.3893275		3.2175045		1.0956225		3.9037771		2.5689101		1.7993416		4.3937507		3.3881805		6.3719263		2.075869		0.13175082		1.9648707		1.3611565		0.8474691		2.135453		1.7605107		2.6717296		1.0537155		Yes		Yes		Yes		TC402805		0		0		0		0		0		0		0		TC402805		0		0

		A_99_P256406		8.937041		9.456323		7.746942		8.2433		8.746968		8.106064		6.878694		8.229696		8.318837		8.368159		6.6113334		7.786386		-1.1408215		-2.5495787		-1.8254447		-1.0094743		-1.5349633		-2.126032		-2.1971123		-1.372603		-0.19007301		-1.3502588		-0.868248		-0.013604164		-0.6182041		-1.0881634		-1.1356087		-0.45691442		No		Yes		Yes		AJ508387		0		AJ508387		Ta.199		543441		1-FEH		fructan 1-exohydrolase		0		TC437394		0		Triticum aestivum mRNA for fructan 1-exohydrolase (1-FEH gene) [AJ508387]

		A_99_P143513		10.404854		11.32943		11.513493		11.111186		10.190411		10.134198		9.775547		10.781117		9.716496		10.907161		10.078856		10.685061		-1.160256		-2.2898157		-3.3355982		-1.2570732		-1.6114477		-1.3400333		-2.7031398		-1.3436195		-0.2144432		-1.1952314		-1.7379456		-0.3300686		-0.68835735		-0.42226887		-1.4346361		-0.42612457		No		Yes		Yes		CD919800		0		0		0		0		0		0		0		0		0		0

		A_99_P241526		10.0946245		10.169182		9.227281		10.134513		9.459916		8.645757		8.548629		9.157323		9.151204		9.122071		8.138375		9.473156		-1.5526239		-2.8747272		-1.6006433		-1.9686273		-1.9230822		-2.0663872		-2.1271257		-1.5815694		-0.6347084		-1.5234251		-0.6786518		-0.97719		-0.9434204		-1.0471106		-1.0889053		-0.6613569		No		Yes		Yes		TA64878_4565		0		0		Ta.54319		0		0		0		0		TC424353		0		0

		A_99_P528492		9.478187		10.4050665		9.81033		11.168446		8.056235		7.726423		8.692479		8.850319		7.662083		8.505972		7.5861926		9.722069		-2.6794767		-6.402537		-2.170235		-4.9868426		-3.5212886		-3.7297904		-4.6723156		-2.7252278		-1.4219513		-2.6786437		-1.1178513		-2.3181267		-1.8161035		-1.8990946		-2.2241378		-1.4463768		Yes		Yes		Yes		AK332545		0		AK332545		Ta.54490		0		0		0		0		TC443944		0		Triticum aestivum cDNA, clone: WT004_E01, cultivar: Chinese Spring [AK332545]

		A_99_P193378		4.857487		5.049417		4.9560027		5.693788		5.421467		6.3673596		5.9065375		6.2430854		5.8935037		6.1772933		6.473602		6.298233		1.4783416		2.4931033		1.9325889		1.4633728		2.0505579		2.185368		2.8631418		1.5203937		0.5639796		1.3179426		0.9505348		0.54929733		1.0360165		1.1278763		1.5175991		0.604445		Yes		No		No		CJ674601		0		CJ674601		Ta.62665		0		0		0		0		TC444075		0		CJ674601 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17p23 5', mRNA sequence [CJ674601]

		A_99_P255461		8.65031		9.48278		9.256076		10.145106		8.085914		7.853995		7.778342		8.953532		7.9156036		8.380149		7.719258		9.198947		-1.4787682		-3.0925257		-2.7851095		-2.284018		-1.6640582		-2.1474605		-2.9015384		-1.9267366		-0.5643959		-1.6287856		-1.4777341		-1.1915741		-0.7347059		-1.1026316		-1.536818		-0.94615936		Yes		Yes		Yes		TA68681_4565		0		0		Ta.1798		0		0		0		0		TC397856		0		0

		A_99_P325636		8.837241		9.106311		9.763074		9.467641		9.087372		9.375012		8.568198		9.313909		9.237899		8.819889		8.918054		9.268014		1.1893148		1.2047231		-2.289251		-1.1124437		1.3201096		-1.2196116		-1.79629		-1.1484014		0.25013065		0.26870155		-1.1948757		-0.1537323		0.40065765		-0.28642178		-0.8450203		-0.19962692		No		Yes		Yes		TA89242_4565		0		0		0		0		0		0		0		TC412158		0		Rep: Chromosome undetermined scaffold_142, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC412158]

		A_99_P522882		4.627887		5.3024335		3.705972		5.4269867		5.070028		7.61873		7.0655785		5.9327226		5.573668		7.1241994		7.3952613		6.250091		1.3586191		4.9805207		10.264607		1.4198474		1.9262316		3.5351365		12.899912		1.7692089		0.44214106		2.3162966		3.3596065		0.5057359		0.94578123		1.8217659		3.6892893		0.8231044		Yes		Yes		Yes		CA630941		0		0		Ta.22618		0		0		0		0		TC441717		0		0

		A_99_P441487		12.536633		12.606893		12.849147		12.78083		12.490604		12.34838		11.348912		12.587346		12.75018		12.257446		11.742531		12.475915		-1.0324187		-1.1962447		-2.8288872		-1.1435221		1.1595361		-1.2740716		-2.1533995		-1.2353462		-0.046028137		-0.2585125		-1.5002346		-0.1934843		0.2135477		-0.3494463		-1.106616		-0.30491543		No		Yes		Yes		CK217227		0		0		Ta.54073		0		0		0		0		TC397536		0		Rep: Glutathione peroxidase - Oryza sativa subsp. indica (Rice), complete [TC397536]

		A_99_P296946		6.573052		6.7705913		6.969133		7.0449653		7.2458396		7.5858665		7.7876363		7.155103		7.4571147		7.175804		8.060435		7.2666206		1.5941503		1.7596338		1.7635756		1.0793314		1.8455653		1.3242843		2.130663		1.1660708		0.67278767		0.8152752		0.8185034		0.11013794		0.88406277		0.40521288		1.0913024		0.22165537		No		Yes		Yes		AK331942		0		AK331942		Ta.34802		0		0		0		0		TC386370		0		Triticum aestivum cDNA, clone: WT002_M02, cultivar: Chinese Spring [AK331942]

		A_99_P064815		3.9749339		4.927773		6.069158		5.53006		3.8966014		4.889021		4.391788		6.0241966		4.4094853		4.665753		4.930542		5.9887276		-1.055797		-1.0272249		-3.1984437		1.4084778		1.3514906		-1.1991566		-2.201697		1.3742722		-0.078332424		-0.03875208		-1.6773701		0.4941368		0.43455148		-0.2620201		-1.1386161		0.45866776		No		Yes		Yes		CV765993		0		CV765993		Ta.25293		0		0		0		0		TC394510		0		FGAS060380 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765993]

		A_99_P356611		7.4930954		8.220812		8.033475		7.1098332		6.3416867		6.321262		5.5337405		6.080465		6.1111684		6.9966207		5.747845		5.9547563		-2.2213068		-3.730968		-5.6558127		-2.0411305		-2.6061625		-2.3362443		-4.875769		-2.226962		-1.1514087		-1.89955		-2.4997344		-1.0293684		-1.381927		-1.2241912		-2.2856297		-1.155077		Yes		Yes		Yes		TA98831_4565		0		0		0		0		0		0		0		TC456658		0		0

		A_99_P526627		11.376721		11.368492		9.862271		9.742403		11.955728		12.9280815		11.28722		10.8510065		11.751962		11.536805		11.437805		10.517032		1.4938198		2.9476993		2.6850495		2.156368		1.2970556		1.1237437		2.9804575		1.7107496		0.5790062		1.5595894		1.4249487		1.1086035		0.37524033		0.16831303		1.5755339		0.77462864		Yes		Yes		Yes		TC443228		0		0		0		0		0		0		0		TC443228		0		0

		A_99_P241811		9.451249		9.180282		9.471856		9.8172655		9.318832		8.2989		8.197913		9.43073		8.966269		8.559773		8.011466		9.49834		-1.0961283		-1.8421391		-2.4182158		-1.3072505		-1.399567		-1.5374167		-2.7518277		-1.2474015		-0.13241673		-0.881382		-1.273943		-0.38653564		-0.48498058		-0.6205082		-1.4603901		-0.31892586		No		Yes		Yes		TA64944_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P004677		14.689659		14.815448		13.465843		12.701741		13.508746		13.435951		12.626611		10.998538		13.3623		14.026924		12.57		12.843501		-2.2672021		-2.6017756		-1.789098		-3.2562313		-2.5094292		-1.727306		-1.8606975		1.1032501		-1.180913		-1.3794966		-0.83923244		-1.7032032		-1.3273592		-0.7885237		-0.8958435		0.14175987		Yes		No		No		X15233		0		X15233		Ta.2307		543496		LOC543496		phosphoglycerate kinase		0		TC381278		0		Wheat mRNA for chloroplast phosphoglycerate kinase (EC 2.7.2.3) [X15233]

		A_99_P247946		4.9352736		5.205393		4.2371182		5.348856		4.2590904		3.5504007		3.1768036		3.9796238		2.8320522		4.0628667		2.1557424		4.718448		-1.5979067		-3.1492147		-2.0853863		-2.5833304		-4.296677		-2.2076724		-4.232106		-1.5480025		-0.6761832		-1.6549921		-1.0603147		-1.3692322		-2.1032214		-1.1425261		-2.0813758		-0.6304078		Yes		Yes		Yes		TA66547_4565		0		0		0		0		0		0		0		TC381809		0		Rep: Peptidase M20D, amidohydrolase - Thermobifida fusca (strain YX), partial (5%) [TC381809]

		A_99_P072860		1.521772		1.4217473		1.7694575		1.4292306		1.5075922		3.2333906		4.860983		2.7836914		2.0036268		2.254372		5.316855		2.9957058		-1.0098772		3.510419		8.523971		2.5570154		1.396538		1.7809223		11.691577		2.9618022		-0.014179826		1.8116432		3.0915256		1.3544608		0.4818548		0.83262455		3.5473976		1.5664753		Yes		Yes		Yes		CD880722		0		CD880722		Ta.27867		0		0		0		0		TC441736		0		F1.075K23F010125 F1 Triticum aestivum cDNA clone F1075K23, mRNA sequence [CD880722]

		A_99_P307966		6.4477253		7.0914674		6.196991		6.4215903		5.9113164		6.0470634		6.100559		6.184931		5.58754		6.4812512		5.8453155		6.6573906		-1.4503578		-2.062514		-1.0691259		-1.1782613		-1.8152713		-1.5264878		-1.2760417		1.1775597		-0.5364089		-1.044404		-0.09643173		-0.23665953		-0.86018515		-0.61021614		-0.3516755		0.23580027		No		Yes		Yes		TA84040_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P298781		8.946736		7.951401		9.048135		8.534431		7.767357		5.3698983		5.182402		5.179033		8.235034		6.160029		6.0721755		5.8191605		-2.2647934		-5.985629		-14.578119		-10.234713		-1.6377355		-3.4614398		-7.8677945		-6.5671663		-1.1793795		-2.581503		-3.8657327		-3.3553987		-0.71170235		-1.7913723		-2.9759593		-2.715271		Yes		Yes		Yes		TA81321_4565		0		0		0		0		0		0		0		TC453497		0		Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat), partial (26%) [TC453497]

		A_99_P305781		4.8710685		6.606466		10.943082		9.622629		4.2926545		4.730458		8.671181		9.2232895		5.128364		5.1472287		9.242942		9.266155		-1.4932067		-3.67058		-4.8295913		-1.3189042		1.1952361		-2.7496293		-3.2493248		-1.2802929		-0.57841396		-1.876008		-2.2719011		-0.39933968		0.2572956		-1.4592371		-1.70014		-0.35647392		Yes		Yes		Yes		AK332180		0		AK332180		Ta.8400		0		0		0		0		TC410514		0		Triticum aestivum cDNA, clone: SET1_M02, cultivar: Chinese Spring [AK332180]

		A_99_P040658		2.4312644		1.589365		2.2164967		2.3441455		10.344499		10.737737		9.84846		10.827805		10.358969		10.293422		8.874749		6.916063		241.05762		567.45874		198.35814		357.96106		243.48758		417.04428		101.002884		23.783968		7.913234		9.148372		7.6319637		8.483659		7.9277043		8.704057		6.6582527		4.5719175		Yes		Yes		Yes		CA690357		0		CA690357		Ta.15115		0		0		0		0		0		0		wlm96.pk037.h11 wlm96 Triticum aestivum cDNA clone wlm96.pk037.h11 5' end, mRNA sequence [CA690357]

		A_99_P406827		12.842152		13.533832		13.376569		14.116478		13.523838		14.858833		14.9373865		14.3702		13.767376		14.469764		15.169677		14.136577		1.6040137		2.5053318		2.95021		1.1922792		1.8989794		1.9131263		3.465607		1.0140288		0.6816864		1.3250017		1.5608177		0.2537222		0.9252243		0.93593216		1.793108		0.020098686		No		Yes		Yes		Y18626		0		Y18626		Ta.54230		543332		rgp		reversibly glycosylated polypeptide		0		TC368995		0		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		A_99_P458632		8.1601715		7.542309		7.733055		11.322937		9.112016		8.787336		10.121795		11.480283		8.697801		8.903396		9.4148245		12.321504		1.9343438		2.3702307		5.236996		1.1152334		1.451585		2.5687861		3.2082117		1.9980139		0.9518442		1.2450275		2.3887396		0.15734577		0.5376291		1.3610868		1.6817694		0.9985666		Yes		No		No		CJ732955		0		CJ732955		Ta.62614		0		0		0		0		TC409621		0		CJ732955 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh11j12 5', mRNA sequence [CJ732955]

		A_99_P375717		5.592306		4.906898		5.6723037		5.1744804		8.214696		9.729492		9.050136		6.9739985		9.878959		8.710598		9.383221		6.6831107		6.1576924		28.297333		10.395102		3.4810393		19.516907		13.964577		13.094753		2.8453977		2.6223898		4.822594		3.377832		1.7995181		4.2866526		3.8037		3.710917		1.5086303		Yes		Yes		Yes		TA104495_4565		0		0		0		0		0		0		0		TC438128		0		Rep: Glutathione transferase - Alopecurus myosuroides (Slender meadow foxtail) (Black grass), partial (38%) [TC438128]

		A_99_P468472		4.4609256		4.4031196		6.099363		5.7417455		2.8988142		3.445679		3.9150126		4.4381604		4.3918233		3.9341195		4.173371		4.5265865		-2.9528568		-1.9418619		-4.5452204		-2.4684153		-1.0490637		-1.3841498		-3.7999804		-2.3216636		-1.5621114		-0.9574406		-2.1843503		-1.303585		-0.06910229		-0.4690001		-1.925992		-1.2151589		Yes		Yes		Yes		TC415667		0		0		0		0		0		0		0		TC415667		0		0

		A_99_P506617		4.1688976		4.4849186		5.1328163		4.2932734		3.9759607		3.2138069		3.9311745		3.5578785		3.3109143		3.125003		3.2240026		2.6684742		-1.1430883		-2.4134748		-2.3000126		-1.6648532		-1.812503		-2.5667014		-3.755002		-3.0839925		-0.1929369		-1.2711117		-1.2016418		-0.73539495		-0.85798335		-1.3599155		-1.9088137		-1.6247993		Yes		No		No		DR738533		0		0		Ta.447		0		0		0		0		TC434615		0		Rep: Ribulose bisphosphate carboxylase small chain PW9, chloroplast precursor - Triticum aestivum (Wheat), complete [TC434615]

		A_99_P321856		5.720409		6.303572		5.204374		6.088062		5.3165665		5.702444		6.7977033		6.4371133		5.265325		6.052176		6.2961044		6.266233		-1.3230269		-1.5169022		3.0174491		1.2737229		-1.3708625		-1.1903585		2.1312954		1.1314487		-0.40384245		-0.6011281		1.5933294		0.34905148		-0.45508385		-0.25139618		1.0917306		0.17817116		No		Yes		Yes		TA88091_4565		0		0		Ta.6349		0		0		0		0		TC416344		0		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (52%) [TC416344]

		A_99_P167864		13.738857		13.076981		14.518096		13.785438		15.105087		16.669884		15.832952		15.145821		15.771199		15.705995		16.220491		14.743983		2.5779603		12.066231		2.4877741		2.5675335		4.0906835		6.186031		3.2544086		1.94335		1.36623		3.5929031		1.3148556		1.360383		2.032342		2.629014		1.7023954		0.9585457		Yes		Yes		Yes		U32431		0		U32431		Ta.56911		543235		LOC543235		hypothetical LOC543235		0		TC375395		0		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P074585		7.8900847		7.388847		8.108525		7.9570155		8.3976555		8.555936		8.816221		8.230605		8.657134		7.95335		8.971329		8.154012		1.4216543		2.2455814		1.6331937		1.2088118		1.7017857		1.4788781		1.8185687		1.1463091		0.50757074		1.167089		0.70769596		0.2735896		0.7670493		0.5645032		0.86280346		0.19699621		No		Yes		Yes		AF532601		0		AF532601		Ta.28932		542957		TaMRP2		multidrug resistance associated protein MRP2		0		TC378225		0		Triticum aestivum multidrug resistance associated protein MRP2 mRNA, complete cds [AF532601]

		A_99_P230601		9.591237		9.332577		9.491093		9.986766		9.488093		10.031505		10.955502		9.913494		9.732766		9.581645		10.984118		10.173573		-1.0741115		1.623298		2.7595038		-1.0521		1.1030736		1.1884394		2.8147871		1.1382415		-0.10314369		0.6989279		1.4644089		-0.07327175		0.14152908		0.24906826		1.4930258		0.18680668		No		Yes		Yes		TA61669_4565		0		0		Ta.53969		0		0		0		0		TC449331		0		Rep: Cobalamin-independent methionine synthase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (34%) [TC449331]

		A_99_P406047		1.6381499		1.7561245		1.4350506		1.4283787		1.4734527		4.161014		4.0179186		2.3072212		2.434231		3.4133797		4.043677		3.5416367		-1.1209308		5.2959504		5.991296		1.8388993		1.7363782		3.1541586		6.099227		4.3266726		-0.16469717		2.4048896		2.582868		0.8788425		0.7960812		1.6572552		2.6086264		2.113258		Yes		Yes		Yes		NP421616		0		0		0		0		0		0		0		NP421616		0		GB

		A_99_P296986		11.695217		11.715827		12.213837		12.350418		12.023738		11.093465		11.331637		12.171781		11.040302		11.480968		10.813605		12.32005		1.2557251		-1.5393935		-1.8431829		-1.1318145		-1.574523		-1.1767913		-2.639439		-1.0212725		0.32852077		-0.62236214		-0.8821993		-0.1786375		-0.65491486		-0.23485851		-1.4002314		-0.030367851		No		Yes		Yes		TA80790_4565		0		0		0		0		0		0		0		TC370905		0		Rep: Os05g0557700 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC370905]

		A_99_P501852		4.61194		6.6816573		9.704005		7.653061		3.0275376		3.8747056		7.141793		7.077932		4.112535		4.4337783		7.900772		7.127706		-2.9988353		-6.998044		-5.9061275		-1.4898107		-1.4136304		-4.7498403		-3.4900148		-1.4392875		-1.5844023		-2.8069518		-2.5622125		-0.57512903		-0.4994049		-2.247879		-1.8032331		-0.52535486		Yes		Yes		Yes		TC432539		0		0		0		0		0		0		0		TC432539		0		0

		A_99_P230546		12.355699		12.237891		12.163472		13.136531		12.296875		12.865111		14.328469		13.116856		12.487492		12.5525055		14.442792		13.361916		-1.0416161		1.544586		4.4846554		-1.0137312		1.0956546		1.2436792		4.8544903		1.169089		-0.058823586		0.62722015		2.164997		-0.019675255		0.13179302		0.3146143		2.2793198		0.22538471		No		Yes		Yes		TA61658_4565		0		0		Ta.53969		0		0		0		0		TC374824		0		0

		A_99_P210291		11.223422		11.763724		10.939144		11.538398		10.648786		10.485066		10.457704		11.35812		10.052925		11.0593		9.801927		11.647626		-1.4893022		-2.4261317		-1.396137		-1.133102		-2.2508922		-1.6294938		-2.199564		1.078651		-0.57463646		-1.2786579		-0.48144054		-0.18027782		-1.170497		-0.7044239		-1.1372175		0.109228134		No		Yes		Yes		TA54225_4565		0		0		Ta.19608		0		0		0		0		TC456124		0		Rep: UDP-glucosyltransferase BX8 - Zea mays (Maize), partial (22%) [TC456124]

		A_99_P250751		13.424825		13.534307		12.452043		12.253953		12.132588		12.09816		11.145912		11.150986		11.802273		12.736767		11.070671		12.340388		-2.449074		-2.7059717		-2.472774		-2.1479602		-3.0791922		-1.7381345		-2.605159		1.0617435		-1.2922363		-1.4361467		-1.3061304		-1.1029673		-1.6225519		-0.7975397		-1.3813715		0.08643532		Yes		No		No		AK331954		0		AK331954		Ta.37673		0		0		0		0		TC396049		0		Triticum aestivum cDNA, clone: WT002_M13, cultivar: Chinese Spring [AK331954]

		A_99_P360756		4.601691		3.7049239		4.1291146		4.2675095		5.3368134		5.5429473		5.619368		4.654087		5.4423623		4.991755		6.0019774		4.6277795		1.664539		3.5751987		2.8093832		1.3072885		1.7908835		2.4399154		3.6625865		1.2836661		0.7351227		1.8380234		1.4902534		0.3865776		0.84067154		1.2868311		1.8728628		0.36027002		Yes		Yes		Yes		TA100242_4565		0		0		0		0		0		0		0		TC424438		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC424438]

		A_99_P553912		4.596222		4.160518		3.9722388		3.7930813		2.428191		3.2749326		2.5951247		2.0458333		2.782263		2.972905		2.663186		2.2184756		-4.4940963		-1.8475143		-2.5974824		-3.3571754		-3.516058		-2.277756		-2.477788		-2.9785407		-2.168031		-0.88558555		-1.377114		-1.7472479		-1.8139589		-1.1876132		-1.3090527		-1.5746057		Yes		No		No		CK208458		0		0		Ta.48517		0		0		0		0		TC453771		0		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC453771]

		A_99_P217971		5.7701173		5.1866255		2.681076		2.2463408		3.2632139		3.484093		1.5752419		1.3647003		4.0781827		4.2154737		2.145869		1.397983		-5.6839876		-3.254718		-2.152233		-1.8424691		-3.2308967		-1.9604051		-1.4491501		-1.8004503		-2.5069034		-1.7025325		-1.1058341		-0.88164043		-1.6919346		-0.9711518		-0.53520703		-0.8483578		Yes		No		No		TA57429_4565		0		0		0		0		0		0		0		TC374284		0		Rep: Proline-rich protein - Triticum aestivum (Wheat), partial (34%) [TC374284]

		A_99_P431562		7.4627566		4.2034135		3.427555		1.9508778		7.904175		7.469784		8.614557		6.3329887		9.077601		7.7687106		9.446813		5.893927		1.3579385		9.622224		36.428665		20.85196		3.0627866		11.837538		64.860016		15.380702		0.44141817		3.2663703		5.187002		4.382111		1.6148448		3.5652971		6.0192575		3.9430494		Yes		Yes		Yes		TC389781		0		0		0		0		0		0		0		TC389781		0		0

		A_99_P299116		4.7541413		4.694187		5.1767616		4.8373394		4.6902437		3.729442		4.3948503		3.2442017		3.435854		3.7586544		3.399133		3.4488208		-1.0452859		-1.9517189		-1.7194073		-3.0170481		-2.493699		-1.9125968		-3.4286215		-2.618097		-0.06389761		-0.9647453		-0.7819114		-1.5931377		-1.3182874		-0.9355328		-1.7776287		-1.3885186		Yes		No		No		TA81424_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P017289		6.891314		6.3249764		7.0845184		6.988275		6.099296		5.1498775		6.0741744		4.553381		4.8846555		5.3395844		4.875805		5.0561066		-1.7314947		-2.2580836		-2.0143914		-5.407246		-4.018504		-1.9798514		-4.6226287		-3.816284		-0.79201794		-1.1750989		-1.010344		-2.434894		-2.0066586		-0.9853921		-2.2087135		-1.9321685		Yes		No		No		BJ314286		0		BJ314286		Ta.7039		0		0		0		0		TC438075		0		BJ314286 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf17a19 5', mRNA sequence [BJ314286]

		A_99_P237766		11.238255		11.498784		10.927314		11.161504		10.905902		10.777767		10.575402		10.812428		10.564694		10.994186		9.919108		11.039218		-1.2590649		-1.6483434		-1.2762505		-1.273744		-1.5950041		-1.4187276		-2.0114076		-1.0884581		-0.33235264		-0.7210169		-0.35191154		-0.34907532		-0.67356014		-0.50459766		-1.0082054		-0.12228584		No		Yes		Yes		AK332791		0		AK332791		Ta.55433		0		0		0		0		TC380158		0		Triticum aestivum cDNA, clone: SET1_O12, cultivar: Chinese Spring [AK332791]

		A_99_P301731		10.706162		11.491263		11.8897085		11.192136		9.4859495		10.282471		11.078151		10.157887		8.804657		10.838393		10.560318		11.201068		-2.329811		-2.3114412		-1.7551055		-2.0480464		-3.7360284		-1.572293		-2.512965		1.0062104		-1.2202129		-1.2087927		-0.81155777		-1.0342484		-1.9015055		-0.6528702		-1.3293905		0.008932114		Yes		No		No		AK333702		0		AK333702		Ta.8718		0		0		0		0		TC418631		0		Triticum aestivum cDNA, clone: WT008_I01, cultivar: Chinese Spring [AK333702]

		A_99_P277776		12.391683		12.381869		12.171879		12.212063		11.011677		10.397963		11.397934		10.378874		10.4858885		11.768807		10.472439		11.935412		-2.6026943		-3.955628		-1.709939		-3.5632384		-3.7471511		-1.5295019		-3.2477486		-1.211379		-1.3800058		-1.9839067		-0.77394485		-1.833189		-1.9057941		-0.6130619		-1.69944		-0.27665043		Yes		No		No		TA75232_4565		0		0		Ta.5633		0		0		0		0		TC392495		0		0

		A_99_P500372		5.315149		5.3209314		4.670915		5.3209777		6.983481		6.638733		6.648397		7.5084786		5.892323		6.217589		5.578357		5.1539254		3.1784692		2.4928594		3.9380512		4.5551577		1.4919242		1.8617475		1.8757169		-1.1227621		1.6683321		1.3178015		1.9774818		2.187501		0.5771742		0.89665747		0.9074421		-0.16705227		Yes		No		No		AK335811		0		AK335811		Ta.20438		0		0		0		0		TC431680		0		Triticum aestivum cDNA, clone: WT013_N08, cultivar: Chinese Spring [AK335811]

		A_99_P360611		3.5108373		1.5771698		1.3725953		2.0493789		4.631043		4.553656		2.3527713		5.024356		5.094431		3.421786		1.6067408		5.0025373		2.1737795		7.870669		1.972706		7.8624396		2.9971547		3.5915742		1.1762099		7.7444263		1.1202056		2.9764862		0.980176		2.974977		1.5835936		1.8446163		0.23414552		2.9531584		Yes		No		No		TA100202_4565		0		0		0		0		0		0		0		TC429824		0		0

		A_99_P119384		8.367782		8.907853		8.394474		8.569279		8.814259		9.996013		9.744818		9.3292		8.884003		9.685439		9.824321		9.0581455		1.3627084		2.1260264		2.5497286		1.693398		1.4302042		1.7142601		2.694181		1.4033421		0.44647694		1.0881596		1.3503437		0.7599211		0.51622105		0.777586		1.4298468		0.4888668		No		Yes		Yes		CJ682224		0		CJ682224		Ta.43926		0		0		0		0		TC455196		0		CJ682224 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok7i03 5', mRNA sequence [CJ682224]

		A_99_P178459		11.948323		11.736697		10.527679		10.955147		11.169875		10.433385		8.286796		10.48527		11.00692		10.650805		8.248458		10.6398		-1.7152847		-2.4679484		-4.726866		-1.3849916		-1.9203954		-2.122687		-4.8541594		-1.2443106		-0.7784481		-1.3033123		-2.2408838		-0.46987724		-0.9414034		-1.0858917		-2.2792215		-0.31534672		Yes		Yes		Yes		CA611706		0		CA611706		Ta.59344		0		0		0		0		0		0		wr1.pk0132.e4 wr1 Triticum aestivum cDNA clone wr1.pk0132.e4 5' end, mRNA sequence [CA611706]

		A_99_P586362		7.291208		7.0071473		7.104943		7.9280543		6.337691		5.6465564		5.897358		6.051702		6.1862493		5.8067107		5.444149		7.555198		-1.9365878		-2.5679035		-2.309507		-3.671456		-2.150927		-2.2980921		-3.1619046		-1.2949139		-0.95351696		-1.3605909		-1.2075849		-1.8763523		-1.1049585		-1.2004366		-1.6607938		-0.37285614		Yes		No		No		Y16242		0		Y16242		Ta.137		543329		LOC543329		beta-amylase		0		TC385716		0		Triticum aestivum mRNA for beta-amylase [Y16242]

		A_99_P280971		12.067782		11.711307		11.351593		11.595062		12.503876		12.9361315		11.8937025		11.897565		12.967839		12.09882		12.179133		11.761902		1.3529358		2.3372707		1.4561001		1.233282		1.8661395		1.3081366		1.7746572		1.1225966		0.43609333		1.2248249		0.5421095		0.30250263		0.90005684		0.38751316		0.8275404		0.1668396		No		Yes		Yes		TA76157_4565		0		0		Ta.35159		0		0		0		0		TC389751		0		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC389751]

		A_99_P171309		1.6023312		1.5296901		1.5387555		2.048893		7.0151305		5.055329		6.2422156		3.0759938		8.790497		5.2303557		7.017839		2.9055226		42.600525		11.516565		26.054491		2.0379248		145.83221		13.002034		44.603455		1.810803		5.4127994		3.5256386		4.70346		1.0271008		7.1881657		3.7006655		5.4790835		0.8566296		Yes		Yes		Yes		TA80425_4565		0		0		Ta.5160		0		0		0		0		TC433458		0		Rep: Pleiotropic drug resistance protein 1 - Nicotiana plumbaginifolia (Leadwort-leaved tobacco), partial (5%) [TC433458]

		A_99_P154447		4.323747		4.716143		7.838673		5.445311		7.0451035		8.012693		10.376405		8.639092		9.276204		6.1291757		10.528641		7.6748986		6.5949254		9.825632		5.8067527		9.150061		30.962648		2.6629634		6.452989		4.6899986		2.7213564		3.2965503		2.5377316		3.1937814		4.952457		1.4130325		2.6899676		2.2295876		Yes		No		No		CJ953663		0		CJ953663		Ta.53816		0		0		0		0		TC399083		0		CJ953663 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul39f02 5', mRNA sequence [CJ953663]

		A_99_P116845		4.795546		4.9217224		4.2248416		4.193712		3.1365302		4.046985		3.6331158		2.9171727		3.691064		4.742474		3.6399882		3.8074605		-3.1580102		-1.8336741		-1.5070485		-2.4225721		-2.1502168		-1.1322938		-1.4998866		-1.3069932		-1.6590159		-0.87473726		-0.5917258		-1.2765396		-1.1044822		-0.17924833		-0.5848534		-0.3862517		Yes		No		No		CJ662127		0		CJ662127		Ta.43190		0		0		0		0		TC429611		0		CJ662127 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp11k12 5', mRNA sequence [CJ662127]

		A_99_P563992		12.566386		12.769456		12.190915		11.998433		13.16402		13.686152		13.637593		12.9531975		13.905234		13.304314		13.983138		12.199501		1.5132322		1.8877877		2.7257972		1.938263		2.5294929		1.4487993		3.4634814		1.149549		0.59763336		0.91669655		1.4466782		0.95476437		1.3388481		0.53485775		1.792223		0.20106792		No		Yes		Yes		BT009287		0		BT009287		Ta.54817		0		0		0		0		TC407541		0		Triticum aestivum clone wlm0.pk0014.b1:fis, full insert mRNA sequence [BT009287]

		A_99_P300321		6.594011		6.7173157		5.789606		5.443929		5.090711		4.9291205		4.2220793		4.945248		5.368303		5.864568		4.4764423		5.424423		-2.8349037		-3.4538252		-2.9639618		-1.4129213		-2.338702		-1.8059368		-2.4848585		-1.0136123		-1.5032997		-1.7881951		-1.5675268		-0.49868107		-1.225708		-0.85274744		-1.3131638		-0.019505978		Yes		No		No		TA81769_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P398637		10.485972		9.722629		9.54658		9.767937		9.926612		8.348592		7.8025947		9.06005		9.353627		8.594303		7.571776		8.937097		-1.4736159		-2.591948		-3.3495927		-1.6334097		-2.192148		-2.1860485		-3.9307494		-1.7787209		-0.5593605		-1.3740368		-1.7439857		-0.7078867		-1.1323452		-1.1283255		-1.9748044		-0.8308401		Yes		Yes		Yes		TA110104_4565		0		0		0		0		0		0		0		TC423887		0		Rep: AT5g17460 - Arabidopsis thaliana (Mouse-ear cress), complete [TC423887]

		A_99_P515542		5.2199554		4.434014		4.551709		4.5856233		6.4447274		8.074113		6.434129		6.2370906		7.6349635		6.778614		7.0756187		6.070397		2.3371851		12.467489		3.6869302		3.14153		5.3332243		5.079196		5.7513857		2.7987325		1.224772		3.640099		1.8824201		1.6514673		2.415008		2.3446002		2.5239096		1.4847736		Yes		Yes		Yes		TC438573		0		0		0		0		0		0		0		TC438573		0		Rep: Cysteine-rich C-terminal 1 - Mus musculus (Mouse), partial (26%) [TC438573]

		A_99_P361351		7.195122		6.9386106		6.8350387		6.761734		8.134843		9.288485		8.603444		7.4779487		9.087144		8.289947		9.121484		7.3887444		1.9181573		5.0977974		3.4067721		1.6428658		3.711551		2.551483		4.8785253		1.5443614		0.9397211		2.349874		1.7684054		0.71621466		1.8920221		1.351336		2.2864451		0.62701035		Yes		Yes		Yes		TA100469_4565		0		0		0		0		0		0		0		TC432533		0		0

		A_99_P418247		7.514277		10.004849		10.53029		9.642632		6.87216		7.7807975		9.5013685		8.744733		6.151857		8.79403		9.009376		9.026721		-1.5606176		-4.6720376		-2.0404978		-1.86335		-2.5711613		-2.3146904		-2.869728		-1.532525		-0.642117		-2.224052		-1.0289211		-0.8978987		-1.3624201		-1.2108192		-1.5209141		-0.61591053		Yes		Yes		Yes		CK208140		0		0		Ta.41237		0		0		0		0		TC379172		0		0

		A_99_P128825		1.7554845		1.7860712		1.4898314		1.5467138		3.857455		5.9458394		5.3432593		2.7578452		6.3999467		3.950978		5.2885585		1.4408933		4.292954		17.87372		14.45431		2.3151913		25.010502		4.484375		13.916524		-1.0761063		2.1019707		4.159768		3.853428		1.2111313		4.644462		2.164907		3.798727		-0.10582054		Yes		Yes		Yes		CJ629163		0		CJ629163		Ta.46942		0		0		0		0		TC394784		0		CJ629163 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs18f09 5', mRNA sequence [CJ629163]

		A_99_P133930		5.611172		6.2156086		5.748333		6.4771285		4.3539352		4.6074734		4.8835936		5.4813657		3.9682076		5.199486		4.7097588		5.6073785		-2.390375		-3.0485754		-1.8210107		-1.9941347		-3.1230693		-2.0224764		-2.0541966		-1.8273462		-1.257237		-1.6081352		-0.8647394		-0.9957628		-1.6429646		-1.0161228		-1.0385742		-0.86975		Yes		Yes		Yes		CV777624		0		0		Ta.48444		0		0		0		0		0		0		0

		A_99_P488332		8.107623		7.4302125		7.513144		9.393571		11.755611		12.736636		14.914996		13.386537		11.897456		12.707259		14.603761		13.091657		12.535853		39.572426		169.11398		15.922177		13.830996		38.77478		136.29764		12.9788065		3.6479883		5.3064237		7.401852		3.9929657		3.789833		5.2770467		7.0906167		3.6980858		Yes		Yes		Yes		GR302911		0		GR302911		Ta.19746		0		0		0		0		TC419186		0		WRIC_527 cDNA library of a compatible interaction between stripe rust (Puccinia striiformis) and wheat Triticum aestivum cDNA 5' similar to WIR1, mRNA sequence [GR302911]

		A_99_P268931		8.182113		8.401933		8.836064		8.779517		8.109436		7.694879		8.200168		8.570819		7.422884		7.851246		7.538198		8.89222		-1.051666		-1.6324668		-1.5539032		-1.155645		-1.6925855		-1.4647828		-2.4586499		1.0812516		-0.07267666		-0.70705366		-0.6358967		-0.20869827		-0.7592287		-0.55068684		-1.2978663		0.11270237		No		Yes		Yes		FJ602077		0		FJ602077		Ta.6620		100415820		UFD1b		ubiquitin fusion degradation 1 protein		0		TC403248		0		Triticum aestivum ubiquitin fusion degradation 1 protein (UFD1b) mRNA, complete cds [FJ602077]

		A_99_P519822		4.207212		4.766729		3.8813102		4.787203		5.5402718		6.1758447		5.408737		5.24937		5.59718		5.515616		5.5019665		5.1310167		2.5193644		2.6557434		2.8827126		1.3776097		2.6207285		1.680496		3.0751488		1.2691072		1.3330598		1.4091158		1.527427		0.46216726		1.3899679		0.74888706		1.6206563		0.3438139		Yes		Yes		Yes		CJ666205		0		CJ666205		Ta.42640		0		0		0		0		TC440413		0		CJ666205 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp6g17 5', mRNA sequence [CJ666205]

		A_99_P226766		11.812569		11.788628		11.205178		11.698947		12.365083		13.155693		12.741402		12.121509		12.445607		12.729501		12.900794		11.930535		1.4666393		2.5794535		2.9003427		1.3403053		1.5508279		1.9196898		3.239151		1.1741269		0.5525141		1.3670654		1.5362234		0.42256165		0.6330385		0.94087315		1.6956158		0.23158836		No		Yes		Yes		TA60540_4565		0		0		Ta.56408		0		0		0		0		TC393071		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (25%) [TC393071]

		A_99_P360906		8.3908205		8.988741		8.596244		9.744306		8.637389		9.255382		10.033856		8.808945		9.042164		9.077709		9.941786		8.756629		1.186382		1.2030034		2.7087224		-1.912369		1.57063		1.0636092		2.5412564		-1.982989		0.24656868		0.26664066		1.4376125		-0.9353609		0.65134335		0.08896828		1.345542		-0.9876766		No		Yes		Yes		TA100296_4565		0		0		0		0		0		0		0		TC436128		0		Rep: 3'-N-debenzoyltaxol N-benzoyltransferase-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC436128]

		A_99_P041956		9.747634		9.80482		9.507373		9.349933		9.211873		9.371835		11.171924		9.515605		9.803264		9.38735		10.309443		9.5000305		-1.4497066		-1.3500242		3.1701493		1.1216887		1.0393126		-1.3355833		1.7436018		1.1096448		-0.5357609		-0.4329853		1.6645508		0.1656723		0.05562973		-0.41746998		0.8020706		0.15009785		No		Yes		Yes		CA485639		0		CA485639		Ta.15589		0		0		0		0		0		0		WHE4321_B11_C21ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4321_B11_C21, mRNA sequence [CA485639]

		A_99_P328736		8.367705		8.335499		8.276413		8.216682		9.114905		9.934056		9.219897		8.633666		9.368303		9.186427		9.415855		8.697106		1.678532		3.0284035		1.9231673		1.3351331		2.0008292		1.8036611		2.2029586		1.3951535		0.7472		1.5985575		0.9434843		0.4169836		1.000598		0.8509283		1.1394424		0.48042393		No		Yes		Yes		TA90164_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P199446		9.097939		9.575238		9.646453		10.066616		10.070134		11.044742		9.976958		9.464578		11.799461		10.061122		10.645223		9.664357		1.961824		2.7692657		1.2574538		-1.5178596		6.504882		1.4004434		1.9982953		-1.3215755		0.9721956		1.4695034		0.33050537		-0.6020384		2.7015228		0.4858837		0.99876976		-0.40225887		No		Yes		Yes		TA50759_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P154597		5.3071213		5.1026464		5.68671		5.70703		3.8734028		3.695939		4.435919		4.730511		4.3827004		4.589142		4.787542		5.083933		-2.701421		-2.6513135		-2.3797188		-1.9677113		-1.8979222		-1.4275136		-1.8649901		-1.5401778		-1.4337184		-1.4067073		-1.2507911		-0.97651863		-0.92442083		-0.5135045		-0.899168		-0.62309694		Yes		No		No		CK169468		0		CK169468		Ta.53856		100049042		LOC100049042		MBD1		0		0		0		FGAS044098 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK169468]

		A_99_P063442		10.038981		9.641003		10.181126		10.542487		10.855347		11.509563		10.44085		10.349669		11.372607		10.824962		10.878148		10.56242		1.7609638		3.6516812		1.1972501		-1.1429939		2.520353		2.2719939		1.6211555		1.0139122		0.81636524		1.8685608		0.25972462		-0.19281769		1.3336258		1.183959		0.69702244		0.019932747		No		Yes		Yes		BE445506		0		BE445506		Ta.24300		0		0		0		0		TC400850		0		WHE1135_C04_F07ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1135_C04_F07, mRNA sequence [BE445506]

		A_99_P072280		3.998745		4.847075		5.1049294		4.5330844		3.190632		3.1020114		3.4437268		3.616752		3.0748966		3.6408873		2.80496		2.5677977		-1.7509196		-3.352096		-3.1628008		-1.8873115		-1.8971692		-2.3072715		-4.9244733		-3.9049032		-0.80811286		-1.7450635		-1.6612027		-0.9163325		-0.9238484		-1.2061877		-2.2999694		-1.9652867		Yes		Yes		Yes		BT009022		0		BT009022		Ta.27563		0		0		0		0		0		0		Triticum aestivum clone wdk3c.pk011.l1:fis, full insert mRNA sequence [BT009022]

		A_99_P204666		9.136769		7.76654		7.332524		7.1811347		9.645099		9.784238		12.840323		9.7844		10.955352		10.12083		13.196182		8.5407		1.4224021		4.049371		45.500156		6.076604		3.5273447		5.1134233		58.2287		2.5660784		0.5083294		2.0176978		5.5077996		2.6032653		1.8185825		2.3542895		5.8636584		1.3595653		Yes		Yes		Yes		TA52450_4565		0		0		0		0		0		0		0		TC403041		0		Rep: Wali3 protein - Triticum aestivum (Wheat), complete [TC403041]

		A_99_P235511		8.615296		9.441695		13.422832		10.92936		11.085301		11.906071		11.657219		11.267787		13.151145		11.213031		12.117671		10.743577		5.5404572		5.51888		-3.4001834		1.2643769		23.196714		3.4136984		-2.4711123		-1.1374345		2.470005		2.4643755		-1.7656126		0.3384266		4.5358486		1.7713356		-1.3051605		-0.18578339		No		Yes		Yes		TA63214_4565		0		0		Ta.47240		0		0		0		0		TC385013		0		0

		A_99_P356641		3.577511		2.5809107		1.4007568		1.3844656		5.6969333		2.5327618		2.5271537		2.5038795		4.5785728		3.7695296		3.1327145		1.3862406		4.3451986		-1.0339375		2.1831284		2.172587		2.0014722		2.2793443		3.3217826		1.0012311		2.1194222		-0.04814887		1.1263969		1.119414		1.0010617		1.1886189		1.7319577		0.0017750263		Yes		No		No		TA98841_4565		0		0		0		0		0		0		0		TC422800		0		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC422800]

		A_99_P258761		3.4920585		1.3788029		2.2002501		5.0466065		5.92906		4.7807536		6.1179714		7.5224137		6.894909		3.1135733		6.150444		7.3742537		5.4151506		10.570347		15.113032		5.562784		10.57694		3.3282652		15.457058		5.0198603		2.4370015		3.4019508		3.9177213		2.4758072		3.4028504		1.7347704		3.950194		2.3276472		Yes		Yes		Yes		TA69643_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P152532		2.1264956		2.2368479		1.6222919		2.2082298		1.8490998		3.4445884		3.5031872		3.2266796		3.3713214		3.4484322		4.0931997		2.9479313		-1.2120051		2.309756		3.6830354		2.025741		2.3698995		2.3159182		5.543925		1.6698303		-0.27739584		1.2077405		1.8808953		1.0184498		1.2448258		1.2115843		2.4709077		0.7397015		Yes		Yes		Yes		CJ857439		0		CJ857439		Ta.53358		0		0		0		0		0		0		CJ857439 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal39f18 5', mRNA sequence [CJ857439]

		A_99_P442352		10.03675		8.462914		7.4694715		8.753067		10.779111		11.645755		10.028113		9.562232		11.685864		10.61765		10.363302		8.981801		1.6729114		9.080932		5.891528		1.752197		3.136411		4.4528704		7.4324136		1.1718062		0.74236107		3.1828403		2.558642		0.809165		1.6491146		2.1547356		2.8938308		0.22873402		Yes		Yes		Yes		TC398146		0		0		0		0		0		0		0		TC398146		0		Rep: Hexokinase-6 - Oryza sativa subsp. japonica (Rice), partial (14%) [TC398146]

		A_99_P480577		4.74622		4.6010118		3.1781285		4.844851		4.873221		6.1094813		6.562002		5.477207		4.908223		5.764937		6.7485023		5.5599027		1.0920211		2.8450806		10.438725		1.5500945		1.1188395		2.240662		11.879266		1.641542		0.12700081		1.5084696		3.3838737		0.63235617		0.16200304		1.1639252		3.5703738		0.71505165		Yes		Yes		Yes		TA86623_4565		0		0		0		0		0		0		0		TC422438		0		Rep: 50S ribosomal protein L15 - Staphylococcus saprophyticus subsp. saprophyticus (strain ATCC 15305 /DSM 20229), partial (13%) [TC422438]

		A_99_P082685		1.5145146		1.6531763		2.5059538		2.1261594		3.5001957		9.264138		8.986734		6.8428802		6.562308		6.711639		9.433354		7.1814246		3.9604962		195.49149		89.311905		26.295073		33.077847		33.323376		121.718155		33.249607		1.9856812		7.610962		6.4807806		4.7167206		5.0477934		5.0584626		6.9274006		5.0552654		Yes		Yes		Yes		CV772341		0		CV772341		Ta.31524		0		0		0		0		TC427434		0		FGAS066734 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV772341]

		A_99_P399297		8.497855		9.353055		9.44147		6.808565		7.5235023		8.665223		7.863937		5.4315605		8.715118		8.781154		8.074059		6.1791577		-1.9647597		-1.6108608		-2.984591		-2.5972855		1.1625262		-1.4864813		-2.5800724		-1.5469295		-0.97435284		-0.6878319		-1.5775332		-1.3770046		0.21726322		-0.5719013		-1.3674116		-0.6294074		Yes		No		No		CJ945640		0		CJ945640		Ta.43122		0		0		0		0		TC427017		0		CJ945640 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul14n06 5', mRNA sequence [CJ945640]

		A_99_P365376		8.473588		8.564109		7.7598805		7.8575454		7.9833035		6.815149		7.3889866		7.3372364		6.7683053		7.5640564		6.6036525		7.0988407		-1.4047219		-3.361162		-1.2931539		-1.4342624		-3.2609282		-2.0000727		-2.2287395		-1.6919708		-0.49028444		-1.74896		-0.37089396		-0.520309		-1.7052827		-1.0000525		-1.1562281		-0.75870466		Yes		No		No		TA101830_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P412722		10.027484		9.929917		10.035733		9.877815		9.684144		9.037942		8.804011		9.660211		9.853749		9.210079		9.01561		9.308086		-1.2686902		-1.8557153		-2.3484712		-1.1628014		-1.1279746		-1.6469972		-2.0280926		-1.4842446		-0.34333992		-0.8919754		-1.2317219		-0.21760464		-0.17373466		-0.71983814		-1.0201235		-0.56972885		No		Yes		Yes		CA639259		0		0		Ta.5309		0		0		0		0		TC432836		0		Rep: Small GTP-binding protein - Triticum aestivum (Wheat), complete [TC432836]

		A_99_P010011		5.958708		5.9235477		6.4544806		6.0847683		5.963906		4.9519906		5.691626		4.7366176		5.0530314		4.950336		4.9735947		4.7651143		1.0036095		-1.960956		-1.6968447		-2.5458558		-1.8734226		-1.9632063		-2.7912009		-2.4960623		0.005198002		-0.97155714		-0.7628546		-1.3481507		-0.90567636		-0.97321177		-1.480886		-1.319654		Yes		No		No		CK209020		0		CK209020		Ta.4542		0		0		0		0		0		0		FGAS020754 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209020]

		A_99_P398982		9.791381		9.567444		10.04613		9.794387		9.732829		8.969832		9.360094		8.800115		8.782818		8.944774		8.562843		8.771618		-1.0414199		-1.5132092		-1.608857		-1.9920753		-2.0119061		-1.5397223		-2.7958498		-2.0318148		-0.05855179		-0.5976114		-0.6860361		-0.99427223		-1.008563		-0.6226702		-1.4832869		-1.022769		Yes		No		No		TA110192_4565		0		0		0		0		0		0		0		TC411226		0		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (4%) [TC411226]

		A_99_P505117		4.1457376		2.6533906		7.474306		5.2697945		5.6738734		8.032353		8.996785		6.4649673		6.962645		5.4444427		9.7561655		5.664137		2.884129		41.613003		2.8728428		2.2897224		7.0465026		6.9213433		4.8630433		1.3143436		1.5281358		5.3789625		1.522479		1.1951728		2.8169074		2.791052		2.2818594		0.39434242		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P349031		4.218781		5.435194		3.6105201		3.9651747		1.9927417		3.3027906		2.1859002		3.483695		1.3898678		4.6900854		1.6242275		3.426156		-4.6784782		-4.384473		-2.6844378		-1.3961749		-7.1053867		-1.6761005		-3.962175		-1.4529839		-2.2260394		-2.1324034		-1.4246199		-0.48147964		-2.8289132		-0.7451086		-1.9862926		-0.53901863		Yes		No		No		AK336292		0		AK336292		Ta.50508		0		0		0		0		TC401207		0		Triticum aestivum cDNA, clone: SET3_L06, cultivar: Chinese Spring [AK336292]

		A_99_P420432		10.196788		10.054169		10.55072		10.433618		9.700515		9.43086		9.547167		9.917897		9.839747		9.830825		9.926639		10.118415		-1.4105649		-1.5404044		-2.0049322		-1.4297079		-1.2807957		-1.1674364		-1.5412294		-1.2441865		-0.49627304		-0.62330914		-1.0035534		-0.51572037		-0.3570404		-0.22334385		-0.6240816		-0.3152027		No		Yes		Yes		TC381137		0		0		0		0		0		0		0		TC381137		0		Rep: Wsv018 - White spot syndrome virus (WSSV), partial (13%) [TC381137]

		A_99_P193092		12.072881		12.267139		12.0723295		11.988311		11.782796		11.492897		10.959718		11.977284		11.731973		11.73423		11.049057		11.91398		-1.2227122		-1.7102917		-2.1623676		-1.0076722		-1.2665535		-1.446844		-2.032524		-1.0528729		-0.29008484		-0.7742424		-1.1126118		-0.011026382		-0.34090805		-0.5329094		-1.0232725		-0.07433128		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P540127		8.671784		9.22128		8.406464		8.3785305		8.220157		7.953939		7.3797307		8.19964		8.053323		8.6199255		7.338474		8.334806		-1.3675823		-2.407175		-2.0374053		-1.1320127		-1.5352372		-1.5171404		-2.0965102		-1.0307711		-0.45162773		-1.2673411		-1.0267329		-0.17889023		-0.6184616		-0.6013546		-1.0679898		-0.04372406		No		Yes		Yes		CD894062		0		0		Ta.58836		0		0		0		0		TC448526		0		Rep: Os02g0498700 protein - Oryza sativa subsp. japonica (Rice), partial (61%) [TC448526]

		A_99_P403092		9.548912		9.420045		8.768159		8.483983		8.135533		7.96934		7.1698585		6.891378		8.069371		8.588893		7.062577		8.337612		-2.6636024		-2.733416		-3.0278642		-3.0159345		-2.7885997		-1.7791054		-3.2616053		-1.1067818		-1.4133787		-1.450705		-1.5983005		-1.5926051		-1.4795408		-0.83115196		-1.7055821		-0.14637089		Yes		No		No		TA111185_4565		0		0		0		0		0		0		0		TC459370		0		0

		A_99_P152882		3.906596		2.2066164		1.4576811		2.4150827		5.153032		4.393427		7.1193275		3.1767676		7.5760665		6.9369235		7.460714		4.4650807		2.3725457		4.552978		50.620377		1.6954696		12.723913		26.543875		64.134674		4.141054		1.2464359		2.1868105		5.6616464		0.7616849		3.6694705		4.730307		6.0030327		2.049998		Yes		Yes		Yes		CJ875431		0		CJ875431		Ta.53437		0		0		0		0		TC448274		0		CJ875431 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls19e19 5', mRNA sequence [CJ875431]

		A_99_P213006		8.672116		9.018848		8.862704		9.080796		8.951802		9.501536		9.901493		9.293191		9.008861		9.234881		9.82888		9.294724		1.2139306		1.3973447		2.054502		1.1586097		1.2629035		1.1615353		1.9536555		1.1598419		0.27968597		0.48268795		1.0387888		0.21239471		0.3367443		0.21603298		0.96617603		0.21392822		No		Yes		Yes		TA55263_4565		0		0		Ta.1573		0		0		0		0		TC398810		0		0

		A_99_P380927		5.404846		6.221794		6.563357		8.387552		9.573814		12.179218		12.538812		10.06749		9.772708		10.542736		11.73051		10.170411		17.988066		62.138874		62.92035		3.2041404		20.64702		19.986334		35.930893		3.441074		4.168968		5.957424		5.975455		1.6799374		4.3678617		4.320942		5.167153		1.7828588		Yes		No		No		TA105759_4565		0		0		0		0		0		0		0		TC415296		0		Rep: Integral membrane sensor signal transduction histidine kinase - Kineococcus radiotolerans SRS30216, partial (5%) [TC415296]

		A_99_P427152		13.229558		13.500649		12.385213		13.053739		13.552707		14.035439		13.976014		13.493735		13.969975		14.238086		14.195775		13.462341		1.2510581		1.4487303		3.012166		1.3566012		1.6706592		1.6672106		3.5077894		1.3273996		0.32314873		0.5347891		1.5908012		0.43999672		0.7404175		0.7374363		1.8105621		0.4086027		No		Yes		Yes		TA57444_4565		0		0		Ta.54501		0		0		0		0		TC386254		0		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), partial (79%) [TC386254]

		A_99_P532052		4.9631195		4.3135448		4.0326924		4.395818		5.276554		5.598999		5.2060103		5.1525326		5.575756		5.428312		5.522321		4.8060966		1.2426625		2.437588		2.2552977		1.6896381		1.5290511		2.1656005		2.8081672		1.3289422		0.3134346		1.2854543		1.1733179		0.75671434		0.61263657		1.1147671		1.4896288		0.41027832		No		Yes		Yes		TC445309		0		0		0		0		0		0		0		TC445309		0		0

		A_99_P424157		1.3788952		1.3687572		1.3816247		1.3759962		3.3413908		7.811485		7.0467224		1.9131864		6.5172067		4.648159		6.853745		2.0882423		3.8973558		86.98698		50.741623		1.4511435		35.219715		9.709532		44.38869		1.6383528		1.9624957		6.4427276		5.6650977		0.5371902		5.1383114		3.2794018		5.4721203		0.71224606		Yes		Yes		Yes		CK205050		0		0		0		0		0		0		0		TC384319		0		Rep: Syn-pimara-7,15-diene synthase - Oryza sativa subsp. indica (Rice), partial (10%) [TC384319]

		A_99_P075570		8.823283		8.545859		9.202943		9.034908		9.398529		10.2523365		10.34388		9.206042		10.148052		9.639453		10.803662		9.333521		1.4899313		3.2636292		2.2052417		1.1259432		2.5049279		2.1340494		3.0329452		1.229961		0.57524586		1.7064772		1.1409369		0.171134		1.324769		1.0935936		1.6007195		0.2986126		Yes		Yes		Yes		AK336235		0		AK336235		Ta.29215		0		0		0		0		TC378169		0		Triticum aestivum cDNA, clone: SET3_I24, cultivar: Chinese Spring [AK336235]

		A_99_P028149		10.555139		10.306964		9.627308		8.82859		9.439908		8.968815		8.182469		7.439423		9.039854		9.685554		8.155284		8.85888		-2.1662962		-2.5282674		-2.7223234		-2.6192746		-2.858552		-1.5383784		-2.774108		1.0212171		-1.1152306		-1.3381491		-1.4448385		-1.3891673		-1.5152845		-0.62141037		-1.472024		0.03028965		Yes		No		No		AK334338		0		AK334338		Ta.10715		0		0		0		0		TC377428		0		Triticum aestivum cDNA, clone: WT009_N11, cultivar: Chinese Spring [AK334338]

		A_99_P439257		6.2525744		7.508146		7.4431186		7.950972		4.801595		5.4216237		4.438953		7.211704		5.496963		6.346021		5.490143		7.306568		-2.7339356		-4.2472296		-8.023132		-1.6693289		-1.688347		-2.2378676		-3.871723		-1.5630933		-1.4509792		-2.086522		-3.0041656		-0.7392683		-0.7556114		-1.1621246		-1.9529757		-0.64440393		Yes		Yes		Yes		TC395757		0		0		0		0		0		0		0		TC395757		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC395757]

		A_99_P466062		2.1526055		3.395291		1.9114267		3.4938061		3.742349		4.2277484		4.6642356		3.601939		4.339152		4.578893		4.9779286		3.9130995		3.009958		1.7807158		6.7402825		1.0778323		4.5521445		2.271432		8.377398		1.3372724		1.5897434		0.8324573		2.752809		0.10813284		2.1865463		1.1836021		3.066502		0.4192934		Yes		Yes		Yes		TC414261		0		0		0		0		0		0		0		TC414261		0		Rep: ERN2 - Medicago truncatula (Barrel medic), partial (10%) [TC414261]

		A_99_P315786		7.861566		7.353226		8.4190035		9.010291		9.388974		7.6596622		10.159047		10.160362		7.514025		7.7732964		9.078023		9.880099		2.882675		1.236649		3.3404527		2.2192483		-1.2723899		1.3379927		1.579009		1.8274199		1.5274081		0.30643606		1.7400436		1.1500711		-0.34754086		0.42007017		0.6590195		0.8698082		Yes		No		No		TA86317_4565		0		0		Ta.5251		0		0		0		0		TC405032		0		Rep: Myb-related protein MYBAS1 - Oryza sativa subsp. japonica (Rice), partial (81%) [TC405032]

		A_99_P190442		5.3733068		4.9290733		5.0514107		5.3077483		3.8447123		3.7000315		4.2271867		2.7552586		3.4722202		3.0978882		3.0978396		3.413545		-2.8850462		-2.3441124		-1.7705824		-5.8664584		-3.7349439		-3.5582924		-3.873321		-3.717167		-1.5285945		-1.2290418		-0.824224		-2.5524898		-1.9010866		-1.8311851		-1.9535711		-1.8942034		Yes		No		No		CK200110		0		CK200110		Ta.61975		0		0		0		0		0		0		FGAS008617 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK200110]

		A_99_P233451		14.752239		14.26818		13.342792		13.787403		13.847468		13.280998		12.462169		12.178987		13.601195		13.671439		12.257627		13.644928		-1.8722471		-1.9823087		-1.8411701		-3.04917		-2.2207453		-1.5122962		-2.1216183		-1.1037972		-0.90477085		-0.98718166		-0.88062286		-1.6084166		-1.1510439		-0.5967407		-1.085165		-0.14247513		Yes		No		No		TA62615_4565		0		0		Ta.24945		0		0		0		0		TC373146		0		Rep: Chloroplast pigment-binding protein CP29 - Nicotiana tabacum (Common tobacco), partial (80%) [TC373146]

		A_99_P398547		8.755239		9.996062		8.417786		7.8511357		7.0188565		8.569655		7.869339		7.3524547		7.172807		9.274148		7.6543884		8.350716		-3.3319852		-2.6877646		-1.4625101		-1.4129213		-2.9947412		-1.6493691		-1.6974831		1.4138018		-1.736382		-1.4264069		-0.54844666		-0.49868107		-1.5824313		-0.7219143		-0.7633972		0.4995799		Yes		No		No		TA110084_4565		0		0		0		0		0		0		0		TC420027		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC420027]

		A_99_P548222		4.5040717		6.776198		7.243384		7.89649		2.2097704		3.194362		4.1438394		5.566073		1.9944786		3.518582		2.8921764		6.0804114		-4.905164		-11.974023		-8.571481		-5.0295076		-5.694594		-9.564012		-20.41005		-3.521228		-2.2943013		-3.581836		-3.0995445		-2.3304172		-2.509593		-3.2576158		-4.3512077		-1.8160787		Yes		Yes		Yes		CA607563		0		0		Ta.59253		0		0		0		0		0		0		0

		A_99_P516582		7.5024567		6.6194406		8.063258		7.4041877		8.469579		8.767106		7.454531		7.799912		9.365773		6.6491265		7.7085805		7.030142		1.954937		4.431102		-1.5249131		1.3156031		3.6384313		1.0207899		-1.2786999		-1.2959821		0.9671221		2.1476655		-0.608727		0.3957243		1.8633165		0.029685974		-0.35467768		-0.37404585		No		Yes		Yes		TC439050		0		0		0		0		0		0		0		TC439050		0		Rep: Peptidase S58 DmpA - Anaeromyxobacter sp. (strain Fw109-5), partial (7%) [TC439050]

		A_99_P381837		6.8027205		6.8616734		6.5822225		6.5003815		9.154313		12.563329		12.536311		9.221791		11.227249		10.416672		13.049961		8.298787		5.1038733		52.043835		61.995377		6.5951695		21.474142		11.753336		88.50816		3.4783561		2.3515925		5.7016554		5.9540887		2.7214098		4.4245286		3.5549984		6.4677386		1.7984056		Yes		Yes		Yes		TA105978_4565		0		0		0		0		0		0		0		TC425535		0		0

		A_99_P172109		3.1742039		3.2372541		3.4352252		1.9941689		4.49234		6.6462874		7.0939865		6.5909195		6.240401		4.93834		6.7038016		4.5041103		2.4934378		10.622367		12.629812		24.196907		8.375626		3.2514563		9.636949		5.69597		1.3181362		3.4090333		3.6587613		4.5967507		3.066197		1.701086		3.2685764		2.5099416		Yes		No		No		DN949100		0		DN949100		Ta.25181		543339		LOC543339		oxalate oxidase		0		TC377788		0		KUCD01_13_B04_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN949100]

		A_99_P446447		4.2478065		4.796708		4.943479		4.4564705		5.1535525		5.4606724		5.092759		4.726788		5.7657104		5.0524673		4.889774		4.9821477		1.873513		1.5844303		1.109016		1.2060733		2.8637466		1.1939639		-1.0379272		1.4396092		0.905746		0.6639643		0.14928007		0.27031755		1.5179038		0.25575924		-0.053705215		0.5256772		No		Yes		Yes		TC404652		0		0		0		0		0		0		0		TC404652		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC404652]

		A_99_P253076		7.7802505		7.9476647		8.53221		8.332023		8.634608		10.239512		9.774402		8.8257885		9.606402		9.001803		10.285221		8.571791		1.8079537		4.8968287		2.3655758		1.4081156		3.5459		2.076478		3.3706124		1.1808028		0.8543577		2.2918477		1.2421913		0.49376583		1.8261518		1.0541387		1.7530107		0.23976803		Yes		Yes		Yes		TA67996_4565		0		0		0		0		0		0		0		TC448126		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (75%) [TC448126]

		A_99_P510637		1.9819088		3.3408134		2.6228065		1.9818		3.7204754		4.0013075		4.003216		3.2205522		3.9378252		3.6602256		4.1476445		3.1575842		3.3370345		1.5806239		2.6034222		2.3599434		3.879623		1.247822		2.877544		2.2591565		1.7385666		0.6604941		1.3804092		1.2387522		1.9559164		0.31941223		1.524838		1.1757842		Yes		No		No		TC436358		0		0		0		0		0		0		0		TC436358		0		Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC436358]

		A_99_P305251		9.202472		8.924278		7.75505		7.688475		8.122399		8.020352		7.102667		5.8429656		8.0780115		8.33813		6.8849015		6.667355		-2.1141422		-1.8711509		-1.5717626		-3.5937986		-2.1801996		-1.5012333		-1.8278513		-2.029494		-1.0800724		-0.9039259		-0.6523833		-1.8455095		-1.1244602		-0.58614826		-0.87014866		-1.0211201		Yes		No		No		TA83242_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P497877		12.403323		11.028888		9.853219		11.230634		12.474345		12.567571		10.957692		10.965721		12.933991		12.901021		11.103639		11.41626		1.0504606		2.9052916		2.1502035		-1.2015632		1.4445982		3.660735		2.379106		1.1373104		0.07102203		1.5386829		1.1044731		-0.2649126		0.53066826		1.8721333		1.2504196		0.18562603		No		Yes		Yes		CA626548		0		0		Ta.35260		0		0		0		0		TC430778		0		Rep: Os04g0684900 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC430778]

		A_99_P147002		5.525699		4.644129		4.264467		4.0575213		5.757174		7.0474153		4.043996		4.134015		6.623381		5.7502284		5.0032525		4.418345		1.1740346		5.2900686		-1.1651138		1.0544522		2.1401057		2.152629		1.6687707		1.2841588		0.23147488		2.4032865		-0.2204709		0.07649374		1.097682		1.1060996		0.73878574		0.36082363		No		Yes		Yes		CJ926359		0		CJ926359		Ta.52045		0		0		0		0		TC379294		0		CJ926359 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan2m17 5', mRNA sequence [CJ926359]

		A_99_P116690		8.688289		9.441265		10.239425		9.516562		8.388058		8.381452		8.8860855		10.024945		7.9954095		8.845242		9.195704		9.417339		-1.2313415		-2.084662		-2.5550282		1.4224548		-1.6165063		-1.5115446		-2.0615368		-1.0711964		-0.30023098		-1.0598135		-1.3533392		0.5083828		-0.6928792		-0.59602356		-1.0437202		-0.09922314		No		Yes		Yes		CJ635438		0		CJ635438		Ta.43150		0		0		0		0		TC437576		0		CJ635438 Y.Ogihara unpublished cDNA library Wh_DPA20 Triticum aestivum cDNA clone whdp2d16 5', mRNA sequence [CJ635438]

		A_99_P608712		16.751755		16.973183		14.286339		14.97342		17.222816		17.359838		13.786762		16.645842		17.338648		17.401314		12.806526		15.250038		1.3861291		1.3073595		-1.4137986		3.1874914		1.5020086		1.3454895		-2.789125		1.2113519		0.4710617		0.3866558		-0.49957657		1.6724215		0.5868931		0.4281311		-1.4798126		0.276618		No		Yes		Yes		CK208553		0		CK208553		Ta.54252		100037561		TaGRP2		glycine-rich RNA-binding protein		0		TC434489		0		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P231021		7.48033		6.9029326		9.3678255		9.196699		7.1653476		6.524566		7.8712974		8.776023		7.1182075		6.6635494		7.4451146		8.154508		-1.2439965		-1.2998692		-2.8216286		-1.3385549		-1.2853155		-1.1804879		-3.791348		-2.0593536		-0.3149824		-0.37836647		-1.4965281		-0.42067623		-0.36212254		-0.23938322		-1.9227109		-1.0421915		No		Yes		Yes		TA61831_4565		0		0		Ta.54689		0		0		0		0		TC390968		0		Rep: Non-specific lipid-transfer protein - Triticum aestivum (Wheat), complete [TC390968]

		A_99_P241431		11.352264		11.425072		11.126531		11.18286		10.87233		10.845802		12.352539		11.21231		11.312045		10.952499		11.568135		11.265312		-1.3946805		-1.4940925		2.339189		1.0206226		-1.0282701		-1.3875813		1.358114		1.058816		-0.4799347		-0.5792694		1.2260084		0.029449463		-0.040219307		-0.47257233		0.4416046		0.08245182		No		Yes		Yes		TA64848_4565		0		0		Ta.56948		0		0		0		0		TC408096		0		0

		A_99_P265276		10.0257435		10.145919		8.999779		8.875241		8.335893		8.606416		8.280607		8.187947		8.227992		9.311093		8.090692		9.254632		-3.2262335		-2.9069436		-1.6462364		-1.6102604		-3.4767792		-1.7836413		-1.877857		1.3007923		-1.6898508		-1.5395031		-0.7191715		-0.687294		-1.7977514		-0.8348255		-0.9090872		0.37939072		Yes		No		No		TA71493_4565		0		0		Ta.39848		0		0		0		0		TC372251		0		Rep: Elongation factor Ts - Arabidopsis thaliana (Mouse-ear cress), partial (34%) [TC372251]

		A_99_P411812		8.021949		8.047222		7.913016		7.722113		8.8744955		9.3827715		8.462825		7.9861245		9.296504		8.729861		8.808025		8.293778		1.8056855		2.5237157		1.4638919		1.2008129		2.4192421		1.6050732		1.8596221		1.4862381		0.8525467		1.3355494		0.549809		0.26401138		1.2745552		0.6826391		0.8950095		0.5716653		No		Yes		Yes		TC373804		0		0		0		0		0		0		0		TC373804		0		0

		A_99_P434277		5.66811		5.6571827		5.8929405		5.6810365		5.6709857		4.9719434		5.2279687		5.425343		5.056376		5.223553		4.7537036		5.2071033		1.0019953		-1.6079687		-1.5855373		-1.1939094		-1.5280946		-1.3506272		-2.2026448		-1.3888909		0.002875805		-0.6852393		-0.6649718		-0.25569344		-0.6117339		-0.4336295		-1.1392369		-0.47393322		No		Yes		Yes		CJ629761		0		CJ629761		Ta.46466		0		0		0		0		TC391931		0		CJ629761 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs20b15 5', mRNA sequence [CJ629761]

		A_99_P569997		4.403874		3.961829		2.5192611		4.170217		4.6138783		4.842809		5.2368717		5.4998155		4.205352		4.853335		5.547264		5.248703		1.1566917		1.8416262		6.577825		2.5133271		-1.1475222		1.8551116		8.156798		2.1118188		0.21000433		0.88098025		2.7176106		1.3295984		-0.19852209		0.89150596		3.028003		1.078486		Yes		No		No		CD891688		0		0		Ta.61155		0		0		0		0		TC459798		0		0

		A_99_P234321		10.46906		9.708674		10.072021		10.174174		11.955407		12.380414		15.690236		13.334989		13.206706		12.51859		15.773532		12.001614		2.801787		6.3719707		49.119213		8.943343		6.669812		7.0124354		52.038643		3.5490658		1.4863472		2.6717396		5.6182156		3.1608143		2.737646		2.8099155		5.7015114		1.8274393		Yes		Yes		Yes		CK161960		0		CK161960		Ta.56885		543197		wali5		wali5 protein		0		TC451236		0		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P063717		2.6451423		2.3080595		2.3722303		2.1534722		2.9000194		2.5960772		4.8790665		4.8117023		2.5065541		2.6224573		3.936372		1.5587912		1.1932341		1.2209616		5.6837225		6.3125815		-1.1008273		1.2434925		2.9570153		-1.5101386		0.2548771		0.28801775		2.5068362		2.65823		-0.13858819		0.3143978		1.5641418		-0.594681		Yes		No		No		CK214233		0		CK214233		Ta.24553		543007		OXO1		oxalate oxidase		0		TC415954		0		FGAS026156 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214233]

		A_99_P229376		4.7332354		4.173218		5.8220477		6.0517344		8.836449		11.411034		13.617103		11.007286		11.023721		11.349748		14.439957		11.336549		17.186613		150.93837		222.09836		31.029137		78.27531		144.66077		392.8701		38.98411		4.1032133		7.237816		7.795055		4.9555516		6.2904854		7.17653		8.6179085		5.2848144		Yes		Yes		Yes		TA61383_4565		0		0		0		0		0		0		0		TC384382		0		Rep: Pathogenesis-related 1a - Triticum monococcum (Einkorn wheat) (Small spelt), partial (80%) [TC384382]

		A_99_P264366		3.6977255		4.216965		4.0601363		4.985795		7.8586907		12.004897		11.741645		7.7689		10.905423		10.484722		12.271028		7.990368		17.888556		221.0045		205.28844		6.8833213		147.82002		77.05181		296.29526		8.025397		4.160965		7.787932		7.6815085		2.783105		7.207698		6.267757		8.210892		3.0045729		Yes		Yes		Yes		TA71224_4565		0		0		0		0		0		0		0		TC395661		0		0

		A_99_P225396		6.681064		5.87365		4.3859944		5.2569695		8.143498		7.8427315		10.429275		9.599847		7.826664		7.515162		9.25853		6.318156		2.7557294		3.9151876		65.94906		20.292538		2.212381		3.1199262		29.294039		2.0866466		1.4624343		1.9690814		6.04328		4.3428774		1.1455998		1.6415119		4.872535		1.0611863		Yes		Yes		Yes		Y09916		0		Y09916		Ta.56302		543322		pSBGer2		pSBGer2 protein		0		TC380569		0		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P223571		12.305271		12.840015		12.884243		12.8619795		11.836659		11.009683		11.822548		12.131844		10.662485		11.860866		10.595979		12.8758955		-1.3837773		-3.556191		-2.0873826		-1.6587954		-3.1226828		-1.9713033		-4.8846807		1.0096925		-0.46861172		-1.8303328		-1.0616951		-0.7301359		-1.642786		-0.9791498		-2.2882643		0.013916016		Yes		Yes		Yes		TA59568_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P202281		13.388509		12.902102		14.236758		13.705776		13.76329		12.7926		12.583237		13.161942		13.373837		12.613757		12.830129		13.007507		1.2966433		-1.0788563		-3.1460063		-1.4578424		-1.0102212		-1.2212389		-2.6511707		-1.6225567		0.3747816		-0.10950279		-1.6535215		-0.5438347		-0.014671326		-0.28834534		-1.4066296		-0.6982689		No		Yes		Yes		TA51679_4565		0		0		Ta.55027		0		0		0		0		TC391433		0		Rep: Non-specific lipid-transfer protein 3 precursor - Brassica napus (Rape), partial (69%) [TC391433]

		A_99_P335751		5.9432454		4.565578		3.5771828		6.7292085		5.403768		5.6875367		6.9415016		7.1465607		5.497326		5.1211114		6.48268		7.289284		-1.4534459		2.1764226		10.29819		1.3354743		-1.362182		1.4697119		7.492759		1.4743466		-0.53947735		1.1219587		3.3643188		0.4173522		-0.4459195		0.5555334		2.905497		0.56007576		No		Yes		Yes		TA92281_4565		0		0		0		0		0		0		0		TC405171		0		Rep: Chromosome chr14 scaffold_128, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC405171]

		A_99_P253866		3.0746782		3.7949092		4.9990225		5.394859		5.4128857		7.5668044		7.4272704		7.327137		5.94689		5.8997025		7.4295382		7.2064996		5.05674		13.66009		5.382394		3.816574		7.3218675		4.301361		5.390861		3.510413		2.3382075		3.7718952		2.428248		1.9322782		2.8722117		2.1047933		2.4305158		1.8116407		Yes		Yes		Yes		TA68233_4565		0		0		0		0		0		0		0		TC446976		0		Rep: Site-specific recombinase, phage integrase family - Pseudomonas syringae pv. tomato, partial (4%) [TC446976]

		A_99_P462562		7.907594		8.633594		10.441379		9.578906		8.56457		8.693668		9.079579		8.659205		9.244983		8.185798		9.372511		8.494213		1.5767744		1.0425198		-2.570055		-1.8917227		2.5269349		-1.3639548		-2.0977862		-2.120924		0.6569762		0.060074806		-1.3617992		-0.9197006		1.3373885		-0.44779587		-1.0688677		-1.084693		No		Yes		Yes		CK210372		0		CK210372		Ta.58397		0		0		0		0		TC412179		0		FGAS022177 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210372]

		A_99_P400102		7.573378		7.7719083		3.5146315		7.133545		6.0396214		5.3077703		1.3483983		3.577675		6.18998		5.4954696		1.5257765		4.006516		-2.8953881		-5.5179715		-4.488499		-11.760437		-2.6088212		-4.8448052		-3.9692185		-8.73634		-1.5337567		-2.464138		-2.166233		-3.5558698		-1.383398		-2.2764387		-1.988855		-3.127029		Yes		Yes		Yes		TA110467_4565		0		0		0		0		0		0		0		TC402455		0		Rep: Os07g0503500 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC402455]

		A_99_P440452		9.077054		9.229668		8.682788		7.8360176		12.220714		14.830605		15.40493		12.009885		13.985881		14.0132265		15.645855		11.536658		8.83763		48.53444		105.5763		18.049253		30.040289		27.54195		124.76479		13.001811		3.1436596		5.600937		6.722142		4.173867		4.908827		4.783559		6.963067		3.7006407		Yes		Yes		Yes		TATHAUMLP		0		0		0		0		0		0		0		TC396733		0		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (78%) [TC396733]

		A_99_P490192		6.0881915		6.234698		5.865312		7.5833163		7.223009		12.83358		14.695338		12.151235		10.679311		12.195614		15.066258		12.525754		2.195908		96.93073		455.09586		23.718128		24.10264		62.289455		588.51965		30.748362		1.1348176		6.598882		8.830027		4.5679183		4.5911193		5.960916		9.200947		4.9424376		Yes		Yes		Yes		AL828391		0		0		Ta.22619		0		0		0		0		TC427284		0		Rep: Pathogenesis-related protein 10 - Hordeum vulgare (Barley), partial (60%) [TC427284]

		A_99_P029339		3.6049984		3.4801805		3.5009296		3.970009		4.541883		4.337313		4.43915		5.8859596		5.938944		5.1358104		4.479728		5.6547413		1.9143898		1.8114345		1.916163		3.7736237		5.041823		3.150607		1.9708235		3.2148073		0.93688464		0.8571327		0.93822026		1.9159505		2.3339455		1.6556299		0.9787986		1.6847322		Yes		No		No		AY625682		0		AY625682		Ta.11117		606325		NAC69-1		NAC domain transcription factor		0		TC368677		0		Triticum aestivum NAC domain transcription factor (NAC69-1) mRNA, complete cds [AY625682]

		A_99_P448752		1.4187173		1.409074		1.4251305		1.4165908		1.3421587		1.3376886		3.951371		1.3498806		1.5909742		1.3945659		4.193684		1.3798903		-1.0544996		-1.0507252		5.760685		-1.0473257		1.1268198		-1.0101069		6.8142447		-1.0257652		-0.07655859		-0.07138538		2.5262403		-0.06671023		0.17225695		-0.014508009		2.7685537		-0.036700487		No		Yes		Yes		TC402792		0		0		0		0		0		0		0		TC402792		0		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC402792]

		A_99_P125050		4.917847		4.941004		5.08623		4.853746		4.333572		3.6289275		3.9813182		3.4320564		3.874338		3.5891564		3.7297966		3.5006921		-1.4992856		-2.4829865		-2.150857		-2.6789906		-2.0612354		-2.5523875		-2.5605135		-2.5545228		-0.58427525		-1.3120763		-1.1049116		-1.4216895		-1.0435092		-1.3518474		-1.3564332		-1.3530538		Yes		No		No		CJ541215		0		CJ541215		Ta.45656		0		0		0		0		0		0		CJ541215 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone rwhem16o04 3', mRNA sequence [CJ541215]

		A_99_P178349		10.44818		9.716569		8.723716		9.69582		10.044331		8.596963		7.1236		9.21119		9.5589485		9.772605		7.3162017		9.260712		-1.3230335		-2.1728764		-3.0316765		-1.3992267		-1.8521894		1.0396054		-2.6527967		-1.3520122		-0.4038496		-1.119606		-1.6001158		-0.48462963		-0.8892317		0.056035995		-1.4075141		-0.43510818		No		Yes		Yes		DY761310		0		DY761310		Ta.59319		0		0		0		0		TC459710		0		EST206 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone MC16F1L6-51, mRNA sequence [DY761310]

		A_99_P305831		9.624162		9.612087		8.572255		8.778246		9.519489		11.003967		10.154438		8.926822		10.120341		10.11728		10.318772		8.917472		-1.0752503		2.6242044		2.9942255		1.1084746		1.4104735		1.419313		3.3554754		1.1013141		-0.10467243		1.39188		1.5821829		0.14857578		0.49617958		0.50519276		1.7465172		0.13922596		No		Yes		Yes		TA83418_4565		0		0		0		0		0		0		0		TC428633		0		Rep: GGDP synthase - Tagetes erecta (African marigold), partial (15%) [TC428633]

		A_99_P422362		9.035068		9.800292		9.31844		9.374924		8.384437		8.220154		8.430052		8.393548		7.945474		8.927067		8.524963		8.674455		-1.5698546		-2.989985		-1.8511075		-1.9743471		-2.1281404		-1.8317533		-1.7332468		-1.625033		-0.65063095		-1.5801382		-0.88838863		-0.9813757		-1.0895934		-0.8732252		-0.79347706		-0.700469		Yes		Yes		Yes		TA77893_4565		0		0		Ta.46488		0		0		0		0		TC378422		0		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC378422]

		A_99_P108035		7.6385345		7.4875546		6.8230534		6.4667916		6.4131455		5.782021		5.4040494		5.550572		6.3573375		6.634847		5.647701		6.547546		-2.3381848		-3.261495		-2.6740084		-1.8871639		-2.4304056		-1.8058867		-2.2584808		1.0575708		-1.225389		-1.7055335		-1.419004		-0.9162197		-1.2811971		-0.8527074		-1.1753526		0.08075428		Yes		No		No		CK213627		0		CK213627		Ta.40496		0		0		0		0		TC413877		0		FGAS025536 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK213627]

		A_99_P410647		5.741486		5.0717044		4.848952		4.398636		4.703466		3.8619578		3.2283065		3.6065037		4.3447084		4.648931		3.8307257		4.3527207		-2.0534077		-2.3129702		-3.0751255		-1.7316318		-2.633128		-1.340502		-2.025427		-1.0323378		-1.0380201		-1.2097466		-1.6206453		-0.79213214		-1.3967776		-0.42277336		-1.0182261		-0.045915127		Yes		No		No		CJ557025		0		0		Ta.51219		0		0		0		0		TC372704		0		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC372704]

		A_99_P136820		3.2015426		2.7159607		6.0593705		7.5964484		5.5247746		7.895369		9.560236		8.375751		6.0280814		6.4112897		9.049285		9.424034		5.004521		36.23741		11.3204975		1.7163005		7.0937023		12.954029		7.9442687		3.5494258		2.323232		5.179408		3.5008655		0.7793021		2.8265388		3.695329		2.9899144		1.8275857		Yes		Yes		Yes		AK331366		0		AK331366		Ta.49248		100136968		ZIP5		zinc transporter-like		0		TC408854		0		Triticum aestivum cDNA, clone: WT007_F03, cultivar: Chinese Spring [AK331366]

		A_99_P343741		10.500981		9.71131		8.96279		9.9292145		10.263089		9.646586		10.223663		9.919696		9.30602		9.219299		10.08727		10.301126		-1.1792685		-1.0458848		2.3964083		-1.0066196		-2.2893872		-1.406404		2.18023		1.2940658		-0.23789215		-0.06472397		1.2608738		-0.009518623		-1.1949615		-0.49201107		1.1244802		0.37191105		No		Yes		Yes		TA94780_4565		0		0		0		0		0		0		0		TC401138		0		0

		A_99_P459657		6.241528		4.0160575		4.576376		3.3730686		7.9762535		6.953575		4.993565		5.062642		9.263242		4.7882557		5.9747367		3.7540605		3.3281615		7.66092		1.3353233		3.2256134		8.121317		1.70787		2.636019		1.3022369		1.7347255		2.9375176		0.41718912		1.6895735		3.0217137		0.7721982		1.3983607		0.38099194		Yes		No		No		TC410334		0		0		0		0		0		0		0		TC410334		0		0

		A_99_P228361		9.597857		9.854001		9.848128		10.067581		9.68328		10.03258		11.003838		9.872597		9.648692		9.985442		10.842338		10.055865		1.0609984		1.1317688		2.2279382		-1.1447119		1.035864		1.0953873		1.9919884		-1.0081539		0.085422516		0.17857933		1.1557093		-0.19498444		0.050834656		0.13144112		0.9942093		-0.011715889		No		Yes		Yes		TA61133_4565		0		0		0		0		0		0		0		TC455050		0		Rep: Adenosine kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC455050]

		A_99_P449067		3.014734		5.0039477		6.169063		6.0047736		2.80708		3.9008782		5.0354314		4.946601		3.8343976		4.0469174		4.93676		5.1918664		-1.1548088		-2.1481125		-2.1941037		-2.0822926		1.7649943		-1.9413097		-2.3494174		-1.756748		-0.207654		-1.1030695		-1.1336317		-1.0581727		0.8196635		-0.9570303		-1.2323031		-0.8129072		No		Yes		Yes		TC403045		0		0		0		0		0		0		0		TC403045		0		Rep: Transcription factor AP2D23-like - Oryza sativa subsp. japonica (Rice), partial (37%) [TC403045]

		A_99_P273691		8.134027		10.685452		12.906503		12.295639		6.8540897		8.02023		9.336429		11.700332		8.285329		7.6506886		9.844243		11.169618		-2.4282835		-6.34325		-11.876799		-1.5107944		1.1105715		-8.195113		-8.352798		-2.1825602		-1.2799368		-2.6652222		-3.570074		-0.59530735		0.15130234		-3.0347638		-3.0622597		-1.1260214		Yes		Yes		Yes		TA74033_4565		0		0		Ta.32596		0		0		0		0		TC380470		0		Rep: High light protein - Hordeum vulgare (Barley), partial (96%) [TC380470]

		A_99_P380747		10.462322		10.778439		10.664872		10.767224		9.973106		9.705134		9.139537		10.29812		9.917249		10.098126		9.233493		10.341229		-1.4036818		-2.104247		-2.8785362		-1.3842503		-1.4590946		-1.6024865		-2.6970444		-1.3434987		-0.48921585		-1.0733042		-1.5253353		-0.46910477		-0.5450735		-0.68031216		-1.4313793		-0.42599487		No		Yes		Yes		TA105718_4565		0		0		Ta.39765		0		0		0		0		TC444893		0		Rep: Glutathione S-transferase GST16-like protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC444893]

		A_99_P439842		3.3155365		3.972831		2.9299686		3.8867228		3.2132719		3.9843502		3.2162752		4.248457		4.3307805		4.0815105		4.3080735		4.3089485		-1.0734571		1.0080165		1.2195143		1.2849696		2.0212448		1.0782409		2.5992672		1.3399932		-0.10226464		0.011519194		0.28630662		0.36173415		1.015244		0.10867953		1.3781049		0.4222257		No		Yes		Yes		CJ673475		0		0		Ta.6221		0		0		0		0		TC396237		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC396237]

		A_99_P382877		4.5036635		5.646217		6.017367		5.8272896		3.5929587		4.082498		4.2214217		5.3877435		2.9843369		5.168085		4.6870475		5.4863887		-1.8799638		-2.9561486		-3.472429		-1.3561776		-2.8665724		-1.3929387		-2.5145833		-1.2665472		-0.91070485		-1.5637188		-1.7959452		-0.4395461		-1.5193267		-0.47813177		-1.3303194		-0.3409009		Yes		No		No		TA106237_4565		0		0		0		0		0		0		0		TC434674		0		Rep: BZIP transcription factor family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (63%) [TC434674]

		A_99_P152542		3.4914799		2.1158326		5.7372212		4.2331204		2.8221846		5.2695813		7.815738		6.628164		4.4230313		5.4861665		8.043328		5.3519344		-1.590296		8.899651		4.223728		5.259929		1.907326		10.341216		4.945468		2.1716838		-0.6692953		3.1537488		2.078517		2.3950434		0.93155146		3.370334		2.306107		1.118814		Yes		Yes		Yes		CJ858316		0		CJ858316		Ta.53361		0		0		0		0		TC379473		0		CJ858316 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4g14 5', mRNA sequence [CJ858316]

		A_99_P412027		10.792029		10.342153		9.566026		9.605351		11.052611		11.603055		10.556422		10.087517		11.690198		11.02325		10.915131		10.010364		1.1979618		2.396456		1.9867309		1.3968385		1.8636986		1.6033585		2.5475402		1.3241		0.26058197		1.2609024		0.9903965		0.48216534		0.89816856		0.68109703		1.3491049		0.40501213		No		Yes		Yes		TA60114_4565		0		0		Ta.45241		0		0		0		0		TC433088		0		Rep: UDP-D-xylose epimerase 2 - Hordeum vulgare (Barley), complete [TC433088]

		A_99_P311636		6.8677382		6.688091		6.599186		6.3711987		6.036787		5.3645415		5.291054		4.926229		5.746012		5.924015		4.781678		5.7224708		-1.7788578		-2.502811		-2.4762075		-2.722571		-2.1760716		-1.6982816		-3.5247178		-1.5677851		-0.8309512		-1.3235493		-1.3081322		-1.4449697		-1.121726		-0.76407576		-1.8175077		-0.6487279		Yes		Yes		Yes		TA85114_4565		0		0		0		0		0		0		0		TC380961		0		0

		A_99_P313066		10.096646		9.857284		9.856592		9.268443		10.532058		10.862465		10.523308		9.592536		10.593837		10.431551		10.557548		9.570545		1.3522965		2.0071957		1.5874549		1.2518771		1.4114622		1.4889212		1.6255809		1.2329396		0.43541145		1.0051813		0.6667156		0.32409286		0.49719048		0.5742674		0.7009554		0.3021021		No		Yes		Yes		AK335872		0		AK335872		Ta.29573		0		0		0		0		TC404553		0		Triticum aestivum cDNA, clone: WT013_P24, cultivar: Chinese Spring [AK335872]

		A_99_P440882		6.7293067		7.350437		8.185895		7.6366		6.5751724		7.038303		6.9431405		7.2018623		6.711184		7.1117344		7.3138614		7.003939		-1.1127536		-1.241543		-2.3664992		-1.351665		-1.012641		-1.1799313		-1.830241		-1.550422		-0.15413427		-0.31213427		-1.2427545		-0.43473768		-0.018122673		-0.23870277		-0.8720336		-0.63266087		No		Yes		Yes		TC397064		0		0		0		0		0		0		0		TC397064		0		Rep: Disulfide bond formation protein B - Xanthomonas campestris pv. campestris (strain 8004), partial (8%) [TC397064]

		A_99_P338411		7.972238		9.858975		9.826793		10.251314		6.820391		7.676581		8.253442		8.524529		6.4793468		8.642636		8.603104		8.922381		-2.2219815		-4.539063		-2.9759512		-3.3098934		-2.8145247		-2.3235636		-2.3354313		-2.5121677		-1.1518469		-2.1823945		-1.5733509		-1.7267847		-1.4928913		-1.2163391		-1.2236891		-1.3289328		Yes		Yes		Yes		TA93132_4565		0		0		0		0		0		0		0		TC420572		0		Rep: Os08g0546100 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC420572]

		A_99_P118155		8.793814		9.489846		8.308108		8.403151		7.2820396		8.04584		8.000903		6.9871764		6.9908223		9.099971		7.643533		8.430985		-2.8516047		-2.720753		-1.2373085		-2.6683986		-3.48943		-1.3102802		-1.5851014		1.019481		-1.5117741		-1.444006		-0.3072052		-1.4159741		-1.8029914		-0.3898754		-0.6645751		0.027834892		Yes		No		No		CJ702586		0		CJ702586		Ta.43565		0		0		0		0		TC404484		0		CJ702586 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd9n16 5', mRNA sequence [CJ702586]

		A_99_P000201		8.664647		8.162205		8.420842		9.306892		7.95326		6.92543		7.639066		7.6817703		7.7523303		7.2953625		6.838312		8.939056		-1.6373777		-2.3567111		-1.7192459		-3.0846827		-1.8820654		-1.8236669		-2.994946		-1.2904158		-0.71138716		-1.2367749		-0.78177595		-1.6251221		-0.9123168		-0.86684227		-1.58253		-0.367836		Yes		No		No		Y16242		0		Y16242		Ta.137		543329		LOC543329		beta-amylase		0		TC385716		0		Triticum aestivum mRNA for beta-amylase [Y16242]

		A_99_P451387		6.94435		7.866354		5.988176		7.0944114		6.4960327		4.958516		4.872578		5.972422		4.5205517		5.1993256		3.1099994		6.2797275		-1.3644477		-7.504926		-2.1668477		-2.1764686		-5.365818		-6.351197		-7.3522024		-1.7589128		-0.44831705		-2.9078379		-1.1155977		-1.1219893		-2.423798		-2.6670284		-2.8781765		-0.8146839		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P355006		8.081135		8.598904		8.469675		8.8472185		8.728801		9.859067		10.139834		9.293504		8.794391		9.368723		10.239623		8.964807		1.5666316		2.3952286		3.1824975		1.3625274		1.6395		1.7050562		3.4104166		1.0849196		0.647666		1.2601633		1.6701593		0.44628525		0.7132559		0.76981926		1.769948		0.11758804		Yes		Yes		Yes		AK331695		0		AK331695		Ta.50565		0		0		0		0		TC438920		0		Triticum aestivum cDNA, clone: WT002_C04, cultivar: Chinese Spring [AK331695]

		A_99_P020649		7.303613		6.9222145		5.9340453		6.2651343		7.762201		7.503279		6.923144		6.7690983		8.199799		7.3650994		7.070514		6.869734		1.3741958		1.4959528		1.9849443		1.4181046		1.8611385		1.3593198		2.198423		1.5205566		0.45858765		0.5810647		0.98909855		0.50396395		0.8961854		0.44288492		1.1364689		0.6045995		No		Yes		Yes		BM135459		0		BM135459		Ta.8198		0		0		0		0		TC425822		0		WHE0455_D08_G15ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0455_D08_G15, mRNA sequence [BM135459]

		A_99_P329051		7.018629		7.9402146		7.0660768		6.7792068		6.779939		6.8974967		7.160446		7.065212		6.2270503		7.37894		6.796592		6.96979		-1.1799207		-2.060105		1.0675987		1.2192594		-1.7309676		-1.4755722		-1.2053771		1.141225		-0.2386899		-1.0427179		0.09436941		0.28600502		-0.79157877		-0.5612745		-0.26948452		0.19058323		No		Yes		Yes		TA90259_4565		0		0		Ta.11281		0		0		0		0		TC411991		0		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC411991]

		A_99_P344701		10.275382		10.959321		10.721425		11.3745775		9.452281		9.458363		8.95762		11.106452		9.893669		9.433467		9.347589		10.945226		-1.7692047		-2.8303068		-3.395927		-1.2042421		-1.3028879		-2.8795714		-2.5915883		-1.3466284		-0.82310104		-1.5009584		-1.7638054		-0.26812553		-0.3817129		-1.5258541		-1.3738365		-0.4293518		Yes		Yes		Yes		TA95087_4565		0		0		0		0		0		0		0		TC413887		0		Rep: Cytochrome P450 family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (32%) [TC413887]

		A_99_P263111		12.391961		12.625258		12.570179		12.421295		12.841708		13.784566		13.413144		12.68045		12.963268		13.321613		13.708051		12.669667		1.3658009		2.233502		1.793733		1.1967778		1.4858693		1.6204054		2.2005615		1.187866		0.4497471		1.1593075		0.8429651		0.25915527		0.5713072		0.69635487		1.1378717		0.24837208		No		Yes		Yes		TA70867_4565		0		0		0		0		0		0		0		TC386032		0		0

		A_99_P562152		8.266957		8.07762		7.8451977		7.913704		7.732273		7.5386615		6.6033916		7.6111426		7.804964		7.63537		6.9495854		7.5937386		-1.448625		-1.4529228		-2.364944		-1.233332		-1.3774436		-1.3587215		-1.8603992		-1.2483006		-0.5346842		-0.5389581		-1.241806		-0.30256128		-0.46199322		-0.44224977		-0.89561224		-0.31996536		No		Yes		Yes		TC456901		0		0		0		0		0		0		0		TC456901		0		0

		A_99_P232016		13.225802		13.0873375		12.199269		12.28387		12.275246		12.079071		11.312772		10.710591		12.077945		12.45844		11.105786		12.035186		-1.9326184		-2.0114927		-1.8486825		-2.9758017		-2.215846		-1.546383		-2.1338859		-1.1881227		-0.95055676		-1.0082664		-0.8864975		-1.5732784		-1.1478577		-0.62889767		-1.093483		-0.24868393		Yes		No		No		TA62099_4565		0		0		Ta.54830		0		0		0		0		TC417734		0		0

		A_99_P217391		10.077026		10.012889		10.572085		9.985832		10.254658		9.771516		9.626086		10.024587		9.763274		9.547007		9.338389		9.860002		1.1310254		-1.1821172		-1.9265226		1.0272266		-1.2429361		-1.3811618		-2.351687		-1.0911357		0.17763138		-0.24137306		-0.94599915		0.038754463		-0.31375217		-0.4658823		-1.233696		-0.12583065		No		Yes		Yes		TA57218_4565		0		0		Ta.54620		0		0		0		0		TC395978		0		Rep: Methylthioadenosine/S-adenosyl homocysteine nucleosidase - Oryza sativa subsp. japonica (Rice), partial (95%) [TC395978]

		A_99_P100000		4.9917374		5.444233		4.926358		4.694624		3.9969444		3.7992907		3.6793642		4.7551637		4.3035965		4.424443		3.4568512		4.5251083		-1.9927945		-3.1273534		-2.3734639		1.0428559		-1.6112059		-2.0276241		-2.7692723		-1.1246808		-0.99479294		-1.6449423		-1.246994		0.060539722		-0.68814087		-1.0197902		-1.469507		-0.16951561		No		Yes		Yes		CK207180		0		CK207180		Ta.37800		0		0		0		0		TC449801		0		FGAS018798 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207180]

		A_99_P528812		7.5746245		7.6323323		7.1924796		7.019893		7.7380753		8.221296		8.020935		7.38162		7.7907357		8.057494		8.209227		7.244249		1.1199627		1.5041662		1.7757832		1.2849629		1.1615982		1.3427231		2.0233514		1.1682554		0.16345072		0.588964		0.82845545		0.36172676		0.21611118		0.42516184		1.016747		0.2243557		No		Yes		Yes		AK334089		0		AK334089		Ta.27942		0		0		0		0		TC444133		0		Triticum aestivum cDNA, clone: WT009_E23, cultivar: Chinese Spring [AK334089]

		A_99_P007311		10.227413		10.519826		10.228509		10.419486		10.456487		11.857208		12.077774		10.446775		10.568084		11.711165		11.9498825		10.407861		1.1720821		2.5269241		3.6031659		1.0190955		1.266345		2.2836468		3.297502		-1.0080906		0.22907352		1.3373823		1.8492651		0.02728939		0.3406706		1.1913395		1.7213736		-0.01162529		No		Yes		Yes		CK218017		0		CK218017		Ta.3607		0		0		0		0		TC379316		0		FGAS030023 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK218017]

		A_99_P291081		11.082837		11.649234		11.99994		11.358964		10.34789		10.291611		9.795281		11.043541		10.310681		10.617057		10.1274805		10.915524		-1.6643366		-2.5626264		-4.609654		-1.2443764		-1.7078198		-2.0451078		-3.6615624		-1.3598434		-0.7349472		-1.3576231		-2.2046585		-0.315423		-0.77215576		-1.032177		-1.8724594		-0.44344044		Yes		Yes		Yes		TA79110_4565		0		0		Ta.10648		0		0		0		0		TC426994		0		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC426994]

		A_99_P247391		7.6428604		6.2705064		1.8178266		6.191078		6.632646		5.8870635		6.4881425		4.5180545		7.3395476		7.622256		7.5343986		5.2720046		-2.0142102		-1.3044511		25.46274		-3.1888223		-1.2339747		2.5522141		52.58472		-1.8909007		-1.0102143		-0.38344288		4.6703157		-1.6730237		-0.30331278		1.3517494		5.716572		-0.9190736		No		Yes		Yes		TA66389_4565		0		0		Ta.2746		0		0		0		0		TC409014		0		Rep: Peroxidase precursor - Linum usitatissimum (Flax) (Linseed), partial (34%) [TC409014]

		A_99_P591147		14.790132		14.086648		12.226006		13.922931		14.772147		13.44942		10.61805		13.752861		14.347924		13.288241		9.928887		13.734431		-1.0125438		-1.5553379		-3.0481966		-1.1251129		-1.3586816		-1.7391793		-4.9147506		-1.1395779		-0.01798439		-0.637228		-1.6079559		-0.1700697		-0.44220734		-0.7984066		-2.2971182		-0.18849945		No		Yes		Yes		DR740377		0		DR740377		Ta.41356		542855		Wrab17		cold-responsive LEA/RAB-related COR protein		0		TC395480		0		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P307876		12.542628		12.384281		10.770736		10.316798		12.085803		10.443806		8.037886		9.622037		11.800044		11.847824		8.608754		8.949387		-1.3725182		-3.8383212		-6.647676		-1.6186166		-1.6731702		-1.4504063		-4.4752913		-2.5800724		-0.45682526		-1.9404755		-2.73285		-0.6947613		-0.7425842		-0.53645706		-2.1619816		-1.3674116		Yes		No		No		TA84010_4565		0		0		0		0		0		0		0		TC380953		0		Rep: Nodulin-like protein - Oryza sativa subsp. japonica (Rice), partial (87%) [TC380953]

		A_99_P088295		8.978738		9.733333		9.491694		10.133176		8.4469185		8.364474		7.2074504		9.746545		8.435089		8.773909		7.315222		9.701907		-1.4457512		-2.5826612		-4.871088		-1.3073369		-1.4576544		-1.9445333		-4.5204697		-1.3484188		-0.53181934		-1.3688583		-2.284244		-0.386631		-0.5436487		-0.959424		-2.1764727		-0.4312687		Yes		Yes		Yes		CD927648		0		CD927648		Ta.33584		0		0		0		0		TC392424		0		GR45.102M10F010316 GR45 Triticum aestivum cDNA clone GR45102M10, mRNA sequence [CD927648]

		A_99_P557067		3.2548294		3.5286162		3.0066974		2.9856555		3.5794716		5.815223		5.7286735		3.5907495		3.6249855		4.176487		5.1490436		3.9330597		1.2523538		4.8790727		6.597759		1.5210778		1.2924926		1.566854		4.414794		1.9283998		0.32464218		2.286607		2.721976		0.60509396		0.37015605		0.6478708		2.1423461		0.94740415		Yes		Yes		Yes		BT009273		0		BT009273		Ta.27506		543453		Amt2.1		ammonium transporter AMT2.1		0		TC454975		0		Triticum aestivum clone wlk8.pk0013.b6:fis, full insert mRNA sequence [BT009273]

		A_99_P238786		13.742404		14.523244		15.989602		14.831734		15.45969		17.077707		16.76001		15.630313		16.290106		15.500201		17.3244		15.03326		3.2881727		5.8744893		1.7057518		1.7393873		5.847021		1.9683098		2.5224013		1.1499145		1.7172861		2.5544634		0.7704077		0.7985792		2.5477018		0.9769573		1.3347979		0.20152664		Yes		No		No		U55859		0		U55859		Ta.217		543244		LOC543244		heat shock protein 80		0		TC419284		0		Triticum aestivum heat shock protein 80 mRNA, complete cds [U55859]

		A_99_P275521		2.0653317		3.0118415		2.3569658		2.2013142		1.776424		3.874911		4.685389		4.8109207		2.921297		3.3896046		4.53227		4.3741126		-1.2217149		1.8189042		5.022561		6.103372		1.8099695		1.2993256		4.51681		4.5089717		-0.28890765		0.86306953		2.3284233		2.6096065		0.8559654		0.37776303		2.1753042		2.1727984		Yes		No		No		TA74582_4565		0		0		Ta.7458		0		0		0		0		TC401542		0		Rep: Ubiquitin fusion protein - Arachis hypogaea (Peanut), partial (97%) [TC401542]

		A_99_P150137		1.4062265		1.7000123		2.5226758		2.3375263		2.9098108		2.6784732		3.023283		3.9799232		2.759425		2.8276856		1.9147462		2.7107048		2.8354628		1.9703623		1.414809		3.1218407		2.5547788		2.1850605		-1.5240705		1.2952032		1.5035843		0.9784609		0.50060725		1.6423969		1.3531984		1.1276733		-0.6079296		0.37317848		Yes		No		No		CJ851314		0		CJ851314		Ta.52806		0		0		0		0		TC454749		0		CJ851314 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal18n23 5', mRNA sequence [CJ851314]

		A_99_P018584		8.78254		7.9609094		8.247375		7.913843		9.15771		9.710945		9.423122		8.469968		10.061944		9.358802		9.582446		8.765481		1.2969922		3.3636692		2.2590995		1.4703144		2.4273863		2.6351635		2.52288		1.8045484		0.37516975		1.7500358		1.1757479		0.5561247		1.2794037		1.3978925		1.3350716		0.85163784		Yes		No		No		TA82519_4565		0		0		0		0		0		0		0		TC383926		0		Rep: Os03g0803600 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC383926]

		A_99_P550937		8.430919		8.122773		7.8756886		8.204247		9.582873		10.332618		10.6620655		9.513326		10.1043825		9.992244		10.613587		9.7181425		2.2221477		4.6262546		6.8989506		2.4778318		3.1897953		3.6539848		6.6709805		2.8558002		1.1519547		2.2098446		2.786377		1.3090782		1.6734638		1.8694706		2.7378988		1.513895		Yes		Yes		Yes		CV766143		0		0		0		0		0		0		0		TC452624		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC452624]

		A_99_P405662		6.679456		6.6114216		6.2861176		6.604527		5.9649663		5.605067		5.086636		5.7023244		5.6888995		6.0688386		4.90616		6.2664795		-1.640903		-2.008829		-2.2965713		-1.8689171		-1.9869516		-1.456578		-2.6026073		-1.2640448		-0.71448994		-1.0063548		-1.1994815		-0.9022026		-0.9905567		-0.542583		-1.3799577		-0.3380475		No		Yes		Yes		TA111812_4565		0		0		0		0		0		0		0		TC450323		0		Rep: Os01g0146700 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC450323]

		A_99_P526057		6.949444		6.95489		7.036898		7.3212476		6.3304276		5.7062154		6.7743907		7.2660155		6.0966926		6.729305		6.9650173		7.569118		-1.5358275		-2.3762298		-1.1995617		-1.0390263		-1.8059416		-1.1692512		-1.0510861		1.187453		-0.6190162		-1.2486744		-0.26250744		-0.055232048		-0.85275126		-0.22558498		-0.07188082		0.24787045		No		Yes		Yes		TC443266		0		0		0		0		0		0		0		TC443266		0		0

		A_99_P193958		10.787683		12.381076		12.192376		12.161991		10.221584		10.8434515		11.189513		11.30038		9.742202		11.345096		10.97782		11.54259		-1.480514		-2.9031606		-2.0039728		-1.8170667		-2.064054		-2.0505064		-2.320693		-1.5362372		-0.5660982		-1.5376244		-1.0028629		-0.86161137		-1.0454807		-1.0359802		-1.2145557		-0.619401		No		Yes		Yes		CJ799974		0		CJ799974		Ta.62821		0		0		0		0		0		0		CJ799974 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct18n22 5', mRNA sequence [CJ799974]

		A_99_P194113		6.4658318		6.2459817		6.1316247		6.2702127		6.4715104		7.4610906		7.722811		6.579761		6.8967795		6.636844		8.061492		6.491472		1.0039439		2.321583		3.0129704		1.2393197		1.3481189		1.311177		3.8102014		1.1657505		0.0056786537		1.2151089		1.5911865		0.30954838		0.43094778		0.39086246		1.9298673		0.22125912		No		Yes		Yes		CJ829310		0		CJ829310		Ta.62861		0		0		0		0		TC445325		0		CJ829310 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal29g19 5', mRNA sequence [CJ829310]

		A_99_P408827		11.340693		12.068431		8.7835		11.534782		10.431792		10.64336		8.257564		10.2750635		9.8440895		11.23267		7.075579		11.150742		-1.877615		-2.6852767		-1.4398676		-2.3944907		-2.8217769		-1.7847984		-3.266896		-1.3049918		-0.9089012		-1.4250708		-0.5259361		-1.2597189		-1.496604		-0.8357611		-1.7079206		-0.38404083		Yes		Yes		Yes		TA64357_4565		0		0		Ta.27744		0		0		0		0		TC369886		0		0

		A_99_P438887		9.261432		9.08295		9.039735		9.117694		8.659362		8.043748		7.8806725		8.962162		8.555277		8.535119		7.8208795		8.958692		-1.5178927		-2.0550902		-2.2331226		-1.1138322		-1.63145		-1.4618858		-2.3276198		-1.1165148		-0.60206985		-1.0392017		-1.1590624		-0.15553188		-0.7061548		-0.5478306		-1.2188554		-0.1590023		No		Yes		Yes		TA84569_4565		0		0		0		0		0		0		0		TC395463		0		0

		A_99_P377942		9.01076		8.84427		8.94342		8.85923		8.970685		8.012176		7.438188		8.693255		8.529676		8.493455		7.281774		8.819425		-1.0281675		-1.7802677		-2.8387039		-1.1219237		-1.3957919		-1.2752807		-3.1637735		-1.0279752		-0.040075302		-0.8320942		-1.5052323		-0.16597462		-0.48108387		-0.35081482		-1.6616464		-0.039805412		No		Yes		Yes		TA105027_4565		0		0		Ta.20534		0		0		0		0		NP234608		0		GB

		A_99_P199331		3.956433		3.5597134		4.420322		4.277888		4.5195465		6.293962		5.905475		4.7737417		5.2993646		5.1207843		6.150948		5.1892943		1.4774542		6.6541233		2.799469		1.4101552		2.5366623		2.950728		3.3187182		1.8808783		0.56311345		2.7342486		1.4851532		0.4958539		1.3429315		1.5610709		1.7306261		0.9114065		Yes		Yes		Yes		AY666013		0		AY666013		Ta.351		778392		LOC778392		cold acclimation induced protein 2-1		0		TC432489		0		Triticum aestivum cold acclimation induced protein 2-1 mRNA, complete cds [AY666013]

		A_99_P494032		8.25888		7.1607933		6.2339377		6.5242977		8.305448		8.277249		7.5513196		6.776069		8.851704		8.49205		8.048254		6.731363		1.032805		2.168137		2.4921343		1.1906682		1.5081961		2.516218		3.5169291		1.1543375		0.046567917		1.116456		1.3173819		0.25177145		0.592824		1.3312569		1.8143163		0.2070651		No		Yes		Yes		TC429070		0		0		0		0		0		0		0		TC429070		0		Rep: orotate phosphoribosyltransferase - Burkholderia pseudomallei 1106b, partial (9%) [TC429070]

		A_99_P447542		4.55137		4.794617		5.3362746		3.6999404		3.845557		3.9424722		3.4485276		3.4230363		3.611848		3.9968255		3.6005208		2.5870707		-1.6310637		-1.8051828		-3.700569		-1.2115921		-1.9178927		-1.7384381		-3.3305347		-2.1627543		-0.70581317		-0.85214496		-1.887747		-0.2769041		-0.939522		-0.7977917		-1.7357538		-1.1128697		Yes		Yes		Yes		TC401975		0		0		0		0		0		0		0		TC401975		0		0

		A_99_P227766		14.840569		15.226741		15.530136		15.460959		15.904071		15.154658		15.030712		16.235647		14.0131235		14.496457		13.388301		15.903766		2.0899992		-1.051233		-1.4136491		1.7108197		-1.77454		-1.6589653		-4.413231		1.3592457		1.0635023		-0.07208252		-0.49942398		0.77468777		-0.82744503		-0.73028374		-2.1418352		0.44280624		No		Yes		Yes		AK332922		0		AK332922		Ta.24592		0		0		0		0		TC393608		0		Triticum aestivum cDNA, clone: WT005_D09, cultivar: Chinese Spring [AK332922]

		A_99_P233206		8.264754		8.445512		8.275685		8.378434		8.625367		9.521874		9.125524		8.529506		8.759479		9.178231		9.498872		8.579032		1.2839712		2.1087127		1.8022989		1.1103939		1.4090514		1.6617686		2.334618		1.1491745		0.36061287		1.0763626		0.84983826		0.15107155		0.49472427		0.7327194		1.2231865		0.20059776		No		Yes		Yes		AK333048		0		AK333048		Ta.56098		0		0		0		0		TC382495		0		Triticum aestivum cDNA, clone: WT005_I06, cultivar: Chinese Spring [AK333048]

		A_99_P536307		6.305907		6.170649		4.998762		6.476591		5.183742		5.5392165		4.4995804		4.718121		6.210918		5.252377		4.2484927		5.7424717		-2.1767335		-1.5491024		-1.4134117		-3.3833914		-1.0680572		-1.8898504		-1.682107		-1.6633818		-1.1221647		-0.63143253		-0.49918175		-1.75847		-0.09498882		-0.918272		-0.7502694		-0.7341194		Yes		No		No		TC447077		0		0		0		0		0		0		0		TC447077		0		Rep: ZIM motif family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (31%) [TC447077]

		A_99_P531552		1.4346828		1.5119096		2.6144347		2.0063114		7.5798354		9.30595		8.454764		4.290956		9.56022		8.834632		8.161595		3.7452478		70.77425		221.94228		57.294693		4.872441		279.2739		160.08812		46.758625		3.3378901		6.1451526		7.7940407		5.8403296		2.2846446		8.125537		7.3227224		5.5471606		1.7389364		Yes		Yes		Yes		TC445209		0		0		0		0		0		0		0		TC445209		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: IstB domain protein ATP-binding protein - Methylobacterium chloromethanicum CM4, partial (5%) [TC445209]

		A_99_P433432		14.832164		14.838351		13.824651		14.136688		14.532567		13.999486		11.862579		14.1421		14.397385		14.1716795		11.808223		14.155904		-1.2308004		-1.7886428		-3.89621		1.0037584		-1.3517039		-1.5874066		-4.0458083		1.0134083		-0.2995968		-0.8388653		-1.9620714		0.0054121017		-0.43477917		-0.66667175		-2.016428		0.019215584		No		Yes		Yes		TA56367_4565		0		0		Ta.54486		0		0		0		0		TC391257		0		Rep: Beta-D-glucan exohydrolase isoenzyme ExoI - Hordeum vulgare var. distichum (Two-rowed barley), partial (22%) [TC391257]

		A_99_P374442		6.2336564		6.2744946		5.7041745		6.164135		7.9104614		9.730079		7.3160453		6.82041		8.621049		8.335395		7.596991		6.3207173		3.1971912		10.970703		3.0564792		1.576008		5.2321086		4.172466		3.7135952		1.1146435		1.676805		3.455584		1.6118708		0.6562748		2.3873925		2.0609002		1.8928165		0.15658236		Yes		Yes		Yes		TA104158_4565		0		0		0		0		0		0		0		TC428900		0		0

		A_99_P417887		5.5337443		5.098144		4.380106		4.5143485		5.9587784		6.639813		6.6868114		9.919337		7.126093		6.274966		5.8870425		6.616155		1.3426042		2.911311		4.94752		42.370514		3.0153983		2.2607818		2.8420591		4.2924657		0.42503405		1.5416689		2.3067055		5.404989		1.5923486		1.1768217		1.5069366		2.1018066		Yes		Yes		Yes		TA81317_4565		0		0		0		0		0		0		0		TC378898		0		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (59%) [TC378898]

		A_99_P458002		9.617434		9.0479		9.2753		9.699135		9.640089		8.7175865		7.9075294		9.836106		9.550563		8.740581		7.660869		9.241309		1.0158275		-1.2572867		-2.5807147		1.0995944		-1.0474422		-1.2374066		-3.061908		-1.3734703		0.022655487		-0.33031368		-1.3677707		0.13697147		-0.06687069		-0.30731964		-1.6144309		-0.45782566		No		Yes		Yes		CD936415		0		0		Ta.54296		0		0		0		0		TC409194		0		Rep: P-type ATPase - Hordeum vulgare (Barley), partial (18%) [TC409194]

		A_99_P501802		9.026313		8.318801		7.86593		9.452173		7.1599746		5.9107895		8.125045		7.401405		7.574579		7.4554157		8.72348		8.225696		-3.64606		-5.3074226		1.1967441		-4.1432657		-2.7353663		-1.8193022		1.8119588		-2.3399498		-1.8663383		-2.4080114		0.25911474		-2.0507684		-1.4517341		-0.8633852		0.85755014		-1.2264776		Yes		No		No		CJ896772		0		CJ896772		Ta.68360		0		0		0		0		TC432495		0		CJ896772 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles10j04 5', mRNA sequence [CJ896772]

		A_99_P005096		9.371657		9.564652		9.383267		9.611168		9.951043		10.629169		10.685622		10.115663		10.866451		10.017723		10.91851		9.796406		1.494213		2.0914695		2.4663112		1.4186263		2.818239		1.3689508		2.8983724		1.1370045		0.57938576		1.064517		1.3023548		0.50449467		1.4947939		0.45307064		1.535243		0.18523788		No		Yes		Yes		AJ421947		0		AJ421947		Ta.2780		543349		ntr		NADPH-thioredoxin reductase		0		TC383011		0		Triticum aestivum mRNA for NADPH-thioredoxin reductase (ntr gene) [AJ421947]

		A_99_P518172		6.5475616		7.2403684		6.1631436		6.6614227		5.6540203		5.821661		5.443558		6.635262		5.541073		6.569097		5.1630216		6.745191		-1.8577306		-2.6734586		-1.6467087		-1.0182986		-2.0090156		-1.5924757		-2.0001693		1.0597826		-0.89354134		-1.4187074		-0.7195854		-0.026160717		-1.0064888		-0.6712713		-1.0001221		0.08376837		No		Yes		Yes		TC439806		0		0		0		0		0		0		0		TC439806		GO:0004497(monooxygenase activity)|GO:0005739(mitochondrion)|GO:0006118(electron transport)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P298326		9.110592		9.4153185		9.380941		9.618717		9.239551		8.757428		8.694972		9.588889		8.469449		8.983665		8.150687		9.5015745		1.0935042		-1.5777737		-1.6087825		-1.0208905		-1.5595641		-1.3487781		-2.3460832		-1.0845847		0.1289587		-0.6578903		-0.68596935		-0.029828072		-0.64114285		-0.43165302		-1.2302542		-0.11714268		No		Yes		Yes		AK333675		0		AK333675		Ta.6536		0		0		0		0		TC413293		0		Triticum aestivum cDNA, clone: WT008_C23, cultivar: Chinese Spring [AK333675]

		A_99_P419977		13.297977		13.178344		13.202859		14.056516		13.369209		13.925868		15.378421		14.22136		13.527095		13.526284		15.478213		14.35186		1.0506134		1.6789093		4.5176167		1.1210452		1.1721177		1.2727424		4.8411655		1.2271779		0.07123184		0.74752426		2.175562		0.16484451		0.2291174		0.34794044		2.2753544		0.29534435		No		Yes		Yes		TA61670_4565		0		0		Ta.53969		0		0		0		0		TC380693		0		0

		A_99_P549092		13.288647		13.432723		13.688128		13.595805		13.248933		13.147117		12.188988		13.423434		13.560252		13.062164		12.545403		13.277501		-1.0279099		-1.2189225		-2.8267431		-1.1269089		1.2071505		-1.2928535		-2.2079782		-1.246864		-0.03971386		-0.28560638		-1.4991407		-0.17237091		0.2716055		-0.37055874		-1.142726		-0.31830406		No		Yes		Yes		TA66371_4565		0		0		Ta.54073		0		0		0		0		TC451919		0		0

		A_99_P304906		9.51177		9.363106		10.866513		11.265824		8.063027		8.192862		9.787712		9.453421		8.446356		8.470588		9.332332		10.818363		-2.7297008		-2.2504978		-2.1122801		-3.5122697		-2.092771		-1.8564135		-2.896241		-1.3636384		-1.4487429		-1.1702442		-1.0788012		-1.8124037		-1.0654144		-0.89251804		-1.5341816		-0.44746113		Yes		No		No		TA83143_4565		0		0		Ta.44254		0		0		0		0		TC381178		0		Rep: Hydrolase, alpha/beta fold family-like - Oryza sativa subsp. japonica (Rice), partial (43%) [TC381178]

		A_99_P157292		4.193531		4.059007		4.207281		4.7512136		2.315295		2.490465		3.5155828		2.6834934		2.6572044		2.5667145		2.5560424		2.4882922		-3.676253		-2.9660487		-1.6151837		-4.192237		-2.9005504		-2.813357		-3.141032		-4.799624		-1.878236		-1.5685422		-0.6916983		-2.0677202		-1.5363266		-1.4922926		-1.6512387		-2.2629213		Yes		No		No		CK167557		0		CK167557		Ta.54507		0		0		0		0		0		0		FGAS051946 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167557]

		A_99_P293261		4.8261566		4.643123		5.018602		4.990549		3.9140673		4.3857117		4.0671663		3.6156275		3.5525115		4.289433		4.0329747		3.1448708		-1.8817687		-1.195332		-1.9337959		-2.593538		-2.4177167		-1.2778249		-1.980174		-3.594219		-0.91208935		-0.25741148		-0.95143557		-1.3749216		-1.2736452		-0.35369015		-0.9856272		-1.8456783		Yes		No		No		TA79723_4565		0		0		0		0		0		0		0		TC438867		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (9%) [TC438867]

		A_99_P285801		11.064667		10.517682		9.725529		9.752037		9.78958		9.280558		8.649957		8.716642		9.586144		9.830785		8.633605		9.883031		-2.420133		-2.3572822		-2.1075575		-2.0496743		-2.7866316		-1.6098176		-2.1315808		1.0950478		-1.2750864		-1.2371244		-1.075572		-1.0353947		-1.4785223		-0.6868973		-1.0919237		0.13099384		Yes		No		No		AK330979		0		AK330979		Ta.20947		0		0		0		0		TC417841		0		Triticum aestivum cDNA, clone: SET5_M12, cultivar: Chinese Spring [AK330979]

		A_99_P534137		5.668196		5.7253833		6.507422		6.172308		4.9381905		4.788795		5.173384		5.89658		4.838837		4.8039346		4.728605		5.6357293		-1.6586457		-1.9139966		-2.5210729		-1.2106047		-1.7768958		-1.8940163		-3.4314473		-1.4505285		-0.73000574		-0.9365883		-1.3340378		-0.27572775		-0.82935905		-0.9214487		-1.7788172		-0.53657866		Yes		Yes		Yes		TC446210		0		0		0		0		0		0		0		TC446210		0		Rep: Os11g0533100 protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC446210]

		A_99_P502597		11.318143		11.799426		13.025975		12.441142		12.50262		13.890094		13.6748085		12.641124		13.271005		12.751672		14.02201		12.691764		2.2728097		4.259452		1.5678997		1.1486838		3.8714173		1.9348822		1.9945104		1.1897198		1.1844769		2.0906677		0.6488333		0.19998169		1.9528618		0.9522457		0.9960346		0.2506218		Yes		Yes		Yes		AK331708		0		AK331708		Ta.54686		0		0		0		0		TC432842		0		Triticum aestivum cDNA, clone: WT002_C16, cultivar: Chinese Spring [AK331708]

		A_99_P295716		3.3081987		1.3486239		1.3249565		2.4591234		5.276277		5.0605717		4.806082		2.7160149		6.8603683		4.6796756		5.30395		2.738409		3.9124665		13.104115		11.1666565		1.1949013		11.730312		10.063441		15.768718		1.2135938		1.9680784		3.711948		3.4811254		0.2568915		3.5521696		3.3310518		3.9789934		0.27928567		Yes		Yes		Yes		CV773727		0		CV773727		Ta.5160		0		0		0		0		TC412692		0		FGAS068124 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773727]

		A_99_P087915		9.401855		9.701847		9.442124		9.371369		9.882776		10.411844		10.196559		9.670224		10.189331		10.2336855		10.541818		9.467221		1.3956342		1.635801		1.6869704		1.2301675		1.7260516		1.4457704		2.1430912		1.0686963		0.4809208		0.7099972		0.7544346		0.29885483		0.7874756		0.5318384		1.0996933		0.0958519		No		Yes		Yes		TA86216_4565		0		0		0		0		0		0		0		TC449444		0		0

		A_99_P409612		14.847669		14.817025		14.329514		14.53127		13.709361		13.690167		13.194679		13.005143		13.598119		14.092444		13.051547		14.544002		-2.2012265		-2.1838257		-2.1959333		-2.880116		-2.3776722		-1.6524204		-2.4249694		1.0088639		-1.1383076		-1.1268578		-1.1348343		-1.5261269		-1.2495499		-0.72458076		-1.2779665		0.012731552		Yes		No		No		TC371697		0		0		0		0		0		0		0		TC371697		GO:0009536(plastid)|GO:0016020(membrane)		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC371697]

		A_99_P314586		7.697351		6.087725		5.3844438		7.274957		8.163001		8.693259		8.003505		7.1042247		9.022549		8.549435		7.959768		7.8843064		1.3809395		6.086168		6.143501		-1.1256299		2.5056722		5.508691		5.9600487		1.5255709		0.46565008		2.605534		2.619061		-0.1707325		1.3251977		2.4617095		2.575324		0.60934925		Yes		No		No		TA85985_4565		0		0		Ta.40558		0		0		0		0		TC430290		0		0

		A_99_P418692		6.557848		7.1196823		6.2885075		6.6596227		6.5939827		7.088116		7.6249394		6.610508		6.9088426		7.3763733		7.7441354		6.515478		1.025363		-1.0221211		2.52526		-1.0346298		1.2754396		1.1947353		2.742759		-1.1050752		0.03613472		-0.031566143		1.336432		-0.049114704		0.3509946		0.25669098		1.4556279		-0.14414454		No		Yes		Yes		TC379606		0		0		0		0		0		0		0		TC379606		GO:0000902(cell morphogenesis)|GO:0000910(cytokinesis)|GO:0002119(nematode larval development)|GO:0003674(molecular_function)|GO:0003774(motor activity)|GO:0005200(structural constituent of cytoskeleton)|GO:0005215(transporter activity)|GO:0005515(protein binding)|GO:0005575(cellular_component)|GO:0005643(nuclear pore)|GO:0005739(mitochondrion)|GO:0005856(cytoskeleton)|GO:0005884(actin filament)|GO:0006897(endocytosis)|GO:0006928(cellular component movement)|GO:0006935(chemotaxis)|GO:0007010(cytoskeleton organization)|GO:0007507(heart development)|GO:0008150(biological_process)|GO:0009536(plastid)|GO:0009792(embryo development ending in birth or egg hatching)|GO:0015012(heparan sulfate proteoglycan biosynthetic process)|GO:0015020(glucuronosyltransferase activity)|GO:0015629(actin cytoskeleton)|GO:0016023(cytoplasmic membrane-bounded vesicle)|GO:0016192(vesicle-mediated transport)|GO:0017022(myosin binding)|GO:0030016(myofibril)|GO:0030036(actin cytoskeleton organization)|GO:0030206(chondroitin sulfate biosynthetic process)|GO:0031143(pseudopodium)|GO:0031252(cell leading edge)|GO:0035050(embryonic heart tube development)|GO:0040007(growth)|GO:0040016(embryonic cleavage)|GO:0040035(hermaphrodite genitalia development)|GO:0042331(phototaxis)|GO:0043034(costamere)|GO:0045214(sarcomere organization)|GO:0045335(phagocytic vesicle)|GO:0051592(response to calcium ion)		Rep: Actin-1 - Oryza sativa subsp. indica (Rice), partial (51%) [TC379606]

		A_99_P348706		4.821182		4.187823		4.946175		4.271057		7.0156975		10.445889		8.07386		7.9999657		8.058193		8.846524		8.869599		7.8275585		4.5773597		76.536		8.740314		13.259078		9.42839		25.258575		15.172893		11.765587		2.1945157		6.2580667		3.127685		3.7289085		3.2370114		4.6587014		3.9234242		3.5565014		Yes		Yes		Yes		TA96324_4565		0		0		Ta.38869		0		0		0		0		TC378388		0		Rep: Hypersensitive-induced response protein - Carica papaya (Papaya), partial (64%) [TC378388]

		A_99_P127825		9.485735		9.9682455		9.765726		9.514157		9.609641		10.492928		11.4528055		10.424438		10.246109		10.209243		11.366342		10.070357		1.0896813		1.4386165		3.2200418		1.8794118		1.6939298		1.1818093		3.0327268		1.4703912		0.123906136		0.52468204		1.6870794		0.9102812		0.76037407		0.24099731		1.6006155		0.5562		No		Yes		Yes		TA74669_4565		0		0		Ta.46619		0		0		0		0		TC386102		0		0

		A_99_P151477		3.7704124		4.1247272		5.063814		4.567036		2.5142047		2.3179762		3.7050552		3.1072054		2.2909102		3.8656857		2.8167531		4.2260737		-2.3886702		-3.4985352		-2.5646446		-2.750761		-2.788525		-1.1966834		-4.747148		-1.2666012		-1.2562077		-1.806751		-1.3587589		-1.4598308		-1.4795022		-0.25904155		-2.247061		-0.3409624		Yes		No		No		CJ823266		0		CJ823266		Ta.53108		0		0		0		0		TC450470		0		CJ823266 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal11j23 5', mRNA sequence [CJ823266]

		A_99_P137824		1.365517		2.0795085		2.6102462		4.6009707		1.8371795		8.131128		8.598984		7.14019		3.2367907		5.103298		8.042666		8.028043		1.3867066		66.331375		63.502327		5.812744		3.6585543		8.133012		43.183857		10.756017		0.47166252		6.0516195		5.9887376		2.5392194		1.8712736		3.0237896		5.4324203		3.427072		Yes		Yes		Yes		BT009316		0		BT009316		Ta.49545		0		0		0		0		TC415482		0		Triticum aestivum clone wlm12.pk0006.a4:fis, full insert mRNA sequence [BT009316]

		A_99_P167839		11.497096		9.701125		7.112892		9.264001		11.877923		10.799701		14.594663		10.609937		12.471524		11.251434		13.955364		9.959588		1.302088		2.1414316		178.74641		2.5419502		1.9648622		2.928799		114.75968		1.6195434		0.38082695		1.0985756		7.4817705		1.3459358		0.9744282		1.5503092		6.842472		0.69558716		Yes		Yes		Yes		X85230		0		X85230		Ta.56904		543482		pox4		peroxidase		0		TC403451		0		T.aestivum pox4 gene [X85230]

		A_99_P523107		6.671505		6.1244426		6.48076		7.3335404		7.610205		8.523735		7.40243		6.803621		8.240572		7.691295		7.615725		7.1089396		1.9168005		5.275444		1.8943068		-1.4438487		2.9671276		2.9625769		2.1961322		-1.1684539		0.9387002		2.3992925		0.92166996		-0.5299196		1.569067		1.5668526		1.134965		-0.22460079		Yes		Yes		Yes		TC441768		0		0		0		0		0		0		0		TC441768		0		Rep: Os01g0864200 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC441768]

		A_99_P022179		3.0701458		2.5516143		3.9589546		3.3135662		4.848924		9.221433		12.536948		10.738304		8.428509		7.875216		12.74919		9.905814		3.4313548		101.81585		382.1495		171.81807		41.02306		40.04643		442.71533		96.486015		1.7787783		6.6698184		8.577993		7.424738		5.358363		5.3236017		8.7902355		6.592248		Yes		Yes		Yes		CK217341		0		CK217341		Ta.8653		0		0		0		0		TC397988		0		FGAS029343 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217341]

		A_99_P324046		10.830853		11.276718		10.655686		10.6086		10.328992		10.079312		9.61456		9.686214		9.72383		10.596095		9.896131		10.205215		-1.4160396		-2.2932694		-2.0578334		-1.8952461		-2.1540074		-1.6028318		-1.6929693		-1.3226068		-0.5018616		-1.1974058		-1.0411263		-0.9223852		-1.1070232		-0.68062305		-0.7595558		-0.4033842		No		Yes		Yes		AK335833		0		AK335833		Ta.14249		0		0		0		0		TC412415		0		Triticum aestivum cDNA, clone: WT013_O05, cultivar: Chinese Spring [AK335833]

		A_99_P303616		9.003375		8.975584		8.489527		8.692665		8.4847555		7.92613		7.9883747		8.279332		8.47383		8.346736		7.907953		8.437479		-1.4325838		-2.0697467		-1.4153433		-1.3317589		-1.4434737		-1.5463299		-1.496481		-1.1934897		-0.51861954		-1.0494542		-0.50115204		-0.41333294		-0.52954483		-0.6288481		-0.58157396		-0.25518608		No		Yes		Yes		TA82750_4565		0		0		Ta.48530		0		0		0		0		TC386824		0		Rep: Sulfate transporter - Zea mays (Maize), partial (57%) [TC386824]

		A_99_P042056		4.7854776		4.40644		4.7187657		4.6161685		3.5891714		3.7310536		3.7972996		2.9685142		2.7985537		2.5569935		3.261433		3.2153747		-2.2915223		-1.5970242		-1.8940392		-3.1332378		-3.9639091		-3.6036186		-2.7460024		-2.6404684		-1.1963062		-0.6753862		-0.9214661		-1.6476543		-1.9869239		-1.8494463		-1.4573328		-1.4007938		Yes		No		No		CA485882		0		CA485882		Ta.15609		0		0		0		0		TC425068		0		WHE4324_C09_F18ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4324_C09_F18, mRNA sequence [CA485882]

		A_99_P390002		6.149483		5.9845123		5.4792843		6.204454		5.63996		5.015358		4.1718965		5.5144997		5.5814605		4.9598374		3.8437603		5.3275437		-1.4235798		-1.9576927		-2.4749303		-1.6132324		-1.4824904		-2.0345008		-3.107004		-1.8364381		-0.5095234		-0.96915436		-1.3073878		-0.6899543		-0.5680227		-1.0246749		-1.635524		-0.8769102		Yes		Yes		Yes		TA107988_4565		0		0		0		0		0		0		0		TC420819		0		Rep: IBR domain containing protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC420819]

		A_99_P516187		9.245384		7.0029893		5.628325		5.753447		7.139183		5.4353027		3.9897337		5.45435		7.442623		5.6396255		3.2903252		4.5689707		-4.305561		-2.96429		-3.1136165		-1.2303741		-3.488873		-2.5728436		-5.0560117		-2.2728088		-2.1062012		-1.5676866		-1.6385913		-0.29909706		-1.8027611		-1.3633637		-2.3379998		-1.1844764		Yes		No		No		AK331618		0		AK331618		Ta.42995		0		0		0		0		TC438857		0		Triticum aestivum cDNA, clone: WT007_P07, cultivar: Chinese Spring [AK331618]

		A_99_P328826		8.394691		9.392178		8.384177		9.43109		7.060768		7.835222		5.7015533		8.876658		8.058747		7.3101296		6.0509834		8.305179		-2.5208728		-2.9423234		-6.420225		-1.4685903		-1.2622032		-4.2340784		-5.0391965		-2.1823943		-1.3339233		-1.5569558		-2.6826239		-0.5544319		-0.33594418		-2.082048		-2.3331938		-1.1259117		Yes		Yes		Yes		TA90189_4565		0		0		Ta.30592		0		0		0		0		TC385582		0		Rep: Seed maturation protein - Glycine tomentella (Woolly glycine), partial (48%) [TC385582]

		A_99_P538722		13.834851		13.157252		12.242488		12.576504		12.855332		11.911647		11.288502		11.164262		12.661628		12.701889		11.261109		12.573127		-1.9718077		-2.3711805		-1.9372178		-2.6615043		-2.25515		-1.371128		-1.974351		-1.0023434		-0.9795189		-1.2456055		-0.95398617		-1.4122419		-1.1732235		-0.45536327		-0.98137856		-0.0033769608		Yes		No		No		CK211134		0		0		Ta.53938		0		0		0		0		0		GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)|GO:0009768(photosynthesis, light harvesting in photosystem I)|GO:0010287(plastoglobule)|GO:0015979(photosynthesis)|GO:0030076(light-harvesting complex)		0

		A_99_P226596		3.231982		2.954382		4.4049716		3.8106625		3.9303703		6.099949		6.490171		4.424529		5.340418		4.8260946		6.943699		3.6756427		1.622691		8.849322		4.243337		1.5303552		4.3122354		3.6596677		5.8107615		-1.0981078		0.69838834		3.145567		2.0851994		0.61386657		2.1084359		1.8717127		2.5387273		-0.13501978		Yes		Yes		Yes		AK333071		0		AK333071		Ta.55075		0		0		0		0		TC394464		0		Triticum aestivum cDNA, clone: WT005_J05, cultivar: Chinese Spring [AK333071]

		A_99_P455262		7.5032125		7.1100335		7.4067054		7.3470836		9.501503		11.017273		9.373967		8.484845		10.9089		9.686246		9.751206		8.052926		3.995263		15.003628		3.9102526		2.2003937		10.597763		5.9637194		5.078847		1.631097		1.9982905		3.9072394		1.9672618		1.1377616		3.4056878		2.5762124		2.344501		0.7058425		Yes		Yes		Yes		TC407248		0		0		0		0		0		0		0		TC407248		0		Rep: Os07g0537300 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC407248]

		A_99_P280686		8.1766615		9.063617		10.394418		9.634463		7.563045		7.4888606		8.661358		9.151643		7.7610717		8.216118		9.088645		9.204116		-1.53009		-2.9788513		-3.3243215		-1.3974731		-1.3338438		-1.7993788		-2.472161		-1.347558		-0.61361647		-1.5747561		-1.7330599		-0.4828205		-0.4155898		-0.8474989		-1.3057728		-0.43034744		Yes		Yes		Yes		TA76077_4565		0		0		0		0		0		0		0		TC438571		0		Rep: Phosphatidylinositol phosphatidylcholine transfer protein sec14 cytosolic-like protein - Triticum monococcum (Einkorn wheat) (Small spelt), partial (42%) [TC438571]

		A_99_P274661		9.826657		9.997342		9.410991		9.711871		10.027214		10.441193		10.336713		10.045287		10.66078		10.366012		10.678098		10.054642		1.1491418		1.3602298		1.8996348		1.2599932		1.7827725		1.2911615		2.4067845		1.2681897		0.20055676		0.44385052		0.9257221		0.333416		0.83412266		0.3686695		1.267107		0.34277058		No		Yes		Yes		TA74329_4565		0		0		Ta.4767		0		0		0		0		TC407410		0		0

		A_99_P304871		8.978781		9.550575		8.219312		8.626805		9.572361		10.693498		10.182524		9.146095		10.989463		9.997888		10.69537		8.75726		1.5089868		2.208279		3.8992915		1.4332497		4.029727		1.3634977		5.5637517		1.094639		0.59358025		1.1429224		1.963212		0.51929		2.010682		0.44731236		2.476058		0.13045502		Yes		Yes		Yes		AK334417		0		AK334417		Ta.56857		0		0		0		0		TC426936		0		Triticum aestivum cDNA, clone: WT009_J14, cultivar: Chinese Spring [AK334417]

		A_99_P328856		5.741171		4.964988		5.1907177		5.2482533		4.526809		3.4406793		4.2583776		4.403255		5.0668063		4.1939263		4.037268		4.9751782		-2.320381		-2.876489		-1.908369		-1.7962627		-1.5958937		-1.7065254		-2.2244513		-1.2083807		-1.2143617		-1.5243089		-0.93234015		-0.84499836		-0.67436457		-0.7710619		-1.1534495		-0.2730751		Yes		Yes		Yes		TA90198_4565		0		0		0		0		0		0		0		TC371416		0		Rep: Os05g0456300 protein - Oryza sativa subsp. japonica (Rice), partial (86%) [TC371416]

		A_99_P017504		5.1402783		5.889748		8.396493		7.4200006		5.6637244		5.7107754		7.024822		7.5501914		5.3058276		5.873159		7.2089276		7.1499405		1.4373846		-1.1320775		-2.5877006		1.0944384		1.121593		-1.0115651		-2.2776804		-1.205858		0.5234461		-0.17897272		-1.3716707		0.13019085		0.16554928		-0.016589165		-1.1875653		-0.27006006		No		Yes		Yes		BQ744317		0		BQ744317		Ta.7112		0		0		0		0		0		0		WHE4114_B08_C16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4114_B08_C16, mRNA sequence [BQ744317]

		A_99_P225356		5.4781938		4.2177815		4.267634		5.138794		9.360295		9.069974		13.166816		8.754101		10.6409645		10.1639385		12.751614		8.128373		14.744465		28.883875		477.4419		12.255071		35.82192		61.655468		358.0408		7.942423		3.8821015		4.8521924		8.899181		3.6153069		5.1627707		5.946157		8.48398		2.9895792		Yes		Yes		Yes		TA60080_4565		0		0		Ta.5385		0		0		0		0		TC386311		0		0

		A_99_P140230		2.1521275		1.9402062		2.6315644		1.921964		2.174376		4.389526		4.0619884		4.3826404		5.324001		3.0040855		4.694292		3.4695575		1.015541		5.4615855		2.695259		5.504747		9.012162		2.0905454		4.1777544		2.923291		0.022248507		2.4493198		1.430424		2.4606762		3.1718733		1.0638794		2.0627277		1.5475935		Yes		No		No		AF123604		0		AF123604		Ta.50284		0		0		0		0		0		0		Triticum aestivum clone CYP72A-TA cytochrome P450 mRNA, complete cds [AF123604]

		A_99_P419877		5.019521		4.6013055		4.609255		4.5103498		7.6997466		10.188287		8.55508		6.378386		9.47746		7.7498		9.028928		6.3119636		6.40956		48.067215		15.410327		3.6503537		21.977245		8.867299		21.401989		3.4860997		2.6802254		5.5869813		3.9458256		1.8680363		4.4579387		3.1484947		4.419673		1.8016138		Yes		Yes		Yes		TC380623		0		0		0		0		0		0		0		TC380623		0		Rep: Chromosome undetermined scaffold_252, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC380623]

		A_99_P524142		6.5146675		6.358832		6.7289777		6.508035		7.823198		9.311618		9.198331		7.5162663		9.046308		7.7032204		9.441372		7.094511		2.4768908		7.7424273		5.5379543		2.0114434		5.782286		2.5392253		6.5540843		1.5015743		1.3085303		2.952786		2.4693532		1.0082312		2.53164		1.3443885		2.7123942		0.58647585		Yes		Yes		Yes		TC442188		0		0		0		0		0		0		0		TC442188		0		Rep: Response regulator receiver protein - Mycobacterium vanbaalenii (strain DSM 7251 / PYR-1), partial (5%) [TC442188]

		A_99_P167739		9.753425		8.597041		8.247226		9.4415865		10.201443		10.739915		9.750387		9.396644		10.940265		10.597251		9.888668		9.7749815		1.364165		4.416409		2.834632		-1.0316423		2.2765357		4.0005817		3.1197758		1.259975		0.44801807		2.1428738		1.5031614		-0.044942856		1.18684		2.0002098		1.6414423		0.333395		Yes		Yes		Yes		D16416		0		D16416		Ta.56881		543182		LOC543182		zinc-finger protein WZF1		0		TC371841		0		Triticum aestivum mRNA for zinc-finger protein WZF1, complete cds [D16416]

		A_99_P352101		1.9042616		1.7923393		2.3896487		1.5008088		2.7325172		3.1046515		3.1903555		3.0180886		5.677833		2.4933724		4.6669292		1.2981215		1.7755373		2.4833922		1.7419544		2.862508		13.675972		1.6256685		4.8476334		-1.15084		0.82825565		1.3123121		0.80070686		1.5172797		3.7735715		0.7010331		2.2772806		-0.20268738		Yes		No		No		TA97398_4565		0		0		Ta.60586		0		0		0		0		0		0		0

		A_99_P072810		5.3261952		5.5179634		7.1256485		5.728926		5.189591		4.2161794		4.5458922		4.8369613		4.996456		4.803493		5.595133		5.213556		-1.0993146		-2.4653356		-5.978387		-1.8557018		-1.2567861		-1.6408807		-2.8888907		-1.429361		-0.13660431		-1.301784		-2.5797563		-0.8919649		-0.3297391		-0.7144704		-1.5305157		-0.51537037		Yes		Yes		Yes		CJ808924		0		CJ808924		Ta.27853		0		0		0		0		TC433243		0		CJ808924 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct6k22 5', mRNA sequence [CJ808924]

		A_99_P489702		5.872557		6.1708426		5.7543163		5.573618		8.54322		9.446867		9.262612		7.38011		10.004527		8.128688		9.58575		7.181276		6.3672147		9.686828		11.378954		3.497907		17.532623		3.884813		14.235619		3.047567		2.6706624		3.2760243		3.508296		1.8064919		4.13197		1.9578452		3.8314333		1.6076579		Yes		Yes		Yes		TC427022		0		0		0		0		0		0		0		TC427022		0		0

		A_99_P280981		8.747684		8.349901		8.043639		8.29081		8.952145		9.403848		8.482184		8.256745		9.591588		8.610501		8.824605		8.338546		1.1522559		2.0762014		1.355237		-1.0238925		1.7949013		1.197977		1.7182808		1.0336417		0.2044611		1.0539465		0.43854523		-0.034064293		0.8439045		0.2606001		0.7809658		0.047736168		No		Yes		Yes		TA76159_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P306201		8.639052		9.280137		9.680366		9.515281		8.909042		8.491841		8.641831		9.222251		8.869113		8.458919		8.652293		9.307431		1.2057995		-1.7270331		-2.0541396		-1.2252107		1.1728842		-1.7668977		-2.0392976		-1.1549653		0.26998997		-0.78829575		-1.0385342		-0.2930298		0.23006058		-0.8212185		-1.0280724		-0.2078495		No		Yes		Yes		TA83527_4565		0		0		0		0		0		0		0		TC390311		0		Rep: Serine/threonine-protein kinase receptor - Oryza sativa subsp. indica (Rice), partial (93%) [TC390311]

		A_99_P487447		1.7210956		1.5520983		2.6782968		2.4321408		2.5166476		3.1318152		5.648607		5.7829156		3.9506805		4.043616		6.3916626		5.1272426		1.7357414		2.989112		7.837046		10.201962		4.68999		5.623692		13.116999		6.4759946		0.795552		1.5797169		2.97031		3.3507748		2.229585		2.4915175		3.7133658		2.6951017		Yes		Yes		Yes		TC425945		0		0		0		0		0		0		0		TC425945		0		Rep: EF hand family protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC425945]

		A_99_P106330		5.0094547		5.2574		5.6500907		5.3757796		5.1000266		4.5173874		4.8050075		4.520023		4.613272		5.0978866		4.3751583		4.241546		1.0647922		-1.6701905		-1.7963684		-1.8097078		-1.316021		-1.1169105		-2.4198747		-2.195019		0.09057188		-0.74001265		-0.84508324		-0.85575676		-0.39618254		-0.15951347		-1.2749324		-1.1342335		No		Yes		Yes		CK208925		0		CK208925		Ta.40001		0		0		0		0		TC402112		0		FGAS020650 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208925]

		A_99_P206296		8.127235		7.9810033		7.60545		7.831117		7.418303		7.369995		5.6774144		6.183702		7.8966637		7.742569		6.830259		6.5408015		-1.6345941		-1.5273261		-3.8053675		-3.1327186		-1.1732998		-1.1797117		-1.711417		-2.4458156		-0.7089324		-0.61100817		-1.9280357		-1.6474152		-0.23057175		-0.23843431		-0.7751913		-1.2903156		Yes		Yes		Yes		TA52949_4565		0		0		0		0		0		0		0		TC398981		0		Rep: IPS1 riboregulator - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (49%) [TC398981]

		A_99_P238596		13.27856		13.261611		12.649025		12.271935		12.101544		11.868527		11.727757		10.987317		11.823659		12.374433		11.327084		12.371409		-2.261085		-2.6263943		-1.8937783		-2.436176		-2.7413769		-1.8495553		-2.5000231		1.0713828		-1.1770153		-1.3930836		-0.9212675		-1.2846184		-1.4549007		-0.8871784		-1.3219414		0.09947395		Yes		No		No		TA64035_4565		0		0		0		0		0		0		0		TC379157		0		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (41%) [TC379157]

		A_99_P222706		7.99102		8.610465		9.199829		8.79316		7.6352654		7.7724967		7.6369934		8.542636		7.725022		7.8181624		7.754106		8.486561		-1.279655		-1.7875311		-2.9543397		-1.1896396		-1.2024679		-1.7318363		-2.723993		-1.2367892		-0.35575485		-0.83796835		-1.5628357		-0.25052452		-0.26599836		-0.7923026		-1.445723		-0.30659962		No		Yes		Yes		TA59270_4565		0		0		0		0		0		0		0		TC404936		0		Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC404936]

		A_99_P457627		12.633752		12.481404		12.10934		12.664691		12.474873		12.125861		10.588306		12.721585		12.793584		11.85916		11.3188095		12.57462		-1.1164196		-1.2794672		-2.8699653		1.0402241		1.117157		-1.5392674		-1.72971		-1.0644224		-0.15887928		-0.35554314		-1.5210333		0.056894302		0.159832		-0.6222439		-0.7905302		-0.090070724		No		Yes		Yes		TC408873		0		0		0		0		0		0		0		TC408873		0		0

		A_99_P436517		8.038217		7.096658		6.4613395		7.1040044		8.73239		8.992452		7.6472416		7.2498093		9.641911		8.54712		8.009215		7.4466743		1.6179576		3.7212658		2.2750561		1.1063477		3.0392048		2.7329552		2.9238634		1.2681012		0.6941738		1.8957934		1.1859021		0.14580488		1.603694		1.4504619		1.5478759		0.34266996		Yes		Yes		Yes		TC393730		0		0		0		0		0		0		0		TC393730		0		Rep: C2 domain/GRAM domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (20%) [TC393730]

		A_99_P516857		4.0875325		3.4889526		3.4494934		3.8005905		2.5396867		3.076594		2.6070046		2.0667808		2.5750096		2.208194		2.482693		3.0197904		-2.9238024		-1.3308598		-1.7931408		-3.3260496		-2.8530855		-2.429667		-1.9545012		-1.7180834		-1.5478458		-0.41235852		-0.84248877		-1.7338097		-1.5125229		-1.2807586		-0.96680045		-0.7808001		Yes		No		No		CJ634341		0		0		Ta.22417		0		0		0		0		TC439187		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC439187]

		A_99_P369302		6.871538		6.409792		6.058562		5.6977634		7.38112		7.3514886		6.608546		6.083248		8.203772		7.0125117		7.143104		6.11129		1.4236377		1.9207858		1.4640695		1.3062986		2.5179217		1.5185767		2.1207025		1.3319377		0.50958204		0.94169664		0.549984		0.3854847		1.3322334		0.6027198		1.0845423		0.41352654		No		Yes		Yes		TA102922_4565		0		0		0		0		0		0		0		TC450753		0		0

		A_99_P195528		4.254166		3.5105822		3.428029		4.4156337		5.758816		6.473868		6.591616		5.068648		7.536154		6.2693768		6.7285485		4.8809447		2.8375576		7.798981		8.960548		1.57245		9.726951		6.768305		9.852702		1.380615		1.5046496		2.9632857		3.163587		0.6530142		3.2819877		2.7587945		3.3005195		0.46531105		Yes		Yes		Yes		AB334134		0		AB334134		Ta.63292		100136986		TaACT-1D		agmatine coumaroyltransferase		0		TC447579		0		Triticum aestivum TaACT-1D mRNA for agmatine coumaroyltransferase, partial cds [AB334134]

		A_99_P134005		9.426511		9.553729		9.5415945		9.3320055		9.880666		10.297618		10.643864		9.847115		10.07035		10.234456		10.8535795		9.953894		1.3699801		1.6746839		2.1469212		1.4291022		1.5624813		1.6029474		2.482829		1.538888		0.45415497		0.74388885		1.1022692		0.51510906		0.6438389		0.680727		1.311985		0.62188816		No		Yes		Yes		BT009420		0		BT009420		Ta.48463		0		0		0		0		TC387156		0		Triticum aestivum clone wlmk1.pk0014.a12:fis, full insert mRNA sequence [BT009420]

		A_99_P474467		6.360864		7.8677077		5.4835134		6.2080917		4.7365108		6.338206		8.76664		6.110766		5.2212787		7.518207		9.132713		5.832292		-3.0830395		-2.8868616		9.734632		-1.0697887		-2.2031772		-1.2741195		12.546386		-1.2975585		-1.6243534		-1.5295019		3.2831264		-0.0973258		-1.1395855		-0.34950066		3.6492		-0.37579966		No		Yes		Yes		TA99796_4565		0		0		Ta.11168		0		0		0		0		TC419127		0		0

		A_99_P065690		1.533758		1.7339125		1.9965404		2.483967		2.491538		3.91478		5.5345454		2.9061852		2.7135136		3.8309689		6.096214		3.289439		1.9423188		4.5342607		11.6157055		1.3399862		2.265384		4.2783556		17.144493		1.7477174		0.95778		2.1808674		3.5380049		0.42221808		1.1797556		2.0970564		4.0996733		0.8054719		Yes		Yes		Yes		CV769182		0		CV769182		Ta.25581		0		0		0		0		TC397309		0		FGAS063573 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV769182]

		A_99_P529522		11.234317		12.016545		12.351379		11.62535		10.843839		10.368653		10.954177		11.457924		10.175593		11.408496		10.855666		11.565831		-1.3108277		-3.1337543		-2.6339035		-1.1230531		-2.0830874		-1.524197		-2.8200352		-1.0421181		-0.39047813		-1.647892		-1.3972025		-0.16742611		-1.0587234		-0.6080494		-1.4957132		-0.059518814		No		Yes		Yes		TC444366		0		0		0		0		0		0		0		TC444366		0		0

		A_99_P378362		1.9972954		1.6135701		1.8180519		1.3495675		3.6387036		2.5263789		2.9980996		2.498154		5.4721236		3.2754562		2.6365998		1.8224812		3.1197019		1.8827074		2.2658427		2.2169657		11.118022		3.1642992		1.7636299		1.3879097		1.6414082		0.9128088		1.1800476		1.1485864		3.4748282		1.6618861		0.81854784		0.47291362		Yes		No		No		TA105128_4565		0		0		0		0		0		0		0		TC450195		0		Rep: Collagen, type I, alpha 2 - Methylobacterium sp. 4-46, partial (10%) [TC450195]

		A_99_P486572		8.987401		9.862596		10.319334		11.2141905		8.22327		8.266098		8.163293		11.047863		8.493232		9.104463		8.675495		11.1063		-1.6983463		-3.0240827		-4.4569016		-1.1221982		-1.4085095		-1.6913004		-3.1249626		-1.077651		-0.7641306		-1.5964975		-2.1560411		-0.16632748		-0.49416924		-0.75813293		-1.6438389		-0.10789013		Yes		Yes		Yes		CJ619337		0		0		Ta.4360		0		0		0		0		TC425494		0		Rep: Sulfoquinovosyldiacylglycerol synthase type 2 - Vigna unguiculata (Cowpea), partial (17%) [TC425494]

		A_99_P472452		7.3407936		7.6399765		7.6306005		7.55957		8.064158		9.391099		9.024899		8.356458		6.9141927		8.10456		9.140827		8.324344		1.6510283		3.3662038		2.6286063		1.7373494		-1.3440632		1.3799188		2.848548		1.6991036		0.72336483		1.7511225		1.3942981		0.7968879		-0.42660093		0.4645834		1.5102267		0.76477385		Yes		No		No		TC418010		0		0		0		0		0		0		0		TC418010		0		0

		A_99_P214941		13.517287		14.101987		13.5722475		13.6373625		12.3052		13.075982		12.314637		12.137181		12.332454		13.535766		11.95422		13.582257		-2.3167264		-2.0363772		-2.3909936		-2.8287823		-2.2733717		-1.4806403		-3.069551		-1.0389348		-1.2120876		-1.0260048		-1.2576103		-1.5001812		-1.1848335		-0.56622124		-1.6180277		-0.05510521		Yes		No		No		TA56022_4565		0		0		0		0		0		0		0		TC395904		0		Rep: Fructose-bisphosphate aldolase - Pandanus amaryllifolius, partial (35%) [TC395904]

		A_99_P033224		7.668665		8.240548		8.19012		8.028169		7.0786386		7.2340684		7.0238013		7.8500905		7.2554		7.5341744		7.217615		7.763714		-1.5052743		-2.009003		-2.2443824		-1.1313758		-1.3316959		-1.6316975		-1.9622443		-1.201182		-0.5900264		-1.0064797		-1.1663184		-0.17807817		-0.41326475		-0.7063737		-0.9725046		-0.26445484		No		Yes		Yes		CJ651434		0		CJ651434		Ta.12312		0		0		0		0		TC440482		0		CJ651434 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone whem4n13 5', mRNA sequence [CJ651434]

		A_99_P284746		12.583176		12.627869		11.66748		11.233258		11.357922		11.647325		10.484382		9.938277		11.099351		12.036218		10.258031		11.267052		-2.3379662		-1.9732094		-2.2706397		-2.4537377		-2.7968924		-1.5069703		-2.656358		1.0237004		-1.225254		-0.9805441		-1.1830988		-1.294981		-1.4838247		-0.59165096		-1.4094496		0.03379345		Yes		No		No		TA77284_4565		0		0		Ta.23179		0		0		0		0		TC411778		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC411778]

		A_99_P222441		12.218998		11.192268		13.856847		13.715852		10.812083		8.747785		9.768361		12.312729		11.558614		8.689422		10.206534		12.202015		-2.6516948		-5.4433084		-17.012058		-2.6447346		-1.5805035		-5.6680274		-12.556065		-2.855685		-1.4069147		-2.4444838		-4.0884857		-1.4031229		-0.6603842		-2.5028467		-3.6503124		-1.5138369		Yes		Yes		Yes		TA59172_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P338106		4.3036666		4.436753		4.5897536		3.9051664		3.4766896		3.2422092		3.434775		3.5680187		3.6751888		4.3055797		3.8586628		3.8137424		-1.7739644		-2.2887242		-2.22681		-1.2632565		-1.545933		-1.0951838		-1.6598936		-1.0654212		-0.826977		-1.1945436		-1.1549785		-0.3371477		-0.6284778		-0.13117313		-0.7310908		-0.09142399		No		Yes		Yes		TA93029_4565		0		0		0		0		0		0		0		TC414338		0		0

		A_99_P226646		5.7573647		5.5438366		6.624624		6.3101554		6.527122		8.13831		8.499742		6.4262753		7.4016223		6.791903		8.823048		5.890058		1.7049829		6.039687		3.6683156		1.083816		3.1258695		2.3752286		4.5897765		-1.3380178		0.7697573		2.5944738		1.8751178		0.11611986		1.6442575		1.2480664		2.1984239		-0.42009735		Yes		Yes		Yes		TA60459_4565		0		0		Ta.55075		0		0		0		0		TC380954		0		Rep: Os09g0252100 protein - Oryza sativa subsp. japonica (Rice), partial (41%) [TC380954]

		A_99_P570657		6.8225284		6.023869		3.5852497		6.8059196		5.4797225		4.3140073		2.249478		5.396008		4.3837013		4.762774		2.7845132		6.232475		-2.5364416		-3.2712948		-2.5241044		-2.657209		-5.422007		-2.396776		-1.7419901		-1.4880725		-1.3428059		-1.7098618		-1.3357716		-1.4099116		-2.438827		-1.261095		-0.8007364		-0.57344484		Yes		No		No		CA648094		0		0		Ta.46462		0		0		0		0		TC460014		0		Rep: Os04g0301500 protein - Oryza sativa subsp. japonica (Rice), partial (10%) [TC460014]

		A_99_P286126		10.304734		10.618247		10.837319		11.14058		10.83253		11.823971		11.878024		11.0583315		10.838273		11.553969		11.913277		10.975567		1.4417248		2.3065295		2.0572324		-1.0586668		1.4474754		1.9128481		2.1081204		-1.1211765		0.5277958		1.2057238		1.0407047		-0.08224869		0.5335388		0.93572235		1.0759573		-0.16501331		No		Yes		Yes		TA77673_4565		0		0		0		0		0		0		0		TC420055		0		Rep: ER lumen protein retaining receptor - Petunia hybrida (Petunia), complete [TC420055]

		A_99_P377457		9.681699		8.137004		6.02018		8.275992		10.078254		9.943614		8.429275		8.977422		10.866221		9.517344		8.929721		8.814587		1.3163608		3.4981935		5.311408		1.6261151		2.2728817		2.6032982		7.513789		1.4525565		0.39655495		1.8066101		2.4090943		0.70142937		1.1845226		1.3803406		2.9095407		0.53859425		Yes		Yes		Yes		TA104904_4565		0		0		0		0		0		0		0		TC372586		0		Rep: Wall-associated kinase-like 1 - Triticum aestivum (Wheat), partial (55%) [TC372586]

		A_99_P014084		8.466626		8.400907		7.4620385		7.4049506		7.127004		6.6437917		5.8156343		6.7731285		7.089936		7.4805427		6.4941764		7.6821327		-2.53085		-3.3802147		-3.1305242		-1.5495207		-2.59672		-1.8925927		-1.95594		1.2118256		-1.339622		-1.7571149		-1.6464043		-0.6318221		-1.3766904		-0.9203639		-0.9678621		0.2771821		Yes		No		No		AK332181		0		AK332181		Ta.5948		0		0		0		0		TC416913		0		Triticum aestivum cDNA, clone: WT003_F13, cultivar: Chinese Spring [AK332181]

		A_99_P225441		9.446859		7.484253		5.183765		6.9594154		10.093041		8.948316		12.6756315		8.904908		10.589259		9.666304		11.975788		8.146703		1.565021		2.7588418		180.00168		3.8516932		2.207479		4.5379815		110.81606		2.2772415		0.64618206		1.4640627		7.4918666		1.9454927		1.1423998		2.1820507		6.792023		1.1872873		Yes		Yes		Yes		AY506509		0		AY506509		Ta.5385		100192163		pra1		root peroxidase		0		TC381581		0		Triticum aestivum root peroxidase (prc4) mRNA, complete cds [AY506509]

		A_99_P015404		5.572468		5.779015		6.157555		5.8370194		4.6856713		4.747059		4.9814577		4.378896		4.813557		4.828192		4.7023005		4.317373		-1.8490657		-2.044795		-2.259647		-2.747507		-1.6922123		-1.9329748		-2.7420495		-2.8672082		-0.8867965		-1.0319562		-1.1760974		-1.4581232		-0.75891066		-0.95082283		-1.4552546		-1.5196466		Yes		No		No		BJ303572		0		BJ303572		Ta.6393		0		0		0		0		TC419662		0		BJ303572 Y. Ogihara unpublished cDNA library, Wh_yd Triticum aestivum cDNA clone whyd20d11 5', mRNA sequence [BJ303572]

		A_99_P450857		8.890138		7.2752		5.2609706		7.629788		8.657979		7.6793823		6.6722126		8.093581		8.6827345		7.3538117		6.725702		8.0023775		-1.1745912		1.3233387		2.6596603		1.3791633		-1.154608		1.0560014		2.7601204		1.2946746		-0.23215866		0.40418243		1.411242		0.46379328		-0.20740318		0.07861185		1.4647312		0.3725896		No		Yes		Yes		TC404341		0		0		0		0		0		0		0		TC404341		0		0

		A_99_P209016		13.277431		13.084332		11.769683		11.33096		11.4158325		11.220093		10.091828		9.075538		11.720244		12.029048		10.542015		11.127637		-3.6340997		-3.6407602		-3.199518		-4.774741		-2.9427931		-2.0781279		-2.341881		-1.1513475		-1.861598		-1.8642397		-1.6778545		-2.2554226		-1.5571861		-1.0552845		-1.2276678		-0.20332336		Yes		No		No		TA53835_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P468337		9.550956		9.64939		8.569619		8.711263		10.230706		10.909709		9.98048		9.319478		10.863808		10.256375		10.41821		8.802314		1.6018627		2.3954866		2.658958		1.5243723		2.4843216		1.523073		3.6014824		1.065146		0.67975044		1.2603188		1.410861		0.60821533		1.3128519		0.6069851		1.8485909		0.0910511		No		Yes		Yes		TC415599		0		0		0		0		0		0		0		TC415599		0		0

		A_99_P483012		10.785253		10.542554		10.106517		10.54308		9.898503		9.550357		9.134211		9.137946		9.762612		9.88205		8.646313		10.536353		-1.8490052		-1.989212		-1.9619745		-2.6484241		-2.0316336		-1.5806351		-2.751473		-1.0046738		-0.88674927		-0.99219704		-0.97230625		-1.4051342		-1.0226402		-0.66050434		-1.4602041		-0.0067272186		Yes		No		No		BT009272		0		BT009272		Ta.25409		0		0		0		0		TC418201		0		Triticum aestivum clone wlk8.pk0011.e10:fis, full insert mRNA sequence [BT009272]

		A_99_P211886		8.27797		9.149468		7.3084207		6.185125		6.984724		8.676269		3.865301		7.7690296		8.837806		7.209265		4.4208956		5.834892		-2.450789		-1.388185		-10.876328		2.9978013		1.4741011		-3.837597		-7.399999		-1.2747666		-1.2932463		-0.47319984		-3.4431198		1.5839047		0.55983543		-1.9402032		-2.887525		-0.35023308		No		Yes		Yes		TA54757_4565		0		0		Ta.54139		0		0		0		0		TC394626		0		Rep: Hblt14.2 protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC394626]

		A_99_P175844		5.2499585		5.8434777		6.2752013		4.8015246		4.420959		5.218143		3.790718		5.5412993		6.087895		3.7538483		4.0649796		4.6881833		-1.776453		-1.5425687		-5.5963387		1.6699151		1.7874916		-4.256387		-4.627464		-1.0817306		-0.8289995		-0.62533474		-2.4844832		0.7397747		0.8379364		-2.0896294		-2.2102218		-0.11334133		No		Yes		Yes		TA87190_4565		0		0		Ta.54275		0		0		0		0		TC414035		0		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC414035]

		A_99_P434582		6.3217583		6.319143		6.5506043		6.0126286		5.8590674		5.7979255		4.6559434		5.157539		6.5226264		5.7796783		5.1492715		4.367306		-1.3781098		-1.4351658		-3.7183459		-1.8088712		1.1493897		-1.4534329		-2.641455		-3.1281774		-0.46269083		-0.52121735		-1.894661		-0.85508966		0.20086813		-0.5394645		-1.4013329		-1.6453223		No		Yes		Yes		BT008918		0		BT008918		Ta.27027		0		0		0		0		TC392194		0		Triticum aestivum clone wpa1c.pk011.o13:fis, full insert mRNA sequence [BT008918]

		A_99_P364221		6.1361756		6.0248566		6.2801185		6.595169		5.9175		5.2997394		4.71075		5.8737493		5.906507		5.65879		5.152257		5.948218		-1.1636648		-1.6530349		-2.9677474		-1.6488038		-1.1725656		-1.288834		-2.1853456		-1.5658556		-0.21867561		-0.7251172		-1.5693684		-0.7214198		-0.22966862		-0.36606646		-1.1278615		-0.6469512		No		Yes		Yes		TA101430_4565		0		0		0		0		0		0		0		TC395229		0		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (35%) [TC395229]

		A_99_P494177		13.161265		12.9536295		12.18943		11.434544		12.040722		11.525787		10.399766		9.8687935		11.737504		12.199524		10.436928		11.326401		-2.1742887		-2.69044		-3.4573443		-2.9603138		-2.6828406		-1.6865857		-3.369425		-1.0778399		-1.1205435		-1.4278421		-1.7896643		-1.5657501		-1.4237614		-0.75410557		-1.7525024		-0.10814285		Yes		No		No		AK333058		0		AK333058		Ta.56042		0		0		0		0		TC429124		0		Triticum aestivum cDNA, clone: SET1_P15, cultivar: Chinese Spring [AK333058]

		A_99_P399427		7.1039557		7.5545793		7.0146866		7.601023		6.410998		5.9893165		5.5652046		6.3654494		6.2819076		6.7550488		5.4543686		6.4573593		-1.6165946		-2.959314		-2.7310996		-2.3547497		-1.767914		-1.7405347		-2.9491885		-2.2094142		-0.6929579		-1.5652628		-1.449482		-1.2355738		-0.8220482		-0.7995305		-1.560318		-1.1436639		Yes		Yes		Yes		TA110296_4565		0		0		0		0		0		0		0		TC410787		0		0

		A_99_P143238		11.383026		10.3748045		10.0409565		11.175321		13.031049		14.198823		11.731696		11.58121		14.015224		12.506074		11.773446		11.083412		3.134038		14.162642		3.2282217		1.3249055		6.1997		4.381028		3.3230076		-1.0657791		1.6480227		3.8240185		1.6907396		0.4058895		2.6321983		2.1312695		1.7324896		-0.091908455		Yes		Yes		Yes		CJ950266		0		CJ950266		Ta.51128		0		0		0		0		TC407329		0		CJ950266 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul29j17 5', mRNA sequence [CJ950266]

		A_99_P398297		1.786406		1.8865162		1.9487206		2.1766598		2.597995		5.5829244		3.9623775		1.8067093		4.3479953		3.9712956		4.656649		1.9908143		1.7551435		12.963724		4.0380454		-1.2923086		5.9035764		4.2421017		6.5338287		-1.1374834		0.811589		3.6964083		2.013657		-0.36995053		2.5615892		2.0847793		2.7079287		-0.1858455		Yes		Yes		Yes		TA110023_4565		0		0		0		0		0		0		0		TC409916		0		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC409916]

		A_99_P319186		8.447412		9.270966		9.246501		8.696582		7.9433665		8.417183		7.5745826		7.9996758		8.4191675		8.4809885		7.933098		7.742855		-1.4181843		-1.8072332		-3.1863801		-1.6210247		-1.0197701		-1.729047		-2.485271		-1.9368695		-0.504045		-0.85378265		-1.6719184		-0.6969061		-0.028244019		-0.7899771		-1.3134031		-0.95372677		No		Yes		Yes		TA87285_4565		0		0		0		0		0		0		0		TC401707		0		Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC401707]

		A_99_P405772		6.2945023		6.154226		9.979168		5.6858		8.405207		9.600169		9.805233		8.767833		8.473367		6.8814874		10.513958		7.428326		4.319021		10.897636		-1.1281313		8.468067		4.5279703		1.6554937		1.4487313		3.3462055		2.1107044		3.4459434		-0.17393494		3.0820327		2.1788645		0.72726154		0.53479004		1.742526		Yes		No		No		TAHSP173		0		0		Ta.28083		0		0		0		0		TC414061		0		Rep: Heat shock protein 17.3 - Triticum aestivum (Wheat), complete [TC414061]

		A_99_P376802		7.519179		7.954722		5.2925553		4.985985		5.573612		6.4300294		3.3955708		4.581669		5.742167		7.0126786		4.1515803		5.82757		-3.8518903		-2.877254		-3.7243395		-1.3234613		-3.427156		-1.9212474		-2.2053		1.792018		-1.9455667		-1.5246925		-1.8969846		-0.40431595		-1.7770119		-0.9420433		-1.140975		0.84158516		Yes		No		No		TA104747_4565		0		0		0		0		0		0		0		TC457078		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC457078]

		A_99_P533597		6.017073		2.6856697		3.642625		2.6131623		7.8238487		4.5848756		3.848195		2.5296597		8.566108		6.544684		4.1815944		3.4386199		3.4985948		3.7300782		1.1531419		-1.0595874		5.852425		14.510388		1.4529341		1.772097		1.8067756		1.8992059		0.20556998		-0.08350253		2.5490346		3.8590143		0.5389693		0.8254576		Yes		No		No		TC445978		0		0		0		0		0		0		0		TC445978		GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P400302		2.761692		2.9580507		3.2304718		3.6167772		3.9761221		5.002872		4.5449657		3.5514066		4.524694		4.3791456		4.9030585		3.4244816		2.320491		4.1262217		2.4871507		-1.0463537		3.394036		2.6778867		3.1878564		-1.1425803		1.2144301		2.0448213		1.3144939		-0.06537056		1.7630019		1.4210949		1.6725867		-0.19229555		Yes		Yes		Yes		TA110519_4565		0		0		0		0		0		0		0		TC422921		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC422921]

		A_99_P145742		7.757748		7.404335		8.270463		8.021989		7.8749833		6.850933		7.7490635		6.3025193		6.4066978		6.6269817		6.5121474		6.542881		1.0846542		-1.4675422		-1.435347		-3.293153		-2.550978		-1.7139835		-3.383029		-2.7877629		0.11723518		-0.55340195		-0.5213995		-1.7194695		-1.3510504		-0.7773533		-1.7583156		-1.4791079		Yes		No		No		CV779949		0		CV779949		Ta.51741		0		0		0		0		TC420665		0		FGAS074358 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779949]

		A_99_P282331		5.2044997		5.819387		4.917479		5.971932		5.3880463		5.411572		6.106807		5.631664		5.3515153		5.6909623		5.936814		5.579762		1.1356722		-1.3266749		2.2804654		-1.2659918		1.1072766		-1.0930995		2.0269842		-1.3123659		0.18354654		-0.40781498		1.1893282		-0.34026814		0.14701557		-0.12842464		1.0193348		-0.39216995		No		Yes		Yes		TA76565_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P011779		9.966096		8.061372		6.541771		8.109967		10.428528		10.033421		8.167263		7.5259833		10.917549		9.995835		8.642562		7.611941		1.3778625		3.9232485		3.085474		-1.4989829		1.9338195		3.8223596		4.289445		-1.4122802		0.4624319		1.9720488		1.6254921		-0.5839839		0.9514532		1.9344635		2.100791		-0.49802637		Yes		No		No		BJ277319		0		BJ277319		Ta.5132		0		0		0		0		TC417335		0		BJ277319 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr10p10 5', mRNA sequence [BJ277319]

		A_99_P060591		4.7212524		5.8916793		6.3318977		7.090903		3.841254		3.8395538		4.3370094		6.552574		2.3831537		4.8006577		4.757683		6.6271596		-1.8403733		-4.147165		-3.9858525		-1.4522891		-5.0563583		-2.1302483		-2.977734		-1.3791155		-0.87999845		-2.0521255		-1.9948883		-0.53832865		-2.3380988		-1.0910215		-1.5742149		-0.4637432		Yes		No		No		CA742022		0		CA742022		Ta.22389		0		0		0		0		0		0		wet1c.pk001.o13 wet1c Triticum aestivum cDNA clone wet1c.pk001.o13 5' end, mRNA sequence [CA742022]

		A_99_P188447		9.241291		8.472842		9.774764		9.3724375		9.236386		7.878594		9.042564		7.2966137		7.763325		8.032365		7.8277545		8.00779		-1.0034055		-1.5096858		-1.6611699		-4.215851		-2.785557		-1.3570533		-3.8557448		-2.5751348		-0.004904747		-0.5942483		-0.73219967		-2.0758238		-1.4779658		-0.44047737		-1.9470096		-1.3646479		Yes		No		No		CK193587		0		CK193587		Ta.61572		0		0		0		0		0		0		FGAS002001 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK193587]

		A_99_P083655		4.3312893		4.703146		5.440615		4.978417		3.6588917		3.2754714		4.086564		3.6144316		3.168988		3.4372284		3.3297026		3.1813114		-1.5937194		-2.6901274		-2.5562892		-2.5739522		-2.2381415		-2.4048011		-4.3196445		-3.475223		-0.6723976		-1.4276745		-1.3540511		-1.3639853		-1.1623013		-1.2659175		-2.1109126		-1.7971056		Yes		Yes		Yes		CV763899		0		CV763899		Ta.31856		0		0		0		0		0		0		FGAS058282 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763899]

		A_99_P511572		9.059413		8.594846		8.436179		8.684956		10.100212		10.684886		9.5878		9.322936		11.105359		9.804642		10.092273		9.065927		2.0573668		4.2575994		2.2216334		1.5561492		4.12944		2.3130493		3.15162		1.302218		1.0407991		2.0900402		1.1516209		0.63798046		2.0459461		1.209796		1.6560936		0.38097095		Yes		Yes		Yes		TC436766		0		0		0		0		0		0		0		TC436766		GO:0005739(mitochondrion)		0

		A_99_P269186		8.172548		8.23049		8.447961		8.445628		7.855169		7.547276		7.666271		8.263643		8.03309		7.561168		7.4290166		8.114459		-1.2460651		-1.6057127		-1.7191432		-1.1344436		-1.1014917		-1.5903249		-2.0264356		-1.2580324		-0.31737947		-0.6832137		-0.78168964		-0.1819849		-0.13945866		-0.66932154		-1.0189443		-0.33116913		No		Yes		Yes		TA72670_4565		0		0		Ta.14522		0		0		0		0		TC378092		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (54%) [TC378092]

		A_99_P439957		12.402908		12.918713		12.601817		13.364781		13.854126		15.777279		14.86074		13.048561		14.591922		14.587818		15.30997		13.010974		2.7343874		7.252942		4.786339		-1.2450644		4.5599356		3.1801736		6.534844		-1.2779288		1.4512177		2.8585663		2.2589226		-0.31622028		2.1890135		1.6691055		2.7081528		-0.35380745		Yes		Yes		Yes		TA62981_4565		0		0		Ta.53949		0		0		0		0		TC397774		0		Rep: Calnexin - Zea mays (Maize), partial (13%) [TC397774]

		A_99_P315796		6.198151		5.5946007		6.624043		7.4906845		7.6113853		5.8711677		8.341369		8.324973		5.9576945		5.9866276		7.284695		8.121795		2.6633356		1.2113091		3.288263		1.7829776		-1.1813664		1.3122357		1.5807971		1.5487564		1.4132342		0.27656698		1.7173257		0.8342886		-0.24045658		0.3920269		0.66065216		0.6311102		Yes		No		No		TA86319_4565		0		0		Ta.5251		0		0		0		0		TC385085		0		0

		A_99_P081705		4.465692		3.9387283		4.974418		4.6579432		4.487958		3.1444101		4.4346423		3.2640426		2.7707198		3.6259835		3.1204128		3.029868		1.0155532		-1.7342576		-1.4537467		-2.6278822		-3.2377067		-1.2420686		-3.6150243		-3.0910037		0.022265911		-0.7943182		-0.53977585		-1.3939006		-1.6949723		-0.31274486		-1.8540053		-1.6280754		Yes		No		No		CD885547		0		CD885547		Ta.31161		0		0		0		0		TC422824		0		G118.001M15F010305 G118 Triticum aestivum cDNA clone G118001M15, mRNA sequence [CD885547]

		A_99_P205076		5.8724117		5.1535726		5.5393524		5.9433885		7.4528832		7.2489204		10.763961		8.811893		6.097065		8.948116		9.219036		6.7971997		2.9906757		4.273292		37.39072		7.3030796		1.1684964		13.87623		12.814308		1.807269		1.5804715		2.095348		5.2246084		2.868505		0.22465324		3.7945437		3.6796837		0.85381126		Yes		Yes		Yes		TA52577_4565		0		0		Ta.32314		0		0		0		0		TC372422		0		0

		A_99_P247336		11.965614		12.115594		12.411552		12.116189		11.955176		11.749618		10.634028		11.8400955		12.067174		11.646579		10.991605		11.71561		-1.0072613		-1.2887535		-3.4283729		-1.2109115		1.0729327		-1.3841642		-2.675758		-1.320038		-0.010437965		-0.36597633		-1.777524		-0.27609348		0.10155964		-0.46901512		-1.4199476		-0.40057945		No		Yes		Yes		TA66373_4565		0		0		0		0		0		0		0		TC412436		0		Rep: Glutathione peroxidase - Oryza sativa subsp. indica (Rice), partial (63%) [TC412436]

		A_99_P545312		3.96676		2.3806343		1.8754212		1.9086477		4.4809284		5.70483		4.339278		2.8261712		5.3936906		5.461289		4.622647		3.8807175		1.4281708		10.015731		5.5168977		1.8888701		2.6887407		8.459982		6.7142477		3.923306		0.5141685		3.3241959		2.4638572		0.9175235		1.4269307		3.0806546		2.7472258		1.9720699		Yes		Yes		Yes		CA638485		0		0		Ta.23317		0		0		0		0		TC439328		0		Rep: Chromosome undetermined scaffold_435, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC439328]

		A_99_P355891		2.7478542		2.7291424		2.3631546		3.039818		4.0528674		5.591603		6.034078		5.149523		4.9676557		5.1413302		5.9797072		5.034266		2.4708598		7.2725453		12.736734		4.3160295		4.6582932		5.322809		12.265656		3.984636		1.3050132		2.8624604		3.6709235		2.1097047		2.2198014		2.4121878		3.6165526		1.994448		Yes		No		No		TA98609_4565		0		0		0		0		0		0		0		TC413826		0		0

		A_99_P295551		7.387731		7.4348016		6.6780725		6.7339387		7.8648815		8.731107		7.960121		7.4859524		8.546458		8.148659		8.307453		7.0327053		1.3919915		2.4559908		2.4318407		1.6841419		2.2326038		1.6401834		3.0938017		1.2300923		0.47715044		1.2963052		1.2820487		0.7520137		1.1587272		0.7138572		1.6293807		0.2987666		No		Yes		Yes		TA80373_4565		0		0		0		0		0		0		0		TC376103		0		Rep: Os11g0132700 protein - Oryza sativa subsp. japonica (Rice), partial (62%) [TC376103]

		A_99_P284796		6.548298		5.128801		5.7723603		5.7521424		8.589523		10.056642		8.808616		7.5719514		10.484757		8.7099		9.167483		6.46323		4.11595		30.438824		8.203589		3.5303445		15.310607		11.967908		10.520439		1.6370379		2.0412254		4.9278407		3.0362554		1.819809		3.9364595		3.581099		3.395123		0.7110877		Yes		Yes		Yes		TA77296_4565		0		0		0		0		0		0		0		TC422386		0		0

		A_99_P254401		6.6436305		6.3989143		6.377281		6.389755		5.5663624		5.253242		5.5529313		4.9668837		5.558925		5.813871		5.590732		5.894436		-2.1100368		-2.2124922		-1.7707369		-2.6811857		-2.1209424		-1.5000842		-1.7249435		-1.4096323		-1.0772681		-1.1456723		-0.8243499		-1.4228711		-1.0847054		-0.58504343		-0.7865491		-0.4953189		Yes		No		No		TA68388_4565		0		0		Ta.5022		0		0		0		0		TC406486		0		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC406486]

		A_99_P461957		6.196186		6.452705		5.2453933		5.1032805		4.731083		5.5950866		4.046474		3.683422		4.6450944		5.8734417		3.9614542		5.218489		-2.760832		-1.8120444		-2.2956765		-2.6755927		-2.930388		-1.494086		-2.4350293		1.0831317		-1.4651031		-0.85761833		-1.1989193		-1.4198585		-1.5510917		-0.5792632		-1.2839391		0.115208626		Yes		No		No		CK161440		0		0		Ta.23179		0		0		0		0		TC411778		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (56%) [TC411778]

		A_99_P535787		4.769003		4.9007382		4.912845		5.0145345		4.602556		5.1190276		3.7969787		4.829144		5.178658		5.184818		4.6832533		5.1293283		-1.122291		1.1633533		-2.1672513		-1.1371247		1.3283682		1.2176331		-1.1725032		1.0828203		-0.16644669		0.21828938		-1.1158664		-0.18539047		0.4096551		0.28407955		-0.22959185		0.11479378		No		Yes		Yes		AL816502		0		0		0		0		0		0		0		TC446833		0		0

		A_99_P520532		12.463635		12.400205		11.4749365		11.77424		12.814162		13.866883		12.425542		12.107559		13.8230095		13.701491		13.125729		11.900817		1.2750261		2.7638485		1.9326835		1.2599092		2.5657384		2.464486		3.14006		1.0917007		0.3505268		1.4666786		0.9506054		0.33331966		1.359374		1.3012867		1.6507921		0.12657738		Yes		Yes		Yes		TC440725		0		0		0		0		0		0		0		TC440725		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC440725]

		A_99_P412607		9.885774		10.339263		9.870586		10.064631		10.416184		11.068333		10.848586		10.528005		10.610106		10.748952		10.965446		10.261728		1.4443403		1.6575699		1.9697324		1.3787618		1.6521364		1.3283994		2.1359236		1.1463891		0.53041077		0.7290697		0.9779997		0.46337318		0.7243328		0.40968895		1.0948601		0.19709682		No		Yes		Yes		CK209150		0		0		Ta.3619		0		0		0		0		TC374580		0		Rep: Dolichyl-di-phosphooligosaccharide-protein glycotransferase (Oligosaccharyltransferase)-like - Arabidopsis thaliana (Mouse-ear cress), partial (59%) [TC374580]

		A_99_P005461		5.1641264		5.0786743		5.6621346		5.4357224		4.9153905		4.4478164		4.826164		4.230615		4.3649316		3.9793928		4.1726255		3.8897135		-1.1881655		-1.5484855		-1.7850579		-2.3055441		-1.7401297		-2.1424797		-2.807934		-2.9200819		-0.2487359		-0.63085794		-0.8359709		-1.2051072		-0.7991948		-1.0992815		-1.4895091		-1.5460088		Yes		No		No		CK161784		0		CK161784		Ta.2948		0		0		0		0		0		0		FGAS014358 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161784]

		A_99_P508307		8.865959		8.141129		7.427704		6.632679		9.146993		9.722079		7.8626313		6.706379		9.3323965		9.035384		8.565734		6.517753		1.215065		2.9916694		1.3518429		1.0524123		1.3816932		1.8586507		2.200803		-1.0829194		0.28103352		1.5809507		0.43492746		0.07369995		0.46643734		0.89425564		1.13803		-0.11492586		No		Yes		Yes		TC428795		0		0		0		0		0		0		0		TC428795		0		Rep: Os12g0456700 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC428795]

		A_99_P231026		7.776132		7.2812004		10.129022		9.852604		7.4624577		6.9282966		8.596728		9.442088		7.4802213		7.11644		8.270101		8.825802		-1.2428691		-1.2771286		-2.8924527		-1.3291609		-1.2276598		-1.12098		-3.6273627		-2.0375028		-0.31367445		-0.35290384		-1.5322933		-0.4105158		-0.29591084		-0.16476059		-1.858921		-1.0268021		No		Yes		Yes		TA61832_4565		0		0		Ta.54689		0		0		0		0		TC390968		0		0

		A_99_P521392		6.2169476		6.624125		7.111612		6.987703		6.0247707		6.3155103		5.9594154		6.707456		6.4499683		6.3118806		6.359621		6.6190095		-1.1424862		-1.2385179		-2.22252		-1.2144026		1.1752932		-1.2416378		-1.6841152		-1.2911829		-0.19217682		-0.30861473		-1.1521964		-0.28024673		0.23302078		-0.31224442		-0.7519908		-0.36869335		No		Yes		Yes		TC441056		0		0		0		0		0		0		0		TC441056		0		0

		A_99_P426972		7.0218644		6.174719		5.380114		5.2430654		4.9902616		5.2687593		4.158987		4.321325		5.005932		5.4068656		4.3964634		5.403549		-4.088588		-1.8737904		-2.3312876		-1.8943994		-4.0444193		-1.7027342		-1.977463		1.117662		-2.0316029		-0.9059596		-1.221127		-0.92174053		-2.0159326		-0.76785326		-0.9836507		0.16048384		Yes		No		No		CK216299		0		0		Ta.25166		0		0		0		0		TC386113		0		Rep: 50S ribosomal protein L12-1, chloroplast precursor - Secale cereale (Rye), partial (81%) [TC386113]

		A_99_P230536		6.326877		6.2581997		6.482141		7.1127067		6.4536967		6.6668034		7.9893374		6.7563252		6.436359		6.1168876		7.6240845		7.234628		1.091884		1.3274004		2.842571		-1.2802109		1.0788406		-1.1029078		2.206781		1.0881833		0.12681961		0.40860367		1.5071964		-0.35638142		0.10948181		-0.14131212		1.1419435		0.12192154		No		Yes		Yes		AK335485		0		AK335485		Ta.53969		0		0		0		0		TC418128		0		Triticum aestivum cDNA, clone: WT013_A06, cultivar: Chinese Spring [AK335485]

		A_99_P396912		5.08823		4.9687657		4.90591		5.237701		4.2752132		3.8604412		3.6313732		4.5179715		4.2018123		4.2670503		3.7999141		4.7958198		-1.7568815		-2.1559513		-2.4192114		-1.6468731		-1.8485805		-1.6264375		-2.1524742		-1.3583744		-0.8130169		-1.1083245		-1.2745368		-0.7197294		-0.88641787		-0.70171547		-1.1059959		-0.44188118		No		Yes		Yes		TA109681_4565		0		0		0		0		0		0		0		TC432472		0		Rep: Riboflavin synthase subunit beta - Leeuwenhoekiella blandensis MED217, partial (17%) [TC432472]

		A_99_P168474		6.0396347		6.7334332		5.9240623		6.506922		5.350094		5.056516		4.6534753		5.1024146		4.9684606		5.260732		4.378841		5.5144925		-1.6127702		-3.1974394		-2.412597		-2.6472733		-2.1011426		-2.7754104		-2.9184885		-1.9895322		-0.68954086		-1.6769171		-1.270587		-1.4045072		-1.0711741		-1.4727011		-1.5452213		-0.99242926		Yes		Yes		Yes		TA64884_4565		0		0		Ta.54319		0		0		0		0		TC382535		0		0

		A_99_P531508		5.5012918		4.779474		6.0346756		5.602197		5.059548		4.037191		4.889532		2.9757383		3.6897461		3.9061463		4.0793405		3.9773247		-1.3582451		-1.6728208		-2.2116814		-6.1750846		-3.5101814		-1.8318832		-3.87806		-3.084149		-0.44174385		-0.74228287		-1.1451435		-2.626459		-1.8115456		-0.8733275		-1.9553351		-1.6248724		Yes		No		No		DR736415		0		0		Ta.32369		0		0		0		0		TC445141		0		0

		A_99_P546992		3.0809448		4.6096573		5.116783		4.103548		4.7347627		5.484037		5.7405763		5.3475127		5.156444		4.9042864		6.2868133		4.8519764		3.1466525		1.8332196		1.5409212		2.3684852		4.2149024		1.2265697		2.250164		1.6799617		1.6538179		0.87437963		0.6237931		1.2439647		2.0754993		0.2946291		1.1700301		0.74842834		Yes		No		No		TC451152		0		0		0		0		0		0		0		TC451152		GO:0003735(structural constituent of ribosome)|GO:0005840(ribosome)|GO:0006412(translation)|GO:0042254(ribosome biogenesis)		Rep: 60S ribosomal protein L18a - Oryza sativa subsp. japonica (Rice), partial (92%) [TC451152]

		A_99_P246351		3.9194286		4.7037163		4.434862		4.3495297		4.083835		5.8885636		6.0967107		5.424566		4.36179		5.6174426		6.1139374		5.754888		1.120705		2.2733934		3.164217		2.1067748		1.3588268		1.8839052		3.2022262		2.6488357		0.16440654		1.1848474		1.6618485		1.075036		0.4423616		0.91372633		1.6790752		1.4053583		Yes		Yes		Yes		AK331881		0		AK331881		Ta.54599		0		0		0		0		TC407948		0		Triticum aestivum cDNA, clone: WT002_J15, cultivar: Chinese Spring [AK331881]

		A_99_P227466		9.154812		7.5407786		6.6101584		7.058668		6.9464774		5.865476		4.7958274		4.315439		7.2254844		6.8731856		5.255631		6.8291		-4.621414		-3.1938632		-3.5169652		-6.695672		-3.8087761		-1.5884206		-2.5571334		-1.1724838		-2.2083344		-1.6753025		-1.814331		-2.743229		-1.9293275		-0.667593		-1.3545275		-0.229568		Yes		No		No		TA60821_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P490397		6.8521557		6.243555		6.291078		6.138754		4.8113685		3.0410054		3.5184877		3.0723894		3.8662379		4.44128		3.8373392		4.043766		-4.1147		-9.205842		-6.833338		-8.376598		-7.9222918		-3.487698		-5.4783406		-4.272226		-2.0407872		-3.2025497		-2.7725904		-3.0663645		-2.9859178		-1.8022752		-2.453739		-2.0949879		Yes		No		No		CK212354		0		CK212354		Ta.13263		0		0		0		0		TC427399		0		FGAS024226 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212354]

		A_99_P556062		9.070331		6.996371		8.459748		8.611638		10.5667925		11.536555		11.204117		9.887591		12.000385		9.768767		11.716736		9.648847		2.821499		23.266535		6.7009635		2.4215877		7.6213927		6.8324194		9.559847		2.052253		1.4964619		4.5401845		2.7443686		1.2759533		2.9300547		2.7723966		3.2569876		1.0372086		Yes		Yes		Yes		CD891900		0		CD891900		Ta.61156		0		0		0		0		TC454584		0		G118.118O05F010724 G118 Triticum aestivum cDNA clone G118118O05, mRNA sequence [CD891900]

		A_99_P009401		1.9133173		1.5644021		2.9130032		3.0184696		2.9477348		2.3178113		5.214298		2.9541245		4.6140704		3.853527		5.6638293		3.13676		2.0482864		1.6857717		4.9289985		-1.0456102		6.5014124		4.8875957		6.7310247		1.0854479		1.0344175		0.75340915		2.3012946		-0.06434512		2.7007532		2.289125		2.7508261		0.118290424		Yes		No		No		DR738694		0		DR738694		Ta.4328		0		0		0		0		TC370147		0		FGAS083911 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738694]

		A_99_P153982		3.961442		3.7899437		4.5430126		4.36277		2.5833435		2.5212386		1.993824		3.4354286		3.428893		3.0716276		3.116905		3.753687		-2.5992556		-2.4094522		-5.85305		-1.9017682		-1.4464825		-1.6452606		-2.6872075		-1.5252895		-1.3780985		-1.2687051		-2.5491886		-0.92734146		-0.5325489		-0.7183161		-1.4261076		-0.6090832		Yes		Yes		Yes		CJ939737		0		CJ939737		Ta.53707		0		0		0		0		0		0		CJ939737 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan33g03 3', mRNA sequence [CJ939737]

		A_99_P000536		3.4593818		3.8664038		2.8870535		2.9197156		3.4674635		4.882816		3.5760682		3.836219		4.097149		4.342279		4.557759		4.060646		1.0056175		2.0228817		1.612182		1.8875351		1.5559192		1.3907616		3.183702		2.205232		0.008081675		1.016412		0.6890147		0.9165034		0.6377671		0.47587514		1.6707053		1.1409304		No		Yes		Yes		DR738135		0		DR738135		Ta.291		0		0		0		0		TC392149		0		FGAS083352 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738135]

		A_99_P524757		1.5897793		1.7554511		2.0335252		1.5492178		2.6233573		5.8740726		7.6434884		3.230712		5.005152		3.883541		7.400896		4.275514		2.047095		17.37115		48.839058		3.2075996		10.669147		4.371383		41.279987		6.6175466		1.033578		4.1186213		5.6099634		1.6814941		3.4153728		2.12809		5.3673706		2.7262964		Yes		Yes		Yes		EB512318		0		0		0		0		0		0		0		TC442425		0		Rep: Ent-kaurene oxidase - Oryza sativa subsp. japonica (Rice), partial (23%) [TC442425]

		A_99_P291586		6.6242714		7.1644783		6.355458		7.51309		6.170999		5.486315		3.400057		6.3670197		5.5973015		6.556917		3.756757		6.784027		-1.3691423		-3.2002032		-7.7564726		-2.2131028		-2.03774		-1.5236813		-6.057409		-1.6575623		-0.45327234		-1.6781635		-2.9554007		-1.1460705		-1.0269699		-0.6075611		-2.5987008		-0.72906303		Yes		No		No		TA79257_4565		0		0		0		0		0		0		0		TC379202		0		Rep: Vegetative cell wall protein - Chlamydomonas incerta, partial (4%) [TC379202]

		A_99_P256286		10.206177		9.984242		10.114099		9.836192		9.703469		9.295611		9.0624695		9.482837		9.585495		9.364647		9.021217		9.6233		-1.4168701		-1.6117535		-2.072869		-1.2775284		-1.5376016		-1.5364443		-2.1329958		-1.1590096		-0.5027075		-0.68863106		-1.0516291		-0.3533554		-0.62068176		-0.6195955		-1.0928812		-0.21289253		No		Yes		Yes		AK333182		0		AK333182		Ta.801		0		0		0		0		TC372269		0		Triticum aestivum cDNA, clone: WT005_N15, cultivar: Chinese Spring [AK333182]

		A_99_P135220		1.4997181		1.368275		1.9213015		1.5444959		2.2886803		1.4212576		8.1301565		5.257964		3.352297		1.3794886		7.8269806		3.143645		1.7278311		1.0374074		73.96932		13.117929		3.611452		1.007803		59.949642		3.0296457		0.78896224		0.05298257		6.208855		3.713468		1.852579		0.011213541		5.905679		1.5991491		Yes		Yes		Yes		BT009357		0		BT009357		Ta.48754		0		0		0		0		TC423778		0		Triticum aestivum clone wlm96.pk0023.a11:fis, full insert mRNA sequence [BT009357]

		A_99_P431722		6.1007457		7.167006		4.8296638		6.3327255		5.0346622		4.9755654		3.3998272		3.6341522		3.8042262		4.5463486		2.6126385		3.6896384		-2.0937417		-4.5676136		-2.694162		-6.4915967		-4.9127116		-6.150303		-4.649338		-6.2466693		-1.0660834		-2.1914406		-1.4298365		-2.6985734		-2.2965195		-2.6206574		-2.2170253		-2.6430871		Yes		No		No		TA65100_4565		0		0		Ta.49757		0		0		0		0		TC389918		0		0

		A_99_P273086		9.953883		9.6488695		10.061568		10.153537		9.683853		8.833953		8.942212		9.571767		9.504906		9.065681		8.990272		9.473626		-1.205833		-1.7591965		-2.1725		-1.4966843		-1.3650724		-1.4981562		-2.1013212		-1.6020405		-0.27003002		-0.8149166		-1.1193562		-0.58176994		-0.44897747		-0.58318806		-1.0712967		-0.67991066		No		Yes		Yes		TA73853_4565		0		0		0		0		0		0		0		TC421087		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC421087]

		A_99_P555312		6.4448237		6.2358527		7.0829005		7.143349		6.2529297		5.5638123		5.966023		6.907868		6.048487		5.609463		5.909193		6.970892		-1.1422623		-1.5933249		-2.1687708		-1.1772994		-1.3161615		-1.5436969		-2.2559068		-1.1269764		-0.19189405		-0.67204046		-1.1168776		-0.23548126		-0.39633656		-0.6263895		-1.1737075		-0.17245722		No		Yes		Yes		TC454297		0		0		0		0		0		0		0		TC454297		0		0

		A_99_P430102		5.6792684		5.122092		5.196586		5.2137585		8.279564		9.389633		7.9406877		6.0135994		9.581192		7.9995894		8.162964		6.3949304		6.0641084		19.260075		6.6997232		1.7409092		14.948446		7.348744		7.8157144		2.267609		2.6002955		4.2675414		2.7441015		0.7998409		3.9019237		2.8774977		2.9663777		1.1811719		Yes		Yes		Yes		TC388571		0		0		0		0		0		0		0		TC388571		0		Rep: Wall-associated kinase 3 - Triticum aestivum (Wheat), partial (25%) [TC388571]

		A_99_P251011		1.5953511		1.2981397		1.3019024		1.3036755		1.2797164		1.2803245		1.3191048		7.2965355		1.2799758		1.2872897		1.2872553		1.7309885		-1.244559		-1.0124252		1.0119952		63.684036		-1.2443353		-1.0075489		-1.0102043		1.3447267		-0.31563473		-0.017815232		0.017202377		5.99286		-0.31537533		-0.010849953		-0.014647126		0.42731297		No		Yes		Yes		TA67456_4565		0		0		0		0		0		0		0		TC384140		0		Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aestivum (Wheat), partial (69%) [TC384140]

		A_99_P090775		9.646258		8.349752		7.7675586		7.7965064		9.9042425		9.949662		9.197612		8.239632		10.702652		10.232137		9.654601		8.337372		1.1958066		3.0312436		2.6945665		1.3595463		2.0797262		3.6868386		3.6987622		1.454845		0.25798416		1.5999098		1.4300532		0.44312525		1.0563936		1.8823843		1.8870425		0.5408654		Yes		Yes		Yes		CD882291		0		CD882291		Ta.34392		0		0		0		0		TC446608		0		F1.105P19F010330 F1 Triticum aestivum cDNA clone F1105P19, mRNA sequence [CD882291]

		A_99_P331251		6.0243735		4.9325953		3.4281015		2.608491		6.039719		6.3050113		5.633369		5.0942764		6.5779653		6.015166		5.9414144		3.859336		1.0106936		2.589038		4.6116		5.6013923		1.4677352		2.1178062		5.7092957		2.3798077		0.015345573		1.372416		2.2052674		2.4857855		0.5535917		1.0825706		2.5133128		1.250845		Yes		Yes		Yes		TA90917_4565		0		0		0		0		0		0		0		TC452927		0		0

		A_99_P049999		9.946942		10.080131		10.683614		10.717006		10.248062		10.5452795		12.085963		10.265832		11.147903		10.305198		11.988304		10.196533		1.2321004		1.3804599		2.643317		-1.3671521		2.2989278		1.1688316		2.470307		-1.434425		0.3011198		0.46514893		1.4023495		-0.45117378		1.2009611		0.22506714		1.3046904		-0.5204725		No		Yes		Yes		AK333537		0		AK333537		Ta.17912		100192183		LOC100192183		5-enolpyruvylshikimate 3-phosphate synthase		0		TC371935		0		Triticum aestivum cDNA, clone: WT006_L10, cultivar: Chinese Spring [AK333537]

		A_99_P478897		7.701149		7.9835277		8.499821		8.392676		7.702498		7.1874223		7.743297		8.212089		6.9954815		7.5188255		7.1350656		8.393817		1.0009354		-1.7364073		-1.6894149		-1.1333455		-1.6308991		-1.3800324		-2.5753262		1.000791		0.0013489723		-0.7961054		-0.7565236		-0.18058777		-0.7056675		-0.46470213		-1.3647552		0.0011405945		No		Yes		Yes		FJ602077		0		FJ602077		Ta.6620		100415820		UFD1b		ubiquitin fusion degradation 1 protein		0		TC421525		0		Triticum aestivum ubiquitin fusion degradation 1 protein (UFD1b) mRNA, complete cds [FJ602077]

		A_99_P343776		8.184914		7.874059		7.721905		7.8363338		10.047448		11.740738		10.891337		9.607837		11.391202		10.101438		11.300372		8.943656		3.6364596		14.587682		8.996926		3.4140944		9.22973		4.6828227		11.946093		2.154454		1.8625345		3.8666787		3.1694322		1.771503		3.2062883		2.2273784		3.578467		1.1073222		Yes		Yes		Yes		TA94796_4565		0		0		0		0		0		0		0		TC385720		0		Rep: ATPase - Arabidopsis thaliana (Mouse-ear cress), partial (15%) [TC385720]

		A_99_P354831		10.880447		10.852979		11.102123		11.013215		10.679805		10.623989		9.880118		10.695327		11.050008		10.797981		10.578722		10.7881155		-1.1492101		-1.1720139		-2.3327067		-1.2465047		1.1247158		-1.0388572		-1.4373399		-1.1688579		-0.20064259		-0.2289896		-1.2220049		-0.31788826		0.16956043		-0.054997444		-0.52340126		-0.22509956		No		Yes		Yes		TA98248_4565		0		0		0		0		0		0		0		TC434330		0		Rep: Armadillo/beta-catenin repeat protein-related-like - Oryza sativa subsp. japonica (Rice), partial (22%) [TC434330]

		A_99_P234356		9.404		9.021554		8.926017		8.466945		10.586582		10.508983		15.506278		12.548091		12.134908		11.218098		15.779162		11.855868		2.2698264		2.8038878		95.687675		16.925732		6.6387305		4.583799		115.61186		10.475329		1.1825819		1.4874287		6.580261		4.0811462		2.7309074		2.1965437		6.8531456		3.3889236		Yes		Yes		Yes		TA62842_4565		0		0		Ta.20151		0		0		0		0		TC416237		0		0

		A_99_P314136		9.375187		10.164575		9.491322		9.841435		9.747265		11.006469		10.448768		10.095012		9.864506		10.647526		10.609742		9.991824		1.2942156		1.7924019		1.9418693		1.1921587		1.4037819		1.3975997		2.1710916		1.1098685		0.37207794		0.84189415		0.9574461		0.25357628		0.48931885		0.48295116		1.1184206		0.15038872		No		Yes		Yes		TA85858_4565		0		0		Ta.25974		0		0		0		0		TC431911		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC431911]

		A_99_P500502		9.2734785		9.617011		8.680808		8.794388		8.765882		8.436984		7.074732		8.054672		8.654873		8.643678		6.9586606		8.154307		-1.4216802		-2.2658103		-3.0442276		-1.6698467		-1.5353905		-1.9633718		-3.2992713		-1.558416		-0.50759697		-1.180027		-1.6060762		-0.7397156		-0.6186056		-0.97333336		-1.7221475		-0.64008045		Yes		No		No		TC431931		0		0		0		0		0		0		0		TC431931		0		Rep: NADH-ubiquinone oxidoreductase chain 2 - Varanus gilleni (Pygmy mulga monitor), partial (5%) [TC431931]

		A_99_P322086		8.904097		8.662764		9.089359		9.25082		8.433323		7.8769774		8.226607		8.7288885		8.310887		8.137162		8.07449		8.953472		-1.3858525		-1.7240316		-1.8185039		-1.4358765		-1.5085989		-1.4395335		-2.0207205		-1.2288834		-0.4707737		-0.78578615		-0.86275196		-0.52193165		-0.59320927		-0.5256014		-1.0148697		-0.29734802		No		Yes		Yes		TA88159_4565		0		0		0		0		0		0		0		TC399172		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (19%) [TC399172]

		A_99_P247471		4.2966056		5.8976502		5.5049863		6.386587		3.764389		3.39264		3.4205616		4.2500043		3.161826		4.12693		2.5070267		4.7117233		-1.4461493		-5.676533		-4.2410593		-4.397193		-2.1958504		-3.4122422		-7.9886937		-3.192892		-0.53221655		-2.5050101		-2.0844247		-2.1365829		-1.1347797		-1.77072		-2.9979596		-1.6748638		Yes		No		No		AK335072		0		AK335072		Ta.4878		543071		cellulase		endo-1,4-beta-glucanase		0		TC386635		0		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		A_99_P360931		9.105868		8.337109		7.5321374		7.57909		9.366293		9.424889		8.136022		8.295246		10.092769		8.811443		8.644216		7.901233		1.1978312		2.1254673		1.5198029		1.642799		1.9819221		1.3892775		2.161568		1.2501863		0.2604246		1.08778		0.6038842		0.716156		0.9869003		0.47433472		1.1120782		0.32214308		No		Yes		Yes		TA100307_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P321991		10.638118		11.609761		12.464997		12.19641		10.976964		11.031044		11.317264		12.622449		9.276877		10.996722		9.971075		12.708613		1.2647448		-1.4935207		-2.2156556		1.3435395		-2.5690596		-1.5294776		-5.6330733		1.4262266		0.3388462		-0.57871723		-1.1477337		0.42603874		-1.3612404		-0.613039		-2.4939222		0.5122032		No		Yes		Yes		TA88129_4565		0		0		0		0		0		0		0		TC413505		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC413505]

		A_99_P010714		6.8286815		7.622772		6.762113		6.669584		4.9512506		6.23408		6.2323003		5.820884		5.2768035		7.0325317		5.950966		6.610085		-3.674202		-2.6184125		-1.4437419		-1.8008769		-2.9319856		-1.5054977		-1.7546061		-1.0421036		-1.8774309		-1.3886924		-0.5298128		-0.84869957		-1.551878		-0.5902405		-0.8111472		-0.059498787		Yes		No		No		BJ271041		0		BJ271041		Ta.4754		0		0		0		0		TC440019		0		BJ271041 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh23n10 5', mRNA sequence [BJ271041]

		A_99_P421397		11.714691		11.703612		10.856481		11.551434		11.145244		11.338422		11.877742		11.725703		11.117165		11.703252		11.526219		12.124042		-1.4839551		-1.2880517		2.0296926		1.128393		-1.5131202		-1.0002499		1.5907849		1.4872096		-0.5694475		-0.3651905		1.0212612		0.17426968		-0.59752655		-3.60E-04		0.66973877		0.572608		No		Yes		Yes		AK333455		0		AK333455		Ta.54087		0		0		0		0		TC433756		0		Triticum aestivum cDNA, clone: WT006_I07, cultivar: Chinese Spring [AK333455]

		A_99_P236461		8.352349		7.6643505		8.078293		7.6807632		9.361802		9.724022		12.622022		10.578528		10.923149		9.85299		12.900456		9.039453		2.0131474		4.1689134		23.323765		7.45271		5.941387		4.5587544		28.288889		2.5645208		1.0094528		2.0596714		4.543729		2.8977652		2.5707998		2.1886396		4.8221636		1.3586893		Yes		Yes		Yes		TA63453_4565		0		0		0		0		0		0		0		TC426555		0		0

		A_99_P232156		16.68854		17.323456		15.158467		16.45446		16.551458		16.811983		13.549892		16.389248		16.49792		16.789398		13.281548		16.107384		-1.099678		-1.4255046		-3.0495045		-1.0462389		-1.1412544		-1.447996		-3.6729004		-1.2719804		-0.13708115		-0.5114727		-1.6085749		-0.06521225		-0.19062042		-0.5340576		-1.8769197		-0.34707642		No		Yes		Yes		TA62134_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P000591		6.947268		7.374277		8.084186		6.7479606		6.9874535		7.0644374		7.059713		6.9047		7.134518		6.895664		7.153666		6.7881017		1.028246		-1.23957		-2.0342157		1.1147647		1.1385914		-1.3934033		-1.9059623		1.0282143		0.04018545		-0.30983973		-1.0244727		0.15673923		0.18725014		-0.4786129		-0.9305196		0.040141106		No		Yes		Yes		CK210982		0		CK210982		Ta.314		0		0		0		0		TC412329		0		FGAS022809 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210982]

		A_99_P300746		8.986345		9.413645		8.440671		10.073999		8.040049		7.467939		6.823757		7.91449		7.35614		7.889377		5.89321		8.189773		-1.92692		-3.8522623		-3.067182		-4.4676285		-3.09557		-2.8764067		-5.8460455		-3.6915503		-0.9462967		-1.9457059		-1.6169138		-2.1595092		-1.6302052		-1.5242677		-2.547461		-1.8842268		Yes		Yes		Yes		TA81890_4565		0		0		0		0		0		0		0		TC443750		0		0

		A_99_P213601		13.530819		13.774295		12.922912		13.342532		13.340144		12.999432		11.672012		13.366216		13.253894		13.395686		11.969274		13.210464		-1.1412975		-1.7110279		-2.3798974		1.0165516		-1.2116097		-1.3000875		-1.9367504		-1.0958639		-0.19067478		-0.77486324		-1.2508993		0.023683548		-0.2769251		-0.3786087		-0.9536381		-0.13206863		No		Yes		Yes		TA55499_4565		0		0		0		0		0		0		0		TC445939		0		Rep: Cysteine protease - Triticum aestivum (Wheat), complete [TC445939]

		A_99_P144143		6.80454		9.042929		8.918675		9.959178		6.0244193		6.9696274		6.954544		7.97113		6.0668883		7.548433		6.330965		8.226218		-1.7172747		-4.208486		-3.901777		-3.966999		-1.6674596		-2.8176568		-6.011439		-3.3240907		-0.78012085		-2.0733013		-1.9641314		-1.9880481		-0.7376518		-1.4944959		-2.5877104		-1.7329597		Yes		Yes		Yes		CA630291		0		CA630291		Ta.51351		0		0		0		0		0		0		wle1n.pk0031.d7 wle1n Triticum aestivum cDNA clone wle1n.pk0031.d7 5' end, mRNA sequence [CA630291]

		A_99_P076380		6.5714555		6.666493		6.8360114		6.509299		6.0930943		5.641726		5.9553046		5.2813926		5.655372		5.5990357		5.4748073		5.4263234		-1.3931602		-2.0346305		-1.8412771		-2.3422682		-1.8869855		-2.0957363		-2.568995		-2.1184006		-0.47836113		-1.0247669		-0.8807068		-1.2279062		-0.91608334		-1.0674572		-1.3612041		-1.0829754		Yes		No		No		CK168565		0		CK168565		Ta.29479		0		0		0		0		0		0		FGAS043120 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK168565]

		A_99_P109165		4.530728		4.250649		5.352548		4.842386		3.9899352		3.1708543		4.1905665		2.746095		2.35612		2.9190216		2.5063574		2.7693777		-1.4547716		-2.1137352		-2.2376456		-4.276086		-4.51463		-2.5168643		-7.1909914		-4.2076306		-0.5407927		-1.0797946		-1.1619816		-2.0962908		-2.1746078		-1.3316274		-2.8461907		-2.073008		Yes		No		No		AL820701		0		0		Ta.40854		0		0		0		0		0		0		0

		A_99_P311886		9.741239		9.760205		12.173444		10.456509		8.702597		8.433781		10.725342		10.515687		8.833116		8.956351		10.790723		10.677211		-2.054293		-2.507804		-2.7284887		1.0418723		-1.8766024		-1.7457585		-2.607597		1.1653006		-1.0386419		-1.3264246		-1.448102		0.059178352		-0.908123		-0.803854		-1.382721		0.22070217		No		Yes		Yes		TA85185_4565		0		0		Ta.12045		0		0		0		0		TC406295		0		0

		A_99_P458992		9.53618		9.712943		9.93521		9.594467		9.233874		8.973538		8.607042		9.291207		9.276423		9.082914		8.825262		9.323062		-1.2331132		-1.6694868		-2.5108361		-1.2339294		-1.1972762		-1.5475959		-2.1583788		-1.2069829		-0.30230522		-0.7394047		-1.3281679		-0.30325985		-0.2597561		-0.6300287		-1.1099482		-0.27140522		No		Yes		Yes		TC409861		0		0		0		0		0		0		0		TC409861		0		Rep: Cell wall glycoprotein GP2 - Chlamydomonas reinhardtii, partial (3%) [TC409861]

		A_99_P294176		5.7297883		6.7411914		6.2608223		6.4485307		5.989315		7.07563		6.9047933		6.8442235		6.375023		6.8937726		7.283691		6.9361825		1.197086		1.2608868		1.5626243		1.3155744		1.5639936		1.1115564		2.0319552		1.4021608		0.25952673		0.3344388		0.64397097		0.39569283		0.6452346		0.15258121		1.0228686		0.48765182		No		Yes		Yes		TA79986_4565		0		0		0		0		0		0		0		TC415490		0		Rep: Chromosome chr16 scaffold_94, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC415490]

		A_99_P293886		4.2823586		5.6331162		4.775128		5.370065		5.093012		6.534712		6.0667534		5.3053393		5.1580777		5.7610307		6.4387894		5.2642245		1.7540054		1.8681309		2.4480371		-1.0458862		1.8349224		1.0927129		3.1681957		-1.0761213		0.8106532		0.9015956		1.2916255		-0.064725876		0.8757191		0.12791443		1.6636615		-0.10584068		No		Yes		Yes		TA79901_4565		0		0		0		0		0		0		0		TC411579		0		Rep: Nucleoporin autopeptidase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (3%) [TC411579]

		A_99_P563297		11.8496065		12.474416		12.546181		12.781882		10.958		10.47928		11.793679		11.132576		10.38831		11.450417		11.379413		12.569781		-1.8552407		-3.9865348		-1.6847115		-3.1368277		-2.7535563		-2.0335484		-2.245082		-1.1583738		-0.89160633		-1.9951353		-0.7525015		-1.6493063		-1.4612961		-1.0239992		-1.1667681		-0.21210098		Yes		No		No		CJ623024		0		0		Ta.58629		0		0		0		0		TC457320		0		Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC457320]

		A_99_P395757		5.908694		5.02705		6.342172		5.927839		5.6286826		4.5113573		5.5940766		3.4506538		3.8146646		4.372919		4.3580985		4.1229305		-1.2142043		-1.4296805		-1.6795741		-5.5680995		-4.2693877		-1.5736678		-3.9560857		-3.4940693		-0.28001118		-0.5156927		-0.7480955		-2.477185		-2.0940292		-0.65413094		-1.9840736		-1.8049083		Yes		No		No		TA109383_4565		0		0		0		0		0		0		0		TC404365		0		Rep: Predicted protein - Botryotinia fuckeliana (strain B05.10) (Noble rot fungus) (Botrytiscinerea), partial (22%) [TC404365]

		A_99_P199051		8.78796		8.844044		8.719003		9.151982		10.457259		11.874131		11.1730995		8.725301		11.073901		10.5709		11.221288		8.774142		3.1806004		8.168592		5.4796996		-1.3441383		4.8768215		3.3100574		5.665821		-1.299395		1.6692991		3.0300875		2.4540968		-0.42668152		2.2859411		1.7268562		2.502285		-0.37784004		Yes		Yes		Yes		TA50622_4565		0		0		Ta.54331		0		0		0		0		TC446616		0		0

		A_99_P423037		7.899175		8.687215		8.355427		8.929198		7.1796174		7.4203377		7.3304305		7.4280114		7.440438		7.7729363		7.5488396		7.9661717		-1.6466771		-2.4064012		-2.034954		-2.830755		-1.3743385		-1.8846264		-1.749069		-1.9493951		-0.71955776		-1.2668772		-1.0249963		-1.5011868		-0.45873737		-0.9142785		-0.8065872		-0.9630265		Yes		Yes		Yes		TC383187		0		0		0		0		0		0		0		TC383187		GO:0016020(membrane)		Rep: Cellulose synthase BoCesA1b - Bambusa oldhamii (Giant timber bamboo), partial (21%) [TC383187]

		A_99_P428272		1.5943276		2.2345917		2.357662		3.0758693		2.6990573		3.500886		5.395656		3.94079		4.1941447		2.4903736		4.99325		4.5080028		2.150586		2.4054291		8.213483		1.8212395		6.0620985		1.1939827		6.214283		2.6984546		1.1047298		1.2662942		3.0379941		0.8649206		2.5998173		0.2557819		2.635588		1.4321334		Yes		No		No		TC456051		0		0		0		0		0		0		0		TC456051		GO:0008152(metabolic process)|GO:0016758(transferase activity, transferring hexosyl groups)		0

		A_99_P266476		9.965558		10.038531		8.556318		8.669204		10.566869		11.139066		11.260345		10.356819		11.524713		11.206759		11.8644		9.651351		1.5170943		2.1443412		6.5161834		3.2212384		2.946811		2.2473552		9.904483		1.9754033		0.60131073		1.1005344		2.7040272		1.6876154		1.5591545		1.1682281		3.3080816		0.9821472		Yes		Yes		Yes		TA71839_4565		0		0		Ta.55545		0		0		0		0		TC422850		0		0

		A_99_P397942		5.016193		4.7447886		5.2586246		4.8159432		5.090077		3.6912823		4.4534755		3.837181		3.9290574		4.156077		3.4042072		3.5516956		1.0525465		-2.0755682		-1.7473264		-1.9707737		-2.124518		-1.5039033		-3.6160567		-2.4020193		0.07388401		-1.0535064		-0.8051491		-0.97876215		-1.0871356		-0.58871174		-1.8544173		-1.2642477		Yes		No		No		TA109934_4565		0		0		0		0		0		0		0		TC414760		0		Rep: RL16_NEUCR 60S ribosomal protein L16 - Gibberella zeae PH-1, complete [TC414760]

		A_99_P243046		13.284959		13.573765		12.826538		13.341466		12.2117		12.863068		11.727169		12.220258		12.218278		13.082298		11.484263		13.365289		-2.1041803		-1.6365948		-2.1426096		-2.1752906		-2.094609		-1.4058733		-2.5355077		1.0166498		-1.0732584		-0.7106972		-1.099369		-1.1212082		-1.0666809		-0.49146652		-1.3422747		0.023822784		Yes		No		No		TA65244_4565		0		0		Ta.568		0		0		0		0		TC416357		0		0

		A_99_P107245		1.4086679		1.3261286		1.9855942		2.0641932		1.8412267		2.8949416		2.9311829		4.158096		1.8419552		1.8872051		3.3377914		4.5477657		1.3496251		2.9666052		1.9259746		4.269013		1.3503069		1.4753697		2.5530066		5.592807		0.43255877		1.568813		0.9455887		2.0939026		0.43328726		0.5610765		1.3521973		2.4835725		Yes		No		No		BQ743577		0		BQ743577		Ta.40254		0		0		0		0		TC390584		0		WHE4105_F07_K13ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4105_F07_K13, mRNA sequence [BQ743577]

		A_99_P225976		12.7441025		13.4776125		12.671089		12.886475		12.662997		12.346095		11.859603		12.861928		12.058209		12.546162		11.197513		12.849483		-1.0578281		-2.1908906		-1.7550185		-1.0171599		-1.6086975		-1.907193		-2.777095		-1.0259725		-0.08110523		-1.1315174		-0.81148624		-0.024546623		-0.68589306		-0.93145084		-1.4735765		-0.036992073		No		Yes		Yes		TA60257_4565		0		0		0		0		0		0		0		TC427155		0		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), complete [TC427155]

		A_99_P253791		10.483114		10.03036		9.25143		9.113075		9.4974375		8.744227		8.195022		7.3969345		9.046191		9.242589		7.8390617		9.005889		-1.980242		-2.4387348		-2.079747		-3.2855632		-2.7074282		-1.7264054		-2.6617367		-1.0771254		-0.98567677		-1.2861328		-1.0564079		-1.7161407		-1.436923		-0.7877712		-1.4123678		-0.10718632		Yes		No		No		AK335007		0		AK335007		Ta.16749		0		0		0		0		TC394723		0		Triticum aestivum cDNA, clone: WT011_M16, cultivar: Chinese Spring [AK335007]

		A_99_P146547		4.0488286		3.175825		4.4066033		4.750063		4.5846534		3.4661167		3.4233913		2.8615782		2.763359		3.388406		2.9556808		3.0186794		1.4497707		1.2228874		-1.9768617		-3.7024615		-2.4376137		1.1587594		-2.733828		-3.320461		0.5358248		0.29029155		-0.983212		-1.8884847		-1.2854695		0.21258092		-1.4509225		-1.7313836		Yes		No		No		CK207709		0		CK207709		Ta.51927		0		0		0		0		0		0		FGAS019365 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207709]

		A_99_P324461		4.9294424		4.9050026		5.195295		5.091505		4.405378		4.073867		4.296332		3.6469243		4.1650777		4.060043		3.972922		3.798332		-1.4380009		-1.7790854		-1.8647251		-2.7218373		-1.6986219		-1.7962146		-2.3333015		-2.4506648		-0.52406454		-0.83113575		-0.898963		-1.4445808		-0.7643647		-0.84495974		-1.2223728		-1.2931731		Yes		No		No		TA88869_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P552147		12.058243		8.838951		9.609279		12.695775		12.36287		10.04235		12.470433		11.480408		12.142032		10.596501		11.750295		12.077769		1.2350997		2.3028152		7.265966		-2.3219988		1.0597976		3.381235		4.4107256		-1.5347522		0.30462742		1.2033987		2.8611546		-1.2153673		0.08378887		1.7575502		2.141016		-0.61800575		No		Yes		Yes		TA61435_4565		0		0		Ta.54713		0		0		0		0		TC407750		0		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (49%) [TC407750]

		A_99_P238646		13.432388		13.434646		12.580174		12.329681		12.295035		12.101345		11.758671		11.058864		12.087146		12.55617		11.375496		12.441623		-2.1997705		-2.519785		-1.767247		-2.412983		-2.540729		-1.8384312		-2.3048592		1.0806814		-1.137353		-1.3333006		-0.82150364		-1.2708178		-1.3452425		-0.8784752		-1.2046785		0.11194134		Yes		No		No		TA64046_4565		0		0		0		0		0		0		0		TC381175		0		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (37%) [TC381175]

		A_99_P488312		5.175171		5.163016		5.7148633		5.4252696		4.7025476		4.3717675		4.3602386		4.4185467		4.3184915		4.3615956		3.8669376		4.075985		-1.3876303		-1.7305713		-2.5573058		-2.0093417		-1.8108655		-1.742816		-3.5998223		-2.5478575		-0.47262335		-0.7912483		-1.3546247		-1.0067229		-0.85667944		-0.8014202		-1.8479257		-1.3492846		Yes		No		No		CV064565		0		0		Ta.11216		0		0		0		0		TC426336		0		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC426336]

		A_99_P228896		10.983044		11.180259		11.911507		11.947063		11.335118		11.738159		13.39313		11.633187		12.337125		11.45474		13.189864		11.465745		1.2763948		1.4721253		2.7926285		-1.243043		2.5563426		1.2095587		2.4256268		-1.3960189		0.35207462		0.5579004		1.4816236		-0.31387615		1.3540812		0.27448082		1.2783575		-0.48131847		No		Yes		Yes		AK333537		0		AK333537		Ta.17912		100192183		LOC100192183		5-enolpyruvylshikimate 3-phosphate synthase		0		TC371935		0		Triticum aestivum cDNA, clone: WT006_L10, cultivar: Chinese Spring [AK333537]

		A_99_P220891		12.506519		12.133919		11.836976		11.531891		12.244645		11.074565		10.668586		11.519099		11.786269		11.797208		10.707728		11.345044		-1.1990354		-2.083998		-2.2476077		-1.0089059		-1.6474676		-1.2628742		-2.1874464		-1.1382731		-0.2618742		-1.0593538		-1.1683903		-0.012791634		-0.7202501		-0.33671093		-1.1292477		-0.18684673		No		Yes		Yes		TA58610_4565		0		0		Ta.23014		0		0		0		0		TC402760		0		Rep: Arabinoxylan arabinofuranohydrolase isoenzyme AXAH-II - Hordeum vulgare (Barley), partial (24%) [TC402760]

		A_99_P112735		9.183621		9.828031		10.8377905		9.670835		8.406236		8.10538		9.893321		9.644344		7.9016194		9.203716		9.856663		9.5939455		-1.7140222		-3.300422		-1.924481		-1.0185312		-2.431762		-1.541478		-1.9740078		-1.0547411		-0.7773857		-1.7226505		-0.94446945		-0.026490211		-1.282002		-0.6243143		-0.98112774		-0.07688904		No		Yes		Yes		DR739062		0		DR739062		Ta.41910		0		0		0		0		TC388229		0		FGAS084279 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739062]

		A_99_P328491		5.0772443		5.112823		5.4182		5.3125024		4.1736655		3.8851757		4.414986		4.048385		3.897384		3.2097409		3.6684084		3.5482		-1.8707007		-2.341848		-2.0044603		-2.401802		-2.2655485		-3.7401137		-3.3630998		-3.397097		-0.90357876		-1.2276473		-1.0032139		-1.2641172		-1.1798604		-1.9030821		-1.7497916		-1.7643025		Yes		No		No		TA90080_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P216311		7.6788063		7.804672		7.97265		7.7244964		8.505063		9.996678		8.288876		7.6619906		9.895279		8.032983		8.504983		7.348967		1.7730789		4.569406		1.2450689		-1.0442779		4.6475573		1.1714628		1.4462659		-1.2973155		0.82625675		2.1920066		0.31622553		-0.06250572		2.2164726		0.22831106		0.5323329		-0.3755293		No		Yes		Yes		TA56700_4565		0		0		0		0		0		0		0		TC371034		0		Rep: Ubiquitin carrier protein - Triticum aestivum (Wheat), complete [TC371034]

		A_99_P316706		8.406052		8.124452		7.5368667		8.074771		7.948074		7.0077643		5.9731216		7.8506737		7.9092674		7.3619194		6.332643		7.676258		-1.373615		-2.1684847		-2.9562023		-1.1680461		-1.4110647		-1.6964656		-2.3041325		-1.3181485		-0.45797777		-1.1166873		-1.563745		-0.22409725		-0.4967842		-0.76253223		-1.2042236		-0.39851284		No		Yes		Yes		AK330679		0		AK330679		Ta.28852		543357		ETT1-alpha		ETTIN-like auxin response factor		0		TC369480		0		Triticum aestivum cDNA, clone: SET5_A16, cultivar: Chinese Spring [AK330679]

		A_99_P128965		6.351545		6.4627614		6.7315674		6.4553094		5.4467025		5.9780426		5.53388		5.160335		5.122235		5.1437926		5.048338		5.3197975		-1.87234		-1.3993131		-2.2937167		-2.4537263		-2.3445485		-2.494877		-3.2114604		-2.196965		-0.9048424		-0.4847188		-1.1976871		-1.2949743		-1.22931		-1.3189688		-1.6832294		-1.1355119		Yes		No		No		CV761658		0		CV761658		Ta.46977		0		0		0		0		0		0		FGAS056046 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761658]

		A_99_P311731		7.6835227		7.854814		8.880765		8.172736		7.5750995		7.4846573		7.4957757		7.9791007		7.38038		7.519978		7.543362		7.962256		-1.0780493		-1.2924932		-2.6117		-1.143642		-1.233829		-1.261234		-2.52696		-1.1570733		-0.10842323		-0.37015676		-1.3849893		-0.19363546		-0.30314255		-0.334836		-1.3374028		-0.21048021		No		Yes		Yes		TA85141_4565		0		0		0		0		0		0		0		TC389879		0		0

		A_99_P217411		8.669338		9.070325		9.0787		8.974727		9.226796		9.788369		10.15367		9.777354		9.22348		9.891857		10.347061		9.665287		1.4716738		1.6449506		2.1066787		1.7442751		1.4682951		1.767282		2.4088776		1.6139102		0.5574579		0.7180443		1.0749702		0.80262756		0.554142		0.82153225		1.2683611		0.69056034		No		Yes		Yes		AK331321		0		AK331321		Ta.2170		0		0		0		0		TC385469		0		Triticum aestivum cDNA, clone: WT007_D09, cultivar: Chinese Spring [AK331321]

		A_99_P282686		8.219609		8.576739		8.437283		8.206509		8.530968		9.465505		9.376367		8.51406		9.250957		9.004255		9.595182		8.421063		1.2408756		1.8515909		1.9173106		1.2376053		2.0439322		1.3449159		2.2313237		1.1603458		0.31135845		0.88876534		0.93908405		0.30755138		1.0313473		0.42751598		1.1578999		0.21455479		No		Yes		Yes		TA76670_4565		0		0		0		0		0		0		0		TC408137		0		Rep: NADPH-dependent thioredoxin reductase isoform 2 - Hordeum vulgare var. distichum (Two-rowed barley), partial (30%) [TC408137]

		A_99_P456517		5.4352093		5.592546		5.9897156		5.1803246		4.1935325		5.4910965		2.0999453		3.6976662		5.2115607		4.2089615		1.8659348		4.4907384		-2.3647323		-1.0728508		-14.823049		-2.7946322		-1.1676829		-2.6091583		-17.433384		-1.6128209		-1.2416768		-0.10144949		-3.8897703		-1.4826584		-0.22364855		-1.3835845		-4.1237807		-0.68958616		Yes		Yes		Yes		TA81457_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P393692		5.279422		5.3863597		5.4067435		5.510784		4.697065		4.2556744		4.392772		4.1721153		4.43679		4.3205905		4.1550293		4.0357065		-1.4972934		-2.1896274		-2.0194623		-2.5291784		-1.7933186		-2.0932856		-2.381242		-2.779986		-0.5823569		-1.1306853		-1.0139713		-1.3386688		-0.8426318		-1.0657692		-1.2517142		-1.4750776		Yes		No		No		TA108895_4565		0		0		0		0		0		0		0		TC393326		0		Rep: Small GTP-binding protein - Triticum aestivum (Wheat), partial (70%) [TC393326]

		A_99_P260916		4.3813863		4.7282443		4.990667		4.650471		4.1236157		5.5398297		5.9886537		6.2607536		6.2560062		4.7781453		6.5920777		5.982225		-1.1956296		1.7551391		1.9972111		3.053116		3.6670501		1.0351939		3.034399		2.5170846		-0.25777054		0.8115854		0.9979868		1.6102824		1.87462		0.04990101		1.6014109		1.3317537		Yes		No		No		TA70255_4565		0		0		Ta.6219		0		0		0		0		0		0		0

		A_99_P389482		6.8425865		6.5671062		6.397101		6.390384		7.562676		8.025245		7.2242966		6.568632		7.9998155		7.404038		7.6251297		6.5130515		1.6472842		2.7475362		1.7742332		1.131509		2.2302864		1.7862471		2.342467		1.088746		0.72008944		1.4581385		0.82719564		0.17824793		1.157229		0.8369317		1.2280288		0.12266731		No		Yes		Yes		TA107866_4565		0		0		0		0		0		0		0		TC454093		0		Rep: Os02g0656200 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC454093]

		A_99_P118510		6.886942		7.27745		8.269616		7.675755		6.548887		5.760988		6.8554893		7.0808053		5.9292912		6.146052		6.7980695		7.158747		-1.2640514		-2.8608856		-2.664984		-1.51042		-1.9421446		-2.1907096		-2.7731903		-1.4309843		-0.33805513		-1.5164618		-1.4141269		-0.5949497		-0.95765066		-1.1313982		-1.4715466		-0.5170078		Yes		Yes		Yes		TA105451_4565		0		0		0		0		0		0		0		TC445164		0		Rep: Os09g0503100 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC445164]

		A_99_P332106		7.087396		7.29215		7.23282		7.158976		6.31589		6.290474		6.395031		6.7957845		7.0075765		6.391661		6.7981706		6.8907714		-1.7070512		-2.0023248		-1.7873089		-1.2862684		-1.056886		-1.8666984		-1.3515824		-1.2043083		-0.7715063		-1.0016761		-0.83778906		-0.3631916		-0.07981968		-0.90048885		-0.43464947		-0.2682047		No		Yes		Yes		TA91177_4565		0		0		0		0		0		0		0		TC403528		0		0

		A_99_P528327		4.755024		4.716686		4.7083964		5.2368402		3.8140173		4.0568447		3.3443534		3.51077		4.702083		4.4978275		4.2073436		5.0059295		-1.9198674		-1.5799086		-2.5740552		-3.3082545		-1.0373774		-1.1638122		-1.415246		-1.1735756		-0.94100666		-0.65984106		-1.364043		-1.7260702		-0.052940845		-0.21885824		-0.50105286		-0.23091078		Yes		No		No		CA649505		0		0		Ta.14404		0		0		0		0		TC443915		0		Rep: Uncharacterized protein At5g39570 - Arabidopsis thaliana (Mouse-ear cress), partial (8%) [TC443915]

		A_99_P430262		8.468345		7.6743965		7.853124		8.398259		8.874322		9.486146		8.943379		8.956961		9.873414		9.287814		9.322143		8.902241		1.3249861		3.5106776		2.129117		1.472943		2.6483052		3.0597582		2.7683349		1.4181219		0.40597725		1.8117495		1.0902553		0.5587015		1.4050694		1.6134176		1.4690185		0.5039816		Yes		Yes		Yes		TC399319		0		0		0		0		0		0		0		TC399319		0		Rep: NB-ARC domain containing protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC399319]

		A_99_P201441		5.5674305		5.4315186		6.1223454		5.9568763		5.471792		5.42914		4.805821		6.0043836		6.1446986		5.484141		5.2169266		5.7535095		-1.0685381		-1.00165		-2.4906538		1.0334777		1.4920213		1.0371484		-1.8730882		-1.1513822		-0.095638275		-0.0023784637		-1.3165245		0.047507286		0.5772681		0.05262232		-0.9054189		-0.20336676		No		Yes		Yes		TA51397_4565		0		0		0		0		0		0		0		TC385393		0		Rep: Alpha-expansin EXPA3 - Triticum aestivum (Wheat), complete [TC385393]

		A_99_P422532		5.164621		4.054781		4.8687415		5.0911174		9.209977		9.180968		13.332059		9.2415495		10.516209		10.2802725		12.826922		8.376582		16.511007		34.92498		352.94946		17.75843		40.830853		74.82723		248.6859		9.7504225		4.0453563		5.1261873		8.463318		4.150432		5.351588		6.2254915		7.958181		3.2854648		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC382719		0		T.aestivum pox2 gene [X85228]

		A_99_P027629		3.8971214		3.9309437		4.3913565		4.0056615		3.4341228		3.3785152		3.4823444		2.7028255		3.0430477		3.0992897		2.650964		2.1490066		-1.3784039		-1.4665523		-1.8777592		-2.4671338		-1.8075979		-1.7797247		-3.3412604		-3.6216695		-0.46299863		-0.5524285		-0.9090121		-1.302836		-0.85407376		-0.8316541		-1.7403924		-1.8566549		Yes		Yes		Yes		BQ166000		0		BQ166000		Ta.10561		0		0		0		0		0		0		WHE0802_F07_K14ZT Wheat vernalized crown cDNA library Triticum aestivum cDNA clone WHE0802_F07_K14, mRNA sequence [BQ166000]

		A_99_P343256		6.1748967		6.946598		8.887133		7.9518933		6.009435		6.1609263		6.955414		7.695778		5.9894104		6.32126		7.1525974		7.6951947		-1.1215248		-1.7238947		-3.8150945		-1.1942587		-1.1372002		-1.5425723		-3.3277228		-1.1947416		-0.16546154		-0.7856717		-1.9317188		-0.25611544		-0.18548632		-0.6253381		-1.7345352		-0.2566986		No		Yes		Yes		TA94614_4565		0		0		0		0		0		0		0		TC442071		0		0

		A_99_P135365		14.173419		13.312657		11.576415		13.354457		14.580566		15.200753		13.214358		13.812119		15.35423		14.435261		13.718106		13.568207		1.3260612		3.7014637		3.1122184		1.3733141		2.2670417		2.1773953		4.4127903		1.1596986		0.4071474		1.8880959		1.6379433		0.45766163		1.1808109		1.1226034		2.1416912		0.21374989		Yes		Yes		Yes		AF384144		0		AF384144		Ta.48801		542879		LOC542879		MLo protein		0		TC386975		0		Triticum aestivum MLo protein mRNA, complete cds [AF384144]

		A_99_P411312		8.853254		6.4577155		6.751244		7.409258		9.953148		9.33566		9.022389		7.4997497		10.741141		10.477165		8.7631445		7.998207		2.1433887		7.3510203		4.827062		1.064733		3.7009277		16.217165		4.0331316		1.5041507		1.0998936		2.8779445		2.2711453		0.09049177		1.887887		4.0194497		2.0119004		0.5889492		Yes		No		No		BJ283852		0		0		Ta.32489		0		0		0		0		TC373368		0		Rep: Elicitor-responsive protein 1 - Oryza sativa subsp. indica (Rice), partial (71%) [TC373368]

		A_99_P603057		1.73036		1.6885767		1.3952727		1.8849672		1.7857403		2.5723164		4.800806		2.9014158		3.0402431		2.7386131		4.180773		3.0485656		1.039133		1.845152		10.596628		2.022933		2.4792144		2.0705822		6.8947587		2.2401547		0.055380225		0.8837397		3.4055333		1.0164486		1.3098831		1.0500364		2.7855		1.1635984		Yes		Yes		Yes		CK167662		0		CK167662		Ta.57055		543150		wrsi5-1		wrsi5-1 protein		0		TC439746		0		FGAS052071 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK167662]

		A_99_P305006		7.555347		8.096814		7.5402665		8.039199		7.515286		8.120029		8.552127		8.249339		7.3919353		8.235286		8.119002		8.103625		-1.0281574		1.0162218		2.0165098		1.1568006		-1.1199324		1.1007384		1.4935399		1.0456691		-0.040060997		0.023215294		1.0118604		0.21014023		-0.16341162		0.1384716		0.5787358		0.06442642		No		Yes		Yes		AK332706		0		AK332706		Ta.38296		0		0		0		0		TC390831		0		Triticum aestivum cDNA, clone: WT004_K16, cultivar: Chinese Spring [AK332706]

		A_99_P258936		3.995863		4.209556		5.612978		4.826252		2.742667		2.933901		4.3094835		4.4261684		3.3693535		3.0363731		4.529717		4.430282		-2.383689		-2.4210873		-2.46826		-1.3195844		-1.5438253		-2.255087		-2.11882		-1.315827		-1.253196		-1.275655		-1.3034945		-0.40008354		-0.6265094		-1.173183		-1.083261		-0.39596987		Yes		No		No		EU181177		0		EU181177		Ta.4334		100192122		CPK1		calcium-dependent protein kinase		0		TC430973		0		Triticum aestivum calcium-dependent protein kinase (CPK1) mRNA, complete cds [EU181177]

		A_99_P037718		3.077348		2.8046162		4.030127		4.5747275		4.438538		3.986687		7.0141015		4.8898344		5.4799905		3.9730113		6.709083		5.288125		2.56897		2.2690222		7.9116273		1.2441038		5.287708		2.247615		6.4039235		1.639661		1.3611901		1.1820707		2.9839745		0.31510687		2.4026425		1.168395		2.678956		0.7133975		Yes		Yes		Yes		AY771357		0		AY771357		Ta.13990		543055		LOC543055		cinnamoyl-CoA reductase		0		TC377195		0		Triticum aestivum cultivar H4564 cinnamoyl-CoA reductase mRNA, complete cds [AY771357]

		A_99_P185524		5.0174117		5.157636		6.6776233		5.5249176		5.380381		4.3010926		5.1010423		4.1406374		3.906088		3.3014965		4.096081		3.666762		1.2860702		-1.8106949		-2.9826217		-2.610417		-2.1604376		-3.6203763		-5.9857936		-3.6254385		0.3629694		-0.85654354		-1.576581		-1.3842802		-1.1113236		-1.8561397		-2.5815425		-1.8581555		Yes		No		No		DR733130		0		DR733130		Ta.60938		0		0		0		0		0		0		FGAS078892 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR733130]

		A_99_P446912		11.369637		11.666821		11.372102		11.11993		10.892613		10.836678		9.855949		10.732597		10.986897		10.893325		10.045333		10.664638		-1.3918687		-1.7778616		-2.8602722		-1.3079731		-1.3038149		-1.7094067		-2.5084026		-1.371061		-0.47702312		-0.830143		-1.5161524		-0.38733292		-0.38273907		-0.7734957		-1.3267689		-0.4552927		No		Yes		Yes		TC401489		0		0		0		0		0		0		0		TC401489		GO:0003674(molecular_function)|GO:0005575(cellular_component)|GO:0006950(response to stress)		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC401489]

		A_99_P281936		13.182701		13.436589		13.271584		12.980846		11.943578		12.284944		12.445648		11.995107		11.729874		12.748954		11.967834		12.954693		-2.3605504		-2.2216718		-1.772684		-1.9803284		-2.73744		-1.6106415		-2.4686959		-1.0182936		-1.2391233		-1.1516457		-0.82593536		-0.9857397		-1.4528275		-0.6876354		-1.3037491		-0.026153564		Yes		No		No		TA76442_4565		0		0		Ta.7930		0		0		0		0		TC403405		0		0

		A_99_P142983		1.3028039		1.3631868		1.94141		1.3863338		3.2742565		4.6378965		5.532266		3.2832928		4.058986		4.1542974		5.997864		3.9402363		3.9216278		9.678005		12.049122		3.7242732		6.75606		6.9216237		16.638502		5.872206		1.9714526		3.2747097		3.590856		1.896959		2.7561822		2.7911105		4.0564537		2.5539026		Yes		Yes		Yes		BM135747		0		BM135747		Ta.51058		0		0		0		0		TC420041		0		WHE2623_F01_L01ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE2623_F01_L01, mRNA sequence [BM135747]

		A_99_P470012		9.593939		9.768059		10.372977		9.435996		9.048836		9.202882		9.437787		9.170475		9.21568		8.850923		9.248317		9.359057		-1.4591246		-1.479569		-1.9121428		-1.2020701		-1.2997721		-1.8883631		-2.1805022		-1.0547775		-0.5451031		-0.56517696		-0.9351902		-0.26552105		-0.3782587		-0.9171362		-1.1246605		-0.07693863		No		Yes		Yes		TA69115_4565		0		0		0		0		0		0		0		TC416573		0		Rep: Phospholipid hydroperoxide glutathione peroxidase-like protein - Hordeum vulgare (Barley), partial (72%) [TC416573]

		A_99_P284731		7.8767796		7.5346856		10.081556		9.898644		8.410434		6.947382		9.739591		10.157572		7.5233064		7.300447		8.988484		10.083029		1.4475912		-1.5024362		-1.2674824		1.1965888		-1.2776327		-1.1762857		-2.133278		1.1363319		0.5336542		-0.58730364		-0.34196568		0.25892735		-0.3534732		-0.23423862		-1.0930719		0.18438435		No		Yes		Yes		TA77281_4565		0		0		0		0		0		0		0		TC401879		0		Rep: Integral membrane family protein-like - Oryza sativa subsp. japonica (Rice), partial (53%) [TC401879]

		A_99_P546182		7.2107005		7.028935		7.4757533		6.0469384		8.135601		10.107067		9.704547		7.3759103		9.854028		7.9620113		9.603719		7.0667605		1.8985534		8.445203		4.6874185		2.5122359		6.247709		1.9093431		4.3710065		2.027669		0.92490053		3.0781322		2.2287936		1.3289719		2.6433272		0.9330764		2.1279655		1.0198221		Yes		Yes		Yes		AK331067		0		AK331067		Ta.36012		0		0		0		0		TC450768		0		Triticum aestivum cDNA, clone: SET5_P20, cultivar: Chinese Spring [AK331067]

		A_99_P274701		13.518387		13.406887		12.802567		12.410491		12.539306		12.338613		12.057498		11.1516075		12.288203		12.691158		11.86547		12.153046		-1.9712095		-2.0969238		-1.6760539		-2.3931046		-2.3459685		-1.6423126		-1.9146711		-1.1953602		-0.97908115		-1.0682745		-0.74506855		-1.2588835		-1.2301836		-0.71572876		-0.9370966		-0.25744534		Yes		No		No		TA74339_4565		0		0		Ta.39993		0		0		0		0		TC418389		0		0

		A_99_P427302		5.3433228		6.6429343		5.845633		6.304232		6.386101		7.575886		7.318457		7.101326		6.3568044		7.0652537		7.3910213		6.7396016		2.060191		1.9091778		2.775647		1.7375975		2.0187771		1.3400803		2.918826		1.3522571		1.042778		0.93295145		1.4728241		0.79709387		1.0134816		0.4223194		1.5453882		0.4353695		Yes		No		No		AK332074		0		AK332074		Ta.55695		0		0		0		0		TC386397		0		Triticum aestivum cDNA, clone: WT003_B08, cultivar: Chinese Spring [AK332074]

		A_99_P470837		11.457635		11.94621		11.482093		12.603035		13.051326		16.03459		15.25089		12.610757		13.614299		14.8491335		15.342929		12.553437		3.0182052		17.010809		13.630787		1.0053668		4.458826		7.4794054		14.528724		-1.0349764		1.5936909		4.08838		3.768797		0.007721901		2.156664		2.9029236		3.860836		-0.04959774		Yes		Yes		Yes		AF262980		0		AF262980		Ta.13414		542857		PDI2		protein disulfide isomerase 2 precursor		0		TC417072		0		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P225281		10.887283		11.159495		10.784447		11.090688		11.431641		12.53037		12.775195		11.302609		11.504817		12.143512		12.697169		11.084254		1.4583706		2.5862727		3.9744313		1.15823		1.5342501		1.9779644		3.76519		-1.0044693		0.5443573		1.3708744		1.9907484		0.21192169		0.6175337		0.9840164		1.9127226		-0.006433487		Yes		Yes		Yes		TA60064_4565		0		0		Ta.54821		0		0		0		0		TC392715		0		Rep: Os05g0297900 protein - Oryza sativa subsp. japonica (Rice), complete [TC392715]

		A_99_P318056		8.830593		8.907168		9.536445		9.26868		9.999545		11.108818		11.049477		10.24709		10.960655		9.7739935		11.483733		10.581849		2.248483		4.6000504		2.8540921		1.9702938		4.377363		1.8236452		3.8564904		2.4848685		1.168952		2.2016497		1.513032		0.9784107		2.130062		0.8668251		1.9472885		1.3131695		Yes		Yes		Yes		TA86955_4565		0		0		Ta.9997		0		0		0		0		TC400162		0		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC400162]

		A_99_P120899		6.8485837		6.7155547		7.3141212		7.218287		5.8893204		5.4483643		4.8835354		7.0318437		6.3470664		6.0701566		5.782252		6.808182		-1.9443169		-2.4069238		-5.3911233		-1.1379548		-1.4157016		-1.5641708		-2.8916028		-1.3287827		-0.9592633		-1.2671905		-2.4305859		-0.18644333		-0.5015173		-0.64539814		-1.5318694		-0.41010523		Yes		Yes		Yes		CJ718634		0		CJ718634		Ta.44383		0		0		0		0		TC426780		0		CJ718634 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd1k01 5', mRNA sequence [CJ718634]

		A_99_P246406		5.9897246		7.4178734		7.0921597		8.068501		5.845644		5.7522426		6.0458965		6.174235		5.261496		6.2216973		5.511181		6.4974456		-1.1050262		-3.1725235		-2.0651739		-3.7173295		-1.6566038		-2.2913153		-2.9917276		-2.971221		-0.14408064		-1.6656308		-1.0462632		-1.8942666		-0.72822857		-1.196176		-1.5809789		-1.5710559		Yes		No		No		TA66107_4565		0		0		Ta.54511		0		0		0		0		TC398486		0		0

		A_99_P051676		4.5682735		4.558268		4.8191075		4.5895667		2.979659		3.2013674		3.8801546		3.339676		2.8881886		3.2126007		3.6693354		2.8211918		-3.0076036		-2.5613434		-1.9171363		-2.3782341		-3.2044683		-2.5414774		-2.2187886		-3.4067001		-1.5886145		-1.3569007		-0.9389529		-1.2498908		-1.680085		-1.3456674		-1.1497722		-1.7683749		Yes		No		No		CA638135		0		CA638135		Ta.18516		0		0		0		0		0		0		wre1n.pk0006.c11 wre1n Triticum aestivum cDNA clone wre1n.pk0006.c11 5' end, mRNA sequence [CA638135]

		A_99_P043876		10.239493		9.4385195		8.118339		8.643215		10.457046		10.566489		9.45771		8.965808		11.171523		10.521428		9.886592		8.94507		1.1627591		2.1855097		2.530411		1.250576		1.9079584		2.1183026		3.4064128		1.2327285		0.21755219		1.1279697		1.3393717		0.32259274		0.9320297		1.0829086		1.7682533		0.3018551		Yes		No		No		CD864788		0		CD864788		Ta.16095		0		0		0		0		TC385317		0		AZO2.001K23F000630 AZO2 Triticum aestivum cDNA clone AZO2001K23, mRNA sequence [CD864788]

		A_99_P370512		4.642571		5.211334		5.5836186		5.164701		4.7243342		4.648811		4.524685		4.9313664		4.782299		4.659439		4.648207		4.7579174		1.0583107		-1.47685		-2.0833912		-1.1755489		1.1016974		-1.4660102		-1.912436		-1.3257269		0.08176327		-0.56252337		-1.0589337		-0.23333454		0.13972807		-0.55189514		-0.93541145		-0.40678358		No		Yes		Yes		TA103211_4565		0		0		0		0		0		0		0		TC455529		0		Rep: Os04g0582000 protein - Oryza sativa subsp. japonica (Rice), partial (9%) [TC455529]

		A_99_P333291		6.923266		7.333971		6.128238		7.5247493		6.510836		6.165323		6.107483		7.3194423		5.8078747		6.830709		5.5460744		7.0692954		-1.3309255		-2.2480097		-1.0144905		-1.1529317		-2.1665375		-1.4174148		-1.497093		-1.3712142		-0.4124298		-1.1686482		-0.020755291		-0.205307		-1.1153913		-0.50326204		-0.5821638		-0.45545387		No		Yes		Yes		TA91548_4565		0		0		0		0		0		0		0		TC435672		0		0

		A_99_P387617		2.8502274		4.463033		4.7113314		4.361283		1.4478182		4.007921		1.9779106		3.1320193		2.6392138		3.4631252		2.3192093		3.75864		-2.6434264		-1.3708892		-6.6503067		-2.344473		-1.1575011		-1.9998724		-5.249289		-1.5184957		-1.4024092		-0.45511198		-2.7334208		-1.2292635		-0.21101356		-0.999908		-2.392122		-0.6026428		Yes		No		No		TA107399_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P378182		7.2912707		7.9523926		8.539607		8.064479		6.583902		6.6914887		6.843094		8.112002		6.702366		7.2498264		6.898674		7.8868103		-1.6328235		-2.3964584		-3.2411666		1.0334893		-1.5041046		-1.627397		-3.1186745		-1.1310546		-0.70736885		-1.2609038		-1.6965132		0.0475235		-0.58890486		-0.70256615		-1.640933		-0.17766857		No		Yes		Yes		TA105089_4565		0		0		0		0		0		0		0		TC439456		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC439456]

		A_99_P469557		4.584742		3.45168		4.3278747		3.3992612		5.5864997		4.6826386		8.179006		6.6473784		5.8357224		4.663614		7.5689635		5.4924355		2.002438		2.3472292		14.431316		9.501249		2.380031		2.3164794		9.455074		4.2668586		1.0017576		1.2309587		3.851131		3.2481172		1.2509804		1.2119339		3.2410889		2.0931742		Yes		Yes		Yes		DN829463		0		DN829463		Ta.35362		0		0		0		0		TC416295		0		KUCD01_11_F07_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829463]

		A_99_P463912		6.9768424		6.2603493		6.421825		6.796726		7.332203		7.584559		7.1487937		6.806553		7.7902846		7.0117664		7.5692964		6.9696126		1.2793052		2.5039568		1.6551578		1.0068346		1.7573996		1.6834457		2.2152529		1.1273116		0.3553605		1.3242097		0.72696877		0.00982666		0.81344223		0.75141716		1.1474714		0.17288637		No		Yes		Yes		TC413037		0		0		0		0		0		0		0		TC413037		GO:0005739(mitochondrion)		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC413037]

		A_99_P057546		7.6713443		8.132265		9.168645		9.819931		8.975286		10.400046		10.268253		9.320621		10.154331		9.017609		10.26714		9.782502		2.4690247		4.8158193		2.1429653		-1.4135379		5.590537		1.8472044		2.1413126		-1.0262831		1.3039412		2.2677813		1.0996084		-0.4993105		2.482987		0.88534355		1.0984955		-0.037428856		Yes		No		No		BT009318		0		BT009318		Ta.21038		543398		AMT1		ammonium transporter		0		TC373583		0		Triticum aestivum clone wlm12.pk0020.b10:fis, full insert mRNA sequence [BT009318]

		A_99_P131475		5.728519		4.5034575		7.004083		6.2541175		6.251408		6.867062		8.880675		6.7703776		7.6606593		7.6603036		9.244587		6.7707405		1.4368298		5.146546		3.6720665		1.4302429		3.8162096		8.918778		4.7256207		1.4306027		0.52288914		2.3636045		1.8765922		0.51626015		1.9321404		3.156846		2.2405038		0.516623		Yes		Yes		Yes		CJ873852		0		CJ873852		Ta.47697		0		0		0		0		TC417195		0		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		A_99_P411097		6.986034		6.6423383		4.866651		6.6694984		6.0223823		5.854755		3.7379227		5.043197		5.803513		6.1752276		3.295501		6.7314835		-1.95024		-1.7261806		-2.186659		-3.087205		-2.2697303		-1.3823382		-2.9714148		1.0439011		-0.96365166		-0.78758335		-1.1287284		-1.6263013		-1.1825209		-0.46711063		-1.5711501		0.061985016		Yes		No		No		TC373165		0		0		0		0		0		0		0		TC373165		0		Rep: Chromosome chr11 scaffold_177, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC373165]

		A_99_P158842		7.405802		6.719277		7.890732		7.842442		7.405529		6.0138783		7.1165557		6.1368203		5.995093		5.9563756		5.8396516		6.426988		-1.0001891		-1.6305951		-1.7102131		-3.2616947		-2.6586778		-1.6968998		-4.1441617		-2.6674364		-2.73E-04		-0.70539856		-0.7741761		-1.7056217		-1.4107089		-0.7629013		-2.0510802		-1.4154539		Yes		No		No		AK335279		0		AK335279		Ta.54865		0		0		0		0		TC420206		0		Triticum aestivum cDNA, clone: WT012_I01, cultivar: Chinese Spring [AK335279]

		A_99_P272876		7.788742		7.816751		8.150027		8.197174		7.4107895		6.4891534		7.013298		7.187296		7.354429		6.825993		6.9180408		7.656021		-1.2994963		-2.5098438		-2.1988196		-2.013741		-1.3512675		-1.9872288		-2.348902		-1.455135		-0.37795258		-1.3275976		-1.1367292		-1.0098782		-0.4343133		-0.99075794		-1.2319865		-0.54115295		No		Yes		Yes		TA73782_4565		0		0		0		0		0		0		0		TC435326		0		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC435326]

		A_99_P328011		11.6438675		11.494922		10.921108		11.026479		10.592498		10.506772		9.37836		9.832622		10.531623		10.834727		9.478973		10.871259		-2.0724964		-1.9836392		-2.9134903		-2.2876356		-2.1618173		-1.5802956		-2.7172265		-1.1135914		-1.0513697		-0.98814964		-1.5427485		-1.1938572		-1.1122446		-0.6601944		-1.4421349		-0.15522003		Yes		No		No		TA89942_4565		0		0		0		0		0		0		0		TC431455		0		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC431455]

		A_99_P438112		4.108925		4.3248096		4.4057193		4.097171		4.030292		3.459432		4.163057		3.2348511		2.5065584		3.425063		3.1588423		2.9329274		-1.0560168		-1.8218166		-1.1831741		-1.8179591		-3.0364096		-1.8657383		-2.3732712		-2.2411566		-0.07863283		-0.86537766		-0.24266243		-0.8623197		-1.6023664		-0.89974666		-1.246877		-1.1642435		Yes		Yes		Yes		TC394921		0		0		0		0		0		0		0		TC394921		0		Rep: Mitogen-activated protein kinase kinase 1 - Oryza sativa subsp. indica (Rice), partial (41%) [TC394921]

		A_99_P460597		8.079133		7.877787		8.123235		7.9773345		8.534352		9.184862		8.57392		8.244291		8.724828		8.59064		8.882717		8.498856		1.3709911		2.4743936		1.3666894		1.203267		1.5644925		1.6390421		1.6928831		1.435468		0.45521927		1.307075		0.4506855		0.2669568		0.64569473		0.71285295		0.7594824		0.5215211		No		Yes		Yes		TC411140		0		0		0		0		0		0		0		TC411140		GO:0005739(mitochondrion)		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC411140]

		A_99_P152887		4.780439		4.776869		4.8402457		3.8541574		5.5587707		6.3871613		5.556618		4.834123		7.289495		5.3791237		5.8483186		4.6888194		1.7151464		3.0531373		1.6430455		1.9724185		5.6924753		1.5180874		2.0112228		1.7834392		0.77833176		1.6102924		0.7163725		0.9799657		2.509056		0.60225487		1.0080729		0.83466196		Yes		Yes		Yes		CJ875450		0		CJ875450		Ta.53438		0		0		0		0		TC433393		0		CJ875450 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls19k03 5', mRNA sequence [CJ875450]

		A_99_P365431		11.442684		11.701885		10.943703		10.56729		10.626952		10.416492		9.782783		10.19287		10.578845		11.161952		9.860467		10.606177		-1.760191		-2.437484		-2.2359998		-1.2963184		-1.8198748		-1.4539052		-2.1187828		1.027321		-0.815732		-1.2853928		-1.1609201		-0.37442017		-0.86383915		-0.5399332		-1.0832357		0.038887024		No		Yes		Yes		TA101847_4565		0		0		0		0		0		0		0		TC438416		0		0

		A_99_P223546		10.446625		11.0582075		10.909508		11.150533		10.015958		9.229754		9.986904		10.343117		9.099903		9.963142		8.953561		10.960541		-1.3478565		-3.5515604		-1.8955331		-1.750074		-2.5433352		-2.1362271		-3.879705		-1.1407573		-0.43066692		-1.8284531		-0.9226036		-0.80741596		-1.3467216		-1.0950651		-1.9559469		-0.18999195		Yes		Yes		Yes		AK332332		0		AK332332		Ta.28740		543067		WPEAMT		phosphoethanolamine methyltransferase		0		TC460463		0		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P483742		6.6612587		6.7211432		6.9511228		6.905149		7.0111785		7.368935		7.881456		6.5979824		7.8579326		7.003532		8.035362		6.4814305		1.2744898		1.5667683		1.905716		-1.2372754		2.2921062		1.2162069		2.1202574		-1.3413805		0.3499198		0.64779186		0.93033314		-0.30716658		1.1966739		0.2823887		1.0842395		-0.42371845		No		Yes		Yes		CO349405		0		0		Ta.54586		0		0		0		0		TC424049		0		Rep: Ferredoxin-3, chloroplast precursor - Zea mays (Maize), partial (36%) [TC424049]

		A_99_P428382		8.820811		8.865771		8.284233		8.057391		8.125209		7.9189205		6.581968		8.034722		8.618005		8.195805		7.2421355		7.9726815		-1.6195606		-1.9276602		-3.254115		-1.015837		-1.150935		-1.5910362		-2.0592194		-1.0604743		-0.6956024		-0.9468508		-1.7022653		-0.022668839		-0.20280647		-0.6699667		-1.0420976		-0.084709644		No		Yes		Yes		TC387217		0		0		0		0		0		0		0		TC387217		0		Rep: Ca2+/H+-exchanging protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (13%) [TC387217]

		A_99_P501492		3.627918		3.9181535		3.8392885		4.144992		4.5351872		5.4187636		5.0348005		4.779666		5.589424		4.6262		5.730814		4.1615663		1.8754922		2.8296235		2.290261		1.5525869		3.8946836		1.6335908		3.7102735		1.0115547		0.90726924		1.5006101		1.195512		0.6346741		1.9615061		0.7080467		1.8915255		0.016574383		Yes		Yes		Yes		AK334194		0		AK334194		Ta.53844		0		0		0		0		TC432374		0		Triticum aestivum cDNA, clone: WT009_G06, cultivar: Chinese Spring [AK334194]

		A_99_P313631		8.4907255		8.758271		7.235082		8.3639		8.089604		7.346884		5.2478433		7.7718315		7.9035015		7.560084		5.48121		7.87229		-1.3205338		-2.6599286		-3.9647746		-1.5074067		-1.5023532		-2.294512		-3.372625		-1.4060131		-0.40112114		-1.4113874		-1.9872389		-0.5920687		-0.587224		-1.1981874		-1.7538719		-0.49161005		Yes		Yes		Yes		CV779380		0		CV779380		Ta.39459		0		0		0		0		TC453789		0		FGAS073789 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779380]

		A_99_P247221		11.664119		11.246151		10.276618		10.208604		10.223573		9.572293		9.218184		8.982087		9.981708		10.347614		9.312087		10.083436		-2.7142358		-3.1906662		-2.082669		-2.3400133		-3.2096393		-1.8641742		-1.951429		-1.0906346		-1.440546		-1.6738577		-1.0584335		-1.2265167		-1.6824112		-0.8985367		-0.96453094		-0.12516785		Yes		No		No		AK334098		0		AK334098		Ta.53971		0		0		0		0		TC442929		0		Triticum aestivum cDNA, clone: WT009_G15, cultivar: Chinese Spring [AK334098]

		A_99_P392187		1.8243456		1.8659011		1.6984373		2.9545166		3.9726398		4.990936		4.951508		4.2394824		4.625936		4.112177		5.4029098		4.242514		4.4330335		8.724273		9.533929		2.4367626		6.9720864		4.7445655		13.03639		2.4418888		2.1482942		3.1250348		3.2530708		1.2849658		2.8015904		2.246276		3.7044725		1.2879975		Yes		Yes		Yes		TA108526_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P044455		5.088867		5.735716		5.424099		4.364636		4.331589		4.8176613		3.7387362		3.7648122		3.882844		5.3136973		3.773442		3.5627596		-1.6902984		-1.8895656		-3.2162127		-1.5155314		-2.3070083		-1.3398008		-3.1397657		-1.743367		-0.75727797		-0.9180546		-1.6853628		-0.5998237		-1.2060232		-0.42201853		-1.6506569		-0.8018763		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P473092		9.55322		10.172693		9.013246		8.608276		8.03715		8.990833		7.800135		7.6740837		7.820417		9.527329		7.2550373		8.926166		-2.8601077		-2.2686908		-2.3183694		-1.9108211		-3.3237293		-1.5641336		-3.3827775		1.2465055		-1.5160694		-1.18186		-1.2131104		-0.93419266		-1.7328029		-0.6453638		-1.7582083		0.3178892		Yes		No		No		CB307605		0		0		Ta.11094		0		0		0		0		TC418346		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC418346]

		A_99_P421202		7.343193		7.86816		7.644647		8.303895		8.050977		9.163638		9.446338		8.614783		7.935585		8.670175		9.207046		8.411206		1.633293		2.4545836		3.4862852		1.2404712		1.5077446		1.7435344		2.9534442		1.0772188		0.7077837		1.2954783		1.8016906		0.3108883		0.59239197		0.8020148		1.5623984		0.10731125		Yes		Yes		Yes		TA69340_4565		0		0		Ta.54835		0		0		0		0		TC425554		0		0

		A_99_P052727		9.674192		9.016793		8.448573		8.964892		8.742673		8.269203		7.2089458		7.3319116		8.679175		8.460187		7.550089		7.499865		-1.9072838		-1.6789858		-2.3613753		-3.1015315		-1.9931041		-1.4708053		-1.8641064		-2.760687		-0.9315195		-0.74759007		-1.2396274		-1.6329808		-0.99501705		-0.5566063		-0.89848423		-1.4650273		Yes		Yes		Yes		CA643570		0		CA643570		Ta.18892		0		0		0		0		TC459461		0		wre1n.pk0066.c2 wre1n Triticum aestivum cDNA clone wre1n.pk0066.c2 5' end, mRNA sequence [CA643570]

		A_99_P153042		6.969717		5.5570426		4.8036118		6.5480385		7.145867		7.0221996		6.649328		7.28726		8.391618		6.3470626		6.696487		7.6081886		1.1298646		2.7609353		3.594314		1.6692749		2.6793828		1.7290984		3.713746		2.0851486		0.17614985		1.465157		1.8457165		0.7392216		1.4219007		0.79002		1.8928752		1.0601501		Yes		No		No		CJ878398		0		CJ878398		Ta.53473		0		0		0		0		TC415605		0		CJ878398 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls28k13 5', mRNA sequence [CJ878398]

		A_99_P244786		4.4087515		4.432886		4.521908		5.015929		5.0235977		5.960119		6.1023116		5.5250087		5.2672105		5.7362103		6.218038		5.366035		1.5313947		2.8823242		2.9905355		1.4231418		1.8131006		2.467969		3.2403064		1.274654		0.6148462		1.5272326		1.5804038		0.50907946		0.858459		1.3033242		1.6961303		0.35010576		Yes		Yes		Yes		TA65696_4565		0		0		0		0		0		0		0		TC402017		0		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC402017]

		A_99_P154287		5.751083		4.793823		5.1447845		5.2451367		8.082948		11.275879		7.3751507		6.9105077		9.122727		8.431436		6.708812		5.9991565		5.034557		89.39091		4.6925306		3.171952		10.350615		12.446022		2.9567819		1.6864853		2.3318648		6.482056		2.2303662		1.665371		3.3716445		3.6376128		1.5640278		0.75401974		Yes		Yes		Yes		CJ949683		0		CJ949683		Ta.53780		0		0		0		0		TC442126		0		CJ949683 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul27l23 5', mRNA sequence [CJ949683]

		A_99_P533027		14.012489		14.086796		14.577863		14.383418		14.970372		16.776062		15.899628		14.672825		15.463548		15.939105		16.291853		14.739255		1.9424573		6.4498525		2.4997172		1.2221377		2.7340856		3.6107767		3.2806695		1.2797277		0.9578829		2.6892662		1.321765		0.28940678		1.4510584		1.8523092		1.7139902		0.35583687		Yes		Yes		Yes		TC445779		0		0		0		0		0		0		0		TC445779		0		Rep: Os05g0507300 protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC445779]

		A_99_P482522		6.0717125		7.360836		6.272068		6.75133		6.489521		7.1712737		7.587361		7.310942		5.7979584		7.7272015		7.389258		7.244089		1.3358967		-1.1404177		2.4885285		1.473873		-1.2089496		1.2891011		2.1692402		1.4071335		0.41780853		-0.18956232		1.3152928		0.5596123		-0.27375412		0.36636543		1.1171899		0.49275923		No		Yes		Yes		TC423413		0		0		0		0		0		0		0		TC423413		0		0

		A_99_P244676		6.163461		5.900866		7.4462686		4.4542565		8.946944		11.698268		9.4342		7.4867053		10.740883		9.238566		10.604949		6.609806		6.8851256		55.61499		3.966679		8.1819725		23.874882		10.109925		8.930125		4.4553833		2.783483		5.797402		1.9879317		3.0324488		4.5774217		3.3377004		3.1586804		2.1555495		Yes		No		No		TA65665_4565		0		0		0		0		0		0		0		TC411525		0		Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat), complete [TC411525]

		A_99_P565742		12.363243		11.965085		11.066727		10.892968		11.056598		10.42537		10.0650215		9.979474		10.774556		11.161994		10.168056		10.991485		-2.473657		-2.9073703		-2.0023654		-1.8836019		-3.0077548		-1.7448355		-1.8643479		1.0706719		-1.3066454		-1.5397148		-1.0017052		-0.9134941		-1.588687		-0.80309105		-0.89867115		0.098516464		Yes		No		No		CJ674557		0		CJ674557		Ta.43585		0		0		0		0		TC458230		0		CJ674557 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17n03 5', mRNA sequence [CJ674557]

		A_99_P425982		6.477752		6.3002267		5.419449		6.963131		6.910915		7.491108		8.96307		6.7822285		7.8923097		7.2584596		8.890057		7.0131645		1.3501903		2.2829216		11.661012		-1.1335928		2.6657796		1.9429286		11.085545		1.035289		0.4331627		1.1908813		3.543621		-0.18090248		1.4145575		0.9582329		3.4706078		0.05003357		Yes		Yes		Yes		TA72217_4565		0		0		Ta.38858		0		0		0		0		TC381978		0		Rep: Peroxidase - Triticum aestivum (Wheat), partial (61%) [TC381978]

		A_99_P000476		9.12506		9.160254		8.90265		8.827773		8.599982		8.754136		10.156564		8.813437		8.913343		8.654574		9.247398		8.559288		-1.4390112		-1.3251148		2.3848753		-1.0099863		-1.1580653		-1.4197916		1.2699295		-1.2045423		-0.5250778		-0.40611744		1.2539139		-0.014335632		-0.21171665		-0.50567913		0.3447485		-0.26848507		No		Yes		Yes		CK166971		0		CK166971		Ta.255		543420		LTP1		lipid transfer protein precursor		0		0		0		FGAS051232 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166971]

		A_99_P176601		8.265756		7.91017		7.792501		7.5774827		7.5060463		6.9328704		6.8915043		6.085901		7.2538476		7.46654		6.624075		7.0313287		-1.6931494		-1.968777		-1.8673556		-2.8119714		-2.0165763		-1.3600222		-2.2476635		-1.4601879		-0.75970936		-0.9772997		-0.9009967		-1.4915819		-1.011908		-0.44363022		-1.168426		-0.546154		Yes		No		No		CK159878		0		CK159878		Ta.58931		0		0		0		0		0		0		FGAS041395 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK159878]

		A_99_P230736		10.035874		10.16315		8.817547		9.571214		10.418357		9.251487		8.396535		9.509381		8.603608		9.13106		6.562842		9.375373		1.303583		-1.8812128		-1.3388664		-1.0437907		-2.698703		-2.0449848		-4.772367		-1.1453916		0.38248253		-0.91166306		-0.42101192		-0.061832428		-1.4322662		-1.0320902		-2.254705		-0.19584084		Yes		No		No		TA61700_4565		0		0		0		0		0		0		0		TC441547		0		0

		A_99_P018559		4.844424		4.7164044		5.44286		4.9034195		4.8038173		3.8596904		4.3302703		3.7965972		3.8968499		3.7810924		3.6704063		3.4355128		-1.0285461		-1.8109089		-2.1623347		-2.1537075		-1.9286267		-1.9123042		-3.4163454		-2.7662024		-0.0406065		-0.856714		-1.1125898		-1.1068223		-0.9475739		-0.93531203		-1.7724538		-1.4679067		Yes		No		No		BJ251385		0		BJ251385		Ta.7465		0		0		0		0		0		0		BJ251385 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf19o15 3', mRNA sequence [BJ251385]

		A_99_P106160		5.778572		5.0004973		5.682474		5.545486		7.980042		10.664472		8.169323		6.876261		9.183312		8.925967		8.455127		7.036753		4.5994773		50.702126		5.6055226		2.515378		10.590805		15.194422		6.8336325		2.811358		2.20147		5.6639743		2.4868488		1.3307753		3.4047403		3.9254699		2.7726526		1.4912672		Yes		Yes		Yes		BE488821		0		BE488821		Ta.39934		0		0		0		0		TC434816		0		WHE1078_G07_N14ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1078_G07_N14, mRNA sequence [BE488821]

		A_99_P325771		7.9245334		7.675749		8.170791		8.163206		7.823626		8.825671		9.525924		8.22549		8.320319		8.485554		9.740539		8.300669		-1.0724478		2.2190197		2.558207		1.0441171		1.3156592		1.7529744		2.9685285		1.0999688		-0.100907326		1.1499224		1.355133		0.062283516		0.3957858		0.8098049		1.5697479		0.13746262		No		Yes		Yes		TA89283_4565		0		0		0		0		0		0		0		TC394239		0		0

		A_99_P109975		5.784184		6.0579743		5.416214		5.4551005		5.602011		6.3651466		6.094111		5.8019967		5.908762		6.2121353		6.4690437		5.6664557		-1.1345913		1.2372802		1.599806		1.2718215		1.0901887		1.1127743		2.074595		1.1577753		-0.18217278		0.3071723		0.677897		0.34689617		0.124578		0.15416098		1.0528297		0.21135521		No		Yes		Yes		CK207284		0		CK207284		Ta.41132		0		0		0		0		TC449521		0		FGAS018903 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207284]

		A_99_P441067		5.0112557		5.2896996		5.485231		5.1753583		5.5210605		7.1205506		6.3235774		5.442927		6.4553857		5.90478		6.7070765		5.0529547		1.4238575		3.5574687		1.7879996		1.2037773		2.7209868		1.5316433		2.3324492		-1.088547		0.5098047		1.8308511		0.8383465		0.2675686		1.44413		0.61508036		1.2218456		-0.12240362		No		Yes		Yes		BJ236314		0		0		Ta.21756		0		0		0		0		TC397217		0		0

		A_99_P116900		9.501027		8.94878		9.179781		8.937218		8.612961		7.740896		8.148169		7.9430327		8.124223		8.620159		7.8204103		8.246314		-1.850694		-2.3099856		-2.0443077		-1.9919549		-2.596925		-1.2558124		-2.5657325		-1.6142944		-0.8880663		-1.2078838		-1.0316124		-0.994185		-1.3768044		-0.3286209		-1.3593707		-0.69090366		Yes		No		No		CJ717698		0		CJ717698		Ta.43209		0		0		0		0		TC431491		0		CJ717698 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd17a07 5', mRNA sequence [CJ717698]

		A_99_P225436		12.338527		8.965339		7.5127473		9.37078		12.431256		10.304509		14.01529		11.505657		12.784703		10.7693205		13.350877		10.4895525		1.0663859		2.530058		90.66935		4.3919973		1.3624247		3.4918263		57.207386		2.1716213		0.09272957		1.3391705		6.502543		2.1348772		0.44617653		1.8039818		5.8381295		1.1187725		Yes		Yes		Yes		TA60101_4565		0		0		Ta.55991		0		0		0		0		TC380671		0		0

		A_99_P280821		10.235536		10.532358		9.917026		10.523949		10.623357		11.3335		11.100471		10.57942		10.518556		10.908246		10.8877		10.715915		1.3084159		1.7424796		2.2711847		1.0391986		1.2167393		1.2976379		1.9597566		1.1423193		0.3878212		0.80114174		1.183445		0.05547142		0.28302002		0.37588787		0.9706745		0.19196606		No		Yes		Yes		TA76118_4565		0		0		0		0		0		0		0		TC387311		0		Rep: Membrane steroid-binding protein 1 - Oryza sativa subsp. indica (Rice), partial (75%) [TC387311]

		A_99_P375592		1.9084922		1.281417		1.286515		1.2815112		1.3924497		2.6378174		4.0590725		3.445795		1.2732152		1.5577432		4.0416865		3.7104933		-1.4300271		2.5604553		6.833182		4.4824386		-1.553236		1.2111069		6.751329		5.385134		-0.5160425		1.3564004		2.7725575		2.1642838		-0.63527703		0.27632618		2.7551715		2.4289823		Yes		Yes		Yes		TA104465_4565		0		0		0		0		0		0		0		TC438815		0		0

		A_99_P167804		6.9966674		7.8232026		6.178299		9.534004		10.285666		13.074733		15.6345625		12.191934		11.355485		13.187569		15.12632		12.245754		9.774339		38.095013		702.45575		6.311266		20.517992		41.194107		493.88144		6.5511584		3.288999		5.25153		9.456264		2.6579294		4.3588176		5.364366		8.948021		2.71175		Yes		Yes		Yes		DR741149		0		DR741149		Ta.56897		543292		LOC543292		thaumatin-like protein		0		TC407068		0		FGAS001081 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741149]

		A_99_P327461		9.411365		9.353198		9.226352		9.399505		9.087098		8.193036		8.571003		8.900953		8.49005		9.072656		8.06977		9.165333		-1.2520276		-2.2348251		-1.5749967		-1.4127942		-1.8938397		-1.2146515		-2.2292862		-1.1762314		-0.32426643		-1.160162		-0.6553488		-0.49855137		-0.92131424		-0.28054237		-1.1565819		-0.23417187		No		Yes		Yes		TA89783_4565		0		0		Ta.55093		0		0		0		0		TC432526		0		Rep: PG1 - Hordeum vulgare (Barley), partial (11%) [TC432526]

		A_99_P007696		5.338245		4.684321		5.5502524		6.7168922		7.605221		11.128117		9.302717		7.556498		8.435786		9.555165		8.71911		8.198092		4.813132		87.05141		13.477348		1.7895612		8.5595875		29.259726		8.9933405		2.7918088		2.2669759		6.4437957		3.7524648		0.8396058		3.0975413		4.8708444		3.168857		1.4812002		Yes		Yes		Yes		AK333494		0		AK333494		Ta.3746		0		0		0		0		TC417781		0		Triticum aestivum cDNA, clone: WT006_J17, cultivar: Chinese Spring [AK333494]

		A_99_P229361		3.7804744		3.366252		4.8713746		4.9669304		8.153129		10.377102		12.853497		9.621668		10.598935		10.644694		13.802894		9.989056		20.71572		128.96626		252.8472		25.189272		112.86548		155.24924		488.2643		32.494537		4.372654		7.01085		7.982122		4.6547375		6.8184605		7.2784424		8.931519		5.0221252		Yes		Yes		Yes		TA61380_4565		0		0		Ta.56744		0		0		0		0		TC387692		0		Rep: Pathogenesis-related 1a - Triticum monococcum (Einkorn wheat) (Small spelt), partial (97%) [TC387692]

		A_99_P301186		11.702786		11.00845		10.446351		10.899976		12.039299		12.175525		11.009384		11.496783		12.546749		11.471234		11.167073		11.002467		1.2627006		2.24556		1.4773719		1.5123662		1.7949736		1.3781996		1.6480068		1.0736259		0.33651257		1.1670752		0.5630331		0.5968075		0.84396267		0.46278477		0.7207222		0.10249138		No		Yes		Yes		TA82017_4565		0		0		0		0		0		0		0		TC382235		0		Rep: Os05g0115800 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC382235]

		A_99_P170264		2.3483		1.4504837		1.5281075		1.4570752		4.253986		1.3946658		5.7337365		1.3934345		4.82567		2.3015978		5.7721443		1.4255333		3.74687		-1.0394481		18.451023		-1.0450999		5.568813		1.8038934		18.948828		-1.0221039		1.9056859		-0.055817842		4.205629		-0.06364071		2.4773698		0.85111415		4.2440367		-0.031541944		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P152257		8.240893		7.384211		7.4581084		8.430549		9.93501		10.449069		9.949824		8.933686		11.137486		10.568171		10.10276		9.157798		3.235787		8.367856		5.624465		1.4172926		7.446658		9.087979		6.253448		1.6554796		1.6941166		3.064858		2.491716		0.5031376		2.896593		3.1839595		2.644652		0.72724915		Yes		Yes		Yes		CJ852947		0		CJ852947		Ta.53293		0		0		0		0		TC428558		0		CJ852947 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal26b22 5', mRNA sequence [CJ852947]

		A_99_P329831		10.197114		9.79448		9.624078		9.924476		9.201116		8.920234		8.356305		8.730941		9.183979		9.085452		8.180888		9.59851		-1.9944602		-1.8330506		-2.4078953		-2.2871244		-2.018292		-1.6347027		-2.719214		-1.2535033		-0.9959984		-0.8742466		-1.2677727		-1.1935349		-1.013135		-0.70902824		-1.4431896		-0.32596588		Yes		No		No		AK336284		0		AK336284		Ta.33343		0		0		0		0		TC404443		0		Triticum aestivum cDNA, clone: SET3_K23, cultivar: Chinese Spring [AK336284]

		A_99_P052416		1.5936044		1.8076569		2.349437		1.7470866		2.972995		4.7194247		3.5840905		3.1512012		4.899254		4.6772947		3.740523		3.2498486		2.6015847		7.5253983		2.3532481		2.646553		9.887798		7.3088174		2.6227605		2.8338473		1.3793906		2.911768		1.2346535		1.4041146		3.3056493		2.869638		1.3910861		1.502762		Yes		Yes		Yes		CA642020		0		CA642020		Ta.18774		0		0		0		0		0		0		wre1n.pk0051.h10 wre1n Triticum aestivum cDNA clone wre1n.pk0051.h10 5' end, mRNA sequence [CA642020]

		A_99_P299006		10.97232		10.903343		10.188657		10.188241		9.894338		9.665245		9.196462		9.083276		9.988914		10.278239		8.90979		9.903323		-2.1110811		-2.3588736		-1.9892094		-2.1509368		-1.9771277		-1.5423219		-2.426483		-1.2183409		-1.077982		-1.2380981		-0.9921951		-1.1049652		-0.98340607		-0.62510395		-1.2788668		-0.28491783		Yes		No		No		TA81384_4565		0		0		0		0		0		0		0		TC413230		0		Rep: Phosphoenolpyruvate carboxylase - Oryza sativa subsp. japonica (Rice), partial (19%) [TC413230]

		A_99_P451587		3.4915102		2.511707		1.876897		2.109567		5.184506		5.1768703		3.2774763		4.21424		6.052034		4.0017223		3.9217556		3.169172		3.233274		6.342991		2.6400757		4.301003		5.899218		2.8089194		4.126328		2.0843608		1.6929958		2.6651633		1.4005793		2.1046731		2.5605237		1.4900153		2.0448585		1.0596051		Yes		No		No		TC404863		0		0		0		0		0		0		0		TC404863		0		0

		A_99_P244716		5.0058856		5.329944		9.088576		3.5745802		7.5521483		8.654624		9.063129		8.137488		7.192295		5.8795686		9.640266		6.5476403		5.841192		10.019092		-1.017795		23.635904		4.5517125		1.4637046		1.4658018		7.8519998		2.5462627		3.3246799		-0.025446892		4.562908		2.1864095		0.54962444		0.5516901		2.9730601		Yes		No		No		TA65673_4565		0		0		0		0		0		0		0		TC414061		0		Rep: Heat shock protein 17.3 - Triticum aestivum (Wheat), complete [TC414061]

		A_99_P481072		9.065662		9.158635		8.999562		8.643494		8.124939		7.760905		7.4365997		7.7175922		7.7135715		9.424249		8.099249		8.120378		-1.9194905		-2.6348674		-2.9545994		-1.899871		-2.5528183		1.2021472		-1.8664714		-1.4370558		-0.9407234		-1.3977304		-1.5629625		-0.9259014		-1.3520908		0.26561356		-0.9003134		-0.5231161		Yes		Yes		Yes		CD900789		0		0		Ta.47281		0		0		0		0		TC422729		0		0

		A_99_P261461		13.894516		13.908502		13.117374		12.55127		13.075763		13.043614		11.701114		11.313138		12.848225		13.428162		11.558721		12.270301		-1.763881		-1.8211973		-2.6689286		-2.3589282		-2.0652142		-1.3950725		-2.9457884		-1.2150104		-0.81875324		-0.86488724		-1.4162607		-1.2381315		-1.0462914		-0.48034		-1.5586538		-0.28096867		Yes		No		No		TA70401_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P522697		9.036648		9.083447		10.353055		9.56181		8.913647		8.563191		9.00093		9.244223		9.127506		8.586394		9.321206		9.1499815		-1.0889978		-1.4342097		-2.552879		-1.2462443		1.0650038		-1.4113278		-2.044643		-1.3303704		-0.1230011		-0.52025604		-1.3521252		-0.3175869		0.09085846		-0.49705315		-1.0318489		-0.41182804		No		Yes		Yes		TC441609		0		0		0		0		0		0		0		TC441609		0		0

		A_99_P479222		11.393871		10.505727		10.218131		10.931973		10.62065		9.892236		8.651535		10.377202		10.58566		10.243457		9.130456		10.536296		-1.7090813		-1.5299569		-2.96205		-1.4689358		-1.7510391		-1.1993643		-2.1253126		-1.3155605		-0.773221		-0.61349106		-1.566596		-0.5547714		-0.8082113		-0.26226997		-1.0876751		-0.39567757		No		Yes		Yes		TA54849_4565		0		0		Ta.41986		0		0		0		0		TC421715		0		Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 1 - Oryza sativa subsp. indica (Rice), partial (73%) [TC421715]

		A_99_P284621		4.4757814		3.6764348		3.0731618		3.4231846		4.7099643		4.6289654		4.99255		4.7444286		5.70843		4.732116		5.556366		4.9436345		1.1762403		1.9352643		3.7826257		2.4988148		2.3499799		2.0786998		5.591379		2.868805		0.23418283		0.9525306		1.919388		1.321244		1.2326484		1.0556815		2.4832041		1.5204499		Yes		Yes		Yes		TA77254_4565		0		0		0		0		0		0		0		TC420175		0		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC420175]

		A_99_P545842		8.673365		7.6302094		7.8600774		8.208872		9.448302		10.416136		9.340485		8.436723		10.402468		9.653947		9.635536		8.667461		1.7111161		6.896796		2.7902749		1.1710892		3.3152165		4.0663586		3.4234686		1.3741977		0.7749376		2.7859263		1.4804072		0.22785091		1.7291031		2.0237374		1.7754588		0.45858955		Yes		Yes		Yes		TC450709		0		0		0		0		0		0		0		TC450709		0		0

		A_99_P366301		3.7363675		1.8149495		4.1893234		2.4702337		5.221377		6.351106		5.16156		4.003234		6.179217		4.665564		5.1748805		5.050151		2.79919		23.201668		1.9618797		2.8938704		5.437145		7.2130756		1.9800777		5.979054		1.4850094		4.5361567		0.97223663		1.5330002		2.4428494		2.8506145		0.9855571		2.5799172		Yes		Yes		Yes		TA102146_4565		0		0		0		0		0		0		0		TC458065		0		Rep: PE-PGRS family protein - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (4%) [TC458065]

		A_99_P373852		7.5755363		8.003749		8.467975		8.259598		7.3097234		7.015709		8.388508		7.873081		6.5535297		7.377617		8.040023		7.9668617		-1.2023133		-1.9834884		-1.0566275		-1.3072332		-2.0307415		-1.5434214		-1.3453223		-1.2249612		-0.26581287		-0.98804		-0.07946682		-0.38651657		-1.0220065		-0.626132		-0.4279518		-0.29273605		No		Yes		Yes		TA104015_4565		0		0		0		0		0		0		0		TC427046		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC427046]

		A_99_P372402		4.4843345		3.897544		3.3259895		3.741575		4.988836		5.215697		4.5972037		3.8916838		5.6915965		4.4369254		5.2102304		3.2733529		1.418633		2.4934666		2.4136462		1.1096531		2.3089902		1.4533494		3.6915863		-1.3834037		0.50450134		1.3181529		1.2712142		0.15010881		1.207262		0.5393815		1.8842409		-0.46822214		No		Yes		Yes		TA103677_4565		0		0		0		0		0		0		0		TC450181		0		Rep: Os07g0657600 protein - Oryza sativa subsp. japonica (Rice), partial (43%) [TC450181]

		A_99_P223541		11.12022		11.719162		11.569626		11.7849		10.593831		9.909081		10.569392		11.00737		9.773892		10.678212		9.673924		11.685887		-1.4403198		-3.5066185		-2.000324		-1.7141932		-2.542641		-2.057582		-3.7210283		-1.07104		-0.5263891		-1.8100805		-1.0002337		-0.7775297		-1.3463278		-1.0409498		-1.8957014		-0.099012375		Yes		Yes		Yes		CV782318		0		CV782318		Ta.66488		0		0		0		0		TC421273		0		FGAS076731 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV782318]

		A_99_P436862		6.119509		5.8874516		6.9256682		7.1670966		5.5491805		4.7066083		5.9224987		6.8703218		5.7494082		5.091291		5.643519		6.862761		-1.4848619		-2.2670927		-2.0043988		-1.2283952		-1.2924433		-1.7364739		-2.4320102		-1.2348498		-0.5703287		-1.1808434		-1.0031695		-0.29677486		-0.37010098		-0.7961607		-1.2821493		-0.3043356		No		Yes		Yes		TC393974		0		0		0		0		0		0		0		TC393974		0		Rep: Chromosome undetermined SCAF14764, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (4%) [TC393974]

		A_99_P218546		4.8654065		4.6035156		4.900969		4.768209		4.04122		3.979524		4.4049687		3.7330701		4.1145434		4.0505223		2.9627163		4.0717554		-1.7705362		-1.5411334		-1.4102982		-2.049311		-1.6827992		-1.4671265		-3.832412		-1.6205163		-0.8241863		-0.6239917		-0.4960003		-1.0351388		-0.7508631		-0.5529933		-1.9382527		-0.6964536		No		Yes		Yes		DR735795		0		DR735795		Ta.727		543476		LOC543476		group 3 late embryogenesis abundant protein (LEA)		0		TC424444		0		FGAS081429 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [DR735795]

		A_99_P321671		2.1598704		3.3605082		2.5398858		3.0212202		3.1111326		4.822584		4.060554		4.4294877		4.112572		4.472481		4.5741725		4.006911		1.9335636		2.7550452		2.8692393		2.6541824		3.870988		2.1614096		4.0962014		1.980261		0.95126224		1.462076		1.5206683		1.4082675		1.9527018		1.1119726		2.0342867		0.9856906		Yes		No		No		TA88034_4565		0		0		0		0		0		0		0		TC379413		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC379413]

		A_99_P220401		6.0234265		6.5796084		9.3314085		6.9069767		7.7139773		9.194535		8.773114		8.2849865		7.9430523		6.585933		9.755059		7.822735		3.2277992		6.1259212		-1.4725273		2.5990958		3.7832491		1.0043936		1.3413174		1.8865602		1.6905508		2.6149268		-0.5582943		1.3780098		1.9196258		0.006324768		0.42365074		0.91575813		Yes		No		No		TA58367_4565		0		0		Ta.27661		0		0		0		0		TC421744		0		Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa subsp. japonica (Rice), partial (93%) [TC421744]

		A_99_P338716		9.337197		8.673127		9.919922		9.5249815		9.369015		8.231187		9.116288		7.6683		7.554521		7.8883514		7.667385		7.69866		1.0222992		-1.35843		-1.745492		-3.6217358		-3.4406383		-1.7228245		-4.7652		-3.5463173		0.031817436		-0.4419403		-0.8036337		-1.8566813		-1.7826762		-0.78477573		-2.2525368		-1.8263216		Yes		No		No		TA93224_4565		0		0		0		0		0		0		0		TC438318		0		0

		A_99_P458262		3.3357937		3.801308		4.883172		5.4612975		2.198103		2.6989481		2.3143914		4.1844606		2.895974		3.3656018		2.696317		4.355551		-2.2002857		-2.1470559		-5.933078		-2.4230714		-1.356435		-1.3525727		-4.5531187		-2.1521025		-1.1376908		-1.1023598		-2.5687807		-1.2768369		-0.4398198		-0.43570614		-2.186855		-1.1057467		Yes		No		No		TC409362		0		0		0		0		0		0		0		TC409362		0		Rep: NBS-LRR type RGA - Triticum aestivum (Wheat), complete [TC409362]

		A_99_P164862		10.371719		9.581076		9.972079		8.546116		11.198443		11.108983		12.817519		10.740692		12.470322		11.20761		13.083267		9.786194		1.7736533		2.8836725		7.18725		4.577552		4.2829423		3.087704		8.640938		2.362113		0.82672405		1.5279074		2.84544		2.1945763		2.0986023		1.6265345		3.111188		1.240078		Yes		Yes		Yes		L28009		0		L28009		Ta.56205		543201		wali6		wali6 protein		0		TC409372		0		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P167264		5.876911		5.4945297		5.8112454		5.651316		4.994867		4.6425		5.196047		3.9758961		5.052687		5.039594		4.209976		4.908734		-1.842985		-1.8050387		-1.5317688		-3.1941235		-1.7705824		-1.3707216		-3.0341012		-1.6731681		-0.8820443		-0.8520298		-0.6151986		-1.67542		-0.824224		-0.45493555		-1.6012692		-0.7425823		Yes		No		No		CV772641		0		0		0		0		0		0		0		0		0		0

		A_99_P498362		7.353754		7.1139755		7.278965		7.5569816		6.290259		6.0487804		6.262526		6.136266		6.974421		6.707699		6.9960866		7.0030155		-2.0899887		-2.0924528		-2.0229197		-2.6771822		-1.3007404		-1.3252611		-1.2166198		-1.468116		-1.0634952		-1.0651951		-1.016439		-1.4207153		-0.37933302		-0.4062767		-0.2828784		-0.55396605		Yes		No		No		CK199194		0		0		Ta.30768		0		0		0		0		TC431003		0		Rep: Glyceraldehyde-3-phosphate dehydrogenase, cytosolic - Hordeum vulgare (Barley), partial (62%) [TC431003]

		A_99_P105720		7.438186		7.910597		7.7558494		7.8019156		6.967186		6.6106896		6.0165997		7.078657		6.7616906		6.9096675		6.0366364		7.1997294		-1.38607		-2.4621305		-3.338615		-1.6509066		-1.5982528		-2.001289		-3.2925675		-1.5180151		-0.4710002		-1.2999072		-1.7392497		-0.7232585		-0.67649555		-1.0009294		-1.719213		-0.6021862		Yes		Yes		Yes		CK206022		0		CK206022		Ta.39765		0		0		0		0		TC405315		0		FGAS017596 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206022]

		A_99_P290031		1.8164927		1.9662685		1.9817982		2.5960338		1.5122128		6.2047386		7.997026		4.7976766		2.5798814		4.3709254		7.3773475		4.240273		-1.2348021		18.875854		64.67911		4.6000285		1.6974732		5.2950964		42.094193		3.1258297		-0.30427992		4.23847		6.015228		2.2016428		0.76338875		2.404657		5.3955493		1.6442392		Yes		Yes		Yes		TA78805_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P236451		9.147808		8.212245		8.700423		8.350072		10.185424		10.567306		13.37075		11.460149		11.625877		10.690379		13.669236		9.94304		2.0528324		5.116157		25.462942		8.634286		5.5715137		5.571764		31.315672		3.016693		1.0376158		2.3550606		4.670327		3.110077		2.4780693		2.4781342		4.968813		1.592968		Yes		Yes		Yes		TA63451_4565		0		0		0		0		0		0		0		TC411652		0		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC411652]

		A_99_P274651		6.5062547		6.022178		6.117857		6.340771		7.575128		8.435759		8.28791		8.835145		9.405308		7.4331017		8.397172		8.299852		2.0977945		5.3279495		4.5004005		5.6348367		7.4593663		2.659073		4.854474		3.8881428		1.0688734		2.4135804		2.1700535		2.4943738		2.899053		1.4109235		2.279315		1.9590812		Yes		Yes		Yes		TA74326_4565		0		0		0		0		0		0		0		TC379697		0		Rep: Os07g0152700 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC379697]

		A_99_P238171		11.890058		13.333866		14.746003		12.542727		10.997319		9.919423		10.281203		10.626481		10.987973		11.094518		11.070008		10.445957		-1.856697		-10.662272		-22.082014		-3.7743976		-1.8687639		-4.7218375		-12.781586		-4.2775073		-0.89273834		-3.414443		-4.4648		-1.9162464		-0.90208435		-2.2393484		-3.6759949		-2.0967703		Yes		Yes		Yes		TA63939_4565		0		0		0		0		0		0		0		TC392527		0		Rep: Expansin EXPA12 - Triticum aestivum (Wheat), partial (50%) [TC392527]

		A_99_P146922		5.8312554		4.762445		6.4745584		6.9314885		8.662903		11.947243		10.589833		8.733627		9.479904		10.179903		10.574207		8.998174		7.118866		145.49217		17.330902		3.4873686		12.541594		42.73831		17.144203		4.1892304		2.8316474		7.184798		4.115275		1.8021388		3.6486487		5.417458		4.099649		2.0666852		Yes		Yes		Yes		CV777662		0		CV777662		Ta.52023		0		0		0		0		TC400124		0		FGAS072068 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777662]

		A_99_P366071		10.032169		10.546659		10.429774		10.164325		9.636209		9.006853		9.574693		9.609555		9.579781		9.698811		9.835316		9.646268		-1.3158188		-2.9075549		-1.808861		-1.4689339		-1.368304		-1.7998153		-1.5099058		-1.4320252		-0.3959608		-1.5398064		-0.85508156		-0.5547695		-0.45238876		-0.8478489		-0.5944586		-0.51805687		No		Yes		Yes		TA102073_4565		0		0		0		0		0		0		0		TC383200		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (7%) [TC383200]

		A_99_P071865		3.3963368		2.5403817		3.6405945		3.9346712		7.273707		11.2508135		10.770104		7.3187523		9.998855		8.679547		11.547246		7.06151		14.696188		418.8913		140.02202		10.440227		97.17532		70.48116		239.96022		8.735189		3.87737		8.710432		7.12951		3.3840811		6.602518		6.139166		7.9066515		3.126839		Yes		Yes		Yes		BT009398		0		BT009398		Ta.27314		0		0		0		0		TC374517		0		Triticum aestivum clone wlm96.pk042.k21:fis, full insert mRNA sequence [BT009398]

		A_99_P379772		8.361594		7.5044513		7.0189195		8.336648		8.953042		10.3232565		10.555464		9.905406		10.3153		9.795569		10.862186		10.39085		1.5067581		7.055778		11.603952		2.9664922		3.8736827		4.894353		14.352866		4.1531386		0.59144783		2.8188052		3.5365443		1.568758		1.9537058		2.2911181		3.843267		2.054202		Yes		Yes		Yes		TA105480_4565		0		0		0		0		0		0		0		TC443129		0		Rep: Integrase, catalytic region - Methylobacterium chloromethanicum CM4, partial (9%) [TC443129]

		A_99_P280091		10.933621		11.093904		11.24162		10.926772		10.62934		10.085517		9.737433		10.631433		10.197497		10.639691		9.750577		10.439178		-1.2348033		-2.01166		-2.836647		-1.2271738		-1.6656947		-1.3700345		-2.8109214		-1.4021043		-0.30428123		-1.0083866		-1.5041866		-0.29533958		-0.73612404		-0.4542122		-1.4910431		-0.48759365		No		Yes		Yes		TA75906_4565		0		0		0		0		0		0		0		TC385392		0		Rep: AML6 - Hordeum vulgare (Barley), partial (23%) [TC385392]

		A_99_P122915		3.2879837		3.1897552		5.887726		5.278236		5.5909767		8.663505		8.380012		6.8145523		7.570141		6.3623652		8.932567		6.7315297		4.934805		44.43884		5.626687		2.9005296		19.456184		9.016766		8.252555		2.738325		2.302993		5.473749		2.4922857		1.5363164		4.282157		3.17261		3.0448408		1.4532938		Yes		Yes		Yes		CV766757		0		CV766757		Ta.44967		0		0		0		0		0		0		FGAS061144 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV766757]

		A_99_P285591		9.589709		8.733571		8.71084		8.826627		10.087394		10.086128		9.299066		8.972134		11.0276575		9.112416		9.53904		8.914834		1.4119456		2.5536437		1.5033963		1.1061192		2.7093527		1.3003006		1.775468		1.0630484		0.49768448		1.3525572		0.58822536		0.14550686		1.4379482		0.3788452		0.8281994		0.088207245		No		Yes		Yes		TA77500_4565		0		0		0		0		0		0		0		TC370628		0		Rep: Os01g0708900 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC370628]

		A_99_P345281		8.965172		9.053327		9.840935		9.3824415		9.22942		8.4052515		8.682984		9.033653		8.896417		8.67619		8.657134		8.971916		1.2010098		-1.567076		-2.231402		-1.2734905		-1.0488113		-1.2987612		-2.2717447		-1.3291698		0.2642479		-0.6480751		-1.1579504		-0.34878826		-0.06875515		-0.37713623		-1.1838007		-0.41052532		No		Yes		Yes		TA95266_4565		0		0		0		0		0		0		0		TC410256		0		0

		A_99_P292851		12.3346815		12.334899		11.967133		12.054177		11.803863		11.685265		13.054931		12.025617		12.204179		11.872205		12.248662		12.610782		-1.4447491		-1.5687705		2.125494		-1.019994		-1.0946751		-1.378113		1.2154827		1.4708034		-0.53081894		-0.64963436		1.0877981		-0.028560638		-0.1305027		-0.46269417		0.28152943		0.5566044		No		Yes		Yes		TA79597_4565		0		0		0		0		0		0		0		TC387416		0		Rep: Growth regulating factor 1 - Oryza sativa subsp. indica (Rice), partial (61%) [TC387416]

		A_99_P011059		1.4563252		1.3610212		2.1562243		1.3698854		1.723836		2.6787422		4.549983		3.3702414		1.5394993		1.9031996		4.7856593		5.0208335		1.2037292		2.4927204		5.2552476		4.000987		1.0593462		1.4561696		6.1878366		12.561598		0.26751077		1.317721		2.3937588		2.000356		0.08317411		0.5421784		2.629435		3.650948		Yes		Yes		Yes		DR738898		0		DR738898		Ta.4874		543238		LOC543238		pMA1951		0		TC427637		0		FGAS084115 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738898]

		A_99_P112580		6.0276833		5.5473914		7.2593856		7.5380797		6.946302		7.7174764		9.346428		7.925257		7.491726		6.5381036		9.222038		8.113782		1.8903046		4.500499		4.248761		1.3078322		2.7588034		1.9871657		3.89778		1.4904027		0.9186187		2.170085		2.0870423		0.38717747		1.4640427		0.99071217		1.9626527		0.5757022		Yes		Yes		Yes		EF423611		0		EF423611		Ta.41808		542948		LOC542948		caffeic acid O-methyltransferase		0		0		0		Triticum aestivum O-methytransferase 4 (OMT4) mRNA, complete cds [EF423611]

		A_99_P340641		9.359771		8.076797		7.425041		7.4017105		10.366237		11.124211		9.797704		9.99821		11.888169		9.455118		9.8749695		9.611098		2.0089839		8.267292		5.1789603		6.048173		5.769309		2.5996575		5.4638896		4.6247897		1.0064659		3.0474148		2.3726625		2.5964994		2.5283985		1.3783216		2.4499283		2.2093878		Yes		Yes		Yes		TA93788_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P403947		7.0083046		7.8463883		8.23099		8.358588		6.7635255		6.610485		7.4604983		7.6156616		6.316438		7.166729		6.888925		8.199834		-1.1849114		-2.3552876		-1.7058516		-1.6735673		-1.615372		-1.6017616		-2.5351398		-1.1163229		-0.24477911		-1.2359033		-0.7704921		-0.7429266		-0.6918664		-0.67965937		-1.3420653		-0.15875435		No		Yes		Yes		AK336252		0		AK336252		Ta.4054		0		0		0		0		TC405384		0		Triticum aestivum cDNA, clone: SET3_J17, cultivar: Chinese Spring [AK336252]

		A_99_P274636		8.188063		8.809285		8.610703		9.354884		8.373162		9.404311		9.860342		9.441167		8.53678		9.221439		9.865275		9.304535		1.1368954		1.5104998		2.3778183		1.0616312		1.2734283		1.3306713		2.3859634		-1.0355155		0.1850996		0.595026		1.2496386		0.08628273		0.3487177		0.4121542		1.2545719		-0.050349236		No		Yes		Yes		AK335037		0		AK335037		Ta.29317		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT011_N24, cultivar: Chinese Spring [AK335037]

		A_99_P355426		9.432887		9.739678		9.367506		9.910277		8.697524		8.3642235		7.742249		8.982144		8.166459		9.021699		7.7632318		9.202478		-1.6648163		-2.594497		-3.0849712		-1.902812		-2.405652		-1.6448767		-3.0404277		-1.6333103		-0.735363		-1.3754549		-1.625257		-0.928133		-1.266428		-0.71797943		-1.6042743		-0.70779896		Yes		Yes		Yes		TA98443_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P328741		5.9368668		6.2991676		6.1424885		6.026193		6.692043		7.9270053		6.889374		6.4493065		7.1632004		7.050579		7.1795897		6.469354		1.6878376		3.0904944		1.6781658		1.3408179		2.3397164		1.683439		2.0521004		1.3595799		0.75517607		1.6278377		0.7468853		0.42311335		1.2263336		0.75141144		1.0371013		0.443161		No		Yes		Yes		TA90165_4565		0		0		0		0		0		0		0		TC374849		0		Rep: Prolyl 4-hydroxylase - Nicotiana tabacum (Common tobacco), partial (62%) [TC374849]

		A_99_P128035		1.5404595		1.3624334		1.3686823		1.3623238		1.8834577		2.3988943		10.09385		5.5118065		5.1389127		3.460534		10.212407		6.1426272		1.2683898		2.0511897		423.1919		17.746748		12.112738		4.2814536		459.43762		27.479874		0.34299815		1.0364609		8.725168		4.1494827		3.598453		2.0981007		8.843725		4.7803035		Yes		Yes		Yes		CJ954884		0		CJ954884		Ta.46686		0		0		0		0		TC426619		0		CJ954884 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5b10 5', mRNA sequence [CJ954884]

		A_99_P215581		2.04551		2.8121397		3.7341766		2.1596596		4.1328454		9.045825		8.239518		3.801775		7.580937		6.351869		8.530749		4.137025		4.2496243		75.25343		22.71135		3.1212316		46.37988		11.629599		27.791517		3.937733		2.0873353		6.2336855		4.5053415		1.6421154		5.535427		3.5397294		4.7965727		1.9773653		Yes		Yes		Yes		TA56362_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P358016		5.898154		5.0685124		6.2061543		5.1977887		11.171443		12.492012		11.846007		8.896052		13.451671		10.208868		12.353175		7.910333		38.673923		171.67065		49.861454		12.980407		187.86037		35.269657		70.86596		6.5547667		5.273289		7.4234996		5.639853		3.6982636		7.553517		5.1403556		6.147021		2.7125444		Yes		Yes		Yes		TA99329_4565		0		0		0		0		0		0		0		TC402790		0		0

		A_99_P555542		6.133207		6.3810763		8.38906		7.8375077		6.249124		5.8538795		6.9335785		7.2990513		6.0299783		6.009066		7.1546664		7.3170342		1.0836638		-1.4411263		-2.7424808		-1.4524177		-1.0741746		-1.2941549		-2.3528242		-1.434426		0.115917206		-0.5271969		-1.4554815		-0.53845644		-0.10322857		-0.37201023		-1.2343936		-0.5204735		No		Yes		Yes		TC454383		0		0		0		0		0		0		0		TC454383		0		Rep: Myosin heavy chain class VIII A2 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC454383]

		A_99_P159932		5.0662293		4.716306		5.692875		5.0849047		4.901834		3.9808571		4.9698544		3.6544597		3.8895066		4.254239		3.9951355		3.7849262		-1.1206963		-1.6649157		-1.6506343		-2.6952982		-2.2606268		-1.3775141		-3.2439225		-2.4622521		-0.16439533		-0.7354491		-0.72302055		-1.430445		-1.1767228		-0.46206713		-1.6977394		-1.2999785		Yes		No		No		CK214785		0		CK214785		Ta.55111		0		0		0		0		0		0		FGAS026724 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214785]

		A_99_P198711		4.9135747		5.489508		4.3260913		5.634485		6.0848937		5.2511754		4.2281017		5.72162		4.3300705		5.286638		1.5516081		5.956711		2.252175		-1.1796286		-1.0702809		1.0622588		-1.4984845		-1.1509861		-6.8423085		1.2502582		1.171319		-0.23833275		-0.09798956		0.087135315		-0.5835042		-0.20287037		-2.7744832		0.32222605		No		Yes		Yes		TA50501_4565		0		0		Ta.34636		0		0		0		0		TC386586		0		Rep: Patatin-like phospholipase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (36%) [TC386586]

		A_99_P098220		12.791463		13.101048		11.735844		11.168353		11.027844		11.395097		10.248592		10.236072		10.531697		12.26741		10.01804		11.68555		-3.3954868		-3.2624407		-2.803543		-1.9082915		-4.789137		-1.782174		-3.2893534		1.4311715		-1.7636185		-1.7059517		-1.4872513		-0.9322815		-2.2597656		-0.8336382		-1.717804		0.51719666		Yes		No		No		BQ578589		0		0		Ta.37120		0		0		0		0		0		GO:0003674(molecular_function)|GO:0008150(biological_process)|GO:0009536(plastid)		0

		A_99_P302536		8.426834		8.094263		7.9424386		8.038451		8.768768		9.395876		9.386228		8.091254		8.888531		8.942058		9.452779		8.183755		1.2674547		2.465043		2.7203438		1.0372783		1.3771604		1.7997475		2.848772		1.1059635		0.3419342		1.3016129		1.443789		0.05280304		0.46169662		0.84779453		1.5103402		0.14530373		No		Yes		Yes		AK335372		0		AK335372		Ta.40074		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT012_L21, cultivar: Chinese Spring [AK335372]

		A_99_P154537		8.814443		9.409689		9.706707		9.396634		8.940751		9.520538		8.255019		9.717593		9.43267		9.594495		8.82792		9.51571		1.0914972		1.0798638		-2.7352786		1.2491606		1.5349876		1.136664		-1.8388287		1.086039		0.12630844		0.11084938		-1.4516878		0.3209591		0.618227		0.18480587		-0.87878704		0.119075775		No		Yes		Yes		CJ955981		0		CJ955981		Ta.53837		0		0		0		0		TC436429		0		CJ955981 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul9l15 5', mRNA sequence [CJ955981]

		A_99_P424392		6.0583644		7.024864		7.083037		8.061059		6.232015		6.567065		5.542049		7.5098763		6.304438		6.9454293		6.040739		7.414025		1.1279091		-1.3734453		-2.9099371		-1.4652865		1.1859751		-1.056604		-2.0595052		-1.5659456		0.17365074		-0.45779943		-1.540988		-0.55118275		0.24607372		-0.07943487		-1.0422978		-0.64703417		No		Yes		Yes		TC384233		0		0		0		0		0		0		0		TC384233		0		P29295 Saccharomyces cerevisiae YPL204w HRR25 casein kinase I - Kluyveromyces lactis (Yeast) (Candida sphaerica), partial (4%) [TC384233]

		A_99_P294296		7.2966385		6.3307195		5.7780404		5.2167544		7.6657715		7.624012		7.377596		5.2363577		8.070142		7.1466637		7.5654073		4.9684377		1.2915764		2.4508677		3.0304992		1.0136807		1.7094157		1.7604499		3.451843		-1.1878204		0.369133		1.2932925		1.5995555		0.019603252		0.7735033		0.8159442		1.7873669		-0.24831676		No		Yes		Yes		TA80025_4565		0		0		Ta.38751		0		0		0		0		TC413295		0		0

		A_99_P387842		6.898684		6.617676		6.61589		6.49336		7.0555763		7.5576625		7.5434537		6.906326		7.5039024		7.328953		7.741196		6.9179673		1.114883		1.9185106		1.9020612		1.3314201		1.521209		1.6372527		2.1814783		1.3422071		0.1568923		0.9399867		0.92756367		0.41296577		0.6052184		0.711277		1.1253061		0.42460728		No		Yes		Yes		TA107455_4565		0		0		Ta.35049		0		0		0		0		TC451939		0		Rep: Pr1-like protein - Oryza sativa subsp. japonica (Rice), partial (7%) [TC451939]

		A_99_P430782		5.8028054		5.3108974		7.017843		5.464617		8.875144		10.385911		11.766616		8.204162		10.641373		8.935131		12.187556		6.4547844		8.411357		33.70787		26.88581		6.678596		28.612373		12.331135		35.994724		1.9864157		3.0723386		5.0750136		4.748773		2.7395449		4.8385673		3.6242337		5.1697135		0.9901676		Yes		Yes		Yes		TA60065_4565		0		0		Ta.54341		0		0		0		0		TC386649		0		Rep: Class III chitinase - Oryza sativa (Rice), partial (67%) [TC386649]

		A_99_P173809		9.575206		9.336505		9.865851		9.502263		9.318928		8.62766		9.028523		8.28883		8.502144		8.576554		8.289055		8.3936615		-1.1943934		-1.6344951		-1.7867378		-2.3188882		-2.103894		-1.6934327		-2.9830673		-2.1563652		-0.25627804		-0.70884514		-0.83732796		-1.2134333		-1.073062		-0.75995064		-1.5767965		-1.1086016		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P387862		5.6345997		5.7782845		4.860979		5.632801		4.640136		4.9009137		3.0580158		5.372526		5.404117		4.741065		3.3666575		5.290191		-1.9923401		-1.8370245		-3.489362		-1.1977069		-1.1732273		-2.0522685		-2.8173163		-1.2680484		-0.9944639		-0.87737083		-1.8029633		-0.2602749		-0.23048258		-1.0372195		-1.4943216		-0.34260988		No		Yes		Yes		TA107465_4565		0		0		0		0		0		0		0		TC439490		0		Rep: Transporter-like protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC439490]

		A_99_P478587		1.8154974		1.4379104		1.6533208		1.4507146		3.1463306		2.5643926		5.36952		3.0225866		2.1124773		2.9195564		4.894718		2.9807968		2.515479		2.1832573		13.142788		2.9729023		1.2285699		2.7926717		9.457097		2.888023		1.3308332		1.1264821		3.7161994		1.571872		0.2969799		1.481646		3.2413974		1.5300822		Yes		Yes		Yes		TC421343		0		0		0		0		0		0		0		TC421343		0		Rep: Chromosome undetermined SCAF4889, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (6%) [TC421343]

		A_99_P478097		7.5958076		7.2588		6.628386		6.23362		6.2601275		6.249128		5.590304		4.9914637		6.3174605		6.743551		5.535954		6.1729126		-2.5239441		-2.0134535		-2.053496		-2.3655186		-2.425609		-1.4292411		-2.1323318		-1.0429772		-1.33568		-1.0096722		-1.0380821		-1.2421565		-1.278347		-0.51524925		-1.092432		-0.06070757		Yes		No		No		TC421089		0		0		0		0		0		0		0		TC421089		0		0

		A_99_P441757		5.020436		5.02651		5.069809		4.9312057		5.84116		7.2131524		6.6840363		4.9172688		6.553011		5.8286853		7.053478		5.0603313		1.7662922		4.5524483		3.0614758		-1.0097072		2.8930178		1.7437286		3.9549756		1.0936307		0.820724		2.1866426		1.6142273		-0.013936996		1.5325751		0.8021755		1.9836688		0.1291256		Yes		Yes		Yes		CD871850		0		0		Ta.21998		0		0		0		0		TC397734		0		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		A_99_P192232		4.5086174		3.5141668		5.435255		3.979058		6.110949		6.186027		8.5136385		5.9946284		8.460974		5.608235		8.618342		5.171871		3.0363364		6.3725033		8.446674		4.043404		15.480245		4.2695026		9.082487		2.2859807		1.6023316		2.6718602		3.0783834		2.0155704		3.9523563		2.094068		3.1830873		1.1928132		Yes		Yes		Yes		EB511985		0		0		Ta.12887		0		0		0		0		TC445649		0		0

		A_99_P230171		4.7412863		3.8125799		4.8774247		4.09745		4.2365603		3.378892		4.019207		4.80554		4.462258		3.427152		2.8217382		2.7257912		-1.4188538		-1.3506819		-1.8127974		1.6336403		-1.2133775		-1.3062472		-4.157414		-2.587679		-0.50472593		-0.43368793		-0.8582177		0.7080903		-0.27902842		-0.38542795		-2.0556865		-1.3716586		Yes		Yes		Yes		TA61572_4565		0		0		Ta.18720		0		0		0		0		TC392516		0		0

		A_99_P296496		3.010589		2.968116		3.9489071		3.2437422		8.149658		10.838806		8.261752		5.513691		10.33845		7.8509827		8.651738		5.00135		35.23823		234.05283		19.874481		4.82306		160.65942		29.504578		26.043137		3.3813696		5.1390696		7.8706903		4.312845		2.2699487		7.327862		4.882867		4.7028313		1.7576077		Yes		Yes		Yes		TA80649_4565		0		0		Ta.10164		0		0		0		0		TC413128		0		Rep: Homocysteine S-methyltransferase 1 - Zea mays (Maize), partial (38%) [TC413128]

		A_99_P002321		11.666219		11.803932		12.074074		11.76793		11.90271		11.385124		11.542388		11.914748		11.274139		11.398072		11.014091		11.887664		1.1781238		-1.3368225		-1.4456174		1.107125		-1.3122834		-1.3248785		-2.0849073		1.0865344		0.2364912		-0.41880798		-0.5316858		0.14681816		-0.39207935		-0.40585995		-1.0599833		0.11973381		No		Yes		Yes		BT009213		0		BT009213		Ta.1048		0		0		0		0		0		0		Triticum aestivum clone wle1n.pk0057.g6:fis, full insert mRNA sequence [BT009213]

		A_99_P522102		9.192205		8.857601		8.324796		8.499024		8.111668		7.876695		7.0265126		7.0043902		8.033833		7.936439		6.840948		8.09389		-2.1148243		-1.9737045		-2.4593604		-2.817927		-2.2320554		-1.89364		-2.7969368		-1.3242121		-1.0805378		-0.980906		-1.2982831		-1.4946342		-1.1583729		-0.9211621		-1.4838476		-0.4051342		Yes		No		No		CJ722243		0		0		Ta.42942		0		0		0		0		TC441335		0		0

		A_99_P548757		7.3548126		6.8508554		6.699798		6.5020504		7.9344773		8.242677		7.8698993		6.8826385		8.565789		7.6276684		8.269912		6.888705		1.4945018		2.6240976		2.2502747		1.3018724		2.3149428		1.7133418		2.969281		1.3073581		0.5796647		1.3918214		1.1701012		0.38058805		1.2109766		0.77681303		1.5701137		0.38665438		No		Yes		Yes		CV065997		0		0		Ta.55037		0		0		0		0		TC451812		0		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC451812]

		A_99_P369107		9.249404		9.013215		7.9565964		8.157506		8.273847		7.655953		6.4253516		7.62435		8.5555935		8.4956455		6.5057416		7.7370305		-1.9664007		-2.5619853		-2.890351		-1.4470912		-1.6175501		-1.4315416		-2.7336998		-1.3383685		-0.9755573		-1.3572621		-1.5312448		-0.5331559		-0.69381046		-0.51756954		-1.4508548		-0.42047548		Yes		Yes		Yes		TA102874_4565		0		0		0		0		0		0		0		TC427905		0		0

		A_99_P385877		10.625909		11.094018		10.687837		11.41483		9.320362		9.730965		9.477197		11.113664		9.591125		9.749524		9.93986		11.2535095		-2.4717739		-2.57229		-2.3144028		-1.2321403		-2.0488074		-2.5394108		-1.6794354		-1.1183105		-1.3055468		-1.3630533		-1.21064		-0.30116653		-1.0347843		-1.3444939		-0.7479763		-0.16132069		Yes		No		No		TA106968_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P496652		5.5392547		5.6087127		5.9598465		4.8447566		5.6675034		4.561439		4.3852305		4.0262365		4.4050097		4.829436		3.835182		4.3720117		1.0929661		-2.0666208		-2.9785619		-1.7635959		-2.1950364		-1.7162703		-4.3610168		-1.3877474		0.12824869		-1.0472736		-1.574616		-0.81852007		-1.1342449		-0.77927685		-2.1246645		-0.47274494		Yes		No		No		TC430244		0		0		0		0		0		0		0		TC430244		0		0

		A_99_P554162		12.021873		11.4412155		13.06258		12.7992935		13.583186		14.974213		14.522308		13.676997		14.345284		13.814369		14.898087		13.650375		2.9512224		11.575456		2.7505655		1.8374484		5.0051417		5.1807237		3.5689666		1.803853		1.5613127		3.5329971		1.4597282		0.87770367		2.323411		2.3731537		1.8355064		0.85108185		Yes		Yes		Yes		TA67616_4565		0		0		Ta.12671		0		0		0		0		TC453853		0		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC453853]

		A_99_P361871		6.0228257		4.662542		3.9225636		3.8803089		6.11949		6.477627		5.667975		4.9545546		7.345613		6.525126		5.7983737		5.2393985		1.0692984		3.5188034		3.3529046		2.1056209		2.5014894		3.6365845		3.6700766		2.5652325		0.09666443		1.8150849		1.7454114		1.0742457		1.3227873		1.8625841		1.8758101		1.3590896		Yes		No		No		TA100645_4565		0		0		0		0		0		0		0		TC408233		0		Rep: Isoform ERG1b of A2WWV5  - Oryza sativa subsp. indica (Rice), partial (79%) [TC408233]

		A_99_P174104		3.1644468		2.5807133		3.378227		3.6647794		3.8392		4.565819		5.179177		3.181434		3.9946918		3.4220445		5.012117		4.4910116		1.5963236		3.9589162		3.4844956		-1.3979818		1.7779872		1.7917026		3.1034865		1.7730488		0.6747532		1.9851055		1.8009498		-0.4833455		0.830245		0.84133124		1.6338899		0.8262322		Yes		No		No		AK335740		0		AK335740		Ta.58333		542824		LOC542824		ornithine/acetylornithine aminotransferase		0		TC410481		0		Triticum aestivum cDNA, clone: WT013_K15, cultivar: Chinese Spring [AK335740]

		A_99_P475407		5.365894		5.385468		5.7997003		5.3589077		5.981865		6.9283442		5.447096		4.453133		4.023865		4.1879745		4.0104256		4.286364		1.5325892		2.9137483		-1.2768636		-1.8735502		-2.5350754		-2.2934089		-3.456411		-2.1031382		0.6159711		1.5428762		-0.3526044		-0.9057746		-1.3420286		-1.1974936		-1.7892747		-1.0725436		Yes		Yes		Yes		BJ277773		0		0		Ta.2758		0		0		0		0		TC419634		0		Rep: Phosphate transporter 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (19%) [TC419634]

		A_99_P491882		12.865361		12.33609		11.545448		11.664421		11.877963		11.49747		10.620038		10.141655		11.621793		11.849297		10.408521		11.660759		-1.9826062		-1.7883389		-1.8992243		-2.8734145		-2.3678348		-1.4013269		-2.199122		-1.0025417		-0.98739815		-0.8386202		-0.9254103		-1.5227661		-1.2435684		-0.48679352		-1.1369276		-0.0036621094		Yes		No		No		CK212457		0		0		Ta.48334		0		0		0		0		TC428140		0		Rep: Photosystem I reaction center subunit IV, chloroplast precursor - Hordeum vulgare (Barley), complete [TC428140]

		A_99_P291236		8.424196		8.767651		8.992502		9.01667		8.306403		8.072177		7.941914		8.540803		8.237099		8.303302		8.112774		8.50612		-1.0850737		-1.619416		-2.0713742		-1.390754		-1.138471		-1.3796945		-1.8400288		-1.4245937		-0.11779308		-0.6954737		-1.0505881		-0.47586727		-0.18709755		-0.4643488		-0.8797283		-0.5105505		No		Yes		Yes		TA79161_4565		0		0		0		0		0		0		0		TC399368		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC399368]

		A_99_P297111		9.577229		10.519298		11.047535		11.155271		8.944282		9.107959		10.556289		10.958004		9.164257		9.7684145		10.502875		11.024208		-1.5507294		-2.6598387		-1.4056586		-1.1465241		-1.3314253		-1.6828226		-1.4586761		-1.0950999		-0.63294697		-1.4113388		-0.49124622		-0.19726658		-0.4129715		-0.7508831		-0.5446596		-0.13106251		No		Yes		Yes		TA80830_4565		0		0		Ta.35385		0		0		0		0		TC458774		0		0

		A_99_P438102		8.435174		9.452682		11.891129		11.133209		7.432644		7.775491		10.708782		10.552042		8.28365		8.177388		10.920624		10.519774		-2.0035105		-3.1980453		-2.2694557		-1.4960592		-1.1107419		-2.4204803		-1.9595261		-1.5298973		-1.0025301		-1.6771903		-1.1823463		-0.5811672		-0.15152359		-1.2752934		-0.97050476		-0.6134348		Yes		Yes		Yes		TA93141_4565		0		0		Ta.58625		0		0		0		0		TC394911		0		0

		A_99_P029114		7.8123093		7.3332005		7.479898		7.8137665		6.8617363		6.619108		6.436947		6.8155975		7.098564		6.8950915		6.5000033		7.271021		-1.9326401		-1.6404507		-2.0604382		-1.9974632		-1.640056		-1.3548273		-1.9723214		-1.4567422		-0.95057297		-0.71409225		-1.0429511		-0.99816895		-0.7137451		-0.43810892		-0.97989464		-0.5427456		No		Yes		Yes		CJ736328		0		CJ736328		Ta.11048		0		0		0		0		0		0		CJ736328 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone rwhsh15m13 3', mRNA sequence [CJ736328]

		A_99_P140463		9.846623		10.843785		10.315276		10.711964		8.614679		8.956555		8.979709		9.190764		7.7370954		9.653199		8.845632		9.816035		-2.3488328		-3.6992426		-2.5237472		-2.8702955		-4.315501		-2.2824545		-2.7695365		-1.860807		-1.2319441		-1.8872299		-1.3355675		-1.5211992		-2.109528		-1.1905861		-1.4696445		-0.8959284		Yes		Yes		Yes		DQ872398		0		DQ872398		Ta.50385		100037584		LOC100037584		fasciclin-like protein FLA25		0		TC369371		0		Triticum aestivum fasciclin-like protein FLA25 mRNA, complete cds [DQ872398]

		A_99_P539482		4.799569		6.51749		4.494224		4.131491		7.2759185		7.9499326		6.8778076		5.685074		8.436824		7.8179836		7.0324287		6.9197106		5.564875		2.699033		5.218313		2.935452		12.442933		2.4631317		5.808657		6.9077673		2.4763494		1.4324427		2.3835835		1.5535827		3.6372547		1.3004937		2.5382047		2.7882195		Yes		Yes		Yes		TC448283		0		0		0		0		0		0		0		TC448283		0		0

		A_99_P512032		6.719647		6.878447		5.9758096		7.1626		5.821799		5.135031		6.1310534		5.936834		5.3766017		5.694813		4.935251		6.1967583		-1.8632847		-3.34827		1.1136098		-2.3387961		-2.5368624		-2.2714827		-2.0570235		-1.9532028		-0.8978481		-1.7434158		0.15524387		-1.2257662		-1.3430452		-1.1836343		-1.0405583		-0.96584177		Yes		No		No		CA631011		0		0		Ta.18480		0		0		0		0		TC436974		0		Rep: Chromosome chr14 scaffold_26, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC436974]

		A_99_P201976		6.986677		7.2134824		7.5574765		7.4465313		7.0349717		6.781193		6.5855865		6.8710785		6.7919173		6.504648		6.5369353		6.8292255		1.0340419		-1.3493733		-1.9614084		-1.4901451		-1.1445336		-1.6344827		-2.0286798		-1.5340078		0.048294544		-0.4322896		-0.97189		-0.5754528		-0.19475985		-0.7088342		-1.0205412		-0.61730576		No		Yes		Yes		DR739704		0		DR739704		Ta.4468		0		0		0		0		TC383804		0		FGAS084921 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739704]

		A_99_P394857		8.927157		9.898713		11.107495		10.789737		8.59274		8.711059		10.045396		10.405952		8.022241		9.335461		9.877428		10.570071		-1.2608681		-2.2778213		-2.0879679		-1.3047599		-1.8724364		-1.4775966		-2.3457792		-1.1644636		-0.33441734		-1.1876545		-1.0620995		-0.3837843		-0.90491676		-0.56325245		-1.2300673		-0.21966553		No		Yes		Yes		TA109171_4565		0		0		0		0		0		0		0		TC373194		0		Rep: Methylthioribose kinase - Oryza sativa subsp. japonica (Rice), partial (16%) [TC373194]

		A_99_P332896		9.74822		9.610854		9.228596		9.246782		9.270862		8.82326		7.7389874		9.29831		9.19941		8.669442		7.638312		9.331499		-1.3921926		-1.7261931		-2.8081272		1.0363619		-1.4628786		-1.9204068		-3.011086		1.0604795		-0.47735882		-0.78759384		-1.4896083		0.051527977		-0.54881		-0.941412		-1.5902839		0.0847168		No		Yes		Yes		TA91430_4565		0		0		Ta.31475		0		0		0		0		TC385428		0		Rep: Glyoxalase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (98%) [TC385428]

		A_99_P435007		6.6572013		3.744559		2.177141		4.480335		7.0673594		6.004421		6.429472		5.1231437		8.365481		7.327572		5.917328		5.4068637		1.3288314		4.7894573		19.058079		1.5613656		3.2677102		11.983794		13.363138		1.9006969		0.41015816		2.2598622		4.252331		0.64280844		1.7082801		3.5830128		3.740187		0.92652845		Yes		Yes		Yes		TC392514		0		0		0		0		0		0		0		TC392514		GO:0003677(DNA binding)|GO:0003700(sequence-specific DNA binding transcription factor activity)|GO:0005739(mitochondrion)|GO:0006355(regulation of transcription, DNA-dependent)|GO:0009651(response to salt stress)|GO:0009723(response to ethylene stimulus)|GO:0009733(response to auxin stimulus)|GO:0009737(response to abscisic acid stimulus)|GO:0009739(response to gibberellin stimulus)|GO:0009751(response to salicylic acid stimulus)|GO:0009753(response to jasmonic acid stimulus)|GO:0046686(response to cadmium ion)		Rep: Myb-related protein - Triticum aestivum (Wheat), partial (50%) [TC392514]

		A_99_P307536		5.3330636		4.9211144		5.344396		5.2083507		6.650102		7.727368		8.081783		7.0611243		7.385302		7.0498013		8.423043		7.071469		2.4915414		6.9946575		6.668615		3.6119394		4.14749		4.373193		8.448218		3.6379309		1.3170385		2.8062534		2.7373872		1.8527737		2.0522385		2.128687		3.0786471		1.8631182		Yes		Yes		Yes		TA83913_4565		0		0		Ta.42892		0		0		0		0		TC376313		0		Rep: F-box protein 42 - Danio rerio (Zebrafish) (Brachydanio rerio), partial (3%) [TC376313]

		A_99_P239936		8.652202		8.424607		8.443376		8.86509		7.1510587		6.5191402		6.874288		8.168069		7.8775516		7.3238525		7.48192		8.835828		-2.830669		-3.7463017		-2.9671698		-1.6211544		-1.7107751		-2.1446686		-1.9472739		-1.0204904		-1.501143		-1.905467		-1.5690875		-0.6970215		-0.7746501		-1.1007547		-0.9614558		-0.029262543		Yes		No		No		TA64460_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P173164		11.373737		9.970672		10.09278		10.0495		12.1601305		11.7350645		10.4525385		10.166684		13.145615		11.646863		10.671292		10.033111		1.7247571		3.39731		1.283211		1.0846155		3.4149804		3.1958315		1.4933084		-1.0114254		0.78639317		1.7643929		0.35975838		0.117183685		1.7718773		1.6761913		0.5785122		-0.016389847		Yes		No		No		CJ903608		0		CJ903608		Ta.58129		0		0		0		0		0		0		CJ903608 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles31n24 5', mRNA sequence [CJ903608]

		A_99_P188042		5.627215		5.4689426		5.9076786		5.527415		5.317101		4.8075805		5.0000787		4.7094584		4.516619		4.3301797		4.4920764		4.054895		-1.2398056		-1.5815753		-1.8759221		-1.7629071		-2.159348		-2.2019215		-2.6677108		-2.7750618		-0.3101139		-0.6613622		-0.9075999		-0.81795645		-1.1105957		-1.138763		-1.4156022		-1.4725199		Yes		No		No		CK160669		0		CK160669		Ta.61478		0		0		0		0		0		0		FGAS042284 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK160669]

		A_99_P037179		9.05534		8.176408		8.026402		8.062963		9.010333		8.759334		9.12975		8.297519		9.213032		8.778991		9.204862		7.7704005		-1.031688		1.4978839		2.148527		1.1765448		1.1155012		1.5184326		2.263349		-1.2248135		-0.045006752		0.5829258		1.1033478		0.2345562		0.15769196		0.60258293		1.1784592		-0.292562		No		Yes		Yes		CK161330		0		CK161330		Ta.13785		100125738		Xip-R1		xylanase inhibitor		0		TC369578		0		FGAS013898 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161330]

		A_99_P292546		11.196187		10.379643		9.955689		10.578559		11.448471		11.371379		10.580987		10.322515		11.988678		11.300296		10.995036		10.442939		1.1910913		1.9885757		1.542529		-1.1941999		1.7320625		1.8929712		2.0552967		-1.0985649		0.25228405		0.99173546		0.62529755		-0.2560444		0.79249096		0.9206524		1.0393467		-0.13562012		No		Yes		Yes		TA79522_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P261471		13.322827		13.24117		12.518093		11.761661		12.288948		12.108383		11.265198		10.383847		11.960338		12.584432		10.931186		11.473942		-2.0475225		-2.192819		-2.3831923		-2.5987418		-2.5712852		-1.5765144		-3.004047		-1.2207085		-1.0338793		-1.1327868		-1.2528954		-1.3778133		-1.3624897		-0.6567383		-1.5869074		-0.28771877		Yes		No		No		TA70403_4565		0		0		0		0		0		0		0		TC406069		0		Rep: Atypical receptor-like kinase MARK - Zea mays (Maize), partial (44%) [TC406069]

		A_99_P385192		4.9081764		4.7474847		4.426861		5.2726502		7.4838805		9.564413		7.939749		6.0205827		8.99677		7.480492		8.386277		6.012201		5.961619		28.18642		11.41523		1.6793844		17.013329		6.6484013		15.556185		1.6696557		2.575704		4.8169284		3.512888		0.74793243		4.0885935		2.7330074		3.9594164		0.7395506		Yes		Yes		Yes		TA106804_4565		0		0		0		0		0		0		0		TC412901		0		Rep: Probable polyol transporter 4 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC412901]

		A_99_P117345		1.3601065		1.5274148		1.364549		1.3539099		1.8209146		6.182373		5.0067525		3.1217623		2.5313585		3.3102448		5.2633777		3.0137494		1.3763126		25.193127		12.485687		3.4054666		2.2520704		3.441005		14.91641		3.1598136		0.46080816		4.6549582		3.6422033		1.7678524		1.171252		1.78283		3.8988285		1.6598395		Yes		Yes		Yes		CJ684326		0		CJ684326		Ta.43332		0		0		0		0		TC410349		0		CJ684326 Y.Ogihara unpublished cDNA library Wh_PCDAM Triticum aestivum cDNA clone whpc16h10 5', mRNA sequence [CJ684326]

		A_99_P230531		7.687504		7.6546397		7.549557		8.501802		7.9574456		8.164074		9.504329		8.270113		7.918652		7.740866		9.184021		8.673371		1.2057592		1.4234918		3.8765452		-1.1742092		1.1737688		1.0615898		3.1047213		1.1262826		0.2699418		0.5094342		1.9547715		-0.23168945		0.23114824		0.08622646		1.6344638		0.17156887		No		Yes		Yes		TA61655_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P328006		11.044669		10.872533		10.257558		10.48067		9.9093275		9.791392		8.731868		9.190157		9.902469		10.248317		8.848401		10.285841		-2.1967058		-2.1157079		-2.879244		-2.4461503		-2.207174		-1.541373		-2.655819		-1.1445885		-1.1353416		-1.0811405		-1.5256901		-1.290513		-1.1422005		-0.6242161		-1.4091568		-0.19482899		Yes		No		No		TA89941_4565		0		0		0		0		0		0		0		TC431455		0		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC431455]

		A_99_P282146		13.0154505		12.160549		12.980973		13.350361		13.667039		12.711678		14.840505		13.882493		13.616109		12.984375		14.822926		13.770424		1.5708969		1.4652313		3.6288977		1.4460647		1.5164084		1.7700938		3.5849483		1.337986		0.65158844		0.5511284		1.8595314		0.53213215		0.6006584		0.82382584		1.8419523		0.42006302		No		Yes		Yes		TA76511_4565		0		0		Ta.7354		0		0		0		0		TC385610		0		0

		A_99_P280841		9.152064		9.402294		9.213576		8.666964		9.4325285		10.122659		10.485355		8.991538		9.745959		9.843287		10.444083		8.6325035		1.2145855		1.6475984		2.4145913		1.252295		1.5093161		1.3575387		2.3464942		-1.0241735		0.28046417		0.7203646		1.2717791		0.32457447		0.59389496		0.4409933		1.2305069		-0.034460068		No		Yes		Yes		TA76127_4565		0		0		0		0		0		0		0		TC386540		0		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC386540]

		A_99_P454542		4.9423366		4.6971936		5.0058436		5.0184216		4.3355584		3.8970158		4.026897		3.7728128		4.3813014		3.594567		3.2795017		3.5267897		-1.5228546		-1.7413157		-1.9710258		-2.371186		-1.4753274		-2.147453		-3.3088777		-2.812069		-0.60677814		-0.8001778		-0.9789467		-1.2456088		-0.56103516		-1.1026266		-1.726342		-1.491632		Yes		Yes		Yes		TC406759		0		0		0		0		0		0		0		TC406759		GO:0004364(glutathione transferase activity)|GO:0005783(endoplasmic reticulum)|GO:0008150(biological_process)|GO:0009536(plastid)|GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC406759]

		A_99_P174854		4.5408053		3.74564		5.1377997		4.78238		3.8744411		2.8830652		4.043438		3.3116791		3.1120522		2.792616		2.7844703		2.5278714		-1.5870683		-1.8182806		-2.135186		-2.7715652		-2.6921394		-1.9359264		-5.1100216		-4.771718		-0.6663642		-0.8625748		-1.0943618		-1.470701		-1.4287531		-0.95302415		-2.3533294		-2.2545087		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P504382		4.1466575		3.0912168		1.9798797		2.1151717		4.5450554		5.2033596		3.8532073		3.6124814		5.4285836		4.0573745		4.3846183		2.5396404		1.3180435		4.3233294		3.6637666		2.8231575		2.4316342		1.9536306		5.2953954		1.3420782		0.39839792		2.1121428		1.8733276		1.4973097		1.2819262		0.9661577		2.4047384		0.42446876		Yes		No		No		TC433640		0		0		0		0		0		0		0		TC433640		0		0

		A_99_P428622		5.06646		4.571532		4.1014094		4.280813		5.2719426		6.059398		5.683067		5.267477		5.99351		5.5704875		6.132606		5.6112723		1.1530719		2.8047388		2.9931352		1.9815973		1.9013836		1.9985528		4.087437		2.514827		0.20548248		1.4878664		1.5816574		0.9866638		0.92704964		0.9989557		2.0311966		1.3304591		Yes		Yes		Yes		TC387384		0		0		0		0		0		0		0		TC387384		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: TAK14 - Triticum aestivum (Wheat), partial (48%) [TC387384]

		A_99_P214646		11.661939		11.668915		11.709832		11.9472475		12.636498		14.116498		13.483808		11.920596		13.2364		13.052727		13.681521		11.701388		1.9650415		5.455015		3.4199502		-1.018645		2.978242		2.6095698		3.922271		-1.1857988		0.9745598		2.4475832		1.7739754		-0.026651382		1.574461		1.383812		1.9716892		-0.24585915		Yes		Yes		Yes		TA55906_4565		0		0		Ta.28798		0		0		0		0		TC422009		0		0

		A_99_P186162		2.0640612		2.3954782		2.3414958		2.6281376		3.428971		2.9517796		4.276321		3.3041742		2.6563394		3.2269952		4.19038		4.0253344		2.5756023		1.4704945		3.823318		1.5977443		1.5076257		1.7795556		3.602215		2.633893		1.3649099		0.55630136		1.9348252		0.6760366		0.59227824		0.831517		1.8488843		1.3971968		Yes		No		No		TA92319_4565		0		0		Ta.33412		0		0		0		0		TC412595		0		0

		A_99_P187947		3.8697073		4.361425		4.3759623		4.187465		2.9372547		3.4071171		3.623895		2.5353887		3.5626583		3.3332186		3.0397103		2.710617		-1.9085178		-1.9376497		-1.6842045		-3.1428566		-1.2371745		-2.0394871		-2.524945		-2.7833998		-0.9324527		-0.9543078		-0.7520673		-1.6520765		-0.30704904		-1.0282063		-1.336252		-1.4768481		Yes		No		No		CK160106		0		CK160106		Ta.61459		0		0		0		0		0		0		FGAS041654 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK160106]

		A_99_P299031		4.619512		3.3798835		4.2795296		3.538641		4.9768853		5.507237		5.2754436		3.4202719		5.9932995		4.8234954		5.1359215		4.789679		1.2810912		4.3691525		1.9943436		-1.085507		2.5915		2.7200098		1.8105047		2.3801262		0.35737324		2.1273534		0.995914		-0.1183691		1.3737874		1.4436119		0.8563919		1.2510381		Yes		No		No		TA81397_4565		0		0		0		0		0		0		0		TC405598		0		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (79%) [TC405598]

		A_99_P236396		11.628704		10.838773		11.268993		11.210594		13.041026		13.40549		16.61344		14.311601		14.251507		13.611867		16.630249		12.529084		2.661652		5.9245977		40.62923		8.580172		6.1594553		6.8357244		41.10539		2.4940493		1.412322		2.5667171		5.344446		3.1010065		2.6228027		2.7730942		5.3612556		1.31849		Yes		Yes		Yes		CK161960		0		CK161960		Ta.56885		543197		wali5		wali5 protein		0		TC440090		0		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P383162		6.2173057		6.028473		6.2371135		5.9831166		5.7766633		5.2961884		5.6647086		5.3373637		5.8553424		5.6221523		5.1170983		5.821602		-1.3572085		-1.6612676		-1.4870002		-1.5645555		-1.2851737		-1.3253015		-2.1734924		-1.1184609		-0.44064236		-0.73228455		-0.57240486		-0.6457529		-0.36196327		-0.40632057		-1.1200151		-0.16151476		No		Yes		Yes		TA106313_4565		0		0		0		0		0		0		0		TC441653		0		Rep: DedA protein - Clostridium perfringens (strain SM101 / Type A), partial (11%) [TC441653]

		A_99_P419287		4.227254		4.026132		4.4968715		4.479857		4.018475		2.4173043		3.452716		2.7869542		3.059725		3.4583452		2.9843524		4.1953044		-1.1557095		-3.0500393		-2.0621586		-3.2330656		-2.2462661		-1.4822481		-2.853078		-1.2180325		-0.20877886		-1.6088278		-1.0441554		-1.6929028		-1.1675289		-0.56778693		-1.5125191		-0.28455257		Yes		No		No		CV772533		0		0		0		0		0		0		0		TC380100		0		Rep: Os05g0530500 protein - Oryza sativa subsp. japonica (Rice), partial (72%) [TC380100]

		A_99_P245236		14.547768		13.560227		13.774205		13.225085		13.36501		12.118881		13.356986		11.949112		12.941647		13.009213		12.338462		12.841968		-2.2701025		-2.7157414		-1.3353511		-2.4216213		-3.0443223		-1.4651151		-2.7052152		-1.3041571		-1.1827574		-1.4413462		-0.41721916		-1.2759733		-1.6061211		-0.55101395		-1.4357433		-0.38311768		Yes		No		No		TA65813_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P236431		5.557285		4.3456807		5.057248		4.8401446		6.1130795		6.459261		9.617835		6.9638963		8.244052		7.292969		10.403451		6.0811048		1.4699782		4.327639		23.597906		4.3582582		6.4386897		7.7129807		40.678734		2.3635578		0.5557947		2.1135802		4.560587		2.1237516		2.686767		2.9472885		5.346203		1.2409601		Yes		Yes		Yes		TA63447_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P154357		3.42538		2.760744		3.3843615		3.295009		4.471556		5.358377		4.537359		4.382791		5.687328		5.0445976		5.0933704		4.117488		2.0650492		6.0529265		2.223755		2.1254704		4.7963862		4.8697696		3.2693615		1.7684422		1.0461762		2.597633		1.1529977		1.0877821		2.2619479		2.2838535		1.7090089		0.822479		Yes		No		No		CJ950948		0		CJ950948		Ta.53794		0		0		0		0		0		0		CJ950948 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul30m16 5', mRNA sequence [CJ950948]

		A_99_P436342		6.2093186		7.1220856		7.9783463		7.737032		6.711408		8.0505495		9.278091		7.976087		7.4054313		7.633776		9.2380705		8.060727		1.4162633		1.9032485		2.4618537		1.1802194		2.2912147		1.42572		2.3944995		1.251532		0.5020895		0.92846394		1.2997451		0.23905516		1.1961126		0.5116906		1.2597241		0.32369518		No		Yes		Yes		TA57364_4565		0		0		Ta.38881		0		0		0		0		TC393590		0		0

		A_99_P334856		2.0910196		3.8966286		3.5634835		2.5917866		3.9684334		5.7280707		4.6450043		3.6849859		5.389354		4.3270307		5.2636514		3.621062		3.674158		3.5589263		2.1162658		2.1334662		9.837792		1.347609		3.2493877		2.040999		1.8774137		1.8314421		1.0815208		1.0931993		3.2983346		0.43040204		1.7001679		1.0292754		Yes		No		No		TA92008_4565		0		0		0		0		0		0		0		TC439259		0		Rep: Serine carboxypeptidase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (13%) [TC439259]

		A_99_P316791		1.5840555		1.6017066		2.3639252		2.1502688		2.4744847		6.0858116		4.199393		5.66695		2.3474398		4.773535		4.71995		6.1085014		1.8537275		22.379488		3.5688705		11.445285		1.6974678		9.011881		5.1195784		15.5434265		0.89042914		4.484105		1.8354676		3.5166814		0.7633842		3.1718283		2.356025		3.9582326		Yes		Yes		Yes		TA86600_4565		0		0		0		0		0		0		0		TC417761		0		Rep: Phosphate transporter HvPT4 - Hordeum vulgare var. distichum (Two-rowed barley), partial (9%) [TC417761]

		A_99_P246876		14.6909485		14.70874		14.4459715		14.588349		14.366619		13.414332		13.385967		13.970338		14.097691		14.215172		13.728321		14.2602415		-1.2520822		-2.452763		-2.0849376		-1.5347583		-1.5086497		-1.407923		-1.6445016		-1.2553658		-0.32432938		-1.2944078		-1.0600042		-0.6180115		-0.5932579		-0.49356842		-0.7176504		-0.32810783		No		Yes		Yes		AK332131		0		AK332131		Ta.51138		0		0		0		0		TC424726		0		Triticum aestivum cDNA, clone: WT003_D14, cultivar: Chinese Spring [AK332131]

		A_99_P209496		12.057602		11.9145		11.645897		11.67234		11.649251		11.313983		10.626964		11.645425		11.73106		11.542411		10.870522		11.781307		-1.327168		-1.5162601		-2.02642		-1.0188316		-1.254004		-1.2942258		-1.7116354		1.0784557		-0.40835094		-0.6005173		-1.0189333		-0.02691555		-0.3265419		-0.3720894		-0.77537537		0.10896683		No		Yes		Yes		TA53999_4565		0		0		Ta.61980		0		0		0		0		0		0		0

		A_99_P263671		3.3926048		3.6749287		4.4933734		3.4662237		2.3832915		3.618808		3.294794		3.2591784		3.7752113		3.242872		3.7848442		4.270298		-2.0129528		-1.0396664		-2.2951355		-1.1543217		1.3036951		-1.3491555		-1.6341374		1.7460251		-1.0093133		-0.056120634		-1.1985793		-0.20704532		0.3826065		-0.43205667		-0.70852923		0.8040743		No		Yes		Yes		TA71033_4565		0		0		Ta.28535		0		0		0		0		0		0		0

		A_99_P015144		9.56474		9.661411		10.052255		9.797763		9.295614		8.950526		9.1157		9.511262		8.789602		9.06577		9.02934		9.250091		-1.2050775		-1.6368079		-1.9139524		-1.2196785		-1.7113537		-1.511144		-2.0320203		-1.4617254		-0.26912594		-0.71088505		-0.9365549		-0.28650093		-0.7751379		-0.59564114		-1.0229149		-0.5476723		No		Yes		Yes		BJ301874		0		BJ301874		Ta.6312		0		0		0		0		0		0		BJ301874 Y. Ogihara unpublished cDNA library, Wh_yd Triticum aestivum cDNA clone whyd12i20 5', mRNA sequence [BJ301874]

		A_99_P165607		8.78589		9.007148		8.769109		8.589304		8.800251		8.551312		8.14523		7.940871		8.206253		8.59279		7.506813		8.44439		1.0100043		-1.3715768		-1.5410124		-1.567465		-1.4944727		-1.3327056		-2.3987715		-1.1056645		0.0143613815		-0.45583534		-0.6238785		-0.6484332		-0.5796366		-0.41435814		-1.2622957		-0.14491367		No		Yes		Yes		CJ705479		0		CJ705479		Ta.56379		0		0		0		0		TC428737		0		CJ705479 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n2c15 5', mRNA sequence [CJ705479]

		A_99_P439677		6.3384666		6.406565		6.6383204		6.3714614		7.712948		9.784354		8.216522		6.6599975		8.220834		8.900379		8.626005		6.629617		2.5927465		10.394793		2.9859743		1.2214003		3.6867948		5.632651		3.966		1.195949		1.3744812		3.377789		1.5782018		0.28853607		1.8823671		2.493814		1.9876847		0.25815582		Yes		Yes		Yes		TC450692		0		0		0		0		0		0		0		TC450692		0		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (26%) [TC450692]

		A_99_P464622		3.210802		2.4027643		3.368564		2.1306791		7.479078		6.7499623		8.958072		4.2222066		8.924497		7.14646		9.753745		3.68334		19.26988		20.353401		48.151474		4.2619905		52.479954		26.791357		83.58554		2.933577		4.2682757		4.347198		5.589508		2.0915275		5.7136946		4.7436957		6.3851814		1.552661		Yes		Yes		Yes		TC413432		0		0		0		0		0		0		0		TC413432		0		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (38%) [TC413432]

		A_99_P339536		4.539648		5.43869		4.9436707		4.599089		5.332895		6.802679		7.084467		5.8898635		5.5802855		6.617195		7.3104653		5.82069		1.7329701		2.5739586		4.4100537		2.4465933		2.0571365		2.263421		5.1579385		2.3320537		0.79324675		1.3639889		2.1407962		1.2907743		1.0406375		1.178505		2.3667946		1.221601		Yes		Yes		Yes		AK333977		0		AK333977		Ta.33500		0		0		0		0		TC387310		0		Triticum aestivum cDNA, clone: WT008_F06, cultivar: Chinese Spring [AK333977]

		A_99_P152432		2.610558		2.3153079		2.8694725		2.7183697		2.6975696		3.3245876		6.3797607		7.4377823		1.4282713		3.8485143		5.8322225		7.791694		1.0621678		2.0129058		11.394678		26.344189		-2.269362		2.894284		7.796086		33.668423		0.087011576		1.0092797		3.5102882		4.719413		-1.1822867		1.5332065		2.96275		5.073324		Yes		No		No		CJ856243		0		CJ856243		Ta.53334		0		0		0		0		TC438322		0		CJ856243 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal36g19 5', mRNA sequence [CJ856243]

		A_99_P457192		2.668438		1.9764274		4.0254517		2.40039		2.1865957		3.5414295		6.480587		3.6177404		2.1270924		3.838253		5.6387515		4.828843		-1.3965259		2.9587793		5.4836454		2.325193		-1.4553293		3.634673		3.0595083		5.3831596		-0.48184228		1.5650021		2.4551353		1.2173505		-0.5413456		1.8618256		1.6132998		2.4284532		Yes		No		No		TC408562		0		0		0		0		0		0		0		TC408562		0		Rep: Biotin--acetyl-CoA-carboxylase ligase - Chromohalobacter salexigens (strain DSM 3043 / ATCC BAA-138 / NCIMB13768), partial (5%) [TC408562]

		A_99_P300751		7.1620617		7.8716483		6.876349		8.498197		6.3975525		6.208118		6.3556437		6.948664		5.71372		6.769754		5.269835		7.3358254		-1.698792		-3.1679077		-1.4346564		-2.9272225		-2.7289422		-2.1463635		-3.0451515		-2.23825		-0.7645092		-1.6635303		-0.5207052		-1.5495324		-1.4483418		-1.1018944		-1.606514		-1.1623712		Yes		No		No		TA81891_4565		0		0		Ta.35624		0		0		0		0		TC415557		0		0

		A_99_P290226		11.360932		10.886185		10.56812		10.888397		11.951755		12.433169		11.391914		10.915948		12.598946		11.863407		11.850741		10.716001		1.5061048		2.9220576		1.7700552		1.0192802		2.3587348		1.9686716		2.4328063		-1.126929		0.5908222		1.5469847		0.82379436		0.027550697		1.2380133		0.97722244		1.2826214		-0.17239666		No		Yes		Yes		AK332590		0		AK332590		Ta.10168		0		0		0		0		TC418950		0		Triticum aestivum cDNA, clone: WT004_F21, cultivar: Chinese Spring [AK332590]

		A_99_P365211		10.070972		9.384761		10.15415		9.824921		11.453694		12.213924		10.636265		10.04453		12.826008		10.508591		10.710683		9.702677		2.6075988		7.10662		1.3967897		1.1644182		6.750692		2.1792471		1.4707304		-1.0884265		1.3827219		2.8291636		0.4821148		0.21960926		2.7550354		1.1238298		0.55653286		-0.12224388		Yes		Yes		Yes		TA101771_4565		0		0		0		0		0		0		0		TC386285		0		Rep: Probable NAD kinase 1 - Oryza sativa subsp. japonica (Rice), partial (94%) [TC386285]

		A_99_P106180		2.8671906		2.2438648		3.3611946		3.6539257		4.3456483		3.7588603		4.052623		4.3818154		3.1894505		3.2693589		3.2834594		2.631995		2.786507		2.8579795		1.6148814		1.6562148		1.2502875		2.0356565		-1.05536		-2.0306346		1.4784577		1.5149956		0.6914282		0.7278898		0.3222599		1.0254941		-0.077735186		-1.0219307		Yes		No		No		CK210777		0		CK210777		Ta.39938		0		0		0		0		TC438846		0		FGAS022604 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210777]

		A_99_P256656		4.243244		5.2659416		3.6588824		4.465064		5.042967		6.0234914		5.924646		5.2964053		4.981304		5.5825973		6.0046277		5.0853257		1.7407665		1.6906168		4.8090887		1.7793388		1.6679314		1.2454401		5.0832295		1.537154		0.7997227		0.75754976		2.2657635		0.83134127		0.73806		0.31665564		2.3457453		0.62026167		Yes		No		No		TA69014_4565		0		0		0		0		0		0		0		TC393189		0		Rep: Acyl carrier protein 2, chloroplast precursor - Hordeum vulgare (Barley), partial (84%) [TC393189]

		A_99_P469882		5.3895726		4.523223		6.9489694		5.9760647		6.124168		6.817241		9.536693		7.107719		7.778015		7.5439835		9.794735		7.0414996		1.6639307		4.9042015		6.0114927		2.1910985		5.235918		8.115953		7.188873		2.0928006		0.7345953		2.2940183		2.5877233		1.1316543		2.3884425		3.0207605		2.8457656		1.0654349		Yes		No		No		CJ873852		0		CJ873852		Ta.47697		0		0		0		0		TC416508		0		CJ873852 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls13g14 5', mRNA sequence [CJ873852]

		A_99_P162707		11.06821		10.626006		11.365448		10.910558		10.936195		9.783467		9.868295		10.308089		10.690556		10.292768		10.0849		10.471716		-1.0958226		-1.793203		-2.8228517		-1.5183122		-1.2992275		-1.2598383		-2.4293125		-1.3555157		-0.13201427		-0.84253883		-1.4971533		-0.6024685		-0.37765408		-0.3332386		-1.2805481		-0.43884182		No		Yes		Yes		AY040246		0		AY040246		Ta.55721		543060		NHX2		Na+/H+ antiporter		0		TC451454		0		Triticum aestivum Na+ [AY040246]

		A_99_P295811		9.300799		9.453038		9.565158		9.246105		10.389953		11.293458		11.445121		10.302725		11.309013		10.346286		11.656501		9.891048		2.1274915		3.5811422		3.680656		2.0800521		4.022839		1.8573525		4.2614455		1.5636778		1.0891533		1.8404198		1.8799629		1.0566196		2.008214		0.8932476		2.091343		0.64494324		Yes		Yes		Yes		TA80452_4565		0		0		0		0		0		0		0		TC381069		0		0

		A_99_P063582		9.9484415		10.658698		11.625488		11.629093		9.59674		9.579999		10.956886		11.169829		9.332469		10.160126		11.065043		11.450222		-1.2760649		-2.1121306		-1.5895319		-1.37484		-1.5325907		-1.4128147		-1.4747238		-1.1319978		-0.35170174		-1.0786991		-0.668602		-0.4592638		-0.6159725		-0.49857235		-0.56044483		-0.17887115		No		Yes		Yes		AK334823		0		AK334823		Ta.24445		543360		Q		floral homeotic protein		0		TC405024		0		Triticum aestivum cDNA, clone: WT011_D03, cultivar: Chinese Spring [AK334823]

		A_99_P037634		4.2660065		4.3657227		4.503165		4.2066474		3.6959822		3.5964382		3.5701878		3.0834072		3.4972198		3.3102543		3.23536		2.933443		-1.4845486		-1.7044243		-1.9092115		-2.1783566		-1.7038362		-2.0783927		-2.407949		-2.416978		-0.57002425		-0.7692845		-0.93297696		-1.1232402		-0.76878667		-1.0554683		-1.2678049		-1.2732043		Yes		No		No		BQ752846		0		BQ752846		Ta.13962		0		0		0		0		0		0		WHE4119_G11_N21ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4119_G11_N21, mRNA sequence [BQ752846]

		A_99_P484122		8.021316		7.7763042		6.3282657		5.4290385		6.2132645		6.0180955		5.7548733		5.012865		6.009102		6.8437443		5.592798		6.0632057		-3.5016894		-3.3827786		-1.4880184		-1.3343836		-4.0340075		-1.9086598		-1.6649368		1.5520415		-1.8080511		-1.7582088		-0.5733924		-0.41617346		-2.0122137		-0.93255997		-0.73546743		0.6341672		Yes		No		No		TC424241		0		0		0		0		0		0		0		TC424241		0		Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa subsp. japonica (Rice), partial (5%) [TC424241]

		A_99_P419097		9.421928		9.03235		9.71573		9.301379		9.0561495		8.506073		8.605327		8.9638405		8.87944		8.830162		8.649502		8.997947		-1.2885772		-1.4402074		-2.1590595		-1.263599		-1.4564822		-1.1504414		-2.0939512		-1.2340771		-0.36577892		-0.5262766		-1.1104031		-0.33753872		-0.5424881		-0.20218754		-1.0662279		-0.30343246		No		Yes		Yes		TC379974		0		0		0		0		0		0		0		TC379974		0		0

		A_99_P538902		8.773131		8.389255		9.259791		10.070617		10.325138		8.568694		10.994849		11.0725975		8.427277		8.550419		9.918702		10.680462		2.9322472		1.1324439		3.3289285		2.0027478		-1.2709037		1.1181892		1.5788901		1.5260954		1.5520067		0.17943954		1.7350578		1.0019808		-0.34585476		0.16116428		0.65891075		0.60984516		Yes		No		No		TC447945		0		0		0		0		0		0		0		TC447945		0		Rep: Myb-related protein MYBAS1 - Oryza sativa subsp. japonica (Rice), partial (17%) [TC447945]

		A_99_P480562		5.551596		6.1841755		6.5914326		6.954931		3.9385378		4.593661		5.753794		5.8389854		4.629794		5.3209434		5.253987		6.6106315		-3.0589962		-3.0115676		-1.7871224		-2.1673698		-1.8944802		-1.8191092		-2.5270352		-1.2695342		-1.6130583		-1.5905147		-0.8376384		-1.1159453		-0.92180204		-0.86323214		-1.3374457		-0.34429932		Yes		No		No		CA639612		0		0		Ta.63007		0		0		0		0		TC422437		0		Rep: Tonoplast intrinsic protein - Triticum aestivum (Wheat), partial (31%) [TC422437]

		A_99_P339706		8.585832		7.198168		7.120037		7.7482314		9.93973		11.1201515		9.435586		9.613851		10.623896		9.575013		9.515752		9.229882		2.556018		15.15775		4.97794		3.644243		4.1069403		5.193998		5.2623777		2.792681		1.353898		3.9219837		2.315549		1.8656192		2.038064		2.3768454		2.3957148		1.4816508		Yes		Yes		Yes		TA93510_4565		0		0		Ta.7386		0		0		0		0		TC395293		0		0

		A_99_P140648		10.627723		10.951187		10.076932		9.974692		9.441937		9.530761		8.623303		8.506901		9.050819		10.02735		8.126937		9.779031		-2.2748718		-2.676646		-2.7389607		-2.7659817		-2.9832883		-1.8971539		-3.863732		-1.1452492		-1.1857853		-1.4204264		-1.4536285		-1.4677916		-1.5769033		-0.9238367		-1.949995		-0.19566154		Yes		No		No		CJ879580		0		CJ879580		Ta.50463		0		0		0		0		TC389239		0		CJ879580 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls31g03 5', mRNA sequence [CJ879580]

		A_99_P372007		7.310716		7.378681		7.5787807		7.494635		6.5620365		5.977837		6.428988		6.2096214		5.990766		5.9607615		5.932017		6.2935925		-1.6802543		-2.6405604		-2.21882		-2.4368436		-2.4965746		-2.6719992		-3.1313045		-2.2990577		-0.74867964		-1.4008441		-1.1497927		-1.2850137		-1.3199501		-1.4179196		-1.6467638		-1.2010427		Yes		Yes		Yes		TA103581_4565		0		0		0		0		0		0		0		TC445228		0		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC445228]

		A_99_P424272		7.0671506		7.5230775		6.9017277		8.0847225		5.8784523		5.3464355		6.5018744		6.006344		5.57931		6.1039033		5.2172875		6.85517		-2.2794697		-4.521		-1.3193737		-4.2233233		-2.8046887		-2.6743238		-3.2141564		-2.3449428		-1.1886983		-2.176642		-0.39985323		-2.0783787		-1.4878407		-1.4191742		-1.6844401		-1.2295527		Yes		No		No		DQ872388		0		DQ872388		Ta.54334		100037577		LOC100037577		fasciclin-like protein FLA15		0		TC384151		0		Triticum aestivum fasciclin-like protein FLA15 mRNA, complete cds [DQ872388]

		A_99_P645421		10.342124		10.2164755		12.073802		12.473813		11.613232		12.906295		14.144036		13.214958		12.667451		11.406182		14.535027		13.184474		2.413468		6.452326		4.1995487		1.6715021		5.011793		2.2810638		5.5068393		1.6365536		1.2711077		2.6898193		2.0702343		0.74114513		2.325327		1.1897068		2.4612246		0.71066093		Yes		Yes		Yes		AY226581		0		AY226581		Ta.336		543449		COMT1		caffeic acid O-methyltransferase		0		TC425244		0		Triticum aestivum caffeic acid O-methyltransferase (COMT1) mRNA, complete cds [AY226581]

		A_99_P450157		9.129707		7.8464317		6.4760547		8.462111		9.194668		9.807982		8.65824		7.9275813		10.020313		10.149228		8.794339		8.740378		1.0460563		3.894804		4.538406		-1.4484704		1.8539547		4.934132		4.987388		1.2127372		0.06496048		1.9615507		2.1821856		-0.53453016		0.8906059		2.3027964		2.3182845		0.2782669		Yes		Yes		Yes		TC403828		0		0		0		0		0		0		0		TC403828		0		Rep: DNA-binding protein - Avena fatua (Wild oats), partial (26%) [TC403828]

		A_99_P011229		5.6176224		5.3741193		5.6967187		5.435894		4.840832		4.279617		4.4608827		3.7683861		4.577896		4.3042197		4.145492		4.311731		-1.7133147		-2.1353943		-2.3551779		-3.1766539		-2.0558376		-2.0992873		-2.9306622		-2.1797507		-0.77679014		-1.0945024		-1.235836		-1.6675079		-1.0397263		-1.0698996		-1.5512266		-1.1241632		Yes		No		No		DR740704		0		DR740704		Ta.4936		0		0		0		0		TC389086		0		FGAS000642 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740704]

		A_99_P024589		14.6488085		13.426963		13.239263		13.69791		13.707948		11.969106		12.345334		12.42031		13.34512		12.47483		12.100369		13.920405		-1.9196732		-2.7470005		-1.8582293		-2.4243538		-2.4685915		-1.9347312		-2.20212		1.1667497		-0.94086075		-1.4578571		-0.8939285		-1.2776003		-1.303688		-0.9521332		-1.1388931		0.22249508		Yes		No		No		BT009033		0		BT009033		Ta.9574		0		0		0		0		TC371371		0		Triticum aestivum clone wdk4c.pk005.f24:fis, full insert mRNA sequence [BT009033]

		A_99_P534702		6.094156		5.628963		4.207653		3.5943477		3.795635		3.922477		3.7212136		2.0923834		4.656363		4.9052825		4.0649223		3.6110516		-4.919531		-3.2636492		-1.400983		-2.8322809		-2.709061		-1.6513896		-1.1039928		1.0116456		-2.2985208		-1.706486		-0.48643947		-1.5019643		-1.4377928		-0.7236805		-0.14273071		0.016703844		Yes		No		No		CK205659		0		0		Ta.30369		0		0		0		0		TC446416		0		0

		A_99_P275601		10.898987		11.021623		10.950385		11.220923		12.077744		13.545201		12.742803		11.14952		12.575001		12.510239		12.951556		11.186843		2.263816		5.7500663		3.4639487		-1.0507383		3.1954386		2.8061965		4.003248		-1.0239041		1.1787567		2.5235786		1.7924175		-0.0714035		1.676014		1.488616		2.001171		-0.034080505		Yes		Yes		Yes		TA74606_4565		0		0		Ta.8128		0		0		0		0		TC426023		0		0

		A_99_P513682		10.83011		11.076564		10.974462		10.847894		11.392806		12.20972		12.061259		11.259301		12.025739		11.71728		12.511525		11.223327		1.4770273		2.19338		2.1240206		1.3299826		2.290447		1.5591034		2.9020324		1.2972288		0.56269646		1.1331558		1.0867977		0.41140747		1.1956291		0.64071655		1.5370636		0.37543297		No		Yes		Yes		TA50955_4565		0		0		0		0		0		0		0		TC437713		0		0

		A_99_P152647		8.0844755		8.178284		7.610948		7.7958775		8.636279		9.448874		8.520966		8.365086		8.840182		8.734576		8.975803		8.305469		1.4659172		2.4126034		1.8790683		1.483709		1.6884586		1.4704854		2.575505		1.4236467		0.5518036		1.2705908		0.9100175		0.56920815		0.7557068		0.55629253		1.3648553		0.5095911		No		Yes		Yes		CJ858806		0		CJ858806		Ta.53385		0		0		0		0		TC452347		0		CJ858806 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal6g23 5', mRNA sequence [CJ858806]

		A_99_P506467		8.878442		8.048089		5.6167436		7.044155		11.3482275		11.759114		12.921272		11.008447		12.260605		11.934266		12.784703		9.508878		5.5396147		13.095736		158.08194		15.608842		10.426355		14.786176		143.80397		5.520208		2.4697857		3.7110252		7.3045287		3.9642916		3.382163		3.886177		7.1679597		2.4647226		Yes		No		No		TA61042_4565		0		0		Ta.9226		0		0		0		0		TC450313		0		0

		A_99_P270811		8.338042		8.523175		8.367722		8.308089		8.429303		9.04735		9.132905		8.414016		8.554162		8.779139		9.406732		8.363968		1.0653008		1.4381107		1.6995862		1.0761853		1.1616051		1.1941328		2.0548172		1.039492		0.09126091		0.5241747		0.76518345		0.10592651		0.21611977		0.25596333		1.03901		0.05587864		No		Yes		Yes		AK334599		0		AK334599		Ta.48541		0		0		0		0		TC396857		0		Triticum aestivum cDNA, clone: WT010_G18, cultivar: Chinese Spring [AK334599]

		A_99_P326161		6.037602		5.100762		5.243466		5.2954173		3.9866812		2.161689		4.6546106		3.5752566		4.0772915		4.0962405		3.510895		3.1353302		-4.1437035		-7.669183		-1.5040529		-3.2947311		-3.891457		-2.0062778		-3.3231947		-4.4694185		-2.0509207		-2.9390728		-0.58885527		-1.7201607		-1.9603105		-1.0045214		-1.7325709		-2.160087		Yes		No		No		CN012632		0		CN012632		Ta.20956		0		0		0		0		TC449229		0		WHE3951_A02_A03ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3951_A02_A03, mRNA sequence [CN012632]

		A_99_P224836		14.5073		14.06549		12.795891		13.51636		13.476048		12.916261		12.083237		12.067531		13.1836815		13.490197		11.94456		13.597352		-2.043797		-2.2179534		-1.6388162		-2.729865		-2.5029316		-1.4899796		-1.8041643		1.0577449		-1.0312519		-1.149229		-0.7126541		-1.4488297		-1.3236189		-0.5752926		-0.85133076		0.080991745		Yes		No		No		TA59958_4565		0		0		Ta.24471		0		0		0		0		TC386461		0		Rep: Photosystem I reaction center subunit N, chloroplast precursor - Hordeum vulgare (Barley), complete [TC386461]

		A_99_P250031		5.01575		5.502086		4.7309704		4.3729935		5.3439045		5.939552		6.3078456		5.234223		4.8902893		5.871032		6.1652703		4.8444314		1.2554065		1.3542234		2.98323		1.8165857		-1.090856		1.2914091		2.7025099		1.3864907		0.32815456		0.43746567		1.5768752		0.8612294		-0.12546062		0.36894608		1.4343		0.47143793		No		Yes		Yes		TA67151_4565		0		0		Ta.54828		0		0		0		0		TC385552		0		Rep: Peptidyl-prolyl cis-trans isomerase - Vitis vinifera (Grape), partial (84%) [TC385552]

		A_99_P461897		8.751319		9.575608		10.962712		10.071435		8.379658		8.176005		8.811227		9.604693		8.42954		8.41642		8.942671		9.446889		-1.2938417		-2.6382895		-4.44285		-1.3819846		-1.249871		-2.2333174		-4.0559545		-1.5417256		-0.3716612		-1.3996029		-2.1514854		-0.46674156		-0.32177925		-1.1591883		-2.0200415		-0.62454605		Yes		Yes		Yes		TC411748		0		0		0		0		0		0		0		TC411748		0		0

		A_99_P462477		8.506527		7.6003404		5.4203734		6.2705936		9.23482		9.958066		7.9586506		7.6058793		9.918625		8.820205		8.113034		7.369681		1.6566782		5.1256166		5.808949		2.5232544		2.6612387		2.3292482		6.465047		2.1421912		0.7282934		2.3577256		2.5382771		1.3352857		1.4120979		1.2198644		2.6926608		1.0990872		Yes		Yes		Yes		TC412133		0		0		0		0		0		0		0		TC412133		0		0

		A_99_P116365		8.760556		7.879013		9.125321		8.5502405		8.195731		6.721581		7.764094		8.266133		7.5101047		7.491936		7.6120467		8.536338		-1.4792081		-2.2306004		-2.5690367		-1.2176565		-2.3791587		-1.307741		-2.8545725		-1.0096831		-0.56482506		-1.1574321		-1.3612275		-0.2841072		-1.2504516		-0.38707685		-1.5132747		-0.013902664		No		Yes		Yes		CJ667118		0		CJ667118		Ta.43061		0		0		0		0		TC427984		0		CJ667118 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp9l21 5', mRNA sequence [CJ667118]

		A_99_P364191		5.8986125		5.2299905		6.069608		5.688938		7.03221		7.974896		7.1906877		6.129091		8.046554		6.8540845		8.061518		6.130312		2.1940515		6.703458		2.1750965		1.3567479		4.4319487		3.0824852		3.977631		1.3578968		1.1335974		2.7449055		1.1210794		0.44015265		2.147941		1.624094		1.9919095		0.44137383		Yes		Yes		Yes		TA101418_4565		0		0		0		0		0		0		0		TC440048		0		Rep: Wall-associated kinase-like - Oryza sativa subsp. japonica (Rice), partial (33%) [TC440048]

		A_99_P013019		11.099754		11.592926		11.814038		11.515269		10.4871		9.746398		11.157334		10.518624		9.507096		10.613288		9.954511		11.102188		-1.5290703		-3.5963366		-1.5764768		-1.9953543		-3.016045		-1.9719707		-3.6288881		-1.3315265		-0.6126547		-1.846528		-0.65670395		-0.996645		-1.592658		-0.9796381		-1.8595276		-0.41308117		Yes		No		No		CV770648		0		CV770648		Ta.5571		0		0		0		0		TC387827		0		FGAS065041 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770648]

		A_99_P589367		15.305211		14.600322		12.865188		14.538344		15.388473		14.037685		11.331477		14.512986		14.949809		13.875847		10.620716		14.497821		1.0594103		-1.4769658		-2.8952951		-1.0177324		-1.279342		-1.6522992		-4.738635		-1.028487		0.08326149		-0.5626364		-1.5337105		-0.0253582		-0.355402		-0.7244749		-2.2444715		-0.04052353		No		Yes		Yes		DR740377		0		DR740377		Ta.41356		542855		Wrab17		cold-responsive LEA/RAB-related COR protein		0		TC407350		0		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P212611		13.402839		12.994934		12.679135		12.456912		12.421616		12.041806		12.10138		10.224709		12.214271		12.517535		11.896497		11.668091		-1.9741384		-1.9360657		-1.4925249		-4.6985106		-2.2792642		-1.3922312		-1.7202742		-1.7276623		-0.9812231		-0.95312786		-0.577755		-2.2322035		-1.1885681		-0.47739887		-0.78263855		-0.7888212		Yes		No		No		TA55097_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P062343		3.4127274		4.509262		3.6377356		6.2590966		6.79302		9.713989		11.050873		8.017707		8.063153		8.0813675		11.1978		7.918438		10.412846		36.87899		170.44205		3.3837202		25.114103		11.893533		188.71487		3.1587229		3.3802924		5.204727		7.4131374		1.7586102		4.650426		3.5721054		7.5600643		1.6593413		Yes		Yes		Yes		CV774252		0		CV774252		Ta.23327		0		0		0		0		TC420247		0		FGAS068650 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774252]

		A_99_P171414		10.993248		9.674993		8.568382		8.45885		12.456698		11.925991		15.067225		11.93103		13.960403		11.890248		15.982013		10.744884		2.757671		4.760122		90.437126		11.097635		7.8199286		4.6436386		170.5003		4.877134		1.4634504		2.2509985		6.498843		3.4721804		2.9671555		2.2152557		7.4136305		2.2860336		Yes		Yes		Yes		AJ878510		0		AJ878510		Ta.57724		606365		prx		peroxidase		0		TC395069		0		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		A_99_P209706		9.645357		8.819175		8.926507		9.064481		9.936561		9.835921		11.905499		9.837176		10.087855		9.7641		11.780632		9.846351		1.2236606		2.023351		7.8843536		1.7084589		1.3589555		1.9250892		7.2306485		1.7193578		0.2912035		1.0167465		2.9789925		0.77269554		0.4424982		0.9449253		2.854125		0.7818699		Yes		Yes		Yes		TA54056_4565		0		0		Ta.28612		0		0		0		0		TC414111		0		Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC414111]

		A_99_P558797		3.335966		2.8984587		5.4675813		5.969731		4.891381		6.282751		7.1232266		7.1730704		5.1392913		4.487429		7.2740173		7.0161934		2.939182		10.441755		3.150641		2.302721		3.4902375		3.0083458		3.4977715		2.0654593		1.5554147		3.3842924		1.6556454		1.2033396		1.8033252		1.5889704		1.8064361		1.0464625		Yes		No		No		CJ663054		0		0		Ta.46075		0		0		0		0		TC455480		0		0

		A_99_P239406		13.721512		14.179398		13.754228		13.837109		12.3698		13.092626		12.730107		12.49689		12.330455		13.594045		12.382016		13.8679		-2.5521483		-2.1239827		-2.033719		-2.5318966		-2.6227076		-1.5004059		-2.5886707		1.0215722		-1.3517122		-1.086772		-1.0241203		-1.3402185		-1.391057		-0.5853529		-1.3722115		0.030791283		Yes		No		No		TA64274_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P056796		9.494946		9.637156		9.557196		9.738107		9.832737		11.059232		10.785264		9.621251		10.3444395		10.218377		11.000835		9.608359		1.2638204		2.6797087		2.3425314		-1.0843688		1.8018688		1.4961156		2.7200625		-1.0941021		0.33779144		1.4220762		1.2280684		-0.11685562		0.849494		0.5812216		1.4436398		-0.12974739		No		Yes		Yes		CA486372		0		CA486372		Ta.20670		0		0		0		0		TC415958		0		WHE4330_F12_K24ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4330_F12_K24, mRNA sequence [CA486372]

		A_99_P376872		2.5174124		2.9440517		4.3843174		4.7122884		5.695835		6.9414687		6.8964744		6.8997436		7.2544136		4.8970847		7.12466		5.5282283		9.053167		15.971379		5.7047234		4.555013		26.66733		3.8718765		6.68229		1.7604446		3.1784227		3.997417		2.512157		2.1874552		4.7370014		1.953033		2.7403426		0.8159399		Yes		Yes		Yes		TA104764_4565		0		0		0		0		0		0		0		TC430955		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC430955]

		A_99_P220991		10.542209		10.503369		10.910365		10.792458		10.252669		9.973614		9.792813		10.809593		10.204084		10.120784		9.967298		10.730716		-1.22225		-1.4436846		-2.1697845		1.0119483		-1.264112		-1.3036761		-1.9226118		-1.0437251		-0.28953934		-0.5297556		-1.1175518		0.01713562		-0.33812428		-0.38258553		-0.94306755		-0.06174183		No		Yes		Yes		TA58639_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P150997		4.87711		4.3641214		4.248483		3.107414		5.8387527		5.9593663		4.548241		4.3604355		6.3021207		5.1450024		4.957007		4.382621		1.9475262		3.021458		1.2309378		2.3834007		2.685165		1.7181797		1.6341311		2.420335		0.96164274		1.5952449		0.29975796		1.2530215		1.4250107		0.7808809		0.70852375		1.2752068		Yes		No		No		CJ800723		0		CJ800723		Ta.52997		0		0		0		0		0		0		CJ800723 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct20f13 5', mRNA sequence [CJ800723]

		A_99_P281206		9.323311		9.459531		9.289804		9.47599		9.675039		9.968005		10.497094		9.643306		10.192909		9.737756		10.668729		9.496452		1.2760886		1.4225451		2.3090343		1.122967		1.8271542		1.2127019		2.600744		1.0142843		0.35172844		0.50847435		1.2072897		0.16731548		0.8695984		0.27822495		1.3789244		0.020462036		No		Yes		Yes		CK210455		0		CK210455		Ta.5099		0		0		0		0		TC385476		0		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		A_99_P451362		9.690292		9.037671		8.522337		8.241014		8.668359		7.9957466		7.463278		7.231083		8.460996		8.686505		7.4910264		8.145715		-2.0306387		-2.0589724		-2.0835724		-2.0138142		-2.3445268		-1.2755909		-2.04388		-1.0682867		-1.0219336		-1.0419245		-1.0590591		-1.0099306		-1.2292967		-0.35116577		-1.0313106		-0.09529877		Yes		No		No		TA72467_4565		0		0		0		0		0		0		0		TC404694		0		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (35%) [TC404694]

		A_99_P268371		8.757762		8.906663		8.540225		8.702866		9.130631		9.857869		9.657001		8.96587		9.352029		9.238687		9.860047		8.910857		1.2949258		1.9334885		2.1686172		1.199975		1.5097052		1.2587777		2.4963536		1.155079		0.3728695		0.9512062		1.1167755		0.2630043		0.5942669		0.33202362		1.3198223		0.2079916		No		Yes		Yes		TA72407_4565		0		0		0		0		0		0		0		TC418583		0		0

		A_99_P265566		12.865021		12.2808075		11.142522		10.88317		11.224315		10.626576		10.201037		10.057847		11.053982		11.42101		10.294705		11.111752		-3.118184		-3.147554		-1.9205033		-1.7719319		-3.508949		-1.8147836		-1.7997749		1.1716822		-1.6407061		-1.6542311		-0.94148445		-0.8253231		-1.811039		-0.8597975		-0.84781647		0.22858143		Yes		No		No		TA71572_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P230566		10.01801		9.67776		9.741684		10.627048		9.667572		9.989512		11.335263		10.038333		10.067292		9.793611		11.673259		10.651208		-1.2749478		1.2412144		3.0179718		-1.5039062		1.0347499		1.0836136		3.8147137		1.0168877		-0.35043812		0.31175232		1.5935793		-0.5887146		0.049282074		0.11585045		1.9315748		0.024160385		No		Yes		Yes		TA61662_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P242876		10.118093		9.856396		10.364848		10.296469		10.24055		10.814903		11.268691		10.297771		10.8589325		10.449364		11.534195		10.193965		1.0885876		1.9432986		1.8710433		1.0009034		1.6711485		1.5083466		2.2490985		-1.0736351		0.122457504		0.95850754		0.9038429		0.0013027191		0.74083996		0.592968		1.1693468		-0.10250378		No		Yes		Yes		TA65200_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P570472		2.8749588		3.1250439		1.8790798		3.6249857		6.906157		7.041792		11.328456		6.297522		8.309002		7.3443284		10.753277		5.064772		16.349771		15.102841		699.1102		6.3754907		43.232456		18.626497		469.2448		2.712807		4.0311985		3.916748		9.449376		2.6725364		5.434043		4.2192845		8.874197		1.4397864		Yes		Yes		Yes		CV763406		0		CV763406		Ta.61022		543365		LOC543365		peroxidase		0		TC459944		0		FGAS057795 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763406]

		A_99_P227651		13.595767		13.797086		14.647811		14.686557		14.516709		13.667554		14.030572		15.154004		12.8103895		13.357269		12.591941		14.888012		1.8933516		-1.0939387		-1.5339367		1.3826609		-1.7235433		-1.3564317		-4.1579432		1.1498575		0.9209423		-0.12953186		-0.617239		0.46744728		-0.7853775		-0.43981647		-2.05587		0.20145512		No		Yes		Yes		TA60921_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P433567		6.955215		6.2912445		6.0967546		5.4346943		7.6114807		8.2762785		7.337433		5.9940104		8.559102		7.501543		7.876676		5.989119		1.5759981		3.95872		2.363096		1.4735706		3.0396118		2.3138552		3.4340749		1.468583		0.65626574		1.985034		1.2406783		0.55931616		1.6038871		1.2102985		1.7799215		0.55442476		Yes		Yes		Yes		AK334797		0		AK334797		Ta.10451		0		0		0		0		TC391353		0		Triticum aestivum cDNA, clone: WT011_B15, cultivar: Chinese Spring [AK334797]

		A_99_P199781		9.937103		9.921027		8.751021		8.524322		7.984424		8.000431		7.444317		7.7095103		8.057458		8.870492		7.428907		8.94328		-3.870927		-3.7857945		-2.4737582		-1.759068		-3.6798458		-2.0712981		-2.500323		1.3369622		-1.9526792		-1.9205961		-1.3067045		-0.8148112		-1.8796453		-1.0505352		-1.3221145		0.41895866		Yes		No		No		TA50866_4565		0		0		Ta.25166		0		0		0		0		TC395826		0		Rep: 50S ribosomal protein L12-2, chloroplast precursor - Secale cereale (Rye), partial (87%) [TC395826]

		A_99_P236721		12.32841		12.263024		11.572833		11.156558		11.17052		11.031625		10.301103		9.562439		10.96767		11.445781		10.12608		11.019489		-2.231309		-2.3479464		-2.41451		-3.0191011		-2.5681682		-1.7620362		-2.7259395		-1.0996685		-1.1578903		-1.2313995		-1.2717304		-1.5941191		-1.3607397		-0.8172436		-1.4467535		-0.13706875		Yes		No		No		TA63524_4565		0		0		Ta.35387		0		0		0		0		TC448142		0		0

		A_99_P276056		9.12946		9.150866		7.7325034		7.9395375		7.783667		8.126872		6.8886414		6.9955635		7.875112		8.526585		6.6986785		8.09386		-2.5416992		-2.0335402		-1.7948484		-1.9238203		-2.3855937		-1.5414424		-2.0474453		1.1128986		-1.3457932		-1.0239935		-0.84386206		-0.943974		-1.2543483		-0.6242809		-1.0338249		0.15432215		Yes		No		No		TA74745_4565		0		0		0		0		0		0		0		TC397101		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC397101]

		A_99_P139495		4.4415383		3.863758		4.3918433		4.437052		4.117452		3.2686176		3.741292		2.2843475		2.7036107		2.7324588		3.2765615		2.4442205		-1.2518712		-1.5106196		-1.569768		-4.4466047		-3.335557		-2.1905594		-2.1663733		-3.9801733		-0.3240862		-0.59514046		-0.6505513		-2.1527042		-1.7379277		-1.1312993		-1.1152818		-1.9928312		Yes		No		No		CK196987		0		CK196987		Ta.50080		0		0		0		0		0		0		FGAS005457 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK196987]

		A_99_P420772		8.509422		8.646038		8.557657		8.470203		7.700941		7.592357		7.4889045		7.4906936		7.5567374		8.3149605		7.5058694		8.030926		-1.7513667		-2.0758193		-2.097619		-1.9717953		-1.9354713		-1.2579526		-2.0730972		-1.3559252		-0.8084812		-1.0536809		-1.0687528		-0.97950983		-0.9526849		-0.33107758		-1.0517879		-0.43927765		No		Yes		Yes		TA88233_4565		0		0		Ta.43028		0		0		0		0		TC381272		0		Rep: Actin regulatory protein - Aspergillus oryzae, partial (4%) [TC381272]

		A_99_P301791		5.082911		4.298305		4.4192944		4.318067		3.7809117		3.456115		4.261597		3.8644333		3.485349		2.5561168		3.1642373		3.920271		-2.4657035		-1.7927696		-1.1155052		-1.3694853		-3.0263147		-3.345422		-2.386766		-1.3174938		-1.3019993		-0.84219		-0.1576972		-0.4536338		-1.5975621		-1.7421882		-1.2550571		-0.39779615		Yes		No		No		BJ314399		0		BJ314399		Ta.28550		100136977		LOC100136977		amylase inhibitor-like protein		0		TC409350		0		BJ314399 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf17i12 5', mRNA sequence [BJ314399]

		A_99_P196328		4.745747		5.948705		6.833734		6.260452		3.8514335		4.9893284		5.6467896		5.4753346		3.8148632		5.5009904		5.692385		6.119634		-1.8587253		-1.9444698		-2.2767005		-1.7232323		-1.9064436		-1.3638783		-2.2058716		-1.1025298		-0.8943136		-0.9593768		-1.1869445		-0.78511715		-0.9308839		-0.4477148		-1.1413488		-0.14081764		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P184847		4.9508767		5.223248		5.5070243		5.2311473		4.128674		3.7405856		4.6263175		3.8245783		3.750571		3.9859803		3.9008915		4.1224227		-1.7681035		-2.79464		-1.8412771		-2.6510594		-2.2978835		-2.3575163		-3.0443468		-2.1565492		-0.8222027		-1.4826624		-0.8807068		-1.406569		-1.2003057		-1.2372677		-1.6061327		-1.1087246		Yes		Yes		Yes		CK196232		0		CK196232		Ta.60785		0		0		0		0		0		0		FGAS004682 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK196232]

		A_99_P209986		13.032254		12.071513		11.477383		11.440419		13.939895		14.645027		12.966244		12.339951		14.720116		13.700002		13.445737		12.095145		1.8759748		5.952575		2.8066733		1.8654599		3.2217877		3.0918891		3.9132147		1.574317		0.90764046		2.573514		1.4888611		0.89953136		1.6878614		1.6284885		1.9683542		0.654726		Yes		Yes		Yes		TA54139_4565		0		0		Ta.49785		0		0		0		0		TC371942		0		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC371942]

		A_99_P450367		4.7320023		4.564983		5.639342		4.7834854		4.9804735		3.8501337		4.5286756		3.3722332		4.048344		3.7231064		3.4826488		3.4587595		1.1879476		-1.6413116		-2.1594536		-2.6596792		-1.6062074		-1.79238		-4.4589157		-2.5048528		0.24847126		-0.71484923		-1.1106663		-1.4112523		-0.6836581		-0.8418765		-2.156693		-1.3247259		Yes		No		No		CV779039		0		0		Ta.23232		0		0		0		0		TC404027		0		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (43%) [TC404027]

		A_99_P086075		3.9163666		3.8827713		4.356525		4.4261117		3.4057322		2.6327739		3.714142		2.5196617		2.7299185		2.9527051		2.5606496		2.769018		-1.4246765		-2.3784099		-1.5609051		-3.748855		-2.2759173		-1.9053633		-3.4722607		-3.1538057		-0.5106344		-1.2499974		-0.64238286		-1.90645		-1.1864481		-0.9300661		-1.7958753		-1.6570938		Yes		No		No		CK208953		0		CK208953		Ta.32782		0		0		0		0		TC380342		0		FGAS020680 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208953]

		A_99_P516232		7.845903		9.507043		9.9689		10.093695		7.50785		8.044875		7.4089656		9.505898		7.5154853		8.2454405		7.8880897		9.3035555		-1.2640493		-2.7552204		-5.8968077		-1.5029491		-1.2573773		-2.397619		-4.230447		-1.7292413		-0.33805275		-1.4621677		-2.5599341		-0.5877962		-0.33041763		-1.2616024		-2.08081		-0.7901392		Yes		Yes		Yes		TC438877		0		0		0		0		0		0		0		TC438877		0		Rep: NBS-LRR type R protein, Nbs4-Pi - Oryza sativa subsp. indica (Rice), partial (31%) [TC438877]

		A_99_P469002		8.707015		7.4357696		7.5265603		8.053411		9.584896		8.988988		9.632691		8.81696		9.596007		9.157228		9.881742		8.79387		1.8376743		2.9347107		4.3053517		1.6976627		1.8518822		3.297697		5.116585		1.6707078		0.87788105		1.5532184		2.106131		0.7635498		0.8889923		1.7214589		2.3551812		0.74045944		Yes		Yes		Yes		CJ518248		0		0		Ta.8399		0		0		0		0		TC416003		0		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC416003]

		A_99_P284031		5.741982		6.6244903		7.326183		8.253943		4.6222587		4.9157166		4.8478713		7.9111657		5.510547		5.8992114		5.7534585		8.149943		-2.173053		-3.2688284		-5.572449		-1.268196		-1.1740019		-1.6532202		-2.9746592		-1.0747492		-1.1197233		-1.7087736		-2.4783115		-0.34277773		-0.23143482		-0.72527885		-1.5727243		-0.10400009		Yes		Yes		Yes		TA77075_4565		0		0		Ta.4360		0		0		0		0		TC404285		0		0

		A_99_P301861		12.673219		12.039169		13.956321		13.506742		11.846953		10.222423		12.2169		12.770926		12.368165		10.5861635		12.584714		12.635925		-1.7730894		-3.5228589		-3.3390112		-1.665338		-1.2354646		-2.7377787		-2.587586		-1.8286972		-0.82626534		-1.8167467		-1.7394209		-0.73581505		-0.3050537		-1.4530058		-1.3716068		-0.87081623		Yes		Yes		Yes		TA82224_4565		0		0		Ta.40946		0		0		0		0		TC385455		0		Rep: SpoIID/LytB domain - Anaeromyxobacter sp. (strain Fw109-5), partial (4%) [TC385455]

		A_99_P301721		6.947996		7.0060477		4.9702983		5.005577		6.7512913		7.38113		5.616691		6.003697		7.3697143		6.933947		6.200587		5.077872		-1.1460778		1.2969137		1.5652497		1.9973953		1.3395219		-1.0512463		2.346139		1.0513877		-0.19670486		0.3750825		0.6463928		0.99811983		0.42171812		-0.07210064		1.2302885		0.07229471		No		Yes		Yes		TA82181_4565		0		0		0		0		0		0		0		TC397739		0		Rep: Os04g0389800 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC413970]

		A_99_P525027		2.489595		2.7265587		1.3012693		2.786533		2.6708982		3.6414948		4.04191		3.015691		3.510381		3.1798146		4.339646		3.48493		1.1339078		1.8854855		6.683672		1.1721506		2.0290241		1.3691267		8.21566		1.6227007		0.18130326		0.91493607		2.7406409		0.22915792		1.020786		0.4532559		3.0383766		0.6983969		Yes		Yes		Yes		BJ260614		0		0		Ta.66150		0		0		0		0		TC442537		0		Rep: Zinc finger (C3HC4-type RING finger) protein-like - Oryza sativa subsp. japonica (Rice), partial (32%) [TC442537]

		A_99_P240266		14.33334		14.867906		14.205972		14.055256		14.588477		14.727609		13.696533		14.361221		14.1463585		14.800339		13.186398		14.216137		1.1934494		-1.102132		-1.4234961		1.2362456		-1.1383792		-1.0479478		-2.0273204		1.1179696		0.25513744		-0.14029694		-0.5094385		0.30596542		-0.1869812		-0.06756687		-1.0195742		0.16088104		No		Yes		Yes		TA64551_4565		0		0		0		0		0		0		0		TC379765		0		0

		A_99_P459247		4.849975		5.2107754		6.0147853		5.0146747		4.629743		4.398831		4.781452		4.813675		4.6939826		4.654022		5.043201		4.6837745		-1.1649209		-1.755576		-2.3510954		-1.1494946		-1.1141878		-1.470955		-1.9609929		-1.257798		-0.22023201		-0.8119445		-1.2333331		-0.20099974		-0.15599251		-0.55675316		-0.9715843		-0.3309002		No		Yes		Yes		TC391933		0		0		0		0		0		0		0		TC391933		0		Rep: TB2/DP1/HVA22 family integral membrane protein that may be involved in membrane trafficking, 3x transmembrane domains - Cryptosporidium parvum Iowa II, partial (11%) [TC391933]

		A_99_P230996		8.71949		8.2412		11.013233		10.701879		8.354642		7.8080125		9.388133		10.226731		8.510273		8.034181		9.098939		9.69638		-1.2877461		-1.3502139		-3.0846357		-1.3900601		-1.1560607		-1.1543013		-3.7692938		-2.0076377		-0.36484814		-0.43318796		-1.6251001		-0.47514725		-0.20921707		-0.2070198		-1.9142942		-1.0054989		No		Yes		Yes		TA61825_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P548362		8.678418		8.342889		8.275064		7.7996125		7.94055		6.877218		6.7636776		6.6584454		7.3014503		7.6228395		6.6507087		7.580626		-1.6677098		-2.761919		-2.8508396		-2.2055938		-2.5972195		-1.6472384		-3.0830448		-1.1639156		-0.7378683		-1.4656711		-1.5113869		-1.1411672		-1.3769679		-0.7200494		-1.6243558		-0.21898651		Yes		No		No		TA69188_4565		0		0		Ta.2713		0		0		0		0		TC451676		0		0

		A_99_P152057		1.3644387		1.423536		3.5927715		1.3576894		1.3265654		3.3822155		5.268857		4.3215947		3.77612		3.2226632		6.3865776		4.14453		-1.0265994		3.8870604		3.195597		7.802332		5.32094		3.4800963		6.9345684		6.9011674		-0.037873268		1.9586796		1.6760855		2.9639053		2.4116812		1.7991272		2.793806		2.7868404		Yes		Yes		Yes		CJ834638		0		CJ834638		Ta.53242		0		0		0		0		TC434154		0		CJ834638 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal6h12 5', mRNA sequence [CJ834638]

		A_99_P537487		6.5781083		6.2240276		7.4482656		7.3650966		5.7849464		4.6452045		6.6166425		6.452185		5.526766		5.1522226		6.3551903		7.096003		-1.7328681		-2.9872606		-1.7796865		-1.8828413		-2.0724576		-2.1020617		-2.133283		-1.2050505		-0.79316187		-1.5788231		-0.8316231		-0.9129114		-1.0513425		-1.071805		-1.0930753		-0.2690935		Yes		No		No		AK331311		0		AK331311		Ta.10473		0		0		0		0		TC409894		0		Triticum aestivum cDNA, clone: WT007_C24, cultivar: Chinese Spring [AK331311]

		A_99_P060446		1.6265572		1.3123175		2.2743578		1.9526933		3.5066729		6.4628243		7.794426		6.2023373		6.875467		4.7644916		8.177728		5.79846		3.6810455		35.518703		45.888737		19.022617		38.025875		10.944804		59.853756		14.377755		1.8801156		5.150507		5.520068		4.249644		5.2489095		3.4521742		5.90337		3.8457665		Yes		Yes		Yes		CA741046		0		CA741046		Ta.22339		0		0		0		0		0		0		wem1c.pk001.p5 wem1c Triticum aestivum cDNA clone wem1c.pk001.p5 5' end, mRNA sequence [CA741046]

		A_99_P160347		11.086848		10.666833		9.626975		10.242948		11.114436		11.610431		10.256672		10.042573		11.603881		11.018475		10.677097		10.276998		1.0193064		1.9233186		1.5472398		-1.1489967		1.4310089		1.2760118		2.0707054		1.0238824		0.02758789		0.9435978		0.62969685		-0.2003746		0.5170326		0.35164165		1.0501223		0.034049988		No		Yes		Yes		AF079318		0		AF079318		Ta.55196		542829		WCK-1		MAP kinase homolog		0		TC368724		0		Triticum aestivum MAP kinase homolog (WCK-1) mRNA, complete cds [AF079318]

		A_99_P334861		6.1490517		5.735922		6.5907187		6.446036		5.8969		4.848816		5.80459		4.5353		4.952585		4.752346		4.9512405		4.5405927		-1.1909819		-1.8494624		-1.7244407		-3.7600088		-2.2917767		-1.9773604		-3.1155312		-3.7462397		-0.2521515		-0.88710594		-0.7861285		-1.9107361		-1.1964664		-0.9835758		-1.6394782		-1.9054432		Yes		No		No		TA92009_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P285806		10.878087		10.517692		9.461694		9.274161		9.396587		8.966849		8.104495		8.372251		9.2035675		9.701068		8.329989		9.604833		-2.7923884		-2.9298813		-2.5618725		-1.8685391		-3.1921303		-1.7612792		-2.1911745		1.2575984		-1.4814997		-1.5508423		-1.3571987		-0.9019108		-1.6745195		-0.8166237		-1.1317043		0.3306713		Yes		No		No		TA77570_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P409482		13.896905		14.0541315		14.994797		15.03154		14.802635		14.113892		14.502313		15.354627		13.35276		13.698413		13.1066065		15.209687		1.8734926		1.0422925		-1.4068652		1.2510043		-1.4581555		-1.2796228		-3.701706		1.13143		0.90573025		0.059760094		-0.4924841		0.32308674		-0.54414463		-0.3557186		-1.8881903		0.17814732		No		Yes		Yes		TA60960_4565		0		0		0		0		0		0		0		TC371549		0		Rep: Stress responsive protein - Triticum aestivum (Wheat), complete [TC371549]

		A_99_P424477		3.4630249		3.8081157		3.7079175		4.8171325		1.6513375		2.7423031		2.6563473		3.3180478		1.8980926		3.196338		2.1026103		4.5821767		-3.5105264		-2.0933485		-2.0727847		-2.8266332		-2.958636		-1.5281411		-3.0426052		-1.1768707		-1.8116874		-1.0658126		-1.0515702		-1.4990847		-1.5649322		-0.6117778		-1.6053071		-0.23495579		Yes		No		No		TC384298		0		0		0		0		0		0		0		TC384298		0		Rep: Chromosome 10 SCAF15009, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (4%) [TC384298]

		A_99_P054344		3.5413811		3.7517517		3.0310433		4.274794		4.2090077		4.433895		5.1481547		4.9787116		3.9500449		4.106815		4.309811		3.9146833		1.5884576		1.6045219		4.338245		1.628922		1.3274558		1.2790416		2.4263165		-1.2835244		0.6676266		0.68214345		2.1171114		0.7039175		0.40866375		0.3550632		1.2787678		-0.36011076		Yes		No		No		CA653007		0		CA653007		Ta.19526		0		0		0		0		0		0		wre1n.pk172.c10 wre1n Triticum aestivum cDNA clone wre1n.pk172.c10 5' end, mRNA sequence [CA653007]

		A_99_P269621		8.308952		6.1160645		6.9481983		7.334249		8.420391		8.562993		8.188488		9.354184		9.89567		6.572361		8.604435		7.689352		1.0803051		5.4525404		2.3624597		4.0556555		3.0036519		1.3720152		3.1519325		1.2790769		0.11143875		2.4469285		1.2402897		2.0199351		1.5867176		0.45629644		1.6562366		0.35510302		Yes		No		No		TA72806_4565		0		0		Ta.31760		0		0		0		0		TC375617		0		Rep: Glutathione transferase - Triticum aestivum (Wheat), partial (91%) [TC375617]

		A_99_P210561		3.8206403		4.2778416		4.2557454		3.3975773		3.2247336		2.9657366		3.8358037		2.9995615		2.7794425		2.639712		2.7458284		2.632703		-1.5114222		-2.4830356		-1.3378735		-1.3176943		-2.0579355		-3.11262		-2.8479366		-1.6992218		-0.59590673		-1.312105		-0.41994166		-0.39801574		-1.0411978		-1.6381295		-1.509917		-0.7648742		Yes		No		No		TA54306_4565		0		0		0		0		0		0		0		TC378693		0		Rep: NAC domain transcription factor - Triticum aestivum (Wheat), partial (57%) [TC378693]

		A_99_P334611		6.3416977		5.5209146		6.437917		6.568976		7.2061367		7.5543723		8.195278		6.519502		8.009376		6.3399963		7.9999604		6.399132		1.8206316		4.0938487		3.3807912		-1.0348873		3.1770282		1.7642827		2.9527173		-1.1249369		0.864439		2.0334578		1.7573609		-0.049473763		1.6676779		0.8190818		1.5620432		-0.16984415		Yes		Yes		Yes		TA91941_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P061523		7.1485863		3.4061387		3.6720822		2.466621		8.500143		7.5835595		8.55362		5.1842823		10.162026		7.7421417		9.401554		5.2551136		2.5518734		18.093763		29.47742		6.5780563		8.074876		20.19608		53.057034		6.9090757		1.3515568		4.1774206		4.8815384		2.7176614		3.0134401		4.3360033		5.729472		2.7884927		Yes		Yes		Yes		TA95119_4565		0		0		Ta.22835		0		0		0		0		TC406235		0		0

		A_99_P205446		12.536125		12.513703		10.910441		9.354434		11.512428		10.422924		7.8412666		7.6181703		10.613524		11.757247		7.7859626		7.77652		-2.033122		-4.2597814		-8.392931		-3.3317122		-3.7910585		-1.6893361		-8.720911		-2.9853792		-1.0236969		-2.0907793		-3.0691748		-1.7362638		-1.9226007		-0.7564564		-3.1244788		-1.5779142		Yes		No		No		TA52698_4565		0		0		Ta.30673		0		0		0		0		TC379289		0		0

		A_99_P192847		10.7173195		9.278478		6.5587745		5.367306		8.211923		7.1608276		6.2922807		3.4423056		8.072867		9.102712		6.695515		3.6673396		-5.6780553		-4.3398647		-1.2028809		-3.7973702		-6.252582		-1.1295639		1.0994185		-3.2489345		-2.5053968		-2.11765		-0.2664938		-1.9250007		-2.644452		-0.17576599		0.13674068		-1.6999667		Yes		No		No		TA80867_4565		0		0		0		0		0		0		0		TC405518		0		Rep: Epoxide hydrolase - Ananas comosus (Pineapple), partial (43%) [TC405518]

		A_99_P252626		13.989567		14.22124		13.791161		13.863469		13.970273		13.599225		12.502795		13.446359		13.883511		13.880676		12.677361		13.448357		-1.0134633		-1.5390233		-2.4425116		-1.3352505		-1.076282		-1.2662513		-2.1641493		-1.3334026		-0.019293785		-0.622015		-1.2883654		-0.41711044		-0.10605621		-0.34056377		-1.1138		-0.4151125		No		Yes		Yes		TA67874_4565		0		0		Ta.14435		0		0		0		0		TC374651		0		0

		A_99_P215951		5.3319783		4.708693		5.631499		5.5384297		6.231397		3.909829		9.224951		5.0073075		5.6407447		4.9722085		8.233802		4.8373356		1.8653144		-1.7397308		12.070822		-1.4450527		1.238648		1.2004002		6.072552		-1.6257373		0.89941883		-0.7988641		3.593452		-0.5311222		0.30876637		0.26351547		2.602303		-0.70109415		No		Yes		Yes		TA56510_4565		0		0		Ta.425		0		0		0		0		TC405783		0		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa subsp. japonica (Rice), partial (91%) [TC405783]

		A_99_P253296		6.455334		6.8323264		7.3272805		7.0192685		9.512701		12.02222		11.4536085		8.833186		11.9004135		9.592843		11.966418		8.229064		8.324518		36.50174		17.464191		3.5159576		43.564445		6.7763886		24.91837		2.3130484		3.0573668		5.1898932		4.126328		1.8139176		5.4450793		2.7605166		4.6391377		1.2097955		Yes		Yes		Yes		TA68052_4565		0		0		0		0		0		0		0		TC396811		0		Rep: Cinnamyl alcohol dehydrogenase 1a - Festuca arundinacea (Tall fescue) (Schedonorus arundinaceus), partial (49%) [TC396811]

		A_99_P481562		8.211026		7.9773526		7.383611		7.6786976		8.551599		8.680715		9.048801		7.5021033		9.0099		8.432079		8.912995		7.6853714		1.2662588		1.6282948		3.1715548		-1.1302127		1.7397426		1.3705231		2.8866258		1.0046366		0.34057236		0.703362		1.6651902		-0.17659426		0.7988739		0.4547267		1.5293841		0.006673813		No		Yes		Yes		BT009290		0		BT009290		Ta.56731		543057		LOC543057		thiosulfate transferase		0		TC398180		0		Triticum aestivum clone wlm0.pk0024.f11:fis, full insert mRNA sequence [BT009290]

		A_99_P152657		7.7749505		7.856405		7.6641426		7.623216		7.5135		7.4829636		6.1474347		7.2917542		8.033214		7.9945793		6.909001		6.992		-1.1986831		-1.2954391		-2.8613737		-1.2582878		1.1960379		1.1005118		-1.6877974		-1.54887		-0.2614503		-0.37344122		-1.5167079		-0.3314619		0.2582631		0.13817453		-0.75514174		-0.63121605		No		Yes		Yes		CJ859005		0		CJ859005		Ta.53388		0		0		0		0		TC451672		0		CJ859005 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal6o16 5', mRNA sequence [CJ859005]

		A_99_P161337		5.447493		4.842169		5.9261765		5.670397		4.9765153		4.0571423		4.972753		4.319788		3.895096		3.2425747		4.288444		4.0188174		-1.3860486		-1.723124		-1.9364624		-2.5501971		-2.9330406		-3.0305803		-3.1117637		-3.141774		-0.47097778		-0.78502655		-0.9534235		-1.3506088		-1.552397		-1.5995941		-1.6377325		-1.6515794		Yes		No		No		CJ960470		0		CJ960470		Ta.55411		0		0		0		0		0		0		CJ960470 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul23d10 3', mRNA sequence [CJ960470]

		A_99_P316001		9.302184		9.040066		8.347812		8.863482		9.940161		10.484668		10.183259		9.494328		10.438398		10.0252		10.487761		9.513352		1.5561452		2.7218773		3.5688205		1.5484718		2.1980348		1.9794973		4.407464		1.5690267		0.63797665		1.444602		1.8354473		0.63084507		1.1362143		0.9851341		2.1399488		0.6498699		Yes		Yes		Yes		TA86380_4565		0		0		0		0		0		0		0		TC392433		0		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC392433]

		A_99_P423262		10.526512		10.054981		9.887616		9.940595		11.560493		11.250472		10.899574		9.63061		12.362199		11.321292		11.3789015		10.322983		2.0476673		2.2902274		2.0166464		-1.2396941		3.5694127		2.4054565		2.8113933		1.3034978		1.0339813		1.1954908		1.0119581		-0.3099842		1.8356867		1.2663107		1.4912853		0.38238811		Yes		No		No		DR741385		0		DR741385		Ta.63599		0		0		0		0		TC383395		0		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		A_99_P012439		7.918106		7.079212		2.2525299		8.18036		6.4051967		5.5550475		1.6482602		8.30166		6.7877345		5.5876617		1.4802681		7.5585747		-2.85385		-2.8762014		-1.520209		1.0877143		-2.189151		-2.8119102		-1.7079452		-1.5387781		-1.5129094		-1.5241647		-0.6042696		0.12129974		-1.1303716		-1.4915504		-0.77226174		-0.62178516		Yes		No		No		EF028775		0		EF028775		Ta.5364		100037627		LOC100037627		CBFIVb-21.1		0		TC374270		0		Triticum aestivum CBFIVb-21.1 mRNA, complete cds [EF028775]

		A_99_P417967		4.4520917		3.6717231		4.0565376		1.6690339		5.6800423		5.1679945		7.874886		7.5732894		6.703859		4.655778		7.1032696		2.622443		2.3423402		2.8211265		14.107089		59.890507		4.7626586		1.978017		8.26338		1.9364431		1.2279506		1.4962714		3.8183484		5.9042554		2.2517672		0.9840548		3.046732		0.9534091		Yes		Yes		Yes		Y09916		0		Y09916		Ta.56302		543322		pSBGer2		pSBGer2 protein		0		TC378956		0		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P539802		7.4093575		8.214165		7.87623		9.005603		6.897589		6.8439083		6.935309		7.436603		6.8488774		6.939343		6.7912865		7.675998		-1.4257967		-2.585165		-1.9197532		-2.9669893		-1.4747599		-2.4196892		-2.121292		-2.5133379		-0.51176834		-1.3702564		-0.9409208		-1.5689998		-0.5604801		-1.2748218		-1.0849433		-1.3296046		Yes		Yes		Yes		AB158407		0		AB158407		Ta.54488		542808		CesA		CesA protein		0		TC448401		0		Triticum aestivum CesA mRNA for putative cellulose synthase, complete cds [AB158407]

		A_99_P220056		12.649551		12.616651		11.40825		11.2670555		11.677789		11.42939		10.675103		10.159086		11.300656		11.792933		10.452224		11.109189		-1.9612353		-2.2771995		-1.6622607		-2.1554203		-2.5471697		-1.7699604		-1.9399589		-1.1156361		-0.97176266		-1.1872606		-0.73314667		-1.1079693		-1.3488951		-0.8237171		-0.9560261		-0.15786648		Yes		No		No		TA58261_4565		0		0		0		0		0		0		0		TC399419		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC399419]

		A_99_P466672		1.5798225		1.7698884		2.4769247		2.2769072		2.8218298		6.418554		10.697754		9.09843		5.0671496		4.718712		10.111307		8.614699		2.365274		25.083477		298.34317		113.1053		11.214762		7.7211914		198.69093		80.88456		1.2420073		4.6486654		8.220829		6.8215227		3.487327		2.9488235		7.6343822		6.3377924		Yes		Yes		Yes		CA692019		0		0		Ta.56744		0		0		0		0		TC428373		0		Rep: Pathogenesis-related 1a - Triticum monococcum (Einkorn wheat) (Small spelt), partial (89%) [TC428373]

		A_99_P240586		9.180284		10.00352		11.803314		11.697795		8.190721		8.06269		11.193547		10.767513		8.63461		8.944607		11.198428		11.52755		-1.9855834		-3.8392653		-1.5260127		-1.905648		-1.4597015		-2.0833616		-1.5208586		-1.1252497		-0.989563		-1.9408302		-0.60976696		-0.93028164		-0.5456734		-1.0589132		-0.60488605		-0.17024517		Yes		No		No		TA64630_4565		0		0		0		0		0		0		0		TC435929		0		Rep: Aquaporin - Hordeum vulgare (Barley), partial (72%) [TC435929]

		A_99_P225246		12.411091		12.203293		11.217976		10.903458		11.310814		11.185176		10.559898		9.119937		11.236234		11.610059		10.3544655		10.589234		-2.1439586		-2.0252738		-1.5779781		-3.442653		-2.2577052		-1.5086248		-1.8194598		-1.243342		-1.100277		-1.018117		-0.65807724		-1.7835207		-1.1748571		-0.59323406		-0.86351013		-0.3142233		Yes		No		No		TA60056_4565		0		0		Ta.53973		0		0		0		0		TC387447		0		0

		A_99_P461162		9.239544		8.840881		8.386089		9.006881		8.511237		7.824862		8.060613		8.447392		8.461931		8.142987		7.7602997		8.610539		-1.6566936		-2.0223312		-1.2530783		-1.4737464		-1.7142918		-1.6221353		-1.5430552		-1.3161659		-0.7283068		-1.0160193		-0.32547665		-0.5594883		-0.7776127		-0.6978941		-0.62578964		-0.39634132		No		Yes		Yes		TA76185_4565		0		0		0		0		0		0		0		TC411255		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (48%) [TC411255]

		A_99_P287191		5.6938744		4.4863715		4.7328515		4.8180676		6.841587		8.413054		6.940601		5.8203177		8.882228		7.8798537		7.178863		6.0145507		2.2156234		15.207203		4.6195407		2.0031219		9.115701		10.508481		5.4490757		2.2918031		1.1477127		3.926683		2.2077494		1.0022502		3.1883535		3.3934822		2.4460115		1.1964831		Yes		Yes		Yes		TA77982_4565		0		0		Ta.24134		0		0		0		0		TC409702		0		0

		A_99_P398912		10.595489		10.894429		13.997185		13.518536		9.485583		7.3949866		9.638699		12.30775		11.1185		7.3696227		10.572215		12.055257		-2.1583147		-11.309338		-20.513279		-2.314637		1.4369514		-11.509925		-10.740355		-2.757343		-1.1099052		-3.4994426		-4.358486		-1.2107859		0.5230112		-3.5248065		-3.4249697		-1.4632788		Yes		Yes		Yes		TA110170_4565		0		0		0		0		0		0		0		TC408886		0		Rep: Chalcone synthase 1 - Secale cereale (Rye), partial (43%) [TC408886]

		A_99_P541717		5.2460713		5.213299		4.786735		4.388983		4.992689		5.4699845		5.801206		4.5486712		5.284408		5.6331925		6.010466		4.5785046		-1.1919984		1.1947309		2.020162		1.1170459		1.0269293		1.337829		2.3354993		1.1403856		-0.2533822		0.25668573		1.014471		0.15968847		0.038336754		0.41989374		1.223731		0.18952179		No		Yes		Yes		AK331922		0		AK331922		Ta.54320		0		0		0		0		TC449130		0		Triticum aestivum cDNA, clone: WT002_L06, cultivar: Chinese Spring [AK331922]

		A_99_P119539		4.7029595		4.5839896		5.284271		4.923671		4.1052876		3.6409237		4.20986		3.984627		3.4321396		3.6488783		3.5483444		3.6532822		-1.5132726		-1.9226097		-2.1058621		-1.9172571		-2.4129865		-1.9120381		-3.330933		-2.4122653		-0.597672		-0.9430659		-1.0744109		-0.93904376		-1.2708199		-0.9351113		-1.7359264		-1.2703886		Yes		No		No		CJ703294		0		CJ703294		Ta.43973		0		0		0		0		TC381981		0		CJ703294 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n12o24 5', mRNA sequence [CJ703294]

		A_99_P074140		9.837994		9.142631		9.571591		9.296043		9.325004		8.512828		8.518386		8.654048		9.253049		8.909993		8.646211		8.930278		-1.4270046		-1.5473534		-2.0751355		-1.560486		-1.4999815		-1.174981		-1.8991853		-1.2885653		-0.51299		-0.6298027		-1.0532055		-0.64199543		-0.5849447		-0.2326374		-0.9253807		-0.36576557		No		Yes		Yes		CJ651755		0		CJ651755		Ta.28709		0		0		0		0		TC392431		0		CJ651755 Y.Ogihara unpublished cDNA library Wh_EM Triticum aestivum cDNA clone whem6d20 5', mRNA sequence [CJ651755]

		A_99_P319836		8.182954		7.7287707		7.4177117		7.426538		7.6900463		6.721045		6.770155		7.0514827		7.094675		7.0932446		6.199475		7.518187		-1.4072782		-2.0107388		-1.5665131		-1.2968893		-2.126202		-1.5535042		-2.3266222		1.0655875		-0.49290752		-1.0077257		-0.6475568		-0.3750553		-1.0882788		-0.6355262		-1.2182369		0.091649055		No		Yes		Yes		TA87500_4565		0		0		0		0		0		0		0		TC387984		0		0

		A_99_P236701		9.172654		9.508757		9.201517		8.664115		8.258301		8.569184		7.6420918		7.394964		8.081471		8.7342		7.4630303		8.794113		-1.8847241		-1.9179596		-2.9473643		-2.4101965		-2.1304862		-1.7106649		-3.33685		1.0942923		-0.9143534		-0.93957233		-1.5594254		-1.2691507		-1.0911827		-0.7745571		-1.7384868		0.1299982		Yes		No		No		TA63520_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P355576		9.877002		9.371432		9.67644		9.737702		8.922095		8.528946		8.638432		8.749927		8.979785		8.684185		8.361171		9.380723		-1.9384539		-1.7931378		-2.0533915		-1.9831252		-1.8624696		-1.6102083		-2.488488		-1.2807416		-0.95490646		-0.8424864		-1.0380087		-0.9877758		-0.8972168		-0.6872473		-1.3152695		-0.35697937		No		Yes		Yes		TA98504_4565		0		0		0		0		0		0		0		TC421710		0		0

		A_99_P131385		6.656615		6.6270714		6.8569713		6.2187996		6.0692406		6.0659084		5.60755		6.117977		5.82202		6.3696175		5.5947137		6.3777194		-1.5025096		-1.4754581		-2.37746		-1.0723846		-1.783356		-1.1953672		-2.398708		1.1164509		-0.5873742		-0.56116295		-1.2494211		-0.10082245		-0.8345947		-0.25745392		-1.2622576		0.15891981		No		Yes		Yes		CJ663298		0		CJ663298		Ta.47675		0		0		0		0		TC418170		0		CJ663298 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp15o17 5', mRNA sequence [CJ663298]

		A_99_P560277		11.211159		11.71764		10.885254		11.473407		10.638824		10.463136		10.410146		11.280932		10.005522		11.037284		9.724587		11.56161		-1.4869275		-2.3858514		-1.3900224		-1.1427219		-2.3063908		-1.6025351		-2.235607		1.0630455		-0.5723343		-1.2545042		-0.47510815		-0.19247437		-1.205637		-0.680356		-1.1606665		0.08820343		No		Yes		Yes		CA674395		0		0		Ta.19608		0		0		0		0		TC456124		0		Rep: UDP-glucosyltransferase BX8 - Zea mays (Maize), partial (22%) [TC456124]

		A_99_P222166		11.50428		12.685519		12.361716		11.808755		11.203044		11.38133		11.725909		11.797929		10.508686		12.018322		11.646911		11.775428		-1.2321998		-2.4694498		-1.5538067		-1.0075324		-1.9939014		-1.5879849		-1.641262		-1.0233694		-0.30123615		-1.3041897		-0.63580704		-0.010826111		-0.995594		-0.6671972		-0.7148056		-0.033327103		No		Yes		Yes		TA59083_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P210161		10.900268		11.20208		10.754506		11.1938095		11.118825		11.8255415		11.939647		11.373253		11.158528		11.631416		11.881759		11.329484		1.1635695		1.5405673		2.2738554		1.1324469		1.196036		1.3466141		2.1844234		1.0986063		0.21855736		0.6234617		1.1851406		0.17944336		0.25826073		0.42933655		1.1272526		0.13567448		No		Yes		Yes		TA54189_4565		0		0		Ta.14440		0		0		0		0		TC382826		0		0

		A_99_P507337		1.7710565		2.390855		3.6134663		4.134226		6.0348077		7.803614		9.559899		6.4632716		8.208634		6.748943		10.110364		6.8969364		19.20954		42.59933		61.66727		5.024729		86.677025		20.50761		90.31525		6.7867017		4.263751		5.412759		5.946433		2.3290458		6.4375777		4.3580875		6.4968977		2.7627106		Yes		Yes		Yes		TC434907		0		0		0		0		0		0		0		TC434907		GO:0016020(membrane)		0

		A_99_P059546		12.029941		11.870412		12.037614		11.818435		12.654799		14.010013		13.266971		12.307709		12.983798		12.981769		13.668027		12.324219		1.5420599		4.4064007		2.3446243		1.4037384		1.937045		2.1604872		3.0960162		1.4198948		0.62485886		2.1396008		1.2293568		0.48927402		0.9538574		1.1113567		1.630413		0.50578403		Yes		Yes		Yes		DR738110		0		DR738110		Ta.21998		0		0		0		0		TC455494		0		FGAS083327 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738110]

		A_99_P295081		9.434886		7.471845		8.046741		8.223017		9.966535		9.533632		8.858409		8.41268		11.305466		9.901328		8.934105		8.721484		1.4455802		4.1750317		1.7552401		1.1404972		3.656795		5.3870034		1.8497937		1.4127121		0.53164864		2.0617871		0.8116684		0.18966293		1.8705797		2.429483		0.8873644		0.49846745		Yes		No		No		TA80247_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P039629		9.616776		9.844148		10.909203		10.48697		9.273796		8.5306015		8.694988		10.097294		8.609494		9.312801		8.880263		9.93299		-1.2683742		-2.4855173		-4.640288		-1.3100992		-2.0101209		-1.4452773		-4.0810466		-1.4681301		-0.34298038		-1.3135462		-2.2142143		-0.3896761		-1.0072823		-0.5313463		-2.0289392		-0.5539799		Yes		Yes		Yes		CA682213		0		CA682213		Ta.14800		0		0		0		0		0		0		wlm24.pk0031.g2 wlm24 Triticum aestivum cDNA clone wlm24.pk0031.g2 5' end, mRNA sequence [CA682213]

		A_99_P471857		3.5317745		2.9925945		3.7819545		2.3354003		3.3118734		2.9137638		5.691662		4.5661407		3.4870853		3.2701826		5.3630943		4.9772096		-1.1646538		-1.0561616		3.7573287		4.6937475		-1.0314609		1.2121667		2.9920614		6.2411385		-0.21990108		-0.07883072		1.9097073		2.2307403		-0.04468918		0.27758813		1.5811398		2.6418092		Yes		Yes		Yes		CD866211		0		0		Ta.5772		0		0		0		0		TC417630		0		Rep: Ent-kaurene oxidase 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (23%) [TC417630]

		A_99_P259486		8.880821		9.218488		9.187506		9.149756		10.019474		11.992547		11.231434		9.07777		10.515624		10.534831		11.288097		8.991196		2.2017534		6.8402987		4.1236677		-1.0511628		3.105451		2.490341		4.288852		-1.116173		1.1386528		2.7740593		2.0439281		-0.0719862		1.6348028		1.3163433		2.1005917		-0.15856075		Yes		Yes		Yes		TA69858_4565		0		0		Ta.8773		0		0		0		0		TC389458		0		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC389458]

		A_99_P302191		5.8073444		6.0315003		5.60111		6.7207484		5.806951		7.9154987		7.850851		6.81243		6.2356935		7.5110054		7.9987526		7.0563774		-1.0002728		3.690966		4.755975		1.0656115		1.3456928		2.7885306		5.2694144		1.2619275		-3.93E-04		1.8839984		2.249741		0.09168148		0.42834902		1.4795051		2.3976426		0.335629		Yes		Yes		Yes		TA82324_4565		0		0		Ta.22618		0		0		0		0		TC411533		0		0

		A_99_P425522		1.839993		4.347874		2.3286011		1.7113647		1.513723		1.7572931		2.2171142		2.1230679		4.4830146		10.546254		8.462509		4.372064		-1.2537676		-6.023412		-1.0803411		1.3302553		6.2463856		73.43419		70.22478		6.3233953		-0.32626998		-2.590581		-0.11148691		0.4117031		2.6430216		6.19838		6.1339083		2.6606994		Yes		Yes		Yes		TA77707_4565		0		0		0		0		0		0		0		TC385151		0		Rep: TPR domain protein - Musa acuminata (Banana), partial (69%) [TC385151]

		A_99_P513522		6.6205673		6.4666123		4.734033		4.6056895		5.212481		4.5148435		3.3045928		3.4688637		4.960669		5.626023		4.0434775		3.7948923		-2.6538491		-3.8684855		-2.6934218		-2.1989667		-3.1599424		-1.7907817		-1.613905		-1.7541806		-1.4080863		-1.9517689		-1.4294403		-1.1368258		-1.6598983		-0.8405895		-0.6905556		-0.8107972		Yes		No		No		TC437658		0		0		0		0		0		0		0		TC437658		0		Rep: Cysteine proteinase precursor - Hordeum vulgare (Barley), partial (30%) [TC437658]

		A_99_P399162		4.232716		4.2377987		4.062737		4.3447795		2.8655386		2.4811542		3.8354218		1.8921876		3.1039362		2.5655882		2.7712648		2.4589446		-2.5796537		-3.3791127		-1.1706544		-5.4739866		-2.1867373		-3.1870253		-2.447777		-3.6956675		-1.3671775		-1.7566445		-0.22731519		-2.452592		-1.1287799		-1.6722105		-1.2914722		-1.8858349		Yes		No		No		TA110230_4565		0		0		0		0		0		0		0		TC423830		0		Rep: Chromosome chr4 scaffold_39, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC423830]

		A_99_P411272		11.419011		11.482854		11.319908		11.140274		11.083584		10.714764		10.215587		11.139434		10.989014		11.056371		10.440133		11.216362		-1.261751		-1.7030139		-2.1499774		-1.0005826		-1.3472311		-1.3439535		-1.8400884		1.0541557		-0.33542728		-0.76809025		-1.1043215		-8.40E-04		-0.42999744		-0.42648315		-0.87977505		0.07608795		No		Yes		Yes		CK206774		0		0		Ta.9658		0		0		0		0		TC373341		0		Rep: Os05g0399100 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC373341]

		A_99_P580902		14.994087		14.335778		12.573255		14.230676		15.043149		13.664199		10.928918		14.057523		14.591816		13.48172		10.2765		14.059438		1.0345919		-1.5928158		-3.126041		-1.12752		-1.3215868		-1.8075784		-4.9135127		-1.1260242		0.049061775		-0.67157936		-1.6443367		-0.17315292		-0.40227127		-0.85405827		-2.2967548		-0.17123795		No		Yes		Yes		DR740377		0		DR740377		Ta.41356		542855		Wrab17		cold-responsive LEA/RAB-related COR protein		0		TC373792		0		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P555047		2.1295836		2.5348396		2.3337796		4.5385985		2.2082908		7.269741		8.746236		6.591433		3.765276		5.1957626		8.317699		7.350222		1.0560713		26.62854		85.18081		4.149204		3.1073663		6.3243756		63.290634		7.0207424		0.07870722		4.7349014		6.4124565		2.0528345		1.6356924		2.660923		5.98392		2.8116236		Yes		Yes		Yes		AK335181		0		AK335181		Ta.51477		0		0		0		0		TC454209		0		Triticum aestivum cDNA, clone: WT012_E07, cultivar: Chinese Spring [AK335181]

		A_99_P318641		7.7423873		7.043259		5.0117493		5.1221576		6.9626393		7.389238		7.3693748		6.282476		7.4545097		7.3162503		7.8216147		5.1144977		-1.716831		1.2710129		5.125261		2.2350674		-1.2208428		1.2083105		7.012192		-1.0053235		-0.77974796		0.34597874		2.3576255		1.1603184		-0.28787756		0.27299118		2.8098655		-0.007659912		No		Yes		Yes		TA87132_4565		0		0		Ta.38437		0		0		0		0		TC422817		0		0

		A_99_P268701		11.812069		12.434319		11.3909		10.428962		10.1743965		11.098984		10.728068		9.400451		9.747731		11.7677765		10.052105		10.725124		-3.111634		-2.5233402		-1.5831866		-2.039918		-4.1824193		-1.587264		-2.5293992		1.227874		-1.6376724		-1.3353348		-0.6628313		-1.028511		-2.0643377		-0.66654205		-1.3387947		0.2961626		Yes		No		No		TA72505_4565		0		0		Ta.47197		0		0		0		0		TC405613		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (46%) [TC405613]

		A_99_P239756		9.005225		9.735999		6.633714		9.305409		8.038082		8.312742		5.799265		7.558283		7.599739		8.545937		4.3581123		8.649808		-1.9549654		-2.6819026		-1.7831762		-3.356893		-2.6490703		-2.2816262		-4.8419957		-1.5752726		-0.96714306		-1.4232569		-0.8344493		-1.7471266		-1.4054861		-1.1900625		-2.2756019		-0.6556015		Yes		Yes		Yes		TA64369_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P242791		8.618609		7.6915627		9.977239		9.398822		11.972518		15.054904		13.927025		12.265411		13.531301		13.272819		14.156802		12.333371		10.224147		164.65942		15.452691		7.29339		30.120861		47.876835		18.120659		7.645174		3.3539085		7.3633413		3.9497862		2.8665895		4.912691		5.581256		4.1795635		2.9345493		Yes		Yes		Yes		TA65180_4565		0		0		Ta.192		0		0		0		0		TC415690		0		Rep: PR17d precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (76%) [TC415690]

		A_99_P202316		10.143537		9.837896		8.6836815		7.943236		10.623535		12.132621		10.969754		9.1467085		11.246692		11.40297		11.462242		9.170398		1.3947423		4.906603		4.8772664		2.3029332		2.1482399		2.9589267		6.8616743		2.34106		0.4799986		2.2947245		2.2860727		1.2034726		1.1031551		1.565074		2.7785606		1.2271619		Yes		Yes		Yes		TA51694_4565		0		0		Ta.55894		0		0		0		0		TC408777		0		Rep: Os05g0132100 protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC408777]

		A_99_P105030		7.569832		7.6974297		7.831953		7.6461906		8.854568		10.11291		9.310875		9.077926		9.9973		9.329528		9.750296		8.758716		2.4363742		5.334972		2.7874036		2.6977096		5.379486		3.0996346		3.7798858		2.1622374		1.2847357		2.4154806		1.4789219		1.431735		2.4274683		1.6320982		1.9183426		1.112525		Yes		Yes		Yes		DR741498		0		DR741498		Ta.39521		0		0		0		0		TC376288		0		FGAS030553 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741498]

		A_99_P154277		1.8183359		1.3271918		2.500117		1.9647917		6.8148727		7.327082		7.280993		3.647851		8.235078		7.027532		7.284056		3.8530567		31.923275		63.995136		27.490784		3.2110815		85.434204		51.996414		27.549215		3.7018976		4.9965367		5.9998903		4.780876		1.6830593		6.416742		5.7003403		4.7839394		1.888265		Yes		Yes		Yes		CJ949632		0		CJ949632		Ta.53778		0		0		0		0		TC412373		0		CJ949632 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul27b03 5', mRNA sequence [CJ949632]

		A_99_P484747		8.95007		8.716628		9.825329		8.524671		9.692313		9.047042		11.929855		11.197816		10.068062		9.023495		11.948212		10.228332		1.6727743		1.2573739		4.3005657		6.378182		2.170446		1.2370181		4.355634		3.2572646		0.7422428		0.33041382		2.1045265		2.6731453		1.1179914		0.30686665		2.1228828		1.703661		Yes		Yes		Yes		TA49897_4565		0		0		0		0		0		0		0		TC424580		0		Rep: CI2C - Hordeum vulgare (Barley), partial (78%) [TC424580]

		A_99_P449922		11.4661255		10.867889		10.086266		10.218962		12.361573		13.150459		12.475548		10.357101		13.523742		12.020022		12.761078		10.357211		1.860187		4.8654385		5.2389665		1.1004852		4.1629786		2.2224224		6.385556		1.1005689		0.89544773		2.28257		2.3892822		0.13813972		2.0576162		1.152133		2.6748123		0.1382494		Yes		Yes		Yes		CD374021		0		0		Ta.24576		0		0		0		0		TC403677		0		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (60%) [TC403677]

		A_99_P060813		6.5809116		6.585687		6.337847		7.435757		8.124194		9.800128		9.618966		9.3411		8.190888		8.855801		9.346626		9.538201		2.914569		9.282033		9.721095		3.7459784		3.0524693		4.823611		8.04883		4.294363		1.5432825		3.2144408		3.2811189		1.9053426		1.6099768		2.2701135		3.008779		2.1024442		Yes		Yes		Yes		CA746125		0		CA746125		Ta.22462		0		0		0		0		0		0		wri2s.pk005.c17 wri2s Triticum aestivum cDNA clone wri2s.pk005.c17 5' end, mRNA sequence [CA746125]

		A_99_P021254		8.345523		8.135983		7.466171		7.9138317		7.257534		7.0283027		6.0795436		6.8126836		7.369596		7.3847766		6.371984		7.9888406		-2.1257749		-2.1549895		-2.614667		-2.1452534		-1.9669044		-1.6832004		-2.134927		1.0533675		-1.0879889		-1.1076808		-1.3866272		-1.1011481		-0.9759269		-0.7512069		-1.0941868		0.07500887		Yes		No		No		CK210479		0		CK210479		Ta.8372		0		0		0		0		TC379363		0		FGAS022299 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210479]

		A_99_P324636		8.798499		9.543764		9.784612		10.1865225		8.684993		8.308464		8.249933		9.58785		8.022175		9.2090645		8.336621		9.555165		-1.0818543		-2.3543031		-2.8972385		-1.5143229		-1.7127615		-1.2611148		-2.7282774		-1.5490215		-0.11350632		-1.2353001		-1.5346785		-0.59867287		-0.7763243		-0.33469963		-1.4479904		-0.6313572		No		Yes		Yes		TA88931_4565		0		0		0		0		0		0		0		TC432298		0		Rep: Glial growth factor - Rattus norvegicus (Rat), partial (5%) [TC432298]

		A_99_P419827		2.0066288		1.811092		1.2905862		1.2895228		3.0015373		2.4476583		4.556131		9.9356		4.509464		1.2926626		3.8591201		5.680592		1.9929543		1.5546247		9.616718		400.61627		5.6679816		-1.432395		5.932063		20.981842		0.9949086		0.6365663		3.2655447		8.646077		2.502835		-0.5184294		2.568534		4.3910694		Yes		Yes		Yes		TA67455_4565		0		0		Ta.58591		0		0		0		0		TC380558		0		0

		A_99_P531502		7.8731804		7.6323566		6.7261033		6.3010044		6.739025		6.2987533		6.0247498		5.2036695		6.6137233		6.9595895		5.8111095		6.1913934		-2.1949		-2.5203137		-1.6260296		-2.1395907		-2.3940563		-1.5941277		-1.8855609		-1.0789373		-1.1341553		-1.3336034		-0.70135355		-1.0973349		-1.2594571		-0.67276716		-0.91499376		-0.109611034		Yes		No		No		CA680077		0		0		Ta.32292		0		0		0		0		TC445091		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC445091]

		A_99_P331971		11.344979		11.219315		8.917385		8.308389		11.05058		10.691686		7.6864967		8.304089		10.6443405		11.016774		7.6153274		8.026972		-1.2263741		-1.441558		-2.3471148		-1.0029851		-1.6252242		-1.1507229		-2.4658034		-1.215388		-0.29439926		-0.5276289		-1.2308884		-0.0043001175		-0.7006388		-0.2025404		-1.3020577		-0.2814169		No		Yes		Yes		TA91138_4565		0		0		0		0		0		0		0		TC422481		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC422481]

		A_99_P000097		6.4574184		6.4261346		6.051752		6.312222		6.0708194		5.131005		5.263737		4.7674203		5.0634227		4.8805766		4.0231495		5.817604		-1.307308		-2.4539907		-1.726697		-2.9176397		-2.6280556		-2.9191694		-4.080095		-1.4089476		-0.38659906		-1.2951298		-0.7880149		-1.5448017		-1.3939958		-1.545558		-2.0286026		-0.49461794		Yes		No		No		AJ000153		0		AJ000153		Ta.93		542972		LOC542972		sucrose synthase type 2		0		TC417915		0		Triticum aestivum mRNA for sucrose synthase type 2 [AJ000153]

		A_99_P381407		2.9538596		3.4724824		2.798622		3.4038525		4.360607		4.8138905		4.0603366		3.7554512		4.3938518		3.955835		4.7000823		3.6619017		2.6513877		2.5339851		2.3978057		1.2759738		2.713194		1.3979887		3.7359118		1.1958606		1.4067476		1.341408		1.2617147		0.35159874		1.4399922		0.48335266		1.9014604		0.25804925		Yes		No		No		TA105876_4565		0		0		0		0		0		0		0		TC438090		0		0

		A_99_P408977		8.242177		8.34776		7.4552174		8.561868		9.328684		9.4391985		10.15842		9.823722		9.665196		9.792973		9.902805		9.473632		2.1235924		2.1308637		6.5124583		2.3980374		2.6814613		2.7230291		5.4550333		1.8813447		1.0865068		1.0914383		2.7032022		1.2618542		1.4230194		1.4452124		2.447588		0.91176414		Yes		Yes		Yes		CJ573148		0		0		Ta.23079		0		0		0		0		TC371010		0		Rep: Ascorbate peroxidase - Hordeum vulgare (Barley), partial (84%) [TC371010]

		A_99_P338811		6.6267867		5.97685		6.328251		6.5530453		5.894378		4.9302382		5.2188077		6.0897803		5.8586183		5.754841		5.366511		6.434273		-1.6614105		-2.0656729		-2.1576235		-1.3786583		-1.7031063		-1.1663568		-1.9476575		-1.0858107		-0.7324085		-1.0466118		-1.1094432		-0.46326494		-0.76816845		-0.22200918		-0.96174		-0.11877251		No		Yes		Yes		TA93249_4565		0		0		0		0		0		0		0		TC388287		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC388287]

		A_99_P422672		2.2742772		1.7786833		3.2457523		1.8646511		3.3498495		3.1740198		4.7459135		3.244425		6.9440665		2.4390852		5.010221		3.238226		2.1075578		2.6304991		2.8287432		2.602276		25.45345		1.5805229		3.3974886		2.5911183		1.0755723		1.3953365		1.5001612		1.379774		4.6697893		0.66040194		1.7644687		1.3735749		Yes		No		No		TC382807		0		0		0		0		0		0		0		TC382807		0		Rep: Os08g0205000 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC382807]

		A_99_P302696		2.882428		4.019445		4.2535114		3.0314567		4.3767037		5.5322323		6.5089087		4.2845173		6.2693653		4.9809213		6.9148154		4.2777634		2.817227		2.8536084		4.7746577		2.3834653		10.4609165		1.9473016		6.326046		2.3723333		1.4942758		1.5127873		2.2553973		1.2530606		3.3869374		0.9614763		2.661304		1.2463067		Yes		No		No		AB055077		0		AB055077		Ta.2793		542790		tamdr1		multidrug resistance protein 1 homolog		0		TC377749		0		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		A_99_P203361		13.278995		13.215497		12.522023		12.3760195		12.077831		12.174805		11.288968		10.603934		11.989205		12.569049		11.167455		11.964223		-2.29925		-2.0572147		-2.3506424		-3.4154725		-2.4449234		-1.5653098		-2.5572062		-1.3303415		-1.2011633		-1.0406923		-1.2330551		-1.7720852		-1.2897892		-0.64644814		-1.3545685		-0.41179657		Yes		No		No		TA52032_4565		0		0		Ta.28806		0		0		0		0		TC437502		0		Rep: Ferredoxin-NADP(H) oxidoreductase - Triticum aestivum (Wheat), partial (22%) [TC437502]

		A_99_P310906		7.7706757		6.9532723		6.43856		7.299624		8.275705		8.546204		7.6095505		7.1162353		8.918637		8.134583		7.858809		7.3136897		1.4191525		3.0166163		2.2516623		-1.135548		2.2160058		2.2678277		2.676317		1.0097973		0.5050297		1.5929313		1.1709905		-0.18338871		1.1479616		1.1813111		1.420249		0.0140657425		No		Yes		Yes		TA84924_4565		0		0		0		0		0		0		0		TC399520		0		0

		A_99_P449202		6.677237		6.817325		7.539856		7.2696724		6.5535407		6.366874		6.5679054		6.46051		6.1784453		6.630713		6.481794		6.651426		-1.0895227		-1.3664672		-1.9614908		-1.7521942		-1.4130296		-1.138088		-2.0821328		-1.5350084		-0.12369633		-0.4504509		-0.97195053		-0.8091626		-0.4987917		-0.18661213		-1.0580621		-0.61824656		No		Yes		Yes		TC403131		0		0		0		0		0		0		0		TC403131		GO:0009536(plastid)		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (38%) [TC403131]

		A_99_P287386		10.850415		11.854642		11.37979		10.7825575		10.15453		10.160449		10.178365		10.128304		9.418326		10.881218		9.767648		10.481624		-1.6198785		-3.235958		-2.2996678		-1.5738019		-2.6983712		-1.963495		-3.0570552		-1.2319416		-0.69588566		-1.6941929		-1.2014256		-0.65425396		-1.4320889		-0.97342396		-1.6121426		-0.30093384		Yes		Yes		Yes		TA78038_4565		0		0		Ta.7290		0		0		0		0		TC381618		0		0

		A_99_P519212		8.128098		6.890188		7.834902		6.938069		8.355864		8.977211		8.538484		8.191863		9.054375		7.9166827		8.967759		7.0501266		1.1710203		4.248704		1.628543		2.3846776		1.9003658		2.0370686		2.1929264		1.0807686		0.22776604		2.0870228		0.7035818		1.2537942		0.92627716		1.0264945		1.1328573		0.112057686		Yes		No		No		DR739931		0		DR739931		Ta.14129		0		0		0		0		TC440087		0		FGAS000197 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739931]

		A_99_P344671		2.435705		3.041629		3.8299596		3.0904293		3.4185011		3.7034252		5.379378		4.3620887		4.4401107		3.416446		5.3684983		4.024774		1.9762921		1.582051		2.9269907		2.414391		4.0122337		1.296675		2.9050012		1.9110225		0.9827962		0.6617961		1.5494182		1.2716594		2.0044057		0.3748169		1.5385387		0.93434477		Yes		No		No		TA95080_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P446567		8.73038		8.089528		9.018117		8.938348		8.652315		7.5526123		8.3153		6.916434		7.097716		7.3057046		7.0902		7.117273		-1.0556012		-1.4508675		-1.6276798		-4.0612226		-3.100851		-1.7216877		-3.8050542		-3.5334437		-0.07806492		-0.5369158		-0.70281696		-2.021914		-1.6326642		-0.7838235		-1.927917		-1.821075		Yes		No		No		CV760841		0		0		Ta.56447		0		0		0		0		TC401277		0		Rep: Decapping protein 2-like - Oryza sativa subsp. japonica (Rice), partial (50%) [TC401277]

		A_99_P306826		7.358872		7.7152467		7.6624184		7.64236		8.228823		8.618775		8.738984		8.035199		7.987434		8.557942		8.76205		8.141731		1.8276005		1.8706357		2.1090097		1.3129746		1.5460232		1.793398		2.1429992		1.4135971		0.8699508		0.9035287		1.0765657		0.39283895		0.628562		0.8426957		1.0996313		0.49937105		No		Yes		Yes		AK330370		0		AK330370		Ta.35526		0		0		0		0		TC420458		0		Triticum aestivum cDNA, clone: SET1_F05, cultivar: Chinese Spring [AK330370]

		A_99_P287391		11.016759		12.090804		11.5737915		10.931058		10.291568		10.395236		10.388524		10.307098		9.581002		11.120479		9.956446		10.6196785		-1.6531196		-3.239044		-2.2740555		-1.541099		-2.7052402		-1.9592825		-3.0681007		-1.2408936		-0.7251911		-1.6955681		-1.1852674		-0.62395954		-1.4357567		-0.97032547		-1.6173458		-0.31137943		Yes		Yes		Yes		TA78039_4565		0		0		0		0		0		0		0		TC418566		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC418566]

		A_99_P235541		5.664381		4.641397		5.881849		6.235848		9.708106		9.381797		10.492459		8.20622		11.751901		9.763585		10.660548		8.515343		16.49235		26.73022		24.430483		3.9186907		68.00268		34.8283		27.449337		4.855079		4.043725		4.7404		4.6106105		1.9703717		6.0875196		5.122188		4.7786994		2.2794948		Yes		Yes		Yes		TA63222_4565		0		0		0		0		0		0		0		TC405266		0		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (37%) [TC405266]

		A_99_P342071		9.539468		9.627563		7.937935		9.713279		7.84502		7.554444		6.821181		8.233746		8.372766		8.089878		6.5481296		9.222518		-3.2365303		-4.207956		-2.168585		-2.788585		-2.2449794		-2.9032834		-2.620433		-1.4051857		-1.694448		-2.0731196		-1.116754		-1.4795332		-1.1667023		-1.5376854		-1.3898053		-0.4907608		Yes		No		No		TA94221_4565		0		0		0		0		0		0		0		TC411413		0		0

		A_99_P427717		9.4547205		11.484426		11.697331		8.556284		9.36147		9.413415		10.948941		8.265136		7.4329414		9.960334		11.15192		7.9294906		-1.0667708		-4.201809		-1.6799173		-1.2236137		-4.0608425		-2.876056		-1.4594362		-1.5441291		-0.093250275		-2.0710106		-0.7483902		-0.2911482		-2.021779		-1.5240917		-0.5454111		-0.6267934		Yes		No		No		AK334735		0		AK334735		Ta.34592		0		0		0		0		TC386761		0		Triticum aestivum cDNA, clone: WT010_O04, cultivar: Chinese Spring [AK334735]

		A_99_P446642		9.712931		10.559584		10.060741		10.101165		9.193723		9.036075		9.654134		9.507907		8.532073		9.817225		9.498239		9.876792		-1.4331682		-2.8748946		-1.3255652		-1.5086497		-2.267115		-1.6729081		-1.476829		-1.1682693		-0.51920795		-1.523509		-0.40660763		-0.5932579		-1.1808577		-0.7423582		-0.56250286		-0.22437286		No		Yes		Yes		CA730297		0		0		Ta.46488		0		0		0		0		TC401333		0		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC401333]

		A_99_P264616		9.235402		9.564278		10.859508		10.257236		10.292113		10.567978		12.582665		10.60547		11.04054		10.332276		12.690536		10.990125		2.080184		2.0051363		3.3015828		1.2730016		3.4946249		1.7029059		3.557905		1.661964		1.0567112		1.0037003		1.7231579		0.34823418		1.8051376		0.7679987		1.831028		0.7328892		Yes		Yes		Yes		TA71290_4565		0		0		0		0		0		0		0		TC440394		0		Rep: Multidrug resistance associated protein MRP2 - Triticum aestivum (Wheat), partial (8%) [TC440394]

		A_99_P304036		9.224569		9.072741		9.726333		9.359309		9.430291		10.187031		10.0627165		9.418767		9.957211		9.613938		10.39346		9.45189		1.1532632		2.1648848		1.2625879		1.0420741		1.6616784		1.4551802		1.5879083		1.066276		0.20572186		1.1142902		0.33638382		0.05945778		0.7326412		0.5411978		0.6671276		0.092580795		No		Yes		Yes		TA82878_4565		0		0		0		0		0		0		0		TC436001		0		Rep: Zinc finger, C3HC4 type family protein, expressed - Oryza sativa subsp. japonica (Rice), complete [TC436001]

		A_99_P218356		4.3866134		4.093956		3.8780317		4.2122645		3.179621		2.9188645		3.4729855		2.5569034		2.814127		2.2976396		2.6348453		2.7239053		-2.3085587		-2.2580721		-1.3241314		-3.1500204		-2.9741685		-3.4733226		-2.367208		-2.805697		-1.2069924		-1.1750915		-0.40504622		-1.6553612		-1.5724864		-1.7963164		-1.2431865		-1.4883592		Yes		No		No		TA57521_4565		0		0		Ta.16248		0		0		0		0		TC390152		0		Rep: Heat shock protein 16.9B - Triticum aestivum (Wheat), complete [TC390152]

		A_99_P445424		4.1629195		3.700019		4.6398587		4.284874		3.1073837		2.6742532		2.5430586		2.8135803		4.4694314		2.2893355		4.2613854		3.8014631		-2.07849		-2.0360396		-4.2775955		-2.7727041		1.236714		-2.6586306		-1.2999655		-1.3980451		-1.0555358		-1.0257657		-2.0968		-1.4712937		0.30651188		-1.4106834		-0.37847328		-0.48341084		Yes		No		No		TC404471		0		0		0		0		0		0		0		TC404471		0		Rep: Wali2 protein - Triticum aestivum (Wheat), partial (14%) [TC404471]

		A_99_P232566		7.415259		7.6918063		7.916618		7.1358223		6.365663		6.5473695		7.0165324		6.779861		6.4330025		6.8475585		7.1474967		7.002737		-2.0699499		-2.2105982		-1.8661765		-1.2798381		-1.9755528		-1.7953285		-1.7042313		-1.0966364		-1.0495958		-1.1444368		-0.90008545		-0.35596132		-0.9822564		-0.8442478		-0.76912117		-0.13308525		No		Yes		Yes		AK335323		0		AK335323		Ta.8999		0		0		0		0		TC440821		0		Triticum aestivum cDNA, clone: WT012_J21, cultivar: Chinese Spring [AK335323]

		A_99_P197731		14.220759		14.534516		12.8048935		13.385014		13.479152		13.234936		11.145648		12.835975		13.418576		13.742615		10.844956		12.606231		-1.6720381		-2.4615731		-3.158513		-1.4631107		-1.7437378		-1.7313551		-3.8904502		-1.7156827		-0.74160767		-1.2995806		-1.6592455		-0.5490389		-0.80218315		-0.7919016		-1.9599371		-0.77878284		Yes		Yes		Yes		CK208537		0		CK208537		Ta.16264		0		0		0		0		TC433827		0		FGAS020251 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208537]

		A_99_P043636		4.28404		4.0679607		3.892872		4.0647836		2.2837346		2.901248		3.4136572		2.234026		2.6025465		3.3620894		3.0584018		2.7469585		-4.000847		-2.2449958		-1.3939849		-3.5572383		-3.2075984		-1.6311295		-1.7832022		-2.4929001		-2.0003054		-1.1667128		-0.4792149		-1.8307576		-1.6814935		-0.70587134		-0.8344703		-1.3178251		Yes		No		No		AK331863		0		AK331863		Ta.16011		0		0		0		0		TC443045		0		Triticum aestivum cDNA, clone: WT002_I22, cultivar: Chinese Spring [AK331863]

		A_99_P087225		5.4787827		6.3647194		6.930092		6.55137		5.23581		5.112956		5.406246		6.34935		5.1272445		5.9131064		5.227404		6.161988		-1.1834288		-2.381323		-2.8755655		-1.150308		-1.2759203		-1.3675684		-3.255068		-1.3098326		-0.24297285		-1.2517633		-1.5238457		-0.20202017		-0.35153818		-0.45161295		-1.7026877		-0.38938236		No		Yes		Yes		CK162600		0		CK162600		Ta.33214		0		0		0		0		0		0		FGAS015198 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162600]

		A_99_P461552		9.292775		8.725914		6.7602844		7.473858		8.752818		7.6914425		4.8625913		8.042268		8.834268		7.5807366		4.574169		7.237924		-1.4539292		-2.0483632		-3.726169		1.4828883		-1.3741195		-2.211733		-4.5507846		-1.1776687		-0.53995705		-1.0344715		-1.8976932		0.5684099		-0.45850754		-1.1451774		-2.1861153		-0.23593378		Yes		Yes		Yes		CJ594872		0		0		Ta.53989		0		0		0		0		TC411544		0		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC411544]

		A_99_P480737		4.3878994		4.117934		3.668723		4.1299195		3.02055		1.9142238		2.9656966		3.513767		2.4143894		2.6698818		2.3905923		2.3939507		-2.5799613		-4.606626		-1.6279163		-1.532782		-3.9272244		-2.7283947		-2.4252455		-3.331031		-1.3673494		-2.2037106		-0.70302653		-0.6161525		-1.97351		-1.4480524		-1.2781308		-1.7359688		Yes		No		No		TC422528		0		0		0		0		0		0		0		TC422528		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC422528]

		A_99_P128910		3.4757702		3.3467674		3.8252041		3.8176117		6.2101645		6.312062		6.5199127		4.2397885		7.8965325		5.151794		6.930956		4.6966114		6.654795		7.8098474		6.47423		1.3399478		21.418152		3.494356		8.608439		1.8390998		2.7343943		2.9652944		2.6947086		0.42217684		4.420762		1.8050265		3.1057518		0.8789997		Yes		Yes		Yes		CJ707256		0		CJ707256		Ta.46964		0		0		0		0		TC408305		0		CJ707256 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n9m10 5', mRNA sequence [CJ707256]

		A_99_P249846		8.668913		9.063661		7.8071275		9.290917		8.863563		9.21822		9.115174		9.410923		8.777711		9.270556		8.969129		9.573879		1.1444463		1.1130815		2.4760609		1.0867391		1.0783294		1.1542021		2.237676		1.2166902		0.1946497		0.15455914		1.3080468		0.12000561		0.10879803		0.20689583		1.1620011		0.28296185		No		Yes		Yes		TA67091_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P118570		4.8157315		4.481241		6.1850777		5.7840323		4.3402514		2.9691727		3.9646966		4.6723533		3.661504		3.8108037		3.8593433		5.2776237		-1.3903809		-2.852187		-4.660165		-2.16097		-2.2256513		-1.5915556		-5.013209		-1.4205097		-0.47548008		-1.5120685		-2.220381		-1.1116791		-1.1542275		-0.6704376		-2.3257344		-0.5064087		Yes		Yes		Yes		CJ535737		0		CJ535737		Ta.43701		0		0		0		0		0		0		CJ535737 Y.Ogihara unpublished cDNA library Wh_EMI Triticum aestivum cDNA clone rwhei15k13 3', mRNA sequence [CJ535737]

		A_99_P273411		8.140593		8.67223		8.749867		9.26685		8.601196		9.434179		10.204297		9.769786		8.540551		9.253264		10.099328		9.672183		1.3761176		1.6957806		2.7404819		1.417094		1.31947		1.4959217		2.5481684		1.3243942		0.4606037		0.76194954		1.4544296		0.5029354		0.3999586		0.58103466		1.3494606		0.40533257		No		Yes		Yes		TA73955_4565		0		0		Ta.55893		0		0		0		0		TC409999		0		Rep: Longin-like - Medicago truncatula (Barrel medic), complete [TC409999]

		A_99_P367082		7.0577617		6.1711063		6.40621		5.850841		5.973603		4.3777623		4.0197453		5.23161		6.372885		5.73168		4.932831		5.706574		-2.1201391		-3.466174		-5.2287445		-1.5360564		-1.6075643		-1.356065		-2.776715		-1.105169		-1.0841589		-1.793344		-2.3864646		-0.6192312		-0.68487644		-0.43942642		-1.4733791		-0.14426708		Yes		No		No		TA102378_4565		0		0		0		0		0		0		0		TC443319		0		0

		A_99_P507122		2.6071165		1.7163086		1.4035612		1.2588385		2.3732646		3.1996963		3.3767214		2.3647583		4.908936		2.3979244		3.7919905		2.4504273		-1.1759706		2.7960453		3.9262722		2.1523604		4.930793		1.6039351		5.2358694		2.2840414		-0.23385191		1.4833877		1.9731601		1.1059197		2.3018196		0.6816158		2.3884292		1.1915888		Yes		Yes		Yes		TC434830		0		0		0		0		0		0		0		TC434830		0		0

		A_99_P322201		10.059822		9.426193		8.910974		9.107899		10.92791		11.920093		11.452367		10.271893		12.306783		11.068954		11.828728		9.658768		1.825242		5.6329837		5.8215094		2.240769		4.7468176		3.1226292		7.556689		1.4649678		0.86808777		2.4938993		2.5413933		1.1639938		2.2469606		1.6427612		2.9177542		0.550869		Yes		Yes		Yes		TA88202_4565		0		0		0		0		0		0		0		TC379280		0		Rep: Chromosome chr8 scaffold_88, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC379280]

		A_99_P518962		7.030516		7.088278		6.703926		6.4660645		6.684071		5.571831		5.0590014		5.96557		6.406246		6.206842		5.1903176		5.9347367		-1.2714238		-2.8608553		-3.1273153		-1.4146984		-1.5414306		-1.8422079		-2.855233		-1.4452586		-0.34644508		-1.5164466		-1.6449246		-0.5004945		-0.62426996		-0.8814359		-1.5136085		-0.5313277		Yes		Yes		Yes		TA58585_4565		0		0		Ta.23014		0		0		0		0		TC440088		0		0

		A_99_P120624		3.871217		3.6441615		1.3654318		1.894395		3.3281243		4.5496783		3.8776188		2.5754552		4.526579		4.118863		3.616048		3.444949		-1.4570928		1.8732154		5.704842		1.6033175		1.575011		1.3896308		4.758861		2.9292958		-0.5430927		0.90551686		2.512187		0.6810602		0.6553619		0.47470164		2.2506163		1.5505539		Yes		Yes		Yes		CJ671246		0		CJ671246		Ta.44295		0		0		0		0		TC445926		0		CJ671246 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv5d24 5', mRNA sequence [CJ671246]

		A_99_P385662		8.5491495		7.7502418		7.2128453		7.8324866		7.4976716		6.800306		5.8518806		6.388155		7.3564363		7.022304		6.013676		6.4140053		-2.072652		-1.9317869		-2.568569		-2.7213671		-2.2858224		-1.6562698		-2.296074		-2.67304		-1.0514779		-0.9499359		-1.3609648		-1.4443316		-1.1927133		-0.7279377		-1.1991692		-1.4184813		Yes		Yes		Yes		TA106918_4565		0		0		0		0		0		0		0		TC440244		0		0

		A_99_P343061		2.043279		1.9277945		2.4854574		2.8943443		2.2237463		6.7977676		7.852018		6.108291		4.568637		4.4912047		7.8694386		6.2450356		1.133251		29.242064		41.256813		9.278855		5.7571626		5.911033		41.758015		10.201372		0.18046737		4.869973		5.3665605		3.2139468		2.525358		2.5634103		5.383981		3.3506913		Yes		Yes		Yes		TA94553_4565		0		0		0		0		0		0		0		TC388445		0		0

		A_99_P427867		8.094104		7.8551083		9.00589		9.126725		8.037301		7.1141562		8.601342		8.763634		7.511297		7.1637115		7.882271		9.153188		-1.040158		-1.6712784		-1.3236738		-1.2861791		-1.4977602		-1.6148461		-2.1789289		1.0185117		-0.05680275		-0.740952		-0.4045477		-0.36309147		-0.5828066		-0.6913967		-1.1236191		0.026462555		No		Yes		Yes		TA59105_4565		0		0		0		0		0		0		0		TC432984		0		Rep: Os03g0751600 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC432984]

		A_99_P127325		11.234849		12.520836		12.642491		13.137108		10.651908		11.445114		11.289889		12.852729		10.473579		12.170375		11.909081		13.085147		-1.4978998		-2.1077762		-2.5537229		-1.217886		-1.6949816		-1.274968		-1.662564		-1.0366731		-0.58294106		-1.0757217		-1.352602		-0.284379		-0.76126957		-0.350461		-0.7334099		-0.051960945		No		Yes		Yes		CJ702790		0		CJ702790		Ta.46418		0		0		0		0		TC409321		0		CJ702790 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n10k23 5', mRNA sequence [CJ702790]

		A_99_P061368		10.063258		8.640666		8.113765		8.067958		10.538756		10.848069		9.977642		8.367317		11.456868		10.545475		10.240651		8.679167		1.3903983		4.618432		3.6398456		1.2305979		2.627353		3.7445931		4.3677382		1.5275387		0.4754982		2.2074032		1.8638773		0.29935932		1.39361		1.904809		2.1268864		0.6112089		Yes		Yes		Yes		CA698103		0		0		0		0		0		0		0		0		0		0

		A_99_P528217		5.79402		4.5264363		3.1853282		5.2256413		7.621105		9.144763		7.2575436		5.426191		8.233293		8.219653		7.445766		6.1532807		3.5481944		24.561499		16.821274		1.1491361		5.4236813		12.935078		19.165476		1.9021611		1.827085		4.6183267		4.072215		0.2005496		2.4392724		3.6932168		4.260438		0.9276395		Yes		Yes		Yes		TC443751		0		0		0		0		0		0		0		TC443751		0		Rep: Cadmium tolerance factor - Triticum aestivum (Wheat), partial (22%) [TC443751]

		A_99_P298826		2.7050946		2.1357725		1.333629		2.9207008		3.614907		3.945678		3.7895699		3.5150692		4.3437223		3.4975846		4.2449565		4.0596166		1.8788012		3.5061934		5.4867077		1.5098115		3.1136954		2.570078		7.5231004		2.2021546		0.90981245		1.8099055		2.4559407		0.59436846		1.6386278		1.3618121		2.9113274		1.1389158		Yes		Yes		Yes		TA81332_4565		0		0		0		0		0		0		0		TC399367		0		Rep: WRKY transcription factor - Triticum aestivum (Wheat), partial (11%) [TC399367]

		A_99_P215961		6.4705048		5.828153		6.8614564		6.795851		7.5959315		6.4923954		9.192473		7.3426385		6.7438617		6.419264		7.9444203		7.021581		2.1816607		1.5847358		5.031599		1.4608289		1.2086169		1.5064061		2.1183836		1.1693687		1.1254268		0.66424227		2.331017		0.54678726		0.2733569		0.5911107		1.082964		0.22572994		Yes		Yes		Yes		TA56514_4565		0		0		Ta.425		0		0		0		0		TC376165		0		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Oryza sativa subsp. japonica (Rice), partial (64%) [TC376165]

		A_99_P479427		1.3946656		1.8928629		1.7219445		1.3687466		2.539139		5.830235		8.71413		3.5245583		7.1370444		4.526942		9.611735		2.7611144		2.2106543		15.320295		127.3086		4.4561934		53.53382		6.2077866		237.17218		2.6250916		1.1444734		3.9373722		6.992186		2.1558118		5.7423787		2.634079		7.889791		1.3923677		Yes		Yes		Yes		TC421811		0		0		0		0		0		0		0		TC421811		0		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC421811]

		A_99_P297126		9.1322775		8.792197		5.676561		5.8466663		7.7399592		6.715321		3.1961606		4.0458336		6.6703277		7.987826		3.995599		4.0171504		-2.6250014		-4.218927		-5.580523		-3.4842129		-5.5096087		-1.7463846		-3.2064166		-3.554178		-1.3923182		-2.0768762		-2.4804003		-1.8008327		-2.4619498		-0.80437136		-1.6809618		-1.8295159		Yes		No		No		TA80836_4565		0		0		0		0		0		0		0		TC387338		0		Rep: Laccase-4 precursor - Oryza sativa subsp. japonica (Rice), partial (33%) [TC387338]

		A_99_P404182		2.900111		1.6431557		2.3277557		2.3540275		3.7664156		5.8375793		7.742308		7.1539993		5.2522306		5.7154098		8.232831		6.9935055		1.8229874		18.308271		42.652332		27.857069		5.1057386		16.82173		59.92454		24.924242		0.86630464		4.1944237		5.4145527		4.7999716		2.3521197		4.072254		5.905075		4.6394777		Yes		Yes		Yes		TA111454_4565		0		0		0		0		0		0		0		TC394086		0		Rep: Lipase (Class 3) family-like protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC394086]

		A_99_P346871		3.8791368		3.7133229		4.196249		3.254739		7.8405824		8.24739		7.6310716		8.588145		7.792334		7.4212947		7.354613		5.971405		15.57808		23.168089		10.813956		40.319515		15.065716		13.0680485		8.928165		6.573519		3.9614456		4.534067		3.4348226		5.3334064		3.9131973		3.7079718		3.1583638		2.716666		Yes		Yes		Yes		TA95769_4565		0		0		0		0		0		0		0		TC448247		0		MIPARRLS Podospora anserina mtDNA for large subunit rRNA, partial (3%) [TC448247]

		A_99_P346301		10.334286		10.22383		9.606232		9.735349		9.895789		9.294815		8.583104		9.176586		9.439078		9.698472		8.46865		9.517681		-1.3551913		-1.9039758		-2.03232		-1.4730052		-1.8598772		-1.4392909		-2.2001195		-1.162852		-0.4384966		-0.92901516		-1.0231276		-0.55876255		-0.8952074		-0.5253582		-1.1375818		-0.21766758		No		Yes		Yes		TA95586_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P441142		9.185255		9.249087		9.951564		9.713836		9.241309		10.242696		11.398598		11.654335		10.459903		9.046631		11.032233		11.304883		1.0396184		1.9911591		2.7264693		3.8383846		2.4193974		-1.1506559		2.1150172		3.0126796		0.056054115		0.9936085		1.4470339		1.9404993		1.2746477		-0.20245647		1.0806694		1.5910473		Yes		No		No		CK206425		0		CK206425		Ta.1830		0		0		0		0		TC427986		0		FGAS018018 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206425]

		A_99_P407092		7.1532693		7.3474116		8.035137		7.1791687		7.09267		7.550307		6.354795		6.718844		6.984156		7.024529		6.612404		6.697969		-1.0428989		1.1510059		-3.2050397		-1.3758515		-1.1243671		-1.2508273		-2.6809297		-1.3959041		-0.060599327		0.20289516		-1.6803422		-0.46032476		-0.16911316		-0.32288265		-1.4227333		-0.48119974		No		Yes		Yes		TC369228		0		0		0		0		0		0		0		TC369228		0		Rep: NADH-quinone oxidoreductase - Geobacter metallireducens (strain GS-15 / ATCC 53774 / DSM 7210), partial (3%) [TC369228]

		A_99_P000506		10.631183		11.259285		10.301263		9.702128		9.035283		10.043719		9.638901		8.832793		8.804204		10.568526		9.235671		9.908418		-3.0228295		-2.3223183		-1.5826718		-1.8268209		-3.5479329		-1.6141322		-2.0930283		1.1537169		-1.5958996		-1.2155657		-0.6623621		-0.8693352		-1.8269787		-0.6907587		-1.0655918		0.20628929		Yes		No		No		AF265294		0		AF265294		Ta.275		542859		WVDE		violaxanthin de-epoxidase		0		TC371950		0		Triticum aestivum violaxanthin de-epoxidase (WVDE) mRNA, complete cds [AF265294]

		A_99_P202696		3.4706929		3.7008572		5.768347		7.0535827		5.846911		10.39465		10.637219		9.256761		6.006626		7.6744285		10.012626		9.241901		5.19174		103.52198		29.219765		4.6049256		5.799519		15.709565		18.95201		4.55774		2.376218		6.6937933		4.8688726		2.203178		2.5359333		3.9735713		4.244279		2.1883187		Yes		Yes		Yes		TA51819_4565		0		0		0		0		0		0		0		TC406664		0		Rep: Endo-beta-1,3-glucanase - Triticum aestivum (Wheat), partial (25%) [TC406664]

		A_99_P214136		14.794934		14.927476		15.349281		15.11232		14.827423		14.304314		14.48111		14.996376		14.477216		14.605473		14.275483		15.141276		1.022775		-1.5402476		-1.8253481		-1.0836838		-1.246358		-1.2500652		-2.1049678		1.0202738		0.032488823		-0.62316227		-0.8681717		-0.11594391		-0.3177185		-0.32200336		-1.0737982		0.028956413		No		Yes		Yes		TA55703_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P462117		12.045651		11.600402		10.94386		10.3135195		10.716145		10.383203		10.08702		9.393341		10.354954		10.993293		9.631606		10.465759		-2.5131676		-2.3249495		-1.8110672		-1.8923492		-3.2281277		-1.5232038		-2.483292		1.1112934		-1.3295069		-1.2171993		-0.85684013		-0.9201784		-1.6906977		-0.60710907		-1.312254		0.1522398		Yes		No		No		TC411892		0		0		0		0		0		0		0		TC411892		GO:0003674(molecular_function)|GO:0008150(biological_process)|GO:0009536(plastid)		Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC411892]

		A_99_P015819		3.3535137		3.964284		3.9576466		4.024033		3.8641784		2.4114993		3.791745		2.4524426		2.5439537		2.684184		2.6339395		3.1985035		1.4247065		-2.9338288		-1.1218671		-2.972322		-1.7526768		-2.4285579		-2.5030847		-1.7721854		0.5106647		-1.5527847		-0.16590166		-1.5715904		-0.80956006		-1.2800999		-1.3237071		-0.8255296		Yes		No		No		CK214966		0		CK214966		Ta.6532		0		0		0		0		0		0		FGAS026910 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK214966]

		A_99_P159167		3.6495144		4.965229		5.028438		4.2982063		2.5474608		2.6462836		2.6243813		1.3985152		3.3787136		3.4373777		2.019126		2.7258778		-2.1466005		-4.9896736		-5.292894		-7.462666		-1.2064774		-2.8835607		-8.051805		-2.973843		-1.1020536		-2.3189454		-2.4040568		-2.899691		-0.27080083		-1.5278513		-3.0093122		-1.5723286		Yes		Yes		Yes		AK334553		0		AK334553		Ta.54937		543137		LOC543137		expansin EXPA3		0		TC385735		0		Triticum aestivum cDNA, clone: WT010_E14, cultivar: Chinese Spring [AK334553]

		A_99_P040958		1.2453231		1.2519019		1.2586359		1.7897607		1.3927988		1.2581605		1.2513665		1.5640651		4.9701915		4.2725635		3.4740658		1.956338		1.1076298		1.0043476		-1.0050515		-1.169341		13.221998		8.1153965		4.644199		1.1223925		0.14747572		0.006258607		-0.0072693825		-0.22569561		3.7248683		3.0206616		2.2154298		0.16657734		Yes		Yes		Yes		CA746609		0		CA746609		Ta.15219		0		0		0		0		0		0		wri2s.pk004.k22 wri2s Triticum aestivum cDNA clone wri2s.pk004.k22 5' end, mRNA sequence [CA746609]

		A_99_P589522		7.719527		7.2829623		8.888664		9.09319		8.620559		9.47041		11.093692		9.684381		9.184707		8.164529		10.952305		9.652633		1.8674012		4.5549903		4.6108336		1.5064892		2.760979		1.8423747		4.180399		1.4736997		0.901032		2.187448		2.2050276		0.59119034		1.4651799		0.8815665		2.0636406		0.5594425		Yes		Yes		Yes		AY226581		0		AY226581		Ta.336		543449		COMT1		caffeic acid O-methyltransferase		0		TC392174		0		Triticum aestivum caffeic acid O-methyltransferase (COMT1) mRNA, complete cds [AY226581]

		A_99_P206456		3.4073298		1.9518757		1.2528015		2.5349061		3.8759086		3.4356182		1.2508866		1.9693407		5.3621545		3.5134506		2.2956083		3.1059494		1.3837457		2.796733		-1.0013282		-1.4799675		3.8766882		2.951759		2.060232		1.4855975		0.46857882		1.4837425		-0.001914978		-0.56556547		1.9548247		1.5615749		1.0428067		0.57104325		Yes		No		No		TA53001_4565		0		0		0		0		0		0		0		TC457241		0		Rep: ORF1 protein - Hordeum vulgare (Barley), complete [TC457241]

		A_99_P597642		15.050708		15.182805		12.159205		12.928605		15.288165		15.226905		11.436112		14.034354		15.075343		15.336993		10.399267		13.025536		1.178913		1.0310396		-1.6507173		2.152106		1.0172225		1.1127952		-3.3868363		1.0694956		0.23745728		0.044099808		-0.72309303		1.1057491		0.024635315		0.15418816		-1.7599382		0.096930504		No		Yes		Yes		CK208553		0		CK208553		Ta.54252		100037561		TaGRP2		glycine-rich RNA-binding protein		0		TC445108		0		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P401582		4.534717		3.7488844		4.400669		4.0331044		3.7470157		2.3405287		3.4829524		3.5799835		3.0108368		2.986681		2.695283		2.8623836		-1.7263217		-2.6543446		-1.8891231		-1.3689985		-2.8756344		-1.6960791		-3.261162		-2.2512414		-0.78770137		-1.4083557		-0.91771674		-0.45312095		-1.5238802		-0.76220345		-1.7053862		-1.1707208		Yes		No		No		TA110833_4565		0		0		0		0		0		0		0		TC401012		0		Rep: PEAt1 - Alternaria tenuissima, partial (93%) [TC401012]

		A_99_P499032		8.0238905		7.9732685		8.004455		8.0638895		7.261114		6.78549		7.2671046		5.7913346		6.765651		6.8667245		6.529039		6.6570168		-1.6967528		-2.278017		-1.6671108		-4.8317804		-2.3920362		-2.1532922		-2.7806375		-2.6516175		-0.7627764		-1.1877785		-0.73735		-2.2725549		-1.2582393		-1.106544		-1.4754157		-1.4068727		Yes		No		No		CA617688		0		0		Ta.54913		0		0		0		0		TC431299		0		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (63%) [TC431299]

		A_99_P133495		1.8587036		1.7758354		1.9855098		2.1197193		1.929594		3.670468		3.5733776		3.1068916		3.1012335		2.926944		3.935147		3.1199162		1.0503647		3.718273		3.0060475		1.982296		2.3661308		2.220845		3.8627741		2.000273		0.07089043		1.8946327		1.5878679		0.98717237		1.2425299		1.1511086		1.9496373		1.0001969		Yes		No		No		CV770436		0		CV770436		Ta.48338		0		0		0		0		TC409131		0		FGAS064829 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770436]

		A_99_P145261		8.554416		8.406171		10.101663		9.497057		10.240529		11.896203		12.167949		10.470307		11.781211		10.8289795		12.664281		10.200951		3.2178862		11.235809		4.1880717		1.9632589		9.36186		5.362139		5.9077888		1.628895		1.6861134		3.4900322		2.066286		0.9732504		3.2267952		2.4228086		2.5626183		0.70389366		Yes		Yes		Yes		CA728497		0		CA728497		Ta.51624		0		0		0		0		TC447552		0		wdi1c.pk004.o6 wdi1c Triticum aestivum cDNA clone wdi1c.pk004.o6 5' end, mRNA sequence [CA728497]

		A_99_P136455		10.660558		10.559981		8.525498		8.99383		10.084984		10.561881		11.372411		9.534038		10.598138		10.49926		11.31968		9.075772		-1.4902701		1.0013176		7.1945896		1.454182		-1.0442158		-1.0429871		6.9363747		1.0584422		-0.5755739		0.0018997192		2.8469124		0.54020786		-0.06241989		-0.060721397		2.7941818		0.08194256		No		Yes		Yes		BT008980		0		BT008980		Ta.49145		0		0		0		0		0		0		Triticum aestivum clone wdk2c.pk005.o10:fis, full insert mRNA sequence [BT008980]

		A_99_P455937		5.473205		5.080197		4.0121174		5.192283		7.2761207		9.306865		7.1457343		5.675691		8.419102		7.846605		7.3758864		5.990374		3.4892466		18.722067		8.776325		1.3980423		7.705543		6.804117		10.294266		1.7387987		1.8029156		4.226668		3.133617		0.48340797		2.9458966		2.766408		3.363769		0.79809093		Yes		No		No		CA670966		0		0		Ta.20149		0		0		0		0		TC407713		0		Rep: Cadmium tolerance factor - Triticum aestivum (Wheat), partial (22%) [TC407713]

		A_99_P059321		6.119702		6.388191		6.221517		6.1448617		6.703051		6.5958323		7.6669445		6.52904		6.0865517		6.639993		7.295136		6.4191933		1.4983236		1.1547985		2.723435		1.305116		-1.023244		1.1906934		2.1047063		1.2094336		0.5833492		0.20764112		1.4454274		0.38417816		-0.033150196		0.25180197		1.0736189		0.27433157		No		Yes		Yes		AF512432		0		AF512432		Ta.21873		542950		CycD2		cyclin D2		0		TC371983		0		Triticum aestivum cyclin D2 (CycD2) mRNA, complete cds [AF512432]

		A_99_P373627		1.2465533		1.4712881		1.2608684		1.7298437		2.894078		5.124824		5.623941		4.0834527		3.715995		2.8637083		6.3728466		3.7089527		3.1329565		12.584149		20.578592		5.1110125		5.538295		2.625187		34.582687		3.942495		1.6475247		3.6535358		4.3630724		2.353609		2.469442		1.3924202		5.111978		1.9791089		Yes		Yes		Yes		TA103963_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P280676		10.538694		10.083741		10.0237		10.103545		9.9426985		9.240913		8.756982		9.344575		9.641826		9.478447		8.347263		10.01699		-1.5115156		-1.7935622		-2.4061356		-1.6922823		-1.8620201		-1.521289		-3.1963744		-1.061832		-0.5959959		-0.8428278		-1.2667179		-0.75897026		-0.8968687		-0.6052942		-1.6764364		-0.08655548		No		Yes		Yes		TA76074_4565		0		0		Ta.24585		0		0		0		0		TC439227		0		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC439227]

		A_99_P557142		11.149016		11.363421		11.660243		11.565552		11.357945		10.925883		12.681323		12.734342		10.821919		11.207677		12.377393		12.463078		1.1558299		-1.3542913		2.0294375		2.2482305		-1.2544864		-1.1139964		1.643931		1.8628684		0.20892906		-0.43753815		1.02108		1.1687899		-0.32709694		-0.15574455		0.71714973		0.8975258		No		Yes		Yes		AK332255		0		AK332255		Ta.2585		0		0		0		0		TC455008		0		Triticum aestivum cDNA, clone: WT003_I14, cultivar: Chinese Spring [AK332255]

		A_99_P106460		3.678239		3.3731565		3.6508865		4.035415		2.3856914		2.697734		3.6218593		1.45613		2.0991712		1.9584287		2.4807236		2.4979732		-2.4496026		-1.5970644		-1.0203239		-5.9764347		-2.9877677		-2.6660943		-2.250371		-2.9027936		-1.2925477		-0.67542243		-0.029027224		-2.5792851		-1.579068		-1.4147278		-1.1701629		-1.537442		Yes		No		No		CA483945		0		CA483945		Ta.40041		0		0		0		0		TC399138		0		WHE3207_D01_H01ZS Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3207_D01_H01, mRNA sequence [CA483945]

		A_99_P449087		5.990911		5.356945		5.3154106		6.1550407		6.645687		5.734984		6.7019057		6.1998353		7.375071		6.1691837		7.377182		6.326861		1.5743716		1.2995741		2.6144276		1.0315362		2.6101995		1.7559341		4.174986		1.1264788		0.6547761		0.37803888		1.3864951		0.04479456		1.38416		0.8122387		2.0617714		0.17182016		Yes		No		No		CK199723		0		0		Ta.61974		0		0		0		0		TC403051		0		0

		A_99_P517172		8.978257		5.991037		4.1297994		6.761602		8.759556		7.9386115		6.9783273		6.942332		9.606297		9.291137		6.5312896		6.7143574		-1.1636857		3.8572552		7.2026505		1.1334572		1.5454632		9.849837		5.2834864		-1.0332896		-0.21870136		1.9475746		2.848528		0.18072987		0.62803936		3.3000998		2.4014902		-0.04724455		Yes		Yes		Yes		CD883332		0		0		Ta.5405		0		0		0		0		TC439362		0		Rep: Myb4 transcription factor - Hordeum vulgare (Barley), partial (20%) [TC439362]

		A_99_P240281		14.051087		14.581885		13.970769		13.774167		14.25748		14.399681		13.3882475		14.07727		13.815892		14.518247		12.938947		13.890986		1.1537993		-1.1346161		-1.4974642		1.2337948		-1.177066		-1.0450983		-2.044605		1.0843416		0.20639229		-0.18220425		-0.58252144		0.3031025		-0.23519516		-0.06363869		-1.0318222		0.11681938		No		Yes		Yes		TA64555_4565		0		0		Ta.54403		0		0		0		0		0		0		0

		A_99_P117760		12.213239		12.032414		11.301324		10.793822		10.752895		10.56181		9.173141		9.146531		10.453979		11.205395		8.980781		10.689434		-2.7517385		-2.7713807		-4.3716664		-3.1324494		-3.3852448		-1.7740169		-4.995203		-1.0750384		-1.4603434		-1.4706049		-2.1281834		-1.6472912		-1.7592602		-0.8270197		-2.3205433		-0.10438824		Yes		No		No		CJ731453		0		CJ731453		Ta.43444		0		0		0		0		0		0		CJ731453 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh3j23 5', mRNA sequence [CJ731453]

		A_99_P296951		9.814189		9.815545		10.030331		10.019609		10.326816		10.760938		10.7792015		10.130286		10.557245		10.419855		11.15567		10.352067		1.4266453		1.9257128		1.680477		1.0797346		1.6737177		1.5202515		2.1815288		1.2591565		0.51262665		0.9453926		0.74887085		0.110676765		0.7430563		0.60431004		1.1253395		0.33245754		No		Yes		Yes		AK331942		0		AK331942		Ta.34802		0		0		0		0		TC388246		0		Triticum aestivum cDNA, clone: WT002_M02, cultivar: Chinese Spring [AK331942]

		A_99_P092495		2.4419653		2.8866253		4.4311147		5.689445		3.725502		8.184552		9.317223		7.142721		4.324405		5.5020943		8.753392		7.8034034		2.43435		39.34005		29.570934		2.7382917		3.6869807		6.128224		20.004845		4.3287735		1.2835367		5.297927		4.886108		1.4532762		1.8824399		2.615469		4.3222775		2.1139584		Yes		Yes		Yes		AB244641		0		AB244641		Ta.34949		780654		TaGlb2e		endo-beta-1,3-glucanase		0		TC368883		0		Triticum aestivum TaGlb2e mRNA for endo-beta-1,3-glucanase, complete cds [AB244641]

		A_99_P117100		5.0689006		4.321218		6.0038457		6.361239		6.9891295		6.816942		8.025145		6.747355		7.675812		6.161492		7.791401		6.7183533		3.7848313		5.6401134		4.059491		1.3068703		6.09198		3.58078		3.4522936		1.2808614		1.920229		2.4957242		2.021299		0.38611603		2.6069112		1.8402739		1.7875552		0.35711432		Yes		No		No		CJ668743		0		CJ668743		Ta.43264		0		0		0		0		TC441689		0		CJ668743 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16b13 5', mRNA sequence [CJ668743]

		A_99_P242271		1.276095		1.2858281		1.7612451		1.5486164		3.194606		3.5778446		2.049236		5.1121135		1.2793754		1.3657022		1.288386		1.2842411		3.780327		4.897402		1.2209388		11.822777		1.0022764		1.0569258		-1.3878572		-1.2011158		1.918511		2.2920165		0.28799093		3.563497		0.0032804012		0.07987404		-0.47285914		-0.26437533		Yes		Yes		Yes		TA65058_4565		0		0		Ta.22011		0		0		0		0		0		0		0

		A_99_P072190		3.647291		2.9328449		3.913044		4.261311		2.9128797		2.922941		2.9127905		3.2081082		2.7086802		2.1960597		1.9300208		2.8544228		-1.6637183		-1.0068885		-2.0003514		-2.0751317		-1.9166818		-1.6664582		-3.953206		-2.6516461		-0.73441124		-0.009903908		-1.0002534		-1.0532029		-0.9386108		-0.7367852		-1.9830232		-1.4068882		Yes		Yes		Yes		BT009137		0		BT009137		Ta.27538		0		0		0		0		0		0		Triticum aestivum clone wl1n.pk0040.b1:fis, full insert mRNA sequence [BT009137]

		A_99_P239131		7.884421		7.6525664		5.7073274		4.7911777		6.241764		5.652828		4.029183		3.602771		6.1810813		7.146029		5.2298656		3.0709584		-3.1224031		-3.9992743		-3.200161		-2.279009		-3.256539		-1.4206365		-1.392292		-3.2948651		-1.6426568		-1.9997382		-1.6781445		-1.1884067		-1.7033396		-0.50653744		-0.4774618		-1.7202194		Yes		No		No		X98504		0		X98504		Ta.3		543318		amy1		beta-amylase		0		TC423172		0		T.aestivum mRNA for beta-amylase [X98504]

		A_99_P368077		1.235581		1.2334207		1.3675228		1.2365364		4.9663815		4.03046		6.306015		1.939237		6.0271316		4.6752343		6.734198		1.373453		13.276479		6.9501257		30.664389		1.6275486		27.694942		10.866486		41.260098		1.0995526		3.7308006		2.797039		4.9384923		0.7027006		4.7915506		3.4418135		5.3666754		0.13691664		Yes		Yes		Yes		TA102621_4565		0		0		0		0		0		0		0		TC440532		0		0

		A_99_P281526		7.713913		7.4053726		8.846546		9.467444		6.8793716		5.597229		7.5748096		9.689111		6.732102		6.158884		7.17071		8.858077		-1.78329		-3.501914		-2.4145203		1.1660796		-1.974943		-2.3726323		-3.1950445		-1.5255901		-0.8345413		-1.8081436		-1.2717366		0.22166634		-0.98181105		-1.2464886		-1.6758361		-0.6093674		Yes		No		No		TA76320_4565		0		0		Ta.23069		0		0		0		0		TC448460		0		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (23%) [TC448460]

		A_99_P446282		6.6446147		6.618304		7.3713393		6.9253907		6.5709424		5.9286766		6.2540145		5.8057637		5.687664		5.668308		5.697207		5.8214836		-1.0523921		-1.6128666		-2.1694431		-2.1729078		-1.9412025		-1.9318672		-3.1912737		-2.14936		-0.073672295		-0.6896272		-1.1173248		-1.119627		-0.95695066		-0.949996		-1.6741323		-1.1039071		Yes		No		No		TC401069		0		0		0		0		0		0		0		TC401069		0		Rep: Homeodomain leucine-zipper protein Hox10 - Oryza sativa subsp. japonica (Rice), partial (6%) [TC401069]

		A_99_P195193		4.3100514		5.0333943		4.1016445		4.064138		3.6421986		3.136779		3.4238799		3.582206		2.7702167		4.0940404		2.5142412		3.5436022		-1.5887067		-3.7233863		-1.5996593		-1.3966126		-2.9076118		-1.9176693		-3.0050797		-1.4344878		-0.6678529		-1.8966153		-0.67776465		-0.48193192		-1.5398347		-0.93935394		-1.5874033		-0.5205357		Yes		No		No		TA90663_4565		0		0		0		0		0		0		0		TC388529		0		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC388529]

		A_99_P240181		10.782109		11.06678		10.832275		9.986158		10.327368		10.760484		11.367397		11.3567915		10.670055		11.503727		12.104381		11.462705		-1.3705372		-1.2365292		1.4490646		2.5858402		-1.0807657		1.3537364		2.4151373		2.7828174		-0.45474148		-0.30629635		0.5351219		1.3706331		-0.11205387		0.43694687		1.2721052		1.4765463		No		Yes		Yes		TA64529_4565		0		0		Ta.16297		0		0		0		0		TC434383		0		0

		A_99_P535777		8.519735		6.6891594		6.8080287		6.1957054		8.494351		7.674311		9.508457		6.8173385		8.42099		7.6519775		9.323937		6.823151		-1.0177505		1.9795215		6.4999495		1.5386158		-1.0708418		1.9491136		5.7195783		1.5448275		-0.02538395		0.98515177		2.7004285		0.62163305		-0.098745346		0.96281815		2.5159087		0.6274457		No		Yes		Yes		CA484042		0		0		Ta.28612		0		0		0		0		TC414111		0		Rep: Chromosome chr5 scaffold_58, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC414111]

		A_99_P502702		5.588742		7.4618206		7.8875413		8.877811		3.1187477		3.9585283		3.9507687		6.4113355		4.370043		3.4648201		4.1140594		6.520592		-5.5404153		-11.339557		-15.31393		-5.526921		-2.3273673		-15.966768		-13.675122		-5.123818		-2.469994		-3.5032923		-3.9367726		-2.466476		-1.218699		-3.9970005		-3.7734818		-2.3572192		Yes		No		No		TC432882		0		0		0		0		0		0		0		TC432882		0		Rep: Os02g0589700 protein - Oryza sativa subsp. japonica (Rice), partial (10%) [TC432882]

		A_99_P152597		2.659009		2.0156562		1.5920643		1.7137784		3.572626		4.28657		2.6193464		1.9589919		5.263897		4.2372365		2.8265946		2.5157294		1.8837626		4.8262873		2.0381808		1.1852682		6.0834427		4.6640406		2.3530474		1.7434573		0.91361713		2.2709138		1.0272821		0.24521351		2.604888		2.2215803		1.2345303		0.80195105		Yes		Yes		Yes		CJ858358		0		CJ858358		Ta.53373		0		0		0		0		TC435098		0		CJ858358 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal4o18 5', mRNA sequence [CJ858358]

		A_99_P647151		4.772365		3.7713425		4.625255		4.8747077		5.17154		3.5203037		4.3508253		3.4564202		2.6930902		3.082917		2.6640186		3.0165474		1.3187532		-1.1900637		-1.2095159		-2.6726809		-4.225948		-1.6115239		-3.8939557		-3.6254504		0.3991747		-0.2510388		-0.2744298		-1.4182875		-2.079275		-0.68842554		-1.9612365		-1.8581603		Yes		No		No		CK205795		0		CK205795		Ta.54456		606364		ltp9.1b		type 1 non-specific lipid transfer protein precursor		0		TC411301		0		FGAS017338 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK205795]

		A_99_P240051		13.62368		13.420951		13.557385		12.03831		13.616463		12.967074		11.253197		13.163737		13.465814		12.641297		10.9168825		11.232396		-1.0050153		-1.3697157		-4.9388967		2.1816614		-1.1156361		-1.7167186		-6.23549		-1.748253		-0.007217407		-0.4538765		-2.3041887		1.1254272		-0.15786648		-0.77965355		-2.640503		-0.8059139		Yes		Yes		Yes		TA64488_4565		0		0		0		0		0		0		0		TC399960		0		Rep: LEA D-11 dehydrin - Triticum aestivum (Wheat), complete [TC399960]

		A_99_P115985		7.08415		7.775942		7.8238187		7.742644		7.035029		6.7383475		6.650621		7.696771		6.830629		7.4194984		6.927069		7.525316		-1.0346342		-2.0528018		-2.2551098		-1.0323074		-1.1921129		-1.2802658		-1.8618664		-1.1625781		-0.049120903		-1.0375943		-1.1731977		-0.04587269		-0.25352097		-0.3564434		-0.8967495		-0.2173276		No		Yes		Yes		CJ700943		0		CJ700943		Ta.42951		0		0		0		0		0		0		CJ700943 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd3b11 5', mRNA sequence [CJ700943]

		A_99_P230611		9.920279		9.599366		9.466417		10.542758		10.010997		10.406799		11.681174		10.479112		9.961792		9.889617		11.367252		10.921295		1.0649003		1.7500949		4.6420336		-1.0451039		1.0291929		1.2228528		3.7342927		1.3000231		0.09071827		0.8074331		2.214757		-0.06364632		0.041513443		0.29025078		1.900835		0.37853718		No		Yes		Yes		TA61671_4565		0		0		Ta.53969		0		0		0		0		TC422680		0		0

		A_99_P520542		12.004045		11.96257		12.982758		12.762688		11.851529		10.994999		11.272399		12.421913		11.74993		11.255446		11.449195		12.492665		-1.1115057		-1.9555457		-3.2724216		-1.2664363		-1.1926032		-1.6325462		-2.8949986		-1.2058265		-0.15251541		-0.96757126		-1.7103586		-0.34077454		-0.25411415		-0.70712376		-1.5335627		-0.2700224		No		Yes		Yes		TA81119_4565		0		0		Ta.56979		0		0		0		0		TC440731		0		Rep: Strictosidine synthase - Medicago truncatula (Barrel medic), partial (65%) [TC412487]

		A_99_P355241		12.195409		12.488449		11.972104		12.034757		11.773622		11.497031		10.968266		11.942932		11.61114		11.893265		11.118558		11.887441		-1.339586		-1.988138		-2.0053284		-1.0657171		-1.4992787		-1.5106655		-1.806937		-1.1075071		-0.42178726		-0.9914179		-1.0038385		-0.09182453		-0.58426857		-0.5951843		-0.85354614		-0.14731598		No		Yes		Yes		TA98386_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P062708		7.5685716		7.89955		8.677807		10.257998		6.986725		7.810179		6.758517		7.4029984		7.3542542		8.319722		6.582203		9.914893		-1.496764		-1.0639061		-3.782369		-7.235035		-1.1601548		1.3380873		-4.27405		-1.268484		-0.5818467		-0.08937073		-1.9192901		-2.855		-0.21431732		0.4201722		-2.095604		-0.34310532		Yes		No		No		U32428		0		U32428		Ta.23763		543232		LOC543232		lipoxygenase		0		TC371699		0		Triticum aestivum lipoxygenase mRNA, partial cds [U32428]

		A_99_P546587		7.445707		6.346424		5.1368594		5.8161616		8.484562		8.097189		10.54946		9.676735		8.155054		7.6665454		9.312068		6.505899		2.0545964		3.3653693		42.59467		14.526077		1.6350641		2.496871		18.066042		1.6129898		1.0388551		1.7507648		5.412601		3.8605733		0.70934725		1.3201213		4.1752086		0.6897373		Yes		Yes		Yes		Y09917		0		Y09917		Ta.35388		543323		pSBGer3		pSBGer3 protein		0		TC450974		0		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P322206		8.24205		8.042949		8.797769		8.110355		7.9672885		7.224388		7.2075124		7.728172		7.953403		7.3180656		7.1492915		7.541907		-1.2097942		-1.7636455		-3.0110283		-1.3033129		-1.2214943		-1.6527667		-3.1350253		-1.482928		-0.27476168		-0.8185606		-1.5902562		-0.38218355		-0.28864717		-0.7248831		-1.6484771		-0.56844854		No		Yes		Yes		TA88203_4565		0		0		0		0		0		0		0		TC421669		0		0

		A_99_P043801		7.776483		8.018241		8.959525		8.545024		7.916096		7.405109		7.925573		8.492641		7.4309325		7.685306		7.8731875		8.442521		1.1016097		-1.5295762		-2.047626		-1.036976		-1.2706357		-1.2595731		-2.1233432		-1.0736344		0.13961315		-0.613132		-1.0339522		-0.05238247		-0.34555054		-0.33293486		-1.0863376		-0.10250282		No		Yes		Yes		AK335593		0		AK335593		Ta.16060		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT013_E18, cultivar: Chinese Spring [AK335593]

		A_99_P471512		8.574551		8.608185		8.52231		7.963398		7.9101815		7.969563		6.754192		7.421598		8.538247		7.818354		7.379692		6.978598		-1.5848751		-1.5568413		-3.4060943		-1.4557878		-1.025483		-1.7288716		-2.2078133		-1.9790387		-0.6643691		-0.6386218		-1.7681184		-0.5418		-0.03630352		-0.7898307		-1.1426182		-0.98479986		No		Yes		Yes		TC417418		0		0		0		0		0		0		0		TC417418		0		Rep: Leucine-rich repeat protein - Triticum aestivum (Wheat), partial (27%) [TC417418]

		A_99_P279671		8.356917		8.167754		8.283141		8.015939		6.985434		5.8739085		5.017305		5.681066		7.0408936		6.444425		4.9945464		5.864804		-2.5873644		-4.903615		-9.618662		-5.0450644		-2.4897895		-3.3019748		-9.7716		-4.441771		-1.3714833		-2.2938457		-3.2658362		-2.3348727		-1.3160238		-1.7233291		-3.2885947		-2.151135		Yes		Yes		Yes		TA75785_4565		0		0		0		0		0		0		0		TC391951		0		0

		A_99_P311356		6.449407		5.8687196		6.0244827		6.207915		7.73187		8.899631		7.336397		5.8449535		9.205988		7.6087146		8.120841		6.292833		2.4325392		8.173256		2.4827077		-1.286063		6.7579274		3.3403401		4.2762856		1.0606275		1.2824631		3.030911		1.3119144		-0.3629613		2.7565808		1.739995		2.0963583		0.08491802		Yes		Yes		Yes		TA85044_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P539957		7.601149		7.2866054		8.817607		9.312783		6.7873116		5.4418855		7.427838		9.508903		6.492687		6.0474224		7.096045		8.628226		-1.7578812		-3.591832		-2.6203673		1.1456126		-2.1561565		-2.360648		-3.2979326		-1.6072084		-0.8138375		-1.8447199		-1.3897691		0.19611931		-1.1084619		-1.239183		-1.7215619		-0.68455696		Yes		No		No		CA644601		0		0		Ta.23069		0		0		0		0		TC448460		0		Rep: Nt-iaa2.3 deduced protein - Nicotiana tabacum (Common tobacco), partial (23%) [TC448460]

		A_99_P268366		9.187041		9.308583		8.971913		9.129302		9.455128		10.131593		10.008442		9.352277		9.663594		9.595779		10.221302		9.315942		1.2042096		1.7690926		2.051286		1.1671377		1.3914151		1.2202665		2.3774066		1.1381098		0.26808643		0.8230095		1.0365286		0.22297478		0.47655296		0.28719616		1.2493887		0.18663979		No		Yes		Yes		TA72406_4565		0		0		0		0		0		0		0		TC418583		0		0

		A_99_P526832		3.3285472		4.251819		5.125712		4.1677184		5.3946114		5.504097		6.508806		6.753176		6.443413		3.366703		6.1472645		5.608747		4.187427		2.3821723		2.608272		6.0020604		8.6629925		-1.8469132		2.0301025		2.7151437		2.0660641		1.2522779		1.3830943		2.5854578		3.1148655		-0.8851161		1.0215526		1.4410286		Yes		No		No		TC442914		0		0		0		0		0		0		0		TC442914		0		Rep: Cytochrome P450 - Triticum monococcum subsp. aegilopoides, partial (14%) [TC442914]

		A_99_P502592		12.308353		12.091065		12.258411		12.213479		11.921613		11.014188		10.669426		11.000496		11.271869		11.339166		10.242379		11.925731		-1.3074363		-2.1094656		-3.008377		-2.3181648		-2.0512235		-1.6840088		-4.0446987		-1.2207335		-0.38674068		-1.0768776		-1.5889854		-1.2129831		-1.0364847		-0.7518997		-2.0160322		-0.28774834		Yes		Yes		Yes		CJ713841		0		0		Ta.25409		0		0		0		0		TC431871		0		Rep: Serine hydroxymethyltransferase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (36%) [TC431871]

		A_99_P165447		5.3078823		5.52871		4.8571067		5.3945594		5.522039		5.9250054		5.914171		5.604799		5.307905		5.9700685		5.5115542		5.625885		1.1600256		1.3161241		2.0806935		1.1568801		1.0000159		1.3578824		1.5740131		1.1739131		0.21415663		0.39629555		1.0570645		0.21023941		2.29E-05		0.44135857		0.65444756		0.23132563		No		Yes		Yes		CK207967		0		CK207967		Ta.56341		0		0		0		0		TC405224		0		FGAS019641 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207967]

		A_99_P286241		8.531624		8.226751		7.156637		6.8082542		7.389454		7.0168014		6.330457		5.8149915		7.259436		7.4049244		6.145202		6.5434623		-2.2071276		-2.313296		-1.7729846		-1.990682		-2.4152753		-1.767643		-2.0159154		-1.2014627		-1.14217		-1.20995		-0.82618		-0.99326277		-1.2721877		-0.82182693		-1.011435		-0.26479197		Yes		No		No		TA77703_4565		0		0		Ta.29329		0		0		0		0		TC387765		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC387765]

		A_99_P242796		6.6087785		5.9150825		6.468424		5.960357		7.580166		9.11453		8.645104		5.7777576		8.971115		8.149093		9.640232		6.6213174		1.9607252		9.186066		4.521121		-1.134927		5.142025		4.704398		9.011756		1.5811346		0.9713874		3.1994472		2.1766806		-0.18259954		2.3623366		2.2340102		3.1718082		0.6609602		Yes		Yes		Yes		TA65181_4565		0		0		0		0		0		0		0		TC398605		0		Rep: PR17c precursor - Hordeum vulgare var. distichum (Two-rowed barley), partial (91%) [TC398605]

		A_99_P523467		7.964639		7.912848		7.209055		7.4601083		7.079226		6.847328		5.7639766		6.6632714		7.006046		7.3093505		6.145273		7.031298		-1.8472936		-2.0929239		-2.7227762		-1.7372879		-1.9434141		-1.5193956		-2.090404		-1.3461229		-0.88541317		-1.0655198		-1.4450784		-0.79683685		-0.95859337		-0.6034975		-1.0637817		-0.42881012		Yes		Yes		Yes		TA95094_4565		0		0		0		0		0		0		0		TC441902		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC387745]

		A_99_P444997		13.741012		12.987541		13.12587		13.870847		13.655482		12.999031		14.107131		14.167951		13.701149		13.090077		14.275878		14.237335		-1.061077		1.007996		1.9741906		1.2286755		-1.028016		1.0736593		2.2191515		1.289211		-0.08552933		0.011489868		0.98126125		0.29710388		-0.039862633		0.1025362		1.1500082		0.36648846		No		Yes		Yes		TA74587_4565		0		0		0		0		0		0		0		TC400131		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (46%) [TC400131]

		A_99_P283116		10.223405		8.600894		8.151493		8.119636		11.843646		11.676618		10.822125		9.777934		13.343494		10.916885		11.288325		9.277734		3.0742643		8.431116		6.367082		3.1564403		8.694419		4.9794674		8.795906		2.2316306		1.6202412		3.0757236		2.6706324		1.6582985		3.1200895		2.3159914		3.1368322		1.1580982		Yes		Yes		Yes		TA76803_4565		0		0		0		0		0		0		0		TC400723		0		0

		A_99_P514332		5.7978587		5.779279		5.5121064		7.493215		4.100628		4.229634		4.864009		5.6384068		4.7265277		5.5773277		3.4528353		7.1819453		-3.2427793		-2.9274518		-1.5671003		-3.6170368		-2.1013713		-1.1502532		-4.167757		-1.2407993		-1.6972308		-1.5496454		-0.6480975		-1.8548083		-1.071331		-0.2019515		-2.059271		-0.31126976		Yes		No		No		CJ594479		0		0		Ta.56601		0		0		0		0		TC438002		0		Rep: Allene oxide synthase - Hordeum vulgare (Barley), partial (23%) [TC438002]

		A_99_P328626		2.5236757		3.7089245		2.6156828		1.8738979		2.1789114		4.679088		3.755736		3.1855743		4.3530707		3.9958909		3.5452564		3.0167246		-1.2699435		1.9590627		2.2038915		2.4822981		3.5538802		1.220072		1.9047129		2.2081325		-0.34476423		0.9701636		1.1400533		1.3116764		1.829395		0.28696632		0.92957354		1.1428267		Yes		No		No		TA90126_4565		0		0		0		0		0		0		0		TC380449		0		Rep: Os08g0551200 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC380449]

		A_99_P331121		8.022933		8.6730795		8.575225		8.179606		7.4414916		7.705038		6.609375		7.9107985		7.7838516		7.482449		7.0353866		7.878315		-1.4963435		-1.9561831		-3.9064276		-1.2048118		-1.1802409		-2.2825246		-2.9076192		-1.232247		-0.5814414		-0.9680414		-1.9658499		-0.2688079		-0.23908138		-1.1906304		-1.5398383		-0.30129147		No		Yes		Yes		TA90880_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P367342		6.9057918		6.8445563		7.464498		7.5205426		6.7603416		6.1561623		5.265037		7.067074		6.9223924		6.372441		5.931118		7.083752		-1.1060756		-1.6114887		-4.593077		-1.3693287		1.0115731		-1.3871421		-2.894632		-1.3535897		-0.14545012		-0.68839407		-2.199461		-0.4534688		0.016600609		-0.47211552		-1.53338		-0.43679047		No		Yes		Yes		TA102450_4565		0		0		0		0		0		0		0		TC452407		0		Rep: Os01g0354700 protein - Oryza sativa subsp. japonica (Rice), partial (68%) [TC452407]

		A_99_P235486		8.887633		7.0633698		5.980135		7.89749		9.854114		9.301863		8.779243		7.854549		11.578059		9.788039		8.678224		8.207665		1.9540675		4.7190385		6.960102		-1.0302119		6.4550395		6.610088		6.489416		1.2398584		0.96648026		2.238493		2.7991085		-0.042941093		2.6904259		2.7246695		2.6980886		0.31017542		Yes		No		No		TA63206_4565		0		0		0		0		0		0		0		TC407651		0		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (27%) [TC407651]

		A_99_P454652		6.0957847		3.6793635		3.8724787		5.2319665		5.651016		6.0110164		5.5724525		4.3335037		7.420672		7.2424903		6.1274395		5.1225853		-1.3610957		5.0338173		3.2489507		-1.8640788		2.5051332		11.819743		4.7732134		-1.0787654		-0.44476843		2.3316529		1.6999738		-0.8984628		1.3248873		3.5631268		2.2549608		-0.1093812		Yes		No		No		TC406857		0		0		0		0		0		0		0		TC406857		0		Rep: CG14265-PB - Drosophila melanogaster (Fruit fly), partial (16%) [TC406857]

		A_99_P202436		4.4538074		4.64576		6.3006873		7.2761207		6.064846		10.405889		10.94875		9.335617		6.192791		7.7078233		10.308978		9.416888		3.0547168		54.196526		25.072992		4.168408		3.3379993		8.351662		16.092213		4.409966		1.6110387		5.7601285		4.648062		2.0594964		1.7389836		3.0620632		4.008291		2.1407676		Yes		Yes		Yes		TA51746_4565		0		0		0		0		0		0		0		TC382946		0		Rep: Endo-beta-1,3-glucanase - Triticum aestivum (Wheat), complete [TC382946]

		A_99_P397857		6.5506396		6.10129		5.95717		6.5300603		6.787727		6.6751904		7.383915		6.9594684		6.6230965		6.9375777		7.432196		7.000356		1.1786107		1.4885423		2.6883945		1.3466809		1.0515058		1.7854497		2.7798867		1.3853936		0.23708725		0.5739002		1.4267449		0.42940807		0.07245684		0.8362875		1.4750261		0.4702959		No		Yes		Yes		TA109909_4565		0		0		0		0		0		0		0		TC396685		0		Rep: Os08g0359900 protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC396685]

		A_99_P180455		5.6967216		6.067674		5.924662		6.049808		4.9110417		4.720713		4.5424294		4.8967757		4.645625		6.0430064		4.704472		5.36865		-1.7239045		-2.5437572		-2.6067147		-2.223808		-2.072104		-1.0172454		-2.3297741		-1.6034263		-0.7856798		-1.346961		-1.3822327		-1.1530323		-1.0510964		-0.02466774		-1.22019		-0.68115807		Yes		No		No		CD912922		0		CD912922		Ta.59783		0		0		0		0		0		0		G550.116E20R010920 G550 Triticum aestivum cDNA clone G550116E20, mRNA sequence [CD912922]

		A_99_P404902		4.8329215		3.909401		3.3667672		5.365618		3.555917		3.4711895		2.2998965		3.6361868		3.966154		3.0365887		2.250801		4.785008		-2.423353		-1.3549235		-2.0948844		-3.315971		-1.8235723		-1.8312291		-2.167401		-1.4954817		-1.2770045		-0.43821144		-1.0668707		-1.7294314		-0.8667674		-0.8728123		-1.1159661		-0.5806103		Yes		No		No		TA111626_4565		0		0		0		0		0		0		0		TC460659		0		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC460659]

		A_99_P083750		2.3910637		2.4082174		1.4479489		2.3464622		6.2987175		9.252699		7.5742393		5.5310388		8.145251		7.0143523		8.005968		5.921444		15.007937		114.91963		69.85494		9.0918665		53.97381		24.35481		94.22377		11.917269		3.9076538		6.8444815		6.1262903		3.1845765		5.7541876		4.606135		6.558019		3.5749817		Yes		Yes		Yes		DR737675		0		DR737675		Ta.31891		0		0		0		0		TC389192		0		FGAS082893 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737675]

		A_99_P293796		3.8617668		3.1444132		2.4128609		2.7689059		7.7164235		5.5004716		8.276989		4.286205		8.380605		5.4076266		8.023675		1.5592731		14.466627		5.1196966		58.247658		2.8625462		22.92481		4.8005958		48.867863		-2.3127875		3.8546567		2.3560584		5.864128		1.5172989		4.518838		2.2632134		5.610814		-1.2096328		Yes		Yes		Yes		TA79877_4565		0		0		Ta.20767		0		0		0		0		TC434432		0		0

		A_99_P239426		11.519931		11.513539		10.38124		10.428087		10.383969		10.162759		9.236713		8.617527		9.987045		10.595383		8.843095		10.371761		-2.19765		-2.5505006		-2.2107356		-3.5077848		-2.8936403		-1.8896992		-2.9042087		-1.0398144		-1.1359615		-1.3507805		-1.1445265		-1.8105602		-1.5328856		-0.9181566		-1.5381451		-0.056325912		Yes		No		No		AK334083		0		AK334083		Ta.23158		543283		LOC543283		phosphoribulokinase		0		TC382324		0		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P433582		2.4653285		3.8580787		3.5871708		1.5485182		3.1035721		5.0484843		6.1109204		3.2581036		4.779209		3.7662213		6.5391097		1.5629964		1.5564332		2.2821689		5.7507477		3.2706683		4.9721875		-1.0657414		7.7378826		1.010086		0.6382437		1.1904056		2.5237496		1.7095854		2.3138807		-0.09185743		2.9519389		0.014478207		Yes		No		No		TC391384		0		0		0		0		0		0		0		TC391384		0		Rep: Os10g0509600 protein - Oryza sativa subsp. japonica (Rice), partial (43%) [TC391384]

		A_99_P290511		11.02753		10.713914		12.102795		12.103736		10.468196		9.311851		9.5037		11.89688		10.854102		9.256076		9.737126		11.86196		-1.4735886		-2.642793		-6.0590615		-1.15417		-1.1277345		-2.7469642		-5.1539135		-1.182447		-0.5593338		-1.4020634		-2.5990944		-0.20685577		-0.17342758		-1.457838		-2.3656683		-0.24177551		Yes		Yes		Yes		TA78944_4565		0		0		Ta.13782		0		0		0		0		TC385108		0		0

		A_99_P144008		9.436641		9.180143		7.9401417		8.619896		9.105775		7.7445474		6.482264		7.716989		8.134877		8.8070755		6.325393		7.9009833		-1.257768		-2.704939		-2.7470396		-1.8698298		-2.4653006		-1.2951039		-3.062582		-1.645941		-0.33086586		-1.435596		-1.4578776		-0.9029069		-1.3017635		-0.37306786		-1.6147485		-0.7189126		Yes		Yes		Yes		CV780908		0		0		Ta.51320		0		0		0		0		TC404664		0		0

		A_99_P303716		1.4074746		2.1453238		2.0188382		1.3984137		2.1442375		2.6113145		6.511493		1.936587		3.6401107		2.4129124		7.1460567		1.4422837		1.6664325		1.3812656		22.512506		1.4521327		4.699919		1.2037941		34.949944		1.0308754		0.7367629		0.46599078		4.492655		0.5381733		2.232636		0.26758862		5.1272182		0.04387009		Yes		Yes		Yes		TA82786_4565		0		0		0		0		0		0		0		TC432136		0		Rep: Integral membrane protein-like - Oryza sativa subsp. japonica (Rice), partial (78%) [TC432136]

		A_99_P297806		5.2436147		4.2048635		6.2224183		6.7394676		5.5687604		4.456633		4.568224		6.275602		4.481275		4.1851563		3.7651253		6.262938		1.2527909		1.1906667		-3.1474738		-1.3792325		-1.6962391		-1.0137538		-5.491853		-1.3913926		0.32514572		0.25176954		-1.6541944		-0.46386576		-0.7623396		-0.019707203		-2.457293		-0.4765296		No		Yes		Yes		TA81036_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P485717		3.0590572		3.6019657		3.4486606		2.7058852		4.5955596		4.6862564		4.1097894		3.4699688		4.9765406		4.315494		4.5529327		3.5528803		2.9009037		2.1203327		1.5813193		1.698291		3.777635		1.6398097		2.1499038		1.7987505		1.5365024		1.0842907		0.66112876		0.7640836		1.9174833		0.7135284		1.1042721		0.8469951		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P064670		6.3095336		6.0838246		6.10778		6.0613704		5.6815414		5.100187		4.5727844		5.7908263		5.625033		5.488708		5.161032		5.2799497		-1.5454127		-1.9774454		-2.8978753		-1.2062626		-1.6071457		-1.5105947		-1.9275227		-1.7188227		-0.62799215		-0.9836378		-1.5349956		-0.27054405		-0.6845007		-0.5951166		-0.9467478		-0.7814207		No		Yes		Yes		BF482306		0		BF482306		Ta.25254		0		0		0		0		TC444029		0		WHE1797_B09_D17ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE1797_B09_D17, mRNA sequence [BF482306]

		A_99_P183447		10.584283		9.083332		7.456566		8.485536		11.109323		11.671367		8.896187		9.182906		11.741837		10.579726		9.314652		8.945371		1.4389732		6.01279		2.712496		1.6215466		2.2307885		2.8213665		3.6252654		1.3753846		0.5250397		2.5880346		1.439621		0.6973705		1.1575537		1.4963942		1.8580866		0.45983505		Yes		Yes		Yes		CA682193		0		CA682193		Ta.60474		0		0		0		0		TC392759		0		wlm24.pk0029.b2 wlm24 Triticum aestivum cDNA clone wlm24.pk0029.b2 5' end, mRNA sequence [CA682193]

		A_99_P204611		10.00417		9.780667		8.328734		8.160245		7.8707585		7.617992		6.81739		7.1144905		7.8165174		8.731753		7.142754		8.544476		-4.387539		-4.477444		-2.8507557		-2.0644457		-4.555638		-2.0689719		-2.2751794		1.3051635		-2.133412		-2.1626754		-1.5113444		-1.0457544		-2.187653		-1.048914		-1.1859803		0.3842306		Yes		No		No		TA52434_4565		0		0		Ta.25166		0		0		0		0		TC395826		0		Rep: 50S ribosomal protein L12-2, chloroplast precursor - Secale cereale (Rye), partial (87%) [TC395826]

		A_99_P167794		5.2439017		6.0260906		4.4747577		7.0874076		10.580579		10.939363		15.58104		10.384011		12.1306715		11.1286545		15.155526		9.048829		40.411026		30.13299		2204.5725		9.825996		118.33801		34.357754		1641.4658		3.8944552		5.336677		4.913272		11.106283		3.2966037		6.88677		5.102564		10.680769		1.9614215		Yes		Yes		Yes		AK336293		0		AK336293		Ta.56895		543287		LOC543287		peroxidase		0		TC372232		0		Triticum aestivum cDNA, clone: SET3_L07, cultivar: Chinese Spring [AK336293]

		A_99_P258591		9.261541		9.757123		9.311133		9.803711		9.38576		10.493848		10.246535		9.711322		9.7405		10.069706		10.439491		9.7314205		1.0899175		1.6663886		1.9124234		-1.0661342		1.3937377		1.2419293		2.1860976		-1.0513846		0.12421894		0.73672485		0.9354019		-0.09238911		0.47895908		0.31258297		1.1283579		-0.07229042		No		Yes		Yes		CJ854668		0		CJ854668		Ta.28641		0		0		0		0		TC384563		0		CJ854668 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal31m11 5', mRNA sequence [CJ854668]

		A_99_P401992		7.6309915		7.824272		5.1019025		4.9379487		8.314635		10.505896		7.8160133		8.126285		8.080314		10.453742		8.556076		8.222009		1.6061914		6.415775		6.5618873		9.115589		1.3653986		6.187986		10.959982		9.740933		0.6836438		2.6816235		2.7141109		3.188336		0.44932222		2.6294699		3.4541736		3.28406		Yes		Yes		Yes		TA110930_4565		0		0		0		0		0		0		0		TC428403		0		0

		A_99_P419187		7.466566		7.728811		8.246113		7.727387		7.1605053		6.4597206		6.7841287		6.2301598		6.342397		6.179146		6.1605544		5.8234067		-1.2363274		-2.4100952		-2.75487		-2.8229961		-2.1797593		-2.9274914		-4.2443933		-3.7424428		-0.3060608		-1.2690902		-1.4619842		-1.4972272		-1.1241689		-1.549665		-2.0855584		-1.9039803		Yes		No		No		DR740403		0		0		Ta.28276		0		0		0		0		TC380139		0		Rep: Zinc finger A20 and AN1 domain-containing stress-associated protein 11 - Oryza sativa subsp. japonica (Rice), partial (70%) [TC380139]

		A_99_P297761		11.019493		11.174886		10.903325		11.638209		10.525544		9.891472		9.911658		11.616864		10.523937		10.139823		9.407093		11.560982		-1.4082944		-2.4341428		-1.988481		-1.0149053		-1.4098638		-2.049203		-2.8210497		-1.0549887		-0.49394894		-1.2834139		-0.9916668		-0.021345139		-0.49555588		-1.0350628		-1.496232		-0.07722759		No		Yes		Yes		TA81025_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P161017		10.270158		9.443326		6.14728		8.505728		9.864369		8.623172		4.228538		8.85756		9.698147		8.895518		3.930547		8.451309		-1.3248128		-1.7655947		-3.7809327		1.2761805		-1.4865943		-1.4618626		-4.648397		-1.0384405		-0.40578842		-0.8201542		-1.9187422		0.3518324		-0.572011		-0.5478077		-2.2167332		-0.054418564		No		Yes		Yes		CV773648		0		CV773648		Ta.55343		0		0		0		0		TC404587		0		FGAS068045 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773648]

		A_99_P340846		2.8025322		3.0448391		2.2248595		2.5967717		2.9156482		3.1185095		2.8497667		3.4892495		3.7067053		3.6628697		3.8635292		3.5546045		1.0815617		1.0523907		1.5421116		1.8563616		1.8714715		1.5347786		3.1137857		1.9423898		0.113116026		0.07367039		0.62490726		0.89247775		0.90417314		0.61803055		1.6386697		0.9578328		Yes		No		No		TA93853_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P209106		10.361838		9.706758		7.7127457		7.6879926		11.144679		11.705081		12.809422		9.640231		11.8313055		12.021119		12.48558		9.1707945		1.7205153		3.9953542		34.21782		3.8697453		2.769196		4.973845		27.33798		2.7949102		0.7828407		1.9983234		5.096676		1.9522386		1.4694672		2.3143616		4.772835		1.4828019		Yes		Yes		Yes		DR738899		0		DR738899		Ta.55686		542775		Chi 1		chitinase 1		0		TC378180		0		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		A_99_P256981		11.045113		11.106397		12.124417		11.452453		10.641999		10.549539		11.267583		11.15375		10.654372		10.500046		10.999339		11.32458		-1.3223585		-1.4710621		-1.8110601		-1.2300375		-1.311066		-1.5224036		-2.1811337		-1.0926812		-0.40311337		-0.55685806		-0.8568344		-0.29870224		-0.3907404		-0.6063509		-1.1250782		-0.12787247		No		Yes		Yes		CJ654701		0		CJ654701		Ta.62661		0		0		0		0		TC371995		0		CJ654701 Y.Ogihara unpublished cDNA library Wh_GCPCDAM Triticum aestivum cDNA clone whgc18p03 5', mRNA sequence [CJ654701]

		A_99_P196383		1.9435176		1.2946229		1.477619		3.3055956		3.3180685		4.2362046		4.586346		3.1100519		3.5595493		3.019244		5.1232905		2.4467525		2.592872		7.6825314		8.626211		-1.1451557		3.0653074		3.304933		12.515738		-1.8135834		1.3745509		2.9415817		3.108727		-0.19554377		1.6160318		1.724621		3.6456714		-0.8588431		Yes		Yes		Yes		TA92117_4565		0		0		0		0		0		0		0		TC424919		0		Rep: Os03g0335200 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC424919]

		A_99_P342571		9.210027		8.984427		9.980884		9.099753		8.949054		8.327685		8.680545		8.612476		8.739212		8.4482355		8.770344		8.650367		-1.1982865		-1.5765185		-2.462867		-1.4017966		-1.3858919		-1.4501398		-2.3142421		-1.3654596		-0.26097298		-0.6567421		-1.3003387		-0.48727703		-0.4708147		-0.53619194		-1.2105398		-0.4493866		No		Yes		Yes		TA94394_4565		0		0		0		0		0		0		0		TC414158		0		0

		A_99_P505742		6.8151383		7.415823		6.7364755		7.3419795		7.3547077		8.368858		8.230985		7.7537074		7.5600953		8.272463		8.330909		7.6730247		1.4535385		1.9359415		2.8176827		1.3302782		1.6759243		1.8108159		3.0197587		1.2579243		0.5395694		0.95303535		1.4945092		0.4117279		0.744957		0.85663986		1.5944333		0.33104515		No		Yes		Yes		CV780442		0		CV780442		Ta.36441		0		0		0		0		TC402113		0		FGAS074852 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV780442]

		A_99_P157982		6.5267696		6.4256916		6.892151		6.5174804		5.892643		5.4107246		5.6990147		5.168899		5.221923		5.24514		5.1634574		5.06674		-1.551998		-2.0208566		-2.2864926		-2.5466158		-2.4705749		-2.2666342		-3.3142755		-2.7334828		-0.63412666		-1.014967		-1.1931362		-1.3485813		-1.3048468		-1.1805515		-1.7286935		-1.4507403		Yes		No		No		CK211417		0		CK211417		Ta.54670		778381		LOC778381		histidine-containing phosphotransfer protein		0		0		0		FGAS023260 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK211417]

		A_99_P162717		6.662536		7.837561		7.1163354		7.7152543		5.98865		6.049997		5.5914674		6.0108256		6.0935864		6.2767463		5.690855		6.229727		-1.5953647		-3.4523153		-2.8776038		-3.2589984		-1.4834433		-2.9502044		-2.6860392		-2.8001955		-0.6738863		-1.7875643		-1.524868		-1.7044287		-0.5689497		-1.5608149		-1.4254804		-1.4855275		Yes		Yes		Yes		TA54541_4565		0		0		Ta.54781		0		0		0		0		TC429902		0		Rep: Cellulose synthase-7 - Zea mays (Maize), partial (39%) [TC429902]

		A_99_P141723		8.013204		7.658156		6.0680814		7.7677474		8.146572		8.0807085		7.7576804		8.012606		8.333892		7.9306893		7.8659616		7.964039		1.0968517		1.3402969		3.2256703		1.1849763		1.2489262		1.2079271		3.4770894		1.1457493		0.13336849		0.4225526		1.689599		0.24485826		0.32068825		0.27253342		1.7978802		0.19629145		No		Yes		Yes		CJ779165		0		CJ779165		Ta.50720		0		0		0		0		TC382961		0		CJ779165 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl28a12 5', mRNA sequence [CJ779165]

		A_99_P034454		3.4175203		3.0409145		2.9568837		3.602973		6.8687687		9.38704		8.609186		5.3760185		8.814303		7.9405894		9.54326		5.9257197		10.937782		81.35311		50.293594		3.4177468		42.1302		29.850328		96.09412		5.002838		3.4512484		6.3461256		5.6523027		1.7730455		5.396783		4.899675		6.586376		2.3227468		Yes		Yes		Yes		BM138011		0		BM138011		Ta.12795		0		0		0		0		0		0		WHE0479_F12_K23ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0479_F12_K23, mRNA sequence [BM138011]

		A_99_P257386		10.889923		11.08239		10.78944		11.395091		10.242442		9.921306		9.633581		10.654205		10.217675		10.640082		9.899915		11.059242		-1.5664307		-2.2362542		-2.2281694		-1.6712016		-1.593554		-1.3587759		-1.8525666		-1.2621198		-0.64748096		-1.1610842		-1.155859		-0.74088573		-0.6722479		-0.44230747		-0.8895254		-0.3358488		No		Yes		Yes		AK332057		0		AK332057		Ta.4151		0		0		0		0		TC416309		0		Triticum aestivum cDNA, clone: WT003_A15, cultivar: Chinese Spring [AK332057]

		A_99_P326436		5.706426		2.1950862		3.2846992		1.8945837		7.51652		4.802492		8.3750305		6.828262		7.8421516		5.306104		7.736723		3.0186672		3.5066512		6.0940695		34.06766		30.562235		4.394581		8.63992		21.887321		2.1796305		1.8100939		2.607406		5.090331		4.933678		2.1357255		3.111018		4.4520235		1.1240835		Yes		Yes		Yes		TA89479_4565		0		0		0		0		0		0		0		TC417930		0		0

		A_99_P154267		8.013522		8.382922		9.128036		8.527926		7.3423753		7.256333		7.916326		8.033478		6.7134213		7.8938203		7.7688174		8.31019		-1.5923383		-2.1834195		-2.3161192		-1.4087822		-2.462461		-1.4035709		-2.5654612		-1.1629074		-0.67114687		-1.1265893		-1.2117095		-0.49444866		-1.3001008		-0.4891019		-1.3592181		-0.21773624		No		Yes		Yes		CJ949179		0		CJ949179		Ta.53776		0		0		0		0		TC441782		0		CJ949179 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul25b10 5', mRNA sequence [CJ949179]

		A_99_P424247		1.7609628		2.6612508		1.2410264		1.3062428		2.9542682		5.060431		10.810374		7.918436		4.9025493		6.847246		10.170733		4.549832		2.2867606		5.275033		759.7323		97.82919		8.824939		18.201622		487.65146		9.471474		1.1933054		2.3991802		9.569347		6.612193		3.1415863		4.185995		8.929707		3.243589		Yes		Yes		Yes		CK207575		0		0		Ta.21342		0		0		0		0		TC384116		0		Rep: Chitinase 3 - Triticum aestivum (Wheat), partial (60%) [TC384116]

		A_99_P003866		1.6443332		4.0379577		2.9186995		3.969504		3.905077		5.8373094		5.935312		4.998429		4.278739		4.6074195		5.637345		5.4811206		4.792384		3.4806378		8.09265		2.0405028		6.2091923		1.4839699		6.5825443		2.8512933		2.2607436		1.7993517		3.0166123		1.0289247		2.6344056		0.5694618		2.7186453		1.5116165		Yes		No		No		BE444504		0		BE444504		Ta.1746		0		0		0		0		TC440969		0		WHE1125_D07_G13ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1125_D07_G13, mRNA sequence [BE444504]

		A_99_P435062		8.588638		8.702484		8.96695		9.707038		8.469887		7.2149444		8.122535		8.625627		7.5305057		7.837967		7.704138		9.295267		-1.0857948		-2.8041039		-1.7955374		-2.1161053		-2.0822346		-1.8207303		-2.399631		-1.3303177		-0.118751526		-1.4875398		-0.84441566		-1.0814114		-1.0581326		-0.8645172		-1.2628126		-0.41177082		No		Yes		Yes		CD920907		0		0		Ta.38988		0		0		0		0		TC392558		0		Rep: Auxin response factor 17 - Oryza sativa subsp. indica (Rice), partial (12%) [TC392558]

		A_99_P612492		9.255931		9.544737		9.054034		9.924008		10.444581		11.9174		11.730899		9.291945		10.781756		11.060489		11.596005		9.264373		2.2793937		5.1789637		6.3946466		-1.5497794		2.8795142		2.859478		5.823842		-1.5796835		1.1886501		2.3726635		2.6768646		-0.6320629		1.5258255		1.5157518		2.5419712		-0.65963554		Yes		Yes		Yes		AY836753		0		AY836753		Ta.54128		606330		LOC606330		calreticulin-like protein		0		TC443593		0		Triticum aestivum calreticulin-like protein mRNA, complete cds [AY836753]

		A_99_P427147		6.617932		5.935929		5.671042		6.1255684		6.97159		7.518572		6.411569		5.661888		7.976443		7.024135		6.6323433		5.8618712		1.2777966		2.9951806		1.6707863		-1.3790553		2.564204		2.1260953		1.9470654		-1.2005514		0.3536582		1.582643		0.74052715		-0.46368027		1.358511		1.0882063		0.9613013		-0.26369715		No		Yes		Yes		TC386247		0		0		0		0		0		0		0		TC386247		0		0

		A_99_P493177		6.108166		6.7484264		7.946775		7.526195		6.261248		6.1066422		6.7963386		7.52601		5.852614		6.5895343		7.1955132		7.384854		1.1119423		-1.5602576		-2.2198102		-1.0001283		-1.1937927		-1.1164294		-1.6832643		-1.10293		0.1530819		-0.6417842		-1.1504364		-1.85E-04		-0.2555523		-0.15889215		-0.7512617		-0.14134121		No		Yes		Yes		TC428717		0		0		0		0		0		0		0		TC428717		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (6%) [TC428717]

		A_99_P345151		10.0659275		10.91956		9.559655		11.186803		9.79786		9.882838		8.821481		10.76585		9.237441		9.944245		8.716605		10.78558		-1.2041936		-2.051561		-1.6680638		-1.3388114		-1.7758213		-1.9660705		-1.7938385		-1.3206271		-0.26806736		-1.0367222		-0.73817444		-0.4209528		-0.82848644		-0.9753151		-0.84305		-0.40122318		No		Yes		Yes		TA95225_4565		0		0		0		0		0		0		0		TC417753		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC417753]

		A_99_P487442		3.22665		3.328617		1.9521924		3.0083106		3.846543		4.3788886		4.1617618		4.2027917		4.9409266		4.174808		4.193642		3.378885		1.5367613		2.0709195		4.6253724		2.288625		3.2813206		1.7977482		4.72872		1.2928675		0.6198931		1.0502715		2.2095695		1.1944811		1.7142766		0.8461909		2.2414498		0.37057447		Yes		No		No		CD891213		0		0		Ta.45917		0		0		0		0		TC425944		0		Rep: Predicted membrane protein - Prochlorococcus marinus str. MIT 9211, partial (6%) [TC425944]

		A_99_P311321		1.3724779		1.386807		1.87179		2.000451		3.9204998		9.002711		9.96371		7.4004846		6.9045963		7.3889623		10.233498		7.411799		5.848318		196.16235		272.8416		42.22523		46.27363		64.09568		328.94617		42.55769		2.5480218		7.6159043		8.09192		5.4000335		5.5321183		6.0021553		8.361708		5.411348		Yes		Yes		Yes		TA85036_4565		0		0		Ta.40545		0		0		0		0		0		0		0

		A_99_P138590		11.913174		11.24418		12.672881		13.582469		12.10789		11.878433		14.649589		13.137821		12.81083		11.552808		15.185178		13.038864		1.1444992		1.5521344		3.935938		-1.3609818		1.8630371		1.2385293		5.705276		-1.4576101		0.19471645		0.6342535		1.9767075		-0.4446478		0.89765644		0.30862808		2.5122967		-0.54360485		No		Yes		Yes		AK335462		0		AK335462		Ta.49788		0		0		0		0		TC371165		0		Triticum aestivum cDNA, clone: WT012_P10, cultivar: Chinese Spring [AK335462]

		A_99_P498457		8.029766		8.624964		10.031838		9.325501		7.9954376		10.059955		11.697398		10.602821		10.154017		8.35551		11.430028		10.366986		-1.02408		2.7038045		3.172367		2.4238827		4.359768		-1.2053516		2.6357062		2.058345		-0.03432846		1.4349909		1.6655598		1.2773199		2.1242514		-0.269454		1.3981895		1.0414848		Yes		No		No		AK333639		0		AK333639		Ta.9399		0		0		0		0		TC431053		0		Triticum aestivum cDNA, clone: WT006_P14, cultivar: Chinese Spring [AK333639]

		A_99_P266486		10.382726		10.047565		10.664471		11.490911		10.337784		9.20749		10.437795		11.2035475		9.505034		9.607468		9.548488		11.486445		-1.0316416		-1.7901438		-1.1701359		-1.2204076		-1.8374325		-1.3566962		-2.1674263		-1.0030998		-0.044941902		-0.8400755		-0.22667599		-0.28736305		-0.87769127		-0.4400978		-1.115983		-0.004465103		No		Yes		Yes		TA71842_4565		0		0		Ta.3214		0		0		0		0		TC397207		0		Rep: Os04g0629500 protein - Oryza sativa subsp. japonica (Rice), partial (88%) [TC397207]

		A_99_P200406		5.2153597		4.745795		4.576685		4.741743		6.7543483		7.985167		7.214702		5.063174		8.141141		6.9258714		7.718342		5.0596013		2.9059072		9.443831		6.224756		1.249569		7.5988507		4.531776		8.825371		1.2464787		1.5389886		3.2393723		2.6380172		0.32143068		2.9257812		2.1800766		3.1416569		0.31785822		Yes		Yes		Yes		TA51063_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P529747		4.5997605		4.178219		5.191941		4.263762		5.734239		6.9295707		6.242821		4.8994546		7.1229424		5.899855		6.8482604		4.774847		2.195392		6.7334776		2.0717938		1.5536834		5.7484856		3.2981026		3.1521137		1.4251217		1.1344786		2.7513518		1.0508804		0.6356926		2.523182		1.7216363		1.6563196		0.51108503		Yes		Yes		Yes		AK334688		0		AK334688		Ta.67678		100271911		BaxI.1		BAX inhibitor 1		0		TC444425		0		Triticum aestivum cDNA, clone: WT010_L13, cultivar: Chinese Spring [AK334688]

		A_99_P536057		3.374527		2.7647963		1.8915406		3.8286088		2.948555		2.0553055		3.3057282		4.76146		2.9013577		2.7325327		3.4671304		4.917942		-1.3434774		-1.6352268		2.665096		1.909045		-1.3881556		-1.0226153		2.9805732		2.1277568		-0.42597198		-0.7094908		1.4141876		0.9328511		-0.47316933		-0.032263517		1.5755898		1.0893333		No		Yes		Yes		TA69841_4565		0		0		Ta.6019		0		0		0		0		TC446963		0		0

		A_99_P000246		4.084089		3.8997524		4.4577403		4.5069833		3.5995667		2.6748316		2.8446445		3.2191772		2.652714		2.4269516		2.4323018		2.4848993		-1.3991224		-2.3374262		-3.0590756		-2.4415648		-2.697036		-2.775602		-4.071156		-4.061701		-0.4845221		-1.2249207		-1.6130958		-1.287806		-1.4313748		-1.4728007		-2.0254385		-2.022084		Yes		No		No		AF002820		0		AF002820		Ta.164		542815		wSBE I-D2		starch branching enzyme I		0		NP234380		0		Triticum aestivum starch branching enzyme I (wSBE I-D2) mRNA, complete cds [AF002820]

		A_99_P315746		13.290666		13.774196		13.691045		13.638345		12.635312		12.64494		11.993825		13.06805		12.836632		12.761047		12.241063		13.206714		-1.5750018		-2.187458		-3.2427547		-1.4848266		-1.3698652		-2.0183108		-2.732046		-1.3487576		-0.65535355		-1.1292553		-1.6972198		-0.5702944		-0.45403385		-1.0131483		-1.4499817		-0.4316311		Yes		Yes		Yes		TA86305_4565		0		0		0		0		0		0		0		TC429443		0		0

		A_99_P561122		8.212158		7.9809384		8.576366		7.851336		8.627026		9.389832		8.867729		8.030716		9.228504		8.453429		8.863914		7.9942627		1.3331761		2.6553335		1.2237958		1.132397		2.0227892		1.3875029		1.2205633		1.1041428		0.4148674		1.4088931		0.29136276		0.17937994		1.016346		0.4724908		0.2875471		0.1429267		No		Yes		Yes		CA653202		0		0		0		0		0		0		0		TC456524		0		Rep: Sperm histone - Gallus gallus (Chicken), partial (31%) [TC456524]

		A_99_P502642		4.528074		3.5451238		3.979006		4.908088		5.1270823		5.0610147		4.765678		5.701633		5.426558		5.6120205		5.209407		6.14741		1.5146753		2.8597536		1.7250903		1.7333281		1.8641064		4.1898446		2.3463216		2.3608751		0.59900856		1.5158908		0.7866719		0.79354477		0.89848423		2.0668967		1.2304008		1.2393217		Yes		Yes		Yes		TC432857		0		0		0		0		0		0		0		TC432857		GO:0000786(nucleosome)|GO:0003677(DNA binding)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)		Rep: Cys2/His2 zinc-finger transcription factor - Silene latifolia (White campion) (Bladder campion), partial (9%) [TC432857]

		A_99_P469182		10.917556		10.890508		6.6099257		10.352909		12.000561		10.303662		9.888569		10.857517		10.078107		10.117084		7.301895		10.509973		2.118444		-1.501959		9.704428		1.418738		-1.7893665		-1.709322		1.6154873		1.1150153		1.083005		-0.5868454		3.2786431		0.50460815		-0.8394489		-0.77342415		0.6919694		0.15706348		No		Yes		Yes		AK331977		0		AK331977		Ta.22759		0		0		0		0		TC416087		0		Triticum aestivum cDNA, clone: WT002_N12, cultivar: Chinese Spring [AK331977]

		A_99_P129530		6.685641		6.3982377		6.4127674		6.313605		7.2367043		7.9366055		7.1120067		6.4752426		7.9591613		7.183721		7.6708074		6.516687		1.4651654		2.904657		1.6236484		1.1185563		2.4175076		1.7236698		2.3917058		1.151155		0.55106354		1.5383677		0.69923925		0.16163778		1.2735205		0.78548336		1.25804		0.20308208		No		Yes		Yes		AW448132		0		AW448132		Ta.47135		0		0		0		0		TC393045		0		BRY_1726 BRY Triticum aestivum cDNA clone P46-11G, mRNA sequence [AW448132]

		A_99_P483032		5.55719		6.2069206		6.9495597		5.766503		5.045444		4.5943584		5.089017		5.106368		5.053103		5.3078265		5.387894		5.425747		-1.4257746		-3.0579443		-3.6314425		-1.5802302		-1.4182255		-1.8648946		-2.9519444		-1.26642		-0.5117459		-1.6125622		-1.8605428		-0.6601348		-0.504087		-0.8990941		-1.5616655		-0.34075594		Yes		Yes		Yes		TC423652		0		0		0		0		0		0		0		TC423652		0		Rep: Undecaprenyl pyrophosphate synthetase - Granulobacter bethesdensis (strain ATCC BAA-1260 / CGDNIH1), partial (5%) [TC423652]

		A_99_P330931		3.9649963		3.910063		4.816404		4.247903		5.565042		4.9678316		5.1082854		4.593146		6.0582523		5.3892264		5.5789742		4.4001656		3.0315292		2.0817091		1.2242359		1.2703649		4.2671003		2.7878702		1.6965106		1.1113111		1.6000457		1.0577686		0.29188156		0.34524298		2.093256		1.4791634		0.7625704		0.15226269		Yes		No		No		TA90827_4565		0		0		0		0		0		0		0		TC376524		0		Rep: Extra-large G-protein-like - Oryza sativa subsp. japonica (Rice), partial (21%) [TC376524]

		A_99_P456582		10.507713		11.241082		10.679931		11.657615		9.880901		10.028305		9.810845		10.750525		9.950777		10.275737		9.630604		10.932092		-1.544149		-2.317834		-1.8265045		-1.8752582		-1.4711417		-1.9525309		-2.069564		-1.6535		-0.626812		-1.2127771		-0.8690853		-0.90708923		-0.55693626		-0.9653454		-1.0493269		-0.725523		No		Yes		Yes		TA68562_4565		0		0		0		0		0		0		0		TC408162		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (3%) [TC408162]

		A_99_P291461		6.3796525		6.2454133		6.333263		5.848175		6.6557465		6.5705643		7.6665215		5.855616		7.388893		6.6037183		7.6317215		5.8923874		1.210912		1.2527956		2.5197117		1.0051711		2.0128512		1.2819189		2.4596593		1.0311201		0.27609396		0.32515097		1.3332586		0.007441044		1.0092406		0.35830498		1.2984586		0.04421234		No		Yes		Yes		TA79223_4565		0		0		0		0		0		0		0		TC378634		0		0

		A_99_P444502		8.571381		7.9286766		7.1769104		7.1080413		8.002753		7.447592		6.086716		6.758473		7.835078		7.605222		5.7466717		7.2133985		-1.4831119		-1.3957928		-2.129027		-1.2741793		-1.6659012		-1.2513231		-2.6949131		1.0757607		-0.56862736		-0.48108482		-1.0901942		-0.34956837		-0.73630285		-0.32345438		-1.4302387		0.10535717		No		Yes		Yes		TC399744		0		0		0		0		0		0		0		TC399744		0		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (4%) [TC399744]

		A_99_P280431		12.661626		12.554688		11.393161		11.4239435		11.83496		11.544304		10.282977		10.513858		11.775898		12.00595		10.47282		10.791863		-1.7735819		-2.014448		-2.1587315		-1.8791571		-1.8476967		-1.462806		-1.8925619		-1.5497979		-0.8266659		-1.0103846		-1.1101837		-0.9100857		-0.8857279		-0.5487385		-0.92034054		-0.6320801		No		Yes		Yes		TA76003_4565		0		0		Ta.12815		0		0		0		0		TC445942		0		0

		A_99_P225401		5.5404305		4.665835		4.997169		5.4181046		9.273367		9.302666		13.581685		9.474304		10.55581		10.463062		13.082347		8.674867		13.296147		24.878555		383.88132		16.635572		32.342953		55.608265		271.56964		9.558352		3.7329364		4.636831		8.584517		4.0561996		5.0153794		5.7972274		8.085178		3.256762		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC382719		0		T.aestivum pox2 gene [X85228]

		A_99_P231011		7.452347		6.9451623		9.435161		9.321464		7.1739106		6.612594		7.9259963		8.785168		7.212198		6.914843		7.6604247		8.412048		-1.2128794		-1.259253		-2.846451		-1.4502442		-1.1811147		-1.0212381		-3.4217536		-1.878284		-0.27843618		-0.33256817		-1.5091643		-0.5362959		-0.24014902		-0.030319214		-1.7747359		-0.90941525		No		Yes		Yes		TA61829_4565		0		0		Ta.54689		0		0		0		0		TC385834		0		0

		A_99_P236656		15.100001		15.236051		14.630288		14.059819		14.221524		14.296565		13.433694		12.787395		14.08062		14.629161		13.287453		14.231717		-1.8384336		-1.9178442		-2.2919796		-2.4156723		-2.0270498		-1.5229723		-2.5364935		1.1265395		-0.8784771		-0.93948555		-1.1965942		-1.2724247		-1.0193815		-0.6068897		-1.3428354		0.17189789		Yes		No		No		TA63511_4565		0		0		Ta.35387		0		0		0		0		TC439847		0		0

		A_99_P180205		7.0875053		6.9319634		5.9209867		6.879026		6.707272		6.0391636		4.3733196		5.904901		7.40983		6.10304		4.823874		6.215122		-1.3015523		-1.8567761		-2.92344		-1.9644493		1.2503437		-1.7763591		-2.1392612		-1.5843638		-0.3802333		-0.89279985		-1.547667		-0.9741249		0.32232475		-0.8289232		-1.0971127		-0.6639037		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P358671		9.544184		9.332673		9.088889		9.104573		9.847793		9.99092		10.13096		9.331176		10.324589		9.746537		10.111693		8.89046		1.234228		1.5781639		2.059182		1.1700763		1.717613		1.3322494		2.0318646		-1.1599907		0.3036089		0.658247		1.0420713		0.22660255		0.78040504		0.41386414		1.0228043		-0.21411324		No		Yes		Yes		TA99555_4565		0		0		0		0		0		0		0		TC434078		0		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC434078]

		A_99_P275851		10.02465		9.509835		8.410881		8.495259		8.517905		8.257909		7.797999		7.6106205		8.555816		8.995158		7.843128		8.58302		-2.8416805		-2.3815923		-1.5293113		-1.8463023		-2.7679808		-1.4286743		-1.482213		1.0627196		-1.5067444		-1.2519264		-0.61288214		-0.8846388		-1.4688339		-0.51467705		-0.56775284		0.087760925		Yes		No		No		TA74688_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P059030		3.1207945		3.1255548		3.380689		3.3089378		3.0400035		4.0532475		4.1866374		4.574854		3.5229588		4.4331565		4.5029106		4.532712		-1.0575978		1.9022312		1.7482948		2.4047987		1.3214889		2.475297		2.1768193		2.3355691		-0.080791		0.92769265		0.8059485		1.2659161		0.40216422		1.3076017		1.1222217		1.2237742		Yes		No		No		CA700635		0		CA700635		Ta.21755		0		0		0		0		0		0		wkm1c.pk006.j1 wkm1c Triticum aestivum cDNA clone wkm1c.pk006.j1 5' end, mRNA sequence [CA700635]

		A_99_P039594		10.638744		9.8933935		8.490816		8.552819		8.665603		8.0801		7.693117		7.8559055		8.820954		9.207149		8.029844		8.800965		-3.9262218		-3.5144367		-1.7383264		-1.6210333		-3.5254076		-1.60909		-1.3764688		1.1876799		-1.9731417		-1.8132935		-0.797699		-0.6969137		-1.81779		-0.68624496		-0.46097183		0.24814606		Yes		No		No		CV779475		0		CV779475		Ta.14784		0		0		0		0		TC394045		0		FGAS073884 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779475]

		A_99_P536197		5.812565		5.314358		4.6172466		5.012197		6.396337		6.517128		5.6115813		5.516381		6.781601		6.008681		5.8834286		5.7332344		1.498763		2.3018117		1.9921616		1.4183207		1.9575323		1.6181245		2.4052417		1.6483669		0.5837722		1.2027698		0.9943347		0.50418377		0.9690361		0.6943226		1.266182		0.7210374		No		Yes		Yes		TC447028		0		0		0		0		0		0		0		TC447028		0		0

		A_99_P528037		6.715277		6.594785		7.279953		7.1019263		6.327866		5.805494		5.7949777		6.7864		6.269804		6.3877506		6.26895		6.9123187		-1.3080441		-1.7282254		-2.7991238		-1.2444657		-1.3617607		-1.1543131		-2.0153117		-1.1404535		-0.38741112		-0.7892914		-1.4849753		-0.3155265		-0.4454732		-0.20703459		-1.011003		-0.18960762		No		Yes		Yes		TC443749		0		0		0		0		0		0		0		TC443749		0		Rep: Helicase domain protein - Opitutaceae bacterium TAV2, partial (11%) [TC443749]

		A_99_P439782		9.321443		7.3521285		5.0313754		7.633967		8.881706		7.480058		6.3299026		7.738106		8.829937		7.295063		6.278883		7.7482495		-1.3563565		1.0927244		2.4597764		1.0748526		-1.4059113		-1.0403475		2.3743088		1.0824367		-0.43973637		0.12792969		1.2985272		0.10413885		-0.49150562		-0.057065487		1.2475076		0.11428261		No		Yes		Yes		CK207493		0		0		0		0		0		0		0		TC396195		0		Rep: Small tumor anitgen t-ag - Simian virus 40 (SV40), partial (13%) [TC435037]

		A_99_P462407		1.5805336		2.1817067		1.8994776		2.63193		1.232798		3.0061524		2.864811		3.1851797		3.4882956		3.7307265		3.6462224		2.625489		-1.2725618		1.7708546		1.9525146		1.4673872		3.7522655		2.9261827		3.3560047		-1.0044746		-0.34773564		0.8244457		0.96533334		0.5532496		1.9077619		1.5490198		1.7467448		-0.0064411163		Yes		No		No		CD890446		0		0		Ta.10082		0		0		0		0		TC412106		0		0

		A_99_P494042		10.198411		9.522285		8.8340845		9.086722		10.81062		11.354426		10.148152		9.130994		11.696782		11.00238		10.580341		9.194413		1.5285983		3.5606508		2.4864163		1.0311624		2.8252356		2.789671		3.3548698		1.0775023		0.6122093		1.8321409		1.3140678		0.04427147		1.4983711		1.4800949		1.7462568		0.10769081		Yes		Yes		Yes		TC429076		0		0		0		0		0		0		0		TC429076		GO:0005575(cellular_component)		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC429076]

		A_99_P407717		5.4816246		5.362757		4.032883		2.8504765		7.620501		7.4771156		6.9257464		5.041305		9.499554		6.6409736		7.316871		4.7208905		4.404189		4.329974		7.427431		4.565676		16.20008		2.4253893		9.740447		3.656375		2.1388764		2.1143584		2.8928633		2.1908286		4.017929		1.2782164		3.283988		1.870414		Yes		Yes		Yes		TC369813		0		0		0		0		0		0		0		TC369813		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Probable glutathione S-transferase GSTF1 - Oryza sativa subsp. japonica (Rice), partial (69%) [TC369813]

		A_99_P574047		4.06805		3.5468512		2.5450022		2.381199		4.715507		4.8771405		3.6321905		3.7000191		5.5035567		4.4587827		3.9827087		3.1208696		1.5664048		2.5145311		2.1245956		2.4946203		2.7047718		1.881563		2.7088988		1.6697947		0.6474571		1.3302894		1.0871882		1.3188202		1.4355068		0.9119315		1.4377065		0.73967075		Yes		No		No		AK336082		0		AK336082		Ta.9776		0		0		0		0		TC461208		0		Triticum aestivum cDNA, clone: SET3_D01, cultivar: Chinese Spring [AK336082]

		A_99_P181175		6.671436		5.9470677		4.879822		6.234232		7.145952		7.9055123		6.1042714		6.190697		7.473675		7.301375		5.997322		6.512867		1.3894523		3.8864274		2.336663		-1.030636		1.7438053		2.5567431		2.169707		1.2130467		0.4745164		1.9584446		1.2244496		-0.043534756		0.80223894		1.3543072		1.1175003		0.27863503		No		Yes		Yes		CA653269		0		CA653269		Ta.59939		0		0		0		0		TC385034		0		wre1n.pk168.a12 wre1n Triticum aestivum cDNA clone wre1n.pk168.a12 5' end, mRNA sequence [CA653269]

		A_99_P424332		11.881701		12.464946		11.810463		12.537137		11.253236		11.188777		10.774892		11.262428		11.37119		11.504491		10.884624		11.512349		-1.54592		-2.4219496		-2.0499249		-2.4194996		-1.4245551		-1.9459234		-1.8997893		-2.0346603		-0.62846565		-1.2761688		-1.0355711		-1.2747087		-0.5105114		-0.96045494		-0.9258394		-1.0247879		Yes		Yes		Yes		CK207368		0		0		Ta.54781		0		0		0		0		TC384186		0		Rep: Cellulose synthase BoCesA7 - Bambusa oldhamii (Giant timber bamboo), partial (20%) [TC384186]

		A_99_P326576		7.7467		8.204793		8.405818		8.11981		8.893538		10.335521		9.441551		8.761916		10.025742		9.499779		9.796892		8.598712		2.2142816		4.3793836		2.0501554		1.5606056		4.8535547		2.4537458		2.6227388		1.3936825		1.1468387		2.1307278		1.0357332		0.64210606		2.2790418		1.2949858		1.3910742		0.47890186		Yes		Yes		Yes		CK217796		0		CK217796		Ta.989		0		0		0		0		TC420492		0		FGAS029798 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217796]

		A_99_P239411		11.632793		12.486016		11.612653		11.676587		10.034305		11.293923		10.696027		10.2712965		9.940867		11.668892		10.111407		11.604032		-3.0282595		-2.2848396		-1.8876954		-2.6487112		-3.2308774		-1.7618906		-2.83087		-1.0515778		-1.5984888		-1.1920929		-0.916626		-1.4052906		-1.691926		-0.81712437		-1.5012455		-0.07255554		Yes		No		No		TA64275_4565		0		0		Ta.32936		0		0		0		0		TC374498		0		0

		A_99_P263401		11.08072		11.30041		10.546708		10.377643		9.633286		9.965656		9.110181		9.02287		9.27724		10.576409		8.760514		10.37233		-2.7272246		-2.5223246		-2.7066855		-2.5575678		-3.4906123		-1.6517564		-3.4490376		-1.0036894		-1.4474335		-1.334754		-1.4365273		-1.3547726		-1.8034801		-0.72400093		-1.7861938		-0.0053129196		Yes		No		No		TA70959_4565		0		0		0		0		0		0		0		TC434518		0		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC434518]

		A_99_P253856		10.977719		11.095062		11.002518		11.006335		10.602345		10.53521		10.049673		11.138164		10.694763		10.547782		9.917528		11.17907		-1.2971756		-1.4741186		-1.9356855		1.0956813		-1.2166854		-1.4613283		-2.12136		1.1271936		-0.37537384		-0.5598526		-0.9528446		0.13182831		-0.28295612		-0.5472803		-1.0849895		0.17273521		No		Yes		Yes		BT009476		0		BT009476		Ta.27148		0		0		0		0		TC398903		0		Triticum aestivum clone wr1.pk0033.c11:fis, full insert mRNA sequence [BT009476]

		A_99_P452302		9.222416		9.667294		10.365555		11.016174		8.87506		8.361249		9.309283		9.49128		8.841716		8.847148		9.257611		10.368741		-1.2722268		-2.472627		-2.0795503		-2.8776572		-1.3019736		-1.7655842		-2.155382		-1.566379		-0.34735584		-1.3060446		-1.0562716		-1.5248947		-0.3807001		-0.8201456		-1.1079435		-0.6474333		Yes		No		No		TC405303		0		0		0		0		0		0		0		TC405303		0		Rep: Mitogen-activated protein kinase 7 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC405303]

		A_99_P132845		1.2433308		1.3880874		2.1672466		1.7865729		5.1468573		8.561242		8.203296		4.7578187		8.252143		6.275152		9.070337		4.3008094		14.965061		144.32274		65.61932		7.842131		128.78421		29.590557		119.68433		5.712952		3.9035263		7.173155		6.036049		2.9712458		7.008812		4.887065		6.9030905		2.5142365		Yes		Yes		Yes		CJ628070		0		CJ628070		Ta.48117		0		0		0		0		0		0		CJ628070 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs14b05 5', mRNA sequence [CJ628070]

		A_99_P448672		5.495846		5.820596		5.414145		5.370491		5.7578406		6.529802		6.6960526		6.0987563		5.8809733		6.1370163		6.9394536		6.0801377		1.1991357		1.6349037		2.4316027		1.6566459		1.3059752		1.2452368		2.8784828		1.6354036		0.26199484		0.7092056		1.2819076		0.7282653		0.38512754		0.31642008		1.5253086		0.7096467		No		Yes		Yes		DR736908		0		DR736908		Ta.54800		0		0		0		0		TC402418		0		FGAS082278 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736908]

		A_99_P223091		7.408507		7.428394		7.586506		7.5984797		8.812488		10.850804		9.265413		7.80068		9.345534		9.993331		9.727618		7.8437896		2.6463075		10.721319		3.2018538		1.1504517		3.8291588		5.917292		4.4110203		1.1853473		1.4039807		3.4224105		1.6789074		0.20220041		1.9370275		2.564937		2.1411123		0.24530983		Yes		Yes		Yes		TA59357_4565		0		0		0		0		0		0		0		TC450692		0		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (26%) [TC450692]

		A_99_P568507		7.004095		6.844698		6.2994466		6.1761374		7.8037066		8.657936		8.504944		6.999733		8.4156275		7.866095		8.479828		7.1757984		1.7406324		3.514302		4.6123347		1.7698113		2.6601958		2.0298839		4.5327334		1.9995301		0.79961157		1.8132381		2.2054973		0.8235955		1.4115324		1.0213971		2.1803813		0.99966097		Yes		Yes		Yes		TC459303		0		0		0		0		0		0		0		TC459303		0		0

		A_99_P183952		3.948246		5.5355797		6.7806983		3.648034		4.2357135		6.0768123		6.543398		5.945877		6.595713		6.4036484		7.3741627		5.091904		1.2204959		1.4552152		-1.1787848		4.91722		6.2656627		1.8252178		1.5088657		2.7204967		0.28746748		0.5412326		-0.2373004		2.297843		2.6474671		0.8680687		0.5934644		1.4438701		Yes		No		No		CK208047		0		CK208047		Ta.60586		0		0		0		0		TC378720		0		FGAS019725 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208047]

		A_99_P446452		9.086883		9.198951		9.351221		8.926746		8.87253		8.61895		8.072045		8.529899		8.992345		8.835038		8.30951		8.79684		-1.1601832		-1.4948502		-2.4270027		-1.316628		-1.0677233		-1.2869112		-2.0586674		-1.0942229		-0.21435261		-0.5800009		-1.2791758		-0.39684772		-0.094537735		-0.36391258		-1.0417109		-0.12990665		No		Yes		Yes		TC401202		0		0		0		0		0		0		0		TC401202		0		Rep: Predicted protein - Lodderomyces elongisporus (Yeast) (Saccharomyces elongisporus), partial (16%) [TC401202]

		A_99_P416252		13.039575		13.027051		13.880074		13.359281		12.965444		12.826558		12.789096		13.625312		13.1936035		13.079609		13.152129		13.339523		-1.0527267		-1.1490909		-2.1301835		1.2024953		1.1126724		1.0371021		-1.6562774		-1.0137889		-0.07413101		-0.20049286		-1.0909777		0.26603127		0.15402889		0.052557945		-0.7279444		-0.01975727		No		Yes		Yes		TA54627_4565		0		0		Ta.55240		0		0		0		0		TC377511		0		Rep: Lipid transfer protein-like - Oryza sativa subsp. japonica (Rice), partial (77%) [TC377511]

		A_99_P536882		10.344033		10.043605		8.836614		8.160122		9.095159		8.617478		7.7408004		6.8692536		8.741103		9.1381		7.6959457		8.234649		-2.3765597		-2.6872425		-2.1373353		-2.4467528		-3.0375962		-1.8732003		-2.2048306		1.0530156		-1.2488747		-1.4261265		-1.0958133		-1.2908683		-1.6029301		-0.9055052		-1.1406679		0.07452679		Yes		No		No		TC418523		0		0		0		0		0		0		0		TC418523		0		AAC26697.1 - Arabidopsis thaliana (Mouse-ear cress), partial (12%) [TC418523]

		A_99_P245556		6.555942		6.8124714		6.839702		6.707807		7.156706		8.52095		7.9402466		6.5266247		7.761211		7.3721566		8.119864		6.465714		1.5165192		3.2681608		2.144356		-1.1338128		2.3058023		1.4739476		2.428663		-1.1827073		0.6007638		1.7084789		1.1005445		-0.18118238		1.2052689		0.55968523		1.2801623		-0.24209309		No		Yes		Yes		TA65888_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P337961		7.993613		8.129336		9.883392		9.647786		7.8099694		7.045196		8.48935		9.086303		7.5269837		7.392015		8.329486		9.224505		-1.1357485		-2.1201117		-2.6281397		-1.4757859		-1.3818768		-1.6670778		-2.936111		-1.3409735		-0.18364334		-1.0841403		-1.394042		-0.5614834		-0.46662903		-0.7373214		-1.5539064		-0.42328072		No		Yes		Yes		TA92981_4565		0		0		0		0		0		0		0		TC409200		0		Rep: Major facilitator superfamily protein - Zea mays (Maize), partial (46%) [TC409200]

		A_99_P417792		5.1259685		4.7175374		5.4373136		5.160376		4.6783624		4.1866193		4.8411145		3.3931448		3.861523		3.3014097		3.801858		3.7546895		-1.3637754		-1.4448484		-1.5117285		-3.4040005		-2.4023488		-2.6686826		-3.1068566		-2.6494384		-0.4476061		-0.5309181		-0.59619904		-1.7672312		-1.2644455		-1.4161277		-1.6354556		-1.4056866		Yes		No		No		CV064397		0		0		Ta.27702		0		0		0		0		TC378798		0		Rep: Alpha gliadin - Lophopyrum elongatum (Tall wheatgrass) (Argopyrum elongatum), partial (87%) [TC378798]

		A_99_P248201		10.031217		10.66245		10.186124		11.389053		8.601677		7.9779487		9.049526		9.150089		8.108251		8.651366		7.8695817		9.856888		-2.6936076		-6.4285846		-2.1986191		-4.7205796		-3.7920184		-4.0308485		-4.9813685		-2.8921964		-1.4295397		-2.6845012		-1.1365976		-2.238964		-1.922966		-2.0110836		-2.3165421		-1.5321655		Yes		No		No		DQ872388		0		DQ872388		Ta.54334		100037577		LOC100037577		fasciclin-like protein FLA15		0		TC410644		0		Triticum aestivum fasciclin-like protein FLA15 mRNA, complete cds [DQ872388]

		A_99_P520302		2.9429064		3.6986406		2.8841915		2.0575655		3.8587377		3.840215		3.644172		3.3450162		4.277582		3.6848087		4.1753597		3.7331345		1.8866559		1.1031083		1.6934676		2.4409635		2.522188		-1.0096337		2.4472613		3.1944532		0.9158313		0.14157438		0.75998044		1.2874508		1.3346758		-0.013831854		1.2911682		1.675569		Yes		No		No		BJ309064		0		0		0		0		0		0		0		TC440635		0		Rep: Heat shock protein 90 - Triticum aestivum (Wheat), partial (8%) [TC440635]

		A_99_P349986		4.9929233		5.576446		5.77882		5.839601		4.579409		4.397854		5.111819		5.503595		4.53326		5.150065		4.8169265		5.6086173		-1.3319262		-2.263558		-1.5877693		-1.2622575		-1.3752209		-1.3438584		-1.9478648		-1.1736349		-0.41351414		-1.1785922		-0.66700125		-0.33600616		-0.4596634		-0.4263811		-0.96189356		-0.23098373		No		Yes		Yes		TA96748_4565		0		0		0		0		0		0		0		TC397185		0		Rep: Os01g0126500 protein - Oryza sativa subsp. japonica (Rice), partial (24%) [TC397185]

		A_99_P327036		3.9991055		3.7125294		2.6239612		2.3537593		4.7058163		5.6231093		4.144975		3.7844064		5.88862		5.4848037		4.7186637		3.8834693		1.6320789		3.7596018		2.869927		2.695676		3.705105		3.4159203		4.271381		2.887278		0.7067108		1.9105799		1.521014		1.4306471		1.8895144		1.7722743		2.0947025		1.52971		Yes		Yes		Yes		TA89645_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P649102		1.7787613		1.3742882		1.3716506		1.37161		1.7469168		1.3841777		5.7232223		3.3869934		1.7442523		1.3973373		5.6592636		1.6098322		-1.0223184		1.0068784		20.415197		4.0428796		-1.0242082		1.0161047		19.529903		1.1795381		-0.031844497		0.009889483		4.3515716		2.0153832		-0.034508944		0.023049116		4.287613		0.23822212		Yes		Yes		Yes		AY596269		0		AY596269		Ta.62120		543459		LOC543459		polyphenol oxidase		0		0		0		Triticum aestivum cultivar Glenlea polyphenol oxidase mRNA, partial cds [AY596269]

		A_99_P185814		1.36805		1.9846687		2.0156848		1.8733374		3.686658		7.001423		6.1626115		4.4754524		5.8600864		4.2267437		6.494395		4.2412834		4.988506		32.373787		17.715336		6.0717616		22.502857		4.7307696		22.295956		5.1620574		2.3186078		5.016754		4.146927		2.6021152		4.4920363		2.242075		4.47871		2.3679461		Yes		Yes		Yes		CJ907824		0		CJ907824		Ta.61004		0		0		0		0		0		0		CJ907824 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles8h19 5', mRNA sequence [CJ907824]

		A_99_P091060		8.033313		7.6801667		7.9092517		8.119287		7.408607		6.6161404		7.33734		5.67889		6.552527		6.7260246		6.5150146		6.7271047		-1.5418963		-2.0907583		-1.4864922		-5.427908		-2.7910073		-1.9374272		-2.628495		-2.6247535		-0.6247058		-1.0640264		-0.5719118		-2.4403963		-1.4807858		-0.9541421		-1.394237		-1.3921819		Yes		No		No		CV778789		0		CV778789		Ta.34505		0		0		0		0		0		0		FGAS073198 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV778789]

		A_99_P200466		12.348926		13.2677965		12.3502245		12.414105		11.683816		11.632878		10.800064		12.329713		11.350398		12.501069		10.6935835		12.232068		-1.5856887		-3.1056995		-2.928497		-1.0602412		-1.9979597		-1.701406		-3.152816		-1.1344849		-0.66510963		-1.6349182		-1.5501604		-0.08439255		-0.9985275		-0.76672745		-1.656641		-0.18203735		No		Yes		Yes		TA51080_4565		0		0		Ta.26042		0		0		0		0		TC405407		0		Rep: Putaive subtilisin-like proteinase - Oryza sativa subsp. japonica (Rice), partial (10%) [TC405407]

		A_99_P160972		9.118229		9.145555		8.702323		8.278913		9.151732		9.87762		11.481286		9.499916		10.003781		10.296182		11.342069		9.008819		1.0234946		1.6610152		6.863589		2.331088		1.8474718		2.2201037		6.2322183		1.6585311		0.033503532		0.7320652		2.778963		1.2210035		0.8855524		1.1506271		2.6397457		0.7299061		Yes		Yes		Yes		CK161245		0		CK161245		Ta.21342		542780		Chi 3		chitinase 3		0		TC447464		0		FGAS013810 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161245]

		A_99_P430877		14.948662		15.4873705		15.183164		15.163895		13.785782		14.5813055		14.233737		14.050289		13.756301		15.065971		13.83413		15.240542		-2.2390394		-1.8739274		-1.931105		-2.1638575		-2.285264		-1.3392256		-2.5474138		1.0545648		-1.16288		-0.906065		-0.94942665		-1.1136055		-1.1923609		-0.42139912		-1.3490334		0.07664776		Yes		No		No		TA64269_4565		0		0		Ta.32936		0		0		0		0		TC400413		0		0

		A_99_P325566		8.042914		7.8288264		7.439087		7.181132		6.903712		6.3859863		6.3821473		5.8380113		6.6732306		7.096926		6.230934		6.874138		-2.2025924		-2.7185552		-2.0805135		-2.536995		-2.584139		-1.6608251		-2.3104162		-1.2371273		-1.1392026		-1.4428401		-1.0569396		-1.3431206		-1.3696837		-0.7319002		-1.2081528		-0.30699396		Yes		No		No		TA89216_4565		0		0		0		0		0		0		0		TC429960		0		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC429960]

		A_99_P271081		8.441377		8.645038		8.557393		8.471664		9.306856		10.034045		9.609468		9.056962		9.932858		9.489452		9.969776		9.159195		1.8219451		2.6189847		2.0735106		1.5003484		2.8117762		1.7955362		2.6617649		1.6105244		0.86547947		1.3890076		1.0520754		0.5852976		1.4914818		0.8444147		1.4123831		0.6875305		Yes		Yes		Yes		TA73255_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P118210		12.294293		11.884198		10.953548		10.7856245		10.993611		10.344086		9.963555		9.9048		10.718444		11.131242		10.090081		10.926776		-2.4634533		-2.908172		-1.9861755		-1.8414268		-2.9811099		-1.6852428		-1.8194057		1.1027849		-1.3006821		-1.5401125		-0.9899931		-0.8808241		-1.5758495		-0.7529564		-0.8634672		0.14115143		Yes		No		No		CJ674557		0		CJ674557		Ta.43585		0		0		0		0		0		0		CJ674557 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17n03 5', mRNA sequence [CJ674557]

		A_99_P334801		2.128033		3.9664822		3.5749257		3.6808002		3.501016		6.004889		6.3505187		5.031059		4.8153253		4.6417193		6.5382447		5.251979		2.5900555		4.1079164		6.847574		2.5495782		6.4410343		1.5968592		7.799162		2.971474		1.372983		2.0384068		2.775593		1.3502586		2.6872923		0.6752372		2.963319		1.5711787		Yes		Yes		Yes		TA91994_4565		0		0		0		0		0		0		0		TC405725		0		Rep: Os06g0271000 protein - Oryza sativa subsp. japonica (Rice), partial (48%) [TC405725]

		A_99_P354941		5.6537585		4.8552322		4.598184		4.687646		8.07236		10.134052		9.583675		7.143978		9.38023		8.546394		9.77481		7.551477		5.346525		38.82247		31.679798		5.488197		13.236698		12.916669		36.167595		7.279458		2.4186015		5.27882		4.9854913		2.4563322		3.7264714		3.691162		5.1766257		2.863831		Yes		Yes		Yes		TA98285_4565		0		0		Ta.23191		0		0		0		0		TC441988		0		Rep: Import inner membrane translocase, subunit Tim44 precursor - Rhodobacter sphaeroides (strain ATCC 17025 / ATH 2.4.3), partial (6%) [TC441988]

		A_99_P370637		2.5845616		2.6739924		1.7259251		1.7299395		4.8110976		5.8333383		4.3361106		1.7855037		5.3630347		5.0507145		5.5424404		2.1093032		4.680089		8.934245		6.1058226		1.0392655		6.861258		5.193554		14.089177		1.3007681		2.226536		3.1593459		2.6101856		0.055564284		2.7784731		2.376722		3.8165154		0.37936378		Yes		Yes		Yes		TA103245_4565		0		0		0		0		0		0		0		TC400902		0		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (10%) [TC400902]

		A_99_P325641		10.244656		10.473401		11.13047		10.797307		10.390354		10.7341		9.978139		10.65138		10.58002		10.288783		10.289528		10.680198		1.1062661		1.1980593		-2.222728		-1.1064417		1.261696		-1.136516		-1.7912198		-1.0845596		0.14569855		0.26069927		-1.1523314		-0.14592743		0.33536434		-0.184618		-0.8409424		-0.1171093		No		Yes		Yes		TA89243_4565		0		0		0		0		0		0		0		TC397632		0		Rep: F20B17.6 - Arabidopsis thaliana (Mouse-ear cress), partial (18%) [TC397632]

		A_99_P440037		7.993304		7.9835777		7.663937		7.5059924		8.150796		8.613396		8.3928385		7.856828		8.639058		8.293475		8.818513		7.8068185		1.1153467		1.5473697		1.6573765		1.2752992		1.5645571		1.2396196		2.2261887		1.2318496		0.15749216		0.62981796		0.7289014		0.3508358		0.64575434		0.30989742		1.1545758		0.30082607		No		Yes		Yes		TA71360_4565		0		0		Ta.30059		0		0		0		0		TC396389		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC396389]

		A_99_P278226		3.725877		5.1861463		3.2448375		6.86504		1.8546864		2.0658035		2.4791725		3.9071467		2.2177517		2.8476715		2.6861694		4.47835		-3.6583438		-8.695945		-1.7001536		-7.7698846		-2.8444018		-5.0576763		-1.4729089		-5.2295604		-1.8711907		-3.1203427		-0.76566505		-2.9578931		-1.5081253		-2.3384748		-0.55866814		-2.3866897		Yes		No		No		TA75369_4565		0		0		Ta.9343		0		0		0		0		TC372031		0		0

		A_99_P455257		10.6090765		10.788269		9.46664		11.401101		10.751404		10.954609		11.045173		11.29503		10.55886		11.093364		10.794623		11.50822		1.1036841		1.1222079		2.9866583		-1.0762935		-1.0354204		1.2354997		2.5105143		1.0770749		0.14232731		0.16633987		1.5785322		-0.10607147		-0.050216675		0.30509472		1.3279829		0.10711861		No		Yes		Yes		TA67095_4565		0		0		Ta.4283		0		0		0		0		TC375200		0		0

		A_99_P499857		8.052381		7.9809012		7.9989896		8.217485		8.57235		9.378986		8.885906		8.82742		9.504527		8.710652		9.381155		8.665645		1.4339244		2.6355155		1.8492197		1.5261903		2.7361486		1.658353		2.6065931		1.3642983		0.519969		1.3980851		0.88691664		0.6099348		1.4521465		0.7297511		1.3821654		0.44815922		Yes		Yes		Yes		AK334194		0		AK334194		Ta.53844		0		0		0		0		TC431666		0		Triticum aestivum cDNA, clone: WT009_G06, cultivar: Chinese Spring [AK334194]

		A_99_P147367		6.4992294		6.0524354		6.617775		6.193081		5.7416854		5.165356		5.4696198		5.0791945		4.8420253		4.915013		4.7407355		4.8135424		-1.6906102		-1.8494282		-2.216303		-2.1642787		-3.154047		-2.1998765		-3.6732051		-2.6018512		-0.75754404		-0.88707924		-1.1481552		-1.1138864		-1.6572042		-1.1374226		-1.8770394		-1.3795385		Yes		Yes		Yes		DR732542		0		DR732542		Ta.52119		0		0		0		0		0		0		FGAS078462 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [DR732542]

		A_99_P151227		3.246425		1.5044149		1.5761238		2.0472496		4.8516088		7.3205743		6.813282		3.885266		6.696112		5.53328		7.161246		3.2063751		3.042345		56.342796		37.7174		3.5751815		10.925953		16.323345		48.00531		2.2332203		1.6051838		5.8161592		5.2371583		1.8380165		3.4496872		4.028865		5.585122		1.1591256		Yes		Yes		Yes		CJ803135		0		CJ803135		Ta.53049		0		0		0		0		TC440596		0		CJ803135 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27b02 5', mRNA sequence [CJ803135]

		A_99_P251651		9.115235		8.424457		10.204939		9.838875		10.226142		11.190566		10.809704		10.033595		11.100986		10.290532		11.195702		10.117202		2.1598134		6.8027096		1.520731		1.1445023		3.9606857		3.645396		1.9872353		1.2127876		1.1109066		2.7661095		0.60476494		0.19472027		1.9857502		1.8660755		0.9907627		0.278327		Yes		Yes		Yes		TA67615_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P378077		3.044833		4.102186		4.845136		4.307224		4.285098		5.3902545		7.454863		6.2086215		5.67269		4.166159		7.791794		6.0533547		2.3624194		2.4420087		6.1038814		3.7357495		6.1810718		1.0453405		7.709609		3.3545773		1.2402651		1.2880683		2.609727		1.9013977		2.627857		0.06397295		2.9466577		1.746131		Yes		Yes		Yes		TA105059_4565		0		0		0		0		0		0		0		TC431449		0		Rep: Os11g0133300 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC431449]

		A_99_P277076		9.935332		10.23178		9.963812		10.021676		9.838494		9.431		8.785174		9.801433		9.822438		9.63694		8.957644		9.763666		-1.069427		-1.742043		-2.263629		-1.1649301		-1.0813954		-1.5103052		-2.008568		-1.195828		-0.096838		-0.8007803		-1.1786375		-0.22024345		-0.11289406		-0.59484005		-1.0061674		-0.2580099		No		Yes		Yes		CJ782755		0		CJ782755		Ta.25568		0		0		0		0		TC460764		0		CJ782755 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl39e20 5', mRNA sequence [CJ782755]

		A_99_P320346		7.9907823		8.26561		8.875549		8.384491		7.715221		7.2754135		7.611336		7.718126		7.423641		7.8314433		7.7479806		7.938137		-1.210465		-1.9864552		-2.4019616		-1.5870693		-1.4815847		-1.3511299		-2.1849022		-1.3625922		-0.27556133		-0.9901962		-1.2642131		-0.66636515		-0.56714106		-0.43416643		-1.1275687		-0.4463539		No		Yes		Yes		AK330482		0		AK330482		Ta.20410		0		0		0		0		TC441144		0		Triticum aestivum cDNA, clone: SET4_I24, cultivar: Chinese Spring [AK330482]

		A_99_P256946		6.7873254		7.3346725		7.250735		8.619502		6.5303307		6.258543		5.148407		6.8470764		5.8177705		6.193569		5.062525		7.8459573		-1.1949868		-2.108372		-4.294017		-3.4162786		-1.9582363		-2.205496		-4.557397		-1.7094649		-0.25699472		-1.0761294		-2.1023278		-1.7724257		-0.9695549		-1.1411033		-2.18821		-0.7735448		Yes		Yes		Yes		TA69097_4565		0		0		0		0		0		0		0		TC375539		0		Rep: Soluble inorganic pyrophosphatase - Papaver rhoeas, partial (83%) [TC375539]

		A_99_P001366		5.671493		6.474783		8.261852		5.9298725		8.064946		9.750543		8.999843		7.423191		9.125949		7.269134		9.814208		6.99934		5.2541347		9.685051		1.667851		2.8153584		10.962127		1.7342972		2.9329567		2.0986586		2.3934531		3.2757597		0.7379904		1.4933186		3.4544559		0.7943511		1.5523558		1.0694675		Yes		No		No		AK332751		0		AK332751		Ta.639		543368		FKBP77		peptidylprolyl isomerase		0		TC440984		0		Triticum aestivum cDNA, clone: WT004_M12, cultivar: Chinese Spring [AK332751]

		A_99_P324006		5.2761407		5.481522		6.2650743		6.2894096		6.1826725		7.2504125		7.123359		6.52553		6.5176263		6.423116		6.8635383		7.001459		1.8745338		3.4079175		1.812882		1.1778209		2.3644187		1.9206493		1.5141037		1.6381296		0.9065318		1.7688904		0.85828495		0.23612022		1.2414856		0.9415941		0.598464		0.7120495		No		Yes		Yes		TA88722_4565		0		0		0		0		0		0		0		TC434418		0		Rep: Glucose transporter - Saccharum hybrid cultivar H65-7052, partial (26%) [TC434418]

		A_99_P260961		9.325814		8.702778		7.351227		6.6523414		7.78059		6.75737		6.0436244		6.010203		7.7126594		7.86458		6.594744		7.066666		-2.9184942		-3.8514664		-2.4752984		-1.5606408		-3.059201		-1.7878153		-1.6893668		1.3326747		-1.5452242		-1.9454079		-1.3076024		-0.6421385		-1.6131549		-0.8381977		-0.7564826		0.41432476		Yes		No		No		TA70266_4565		0		0		Ta.37190		0		0		0		0		TC440905		0		0

		A_99_P220011		8.124444		7.962736		6.9888625		6.4812865		11.462125		14.00549		13.820611		10.019317		13.301242		12.927438		14.121452		9.614166		10.109788		65.92502		113.909836		11.615909		36.17191		31.226559		140.32126		8.771841		3.3376808		6.042754		6.8317485		3.5380301		5.176798		4.9647017		7.13259		3.1328797		Yes		Yes		Yes		TA58250_4565		0		0		0		0		0		0		0		TC380292		0		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), complete [TC380292]

		A_99_P473982		1.9654089		3.0896368		1.9494953		3.1113472		2.7224014		3.696926		3.9600983		4.5798144		3.7854214		3.1523807		3.85773		4.1151123		1.6899639		1.5233942		4.0295057		2.7672772		3.5308425		1.0444503		3.753495		2.0052264		0.75699246		0.6072893		2.010603		1.4684672		1.8200125		0.0627439		1.9082346		1.0037651		Yes		Yes		Yes		TA83208_4565		0		0		0		0		0		0		0		TC418845		0		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC418845]

		A_99_P351076		1.2888255		2.0062058		1.3165425		1.9157511		3.6536207		3.8413498		2.193258		5.7680945		1.9071101		1.3688718		1.3047811		1.2988334		5.1507955		3.5680704		1.8361902		14.443451		1.5350488		-1.5554521		-1.0081857		-1.5335952		2.3647952		1.835144		0.87671554		3.8523436		0.6182846		-0.637334		-0.011761427		-0.6169177		Yes		No		No		TA97086_4565		0		0		0		0		0		0		0		TC387759		0		Rep: Calmodulin-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (26%) [TC387759]

		A_99_P462667		3.2335446		1.5934101		1.6269555		1.3104674		3.9740622		2.785615		7.694567		5.1474886		5.0145187		1.8248836		6.513209		3.338625		1.6707752		2.285017		67.07075		14.290865		3.4365814		1.1740334		29.573915		4.0788364		0.7405176		1.1922048		6.0676117		3.8370214		1.7809741		0.23147345		4.8862534		2.0281577		Yes		Yes		Yes		TC412240		0		0		0		0		0		0		0		TC412240		0		Rep: Wali3 protein - Triticum aestivum (Wheat), partial (81%) [TC412240]

		A_99_P413587		5.0905833		6.914103		8.444598		8.45321		4.478774		4.7270646		7.4920974		7.644422		5.1644745		4.2876563		6.433683		8.150017		-1.5281744		-4.5536976		-1.9352243		-1.751739		1.0525517		-6.1750326		-4.0303783		-1.2338723		-0.61180925		-2.1870384		-0.9525008		-0.8087878		0.07389116		-2.6264467		-2.0109153		-0.3031931		Yes		No		No		CJ661947		0		0		Ta.32842		0		0		0		0		TC375356		0		Rep: Fructan:fructan 1-fructosyltransferase - Triticum aestivum (Wheat), partial (38%) [TC375356]

		A_99_P327361		7.3456626		7.264431		7.9413033		8.1919985		6.487062		6.163582		5.7209296		7.16256		7.3138733		6.366821		6.3811817		7.4556236		-1.8132787		-2.144809		-4.660141		-2.0412297		-1.0222793		-1.8629774		-2.9487867		-1.6659844		-0.8586006		-1.1008492		-2.2203736		-1.0294385		-0.031789303		-0.8976102		-1.5601215		-0.73637486		Yes		Yes		Yes		TA89753_4565		0		0		0		0		0		0		0		TC431747		0		0

		A_99_P277071		10.244422		10.476079		10.29672		10.161977		10.093762		9.74918		8.908441		9.748895		10.045775		9.771577		8.974419		9.754518		-1.1100769		-1.6550779		-2.6176622		-1.3315274		-1.1476213		-1.6295822		-2.500646		-1.326348		-0.15065956		-0.72689915		-1.388279		-0.41308212		-0.19864655		-0.7045021		-1.3223009		-0.40745926		No		Yes		Yes		TA75040_4565		0		0		0		0		0		0		0		TC376118		0		Rep: Os04g0548000 protein - Oryza sativa subsp. japonica (Rice), partial (93%) [TC376118]

		A_99_P321116		5.1133513		5.398138		4.802976		5.1280184		6.0613403		6.0962086		6.7589602		6.644836		6.465922		5.0142784		6.3657527		6.293343		1.9291817		1.6223336		3.8798048		2.861591		2.5536673		-1.304828		2.9542186		2.242837		0.947989		0.6980705		1.9559841		1.5168176		1.3525705		-0.38385963		1.5627766		1.1653247		Yes		No		No		TA87863_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P303246		5.3375516		5.389148		5.7370133		5.4229164		5.630024		5.7305903		6.7751603		6.065147		5.4729495		5.8194366		6.9455247		6.2163925		1.2247373		1.2670225		2.0535884		1.5607404		1.0983957		1.3475028		2.3109906		1.7332456		0.29247236		0.3414421		1.038147		0.6422305		0.13539791		0.4302883		1.2085114		0.7934761		No		Yes		Yes		TA82632_4565		0		0		Ta.19314		0		0		0		0		TC458084		0		0

		A_99_P395852		4.8123317		4.6694818		5.061794		4.826885		3.1966136		3.7755356		4.0442805		2.5605772		2.3834178		3.2479143		2.591508		2.3637197		-3.064641		-1.858252		-2.0244265		-4.810904		-5.3848786		-2.6787639		-5.541536		-5.514253		-1.6157181		-0.8939462		-1.0175133		-2.266308		-2.4289138		-1.4215674		-2.470286		-2.4631655		Yes		Yes		Yes		TA109406_4565		0		0		0		0		0		0		0		TC449588		0		0

		A_99_P253926		3.5617135		3.4441574		1.6264257		1.6312455		3.3298626		4.0076127		4.054323		2.9339848		3.6179607		3.9332178		3.980856		2.6524732		-1.1743406		1.4778044		5.3810863		2.4669685		1.0397576		1.4035305		5.113922		2.0296454		-0.23185086		0.56345534		2.4278975		1.3027393		0.056247234		0.4890604		2.3544302		1.0212277		No		Yes		Yes		TA68251_4565		0		0		Ta.55243		0		0		0		0		TC438363		0		Rep: Thaumatin-like protein TLP8 - Hordeum vulgare (Barley), partial (28%) [TC438363]

		A_99_P211316		10.288833		10.189501		10.159794		11.014393		9.898373		9.187744		8.5516615		9.955849		9.498582		9.7114		8.561024		10.382665		-1.3108113		-2.0024366		-3.0485694		-2.0828288		-1.729375		-1.3929088		-3.02885		-1.5494199		-0.39046		-1.0017567		-1.6081324		-1.0585442		-0.7902508		-0.47810078		-1.5987701		-0.6317282		Yes		Yes		Yes		AK334169		0		AK334169		Ta.57922		606348		TaARF2		auxin response factor 2		0		TC370843		0		Triticum aestivum cDNA, clone: SET2_E03, cultivar: Chinese Spring [AK334169]

		A_99_P550182		2.9585285		2.5854037		2.5504484		2.7145922		2.2666476		4.5285397		3.9027798		5.262159		5.2735686		3.49734		4.3911147		5.402614		-1.6153883		3.845406		2.5532439		5.846473		4.976185		1.8815691		3.5817542		6.444292		-0.69188094		1.943136		1.3523314		2.5475667		2.31504		0.9119363		1.8406663		2.688022		Yes		No		No		TC452343		0		0		0		0		0		0		0		TC452343		0		0

		A_99_P313091		2.4063284		3.906573		2.2322748		2.4938154		3.4283307		4.8502774		4.1728992		4.4546967		3.6227639		4.33116		4.464273		4.2642083		2.0307353		1.9234607		3.8387177		3.892997		2.3237188		1.3421882		4.697842		3.4114685		1.0220022		0.94370437		1.9406245		1.9608812		1.2164354		0.424587		2.2319982		1.7703929		Yes		No		No		AK334641		0		AK334641		Ta.9276		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT010_I23, cultivar: Chinese Spring [AK334641]

		A_99_P413307		7.5874114		7.1748085		6.052839		7.4741096		6.4679356		5.6187787		5.5632977		6.2631702		6.098126		6.2186275		5.143783		6.355696		-2.1726801		-2.9404354		-1.4039981		-2.3148832		-2.807499		-1.9401673		-1.877816		-2.1710808		-1.1194758		-1.5560298		-0.48954105		-1.2109394		-1.4892855		-0.95618105		-0.9090557		-1.1184134		Yes		Yes		Yes		TC375155		0		0		0		0		0		0		0		TC375155		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC375155]

		A_99_P218376		12.4959135		12.559918		11.567403		12.149913		12.831452		13.248165		13.003338		12.475632		13.396561		13.38306		13.3923		12.598824		1.2618487		1.6113241		2.7055745		1.2532887		1.8669033		1.769255		3.5428166		1.3650092		0.33553886		0.6882467		1.435935		0.32571888		0.90064716		0.82314205		1.8248968		0.4489107		No		Yes		Yes		TA57525_4565		0		0		Ta.54501		0		0		0		0		TC401346		0		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC401346]

		A_99_P540117		9.829892		9.8834715		10.7599945		10.435994		10.5422		11.441463		10.848541		10.781299		10.964104		10.546501		11.1236		10.7229805		1.6384231		2.9444373		1.0632986		1.2704191		2.1949856		1.5834043		1.2866374		1.220089		0.71230793		1.557992		0.08854675		0.3453045		1.1342115		0.6630297		0.3636055		0.28698635		No		Yes		Yes		TC448522		0		0		0		0		0		0		0		TC448522		0		0

		A_99_P239701		5.054502		6.085594		2.6360152		6.2208533		4.3524756		5.3494515		2.335844		4.438977		3.7711294		4.9502797		1.5573254		5.5428314		-1.6267881		-1.6657162		-1.2312905		-3.4387317		-2.4340734		-2.1966643		-2.112117		-1.5999446		-0.70202637		-0.73614264		-0.30017114		-1.7818766		-1.2833726		-1.1353145		-1.0786898		-0.6780219		Yes		No		No		TA64357_4565		0		0		0		0		0		0		0		TC369886		0		0

		A_99_P436952		4.04441		4.3421726		1.5630506		3.2662659		6.993587		9.069695		9.349649		9.689157		8.953069		8.818887		9.788257		9.005982		7.7230825		26.492697		220.80035		85.7991		30.036785		22.265131		299.2498		53.435127		2.9491768		4.727523		7.7865987		6.4228907		4.9086585		4.476714		8.225206		5.7397165		Yes		Yes		Yes		TA71706_4565		0		0		Ta.6801		0		0		0		0		TC394039		0		0

		A_99_P259471		6.713276		7.302111		7.3571496		7.441065		8.283605		9.963601		9.290306		6.9965606		8.7789545		8.477187		9.440942		6.9679637		2.9697237		6.3268614		3.8188982		-1.3608464		4.1863084		2.2580478		4.2392006		-1.38809		1.5703287		2.66149		1.9331565		-0.44450426		2.0656786		1.175076		2.0837922		-0.47310114		Yes		Yes		Yes		AK332193		0		AK332193		Ta.8773		0		0		0		0		TC409383		0		Triticum aestivum cDNA, clone: WT003_G03, cultivar: Chinese Spring [AK332193]

		A_99_P266366		9.717707		9.6008835		9.068051		8.581138		9.196191		8.781352		8.155355		8.477553		9.018165		9.200568		8.007674		8.629127		-1.4354627		-1.7648327		-1.88256		-1.0744395		-1.6239892		-1.3197963		-2.0854766		1.0338228		-0.52151585		-0.81953144		-0.9126959		-0.10358429		-0.69954205		-0.40031528		-1.0603771		0.04798889		No		Yes		Yes		TA71809_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P321731		6.5789185		6.7780175		5.924577		5.969799		7.1340394		7.303285		7.231716		6.716469		7.129209		7.3598056		7.419748		6.901789		1.4692918		1.4392005		2.4745033		1.6779152		1.4643806		1.4967031		2.8189747		1.907906		0.55512094		0.5252676		1.3071389		0.74666977		0.5502906		0.58178806		1.4951706		0.93199015		No		Yes		Yes		TA88052_4565		0		0		0		0		0		0		0		TC384710		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC384710]

		A_99_P319876		5.1476693		6.1193786		4.0769873		4.548628		2.6202972		4.686272		2.9778202		4.257772		2.773023		5.287935		2.2376184		4.154936		-5.765206		-2.7002752		-2.1423097		-1.2233658		-5.186087		-1.7794653		-3.5785344		-1.3137511		-2.5273721		-1.4331064		-1.0991671		-0.29085588		-2.3746464		-0.8314438		-1.8393688		-0.39369202		Yes		No		No		TA87515_4565		0		0		0		0		0		0		0		TC429493		0		Rep: LigA - Methylobacterium sp. 4-46, partial (5%) [TC429493]

		A_99_P307501		8.643664		8.190249		11.726857		10.960729		8.866766		7.559681		10.71164		10.723106		8.167175		8.241572		10.931224		10.800721		1.1672403		-1.548175		-2.0212066		-1.1790478		-1.3913536		1.0362147		-1.7358392		-1.1172929		0.22310162		-0.6305685		-1.0152168		-0.23762226		-0.47648907		0.051322937		-0.7956333		-0.16000748		No		Yes		Yes		TA83905_4565		0		0		0		0		0		0		0		TC387448		0		Rep: Os03g0174800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC387448]

		A_99_P529537		5.668158		5.8477073		5.46174		5.735287		5.7201324		5.19777		3.7292855		5.074322		5.7141056		5.102465		4.578022		4.948945		1.0366826		-1.5690998		-3.3229268		-1.5811398		1.032361		-1.6762556		-1.8451244		-1.724696		0.051974297		-0.64993715		-1.7324545		-0.66096497		0.04594755		-0.7452421		-0.883718		-0.78634214		No		Yes		Yes		TC444356		0		0		0		0		0		0		0		TC444356		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC444356]

		A_99_P518722		7.575264		4.875788		2.2407496		4.4677453		7.9444084		7.773353		4.90416		6.265333		8.853263		6.6234264		5.406952		5.8183265		1.2915866		7.451676		6.335289		3.476385		2.4250238		3.3580837		8.976807		2.5501482		0.36914444		2.897565		2.6634104		1.7975879		1.2779989		1.7476382		3.1662023		1.3505812		Yes		Yes		Yes		TC439991		0		0		0		0		0		0		0		TC439991		0		0

		A_99_P175719		6.479421		6.6330447		6.4001803		6.2408757		7.76742		11.007084		13.089068		10.118023		10.213761		9.902349		13.63329		9.81397		2.4418907		20.735619		103.1706		14.693917		13.309092		9.641815		150.44684		11.901685		1.2879987		4.374039		6.688888		3.8771472		3.7343402		3.2693048		7.23311		3.573094		Yes		Yes		Yes		BQ744250		0		BQ744250		Ta.58716		0		0		0		0		TC423415		0		WHE4113_D06_G11ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4113_D06_G11, mRNA sequence [BQ744250]

		A_99_P305511		7.718806		8.092631		9.385541		8.311714		8.325423		9.549706		10.601459		9.928975		9.5092		8.567719		11.012784		9.851285		1.5226849		2.7455118		2.3228848		3.0679202		3.4590943		1.3900031		3.089221		2.9070802		0.60661745		1.4570751		1.2159176		1.6172609		1.7903943		0.47508812		1.627243		1.5395708		Yes		Yes		Yes		TA83317_4565		0		0		0		0		0		0		0		TC383087		0		Rep: Ferulate-5-hydroxylase - Brassica napus (Rape), partial (24%) [TC383087]

		A_99_P241031		9.486217		9.706286		8.989998		9.2163725		8.63876		7.3317604		7.973068		7.953022		7.778254		8.386384		6.409094		8.590233		-1.7993264		-5.185654		-2.0236077		-2.4005258		-3.2669911		-2.4964921		-5.9831448		-1.5434296		-0.84745693		-2.374526		-1.0169296		-1.2633505		-1.7079625		-1.3199024		-2.580904		-0.62613964		Yes		No		No		TA64746_4565		0		0		0		0		0		0		0		TC384806		0		Rep: Cellulose synthase catalytic subunit 12 - Zea mays (Maize), partial (19%) [TC384806]

		A_99_P311986		8.314525		9.576043		8.767417		6.900947		7.4631786		7.7469826		7.122238		6.3033624		8.041268		8.577331		7.3703914		6.752497		-1.8041834		-3.5530562		-3.1278663		-1.5131812		-1.2085326		-1.998216		-2.6335804		-1.1083779		-0.851346		-1.8290606		-1.6451788		-0.5975847		-0.2732563		-0.99871254		-1.3970256		-0.1484499		Yes		No		No		TA85212_4565		0		0		0		0		0		0		0		TC398523		0		Rep: Protamine - Anthonomus grandis (Boll weevil), partial (17%) [TC425686]

		A_99_P509202		11.481017		12.522156		12.79996		11.856827		12.886078		14.51799		15.7332735		14.387988		14.11319		13.598001		15.888879		13.809247		2.6482894		3.988467		7.638627		5.780368		6.1995893		2.107956		8.508582		3.8702326		1.4050608		1.9958344		2.9333134		2.5311613		2.6321726		1.0758448		3.0889187		1.9524202		Yes		Yes		Yes		TA55707_4565		0		0		Ta.31518		0		0		0		0		TC413450		0		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), partial (66%) [TC413450]

		A_99_P361806		8.957093		9.946553		9.553199		9.949693		8.357879		8.640751		8.563233		9.714038		7.9784284		9.082131		8.526183		9.544555		-1.5148916		-2.4722118		-1.9861374		-1.177441		-1.9706409		-1.8206099		-2.0378046		-1.3242155		-0.59921455		-1.3058023		-0.98996544		-0.23565483		-0.9786649		-0.86442184		-1.0270157		-0.40513802		No		Yes		Yes		AK335683		0		AK335683		Ta.48444		0		0		0		0		TC429959		0		Triticum aestivum cDNA, clone: WT013_I08, cultivar: Chinese Spring [AK335683]

		A_99_P060336		5.660641		5.7739425		6.185476		5.7653065		5.159677		4.759256		5.1960073		4.230894		4.9917593		4.728185		4.6836257		4.7166896		-1.415159		-2.020464		-1.9854535		-2.8967042		-1.5898403		-2.0644498		-2.8320568		-2.0685458		-0.50096416		-1.0146866		-0.9894686		-1.5344124		-0.6688819		-1.0457573		-1.5018501		-1.0486169		Yes		No		No		CA641795		0		CA641795		Ta.22300		0		0		0		0		0		0		wre1n.pk0048.d12 wre1n Triticum aestivum cDNA clone wre1n.pk0048.d12 5' end, mRNA sequence [CA641795]

		A_99_P339386		5.729225		4.4792957		3.487732		3.6007354		7.7239475		5.477491		3.8610315		6.59149		6.6936297		6.023088		3.2834854		3.999194		3.985394		1.9974996		1.2953119		7.9488955		1.9512581		2.9155989		-1.1520845		1.3180988		1.9947224		0.9981952		0.3732996		2.9907544		0.9644046		1.5437922		-0.20424652		0.39845848		Yes		No		No		TA93419_4565		0		0		0		0		0		0		0		TC407861		0		0

		A_99_P538662		9.999405		10.5748		10.152791		8.86706		9.017471		8.432827		9.236866		7.159851		9.1133585		9.665202		9.185497		8.068528		-1.9751108		-4.413651		-1.8867785		-3.2652843		-1.8481046		-1.8785212		-1.9551696		-1.7393298		-0.9819336		-2.1419725		-0.915925		-1.7072086		-0.8860464		-0.9095974		-0.96729374		-0.79853153		Yes		No		No		AK332892		0		AK332892		Ta.50473		0		0		0		0		TC378818		0		Triticum aestivum cDNA, clone: WT005_C03, cultivar: Chinese Spring [AK332892]

		A_99_P509767		8.130624		7.6906776		7.67565		8.758381		8.492688		8.791101		6.38985		8.490199		8.773838		7.6793838		6.498222		8.843318		1.2852637		2.1441767		-2.438172		-1.2042891		1.5618049		-1.007859		-2.2617323		1.0606415		0.36206436		1.1004238		-1.2858		-0.2681818		0.6432142		-0.011293888		-1.1774282		0.084937096		No		Yes		Yes		BQ620409		0		0		Ta.30674		0		0		0		0		TC436015		0		Rep: Peroxidase 7 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (42%) [TC436015]

		A_99_P229451		11.043293		11.062219		9.965152		10.062736		9.6032		9.809334		9.107811		8.86019		9.529576		10.279258		9.046575		10.033275		-2.7133837		-2.383175		-1.8116959		-2.3014534		-2.8554473		-1.7206587		-1.8902502		-1.0206307		-1.440093		-1.2528849		-0.8573408		-1.2025452		-1.5137167		-0.7829609		-0.9185772		-0.029460907		Yes		No		No		TA61401_4565		0		0		Ta.55087		0		0		0		0		TC421817		0		0

		A_99_P234746		11.894734		12.293426		12.301192		12.431127		12.757316		14.298001		13.432689		11.792071		13.187434		13.151241		13.679607		11.75135		1.8182887		4.0127068		2.1908586		-1.557309		2.4498608		1.8122925		2.599826		-1.6018913		0.86258125		2.0045757		1.1314964		-0.63905525		1.2926998		0.85781574		1.3784151		-0.6797762		No		Yes		Yes		TA62981_4565		0		0		Ta.53949		0		0		0		0		TC450044		0		Rep: Mxi1 protein - Mus musculus (Mouse), partial (14%) [TC450044]

		A_99_P464492		6.9232535		6.410608		6.6311097		5.271511		6.9964576		7.239516		8.563015		7.341411		9.395701		6.093218		7.8580856		6.3109417		1.0520506		1.7763402		3.8155878		4.198576		5.5498466		-1.2460742		2.3407583		2.0554163		0.07320404		0.82890797		1.9319053		2.0699		2.4724479		-0.31738997		1.2269759		1.0394306		Yes		No		No		TC413124		0		0		0		0		0		0		0		TC413124		GO:0005739(mitochondrion)|GO:0009536(plastid)		Rep: 12-oxo-phytodienoic acid reductase - Zea mays (Maize), partial (53%) [TC413124]

		A_99_P246186		8.752422		8.3043785		9.094162		8.790619		9.742541		10.449899		9.6737585		9.016712		10.475381		9.8044615		9.896995		8.76859		1.9863487		4.4245176		1.4944313		1.1696633		3.3011267		2.8285897		1.7445229		-1.0153865		0.990119		2.1455202		0.5795965		0.22609329		1.7229586		1.500083		0.8028326		-0.022028923		Yes		Yes		Yes		EU082065		0		EU082065		Ta.54765		100137005		LOC100137005		NADP-dependent malic enzyme		0		TC395464		0		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		A_99_P459637		1.3019198		1.294301		1.4975652		1.5638992		1.5618519		3.9553745		6.071377		4.7954483		2.3412485		2.6015613		5.8358274		5.724067		1.1974223		6.325035		23.815212		9.392761		2.0552711		2.4747114		20.227724		17.878677		0.25993204		2.6610734		4.5738115		3.2315493		1.0393287		1.3072603		4.338262		4.160168		Yes		Yes		Yes		CD454529		0		0		Ta.25411		0		0		0		0		TC410329		0		0

		A_99_P609927		14.85036		14.984019		11.920932		12.68039		15.133388		14.989118		11.207797		13.807083		14.816453		15.114505		10.215122		12.805596		1.2167457		1.0035402		-1.6393623		2.183576		-1.0237808		1.0946621		-3.2621193		1.0906634		0.28302765		0.005098343		-0.71313477		1.1266928		-0.033906937		0.13048553		-1.7058096		0.125206		No		Yes		Yes		CK208553		0		CK208553		Ta.54252		100037561		TaGRP2		glycine-rich RNA-binding protein		0		TC445108		0		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P123805		7.3213615		6.802639		6.606196		6.9412293		6.1601996		5.9402213		5.3790727		5.185078		6.4736056		6.751208		5.8308754		6.4133773		-2.2363746		-1.8180826		-2.3409972		-3.3779576		-1.7996993		-1.0362924		-1.7115703		-1.441781		-1.1611619		-0.8624177		-1.2271233		-1.7561512		-0.8477559		-0.05143118		-0.77532053		-0.52785206		Yes		No		No		CA702371		0		CA702371		Ta.45227		0		0		0		0		0		0		wdk1c.pk005.e15 wdk1c Triticum aestivum cDNA clone wdk1c.pk005.e15 5' end, mRNA sequence [CA702371]

		A_99_P046242		8.810342		8.477483		8.353516		8.2886		9.390666		10.028609		8.840831		8.614854		9.51448		9.291369		9.123886		8.87614		1.4951851		2.9304585		1.4018337		1.2537537		1.6291708		1.757941		1.7057078		1.502682		0.5803242		1.5511265		0.48731518		0.3262539		0.7041378		0.81388664		0.7703705		0.5875397		No		Yes		Yes		CJ878784		0		CJ878784		Ta.16929		0		0		0		0		TC397867		0		CJ878784 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls29l21 5', mRNA sequence [CJ878784]

		A_99_P453942		8.220294		8.134659		8.591335		8.675194		9.490169		9.748187		9.529758		8.861046		9.647831		9.46308		9.66554		9.388967		2.411406		3.0599928		1.9164325		1.1374886		2.689871		2.5112777		2.1055608		1.6400875		1.2698746		1.6135283		0.93842316		0.18585205		1.427537		1.3284216		1.0742044		0.7137728		Yes		No		No		TC406389		0		0		0		0		0		0		0		TC406389		0		0

		A_99_P565012		5.2365623		6.0886245		6.1410575		5.24789		4.5839014		3.9515464		4.5887637		4.181091		4.388609		5.323093		4.141751		4.234403		-1.572065		-4.3987026		-2.9328306		-2.0947807		-1.7999456		-1.6999962		-3.998078		-2.0187845		-0.65266085		-2.137078		-1.5522938		-1.0667992		-0.8479533		-0.76553154		-1.9993067		-1.0134869		Yes		No		No		TC457987		0		0		0		0		0		0		0		TC457987		GO:0005739(mitochondrion)		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (7%) [TC457987]

		A_99_P249626		10.423365		10.889476		10.128356		10.82681		11.700635		13.975245		13.333335		10.461829		12.451402		13.155107		13.257179		10.433208		2.4237995		8.49003		9.221356		-1.2878644		4.0784955		4.808646		8.747212		-1.3136686		1.2772703		3.0857697		3.204979		-0.3649807		2.028037		2.2656307		3.1288233		-0.39360142		Yes		Yes		Yes		AK334521		0		AK334521		Ta.1050		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT010_C20, cultivar: Chinese Spring [AK334521]

		A_99_P570492		5.253176		5.397242		6.652188		7.7215233		6.810221		8.007278		9.253832		9.217002		6.7343197		6.502659		8.457595		9.216739		2.9425051		6.1051908		6.0697794		2.8195767		2.7916992		2.1516104		3.4952776		2.8190625		1.557045		2.6100364		2.601644		1.4954786		1.4811435		1.1054168		1.805407		1.4952154		Yes		Yes		Yes		CD874133		0		0		Ta.46350		0		0		0		0		TC460006		0		Rep: Os06g0178600 protein - Oryza sativa subsp. japonica (Rice), partial (46%) [TC460006]

		A_99_P461732		3.881425		2.4555762		1.6875545		3.0857704		5.2082286		3.8849623		3.5474522		4.8414693		6.450489		2.304396		2.5603611		3.5482857		2.5084631		2.693321		3.6298194		3.3768988		5.9342437		-1.1104776		1.8312219		1.3779422		1.3268037		1.4293861		1.8598977		1.7556989		2.5690641		-0.15118027		0.87280667		0.46251535		Yes		No		No		TC411644		0		0		0		0		0		0		0		TC411644		0		Rep: Glutathione-S-transferase Cla47 - Triticum aestivum (Wheat), partial (37%) [TC411644]

		A_99_P444042		10.114654		10.321014		8.710198		8.143138		8.131738		8.537566		6.4503846		6.0176353		8.315976		9.294916		6.4646945		8.191089		-3.952912		-3.4424798		-4.7892966		-4.3635507		-3.4790115		-2.036509		-4.7420273		1.0337955		-1.9829159		-1.7834482		-2.2598138		-2.1255026		-1.7986774		-1.0260983		-2.245504		0.047950745		Yes		No		No		TA56048_4565		0		0		Ta.447		0		0		0		0		TC399401		0		Rep: Ribulose bisphosphate carboxylase small chain - Triticum aestivum (Wheat), complete [TC399401]

		A_99_P479387		5.0477443		4.8006473		5.057319		4.898091		4.553356		3.9148922		4.347187		3.5574267		3.6946228		3.6349738		3.461713		3.2379615		-1.4087231		-1.8477315		-1.6359539		-2.5326788		-2.5546427		-2.243379		-3.0222147		-3.1604486		-0.4943881		-0.88575506		-0.7101321		-1.3406641		-1.3531215		-1.1656735		-1.5956061		-1.6601293		Yes		No		No		CV773421		0		0		Ta.46841		0		0		0		0		TC421787		0		Rep: Chloroplast light-harvesting chlorophyll a/b binding protein - Bambusa oldhamii (Giant timber bamboo), partial (67%) [TC421787]

		A_99_P250791		6.802473		7.811294		7.6754346		8.310191		7.245112		8.772923		10.145532		8.556403		7.510908		8.357082		9.805713		8.096396		1.359088		1.9475082		5.5408106		1.1860888		1.6340307		1.4598178		4.378019		-1.1597346		0.44263887		0.9616294		2.470097		0.246212		0.70843506		0.5457883		2.130278		-0.21379471		Yes		No		No		TA67397_4565		0		0		Ta.6957		0		0		0		0		TC395885		0		Rep: Os06g0326400 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC395885]

		A_99_P289376		4.157857		2.4775736		1.774124		2.047468		1.9672146		3.6662242		8.650378		8.938913		4.22963		3.798109		9.308816		5.9878616		-4.565087		2.2793944		117.47859		118.72214		1.0510075		2.497588		185.42499		15.352415		-2.1906424		1.1886506		6.876254		6.891445		0.07177305		1.3205354		7.534692		3.9403937		Yes		Yes		Yes		TA78618_4565		0		0		0		0		0		0		0		TC404300		0		0

		A_99_P383582		4.895244		5.226627		7.714939		7.9835205		5.7026076		7.6126		9.081632		9.2928505		6.8959985		6.5462794		9.430679		9.470502		1.7500104		5.226963		2.5787868		2.478264		4.002092		2.49606		3.2846513		2.8030188		0.8073635		2.385973		1.3666925		1.30933		2.0007544		1.3196526		1.7157402		1.4869814		Yes		No		No		TA106410_4565		0		0		0		0		0		0		0		TC426480		0		Rep: Os01g0163000 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC426480]

		A_99_P230121		4.3038707		3.0031493		4.408192		4.1873183		3.4396143		2.8141346		3.056758		1.8574959		1.839354		1.870004		1.6879977		1.9929862		-1.8204011		-1.1399848		-2.5516567		-5.027435		-5.5194197		-2.193364		-6.589616		-4.5767775		-0.8642564		-0.18901467		-1.3514342		-2.3298225		-2.4645166		-1.1331452		-2.7201943		-2.1943321		Yes		No		No		TA61559_4565		0		0		Ta.10150		0		0		0		0		TC429130		0		Rep: Gamma-thionin - Hordeum vulgare (Barley), partial (98%) [TC429130]

		A_99_P304011		7.1842704		7.996122		7.2951794		6.683746		9.232088		9.927577		8.290799		7.1948647		10.486909		9.701579		8.884154		7.194731		4.1348004		3.8143973		1.9939369		1.425155		9.867185		3.2613227		3.0083554		1.4250232		2.0478177		1.9314551		0.9956198		0.5111189		3.3026385		1.7054572		1.588975		0.5109854		Yes		Yes		Yes		TA82869_4565		0		0		Ta.39088		0		0		0		0		TC400933		0		Rep: Hydrolase-like - Oryza sativa subsp. japonica (Rice), partial (90%) [TC400933]

		A_99_P144633		9.092677		8.892084		8.211736		8.919607		9.624093		10.349664		9.58722		9.617134		10.366965		9.900088		9.991356		9.903165		1.4453471		2.7464721		2.5945501		1.6217225		2.4187944		2.011127		3.4333577		1.9773356		0.53141594		1.4575796		1.3754845		0.69752693		1.2742882		1.0080042		1.7796202		0.9835577		Yes		Yes		Yes		CJ901722		0		CJ901722		Ta.51470		0		0		0		0		TC430459		0		CJ901722 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles26n03 5', mRNA sequence [CJ901722]

		A_99_P377477		5.8155084		6.7532325		7.026898		6.6733804		6.0932813		5.6747346		5.806051		6.3218307		5.7212625		5.4113507		5.7284946		6.373022		1.212322		-2.1118362		-2.3308353		-1.2759304		-1.0675073		-2.5348172		-2.4595652		-1.2314502		0.2777729		-1.0784979		-1.2208471		-0.35154963		-0.09424591		-1.3418818		-1.2984033		-0.3003583		No		Yes		Yes		TA104908_4565		0		0		0		0		0		0		0		TC430606		0		Rep: KI domain interacting kinase 1 - Zea mays (Maize), partial (27%) [TC430606]

		A_99_P225431		5.6970806		4.5435114		3.4409993		2.6255624		7.178902		6.844582		9.373997		8.407621		6.8675		5.9348927		8.397027		4.08616		2.7930114		4.9282336		61.095646		55.026653		2.2507708		2.6232972		31.039383		2.7522237		1.4818215		2.3010707		5.9329977		5.7820587		1.1704192		1.3913813		4.956028		1.4605978		Yes		Yes		Yes		TA60100_4565		0		0		0		0		0		0		0		TC376697		0		Rep: Oxalate oxidase GF-2.8 precursor - Triticum aestivum (Wheat), partial (92%) [TC376697]

		A_99_P313821		4.855202		5.1952457		4.994476		5.2045035		5.699363		5.895031		5.9437656		5.249481		5.529264		5.8003635		6.0374045		5.37361		1.7952205		1.6242629		1.9309219		1.0316672		1.5955588		1.5211029		2.060406		1.1243619		0.84416103		0.69978523		0.9492898		0.044977665		0.6740618		0.6051178		1.0429287		0.16910648		No		Yes		Yes		TA85771_4565		0		0		Ta.10094		0		0		0		0		TC454865		0		0

		A_99_P442622		8.112707		9.182193		9.209989		7.6443977		7.946562		7.566281		8.502971		7.3338504		7.257403		8.119771		8.569417		7.45076		-1.1220565		-3.065053		-1.6324264		-1.2401781		-1.8091402		-2.0884345		-1.5589467		-1.1436439		-0.16614532		-1.615912		-0.7070179		-0.31054735		-0.85530424		-1.0624218		-0.6405716		-0.19363785		No		Yes		Yes		TA70109_4565		0		0		0		0		0		0		0		TC398399		0		Rep: Homocysteine s-methyltransferase 3 - Oryza sativa subsp. indica (Rice), partial (78%) [TC398399]

		A_99_P561642		12.027554		12.346164		12.362136		12.506584		12.278598		12.535023		13.642052		12.510311		12.061109		12.456977		13.341624		12.517731		1.1900682		1.1398618		2.4282482		1.0025867		1.0235312		1.0798367		1.971766		1.0077561		0.25104427		0.18885899		1.2799158		0.0037269592		0.03355503		0.11081314		0.9794884		0.011146545		No		Yes		Yes		TA61156_4565		0		0		Ta.54333		0		0		0		0		TC456686		0		0

		A_99_P404597		8.646239		8.331956		7.8885574		8.954162		7.9062424		6.1622157		6.3868623		6.940439		7.6233406		6.5641465		6.057406		7.744758		-1.6701722		-4.4994235		-2.8317525		-4.038228		-2.0319977		-3.405365		-3.5582097		-2.3124201		-0.7399969		-2.1697402		-1.5016952		-2.0137224		-1.0228987		-1.7678094		-1.8311515		-1.2094035		Yes		Yes		Yes		TA111551_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P458027		10.763687		11.802793		11.308581		10.681264		9.991907		10.113759		10.113791		10.027549		9.289769		10.820274		9.6973505		10.415173		-1.707375		-3.2244062		-2.289115		-1.5732142		-2.7777524		-1.9759113		-3.0551238		-1.2025454		-0.77178		-1.6890335		-1.1947899		-0.65371513		-1.473918		-0.9825182		-1.6112309		-0.26609135		Yes		Yes		Yes		CA735950		0		0		Ta.7290		0		0		0		0		TC409221		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC409221]

		A_99_P256371		7.6459613		6.4704003		6.7173004		7.4693437		9.056582		11.276214		9.529567		9.440183		10.020484		9.365788		9.76027		9.35459		2.658516		27.970097		7.023871		3.9199603		5.1856422		7.440441		8.2418585		3.694161		1.4106212		4.8058133		2.8122663		1.970839		2.3745227		2.8953881		3.0429697		1.8852468		Yes		Yes		Yes		AF110180		0		AF110180		Ta.10084		542838		LOC542838		high-affinity phosphate transporter PT1		0		TC440513		0		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		A_99_P314036		3.2706249		2.7395742		4.0647693		4.9885902		4.8637886		5.0309134		7.1974835		5.4170403		4.180015		3.5293357		6.7799606		6.3765106		3.0171025		4.895103		8.770836		1.345787		1.8782514		1.7287887		6.566804		2.6170118		1.5931637		2.2913392		3.1327143		0.4284501		0.9093902		0.78976154		2.7151914		1.3879204		Yes		No		No		TA85834_4565		0		0		0		0		0		0		0		TC435268		0		Rep: Kinase R-like protein - Triticum aestivum (Wheat), complete [TC435268]

		A_99_P280901		8.908698		8.746986		7.347805		7.28487		7.57982		7.592131		6.2960324		6.0689216		7.502474		7.9778957		6.269272		7.482081		-2.512072		-2.2266197		-2.0730753		-2.3229346		-2.650426		-1.7041953		-2.1118877		1.1464797		-1.3288779		-1.1548553		-1.0517726		-1.2159486		-1.4062243		-0.76909065		-1.0785332		0.19721079		Yes		No		No		TA76143_4565		0		0		0		0		0		0		0		TC409977		0		Rep: Thylakoid membrane phosphoprotein 14 kDa, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (53%) [TC409977]

		A_99_P438712		10.598432		10.24316		9.140191		9.018966		9.197133		8.787395		8.465843		8.420579		9.226104		9.546884		8.586431		9.365058		-2.6413922		-2.743021		-1.5958753		-1.5140226		-2.5888796		-1.6203177		-1.467907		1.2711129		-1.4012985		-1.4557657		-0.6743479		-0.59838676		-1.3723278		-0.69627666		-0.5537605		0.34609222		Yes		No		No		CV761092		0		0		Ta.9419		0		0		0		0		TC384126		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC384126]

		A_99_P535427		5.2232165		5.4503555		5.514582		5.3783174		4.238319		4.1777873		4.4342194		4.5915837		4.314508		4.798249		4.351121		5.105593		-1.9791728		-2.4159126		-2.1145678		-1.7251642		-1.8773643		-1.5714613		-2.2399418		-1.2080868		-0.9848976		-1.2725682		-1.0803628		-0.7867336		-0.9087086		-0.65210676		-1.1634612		-0.27272415		Yes		No		No		CV781156		0		0		0		0		0		0		0		TC446716		0		Rep: Chloroplast ribonuclease III domain protein - Zea mays (Maize), partial (8%) [TC446716]

		A_99_P242686		11.730582		12.593509		15.07388		14.087123		12.768781		12.876182		13.153855		13.361375		14.444054		11.9248		13.875992		13.183017		2.0536616		1.2164465		-3.7842958		-1.6537579		6.5589795		-1.5896496		-2.2940366		-1.8713846		1.0381985		0.28267288		-1.9200249		-0.72574806		2.7134714		-0.6687088		-1.1978884		-0.90410614		No		Yes		Yes		TA65150_4565		0		0		Ta.253		0		0		0		0		TC379880		0		0

		A_99_P314601		5.258688		4.254671		4.3868947		4.46236		5.843691		6.5724845		5.50073		4.4743996		6.6500525		6.4737306		5.5686784		4.887101		1.500042		4.9857597		2.1642022		1.0083802		2.623267		4.655898		2.268571		1.3423318		0.5850029		2.3178134		1.1138353		0.012039661		1.3913646		2.2190595		1.1817837		0.42474127		Yes		No		No		TA85990_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P310211		4.2100964		3.6603405		4.3103576		4.069339		6.2870536		8.69438		8.609364		6.6240196		8.569293		7.567047		9.295625		6.6689186		4.2191644		32.763996		19.684744		5.8753743		20.523382		14.998087		31.674877		6.0611005		2.0769572		5.0340395		4.299006		2.5546808		4.3591967		3.9067066		4.985267		2.5995798		Yes		Yes		Yes		CV761530		0		CV761530		Ta.14231		0		0		0		0		TC413501		0		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		A_99_P293431		10.868093		11.215218		11.077035		11.17189		10.61021		10.470375		10.122611		10.888782		10.362634		11.014966		10.06972		11.009736		-1.1957221		-1.6757914		-1.9378057		-1.216814		-1.4195747		-1.1488987		-2.0101662		-1.1189567		-0.25788212		-0.7448425		-0.9544239		-0.2831087		-0.50545883		-0.20025158		-1.0073147		-0.1621542		No		Yes		Yes		TA79771_4565		0		0		Ta.5133		0		0		0		0		TC400466		0		0

		A_99_P366592		1.7969295		1.3931284		3.5034885		1.9024897		4.141162		5.5879803		4.2498393		2.120142		4.5289764		4.4923606		4.517937		2.7219915		5.077902		18.313705		1.6775442		1.1628398		6.643977		8.569626		2.0201306		1.7647965		2.3442326		4.194852		0.74635077		0.21765232		2.732047		3.0992322		1.0144486		0.8195019		Yes		Yes		Yes		TA102243_4565		0		0		0		0		0		0		0		TC396576		0		0

		A_99_P250026		8.161288		8.660073		8.025953		8.36428		8.348299		8.98766		9.634912		8.783149		8.275786		9.10508		9.416898		8.662454		1.1384026		1.2549129		3.050315		1.3368791		1.0825983		1.3613201		2.622503		1.2295871		0.18701077		0.32758713		1.6089582		0.41886902		0.11449814		0.44500637		1.3909445		0.2981739		No		Yes		Yes		TA67150_4565		0		0		Ta.54828		0		0		0		0		TC422319		0		Rep: Peptidyl-prolyl cis-trans isomerase - Hordeum vulgare (Barley), partial (89%) [TC422319]

		A_99_P210936		14.324017		14.201789		11.936549		12.475062		13.852462		13.090054		9.810004		13.380179		13.982984		13.2275505		9.993294		12.344849		-1.386603		-2.1610544		-4.3667045		1.8726964		-1.2666632		-1.9646038		-3.8457246		-1.0944558		-0.47155476		-1.1117353		-2.126545		0.90511703		-0.34103298		-0.9742384		-1.9432554		-0.13021374		No		Yes		Yes		TA54419_4565		0		0		Ta.53883		0		0		0		0		TC402173		0		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (89%) [TC402173]

		A_99_P525152		13.459928		13.581092		13.322377		13.348092		12.7916765		12.267747		11.675586		12.799744		12.964988		13.050948		12.2123		12.865811		-1.5891453		-2.4851706		-3.1313646		-1.4624106		-1.409262		-1.4440731		-2.1585715		-1.3969504		-0.66825104		-1.313345		-1.6467915		-0.5483484		-0.4949398		-0.53014374		-1.1100769		-0.48228073		Yes		Yes		Yes		CK197296		0		0		Ta.55195		0		0		0		0		TC442490		0		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (30%) [TC442490]

		A_99_P401407		1.2281252		1.6163794		3.0572731		1.2292008		1.8115612		2.7862961		5.518559		3.1468313		1.7164006		1.9705443		5.1563716		1.904574		1.4984137		2.2499871		5.5070734		3.7780201		1.4027671		1.2782456		4.2844157		1.5970098		0.583436		1.1699167		2.4612858		1.9176304		0.4882754		0.35416496		2.0990984		0.6753732		Yes		No		No		TA110792_4565		0		0		0		0		0		0		0		TC398720		0		Rep: Multidrug resistance associated protein 1 - Zea mays (Maize), partial (11%) [TC398720]

		A_99_P301436		11.496457		11.351758		11.2548		11.582127		10.980225		10.323861		9.880069		10.615459		10.996699		10.6762495		10.767362		11.016335		-1.4302155		-2.0390496		-2.5931957		-1.9543207		-1.4139761		-1.5971596		-1.4019532		-1.4801999		-0.5162325		-1.0278969		-1.3747311		-0.9666672		-0.49975777		-0.6755085		-0.4874382		-0.5657921		No		Yes		Yes		TA82095_4565		0		0		0		0		0		0		0		TC422747		0		Rep: Acid phosphatase - Oryza sativa subsp. japonica (Rice), partial (20%) [TC422747]

		A_99_P133600		4.956039		5.080231		5.172425		5.1711535		4.627272		4.0145416		4.027929		4.909144		4.606764		4.45499		3.7412536		4.9783196		-1.2559394		-2.0931702		-2.2106888		-1.1991479		-1.2739204		-1.5424688		-2.6966555		-1.1430067		-0.32876682		-1.0656896		-1.144496		-0.26200962		-0.3492751		-0.6252413		-1.4311712		-0.1928339		No		Yes		Yes		CK162669		0		CK162669		Ta.48362		0		0		0		0		TC380488		0		FGAS015268 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162669]

		A_99_P141803		4.596723		5.0995793		4.359764		5.6893005		8.536634		9.199719		13.749183		8.473152		10.326675		9.365681		13.148995		7.4906673		15.347283		17.150042		670.6511		6.886885		53.074696		19.24086		442.4073		3.485503		3.9399114		4.10014		9.389419		2.7838516		5.7299523		4.2661014		8.789231		1.8013668		Yes		Yes		Yes		X85229		0		X85229		Ta.50739		543367		pox3		peroxidase		0		TC378627		0		T.aestivum pox3 gene [X85229]

		A_99_P428537		10.956402		11.152874		11.104665		11.196765		11.483043		12.681774		12.466015		11.384003		11.815812		11.854198		12.559678		11.264178		1.4405711		2.8856575		2.5692549		1.1385816		1.8142966		1.6259968		2.7415907		1.0478363		0.5266409		1.5289001		1.36135		0.18723774		0.8594103		0.70132446		1.4550133		0.06741333		No		Yes		Yes		TA62153_4565		0		0		Ta.55969		0		0		0		0		TC444401		0		0

		A_99_P409722		7.018652		5.604567		2.5789516		4.9799857		7.902621		7.773659		5.5861106		5.0957885		8.44937		7.2189965		6.195717		5.6733785		1.8454452		4.497403		8.039797		1.0835779		2.6958094		3.061905		12.267465		1.6170819		0.88396883		2.1690922		3.007159		0.115802765		1.4307184		1.6144295		3.6167653		0.69339275		Yes		Yes		Yes		TC371784		0		0		0		0		0		0		0		TC371784		0		0

		A_99_P550912		8.238025		8.950754		8.710916		8.351223		6.5264115		7.3765907		8.068831		7.1137843		6.086651		8.291077		7.607435		8.180535		-3.2752686		-2.9776278		-1.5605819		-2.3577957		-4.4425063		-1.5797294		-2.1487243		-1.1255949		-1.7116132		-1.5741634		-0.6420841		-1.2374387		-2.1513739		-0.6596775		-1.1034803		-0.17068768		Yes		No		No		TC452644		0		0		0		0		0		0		0		TC452644		0		0

		A_99_P526212		5.873695		3.2821589		6.9562798		3.6726406		5.164628		5.5351434		4.283274		9.673244		4.4798646		5.717762		4.0783706		5.1027484		-1.6347464		4.7666793		-6.3775644		64.02679		-2.6277542		5.4099045		-7.35084		2.6946685		-0.70906687		2.2529845		-2.6730056		6.0006037		-1.3938303		2.4356031		-2.8779092		1.4301078		No		Yes		Yes		TC443019		0		0		0		0		0		0		0		TC443019		0		Rep: Glycin-rich protein - Vigna unguiculata (Cowpea), partial (15%) [TC443019]

		A_99_P422457		3.701564		4.143035		5.716971		4.3197556		4.806112		6.0504766		6.252051		7.434941		5.518042		6.4233665		6.3580537		6.444532		2.1503146		3.7514327		1.4490224		8.664913		3.522203		4.857896		1.5594991		4.361355		1.1045477		1.9074416		0.53507996		3.1151853		1.816478		2.2803316		0.64108276		2.1247764		Yes		No		No		CK214896		0		0		Ta.9251		0		0		0		0		TC382648		0		0

		A_99_P437842		10.866565		10.227792		9.238059		9.703453		10.815713		11.0585165		10.057782		9.383723		11.549553		10.828697		10.478647		9.7672205		-1.0358764		1.7785786		1.7650672		-1.2480968		1.6054616		1.5166681		2.3629484		1.0451916		-0.050851822		0.8307247		0.8197231		-0.3197298		0.68298817		0.6009054		1.2405882		0.06376743		No		Yes		Yes		TA71993_4565		0		0		0		0		0		0		0		TC394947		0		Rep: Cellulose synthase-like protein D4 - Populus tremuloides (Quaking aspen), partial (15%) [TC394947]

		A_99_P328581		5.511106		5.7921767		5.840771		4.066397		4.856032		3.9641373		4.155413		3.6309414		4.5934844		4.5642524		3.7424686		3.8371315		-1.5746969		-3.5505424		-3.216202		-1.3523381		-1.8889986		-2.3422976		-4.282053		-1.1722381		-0.6550741		-1.8280394		-1.685358		-0.4354558		-0.9176216		-1.2279243		-2.0983026		-0.22926569		Yes		Yes		Yes		TA90106_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P104055		1.5486253		3.1000535		1.9531541		1.436838		2.258376		3.2711449		4.582888		3.402696		2.969063		1.9867382		4.0004983		3.2236679		1.6355213		1.1259098		6.189119		3.9064493		2.676667		-2.1634223		4.133444		3.4505584		0.70975053		0.17109132		2.629734		1.9658579		1.4204377		-1.1133153		2.0473442		1.7868298		Yes		No		No		CK193234		0		CK193234		Ta.39182		0		0		0		0		TC392418		0		FGAS001648 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK193234]

		A_99_P184532		4.6084433		4.61025		5.124614		4.598305		4.7945976		3.8065794		4.448214		3.9495838		3.696871		3.3772247		4.0454907		2.8009813		1.1377269		-1.7455367		-1.5981466		-1.5677782		-1.8810943		-2.3505938		-2.1127515		-3.475749		0.18615437		-0.80367064		-0.6763997		-0.64872146		-0.9115722		-1.2330253		-1.079123		-1.797324		Yes		No		No		TC405979		0		0		0		0		0		0		0		TC405979		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (6%) [TC405979]

		A_99_P117725		1.9220723		4.1771617		6.413178		4.4547687		3.2382119		5.6182294		6.8904223		5.2826214		4.4739275		4.0398097		7.467758		5.62629		2.4899893		2.7152174		1.3920822		1.7750415		5.863878		-1.0998845		2.0771136		2.2524908		1.3161396		1.4410677		0.47724438		0.8278527		2.551855		-0.13735199		1.0545802		1.1715212		Yes		No		No		CJ721099		0		CJ721099		Ta.43435		0		0		0		0		TC422109		0		CJ721099 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh10l22 5', mRNA sequence [CJ721099]

		A_99_P148927		12.324422		12.272084		11.447151		10.872249		10.897044		10.751746		9.28691		9.337722		10.525317		11.426247		9.038781		10.890847		-2.689574		-2.8685825		-4.4698954		-2.896934		-3.480042		-1.797308		-5.308742		1.012975		-1.4273777		-1.520338		-2.1602411		-1.5345268		-1.7991047		-0.8458376		-2.40837		0.018598557		Yes		No		No		CJ903405		0		CJ903405		Ta.52539		0		0		0		0		TC391822		0		CJ903405 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles31d01 5', mRNA sequence [CJ903405]

		A_99_P089915		7.2246776		7.3706603		7.651055		7.373986		6.9118824		6.749794		6.448631		6.9970703		7.0191674		6.96834		6.5613027		7.2598987		-1.2421119		-1.5377983		-2.30126		-1.2985625		-1.153094		-1.3216319		-2.1283748		-1.0822899		-0.31279516		-0.6208663		-1.202424		-0.37691545		-0.20551014		-0.40232038		-1.0897522		-0.114087105		No		Yes		Yes		CA632919		0		CA632919		Ta.34134		0		0		0		0		TC438199		0		wle1n.pk0064.a3 wle1n Triticum aestivum cDNA clone wle1n.pk0064.a3 5' end, mRNA sequence [CA632919]

		A_99_P284791		9.066726		10.5501795		11.813617		11.317912		8.728471		9.077195		10.372684		11.088632		9.077785		9.589755		10.666226		11.232239		-1.2642264		-2.7759552		-2.7149644		-1.1722502		1.0076948		-1.9458823		-2.2151284		-1.0611829		-0.33825493		-1.4729843		-1.4409332		-0.22928047		0.011058807		-0.9604244		-1.1473904		-0.08567333		No		Yes		Yes		TA77295_4565		0		0		Ta.40339		0		0		0		0		TC421891		0		Rep: 3-ketoacyl-CoA synthase - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (8%) [TC421891]

		A_99_P248866		10.828342		10.571868		10.016503		10.469292		10.160572		9.113654		8.836663		9.29966		9.35762		10.129128		8.138355		10.248978		-1.5886159		-2.7476797		-2.2655168		-2.249543		-2.771606		-1.3591828		-3.6760287		-1.1649871		-0.6677704		-1.4582138		-1.1798401		-1.169632		-1.4707222		-0.4427395		-1.8781481		-0.22031403		Yes		No		No		CA746392		0		CA746392		Ta.61012		0		0		0		0		TC371208		0		wri2s.pk007.m7 wri2s Triticum aestivum cDNA clone wri2s.pk007.m7 5' end, mRNA sequence [CA746392]

		A_99_P469092		1.6235172		1.6472543		1.340846		1.6949345		1.3403668		1.4511982		3.269415		1.5597407		1.8789238		1.8536052		4.011009		2.0740256		-1.2168491		-1.1455624		3.8067741		-1.0982404		1.1936722		1.1537662		6.3650117		1.3005223		-0.28315032		-0.19605613		1.928569		-0.13519382		0.25540662		0.2063508		2.6701632		0.37909114		No		Yes		Yes		TC416051		0		0		0		0		0		0		0		TC416051		GO:0016020(membrane)		0

		A_99_P244361		4.7490125		5.1090884		7.2930107		5.040191		7.1149178		8.825108		8.128301		6.351223		8.260067		6.336128		8.947161		5.900643		5.15476		13.141146		1.7842156		2.4811893		11.400732		2.3408618		3.147377		1.8156067		2.3659053		3.7160192		0.83528996		1.3110318		3.5110545		1.2270398		1.65415		0.8604517		Yes		No		No		AK332751		0		AK332751		Ta.639		543368		FKBP77		peptidylprolyl isomerase		0		TC402433		0		Triticum aestivum cDNA, clone: WT004_M12, cultivar: Chinese Spring [AK332751]

		A_99_P006971		13.474374		13.755436		13.25016		13.38079		12.890347		12.817412		12.420226		12.733792		12.545818		13.353744		12.157393		13.279008		-1.499028		-1.9159018		-1.7776042		-1.5659058		-1.9033693		-1.3210567		-2.1328268		-1.0730981		-0.5840273		-0.93802357		-0.8299341		-0.64699745		-0.9285555		-0.4016924		-1.0927668		-0.101781845		No		Yes		Yes		CK162590		0		CK162590		Ta.65868		0		0		0		0		TC368547		0		FGAS015187 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162590]

		A_99_P535312		4.82871		3.9158459		3.1592453		4.078758		5.626556		5.1531315		6.5823274		5.669663		5.650371		5.5581956		7.2764053		4.9696255		1.7385033		2.3575456		10.726312		3.012383		1.7674397		3.1217387		17.353561		1.8542911		0.79784584		1.2372856		3.423082		1.5909052		0.821661		1.6423497		4.11716		0.8908677		Yes		No		No		TC446674		0		0		0		0		0		0		0		TC446674		GO:0004115(3',5'-cyclic-AMP phosphodiesterase activity)|GO:0005509(calcium ion binding)|GO:0005513(detection of calcium ion)|GO:0005515(protein binding)|GO:0005575(cellular_component)|GO:0005634(nucleus)|GO:0005816(spindle pole body)|GO:0005829(cytosol)|GO:0006644(phospholipid metabolic process)|GO:0007059(chromosome segregation)|GO:0007165(signal transduction)|GO:0007268(synaptic transmission)|GO:0007276(gamete generation)|GO:0008150(biological_process)|GO:0009536(plastid)|GO:0009790(embryo development)|GO:0009792(embryo development ending in birth or egg hatching)|GO:0016477(cell migration)|GO:0019722(calcium-mediated signaling)|GO:0019933(cAMP-mediated signaling)|GO:0030163(protein catabolic process)|GO:0030427(site of polarized growth)|GO:0030437(ascospore formation)|GO:0030448(hyphal growth)|GO:0040010(positive regulation of growth rate)|GO:0042981(regulation of apoptosis)|GO:0043277(apoptotic cell clearance)|GO:0051225(spindle assembly)|GO:0051726(regulation of cell cycle)		Rep: Histone H2A - Oryza sativa subsp. japonica (Rice), partial (38%) [TC446674]

		A_99_P214061		8.0021		8.714263		5.875875		6.3935685		10.054278		12.222922		13.659438		10.437028		11.77288		11.83876		13.3828		8.807475		4.147317		11.38182		220.33626		16.489313		13.649532		8.721024		181.89034		5.329154		2.0521784		3.5086594		7.783563		4.0434594		3.7707796		3.1244974		7.506925		2.4139066		Yes		Yes		Yes		TA55650_4565		0		0		0		0		0		0		0		TC381268		0		Rep: Thaumatin-like protein TLP4 - Hordeum vulgare (Barley), complete [TC381268]

		A_99_P199261		10.19932		10.533505		11.771611		11.193169		11.081576		12.373738		12.088814		11.230098		11.74101		11.351155		12.446078		11.328873		1.8432561		3.5806782		1.2459123		1.0259278		2.911353		1.7625325		1.5960071		1.0986288		0.8822565		1.8402328		0.31720257		0.03692913		1.5416899		0.81764984		0.6744671		0.13570404		No		Yes		Yes		TA50699_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P496402		10.009503		9.710854		9.467857		9.490512		10.47396		10.791919		10.3186455		9.758437		11.231509		10.076443		10.560812		9.651231		1.3797975		2.1155975		1.8034859		1.204075		2.3327081		1.2884077		2.1331046		1.117844		0.46445656		1.0810652		0.8507881		0.26792526		1.2220058		0.36558914		1.0929546		0.16071892		No		Yes		Yes		TA92641_4565		0		0		0		0		0		0		0		TC406496		0		0

		A_99_P302831		10.955426		10.639827		10.849266		10.455626		11.583398		12.16626		11.507859		10.722844		12.194652		11.350551		11.943461		10.5921		1.5453907		2.880727		1.5785426		1.2034854		2.3607175		1.636625		2.1349397		1.0992157		0.62797165		1.526433		0.6585932		0.2672186		1.2392254		0.7107239		1.0941954		0.13647461		No		Yes		Yes		TA82515_4565		0		0		0		0		0		0		0		TC443023		0		Rep: Os06g0714200 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC443023]

		A_99_P231016		8.470496		7.985868		10.753906		10.438508		8.120881		7.5869927		9.126652		10.011928		8.254671		7.825727		8.885071		9.445336		-1.2742206		-1.3184795		-3.0892453		-1.3440441		-1.1613679		-1.1173964		-3.6523764		-1.9905564		-0.3496151		-0.39887524		-1.6272545		-0.42658043		-0.21582508		-0.16014099		-1.8688354		-0.9931717		No		Yes		Yes		TA61830_4565		0		0		Ta.54689		0		0		0		0		TC390968		0		0

		A_99_P158612		12.920587		13.156123		12.472228		12.2888		13.544314		14.085338		14.038452		13.341458		14.258934		13.653251		14.387988		12.48491		1.5408515		1.9042389		2.9612865		2.0743482		2.528615		1.4114006		3.7731254		1.1456051		0.6237278		0.9292145		1.5662241		1.0526581		1.3383474		0.49712753		1.91576		0.19610977		Yes		Yes		Yes		BT009287		0		BT009287		Ta.54817		0		0		0		0		TC407541		0		Triticum aestivum clone wlm0.pk0014.b1:fis, full insert mRNA sequence [BT009287]

		A_99_P568127		7.573606		6.6330223		5.3251653		6.323568		7.9720154		8.1132765		7.1651726		6.7724185		8.8003645		8.053401		7.1247888		6.61492		1.3180538		2.7899787		3.5801184		1.3649524		2.3404055		2.6765575		3.4812937		1.2237868		0.39840937		1.4802542		1.8400073		0.44885063		1.2267585		1.4203787		1.7996235		0.29135227		Yes		Yes		Yes		CA690198		0		0		Ta.56226		0		0		0		0		0		0		0

		A_99_P293196		9.467746		10.549823		10.1465845		10.4343		8.946641		9.237859		9.643139		9.848019		8.872464		9.76374		9.539715		9.982054		-1.4350538		-2.482793		-1.4175951		-1.5013723		-1.5107675		-1.7243866		-1.5229511		-1.3681692		-0.5211048		-1.311964		-0.5034456		-0.5862818		-0.5952816		-0.7860832		-0.6068697		-0.45224667		No		Yes		Yes		TA79706_4565		0		0		Ta.32771		0		0		0		0		TC457833		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC457833]

		A_99_P098910		5.922804		5.3488007		5.1366487		5.0844445		5.247395		3.976136		3.5007603		4.638776		5.1243873		5.057478		4.3915524		4.691911		-1.5970492		-2.589484		-3.1077886		-1.3619453		-1.7391913		-1.2237618		-1.6760861		-1.3126965		-0.67540884		-1.3726647		-1.6358883		-0.4456687		-0.7984166		-0.2913227		-0.7450962		-0.3925333		Yes		No		No		CV767209		0		CV767209		Ta.37357		0		0		0		0		0		0		FGAS061597 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV767209]

		A_99_P310891		4.179338		3.6389782		4.009167		4.5778213		2.8364413		2.4672291		3.7285967		3.0550423		3.1439636		2.7319603		2.4808443		2.5878668		-2.536601		-2.2528467		-1.2146751		-2.87344		-2.0496454		-1.8751655		-2.8845034		-3.9722447		-1.3428967		-1.1717491		-0.2805705		-1.522779		-1.0353744		-0.90701795		-1.5283229		-1.9899545		Yes		Yes		Yes		TA84919_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P454027		6.0280967		5.9990706		7.4481835		6.682844		5.570696		4.9178557		5.7115045		6.011727		5.285618		5.9330325		5.9544015		6.199991		-1.3730658		-2.115817		-3.3326714		-1.5923057		-1.673048		-1.0468379		-2.816263		-1.3975044		-0.4574008		-1.0812149		-1.7366791		-0.6711173		-0.74247885		-0.06603813		-1.493782		-0.48285294		No		Yes		Yes		TC406447		0		0		0		0		0		0		0		TC406447		0		Rep: Os05g0406200 protein - Oryza sativa subsp. japonica (Rice), partial (3%) [TC406447]

		A_99_P434987		5.693004		4.9321322		6.636383		5.959169		5.1681333		4.680385		5.1184597		5.455204		4.8604083		4.829985		5.211538		5.665642		-1.4388047		-1.1906482		-2.8637853		-1.4181055		-1.7808868		-1.0733697		-2.684857		-1.225633		-0.5248709		-0.25174713		-1.5179234		-0.5039649		-0.8325958		-0.1021471		-1.4248452		-0.29352713		No		Yes		Yes		TC392489		0		0		0		0		0		0		0		TC392489		0		0

		A_99_P119504		6.451258		6.0416145		6.28554		6.2085705		6.032158		5.3536325		5.339098		5.8018055		5.913639		5.741015		5.255821		6.087808		-1.3370935		-1.6110286		-1.9271142		-1.3257098		-1.451575		-1.2316562		-2.0416265		-1.0873092		-0.41910028		-0.6879821		-0.9464421		-0.40676498		-0.5376191		-0.30059958		-1.0297189		-0.12076235		No		Yes		Yes		CJ712210		0		CJ712210		Ta.43959		0		0		0		0		TC386621		0		CJ712210 Y.Ogihara unpublished cDNA library Wh_VABA Triticum aestivum cDNA clone whva12e09 5', mRNA sequence [CJ712210]

		A_99_P506427		10.542564		10.781606		10.749284		10.63896		10.89526		11.725379		11.965797		11.184258		11.490523		11.280232		12.111995		11.078808		1.2769442		1.9235526		2.3238447		1.4593223		1.9291415		1.412868		2.5716796		1.3564614		0.35269547		0.94377327		1.2165136		0.5452986		0.94795895		0.4986267		1.362711		0.43984795		No		Yes		Yes		AK331955		0		AK331955		Ta.35842		0		0		0		0		TC434544		0		Triticum aestivum cDNA, clone: WT002_M14, cultivar: Chinese Spring [AK331955]

		A_99_P220251		10.367789		10.8503065		11.252107		11.420257		11.767623		12.649457		11.89553		11.936511		11.947242		11.999199		12.412377		11.653652		2.6387117		3.4801524		1.562031		1.4302372		2.9885643		2.2174358		2.2349937		1.1755986		1.3998337		1.7991505		0.6434231		0.5162544		1.5794525		1.1488924		1.1602707		0.23339558		Yes		Yes		Yes		TA58321_4565		0		0		Ta.178		0		0		0		0		TC403588		0		0

		A_99_P290971		4.688062		5.331483		5.077793		5.112465		5.410795		6.5228915		7.219501		5.5846314		6.359116		6.0983434		7.549601		5.2573156		1.6503054		2.2837563		4.4128413		1.387191		3.1844714		1.7015629		5.547385		1.1056162		0.722733		1.1914086		2.141708		0.47216654		1.6710539		0.7668605		2.471808		0.14485073		Yes		No		No		TA79083_4565		0		0		0		0		0		0		0		TC408898		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC408898]

		A_99_P354726		6.1287236		6.6196723		8.487723		8.102794		5.0767665		3.8439415		6.6847873		7.2050815		5.8731475		3.719342		7.58931		7.33882		-2.0733407		-6.8482285		-3.4892962		-1.8631092		-1.1938124		-7.465973		-1.8640146		-1.6981616		-1.0519571		-2.7757308		-1.8029361		-0.89771223		-0.25557613		-2.9003303		-0.8984132		-0.7639737		Yes		Yes		Yes		TA98221_4565		0		0		0		0		0		0		0		TC430873		0		Rep: Pollen allergen Tri a 4 precursor - Triticum aestivum (Wheat), partial (25%) [TC430873]

		A_99_P408767		8.206658		7.869408		7.0388503		7.068329		8.467288		8.791871		7.789186		7.3306575		8.941449		8.318698		8.174945		7.2636085		1.1980015		1.8953482		1.6821842		1.1994131		1.6641562		1.365368		2.1978526		1.144946		0.26062965		0.92246294		0.7503357		0.26232862		0.7347908		0.4492898		1.1360946		0.1952796		No		Yes		Yes		TA85689_4565		0		0		Ta.54912		0		0		0		0		TC370792		0		Rep: Chromosome chr5 scaffold_124, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC370792]

		A_99_P133905		2.0959733		1.9046816		1.5935732		4.663916		1.5131994		2.2729268		5.097549		5.211079		1.7805783		1.5533444		2.4570987		5.764833		-1.4977261		1.2907819		11.344931		1.4612094		-1.2443523		-1.2757425		1.8194791		2.1449096		-0.5827738		0.36824524		3.5039759		0.547163		-0.315395		-0.3513372		0.8635255		1.1009169		No		Yes		Yes		AB029887		0		AB029887		Ta.48437		542773		6-SFT		sucrose:fructan 6-fructosyltransferase		0		TC427838		0		Triticum aestivum 6-SFT mRNA for sucrose:fructan 6-fructosyltransferase, complete cds [AB029887]

		A_99_P512357		12.182927		12.207286		12.587987		12.1388235		11.918618		10.990631		10.344856		11.409329		11.3613205		11.39321		10.352788		11.400632		-1.2010605		-2.3240721		-4.734233		-1.6580576		-1.7673731		-1.7581711		-4.7082763		-1.6680837		-0.26430893		-1.2166548		-2.2431307		-0.7294941		-0.82160664		-0.81407547		-2.235199		-0.7381916		Yes		Yes		Yes		CA612835		0		0		Ta.58770		0		0		0		0		TC437105		0		Rep: Abscisic stress ripening protein-like protein - Musa acuminata (Banana), partial (60%) [TC418893]

		A_99_P222746		12.301417		12.60101		13.361115		13.138672		11.917058		11.888217		12.001751		13.064587		12.017723		12.038329		12.290501		12.974179		-1.3052801		-1.6389744		-2.5657213		-1.0526934		-1.217308		-1.4770117		-2.1003282		-1.1207719		-0.38435936		-0.71279335		-1.3593645		-0.074085236		-0.28369427		-0.5626812		-1.0706148		-0.1644926		No		Yes		Yes		TA59280_4565		0		0		0		0		0		0		0		TC372562		0		0

		A_99_P446442		4.6680894		3.6700804		1.7428404		2.0609708		4.980517		4.797872		6.481243		3.9407737		5.670489		4.6848145		7.144276		3.5802155		1.2417954		2.1852398		26.693247		3.6802478		2.003329		2.0205305		42.266296		2.8664093		0.31242752		1.1277916		4.738403		1.879803		1.0023994		1.014734		5.401436		1.5192447		Yes		Yes		Yes		CK163947		0		0		Ta.11526		0		0		0		0		TC401188		0		0

		A_99_P348666		4.792566		2.078762		2.4586706		1.8581623		8.632571		10.04469		10.033399		7.4370065		10.546332		9.28809		10.127927		6.9612355		14.320455		250.02492		190.64278		47.796864		53.958057		147.9871		203.55237		34.369884		3.8400054		7.965928		7.574728		5.578844		5.7537665		7.2093277		7.669256		5.103073		Yes		Yes		Yes		TA96313_4565		0		0		0		0		0		0		0		TC382674		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (77%) [TC382674]

		A_99_P386622		2.3637588		1.6133958		3.284916		4.4062486		4.614203		3.7023475		6.408993		6.6833286		3.9087665		4.6582804		6.4404454		6.652416		4.758293		4.254388		8.718481		4.8469596		2.9180562		8.252806		8.910643		4.7442093		2.2504442		2.0889516		3.1240768		2.27708		1.5450077		3.0448847		3.1555295		2.2461677		Yes		Yes		Yes		TA107160_4565		0		0		Ta.39241		0		0		0		0		TC406471		0		0

		A_99_P454872		3.9688873		4.567528		4.646322		4.383014		3.5666065		3.1088293		3.7107143		2.050491		2.9053733		2.9237068		3.4830332		3.1086063		-1.3215957		-2.7486029		-1.9126958		-5.0368547		-2.0900161		-3.1249237		-2.2396739		-2.4189951		-0.4022808		-1.4586985		-0.93560743		-2.332523		-1.063514		-1.643821		-1.1632886		-1.2744079		Yes		No		No		CV773600		0		0		Ta.32607		0		0		0		0		TC407010		0		Rep: Chromosome chr14 scaffold_190, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC407010]

		A_99_P138825		10.130851		9.729209		9.91343		9.855813		11.275253		12.360504		11.852336		10.724033		11.828687		11.32206		12.308957		10.681811		2.2105455		6.19582		3.8341472		1.8254098		3.2441397		3.016448		5.2616925		1.7727613		1.1444025		2.6312952		1.9389057		0.8682203		1.6978359		1.5928507		2.395527		0.8259983		Yes		Yes		Yes		TA95683_4565		0		0		0		0		0		0		0		TC428299		0		Rep: Receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (56%) [TC428299]

		A_99_P363291		5.358091		5.5068946		4.8507466		3.0497305		3.5662823		3.039275		3.0092366		2.4691608		3.8999348		4.1924276		2.7352388		2.3987694		-3.462487		-5.531304		-3.5838494		-1.4954396		-2.7475698		-2.4871042		-4.3334255		-1.5702139		-1.7918086		-2.4676197		-1.84151		-0.58056974		-1.4581561		-1.314467		-2.1155078		-0.65096116		Yes		No		No		TA101139_4565		0		0		0		0		0		0		0		TC379869		0		Rep: S222 - Triticum aestivum (Wheat), partial (21%) [TC379869]

		A_99_P505352		5.1787534		3.5170898		2.3656805		1.9370409		5.4758277		5.4819565		3.9687347		3.7215672		6.36228		5.1888924		4.214692		3.3347547		1.2286502		3.9037662		3.0378578		3.445053		2.271313		3.1861243		3.602533		2.6348372		0.29707432		1.9648666		1.6030543		1.7845262		1.1835265		1.6718025		1.8490117		1.3977138		Yes		Yes		Yes		TC434068		0		0		0		0		0		0		0		TC434068		0		Rep: Wall-associated kinase 2 - Triticum aestivum (Wheat), partial (16%) [TC434068]

		A_99_P201401		8.099294		8.420765		8.016717		8.687114		9.402916		11.445271		10.414313		8.047572		10.355134		10.376412		10.755855		8.185892		2.4684787		8.137049		5.269245		-1.5578341		4.776124		3.8788996		6.676711		-1.4154116		1.3036222		3.0245056		2.3975964		-0.6395416		2.2558403		1.9556475		2.7391376		-0.50122166		Yes		Yes		Yes		TA51386_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P201706		6.952925		7.3694215		6.422266		6.9338136		6.4132857		6.213572		4.8914595		7.105638		7.152107		6.090481		5.0610204		6.724871		-1.4536092		-2.228155		-2.8894732		1.1264821		1.1480469		-2.4266074		-2.569069		-1.1558405		-0.5396395		-1.1558495		-1.5308065		0.17182446		0.19918156		-1.2789407		-1.3612456		-0.20894241		No		Yes		Yes		TA51479_4565		0		0		0		0		0		0		0		TC419165		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC419165]

		A_99_P473522		6.638334		5.5495687		6.801628		6.605964		8.645074		8.980041		9.164376		7.3549175		9.696275		8.28229		10.506884		7.4691753		4.018731		10.781395		5.1434917		1.6805731		8.327832		6.647085		13.0434675		1.8190827		2.00674		3.430472		2.3627481		0.74895334		3.057941		2.7327218		3.7052555		0.86321115		Yes		Yes		Yes		TC418609		0		0		0		0		0		0		0		TC418609		0		0

		A_99_P467507		7.141983		7.0061097		6.986679		7.0347404		7.41959		8.421552		8.092776		7.1207848		7.855264		7.476835		8.294416		7.2234406		1.2121825		2.6674144		2.1526253		1.0614558		1.6395288		1.3858057		2.47553		1.1397364		0.27760696		1.415442		1.1060972		0.08604431		0.71328115		0.47072506		1.3077374		0.1887002		No		Yes		Yes		BQ171151		0		0		Ta.7234		0		0		0		0		TC415104		0		0

		A_99_P210341		12.273154		10.39473		10.62267		10.695671		12.175137		11.151481		13.022006		11.215306		12.024433		11.342484		12.814065		11.465699		-1.0703018		1.6896812		5.2756023		1.4335927		-1.1881534		1.9288685		4.5674686		1.7053031		-0.09801769		0.75675106		2.3993359		0.5196352		-0.24872112		0.94775486		2.1913948		0.7700281		No		Yes		Yes		TA54237_4565		0		0		Ta.28612		0		0		0		0		TC417874		0		0

		A_99_P532207		2.8128622		2.7969487		4.670924		5.6206455		5.06236		4.680709		7.426677		7.0143013		5.1664333		3.4015694		7.5539775		6.7471366		4.7551723		3.6903565		6.7540507		2.6274364		5.110878		1.5205789		7.3770976		2.1832707		2.2494977		1.8837602		2.755753		1.3936558		2.3535712		0.6046207		2.8830533		1.1264911		Yes		Yes		Yes		CD876487		0		0		0		0		0		0		0		TC445408		0		Rep: Cytochrome P450 71C4 - Zea mays (Maize), partial (9%) [TC445408]

		A_99_P115890		3.4848607		4.628272		3.896808		3.1622746		1.8577749		2.4451969		3.0076761		1.5464257		2.0221522		3.7225208		2.398145		4.0261135		-3.0888844		-4.541205		-1.8520613		-3.064919		-2.7562532		-1.8735198		-2.825807		1.8198744		-1.6270858		-2.1830752		-0.8891318		-1.6158489		-1.4627085		-0.9057512		-1.498663		0.8638389		Yes		No		No		CJ718286		0		CJ718286		Ta.42921		0		0		0		0		TC432777		0		CJ718286 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd19d10 5', mRNA sequence [CJ718286]

		A_99_P214021		14.268245		14.363194		14.692894		14.571396		14.273639		13.679897		13.822337		14.325923		13.864601		13.953956		13.564534		14.494862		1.0037458		-1.6058055		-1.8283684		-1.1854813		-1.3228446		-1.3279849		-2.1861007		-1.0544819		0.005393982		-0.68329716		-0.87055683		-0.24547291		-0.4036436		-0.40923882		-1.1283598		-0.07653427		No		Yes		Yes		TA55635_4565		0		0		Ta.54879		0		0		0		0		TC452776		0		0

		A_99_P176896		6.5051727		6.5523496		6.7754707		6.5070662		6.1613603		5.6128716		5.7977448		5.1272807		5.62916		5.5452237		5.1719356		5.2589393		-1.2691059		-1.917834		-1.9693588		-2.6022968		-1.835296		-2.009903		-3.0388706		-2.3753283		-0.34381247		-0.9394779		-0.977726		-1.3797855		-0.8760128		-1.0071259		-1.6035352		-1.248127		Yes		Yes		Yes		DR733898		0		0		0		0		0		0		0		0		0		0

		A_99_P026169		8.552106		7.709368		7.650055		8.496701		9.78086		12.171428		10.466624		10.408364		10.745091		10.276624		10.628281		10.34611		2.343645		22.04011		7.044852		3.7624257		4.5725074		5.926809		7.880164		3.6035256		1.228754		4.4620595		2.8165693		1.911663		2.1929855		2.5672555		2.9782257		1.8494091		Yes		Yes		Yes		AF110180		0		AF110180		Ta.10084		542838		LOC542838		high-affinity phosphate transporter PT1		0		0		0		Triticum aestivum high-affinity phosphate transporter PT1 mRNA, partial cds [AF110180]

		A_99_P494142		11.705738		12.226157		10.546466		10.586273		10.057349		10.620472		9.109038		9.747134		9.918715		11.323094		9.050213		10.987161		-3.1348336		-3.0434027		-2.708375		-1.7889822		-3.4510217		-1.8700318		-2.8210907		1.3203199		-1.6483889		-1.6056852		-1.4374275		-0.839139		-1.7870235		-0.9030628		-1.496253		0.4008875		Yes		No		No		TA89084_4565		0		0		Ta.25436		0		0		0		0		TC429116		0		Rep: S-adenosyl-L-methionine Mg-protoporphyrin IX methyltranserase - Nicotiana tabacum (Common tobacco), partial (51%) [TC429116]

		A_99_P141898		10.162088		10.082328		9.249806		9.189445		8.992687		8.93418		8.467747		8.236159		8.80374		9.598622		8.409881		9.143815		-2.2491832		-2.2162914		-1.7195841		-1.9362768		-2.5639157		-1.3983307		-1.789958		-1.0321335		-1.1694012		-1.1481476		-0.78205967		-0.9532852		-1.3583488		-0.48370552		-0.83992577		-0.0456295		Yes		No		No		CJ925420		0		CJ925420		Ta.50769		0		0		0		0		TC438694		0		CJ925420 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan27g01 5', mRNA sequence [CJ925420]

		A_99_P502447		8.3970995		7.747499		9.238285		9.495167		7.735703		6.543512		7.9074826		8.139648		7.4174843		7.182941		7.5600305		8.85061		-1.5816128		-2.3037548		-2.5154254		-2.5588903		-1.9719394		-1.4789344		-3.2004054		-1.5632592		-0.6613965		-1.2039871		-1.3308024		-1.3555183		-0.9796152		-0.564558		-1.6782546		-0.644557		Yes		No		No		AK332762		0		AK332762		Ta.39373		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT004_N01, cultivar: Chinese Spring [AK332762]

		A_99_P312261		8.55987		9.349129		9.837133		9.436934		8.039922		8.020036		9.242892		8.366128		7.810169		8.265349		8.548686		9.269745		-1.4339036		-2.5124466		-1.5096782		-2.1006074		-1.6814438		-2.1195815		-2.4426503		-1.122869		-0.519948		-1.329093		-0.59424114		-1.0708065		-0.74970055		-1.0837793		-1.2884474		-0.1671896		No		Yes		Yes		TA85297_4565		0		0		Ta.36608		0		0		0		0		TC412402		0		0

		A_99_P297691		7.979634		7.6106343		8.245009		7.8832436		7.738859		7.007565		7.1014886		7.7447057		7.8942113		6.8768845		7.337752		7.416506		-1.1816269		-1.5189446		-2.2091951		-1.100789		-1.0609984		-1.6629559		-1.875477		-1.381981		-0.24077463		-0.6030693		-1.1435208		-0.13853788		-0.085422516		-0.73374987		-0.90725756		-0.46673775		No		Yes		Yes		TA81002_4565		0		0		Ta.31597		0		0		0		0		TC432142		0		Rep: Phosphoglyceride transfer protein - Oryza sativa subsp. indica (Rice), partial (31%) [TC432142]

		A_99_P087995		4.4250646		3.4754047		3.9011173		3.355715		2.551469		2.9086714		2.7199318		2.7694643		2.9464371		2.4423363		2.1591337		2.4229386		-3.6644468		-1.481166		-2.2676303		-1.50134		-2.7868347		-2.046372		-3.3449478		-1.9089462		-1.8735955		-0.56673336		-1.1811855		-0.5862508		-1.4786274		-1.0330684		-1.7419837		-0.93277645		Yes		No		No		BE402600		0		BE402600		Ta.33489		0		0		0		0		TC387003		0		CSB009F06F990908 ITEC CSB Wheat Endosperm Library Triticum aestivum cDNA clone CSB009F06, mRNA sequence [BE402600]

		A_99_P539747		8.969021		8.076455		8.071782		8.437638		9.551454		10.013278		9.246915		9.00827		10.146136		9.195221		9.608167		8.902903		1.497372		3.828616		2.2581365		1.4851741		2.2612422		2.1716113		2.9006667		1.3805703		0.58243275		1.9368229		1.1751328		0.570632		1.1771154		1.1187658		1.5363846		0.46526432		Yes		Yes		Yes		AK331293		0		AK331293		Ta.11135		0		0		0		0		TC448412		0		Triticum aestivum cDNA, clone: WT007_C01, cultivar: Chinese Spring [AK331293]

		A_99_P150747		5.990188		6.5414233		8.3254595		7.254084		4.800609		5.006464		6.6521344		7.052729		4.606537		5.5869637		6.855882		7.29804		-2.2808619		-2.8978026		-3.1894884		-1.1497778		-2.6092792		-1.9378537		-2.7694075		1.0309367		-1.189579		-1.5349593		-1.6733251		-0.20135498		-1.3836513		-0.95445967		-1.4695773		0.043955803		Yes		Yes		Yes		TC440729		0		0		0		0		0		0		0		TC440729		0		0

		A_99_P207416		6.9487987		5.423153		5.1530976		5.3150187		4.069012		4.2531934		2.2296717		3.2477968		5.1846366		5.296271		2.4280949		3.8241327		-7.3604116		-2.250054		-7.586455		-4.1907887		-3.3967664		-1.0919313		-6.611615		-2.8106153		-2.8797865		-1.1699595		-2.923426		-2.0672219		-1.7641621		-0.12688208		-2.7250028		-1.490886		Yes		No		No		TA53275_4565		0		0		Ta.30536		0		0		0		0		0		0		0

		A_99_P538712		6.938852		7.130634		8.327081		8.006602		6.1565948		5.659929		6.5336494		7.1834087		6.403305		6.152199		6.6207786		6.9214725		-1.7198194		-2.771573		-3.4663835		-1.7693182		-1.4494914		-1.9703269		-3.2632334		-2.1215663		-0.7822571		-1.470705		-1.7934313		-0.82319355		-0.5355468		-0.97843504		-1.7063022		-1.0851297		Yes		Yes		Yes		CJ831809		0		CJ831809		Ta.43999		0		0		0		0		TC435546		0		CJ831809 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal36i05 5', mRNA sequence [CJ831809]

		A_99_P622228		11.681998		11.413671		13.10318		12.510583		11.796684		11.177775		11.664803		12.101218		12.286128		11.395878		11.875768		12.18662		1.0827394		-1.1776372		-2.7101588		-1.3281008		1.5200616		-1.0124093		-2.3414662		-1.2517645		0.11468601		-0.23589516		-1.4383774		-0.4093647		0.6041298		-0.017792702		-1.2274122		-0.32396317		No		Yes		Yes		AK333035		0		AK333035		Ta.54527		543394		PAL		inducible phenylalanine ammonia-lyase		0		TC385571		0		Triticum aestivum cDNA, clone: WT005_H19, cultivar: Chinese Spring [AK333035]

		A_99_P186982		10.186462		10.126611		6.7981415		6.7248893		9.312459		9.710362		5.3722744		6.392994		9.234853		9.785597		4.7311387		6.003817		-1.8327416		-1.3344529		-2.6867592		-1.2586659		-1.9340292		-1.2666465		-4.1901526		-1.6484066		-0.8740034		-0.41624832		-1.4258671		-0.33189535		-0.9516096		-0.3410139		-2.0670028		-0.7210722		Yes		No		No		CJ670634		0		CJ670634		Ta.61261		0		0		0		0		TC440478		0		CJ670634 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv3b15 5', mRNA sequence [CJ670634]

		A_99_P131595		2.20033		2.2210267		2.3531373		3.5648174		3.2417402		5.0670514		4.556852		4.160635		4.4424357		4.135902		4.9798493		4.0189776		2.0582385		7.1901646		4.6066394		1.5113288		4.7308707		3.770812		6.1761684		1.3699851		1.0414102		2.8460248		2.2037146		0.59581757		2.2421057		1.9148753		2.626712		0.4541602		Yes		No		No		CJ706444		0		CJ706444		Ta.47730		0		0		0		0		TC427699		0		CJ706444 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n6d07 5', mRNA sequence [CJ706444]

		A_99_P040565		4.970493		4.648496		7.8114343		6.8262177		7.656648		9.30296		9.561818		7.815577		8.533563		8.142798		9.725205		8.174008		6.43596		25.184502		3.3644807		1.9853033		11.819277		11.2691145		3.7679274		2.5452206		2.6861553		4.6544642		1.7503839		0.9893594		3.5630698		3.4943023		1.9137712		1.3477907		Yes		Yes		Yes		CV766649		0		CV766649		Ta.15082		0		0		0		0		TC386103		0		FGAS061036 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV766649]

		A_99_P127355		7.3565345		7.62108		6.793738		7.3367753		7.18479		6.6267905		5.9788094		7.0642395		6.420714		6.8437786		5.532889		7.0331535		-1.1264195		-1.992099		-1.759211		-1.2079291		-1.9129784		-1.7139218		-2.3963673		-1.234239		-0.17174435		-0.9942894		-0.81492853		-0.2725358		-0.9358206		-0.7773013		-1.260849		-0.30362177		No		Yes		Yes		CJ671103		0		CJ671103		Ta.46428		0		0		0		0		TC394445		0		CJ671103 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv4l17 5', mRNA sequence [CJ671103]

		A_99_P508407		4.4848027		3.5915062		2.2405076		2.7463357		4.190134		5.259062		2.8066351		2.9001071		5.543764		5.549524		2.9659462		3.5934498		-1.2266033		3.1767588		1.4805442		1.1124738		2.083431		3.8852773		1.6534032		1.7988988		-0.29466867		1.6675556		0.56612754		0.1537714		1.0589614		1.9580176		0.7254386		0.8471141		Yes		No		No		CK212220		0		0		Ta.38087		0		0		0		0		0		0		0

		A_99_P472127		2.8790085		1.9521772		1.3873497		1.9250045		3.6648357		4.629803		4.184073		2.2309053		4.5881796		4.5703588		5.1013236		2.7199478		1.7240806		6.3980227		6.948605		1.2361903		3.269729		6.1397576		13.12253		1.7350092		0.78582716		2.6776261		2.7967234		0.3059008		1.709171		2.6181817		3.713974		0.79494333		Yes		Yes		Yes		TC417978		0		0		0		0		0		0		0		TC417978		GO:0000786(nucleosome)|GO:0003677(DNA binding)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)		Rep: LigA - Methylobacterium sp. 4-46, partial (3%) [TC417978]

		A_99_P098315		5.565632		5.1076837		3.706688		4.6183457		6.214079		6.6697083		5.2279525		5.6461577		6.6700363		5.9905972		5.8006516		5.250469		1.56748		2.9526792		2.8704255		2.0389297		2.150101		1.8440958		4.2691936		1.5498445		0.64844704		1.5620246		1.5212646		1.027812		1.1044044		0.8829136		2.0939636		0.6321235		Yes		Yes		Yes		DR741786		0		DR741786		Ta.37153		0		0		0		0		TC377381		0		FGAS030830 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741786]

		A_99_P222071		14.318231		14.20108		14.244892		13.938526		13.973217		13.438042		12.87072		14.475858		13.589181		14.177071		13.074958		14.488225		-1.2701629		-1.6970613		-2.5921912		1.4512857		-1.6575469		-1.0167816		-2.2500145		1.46378		-0.34501362		-0.76303864		-1.3741722		0.5373316		-0.7290497		-0.024009705		-1.1699343		0.5496988		No		Yes		Yes		TA59060_4565		0		0		0		0		0		0		0		TC372962		0		Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar, partial (76%) [TC372962]

		A_99_P567537		2.0880978		2.1869266		3.4702952		2.8657305		2.225555		3.4372919		5.150697		6.4994864		3.3483658		1.668286		4.6543584		3.3628871		1.0999646		2.3790164		3.2051725		12.412793		2.3954022		-1.4326048		2.2721581		1.411429		0.13745713		1.2503653		1.680402		3.633756		1.260268		-0.51864064		1.1840632		0.49715662		Yes		No		No		TC458930		0		0		0		0		0		0		0		TC458930		0		0

		A_99_P510277		3.6910374		3.1588833		2.8578289		4.5960803		8.183204		9.850753		10.049256		9.338314		10.1051445		7.6268716		10.364334		7.4337096		22.504889		103.38404		146.16228		26.764221		85.278336		22.130867		181.83739		7.148444		4.4921665		6.6918697		7.191427		4.7422338		6.4141073		4.467988		7.506505		2.8376293		Yes		Yes		Yes		TC436213		0		0		0		0		0		0		0		TC436213		0		Rep: Os07g0550400 protein - Oryza sativa subsp. japonica (Rice), partial (66%) [TC436213]

		A_99_P151362		1.5377765		1.4634331		2.0363092		1.9369049		1.4485966		4.079199		4.8574853		4.458721		1.5028974		2.8650608		5.279293		4.124319		-1.0637653		6.1294837		7.067383		5.7430468		-1.0244709		2.641995		9.467502		4.5548835		-0.08917987		2.6157656		2.821176		2.5218163		-0.03487909		1.4016277		3.2429838		2.1874142		Yes		Yes		Yes		CJ808814		0		CJ808814		Ta.53080		0		0		0		0		0		0		CJ808814 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct6h07 5', mRNA sequence [CJ808814]

		A_99_P277346		8.730236		9.273685		9.547182		9.143698		8.554615		7.7099113		8.517222		8.213101		7.9167237		8.444936		7.938109		8.824803		-1.1294504		-2.9562619		-2.0419672		-1.9060637		-1.7574849		-1.7761453		-3.050558		-1.2473743		-0.17562103		-1.5637741		-1.0299597		-0.93059635		-0.8135123		-0.82874966		-1.6090732		-0.3188944		No		Yes		Yes		AK333025		0		AK333025		Ta.10408		0		0		0		0		TC405588		0		Triticum aestivum cDNA, clone: SET1_P10, cultivar: Chinese Spring [AK333025]

		A_99_P366697		1.9028105		1.3498186		1.540994		1.3878604		1.3703403		3.608076		3.932002		1.359046		3.8237896		1.8202143		4.398115		1.3538623		-1.4464035		4.7841325		5.245237		-1.0201734		3.7867997		1.3854895		7.2456794		-1.0238456		-0.5324701		2.2582574		2.391008		-0.028814435		1.9209791		0.47039568		2.857121		-0.03399813		Yes		Yes		Yes		TA102272_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P363771		6.4666715		6.431972		6.4955		6.2563515		7.134056		7.7230225		7.3854957		6.627295		7.9411736		7.040935		7.582672		6.7682457		1.5881913		2.4470615		1.8531704		1.2931983		2.7788773		1.5251626		2.1245718		1.4259212		0.6673846		1.2910504		0.8899956		0.37094355		1.4745021		0.608963		1.087172		0.5118942		No		Yes		Yes		TA101293_4565		0		0		0		0		0		0		0		TC415940		0		Rep: Speckle-type POZ protein-like - Oryza sativa subsp. japonica (Rice), partial (42%) [TC415940]

		A_99_P228801		8.802424		8.816473		8.819112		8.790055		9.829071		9.959527		10.510376		9.126969		11.083768		9.302865		10.790363		8.69571		2.0372834		2.2084804		3.2293956		1.263052		4.8613043		1.400937		3.921081		-1.0675807		1.0266466		1.143054		1.6912642		0.33691406		2.2813435		0.48639202		1.9712515		-0.09434509		Yes		Yes		Yes		TA61229_4565		0		0		0		0		0		0		0		TC402771		0		Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Oryza sativa (Rice), complete [TC402771]

		A_99_P250731		9.429119		10.451457		10.240447		10.744714		8.435067		8.674533		8.260924		9.848105		8.429652		9.9035635		8.517348		10.226879		-1.9917712		-3.4269476		-3.943626		-1.8616842		-1.9992611		-1.4619496		-3.3014476		-1.4318047		-0.99405193		-1.7769241		-1.9795227		-0.89660835		-0.9994669		-0.5478935		-1.7230988		-0.51783466		Yes		Yes		Yes		TA67370_4565		0		0		0		0		0		0		0		TC443259		0		0

		A_99_P021949		12.78753		12.894039		11.622157		10.737256		12.608979		13.151715		13.468719		11.696331		13.099032		13.380009		13.674916		11.466239		-1.1317464		1.1955514		3.5964198		1.944063		1.2409995		1.4005268		4.1489873		1.6574702		-0.17855072		0.25767612		1.8465614		0.959075		0.31150246		0.48596954		2.0527592		0.7289829		No		Yes		Yes		AK334061		0		AK334061		Ta.8584		606366		wgluc5		wgluc5 protein		0		TC379318		0		Triticum aestivum cDNA, clone: WT009_A19, cultivar: Chinese Spring [AK334061]

		A_99_P000381		11.057536		10.087592		11.111321		10.463521		12.158885		13.971812		13.066589		11.895307		13.139346		12.087113		13.114831		11.458412		2.145552		14.766132		3.8778794		2.697804		4.23338		3.998673		4.0097423		1.9929302		1.1013489		3.8842201		1.9552679		1.4317856		2.08181		1.9995213		2.0035095		0.99489117		Yes		Yes		Yes		AF112963		0		AF112963		Ta.221		543492		Cht2		chitinase II precursor		0		TC371620		0		Triticum aestivum chitinase II precursor (Cht2) mRNA, complete cds [AF112963]

		A_99_P505707		12.465564		13.155533		12.388356		12.610379		12.3072		11.985265		11.518799		12.484359		11.770023		12.230343		10.88646		12.568906		-1.1160203		-2.250535		-1.8271023		-1.0912794		-1.619491		-1.8989342		-2.8321464		-1.0291643		-0.15836334		-1.170268		-0.8695574		-0.12602043		-0.6955404		-0.92519		-1.5018959		-0.04147339		No		Yes		Yes		CA726382		0		0		0		0		0		0		0		TC434215		0		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), partial (60%) [TC434215]

		A_99_P309261		9.321977		11.042506		10.3778		7.795904		8.407708		9.139758		8.602506		6.692583		9.249331		9.966828		8.937298		7.6698747		-1.8846133		-3.7392478		-3.4230783		-2.148487		-1.0516431		-2.1077123		-2.7141533		-1.0912862		-0.9142685		-1.9027481		-1.7752943		-1.1033211		-0.07264519		-1.0756779		-1.4405022		-0.12602949		Yes		No		No		TA84426_4565		0		0		0		0		0		0		0		TC410640		0		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (3%) [TC410640]

		A_99_P213501		11.089595		11.969429		12.768481		12.11599		10.324021		10.900022		11.449181		10.934799		11.003682		11.163091		11.589226		11.751423		-1.7000457		-2.0985713		-2.4954512		-2.2676382		-1.0613589		-1.7487673		-2.2645988		-1.287495		-0.7655735		-1.0694075		-1.3193007		-1.1811905		-0.085912704		-0.8063383		-1.1792555		-0.3645668		Yes		No		No		AK336031		0		AK336031		Ta.53905		0		0		0		0		TC372640		0		Triticum aestivum cDNA, clone: SET1_D05, cultivar: Chinese Spring [AK336031]

		A_99_P545872		7.3700213		7.258511		8.715955		7.9633126		8.164548		8.97747		8.753945		7.8038316		9.466388		8.198607		8.675438		8.106845		1.7345082		3.2919886		1.0266829		-1.1168853		4.27631		1.9186565		-1.0284822		1.1046063		0.7945266		1.7189593		0.03799057		-0.15948105		2.0963664		0.9400964		-0.040516853		0.14353228		No		Yes		Yes		CD921138		0		0		0		0		0		0		0		TC450704		0		Rep: Os01g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (51%) [TC450704]

		A_99_P304496		7.4874816		7.760466		8.215193		7.8908906		6.596594		6.5048923		7.015143		7.3143153		6.726277		6.8615155		6.850408		7.8619647		-1.8543168		-2.387621		-2.297476		-1.4913049		-1.6949054		-1.8647091		-2.575379		-1.0202522		-0.89088774		-1.2555737		-1.2000499		-0.5765753		-0.7612047		-0.8989506		-1.3647847		-0.028925896		No		Yes		Yes		TA83006_4565		0		0		0		0		0		0		0		TC375907		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC375907]

		A_99_P172124		8.592174		7.227398		6.9595585		7.8155837		9.099572		9.523255		8.494254		8.685143		10.905461		7.482344		9.031151		8.260296		1.4214847		4.9104576		2.897273		1.8271053		4.9701443		1.1932913		4.2035036		1.3610425		0.5073986		2.2958574		1.5346956		0.86955976		2.3132877		0.25494623		2.0715923		0.44471216		Yes		Yes		Yes		CV765350		0		CV765350		Ta.68022		0		0		0		0		TC411783		0		FGAS059735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765350]

		A_99_P377017		3.7472792		3.4336636		3.707461		3.9066937		3.1162148		4.9413466		5.0229645		4.2187634		4.790491		4.700424		5.254468		3.9888535		-1.5487072		2.84353		2.4888916		1.2414874		2.0608106		2.4062066		2.9221027		1.0586016		-0.6310644		1.507683		1.3155034		0.31206965		1.0432119		1.2667606		1.5470068		0.08215976		No		Yes		Yes		AK331695		0		AK331695		Ta.50565		0		0		0		0		TC435946		0		Triticum aestivum cDNA, clone: WT002_C04, cultivar: Chinese Spring [AK331695]

		A_99_P150987		2.1974828		2.8100538		3.3773975		2.8612773		2.3463383		3.8567085		4.295439		3.9801471		3.4744987		3.4673607		4.6735654		3.726741		1.1086895		2.0657344		1.8895481		2.1717677		2.423372		1.5771358		2.4557571		1.8219252		0.14885545		1.0466547		0.9180412		1.1188698		1.2770159		0.6573069		1.2961679		0.86546373		Yes		No		No		CJ855080		0		CJ855080		Ta.52994		0		0		0		0		TC396738		0		CJ855080 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal32p11 5', mRNA sequence [CJ855080]

		A_99_P194783		14.052371		14.144979		14.599196		14.487792		13.729281		13.227139		13.298499		14.658726		14.258197		13.03349		13.424573		14.285774		-1.2510067		-1.8892833		-2.4634793		1.1257869		1.1533463		-2.1606843		-2.2573397		-1.1503061		-0.3230896		-0.91783905		-1.3006973		0.17093372		0.2058258		-1.1114883		-1.1746235		-0.20201778		No		Yes		Yes		U73210		0		U73210		Ta.62210		543402		Wcor410b		cold acclimation protein WCOR410b		0		0		0		Triticum aestivum cold acclimation protein WCOR410b (Wcor410b) mRNA, complete cds [U73210]

		A_99_P221751		5.1169124		4.6028867		4.8179374		4.916163		3.867237		3.4906857		3.9705753		2.7380779		3.9104567		3.0796788		3.5284998		3.3959045		-2.377879		-2.161752		-1.799208		-4.5255246		-2.3077		-2.8742945		-2.4443274		-2.8684242		-1.2496753		-1.112201		-0.84736204		-2.178085		-1.2064557		-1.5232079		-1.2894375		-1.5202584		Yes		No		No		TA58957_4565		0		0		0		0		0		0		0		TC451938		0		Rep: 22 kDa drought-inducible protein - Saccharum hybrid cultivar, partial (51%) [TC451938]

		A_99_P326326		8.15256		7.9549165		8.397248		8.181127		7.892689		7.2405167		7.3538976		7.827765		7.460298		7.712024		7.2022767		7.9921303		-1.1973716		-1.6408005		-2.061009		-1.2775339		-1.6158152		-1.1833626		-2.2894032		-1.1399703		-0.259871		-0.7143998		-1.0433507		-0.3533616		-0.6922622		-0.24289227		-1.1949716		-0.18899632		No		Yes		Yes		TA89447_4565		0		0		0		0		0		0		0		TC371050		0		0

		A_99_P297176		4.764327		4.9519944		4.4672585		4.489613		4.3629136		3.4917653		3.2176044		3.8700979		4.295413		3.6168993		4.1196775		3.4357986		-1.3208013		-2.7515206		-2.3778439		-1.5363588		-1.3840673		-2.5229213		-1.2724253		-2.0760114		-0.40141344		-1.4602292		-1.249654		-0.6195152		-0.46891403		-1.3350952		-0.3475809		-1.0538144		No		Yes		Yes		TA80847_4565		0		0		0		0		0		0		0		TC425144		0		Rep: Os04g0608100 protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC425144]

		A_99_P359241		3.6010578		3.7543209		2.4130023		3.3333762		3.6142514		4.103111		4.2104154		3.5580885		2.894942		4.0605636		4.5150323		3.7060165		1.0091871		1.273492		3.4759638		1.1685443		-1.6314058		1.2364832		4.2931304		1.2947202		0.013193607		0.34878993		1.7974131		0.22471237		-0.7061157		0.3062427		2.10203		0.37264037		No		Yes		Yes		TA99753_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P212241		11.5252495		11.56947		11.745696		11.980347		12.375233		13.413823		13.293278		11.958438		12.936958		12.569133		13.416408		12.012582		1.80248		3.590918		2.9232671		-1.015302		2.660521		1.999532		3.1837158		1.0225952		0.8499832		1.8443527		1.5475817		-0.02190876		1.4117088		0.9996624		1.6707115		0.032235146		Yes		Yes		Yes		AK332520		0		AK332520		Ta.54370		542844		sec61		Sec61p		0		TC426805		0		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		A_99_P382547		9.834653		9.690059		10.39203		9.882932		9.403756		9.037957		9.21512		9.440762		9.534077		9.402947		9.559117		9.462724		-1.3480712		-1.5714556		-2.2609193		-1.3586465		-1.2316363		-1.2201946		-1.7812777		-1.3381205		-0.43089676		-0.6521015		-1.1769094		-0.44217014		-0.3005762		-0.28711128		-0.83291245		-0.42020798		No		Yes		Yes		TA106159_4565		0		0		0		0		0		0		0		TC403745		0		0

		A_99_P309926		12.825038		12.585346		11.834084		11.131416		11.669384		11.16302		10.071175		9.489027		11.395556		11.834839		10.101956		10.962853		-2.2278528		-2.680173		-3.3938174		-3.1218243		-2.6934988		-1.6823844		-3.3221729		-1.1239383		-1.155654		-1.4223261		-1.7629089		-1.6423893		-1.4294815		-0.75050735		-1.7321272		-0.16856289		Yes		No		No		AK333058		0		AK333058		Ta.56042		0		0		0		0		0		0		Triticum aestivum cDNA, clone: SET1_P15, cultivar: Chinese Spring [AK333058]

		A_99_P227396		13.600415		12.954715		12.088581		12.132892		12.254097		11.744924		10.626416		9.929536		12.257861		12.35797		10.939416		11.739907		-2.5426242		-2.3130414		-2.755215		-4.6054935		-2.5359988		-1.5123001		-2.2178552		-1.3131069		-1.3463182		-1.2097912		-1.4621649		-2.2033558		-1.3425541		-0.59674454		-1.1491652		-0.3929844		Yes		No		No		TA60806_4565		0		0		0		0		0		0		0		TC368968		0		Rep: Precursor of CP29, core chlorophyll a/b binding (CAB) protein of photosystem II - Hordeum vulgare (Barley), complete [TC368968]

		A_99_P558812		6.489243		6.706244		6.4328237		5.520818		7.5448055		8.673047		7.8847556		6.4439335		8.607243		7.6976185		8.371932		6.2665763		2.0785284		3.9090095		2.7357416		1.8962054		4.340916		1.9880782		3.8346858		1.6768551		1.0555625		1.9668031		1.451932		0.92311525		2.1179996		0.9913745		1.9391084		0.74575806		Yes		Yes		Yes		TC455568		0		0		0		0		0		0		0		TC455568		0		0

		A_99_P278716		6.3959317		5.6549897		7.487806		7.7184925		9.937008		11.170967		10.908278		9.739526		11.689534		9.721785		11.272212		9.88962		11.64046		45.7588		10.706927		4.058744		39.222305		16.758196		13.779066		4.5037518		3.5410762		5.5159774		3.4204726		2.0210333		5.2936025		4.066795		3.7844062		2.1711273		Yes		Yes		Yes		TA75514_4565		0		0		Ta.5766		0		0		0		0		TC378353		0		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		A_99_P473697		6.210036		6.0318933		6.770907		6.6585426		6.611466		7.1722164		8.364598		6.574888		7.9395967		6.5961437		9.007264		6.465759		1.3208165		2.204304		3.0182061		-1.0596989		3.3162687		1.4786191		4.7120576		-1.1429671		0.40143013		1.1403232		1.5936913		-0.0836544		1.7295609		0.56425047		2.2363572		-0.19278383		Yes		Yes		Yes		TC418711		0		0		0		0		0		0		0		TC418711		0		Rep: Leucine Rich Repeat domain protein - Aspergillus clavatus, partial (4%) [TC418711]

		A_99_P015139		2.6710637		2.1612413		4.854895		4.230767		3.4484186		4.3840766		5.7257695		4.468169		4.5457296		4.244127		5.9047475		4.462757		1.7139856		4.6680994		1.828771		1.1788682		3.667167		4.236537		2.070318		1.1744541		0.77735496		2.2228353		0.8708744		0.23740244		1.874666		2.0828855		1.0498524		0.23199034		Yes		No		No		CJ834599		0		CJ834599		Ta.6311		0		0		0		0		0		0		CJ834599 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal6o14 5', mRNA sequence [CJ834599]

		A_99_P526007		13.4604845		13.177581		12.252683		12.125947		12.17802		11.571476		11.232117		11.097848		11.927666		12.3680315		11.311465		12.151539		-2.4325426		-3.044288		-2.0287147		-2.0393355		-2.8935063		-1.7526639		-1.9201479		1.0178971		-1.282465		-1.6061049		-1.020566		-1.0280991		-1.5328188		-0.80954933		-0.9412174		0.02559185		Yes		No		No		AK334098		0		AK334098		Ta.53971		0		0		0		0		TC442929		0		Triticum aestivum cDNA, clone: WT009_G15, cultivar: Chinese Spring [AK334098]

		A_99_P558442		4.2505302		3.3836832		4.346418		3.493604		3.1058178		3.771474		3.4371364		2.3551524		2.662056		2.979409		2.7903645		2.6876297		-2.2110205		1.3083882		-1.8781099		-2.2014463		-3.0073113		-1.323423		-2.9404836		-1.7483261		-1.1447124		0.38779068		-0.9092815		-1.1384516		-1.5884743		-0.40427423		-1.5560534		-0.80597425		Yes		No		No		BJ315689		0		BJ315689		Ta.63426		100146079		LOC100146079		Bowman-Birk trypsin inhibitor-like protein		0		TC455446		0		BJ315689 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf19k20 5', mRNA sequence [BJ315689]

		A_99_P363086		9.026711		7.4701905		7.2182336		7.1578355		10.10135		11.243283		10.22729		8.545341		11.549942		10.675973		10.639823		8.204613		2.106194		13.671434		8.050378		2.6162584		5.748679		9.226493		10.715219		2.0659099		1.0746384		3.7730927		3.0090566		1.387505		2.5232306		3.2057824		3.4215894		1.0467772		Yes		Yes		Yes		TA101066_4565		0		0		0		0		0		0		0		TC407451		0		0

		A_99_P270281		12.012488		12.897025		10.968404		10.595227		10.4246025		11.293225		9.647157		9.761222		10.093341		11.802124		9.332458		10.954277		-3.0060852		-3.039428		-2.4988203		-1.7826276		-3.781995		-2.1359844		-3.1079133		1.2825809		-1.5878859		-1.6037998		-1.3212471		-0.83400536		-1.9191475		-1.0949011		-1.6359463		0.3590498		Yes		No		No		TA73038_4565		0		0		Ta.23137		0		0		0		0		TC438323		0		0

		A_99_P434612		13.876072		14.008812		14.256709		14.336459		14.519475		15.355756		14.389749		14.635606		15.174225		14.438656		14.547833		14.42246		1.5620093		2.543727		1.0966016		1.2304164		2.4591384		1.3470879		1.2235935		1.0614235		0.64340305		1.3469439		0.13303947		0.29914665		1.2981529		0.4298439		0.29112434		0.08600044		No		Yes		Yes		TA56721_4565		0		0		Ta.54017		0		0		0		0		TC392235		0		0

		A_99_P470437		9.0487995		6.999256		5.082403		7.96748		8.841243		8.620468		7.484487		7.9623694		9.3369465		7.722483		7.920435		7.963701		-1.1547309		3.0763338		5.2856607		-1.0035487		1.2210709		1.6508706		7.150439		-1.0026231		-0.20755672		1.621212		2.4020839		-0.0051107407		0.28814697		0.723227		2.8380318		-0.0037794113		No		Yes		Yes		TC416821		0		0		0		0		0		0		0		TC416821		0		0

		A_99_P244661		4.3575253		3.951598		8.188381		4.625463		6.5517635		8.713142		8.269887		7.4498916		7.6004386		5.4004455		9.379269		5.9509826		4.5764794		27.124868		1.0581218		7.083334		9.467039		2.729899		2.2829313		2.5062313		2.1942382		4.761544		0.081505775		2.8244286		3.2429132		1.4488475		1.1908875		1.3255196		Yes		No		No		TA65662_4565		0		0		0		0		0		0		0		TC427159		0		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC427159]

		A_99_P469137		4.8210583		4.6402464		5.5210967		5.067702		4.2439933		4.44817		4.4752297		3.8777864		3.6098688		3.9804657		4.487723		3.9264705		-1.4918113		-1.1424066		-2.0646067		-2.2813938		-2.3152845		-1.5798424		-2.0468051		-2.2056918		-0.577065		-0.1920762		-1.045867		-1.1899154		-1.2111895		-0.65978074		-1.0333738		-1.1412313		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P436087		9.284702		9.212666		9.815155		9.125623		8.838485		8.669673		8.803516		8.768882		8.701062		9.169507		8.789577		9.00341		-1.3624635		-1.4569917		-2.0161998		-1.2805299		-1.4986258		-1.0303671		-2.0357754		-1.0884026		-0.44621754		-0.5429926		-1.0116386		-0.35674095		-0.5836401		-0.04315853		-1.0255785		-0.12221241		No		Yes		Yes		TA89300_4565		0		0		0		0		0		0		0		TC393388		0		0

		A_99_P310606		3.76746		3.2135365		3.1611836		3.3552217		6.01515		5.76257		5.096413		7.0748653		2.5271187		2.996125		3.0281532		3.8288317		4.749218		5.8524203		3.8243897		13.174201		-2.3625443		-1.1626457		-1.0965947		1.3885796		2.24769		2.5490334		1.9352295		3.7196436		-1.2403414		-0.21741152		-0.13303041		0.47360992		Yes		No		No		TA84834_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P424262		11.576034		10.433845		12.281116		11.879802		10.486195		9.463817		11.745784		10.171535		10.46931		9.561428		11.472438		11.4440155		-2.1285028		-1.9588785		-1.4492754		-3.2676811		-2.1535604		-1.8307267		-1.7516053		-1.3526478		-1.089839		-0.9700279		-0.5353317		-1.7082672		-1.1067238		-0.8724165		-0.8086777		-0.43578625		Yes		No		No		CK212581		0		0		Ta.50670		0		0		0		0		TC384139		0		Rep: Photosystem II reaction center psb28 protein - Vitis vinifera (Grape), partial (61%) [TC384139]

		A_99_P487482		8.782694		9.121745		7.054613		9.13299		12.265262		14.082416		13.949333		12.226016		13.384949		14.355244		13.963517		12.208707		11.177827		31.139427		118.99194		8.532841		24.289398		37.62184		120.167595		8.431077		3.4825678		4.9606705		6.89472		3.0930262		4.602255		5.2334986		6.908904		3.075717		Yes		Yes		Yes		TA66654_4565		0		0		Ta.22732		0		0		0		0		TC425963		0		0

		A_99_P353536		3.5000455		2.831997		5.603182		6.603872		4.9121785		8.039659		9.068755		7.8410897		6.215588		6.197069		8.327878		8.333915		2.6613033		36.95408		11.046927		2.3574347		6.568403		10.303569		6.6102104		3.3173769		1.412133		5.2076616		3.4655733		1.2372179		2.7155426		3.3650723		2.7246962		1.7300429		Yes		Yes		Yes		TA97863_4565		0		0		0		0		0		0		0		TC418049		0		0

		A_99_P424187		13.804313		13.922539		12.910819		12.749893		13.439049		12.970352		10.961582		12.571457		12.960327		13.668648		10.879973		12.6506815		-1.2881173		-1.9348029		-3.861702		-1.1316566		-1.7950021		-1.1924188		-4.086443		-1.071188		-0.36526394		-0.9521866		-1.9492369		-0.17843628		-0.84398556		-0.253891		-2.0308456		-0.09921169		No		Yes		Yes		TC437293		0		0		0		0		0		0		0		TC437293		0		0

		A_99_P259131		9.238171		10.063649		9.144149		9.685556		9.576657		10.841441		10.876865		10.255367		10.001152		10.469171		10.953041		9.998173		1.2644296		1.7145048		3.3235304		1.484329		1.696994		1.3245676		3.5037315		1.241958		0.33848667		0.777792		1.7327166		0.56981087		0.7629814		0.4055214		1.8088923		0.31261635		No		Yes		Yes		AK331808		0		AK331808		Ta.10027		0		0		0		0		TC405263		0		Triticum aestivum cDNA, clone: WT002_G14, cultivar: Chinese Spring [AK331808]

		A_99_P216541		7.1698785		7.0987954		5.895078		6.866571		4.9714193		5.713797		5.2262692		4.594095		4.9000993		6.312336		4.793842		6.3812256		-4.5898886		-2.6117165		-1.58976		-4.8315153		-4.822493		-1.7248363		-2.1453846		-1.399921		-2.1984591		-1.3849983		-0.66880894		-2.2724757		-2.2697792		-0.78645945		-1.1012363		-0.48534536		Yes		No		No		TA56829_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P487032		8.289916		8.131117		8.472509		8.432673		9.121692		10.123679		9.169896		8.465443		10.186876		9.107254		9.600185		8.557355		1.7798747		3.9794314		1.6215649		1.0229738		3.7242768		1.9671912		2.1850648		1.090267		0.83177567		1.9925623		0.69738674		0.032769203		1.8969603		0.97613716		1.127676		0.12468147		Yes		Yes		Yes		CJ528462		0		0		Ta.37530		0		0		0		0		TC425124		0		Rep: Cyclin-like F-box - Medicago truncatula (Barrel medic), partial (27%) [TC425124]

		A_99_P422327		3.7136657		3.9296153		4.253698		4.6693006		4.8971696		6.482983		5.332936		4.832169		5.750116		5.3137016		5.739015		5.5514183		2.2712774		5.87003		2.1129198		1.1195109		4.102349		2.6100662		2.7997873		1.8430789		1.1835039		2.5533679		1.0792379		0.1628685		2.0364501		1.3840864		1.4853172		0.88211775		Yes		Yes		Yes		TC382533		0		0		0		0		0		0		0		TC382533		0		Rep: 12K movement protein - Cowpea mild mottle virus, partial (12%) [TC382533]

		A_99_P488467		6.639372		6.577263		6.183662		6.181494		6.558458		7.0162144		7.381796		6.701874		6.5938544		7.1835446		7.4712625		6.614568		-1.0576879		1.3556187		2.2944272		1.4343325		-1.0320532		1.5223306		2.441217		1.3501072		-0.08091402		0.4389515		1.198134		0.52037954		-0.045517445		0.60628176		1.2876005		0.433074		No		Yes		Yes		CK205875		0		0		Ta.54655		0		0		0		0		TC426405		0		Rep: Os08g0398700 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC426405]

		A_99_P296756		6.1413426		5.662874		5.6397915		5.2563715		6.698517		7.215882		7.0417113		5.789355		7.1148		6.447384		7.2167573		6.008282		1.4713844		2.934282		2.64253		1.4469181		1.9635404		1.7225068		2.9834173		1.6840216		0.5571742		1.5530076		1.4019198		0.5329833		0.97345734		0.78450966		1.5769658		0.7519107		Yes		Yes		Yes		TA80722_4565		0		0		Ta.41914		0		0		0		0		0		0		0

		A_99_P484672		13.247532		13.468389		12.771033		12.612519		13.903473		14.488419		14.364437		13.687657		14.623943		14.064054		14.777432		12.856158		1.5756433		2.0279613		3.0176046		2.1069238		2.5962179		1.511169		4.0177817		1.1839753		0.655941		1.02003		1.5934038		1.0751381		1.3764114		0.595665		2.0063992		0.24363899		Yes		Yes		Yes		TA59927_4565		0		0		Ta.54817		0		0		0		0		TC424561		0		0

		A_99_P356686		4.8108544		4.695976		4.245117		4.98551		6.2505035		8.390342		7.704437		5.546187		7.4876723		6.65443		8.24256		5.6573014		2.7125487		12.945385		10.9991455		1.4749613		6.394439		3.8864532		15.971669		1.59305		1.4396491		3.694366		3.4593196		0.56067705		2.676818		1.9584541		3.9974432		0.67179155		Yes		Yes		Yes		TA98861_4565		0		0		0		0		0		0		0		TC446688		0		Rep: Allergen V5/Tpx-1 related precursor - Frankia sp. (strain CcI3), partial (6%) [TC446688]

		A_99_P562492		1.5672331		1.3024043		1.5033392		1.236839		1.4291795		1.9582428		4.00958		1.2423745		1.5775906		1.5124861		4.4363694		3.3692675		-1.1004194		1.5755314		5.681378		1.0038443		1.0072051		1.1567538		7.6371274		4.3845487		-0.13805354		0.6558385		2.5062408		0.0055354834		0.010357499		0.21008182		2.9330301		2.1324284		No		Yes		Yes		EB513086		0		0		Ta.12786		0		0		0		0		0		0		0

		A_99_P466027		4.952421		5.637482		5.8004494		6.331884		4.550008		3.5854387		4.5871406		5.1933956		3.583576		4.54707		3.4541435		6.078092		-1.321717		-4.1469293		-2.3186882		-2.2015023		-2.5826375		-2.1293485		-5.0852046		-1.1923368		-0.40241337		-2.0520434		-1.2133088		-1.1384883		-1.3688452		-1.0904121		-2.3463058		-0.2537918		Yes		No		No		TC414262		0		0		0		0		0		0		0		TC414262		0		Rep: CG4645-PA - Drosophila melanogaster (Fruit fly), partial (6%) [TC414262]

		A_99_P280411		9.783776		11.196785		12.120954		11.266021		10.441532		12.136325		12.828236		11.579651		12.257304		11.336614		13.261036		11.5792885		1.5776267		1.9179165		1.6327252		1.242831		5.554003		1.1017742		2.203936		1.2425188		0.65775585		0.9395399		0.70728207		0.3136301		2.473528		0.13982868		1.1400824		0.3132677		Yes		No		No		TA75997_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P364021		4.750706		4.346735		4.2257085		3.654096		3.2613556		2.9949176		2.6541197		1.8596268		2.7991512		2.9079921		2.4569254		3.3468378		-2.8076255		-2.5523343		-2.9723186		-3.468878		-3.867912		-2.7108455		-3.407664		-1.2373538		-1.4893506		-1.3518174		-1.5715888		-1.7944691		-1.951555		-1.4387429		-1.7687831		-0.30725813		Yes		No		No		TA101363_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P486982		7.1466317		5.3651795		6.593881		6.756352		10.675181		10.634433		14.936829		10.816998		11.884501		11.739188		14.570934		10.070354		11.539826		38.565884		324.69626		16.686918		26.683384		82.94072		251.96039		9.945214		3.5285497		5.2692533		8.342947		4.0606456		4.7378697		6.3740087		7.977053		3.3140025		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC425707		0		T.aestivum pox2 gene [X85228]

		A_99_P293611		7.794886		8.307275		7.719627		7.978245		6.1189227		7.512263		3.9447181		7.9760437		6.907786		6.396551		3.9638603		7.8516355		-3.1953266		-1.7350918		-13.688655		-1.0015268		-1.849455		-3.7599766		-13.508229		-1.0917249		-1.6759634		-0.795012		-3.7749088		-0.0022010803		-0.8871002		-1.9107237		-3.7557666		-0.12660933		Yes		Yes		Yes		TA79831_4565		0		0		0		0		0		0		0		TC414899		0		Rep: Legumain precursor - Saccharum officinarum (Sugarcane), partial (82%) [TC414899]

		A_99_P307301		11.517662		11.738827		9.380216		10.994545		10.96167		10.662698		9.236002		10.840377		10.813169		11.483661		9.105764		10.90426		-1.4701793		-2.1083713		-1.1051282		-1.1127797		-1.6295725		-1.1934731		-1.2095339		-1.0645807		-0.5559921		-1.076129		-0.14421368		-0.15416813		-0.7044935		-0.25516605		-0.27445126		-0.0902853		No		Yes		Yes		AK335357		0		AK335357		Ta.8988		0		0		0		0		TC372113		0		Triticum aestivum cDNA, clone: SET1_C10, cultivar: Chinese Spring [AK335357]

		A_99_P242871		11.231796		11.09032		11.629754		11.513772		11.607113		12.434695		12.668912		11.683742		12.487111		12.007756		12.902463		11.551941		1.2971241		2.5392027		2.0550277		1.1250347		2.3871922		1.8887564		2.4161482		1.0268098		0.37531662		1.3443756		1.0391579		0.16996956		1.2553148		0.9174366		1.2727089		0.038168907		No		Yes		Yes		GU564292		0		GU564292		Ta.24120		100271912		BaxI.2		BAX inhibitor 1.2		0		TC446507		0		Triticum aestivum Bax inhibitor 1 mRNA, complete cds [GU564292]

		A_99_P565607		9.719131		9.667783		9.72856		9.625729		9.218322		8.631997		8.425411		9.230034		9.08821		8.826899		8.337303		9.240114		-1.4150075		-2.0502298		-2.4676695		-1.3155761		-1.5485537		-1.7911476		-2.6230717		-1.306416		-0.50080967		-1.0357857		-1.3031492		-0.39569473		-0.63092136		-0.8408842		-1.3912573		-0.3856144		No		Yes		Yes		TA50175_4565		0		0		0		0		0		0		0		TC458215		0		Rep: Extensin - Hordeum vulgare (Barley), partial (21%) [TC458215]

		A_99_P174849		12.979092		12.541844		15.045796		14.585116		11.717593		9.423808		11.3510895		13.986241		12.912399		9.430555		12.005245		13.808326		-2.3974462		-8.682054		-12.948444		-1.5145352		-1.0473127		-8.641543		-8.228053		-1.7133152		-1.2614985		-3.1180363		-3.694707		-0.59887505		-0.06669235		-3.111289		-3.0405512		-0.7767906		Yes		Yes		Yes		CJ662941		0		CJ662941		Ta.66340		0		0		0		0		TC385194		0		CJ662941 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp14k08 5', mRNA sequence [CJ662941]

		A_99_P469957		7.0186305		9.224071		12.308585		10.798347		9.082562		9.622338		9.555388		9.849347		11.102791		8.565152		10.157448		9.119191		4.181243		1.3179245		-6.742094		-1.9305345		16.96113		-1.5788984		-4.441778		-3.2024062		2.063932		0.39826775		-2.7531967		-0.94900036		4.0841603		-0.6589184		-2.1511374		-1.6791563		No		Yes		Yes		TA63215_4565		0		0		Ta.59925		0		0		0		0		TC416532		0		Rep: Phenylalanine ammonia-lyase - Triticum aestivum (Wheat), partial (30%) [TC416532]

		A_99_P467022		9.569027		9.295593		9.907313		9.560307		9.495542		8.765733		9.090566		8.431759		8.615998		8.654433		8.358222		8.501026		-1.0522557		-1.4437896		-1.7614306		-2.1863854		-1.9359325		-1.5595827		-2.9263277		-2.0838919		-0.073485374		-0.5298605		-0.81674767		-1.1285477		-0.9530287		-0.64116		-1.5490913		-1.0592804		Yes		No		No		CV767574		0		0		Ta.10567		0		0		0		0		TC414817		0		Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC414817]

		A_99_P024459		10.97306		11.311261		11.542338		11.122193		10.557915		10.013627		10.509862		10.951154		10.188533		10.622852		10.331882		10.922191		-1.3334327		-2.4582543		-2.0455325		-1.1258695		-1.7225273		-1.6115052		-2.3141074		-1.1487005		-0.41514492		-1.2976341		-1.0324764		-0.17103958		-0.7845268		-0.68840885		-1.2104559		-0.20000267		No		Yes		Yes		CJ778251		0		CJ778251		Ta.9519		0		0		0		0		TC371059		0		CJ778251 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl25p09 5', mRNA sequence [CJ778251]

		A_99_P510762		14.011741		14.272141		12.548798		13.132113		13.290185		13.026118		10.946652		12.612058		13.187009		13.495457		10.6166115		12.365307		-1.6489592		-2.3718672		-3.035944		-1.4340106		-1.7712058		-1.7131895		-3.8163304		-1.7014993		-0.7215557		-1.2460232		-1.6021452		-0.5200558		-0.8247318		-0.77668476		-1.9321861		-0.7668066		Yes		Yes		Yes		TC436391		0		0		0		0		0		0		0		TC436391		GO:0003674(molecular_function)|GO:0008150(biological_process)|GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P179276		7.14452		6.7854285		5.9298897		6.178471		5.4821224		5.338242		4.712441		3.2454894		5.902247		5.986612		5.0820317		5.463417		-3.165421		-2.7267575		-2.3253512		-7.6368713		-2.3657093		-1.7396736		-1.7998266		-1.6415447		-1.6623974		-1.4471865		-1.2174487		-2.9329817		-1.2422729		-0.7988167		-0.84785795		-0.71505404		Yes		No		No		CA622799		0		0		Ta.54830		0		0		0		0		0		0		0

		A_99_P458802		7.532785		6.788448		7.891514		6.7108116		9.835799		9.720422		9.101228		7.697596		11.527176		8.936598		8.849277		7.3320847		4.9348774		7.6315384		2.3129177		1.981763		15.937915		4.43259		1.9422956		1.538232		2.3030143		2.931974		1.2097139		0.98678446		3.994391		2.14815		0.9577627		0.62127304		Yes		Yes		Yes		TC409727		0		0		0		0		0		0		0		TC409727		0		Rep: Protein synthesis inhibitor II - Hordeum vulgare (Barley), partial (21%) [TC409727]

		A_99_P511947		3.8033864		3.598487		4.41518		3.908435		3.518629		2.7669556		6.0495486		4.0543666		2.629469		2.337755		4.636429		4.6098523		-1.2182053		-1.7795732		3.104516		1.1064448		-2.2562354		-2.3961728		1.165742		1.6261014		-0.28475738		-0.8315313		1.6343684		0.14593148		-1.1739175		-1.2607319		0.22124863		0.7014172		No		Yes		Yes		AL811512		0		0		Ta.6677		0		0		0		0		0		0		0

		A_99_P312001		1.9918548		1.6107842		2.0326557		1.2890779		2.3978443		3.867213		4.1659265		3.0876067		3.3224876		2.344964		4.190519		1.5288285		1.3249974		4.7780724		4.3871098		3.478653		2.5151298		1.6634516		4.462534		1.1807885		0.40598953		2.2564287		2.1332707		1.7985288		1.3306328		0.73417985		2.1578631		0.23975062		Yes		No		No		TA85217_4565		0		0		0		0		0		0		0		TC370866		0		0

		A_99_P344451		7.938026		6.9427905		7.1215096		7.9234166		10.092631		11.891236		10.330226		9.340558		11.678685		10.021854		10.908338		8.948696		4.4524684		30.876682		9.245276		2.6705585		13.367514		8.450659		13.802217		2.0353537		2.1546054		4.948446		3.2087164		1.4171414		3.7406592		3.079064		3.786828		1.0252795		Yes		Yes		Yes		TA95013_4565		0		0		0		0		0		0		0		TC422479		0		0

		A_99_P456122		5.166808		5.1846824		6.16118		8.13871		5.4295464		7.5997033		10.54531		11.478271		5.974842		6.570418		9.777192		12.036064		1.1997536		5.333272		20.88116		10.122969		1.7508239		2.6130514		12.261063		14.901175		0.26273823		2.415021		4.38413		3.3395605		0.80803394		1.3857355		3.616012		3.8973541		Yes		No		No		TC407844		0		0		0		0		0		0		0		TC407844		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC407844]

		A_99_P281866		7.0116844		7.5686364		6.841375		7.5124245		7.45346		8.530968		8.433881		7.879654		7.6913095		8.378685		8.495868		7.928145		1.3582752		1.9484559		3.0157273		1.2898734		1.6017234		1.7532705		3.1481252		1.3339647		0.4417758		0.9623313		1.5925059		0.36722946		0.67962503		0.8100486		1.6544929		0.41572046		No		Yes		Yes		CV780442		0		CV780442		Ta.36441		0		0		0		0		TC402113		0		FGAS074852 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV780442]

		A_99_P494292		4.6038804		4.022997		5.44937		4.734526		4.5819407		3.8611805		4.7496266		2.888057		3.1154163		3.0839787		3.7407608		3.409839		-1.0153238		-1.1186947		-1.6242157		-3.5961897		-2.805901		-1.9172231		-3.2684555		-2.5047858		-0.021939754		-0.16181636		-0.6997433		-1.8464692		-1.4884641		-0.93901825		-1.7086091		-1.3246872		Yes		No		No		BE443619		0		BE443619		Ta.1666		0		0		0		0		TC429190		0		WHE1116_B08_D16ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1116_B08_D16, mRNA sequence [BE443619]

		A_99_P465227		12.273674		12.264354		12.141624		11.677417		11.568896		11.305424		10.598666		11.654431		11.804555		11.505549		10.951237		11.481711		-1.6298935		-1.9438677		-2.913914		-1.0160599		-1.384264		-1.6920877		-2.2821407		-1.145284		-0.7047777		-0.95893		-1.5429583		-0.022985458		-0.46911907		-0.7588043		-1.1903877		-0.19570541		No		Yes		Yes		TA79106_4565		0		0		0		0		0		0		0		TC413768		0		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC413768]

		A_99_P355581		2.2430232		1.5526441		2.2476885		1.6598586		2.6267712		3.2559233		4.243754		1.9952193		3.5446243		1.774847		4.885905		2.2941		1.3047271		3.2564027		3.9891057		1.2616929		2.465023		1.1665134		6.2256145		1.5521215		0.38374805		1.7032791		1.9960654		0.33536077		1.3016012		0.2222029		2.6382163		0.63424146		Yes		Yes		Yes		TA98508_4565		0		0		0		0		0		0		0		TC382743		0		Rep: TNP2-like protein - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (13%) [TC382743]

		A_99_P080715		1.7175852		2.0074546		2.5886118		1.8017173		5.9867244		8.875058		7.3411503		4.3188157		7.8182507		8.033687		7.6526966		4.682714		19.281418		116.77627		26.956078		5.7242966		68.62515		65.174324		33.453495		7.3665886		4.2691393		6.8676033		4.7525387		2.5170984		6.1006656		6.026232		5.064085		2.8809967		Yes		Yes		Yes		CN011019		0		CN011019		Ta.30850		0		0		0		0		0		0		WHE3878_H09_P18ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3878_H09_P18, mRNA sequence [CN011019]

		A_99_P140483		7.3534966		7.7154694		7.3367996		8.087604		6.2319684		5.7207146		6.595989		6.775011		5.69931		6.4481225		5.9148846		7.236473		-2.1757731		-3.9854836		-1.6711143		-2.4838748		-3.1474571		-2.4071848		-2.6794095		-1.803914		-1.1215281		-1.9947548		-0.7408104		-1.3125925		-1.6541867		-1.2673469		-1.421915		-0.8511305		Yes		Yes		Yes		DQ872400		0		DQ872400		Ta.50383		100037586		LOC100037586		fasciclin-like protein FLA27		0		NP9351269		0		Triticum aestivum fasciclin-like protein FLA27 mRNA, complete cds [DQ872400]

		A_99_P349896		7.7231693		7.489656		7.66851		7.58995		7.359816		6.85549		6.737471		7.4220653		7.3610635		7.022738		6.637056		7.526983		-1.2864125		-1.55204		-1.9066484		-1.1234102		-1.2853006		-1.3821536		-2.0440834		-1.044612		-0.36335325		-0.63416576		-0.93103886		-0.16788483		-0.36210585		-0.466918		-1.0314541		-0.0629673		No		Yes		Yes		TA96722_4565		0		0		0		0		0		0		0		TC407910		0		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC407910]

		A_99_P512267		12.318736		11.800614		11.261371		11.6906805		10.848855		10.783619		10.128071		9.528072		11.042388		11.214198		10.148292		10.90112		-2.7699904		-2.0237		-2.193599		-4.4772353		-2.4222505		-1.5015123		-2.163068		-1.7285476		-1.469881		-1.0169954		-1.1332998		-2.1626081		-1.2763481		-0.58641624		-1.1130791		-0.7895603		Yes		No		No		CK215021		0		0		Ta.2412		0		0		0		0		0		GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P294496		7.8732533		7.590733		7.0884705		6.4121575		8.840873		10.022552		9.189675		8.168706		10.008541		9.03447		9.386753		7.5581155		1.955611		5.3957314		4.2906756		3.3788877		4.3932476		2.720245		4.918719		2.2129302		0.9676194		2.4318185		2.1012049		1.7565484		2.1352878		1.4437366		2.2982826		1.145958		Yes		Yes		Yes		TA80078_4565		0		0		0		0		0		0		0		TC380591		0		Rep: WRKY DNA binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC380591]

		A_99_P143423		5.417793		5.354898		5.713144		6.154658		4.994589		4.785442		4.797803		6.004328		5.2740855		5.1049047		4.5437984		5.9476604		-1.3409021		-1.483964		-1.8860147		-1.1098233		-1.1047403		-1.1892016		-2.2490962		-1.1542833		-0.42320395		-0.5694561		-0.9153409		-0.15033007		-0.14370728		-0.24999332		-1.1693454		-0.2069974		No		Yes		Yes		BQ839108		0		BQ839108		Ta.51174		0		0		0		0		TC438073		0		WHE3589_D10_H19ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3589_D10_H19, mRNA sequence [BQ839108]

		A_99_P136255		2.5565271		1.7406106		3.0414426		2.209482		2.0258706		2.7322428		3.3045967		2.4702463		3.4882421		6.8054085		5.5877686		3.0472705		-1.4445865		1.9884334		1.2000995		1.1981133		1.9075422		33.470028		5.8414474		1.7873083		-0.5306566		0.9916322		0.26315403		0.26076436		0.931715		5.064798		2.546326		0.8377886		Yes		Yes		Yes		BQ169432		0		BQ169432		Ta.49075		0		0		0		0		0		0		WHE1772_A03_A06ZT Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE1772_A03_A06, mRNA sequence [BQ169432]

		A_99_P260411		14.089824		14.420029		12.91201		13.207175		14.131553		15.220548		13.789037		13.099284		14.784101		14.962794		14.67014		13.351792		1.0293467		1.7417276		1.8365861		-1.0776517		1.6180731		1.4567624		3.382594		1.1054372		0.041728973		0.800519		0.87702656		-0.10789108		0.6942768		0.5427656		1.7581301		0.14461708		No		Yes		Yes		TA70111_4565		0		0		0		0		0		0		0		TC407094		0		Rep: O-methyltransferase ZRP4 - Zea mays (Maize), partial (37%) [TC407094]

		A_99_P226051		5.1244326		3.4257538		4.025025		3.240276		6.3053575		6.9233513		6.7393174		4.6693954		7.0135193		5.783687		6.7334085		4.4040327		2.2672207		11.294884		6.5627136		2.692823		3.7040067		5.1263547		6.535889		2.2404003		1.1809249		3.4975975		2.7142925		1.4291193		1.8890867		2.3579333		2.7083836		1.1637566		Yes		Yes		Yes		DR737456		0		DR737456		Ta.55631		542826		S85		blue copper-binding protein homolog		0		TC450396		0		FGAS026591 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737456]

		A_99_P257986		4.558866		4.3329644		5.388889		5.488005		4.106503		3.1508887		4.8450813		4.8071227		4.3493557		3.0348365		4.189335		4.542245		-1.3682796		-2.26903		-1.4578148		-1.6031201		-1.1562957		-2.4590957		-2.2966866		-1.9262036		-0.452363		-1.1820757		-0.5438075		-0.68088245		-0.20951033		-1.2981279		-1.199554		-0.94576025		No		Yes		Yes		TA69400_4565		0		0		Ta.57877		0		0		0		0		TC391749		0		Rep: Protein HVA22 - Hordeum vulgare (Barley), complete [TC391749]

		A_99_P233221		2.6505644		2.3788042		3.960124		2.3955715		4.824475		4.7530236		4.6858087		5.8423944		2.7843444		1.6846842		2.5931532		2.4050672		4.5124483		5.184552		1.6536852		10.904282		1.0971646		-1.6178973		-2.5792842		1.0066036		2.1739104		2.3742194		0.72568464		3.446823		0.13378		-0.69412005		-1.3669708		0.009495735		Yes		No		No		TA62541_4565		0		0		0		0		0		0		0		TC393359		0		Rep: Em protein CS41 - Triticum aestivum (Wheat), complete [TC393359]

		A_99_P532047		5.704842		5.4044785		5.724032		5.9161663		6.940499		6.8723397		6.459474		5.541641		7.881661		6.9697757		6.274058		6.022412		2.354885		2.7661152		1.6649077		-1.2964127		4.5215545		2.9593844		1.464112		1.0764233		1.2356567		1.4678612		0.73544216		-0.37452507		2.1768188		1.5652971		0.55002594		0.10624552		Yes		No		No		TC445340		0		0		0		0		0		0		0		TC445340		0		Rep: 40S ribosomal protein S11 - Zea mays (Maize), partial (18%) [TC445340]

		A_99_P129640		8.039461		8.352397		7.5621796		7.481512		8.68762		10.52728		8.727469		8.548499		9.846226		9.759748		9.235827		8.321657		1.5671672		4.515491		2.2427828		2.0950534		3.498568		2.6524978		3.1902022		1.7902302		0.648159		2.174883		1.1652899		1.066987		1.8067646		1.4073515		1.6736479		0.8401451		Yes		Yes		Yes		CJ665567		0		CJ665567		Ta.47165		0		0		0		0		TC388910		0		CJ665567 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp4a15 5', mRNA sequence [CJ665567]

		A_99_P380457		6.137539		5.9317985		5.8795605		5.3972716		7.486258		8.063331		6.74525		5.802149		8.144083		7.5149045		6.9775844		5.3853087		2.546859		4.381826		1.8222107		1.3239762		4.018185		2.9961421		2.1406128		-1.0083265		1.3487191		2.1315322		0.86568975		0.4048772		2.006544		1.583106		1.0980239		-0.011962891		Yes		No		No		TA105644_4565		0		0		0		0		0		0		0		TC435449		0		Rep: Leucine Rich Repeat family protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC435449]

		A_99_P252931		11.904007		12.928455		12.234487		12.759042		11.223304		11.82664		10.726013		12.660104		11.418223		12.819888		11.458552		12.860457		-1.6029208		-2.1462457		-2.8450882		-1.0709848		-1.4003463		-1.078157		-1.7122985		1.0728257		-0.68070316		-1.1018152		-1.5084734		-0.09893799		-0.48578358		-0.10856724		-0.7759342		0.101415634		No		Yes		Yes		TA67950_4565		0		0		0		0		0		0		0		TC381821		0		Rep: 37 kDa inner envelope membrane protein, chloroplast precursor - Spinacia oleracea (Spinach), partial (35%) [TC381821]

		A_99_P363536		11.847789		11.047638		11.297322		11.825527		11.983181		10.549532		9.364856		11.206311		11.605144		11.337207		9.926866		11.492928		1.0983914		-1.4123582		-3.8170724		-1.5360402		-1.1831601		1.222275		-2.585524		-1.2592804		0.13539219		-0.498106		-1.9324665		-0.61921597		-0.24264526		0.2895689		-1.3704567		-0.33259964		No		Yes		Yes		TA101211_4565		0		0		0		0		0		0		0		TC441405		0		Rep: Os02g0647900 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC441405]

		A_99_P309601		12.164844		13.58702		12.606472		11.036827		11.424701		12.372181		11.154363		10.170837		12.235335		12.769025		11.212231		10.7587		-1.6703411		-2.3211486		-2.736078		-1.8225895		1.0500746		-1.7629542		-2.6285028		-1.2126193		-0.7401428		-1.214839		-1.4521093		-0.8659897		0.07049179		-0.8179951		-1.3942413		-0.27812672		Yes		No		No		TA84527_4565		0		0		Ta.21625		0		0		0		0		TC400838		0		Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC400838]

		A_99_P229316		2.016925		1.258076		1.2717735		1.4343991		2.6856527		4.9773073		6.970918		5.2087827		3.532898		3.0784981		6.8814006		4.7066383		1.5896704		13.170438		51.95335		13.683672		2.8599162		3.5318453		48.82768		9.661447		0.66872764		3.7192314		5.699145		3.7743835		1.5159729		1.8204222		5.6096272		3.2722392		Yes		Yes		Yes		TA61368_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P044075		3.3396308		2.5351732		1.6822281		1.9065262		4.060593		4.7598453		3.2062237		2.0392787		4.5535083		3.7362778		3.4991672		2.6720724		1.6482811		4.6740465		2.8758643		1.0963836		2.3196023		2.2991564		3.5233288		1.7000135		0.7209623		2.224672		1.5239956		0.13275254		1.2138774		1.2011046		1.8169391		0.7655462		Yes		No		No		CA601627		0		CA601627		Ta.16159		0		0		0		0		0		0		wr1.pk0002.g4 wr1 Triticum aestivum cDNA clone wr1.pk0002.g4 5' end, mRNA sequence [CA601627]

		A_99_P123530		10.766873		11.423245		13.427788		12.679593		9.624218		8.281735		9.9142885		11.783593		10.7581835		8.735862		10.62272		11.543727		-2.2078702		-8.824472		-11.420068		-1.8608992		-1.0060415		-6.441442		-6.9889126		-2.1975045		-1.1426554		-3.14151		-3.5134993		-0.8959999		-0.00868988		-2.6873837		-2.805068		-1.1358662		Yes		Yes		Yes		DR737834		0		DR737834		Ta.45128		0		0		0		0		TC393917		0		FGAS083051 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737834]

		A_99_P141873		7.3484845		7.5771174		7.7055144		7.0510883		6.901726		6.8704586		6.179956		7.1628594		6.886266		7.103148		6.5079703		7.106343		-1.3629746		-1.6320201		-2.8789814		1.080554		-1.3776585		-1.3889258		-2.2934892		1.0390424		-0.44675875		-0.70665884		-1.5255585		0.11177111		-0.46221828		-0.47396946		-1.1975441		0.05525446		No		Yes		Yes		CJ945561		0		CJ945561		Ta.50760		0		0		0		0		TC433359		0		CJ945561 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul14k14 5', mRNA sequence [CJ945561]

		A_99_P270461		8.280726		8.058118		8.465607		8.893052		7.5894876		6.160951		6.5014825		7.5397696		7.596166		6.487098		5.9322166		7.8674545		-1.6146694		-3.7248096		-3.9017577		-2.5549276		-1.6072121		-2.9711463		-5.7893047		-2.0358024		-0.6912389		-1.8971667		-1.9641242		-1.3532825		-0.6845603		-1.5710196		-2.53339		-1.0255976		Yes		Yes		Yes		TA73086_4565		0		0		Ta.9047		0		0		0		0		TC412239		0		0

		A_99_P344321		9.214024		8.707256		8.116729		8.501404		9.927176		10.503334		9.126418		8.775149		10.8838		9.476861		9.541001		8.953782		1.639383		3.472748		2.0134776		1.2089424		3.1816518		1.7048026		2.6837914		1.368294		0.7131529		1.7960777		1.0096893		0.27374554		1.669776		0.7696047		1.4242725		0.45237827		Yes		No		No		TA94975_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P404732		4.5287137		3.944339		7.0285244		7.563274		3.7163293		2.0289733		6.060749		6.861028		4.959969		2.4843895		6.378115		7.245934		-1.7561114		-3.7720942		-1.9558223		-1.6270355		1.3484063		-2.7509873		-1.5696133		-1.2460309		-0.81238437		-1.9153657		-0.96777534		-0.7022457		0.43125534		-1.4599495		-0.6504092		-0.3173399		Yes		No		No		TA111585_4565		0		0		0		0		0		0		0		TC382313		0		0

		A_99_P402547		5.1689124		5.6883655		6.3716507		6.2944713		4.263244		3.3985894		5.0248704		5.3196864		4.5379987		3.5541344		4.7829843		5.7892976		-1.873412		-4.889802		-2.5434387		-1.9653481		-1.5485455		-4.390031		-3.0077121		-1.4192942		-0.90566826		-2.289776		-1.3467803		-0.97478485		-0.63091373		-2.134231		-1.5886664		-0.5051737		Yes		No		No		TA111060_4565		0		0		0		0		0		0		0		TC461309		0		Rep: 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3 - Oryza sativa subsp. japonica (Rice), partial (8%) [TC461309]

		A_99_P265961		6.642306		6.444645		6.331629		5.81921		6.958773		6.9472747		7.7908044		6.2737412		7.342819		6.7926216		7.7431245		6.1273456		1.2452775		1.4167937		2.749512		1.3703375		1.625083		1.2727743		2.660128		1.2381066		0.3164673		0.50262976		1.4591756		0.4545312		0.70051336		0.34797668		1.4114957		0.3081355		No		Yes		Yes		TA71686_4565		0		0		0		0		0		0		0		TC409871		0		Rep: N-acetyl-gamma-glutamyl-phosphate reductase - Oryza sativa subsp. indica (Rice), partial (82%) [TC409871]

		A_99_P067070		8.173709		8.886684		8.499752		8.844508		8.505908		9.530131		9.518331		9.153193		8.64125		9.306714		9.490914		9.1733055		1.2589309		1.5620568		2.0259218		1.2385784		1.3827504		1.337955		1.9877858		1.255966		0.3321991		0.6434469		1.0185785		0.3086853		0.46754074		0.42002964		0.9911623		0.32879734		No		Yes		Yes		AK333054		0		AK333054		Ta.25974		0		0		0		0		TC413676		0		Triticum aestivum cDNA, clone: WT005_I14, cultivar: Chinese Spring [AK333054]

		A_99_P440812		5.7933183		5.810896		5.139832		4.4687657		6.0103164		6.2863693		5.8422375		4.9831367		6.042879		6.0822625		6.1896205		4.873133		1.1623126		1.3903744		1.6272156		1.4283712		1.1888452		1.2069505		2.0702262		1.3235085		0.2169981		0.4754734		0.70240545		0.5143709		0.24956083		0.2713666		1.0497885		0.40436745		No		Yes		Yes		TC397028		0		0		0		0		0		0		0		TC397028		0		0

		A_99_P267036		6.089872		6.246277		9.979087		9.124608		6.5748196		6.073257		8.533627		8.613834		6.5786185		5.1389127		8.632629		8.518811		1.3995351		-1.1274159		-2.7234972		-1.4248141		1.4032253		-2.1545165		-2.5428696		-1.521819		0.48494768		-0.17301989		-1.4454603		-0.51077366		0.48874664		-1.1073642		-1.3464575		-0.6057968		No		Yes		Yes		TA72021_4565		0		0		0		0		0		0		0		TC439110		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC439110]

		A_99_P148637		7.4028068		6.484932		6.117162		6.5282845		9.276011		10.551091		9.002024		7.3718457		9.928644		10.217828		9.033462		7.1371284		3.6634545		16.750813		7.386349		1.7944742		5.759076		13.2957735		7.5490723		1.5250366		1.8732047		4.0661592		2.8848615		0.8435612		2.5258374		3.7328959		2.9162993		0.6088438		Yes		Yes		Yes		AK335019		0		AK335019		Ta.52468		100049028		WRKY19-a		WRKY transcription factor		0		TC453350		0		Triticum aestivum cDNA, clone: WT011_N09, cultivar: Chinese Spring [AK335019]

		A_99_P431937		10.367101		9.133201		4.2917004		9.408729		10.164098		9.4068575		8.659037		8.527526		10.211637		10.613754		9.462983		8.851084		-1.1510918		1.2088681		20.639502		-1.8419101		-1.1137799		2.790558		36.033897		-1.4718645		-0.20300293		0.27365685		4.3673363		-0.8812027		-0.15546417		1.4805536		5.171283		-0.55764484		No		Yes		Yes		BQ161851		0		0		Ta.2746		0		0		0		0		TC390065		0		Rep: Peroxidase - Populus kitakamiensis (Aspen) (Populus sieboldii x Populusgrandidentata), partial (60%) [TC390065]

		A_99_P393567		11.367177		10.157523		13.121234		12.944237		10.367268		7.4788017		10.111847		11.837379		11.754561		7.0517616		10.792182		11.966953		-1.9998744		-6.402882		-8.052222		-2.1537597		1.3080199		-8.608498		-5.0247507		-1.9687549		-0.9999094		-2.6787214		-3.009387		-1.1068573		0.3873844		-3.1057615		-2.329052		-0.9772835		Yes		Yes		Yes		TA108866_4565		0		0		0		0		0		0		0		TC386703		0		Rep: Chalcone synthase 2 - Secale cereale (Rye), partial (61%) [TC386703]

		A_99_P092220		7.95894		7.0245423		6.8012447		7.8837647		8.535706		8.864796		7.9438653		8.389542		9.080375		8.516819		8.268657		8.69503		1.4915016		3.580729		2.2078168		1.4198878		2.1756322		2.813326		2.765254		1.75475		0.57676554		1.8402534		1.1426206		0.5057769		1.1214347		1.4922767		1.467412		0.81126547		Yes		Yes		Yes		CJ878374		0		CJ878374		Ta.34860		0		0		0		0		TC439876		0		CJ878374 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls28e21 5', mRNA sequence [CJ878374]

		A_99_P353046		4.8069954		3.028307		4.6455326		3.845431		5.7032447		4.874806		5.3993354		4.4816437		5.764797		4.0283012		5.362612		3.7511108		1.861221		3.5962641		1.6862317		1.5542436		1.9423481		1.999992		1.6438506		-1.0675623		0.8962493		1.846499		0.7538028		0.6362126		0.9578018		0.9999943		0.71707916		-0.0943203		Yes		No		No		TA97705_4565		0		0		0		0		0		0		0		TC386269		0		0

		A_99_P336361		3.2524884		4.251858		3.2720726		3.4530518		4.2777467		4.879804		5.0497246		5.316878		4.0431256		4.8364277		5.653395		5.1314015		2.0353239		1.5453632		3.428677		3.6397164		1.7298384		1.4995914		5.2101417		3.2006164		1.0252583		0.6279459		1.777652		1.863826		0.79063725		0.58456945		2.3813226		1.6783497		Yes		Yes		Yes		TA92483_4565		0		0		Ta.39895		0		0		0		0		TC398278		0		Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC398278]

		A_99_P429692		10.091144		8.9044		9.225333		6.7391667		8.6762495		7.361939		6.188082		7.1824794		9.232051		8.453859		6.468881		6.2607517		-2.6664016		-2.9129095		-8.209253		1.3597229		-1.8138973		-1.3665522		-6.757324		-1.3932122		-1.4148941		-1.5424609		-3.037251		0.44331264		-0.8590927		-0.45054054		-2.756452		-0.478415		Yes		Yes		Yes		TC388261		0		0		0		0		0		0		0		TC388261		GO:0005739(mitochondrion)|GO:0009536(plastid)|GO:0016020(membrane)		0

		A_99_P018834		7.447761		7.2651935		7.4880104		7.525685		6.845299		6.6608996		6.5900497		5.935203		6.103679		6.727635		6.1044693		6.1794395		-1.5183057		-1.5202345		-1.86343		-3.011499		-2.5386858		-1.4515141		-2.6090798		-2.5424957		-0.6024623		-0.6042938		-0.89796066		-1.5904818		-1.3440819		-0.53755856		-1.3835411		-1.3462453		Yes		No		No		BJ278640		0		BJ278640		Ta.7560		0		0		0		0		TC419809		0		BJ278640 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr17c08 5', mRNA sequence [BJ278640]

		A_99_P559982		3.2087567		3.5717163		2.494359		5.2838936		6.5458837		9.297442		8.247494		7.5965004		7.3369126		7.183885		8.698364		7.617948		10.105907		52.91945		53.934433		4.967799		17.486332		12.228443		73.72108		5.042204		3.337127		5.725726		5.7531347		2.3126068		4.1281557		3.6121688		6.2040052		2.3340545		Yes		Yes		Yes		BI479551		0		0		Ta.12658		0		0		0		0		TC450425		0		Rep: ORF1 - Torque teno virus, partial (4%) [TC450425]

		A_99_P431247		12.737739		12.669589		12.554264		12.079739		12.077904		11.802689		11.096478		12.209825		12.316392		12.01299		11.468375		11.968173		-1.5799018		-1.8237405		-2.7468643		1.0943589		-1.339177		-1.5763621		-2.1226828		-1.0804		-0.65983486		-0.86690044		-1.4577856		0.13008595		-0.42134666		-0.65659904		-1.0858889		-0.11156559		No		Yes		Yes		TA79106_4565		0		0		0		0		0		0		0		TC389508		0		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC389508]

		A_99_P500042		4.2066836		3.282418		1.9610853		3.2194989		4.892185		4.7630916		3.7368648		3.5253115		5.1431675		3.8479836		4.0440955		2.605222		1.608261		2.79079		3.4242296		1.2361147		1.913858		1.4799676		4.236903		-1.5307906		0.6855016		1.4806736		1.7757795		0.3058126		0.93648386		0.5655656		2.0830102		-0.6142769		Yes		Yes		Yes		TC431734		0		0		0		0		0		0		0		TC431734		0		Rep: C2 domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (24%) [TC431734]

		A_99_P002546		5.184102		4.95211		5.0760155		4.5383954		4.3936944		3.757843		4.036777		4.281677		4.4446435		3.8514764		3.4315922		4.1700234		-1.7295631		-2.288285		-2.0551426		-1.1947582		-1.6695491		-2.144488		-3.1262286		-1.2908952		-0.79040766		-1.1942668		-1.0392385		-0.25671864		-0.73945856		-1.1006334		-1.6444232		-0.36837196		No		Yes		Yes		BE419250		0		BE419250		Ta.1184		0		0		0		0		TC434828		0		WWR021.H2R000101 ITEC WWR Wheat Root Library Triticum aestivum cDNA clone WWR021.H2, mRNA sequence [BE419250]

		A_99_P112385		6.3337035		7.951753		6.6607666		8.688905		4.6177564		4.9491334		2.6435623		5.806431		4.7960696		5.073963		2.7149658		5.829471		-3.2851224		-8.01454		-16.191944		-7.3741355		-2.9031796		-7.350233		-15.410062		-7.2573037		-1.7159472		-3.0026197		-4.0172043		-2.882474		-1.5376339		-2.87779		-3.9458008		-2.8594337		Yes		Yes		Yes		DR739237		0		DR739237		Ta.41730		100037578		LOC100037578		fasciclin-like protein FLA16		0		TC369175		0		FGAS084454 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739237]

		A_99_P451897		13.081571		12.946983		11.999644		11.41875		11.838352		11.784393		11.443379		10.077134		11.638424		12.3083725		11.142766		11.467368		-2.3672605		-2.2385895		-1.4704573		-2.53435		-2.719133		-1.5568293		-1.8111151		1.0342739		-1.2432184		-1.16259		-0.5562649		-1.3416157		-1.4431467		-0.63861084		-0.8568783		0.048618317		Yes		No		No		TA53235_4565		0		0		Ta.55358		0		0		0		0		TC405017		0		0

		A_99_P278731		9.094848		8.866485		8.806687		8.23127		9.519972		9.6309805		9.775285		8.638883		9.59541		9.471108		9.817222		8.411145		1.3426881		1.6987762		1.9569372		1.3264891		1.4147652		1.5205822		2.014657		1.132786		0.42512417		0.76449585		0.9685974		0.4076128		0.50056267		0.6046238		1.0105343		0.17987537		No		Yes		Yes		TA75517_4565		0		0		Ta.9416		0		0		0		0		TC453124		0		0

		A_99_P360176		8.933055		8.787998		8.524083		8.50998		9.653945		9.884642		10.148126		9.664059		9.660107		9.705307		10.315834		9.567493		1.6481986		2.1385655		3.0823753		2.2254212		1.6552529		1.888589		3.4623485		2.0813408		0.72089005		1.0966434		1.6240425		1.1540785		0.72705173		0.9173088		1.7917509		1.0575132		Yes		Yes		Yes		TA100055_4565		0		0		0		0		0		0		0		TC375025		0		0

		A_99_P617907		4.3768854		4.3104196		4.2867646		5.65877		4.3404117		5.570633		5.9197254		5.056146		4.689043		5.109843		6.4315886		5.267457		-1.025604		2.3953116		3.1014886		-1.5184758		1.2415631		1.7404052		4.4223833		-1.3115866		-0.03647375		1.2602134		1.6329608		-0.60262394		0.31215763		0.7994232		2.144824		-0.39131308		No		Yes		Yes		CK210989		0		CK210989		Ta.54254		732712		LOC732712		protein H2A		0		TC398633		0		FGAS022816 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210989]

		A_99_P248351		6.4955444		6.5911674		4.0871186		6.670816		9.902417		11.63227		11.519023		9.745918		10.940567		11.9558		11.365371		9.66121		10.60647		32.924793		172.67368		8.427486		21.781366		41.201717		155.22876		7.9469104		3.4068727		5.0411024		7.4319043		3.0751023		4.4450226		5.3646326		7.278252		2.990394		Yes		Yes		Yes		TA66654_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P030129		7.318156		6.7961965		6.669147		6.580271		7.19812		6.074257		5.5323806		6.1442475		6.758217		6.4914393		5.931221		6.1962013		-1.0867617		-1.649398		-2.1988764		-1.35287		-1.4742068		-1.2352107		-1.6677766		-1.3050177		-0.12003565		-0.72193956		-1.1367664		-0.43602324		-0.5599389		-0.30475712		-0.737926		-0.38406944		No		Yes		Yes		TA90954_4565		0		0		0		0		0		0		0		TC412187		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (53%) [TC412187]

		A_99_P575407		3.4071462		2.3234272		2.6900442		2.4563878		4.2119937		5.078995		4.19558		2.4705708		6.7464585		4.4883194		4.0926003		3.5128508		1.7469611		6.753185		2.839301		1.0098795		10.121227		4.484329		2.6436958		2.0798264		0.8048475		2.755568		1.5055358		0.014183044		3.3393123		2.1648922		1.4025562		1.056463		Yes		No		No		TA100255_4565		0		0		0		0		0		0		0		TC461681		0		Rep: FAD binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (26%) [TC461681]

		A_99_P235516		6.4422965		8.253003		11.983466		10.43219		8.968765		9.382389		9.216301		9.497792		10.991977		8.125964		9.821956		8.610892		5.761597		2.1876562		-6.807689		-1.9110926		23.42018		-1.0920501		-4.47383		-3.5339892		2.5264688		1.129386		-2.7671652		-0.9343977		4.54968		-0.12703896		-2.1615105		-1.8212976		No		Yes		Yes		TA63215_4565		0		0		Ta.59925		0		0		0		0		0		0		0

		A_99_P386567		10.872417		10.588845		10.980209		10.997505		10.381648		9.204161		10.048068		10.730168		9.698907		10.121523		9.766859		10.945134		-1.405194		-2.6111486		-1.908106		-1.203584		-2.255599		-1.3825411		-2.318755		-1.0369678		-0.4907694		-1.3846846		-0.9321413		-0.26733685		-1.1735106		-0.46732235		-1.2133503		-0.052371025		No		Yes		Yes		TA107147_4565		0		0		Ta.2014		0		0		0		0		0		0		0

		A_99_P002961		9.92472		9.251294		8.3750925		8.507121		8.4566965		7.8792396		7.8575516		7.674145		8.450736		8.76978		7.9544272		8.682465		-2.7664258		-2.5883892		-1.4315132		-1.781356		-2.777879		-1.396208		-1.3385446		1.1292332		-1.4680233		-1.3720546		-0.51754093		-0.83297586		-1.4739838		-0.48151398		-0.42066526		0.17534351		Yes		No		No		CK217765		0		CK217765		Ta.1378		0		0		0		0		TC370160		0		FGAS029767 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217765]

		A_99_P316626		7.127445		7.4906945		5.541166		5.9028335		5.6323724		5.733688		5.1166787		5.2719874		5.5467625		6.2847466		4.7368054		6.157085		-2.8187838		-3.379961		-1.3420953		-1.5484728		-2.9911137		-2.3068879		-1.7463714		1.1927167		-1.4950728		-1.7570066		-0.4244871		-0.630846		-1.5806828		-1.2059479		-0.8043604		0.25425148		Yes		No		No		TA86556_4565		0		0		0		0		0		0		0		TC388789		0		0

		A_99_P002726		5.638001		5.4882584		6.682012		6.2662926		5.3691616		5.022597		5.529446		5.9388967		5.362087		5.314401		5.580601		6.075741		-1.2048382		-1.3809505		-2.2230895		-1.2547464		-1.2107611		-1.1280705		-2.1456442		-1.1412001		-0.26883936		-0.46566153		-1.152566		-0.32739592		-0.2759142		-0.17385721		-1.1014109		-0.19055176		No		Yes		Yes		BE423535		0		BE423535		Ta.1262		0		0		0		0		0		0		WHE0071_F06_K11ZS Wheat endosperm cDNA library Triticum aestivum cDNA clone WHE0071_F06_K11, mRNA sequence [BE423535]

		A_99_P548727		4.2795157		4.6842976		4.9812837		4.5533586		4.157324		3.47144		4.162021		3.575199		3.9052267		2.932927		3.352087		3.3336236		-1.0883873		-2.317963		-1.7645037		-1.9699509		-1.2962006		-3.366783		-3.093407		-2.329039		-0.122191906		-1.2128575		-0.8192625		-0.97815967		-0.37428904		-1.7513707		-1.6291966		-1.2197349		Yes		No		No		CV776017		0		0		0		0		0		0		0		TC451751		0		0

		A_99_P618717		14.951634		15.096147		12.013326		12.818566		15.208065		15.133609		11.327357		13.913308		14.978742		15.215622		10.313769		12.924005		1.1945196		1.0263069		-1.6087815		2.1357486		1.0189669		1.0863397		-3.2480106		1.0758212		0.25643063		0.037462234		-0.6859684		1.0947418		0.027107239		0.119475365		-1.6995564		0.10543823		No		Yes		Yes		CK208553		0		CK208553		Ta.54252		100037561		TaGRP2		glycine-rich RNA-binding protein		0		TC445108		0		FGAS020267 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208553]

		A_99_P361556		4.156343		3.4368916		4.3135915		4.0864124		4.0029693		5.0682125		5.213778		5.4581523		4.8885074		4.6287203		5.8226314		5.6287856		-1.1121672		3.0979652		1.8663073		2.5878246		1.6611294		2.2844212		2.8462057		2.9127324		-0.15337372		1.631321		0.90018654		1.3717399		0.7321644		1.1918287		1.5090399		1.5423732		Yes		No		No		TA100547_4565		0		0		0		0		0		0		0		TC397342		0		Rep: BRCA1 C Terminus domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (11%) [TC397342]

		A_99_P341011		10.231416		10.137937		9.785083		10.099277		9.581577		9.143462		9.21405		8.137782		9.106074		9.147767		8.7094345		9.126646		-1.5689925		-1.9923545		-1.4855864		-3.8946521		-2.1815317		-1.9864184		-2.1076689		-1.9624155		-0.64983845		-0.9944744		-0.5710325		-1.9614944		-1.1253414		-0.9901695		-1.0756483		-0.9726305		Yes		No		No		TA93901_4565		0		0		0		0		0		0		0		TC393806		0		Rep: Cytochrome c biogenesis protein ccsA - Triticum aestivum (Wheat), complete [TC393806]

		A_99_P385237		1.3883677		1.7576156		1.3899155		1.3814615		1.4162049		5.2150226		3.525755		1.4714946		1.9303756		2.420143		4.801527		1.940869		1.0194827		10.984574		4.394928		1.0643946		1.4559976		1.5828531		10.641367		1.4736638		0.027837276		3.457407		2.1358395		0.090033054		0.5420079		0.6625273		3.4116116		0.5594075		Yes		Yes		Yes		TA106814_4565		0		0		0		0		0		0		0		TC448097		0		0

		A_99_P449767		6.346428		7.0089517		5.555437		5.4976106		4.7627254		5.7983804		4.27366		4.1993985		4.828327		6.4408283		4.4123464		5.695967		-2.9973812		-2.3142927		-2.4313827		-2.4592392		-2.8641374		-1.4825938		-2.2085366		1.1473906		-1.5837026		-1.2105713		-1.2817769		-1.298212		-1.5181007		-0.56812334		-1.1430907		0.19835663		Yes		No		No		TA92708_4565		0		0		Ta.45933		0		0		0		0		TC403541		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC403541]

		A_99_P325276		6.5294952		7.8183804		10.757464		10.527527		4.676413		4.72996		6.8988194		9.901907		6.1389065		4.0171776		7.5336633		9.250007		-3.612712		-8.505644		-14.506675		-1.5428736		-1.3109282		-13.940426		-9.342451		-2.4242191		-1.8530822		-3.0884204		-3.858645		-0.6256199		-0.39058876		-3.8012028		-3.2238011		-1.2775202		Yes		No		No		TA89121_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P440057		10.680547		9.434133		9.239022		9.508836		10.714862		10.536209		9.936103		9.334241		11.496426		10.317749		10.255136		9.580512		1.0240705		2.1466343		1.6212208		-1.1286474		1.7603703		1.8449944		2.0224628		1.050937		0.03431511		1.1020765		0.6970806		-0.17459488		0.81587887		0.88361645		1.0161133		0.071676254		No		Yes		Yes		TA75135_4565		0		0		Ta.37502		0		0		0		0		TC396406		0		Rep: Hydroxyanthranilate hydroxycinnamoyltransferase 3 - Avena sativa (Oat), partial (98%) [TC396406]

		A_99_P150422		2.6125696		1.6351415		1.8096317		2.7789023		4.9461637		7.078234		6.5363927		5.575737		6.588869		5.3894024		6.979143		5.4069467		5.040595		43.5045		26.478708		6.949141		15.739301		13.494139		35.989677		6.1818743		2.333594		5.443093		4.726761		2.7968347		3.9762995		3.754261		5.1695113		2.6280444		Yes		Yes		Yes		CJ806976		0		CJ806976		Ta.52865		0		0		0		0		TC397069		0		CJ806976 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct38g24 5', mRNA sequence [CJ806976]

		A_99_P351016		2.7153466		2.4403162		4.8008847		3.3911903		2.8010056		3.7267358		4.891542		3.7881653		4.687559		3.8537586		5.201878		4.101151		1.0611724		2.4392195		1.0648552		1.3167441		3.9236941		2.66372		1.3204168		1.6357596		0.08565903		1.2864196		0.090657234		0.39697504		1.9722126		1.4134424		0.40099335		0.7099607		Yes		No		No		TA97066_4565		0		0		0		0		0		0		0		TC382779		0		Rep: Chromosome chr12 scaffold_78, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC382779]

		A_99_P412472		12.101581		11.391693		11.498225		11.32613		13.083954		13.034981		13.015987		12.2274065		13.946239		12.231965		12.824031		11.839261		1.9757128		3.1237688		2.8634653		1.867718		3.59168		1.7903876		2.5067284		1.4271442		0.98237324		1.6432877		1.5177622		0.9012766		1.8446589		0.84027195		1.3258057		0.51313114		Yes		Yes		Yes		TA52369_4565		0		0		Ta.18653		0		0		0		0		TC374467		0		0

		A_99_P246176		12.81438		12.371777		12.921636		12.822028		13.251199		14.176582		13.162629		12.823901		14.485274		13.048007		13.983875		12.636833		1.3536165		3.4938211		1.1818062		1.0012991		3.1841197		1.597959		2.0881708		-1.1369706		0.43681908		1.8048058		0.2409935		0.0018730164		1.6708946		0.67623043		1.0622396		-0.18519497		No		Yes		Yes		TA66050_4565		0		0		Ta.54765		0		0		0		0		TC382147		0		0

		A_99_P538147		1.2410059		1.6573232		2.3067408		1.2458426		1.2452812		2.232045		3.9846299		3.315753		2.7675827		2.1733496		4.1506286		3.753641		1.0029678		1.4893901		3.1995945		4.1986065		2.881014		1.4300112		3.589761		5.687514		0.004275322		0.5747217		1.6778891		2.0699105		1.5265768		0.5160264		1.8438878		2.5077982		Yes		No		No		TC447756		0		0		0		0		0		0		0		TC447756		0		Rep: Contig An10c0020, complete genome. precursor - Aspergillus niger, partial (10%) [TC447756]

		A_99_P375787		8.045947		8.44358		8.384681		8.601066		8.086152		8.81014		9.299367		8.051072		7.9928856		8.760483		9.481293		8.111084		1.0282599		1.2892749		1.885159		-1.4640791		-1.0374641		1.2456537		2.1385188		-1.404427		0.040205		0.36655998		0.9146862		-0.5499935		-0.053061485		0.3169031		1.096612		-0.48998165		No		Yes		Yes		TA104513_4565		0		0		0		0		0		0		0		TC421565		0		Rep: Tetratricopeptide repeat protein 2-like - Oryza sativa subsp. japonica (Rice), partial (15%) [TC421565]

		A_99_P130580		4.565644		4.611469		5.0945916		5.174562		4.0575824		3.2531998		4.227051		4.6174703		3.955354		4.1466074		4.1442604		4.8045974		-1.422138		-2.5637739		-1.8245502		-1.4713002		-1.5265658		-1.3801848		-1.9323162		-1.2923211		-0.5080614		-1.358269		-0.86754084		-0.5570917		-0.6102898		-0.4648614		-0.9503312		-0.3699646		No		Yes		Yes		AK336241		0		AK336241		Ta.47447		0		0		0		0		TC390573		0		Triticum aestivum cDNA, clone: SET3_J07, cultivar: Chinese Spring [AK336241]

		A_99_P487227		10.644868		10.52455		10.554141		10.653333		11.16199		12.339908		12.129247		10.589722		11.593147		11.776151		12.174995		10.424828		1.4310977		3.5194676		2.9795732		-1.0450783		1.92957		2.381054		3.0755713		-1.1716204		0.51712227		1.8153572		1.5751057		-0.06361103		0.9482794		1.2516003		1.6208544		-0.22850513		No		Yes		Yes		TA55957_4565		0		0		0		0		0		0		0		TC425845		0		Rep: Os01g0565900 protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC425845]

		A_99_P185892		2.6163142		2.3611653		1.763554		2.532056		7.269707		7.382927		11.634494		6.750704		8.624312		8.0687685		10.9498415		5.4262886		25.165804		32.486355		936.3734		18.61828		64.35581		52.25885		582.5701		7.4344835		4.653393		5.021762		9.87094		4.218648		6.0079985		5.7076035		9.186288		2.8942325		Yes		Yes		Yes		CV763406		0		CV763406		Ta.61022		543365		LOC543365		peroxidase		0		0		0		FGAS057795 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763406]

		A_99_P361821		9.372058		9.701304		9.692555		9.04074		8.971095		9.097318		8.559417		8.964225		9.225673		9.12534		9.162575		8.563519		-1.3203888		-1.5199109		-2.193354		-1.0544679		-1.1067928		-1.4906732		-1.4439099		-1.39206		-0.40096283		-0.60398674		-1.1331387		-0.0765152		-0.1463852		-0.575964		-0.52998066		-0.4772215		No		Yes		Yes		TA100628_4565		0		0		0		0		0		0		0		TC421211		0		0

		A_99_P270251		10.011628		8.830443		7.798185		7.4493256		11.451996		10.959689		14.109592		10.945931		12.933327		10.933969		14.983651		9.712745		2.7139003		4.374887		79.41874		11.287123		7.5773773		4.297582		145.55962		4.80128		1.4403677		2.1292458		6.3114076		3.4966059		2.9216986		2.1035252		7.1854663		2.2634192		Yes		Yes		Yes		AJ878510		0		AJ878510		Ta.57724		606365		prx		peroxidase		0		TC395069		0		Triticum aestivum mRNA for peroxidase precursor (prx gene), cultivar Cheyenne [AJ878510]

		A_99_P188177		6.5154343		8.378856		9.892447		9.846593		5.6242275		6.337914		9.001285		9.243626		6.454514		6.0218616		7.8962646		9.638865		-1.8547269		-4.1151404		-1.8546704		-1.5188372		-1.0431309		-5.1230187		-3.989431		-1.1548675		-0.89120674		-2.0409417		-0.8911629		-0.60296726		-0.06092024		-2.3569942		-1.9961829		-0.20772743		Yes		No		No		CK162998		0		CK162998		Ta.61510		0		0		0		0		TC394180		0		FGAS015610 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162998]

		A_99_P449212		8.936167		9.138363		8.990911		9.09196		9.40127		10.489231		10.296692		9.166526		9.745967		9.684329		10.341133		9.217353		1.380416		2.5506558		2.4721758		1.0530441		1.7529685		1.4599978		2.5495145		1.0908048		0.46510315		1.3508682		1.3057814		0.07456589		0.80980015		0.54596615		1.3502226		0.12539291		No		Yes		Yes		DR739068		0		DR739068		Ta.55969		0		0		0		0		TC376783		0		FGAS084285 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739068]

		A_99_P104045		6.759608		6.860885		6.6495233		6.5928802		7.3548827		8.01603		7.51592		6.825354		7.6859226		7.4740214		7.6764417		6.7673054		1.5107604		2.2270672		1.823104		1.1748478		1.9004154		1.5295807		2.037667		1.1285146		0.5952749		1.1551452		0.8663969		0.23247385		0.92631483		0.6131363		1.0269184		0.17442513		No		Yes		Yes		CJ660114		0		CJ660114		Ta.39179		0		0		0		0		TC451710		0		CJ660114 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg2m21 5', mRNA sequence [CJ660114]

		A_99_P550852		10.261909		10.397852		10.305784		9.518174		9.4882		9.787293		7.135605		8.372502		10.333217		9.533973		8.074307		8.15311		-1.7096587		-1.5268502		-9.001587		-2.2124915		1.050669		-1.8199253		-4.6961446		-2.5758786		-0.77370834		-0.6105585		-3.1701794		-1.1456718		0.071308136		-0.8638792		-2.2314768		-1.3650646		Yes		Yes		Yes		TC452585		0		0		0		0		0		0		0		TC452585		0		Rep: Aquaporin NIP3-1 - Oryza sativa subsp. japonica (Rice), partial (20%) [TC452585]

		A_99_P239127		8.072735		7.8111854		5.847582		4.715827		6.6571517		5.8369827		5.1862826		2.7368698		6.1514726		7.351822		5.370359		2.8728466		-2.6676755		-3.9291103		-1.5815063		-3.9420803		-3.787543		-1.374935		-1.3920615		-3.587504		-1.4155831		-1.9742026		-0.6612992		-1.9789572		-1.9212623		-0.45936346		-0.47722292		-1.8429804		Yes		No		No		X98504		0		X98504		Ta.3		543318		amy1		beta-amylase		0		TC461235		0		T.aestivum mRNA for beta-amylase [X98504]

		A_99_P400397		6.8869457		7.108919		9.0337105		8.121749		6.7655125		6.955562		8.012433		8.297167		6.6700363		7.148107		7.987562		8.439677		-1.087815		-1.1121544		-2.0297153		1.1292915		-1.1622411		1.0275353		-2.0650094		1.2465392		-0.12143326		-0.15335703		-1.0212774		0.1754179		-0.21690941		0.03918791		-1.0461483		0.3179283		No		Yes		Yes		TA110541_4565		0		0		0		0		0		0		0		TC397949		0		Rep: ABA responsive element binding factor 2 - Hordeum vulgare var. distichum (Two-rowed barley), partial (34%) [TC397949]

		A_99_P225546		2.3131719		1.6433358		1.7100815		1.8734757		5.6470165		6.18197		10.279443		5.3695664		7.5171638		6.489183		9.672479		3.471936		10.082941		23.241549		379.86993		11.283094		36.8602		28.757116		249.41373		3.0281997		3.3338447		4.5386343		8.569362		3.496091		5.203992		4.845847		7.962397		1.5984603		Yes		Yes		Yes		CV763406		0		CV763406		Ta.61022		543365		LOC543365		peroxidase		0		TC379342		0		FGAS057795 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763406]

		A_99_P256836		10.349406		9.783473		9.736287		10.046631		10.845311		11.323273		10.7714		10.515698		11.644492		10.352395		11.099216		10.212782		1.410205		2.9075413		2.0492747		1.3842145		2.453916		1.4834148		2.572069		1.1220609		0.49590492		1.5397997		1.0351133		0.46906757		1.2950859		0.56892204		1.3629293		0.16615105		No		Yes		Yes		TA69065_4565		0		0		0		0		0		0		0		TC381624		0		Rep: Isoform 2 of Q0JGZ6  - Oryza sativa subsp. japonica (Rice), partial (54%) [TC381624]

		A_99_P333871		8.430562		8.832321		8.851006		8.95621		7.5976186		7.114727		7.37503		8.173012		7.3282065		8.032183		7.4904294		8.291162		-1.7813159		-3.2888749		-2.7817168		-1.7209419		-2.1470494		-1.7412683		-2.567877		-1.5856217		-0.83294344		-1.7175941		-1.4759755		-0.78319836		-1.1023555		-0.8001385		-1.3605762		-0.6650486		Yes		Yes		Yes		TA91724_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P119674		6.7280655		7.9023566		9.696134		8.273677		4.962977		6.9480095		8.151132		8.291499		6.402472		6.4031963		8.346497		8.157924		-3.3989487		-1.9377025		-2.9180448		1.0124301		-1.2531798		-2.8267813		-2.54848		-1.0835406		-1.7650886		-0.95434713		-1.545002		0.017822266		-0.32559347		-1.4991603		-1.349637		-0.115753174		Yes		No		No		CJ730994		0		CJ730994		Ta.44016		0		0		0		0		TC447072		0		CJ730994 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh18i17 5', mRNA sequence [CJ730994]

		A_99_P562522		10.871735		10.5668125		9.606526		9.598571		9.757886		9.415595		8.777381		8.147056		9.479183		9.882222		8.552819		9.185782		-2.1642222		-2.2210124		-1.7766327		-2.7349515		-2.6254258		-1.6072456		-2.0758572		-1.3312564		-1.1138487		-1.1512175		-0.82914543		-1.4515152		-1.3925514		-0.68459034		-1.0537071		-0.4127884		Yes		No		No		BG313178		0		0		Ta.4444		0		0		0		0		TC457023		0		Rep: Two-component response regulator - Pseudomonas aeruginosa (strain PA7), partial (4%) [TC457023]

		A_99_P421873		6.619181		6.815496		9.900912		8.053756		7.823183		9.620647		9.980611		8.743628		8.396263		7.607736		9.97354		8.638465		2.3037784		6.989317		1.0567973		1.6131401		3.4273226		1.7317613		1.0516306		1.4997367		1.2040019		2.8051515		0.07969856		0.6898718		1.777082		0.79224014		0.07262802		0.58470917		Yes		No		No		AF104108		0		AF104108		Ta.47834		542836		LOC542836		small heat shock protein Hsp23.6		0		TC459063		0		Triticum aestivum small heat shock protein Hsp23.6 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104108]

		A_99_P260221		9.651642		11.322778		11.305824		11.286757		8.962527		9.720853		10.178805		10.194793		8.440604		10.390034		10.029445		10.594027		-1.6122937		-3.0354805		-2.1840696		-2.1316414		-2.3150408		-1.9089034		-2.4223034		-1.6163403		-0.6891146		-1.6019249		-1.1270189		-1.0919647		-1.2110376		-0.932744		-1.2763796		-0.6927309		Yes		Yes		Yes		TA70063_4565		0		0		Ta.1942		0		0		0		0		TC445177		0		0

		A_99_P429062		11.790914		11.092608		10.702461		10.769441		11.858111		11.625859		11.89059		10.831584		11.716518		11.2395735		11.894944		10.475118		1.0476798		1.4471865		2.2785697		1.0440156		-1.0529195		1.1072377		2.2854574		-1.2263093		0.0671978		0.5332508		1.1881285		0.062143326		-0.07439518		0.14696503		1.192483		-0.29432297		No		Yes		Yes		CA637295		0		0		Ta.8076		0		0		0		0		TC387699		0		0

		A_99_P324746		5.3771615		5.42548		6.1706176		5.170362		4.968597		4.9989614		5.1216154		5.452989		5.72004		4.8697515		5.124735		5.2071157		-1.3273644		-1.3439863		-2.0690982		1.2164079		1.2682844		-1.4699106		-2.0646293		1.025803		-0.40856457		-0.42651844		-1.0490022		0.2826271		0.34287834		-0.55572844		-1.0458827		0.036753654		No		Yes		Yes		TA88965_4565		0		0		Ta.1432		0		0		0		0		TC394112		0		Rep: 2,3-bisphosphoglycerate-independent phosphoglycerate mutase - Ricinus communis (Castor bean), partial (35%) [TC394112]

		A_99_P392517		5.552034		5.7564735		6.5224013		5.935711		5.426716		5.3384557		5.574079		5.276619		5.039335		5.551827		5.391358		5.3534646		-1.0907482		-1.3360906		-1.9296274		-1.5790884		-1.4267169		-1.1524041		-2.1901708		-1.4971786		-0.12531805		-0.41801786		-0.9483223		-0.65909195		-0.5126991		-0.20464659		-1.1310434		-0.5822463		No		Yes		Yes		TA108608_4565		0		0		0		0		0		0		0		TC402125		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC402125]

		A_99_P294096		5.954661		5.9080024		7.050354		7.41431		5.2623296		4.6347175		4.7868876		6.8439555		5.07492		5.376709		5.0519824		7.4510555		-1.6158926		-2.417113		-4.8014374		-1.4848883		-1.8400446		-1.4452243		-3.9954877		1.0257972		-0.6923313		-1.2732849		-2.2634664		-0.57035446		-0.8797407		-0.5312934		-1.9983716		0.03674555		Yes		Yes		Yes		TA79966_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P553437		4.938111		4.995745		4.4822626		3.9210184		5.4385276		6.902342		6.1489863		4.707812		5.9693437		5.7300453		6.040643		5.0081058		1.4146222		3.749236		3.1749277		1.7252357		2.04377		1.6635902		2.9452307		2.124447		0.50041676		1.9065967		1.6667237		0.7867935		1.0312328		0.73430014		1.5583806		1.0870874		Yes		No		No		TC453542		0		0		0		0		0		0		0		TC453542		0		0

		A_99_P414642		12.347542		12.612068		12.082779		12.181294		11.851883		11.574117		11.071027		12.037593		11.776859		12.053307		11.307335		11.996858		-1.4099646		-2.05331		-2.0163584		-1.104736		-1.485226		-1.4730042		-1.7117168		-1.1363733		-0.49565887		-1.0379515		-1.0117521		-0.14370155		-0.5706825		-0.5587616		-0.77544403		-0.1844368		No		Yes		Yes		TA98386_4565		0		0		0		0		0		0		0		TC376610		0		0

		A_99_P324301		10.358671		9.673543		7.5208297		9.673762		8.920184		7.910425		6.4296474		8.467455		8.002568		8.662177		6.1214027		9.459338		-2.7103648		-3.3943088		-2.1304855		-2.307463		-5.119855		-2.0158186		-2.6379678		-1.1602407		-1.438487		-1.7631178		-1.0911822		-1.2063074		-2.356103		-1.0113659		-1.3994269		-0.21442413		Yes		No		No		TA88817_4565		0		0		0		0		0		0		0		TC390202		0		0

		A_99_P301486		9.616532		9.582854		8.40094		8.007778		8.228485		8.177033		7.6169267		6.7289696		8.229815		8.645875		7.5100093		7.799296		-2.6172419		-2.649685		-1.7219142		-2.4263852		-2.6148312		-1.9145155		-1.8543719		-1.1554719		-1.3880472		-1.4058208		-0.7840133		-1.2788086		-1.3867178		-0.9369793		-0.89093065		-0.20848227		Yes		No		No		TA82109_4565		0		0		0		0		0		0		0		TC405712		0		Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC405712]

		A_99_P211256		13.374153		13.698917		13.5687475		13.574285		13.261993		13.24787		12.549182		13.588407		13.344368		13.278911		12.706685		13.652719		-1.0808451		-1.3670319		-2.0273085		1.0098367		-1.0208601		-1.3379338		-1.8176349		1.0558712		-0.11215973		-0.45104694		-1.0195656		0.014122009		-0.029785156		-0.42000675		-0.86206245		0.07843399		No		Yes		Yes		TA54528_4565		0		0		Ta.14404		0		0		0		0		TC382539		0		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC382539]

		A_99_P471912		7.9495964		7.8361435		7.230963		6.336618		6.273813		6.4399343		5.0546565		4.6491714		6.6793084		7.2433496		5.799549		6.4558187		-3.1949284		-2.6320908		-4.51995		-3.2208614		-2.4120972		-1.5081646		-2.6971095		1.086133		-1.6757836		-1.3962092		-2.1763067		-1.6874466		-1.270288		-0.59279394		-1.4314141		0.11920071		Yes		No		No		CD874897		0		0		Ta.9798		0		0		0		0		TC417662		0		Rep: Chromosome chr18 scaffold_137, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC417662]

		A_99_P316776		5.088798		4.6443653		5.9871163		6.4272056		6.819491		8.74704		6.465214		6.3640404		7.0197043		7.457672		6.506788		6.5235443		3.3188717		17.180195		1.3929056		-1.0447553		3.8129466		7.0289383		1.4336287		1.069057		1.7306929		4.1026745		0.47809744		-0.06316519		1.9309063		2.8133068		0.51967144		0.09633875		Yes		Yes		Yes		TA86597_4565		0		0		0		0		0		0		0		TC437522		0		Rep: No apical meristem protein, expressed - Oryza sativa subsp. japonica (Rice), partial (70%) [TC437522]

		A_99_P151722		4.381988		4.255398		4.208244		5.2558665		2.1808994		3.1089509		3.9574966		4.495413		4.396261		2.8725722		3.913291		5.151499		-4.598262		-2.2136805		-1.1898232		-1.6940233		1.0099425		-2.6077862		-1.2268449		-1.0750232		-2.2010887		-1.146447		-0.2507472		-0.7604537		0.014273167		-1.3828256		-0.29495287		-0.10436773		Yes		No		No		CJ827955		0		CJ827955		Ta.53165		0		0		0		0		TC455891		0		CJ827955 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal24j12 5', mRNA sequence [CJ827955]

		A_99_P556627		8.916717		8.414402		7.5012703		8.041728		8.042413		6.5160737		5.001862		6.7627463		7.896029		7.7865567		5.3119645		7.132422		-1.8331233		-3.72781		-5.6545343		-2.4266763		-2.0288856		-1.5452554		-4.5608597		-1.8781419		-0.8743038		-1.8983283		-2.4994082		-1.2789817		-1.0206876		-0.6278453		-2.1893058		-0.90930605		Yes		No		No		TC454769		0		0		0		0		0		0		0		TC454769		GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (72%) [TC454769]

		A_99_P509987		5.6496944		6.1304398		5.317314		6.028324		4.289369		5.038112		3.6707466		5.0119605		5.16761		5.4857445		5.5021515		5.415848		-2.5674307		-2.1321776		-3.1308787		-2.022814		-1.3967601		-1.5634091		1.1366888		-1.5288812		-1.3603253		-1.0923276		-1.6465676		-1.0163636		-0.48208427		-0.6446953		0.18483734		-0.61247635		Yes		No		No		CK207171		0		0		Ta.11183		0		0		0		0		TC436116		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC436116]

		A_99_P096240		3.4959981		4.738476		4.452804		4.1702485		3.7603645		3.7516098		3.2756474		3.5046558		3.2927225		3.953068		3.3821087		3.2977135		1.2011085		-1.9818751		-2.2613068		-1.5862198		-1.1513095		-1.7235794		-2.1004455		-1.8308772		0.2643664		-0.986866		-1.1771567		-0.6655927		-0.20327568		-0.7854078		-1.0706954		-0.872535		No		Yes		Yes		CB307460		0		CB307460		Ta.36298		0		0		0		0		TC436905		0		HFIG445 Hessian fly infested cDNA library Triticum aestivum cDNA, mRNA sequence [CB307460]

		A_99_P558562		4.607233		5.667246		2.7300618		3.7089574		4.0595226		2.299425		1.4050676		1.3236514		2.2962706		3.5146477		1.3250984		1.4043518		-1.461764		-10.323219		-2.5053189		-5.224547		-4.96214		-4.446278		-2.6481106		-4.9403234		-0.5477104		-3.367821		-1.3249942		-2.385306		-2.3109624		-2.1525981		-1.4049634		-2.3046055		Yes		No		No		TC455481		0		0		0		0		0		0		0		TC455481		0		0

		A_99_P283171		10.399554		9.779575		10.777408		10.627057		10.389159		10.00429		9.686764		10.546693		9.884021		9.573852		9.352035		10.403843		-1.0072314		1.1685458		-2.1296906		-1.057285		-1.4295226		-1.1532648		-2.6858394		-1.1673313		-0.01039505		0.22471428		-1.0906439		-0.08036423		-0.51553345		-0.20572376		-1.4253731		-0.22321415		No		Yes		Yes		TA76825_4565		0		0		Ta.16956		0		0		0		0		TC446388		0		0

		A_99_P231561		7.0570416		7.600105		6.552275		6.5051003		5.850797		5.9727387		4.749637		6.3148823		6.748785		5.7800655		4.0246587		6.0785394		-2.307362		-3.0894845		-3.4885755		-1.1409361		-1.2382106		-3.530908		-5.7661824		-1.3440259		-1.2062445		-1.6273661		-1.802638		-0.19021797		-0.30825663		-1.8200393		-2.5276165		-0.42656088		Yes		Yes		Yes		TA61960_4565		0		0		0		0		0		0		0		TC416366		0		Rep: Legumain-like protease precursor - Zea mays (Maize), partial (17%) [TC416366]

		A_99_P399997		11.53215		10.87016		11.012932		11.023834		12.214025		13.420147		12.440078		11.699443		12.60068		12.406093		12.841504		11.912116		1.6042225		5.8562894		2.689142		1.5972705		2.0972955		2.899758		3.551854		1.8509704		0.6818743		2.5499868		1.427146		0.67560863		1.0685301		1.5359325		1.8285723		0.8882818		Yes		Yes		Yes		TA110439_4565		0		0		0		0		0		0		0		TC415495		0		Rep: Aspartic proteinase nepenthesin II-like - Oryza sativa subsp. japonica (Rice), partial (17%) [TC415495]

		A_99_P512312		5.990332		5.5614457		2.817378		1.8480569		3.272496		2.9325848		1.5328814		1.3103027		2.699691		5.4313474		2.023471		1.4264184		-6.578853		-6.1853747		-2.4359705		-1.4517109		-9.785469		-1.0943683		-1.7337632		-1.339448		-2.7178361		-2.628861		-1.2844967		-0.5377542		-3.290641		-0.13009834		-0.7939069		-0.4216385		Yes		No		No		CA631576		0		0		Ta.9711		0		0		0		0		TC437076		0		Rep: Iron ABC transporter permease component - Sodalis glossinidius (strain morsitans), partial (5%) [TC437076]

		A_99_P278711		9.031947		8.257431		10.08318		10.043287		12.239886		13.573723		13.101651		12.085579		14.153104		12.200394		13.789176		12.25959		9.240296		39.844032		8.103082		4.118993		34.80341		15.379777		13.050159		4.6470103		3.2079391		5.316292		3.0184708		2.0422916		5.1211567		3.9429626		3.7059956		2.2163029		Yes		Yes		Yes		TA75513_4565		0		0		0		0		0		0		0		TC444729		0		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (29%) [TC378353]

		A_99_P412072		7.1055293		6.8229575		6.8765755		7.215763		6.8350577		8.093837		8.517478		6.5206146		7.215837		7.9567585		8.363		6.962877		-1.206202		2.413086		3.1186087		-1.6190511		1.0794585		2.1943612		2.8019369		-1.1915886		-0.27047157		1.2708793		1.6409025		-0.69514847		0.11030769		1.133801		1.4864244		-0.2528863		No		Yes		Yes		DR736369		0		0		Ta.3539		0		0		0		0		TC374074		0		Rep: Phosphomannomutase - Triticum aestivum (Wheat), complete [TC374074]

		A_99_P272236		11.136349		11.09472		10.745792		10.606705		11.005916		10.916371		9.663385		10.743282		11.00959		11.018642		10.184642		10.417138		-1.0946223		-1.1315879		-2.117566		1.0992943		-1.0918378		-1.0541481		-1.4754454		-1.140421		-0.13043308		-0.17834854		-1.082407		0.1365776		-0.12675858		-0.07607746		-0.56115055		-0.18956661		No		Yes		Yes		AK333933		0		AK333933		Ta.10357		0		0		0		0		TC383080		0		Triticum aestivum cDNA, clone: WT008_N19, cultivar: Chinese Spring [AK333933]

		A_99_P389527		9.24185		9.479568		11.18036		10.459029		9.30173		9.069507		10.045119		10.622972		8.969139		9.479729		9.981654		10.647658		1.0423793		-1.3287419		-2.1965518		1.1203444		-1.2080756		1.0001117		-2.2953365		1.1396803		0.059880257		-0.41006088		-1.1352406		0.16394234		-0.2727108		1.61E-04		-1.1987057		0.18862915		No		Yes		Yes		BE446620		0		BE446620		Ta.56826		0		0		0		0		0		0		WHE1458_C05_F10ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1458_C05_F10, mRNA sequence [BE446620]

		A_99_P291771		10.787819		9.867121		12.859736		12.333041		10.165733		8.557508		11.465968		11.205868		10.175607		8.919583		11.149592		11.804641		-1.5390985		-2.478749		-2.6276412		-2.1843038		-1.5286013		-1.9285779		-3.271935		-1.4423292		-0.6220856		-1.3096123		-1.3937683		-1.1271734		-0.6122122		-0.9475374		-1.710144		-0.5284004		Yes		Yes		Yes		TA79306_4565		0		0		0		0		0		0		0		TC430427		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC430427]

		A_99_P371677		1.4710083		1.3615307		2.2797148		1.268109		3.6978264		3.693098		4.0004215		1.8399426		6.2230797		3.9426181		4.2161865		1.9150611		4.681004		5.033519		3.2959783		1.4864116		26.947348		5.9839063		3.827684		1.5658567		2.226818		2.3315673		1.7207067		0.5718336		4.7520714		2.5810876		1.9364717		0.64695215		Yes		Yes		Yes		TA103506_4565		0		0		0		0		0		0		0		TC396226		0		Rep: Septum formation protein Maf - Alteromonas macleodii 'Deep ecotype', partial (5%) [TC396226]

		A_99_P232801		11.887111		11.430271		10.172047		10.754002		10.542648		10.225341		9.26295		8.898011		10.578397		10.742442		9.193305		10.523589		-2.5393555		-2.3052614		-1.8778694		-3.6200018		-2.4772062		-1.6108576		-1.9707457		-1.1731703		-1.3444624		-1.2049303		-0.9090967		-1.8559904		-1.3087139		-0.687829		-0.97874165		-0.23041248		Yes		No		No		TA62372_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P223231		12.54849		12.591212		11.890262		11.691424		11.338418		11.480824		10.872939		10.294164		11.252683		11.857887		10.497425		11.543331		-2.313491		-2.1590366		-2.024159		-2.6340096		-2.4551427		-1.6624662		-2.6259449		-1.108104		-1.2100716		-1.1103878		-1.0173225		-1.3972607		-1.2958069		-0.733325		-1.3928366		-0.14809322		Yes		No		No		TA59424_4565		0		0		Ta.32607		0		0		0		0		TC441548		0		Rep: Chromosome chr14 scaffold_190, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC441548]

		A_99_P172714		6.3227544		6.546949		7.133178		6.9483695		6.1733074		6.042429		5.903401		6.2195797		6.0385947		6.0001473		6.315684		6.358494		-1.1091442		-1.4186512		-2.3453078		-1.6572484		-1.2177007		-1.4608434		-1.7623426		-1.505117		-0.14944696		-0.50451994		-1.2297773		-0.7287898		-0.28415966		-0.54680157		-0.8174944		-0.5898757		No		Yes		Yes		CJ688158		0		CJ688158		Ta.58029		0		0		0		0		TC437635		0		CJ688158 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd12p11 5', mRNA sequence [CJ688158]

		A_99_P407432		12.565445		13.268804		13.077405		13.825676		13.169503		14.437526		14.527986		13.94575		13.401974		14.15657		14.775155		13.774037		1.5199863		2.2481248		2.7331803		1.0867908		1.7857484		1.8503098		3.2439466		-1.0364414		0.60405827		1.1687222		1.4505806		0.12007427		0.8365288		0.88776684		1.6977501		-0.051638603		No		Yes		Yes		Y18626		0		Y18626		Ta.54230		543332		rgp		reversibly glycosylated polypeptide		0		TC369507		0		Triticum aestivum mRNA for reversibly glycosylated polypeptide [Y18626]

		A_99_P206446		11.717941		11.17186		9.973072		10.527143		11.214229		10.379028		8.947633		10.98075		11.287491		10.691673		9.070321		10.211474		-1.4178576		-1.7324712		-2.035579		1.3694605		-1.3476542		-1.3949239		-1.8696276		-1.2445879		-0.50371265		-0.7928314		-1.0254393		0.45360756		-0.43045044		-0.48018646		-0.90275097		-0.3156681		No		Yes		Yes		TA52995_4565		0		0		0		0		0		0		0		TC380205		0		Rep: Serine/threonine-protein kinase SAPK4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC380205]

		A_99_P248901		8.5918255		8.821702		8.375778		8.740241		8.979911		10.198197		9.881481		8.434436		9.218012		9.708541		9.923963		8.500367		1.3086555		2.5963688		2.8396301		-1.2361083		1.5434796		1.84912		2.9244885		-1.1808895		0.38808537		1.3764954		1.505703		-0.3058052		0.6261864		0.8868389		1.5481844		-0.23987389		No		Yes		Yes		TA66807_4565		0		0		Ta.14488		0		0		0		0		TC372355		0		0

		A_99_P310866		10.037272		9.853076		9.663672		10.056193		10.133418		10.622893		10.493873		10.150921		10.527904		10.387707		10.826945		10.236333		1.0689139		1.7050539		1.777932		1.0678637		1.4050593		1.4485713		2.2396493		1.1329935		0.09614563		0.76981735		0.8302002		0.094727516		0.4906311		0.5346308		1.1632729		0.18013954		No		Yes		Yes		TA84912_4565		0		0		0		0		0		0		0		TC396586		0		0

		A_99_P100305		9.555863		8.698068		8.326319		8.5019045		10.197974		11.10498		9.6311		8.547822		11.098209		10.007965		9.920133		8.509366		1.5606109		5.3033824		2.470462		1.0323395		2.9126775		2.4792392		3.0184624		1.0051854		0.6421108		2.4069128		1.304781		0.04591751		1.542346		1.3098974		1.5938139		0.007461548		Yes		Yes		Yes		BQ806475		0		BQ806475		Ta.37907		0		0		0		0		0		0		WHE3579_E04_I07ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3579_E04_I07, mRNA sequence [BQ806475]

		A_99_P207821		11.841114		12.0355		10.412671		10.647298		12.024388		12.771066		12.33285		11.596104		12.940927		11.795871		12.86732		10.794454		1.135458		1.6650507		3.784701		1.9302742		2.1432683		-1.1806889		5.481797		1.1073841		0.18327427		0.73556614		1.9201794		0.9488058		1.0998125		-0.23962879		2.454649		0.14715576		No		Yes		Yes		AK333770		0		AK333770		Ta.36207		0		0		0		0		TC381728		0		Triticum aestivum cDNA, clone: WT008_C16, cultivar: Chinese Spring [AK333770]

		A_99_P064680		13.298561		13.19564		12.807813		12.7129135		12.261665		11.231109		9.585755		11.80931		12.317693		12.493617		10.136939		11.9856615		-2.051808		-3.902858		-9.331166		-1.8707329		-1.973653		-1.6267838		-6.368147		-1.6554828		-1.0368958		-1.964531		-3.2220573		-0.90360355		-0.98086834		-0.70202255		-2.6708736		-0.727252		Yes		Yes		Yes		CJ718480		0		CJ718480		Ta.25256		0		0		0		0		TC434217		0		CJ718480 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd19o17 5', mRNA sequence [CJ718480]

		A_99_P236856		6.3409843		6.7787576		8.823559		7.931366		6.1668897		5.6819253		6.5494533		7.093224		6.0136924		6.4918303		6.599121		7.4090705		-1.1282562		-2.1388454		-4.8369765		-1.7877462		-1.2546561		-1.220039		-4.6732874		-1.4362386		-0.17409468		-1.0968323		-2.2741055		-0.8381419		-0.32729197		-0.28692722		-2.2244377		-0.5222955		Yes		No		No		TA63562_4565		0		0		Ta.38502		0		0		0		0		TC369295		0		0

		A_99_P418947		1.7929808		2.019199		2.5655687		1.9529656		1.557819		4.6280417		3.4825523		2.5434415		3.2837827		3.6387825		4.063612		4.28562		-1.1770387		6.100142		1.8881633		1.5057434		2.8104515		3.0728633		2.8245935		5.0373135		-0.23516178		2.6088428		0.9169836		0.5904759		1.4908019		1.6195836		1.4980433		2.3326545		Yes		No		No		CK162975		0		CK162975		Ta.51887		0		0		0		0		TC379820		0		FGAS015586 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162975]

		A_99_P045517		6.487286		7.172146		6.9831557		6.72288		6.0497355		6.2765236		5.868563		6.525602		5.615084		6.4879704		5.7459006		6.4962115		-1.354303		-1.8604121		-2.1653385		-1.1465331		-1.8304545		-1.6067834		-2.3574955		-1.1701297		-0.43755054		-0.89562225		-1.1145926		-0.19727802		-0.8722019		-0.6841755		-1.2372551		-0.22666836		No		Yes		Yes		CA610828		0		CA610828		Ta.16677		0		0		0		0		0		0		wr1.pk0124.b1 wr1 Triticum aestivum cDNA clone wr1.pk0124.b1 5' end, mRNA sequence [CA610828]

		A_99_P368422		5.265119		3.0705109		4.96432		4.196876		8.077996		8.516171		10.017833		7.2891803		7.877952		7.803206		9.207741		7.951893		7.0268455		43.582005		33.209236		8.528572		6.1170373		26.587849		18.940737		13.50121		2.8128772		5.4456606		5.0535126		3.0923042		2.612833		4.732695		4.2434206		3.7550168		Yes		Yes		Yes		TA102705_4565		0		0		0		0		0		0		0		TC454900		0		0

		A_99_P196651		8.682296		7.892948		8.040275		8.691458		9.779185		10.094597		9.845337		8.503895		10.762393		10.727931		9.990432		8.882912		2.1389303		4.6000476		3.4944425		-1.1388383		4.228357		7.1353436		3.8641663		1.1419139		1.0968895		2.2016487		1.8050623		-0.18756294		2.0800972		2.8349829		1.9501572		0.19145393		Yes		No		No		EU665453		0		EU665453		Ta.63622		100192157		LOC100192157		WRKY38 transcription factor		0		0		0		Triticum aestivum WRKY38 transcription factor mRNA, partial cds [EU665453]

		A_99_P364006		7.462403		8.657149		9.251073		8.795868		6.97234		6.6089234		7.9772453		8.174005		6.5970993		7.242617		7.712045		8.44152		-1.404506		-4.1359706		-2.4180224		-1.5388615		-1.8217229		-2.6657329		-2.9059858		-1.2784078		-0.4900627		-2.0482259		-1.2738276		-0.62186337		-0.8653035		-1.4145322		-1.5390277		-0.35434818		Yes		Yes		Yes		TA101358_4565		0		0		0		0		0		0		0		TC437226		0		Rep: Os02g0466400 protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC437226]

		A_99_P344981		8.456595		9.948005		10.236688		9.491055		7.941672		8.292354		8.84583		9.403411		7.1606216		9.543		8.752803		9.564521		-1.4289185		-3.1506536		-2.6223454		-1.0626332		-2.4554267		-1.324093		-2.7970088		1.0522418		-0.5149236		-1.6556511		-1.3908577		-0.08764362		-1.2959738		-0.4050045		-1.4838848		0.0734663		No		Yes		Yes		TA95165_4565		0		0		Ta.18908		0		0		0		0		TC450502		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC450502]

		A_99_P426912		12.707597		12.729889		12.046173		11.867035		11.496535		11.251929		10.44697		10.364866		11.346713		11.666869		10.138099		11.868871		-2.315079		-2.785545		-3.0297592		-2.832682		-2.5684247		-2.0893002		-3.7530782		1.0012733		-1.2110615		-1.4779596		-1.5992031		-1.5021687		-1.3608837		-1.0630198		-1.9080744		0.0018358231		Yes		No		No		TC386078		0		0		0		0		0		0		0		TC386078		GO:0003674(molecular_function)|GO:0005739(mitochondrion)|GO:0008150(biological_process)|GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC386078]

		A_99_P271241		7.547561		7.9493995		6.5593853		8.1421995		8.583435		9.615112		10.449646		8.838459		8.991214		9.425303		10.137961		9.149975		2.0503552		3.1727037		14.828088		1.6202984		2.7200866		2.7815788		11.946997		2.010808		1.0358739		1.6657128		3.8902607		0.6962595		1.4436526		1.475904		3.578576		1.0077753		Yes		Yes		Yes		TA73313_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P483952		7.3663306		7.463993		7.829863		7.7495275		8.679164		8.377496		9.3579445		9.150232		7.458655		7.9761796		8.982536		8.7455435		2.4842894		1.8836131		2.8840206		2.6403055		1.0660863		1.42621		2.2232547		1.9944847		1.3128333		0.9135027		1.5280814		1.4007049		0.09232426		0.5121865		1.1526732		0.996016		Yes		No		No		CA611106		0		0		Ta.51301		0		0		0		0		TC424157		0		0

		A_99_P353556		6.719484		6.5463142		6.788321		6.4728456		6.3451996		5.8063912		5.4994864		6.0621247		5.952974		6.2309203		5.6902213		6.47352		-1.2961963		-1.6700867		-2.443306		-1.3293499		-1.7011496		-1.2443514		-2.1407254		1.0004674		-0.37428427		-0.739923		-1.2888346		-0.41072083		-0.76651		-0.31539392		-1.0980997		6.74E-04		No		Yes		Yes		CK153554		0		CK153554		Ta.3296		0		0		0		0		TC413447		0		FGAS032185 Triticum aestivum FGAS: TaLt2 Triticum aestivum cDNA, mRNA sequence [CK153554]

		A_99_P371232		6.751288		6.853758		7.359812		7.802007		6.151013		6.1830387		6.2131734		7.152654		6.4324183		6.676708		6.7752852		7.517327		-1.5160055		-1.5918663		-2.2139742		-1.5684646		-1.2473528		-1.1305695		-1.4995468		-1.2181404		-0.60027504		-0.67071915		-1.1466384		-0.649353		-0.3188696		-0.17704964		-0.58452654		-0.28468037		No		Yes		Yes		TA103394_4565		0		0		0		0		0		0		0		TC397706		0		0

		A_99_P287581		10.549782		10.334132		10.361585		10.296086		9.963078		9.487374		9.364474		9.688708		9.851169		9.992549		9.320206		10.072164		-1.501812		-1.7984548		-1.9959981		-1.5234878		-1.622944		-1.2671465		-2.058194		-1.1679049		-0.58670425		-0.8467579		-0.99711037		-0.607378		-0.69861317		-0.34158325		-1.041379		-0.22392273		No		Yes		Yes		TA78093_4565		0		0		0		0		0		0		0		TC446356		0		Rep: Os02g0805800 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC446356]

		A_99_P540152		10.218258		10.030994		9.350128		8.984673		9.016254		8.940723		8.567213		7.7085137		8.825669		9.348784		8.28653		8.84134		-2.3005893		-2.1291404		-1.7206041		-2.4219327		-2.6254935		-1.6045959		-2.0901387		-1.1044533		-1.2020035		-1.090271		-0.7829151		-1.2761588		-1.3925886		-0.68220997		-1.0635986		-0.14333248		Yes		No		No		TC448537		0		0		0		0		0		0		0		TC448537		GO:0009543(chloroplast thylakoid lumen)|GO:0009654(oxygen evolving complex)|GO:0030095(chloroplast photosystem II)		0

		A_99_P284736		12.028797		12.028961		11.088384		10.65887		10.725011		10.861176		9.815384		9.155524		10.549667		11.349331		9.669692		10.50747		-2.4687595		-2.246666		-2.4166353		-2.8349936		-2.7878053		-1.6017293		-2.6734295		-1.1106465		-1.3037863		-1.1677856		-1.2729998		-1.5033455		-1.4791298		-0.6796303		-1.4186916		-0.15139961		Yes		No		No		TA77282_4565		0		0		0		0		0		0		0		TC419482		0		0

		A_99_P263106		12.334723		12.5271635		12.513004		12.34479		12.774562		13.691594		13.242192		12.574939		12.870534		13.256639		13.522728		12.570941		1.3564523		2.2414474		1.6577058		1.1729555		1.4497564		1.6580356		2.0135255		1.1697097		0.4398384		1.1644306		0.72918797		0.23014832		0.5358105		0.729475		1.0097237		0.22615051		No		Yes		Yes		TA70866_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P167814		4.039806		4.9606185		2.3584394		5.0562234		6.968661		10.135438		13.402535		8.321174		8.126995		9.859387		12.815621		7.659151		7.6150575		36.12234		2111.5637		9.612757		16.996777		29.831589		1405.8062		6.0751824		2.928855		5.1748195		11.044096		3.2649503		4.087189		4.898769		10.457182		2.6029277		Yes		Yes		Yes		DQ090946		0		DQ090946		Ta.35829		543330		LOC543330		glucan endo-1,3-beta-D-glucosidase		0		TC368669		0		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		A_99_P221666		14.352474		14.196236		14.306842		13.965121		14.145233		13.594724		13.044028		14.640579		13.718884		14.268468		13.147555		14.595008		-1.1544783		-1.5173059		-2.3996327		1.5971037		-1.5514205		1.0513421		-2.2334695		1.5474434		-0.20724106		-0.60151196		-1.2628136		0.67545795		-0.63358974		0.07223225		-1.1592865		0.6298866		No		Yes		Yes		TA58922_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P502112		1.4223142		1.4180069		1.4177142		1.8851424		4.588177		3.7667582		4.64962		2.6167886		8.45546		4.457976		5.1848454		1.9208288		8.974696		5.0938315		9.395083		1.6605327		130.9748		8.224733		13.615059		1.0250443		3.165863		2.3487513		3.231906		0.7316462		7.0331454		3.039969		3.7671313		0.035686374		Yes		Yes		Yes		TC432654		0		0		0		0		0		0		0		TC432654		0		Rep: Chromosome chr11 scaffold_14, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC432654]

		A_99_P227876		7.991709		8.755685		8.845463		8.795571		7.705015		7.564747		6.9987063		7.689632		8.047858		7.6725516		7.424787		7.8257775		-1.2198418		-2.2830112		-3.596906		-2.1523898		1.0396868		-2.1186323		-2.6771088		-1.9585606		-0.28669405		-1.190938		-1.8467565		-1.1059394		0.056149006		-1.0831332		-1.4206758		-0.9697938		Yes		Yes		Yes		TA61002_4565		0		0		Ta.28218		0		0		0		0		TC379841		0		0

		A_99_P243371		6.1716695		6.2491384		5.7347755		5.016449		5.952066		5.581578		7.161955		5.8929467		5.5480785		5.9962955		6.9040084		5.3995605		-1.1644136		-1.588385		2.6892042		1.8359131		-1.5407053		-1.1915529		2.2489207		1.3041515		-0.21960354		-0.6675606		1.4271793		0.87649775		-0.62359095		-0.2528429		1.1692328		0.38311148		No		Yes		Yes		AY091513		0		AY091513		Ta.35862		543072		LOC543072		beta-D-glucan exohydrolase		0		TC392446		0		Triticum aestivum beta-D-glucan exohydrolase mRNA, complete cds [AY091513]

		A_99_P163992		12.10142		12.339328		11.365304		10.969241		11.502484		11.856967		13.0143585		11.197719		11.860073		12.280463		12.829337		11.031785		-1.5145992		-1.3970279		3.1362803		1.1715978		-1.1820961		-1.0416456		2.7587852		1.0443056		-0.5989361		-0.48236084		1.6490545		0.22847748		-0.24134731		-0.058864594		1.4640331		0.06254387		No		Yes		Yes		AF442967		0		AF442967		Ta.55405		542887		LOC542887		thaumatin-like protein		0		TC378613		0		Triticum aestivum clone WAS-3a thaumatin-like protein mRNA, complete cds [AF442967]

		A_99_P254871		10.325272		10.723667		10.108113		10.833835		9.356615		9.765849		9.2715		9.539191		9.333582		10.020062		8.730306		10.8293		-1.9570173		-1.9423699		-1.7858534		-2.4531636		-1.9885125		-1.6285689		-2.5987315		-1.0031482		-0.96865654		-0.95781803		-0.83661366		-1.2946434		-0.9916897		-0.7036047		-1.3778076		-0.0045347214		Yes		No		No		TA68526_4565		0		0		0		0		0		0		0		TC374354		0		Rep: Peroxisomal biogenesis factor 11 - Medicago truncatula (Barrel medic), partial (76%) [TC374354]

		A_99_P318221		8.231642		8.341264		7.5070195		7.695217		6.9537354		6.7302203		6.1153274		6.684606		6.9022784		7.489961		6.211387		7.8170733		-2.4248683		-3.054727		-2.6238625		-2.0147643		-2.5129175		-1.8041291		-2.4548457		1.0881339		-1.2779064		-1.6110435		-1.3916922		-1.010611		-1.3293633		-0.8513026		-1.2956324		0.12185621		Yes		No		No		TA87000_4565		0		0		Ta.40496		0		0		0		0		TC406593		0		Rep: Chromosome chr11 scaffold_177, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC406593]

		A_99_P021179		3.5771906		3.4866517		3.2853186		3.952819		3.017336		9.099338		10.175344		6.3525004		5.81221		6.110166		9.838916		5.9922943		-1.4741207		48.931316		118.605415		5.276866		4.7076902		6.162494		93.935425		4.1109595		-0.55985475		5.612686		6.890026		2.3996813		2.2350194		2.6235144		6.5535975		2.0394752		Yes		Yes		Yes		TA90844_4565		0		0		Ta.8350		0		0		0		0		TC439141		0		Rep: Ent-copalyl diphosphate synthase - Oryza sativa subsp. indica (Rice), partial (9%) [TC439141]

		A_99_P359001		3.7599676		2.6730614		7.0087166		7.8508277		6.600824		8.602521		9.459559		9.507604		7.630913		6.504869		9.771328		9.41328		7.1644516		60.946		5.4673543		3.153111		14.630886		14.239313		6.786235		2.9535537		2.8408563		5.9294596		2.4508429		1.656776		3.8709452		3.8318076		2.7626114		1.5624518		Yes		Yes		Yes		TA99672_4565		0		0		0		0		0		0		0		TC394619		0		Rep: Os04g0307500 protein - Oryza sativa subsp. japonica (Rice), partial (55%) [TC394619]

		A_99_P252311		10.213425		10.526641		10.467744		10.414733		10.508155		11.075855		12.095294		10.903893		10.46878		11.032532		11.957585		10.97421		1.2266556		1.4632887		3.0898786		1.4036279		1.1936293		1.42		2.808581		1.4737347		0.2947302		0.54921436		1.6275501		0.48916054		0.25535488		0.50589085		1.4898415		0.55947685		No		Yes		Yes		AK332384		0		AK332384		Ta.39768		0		0		0		0		TC395238		0		Triticum aestivum cDNA, clone: WT003_N15, cultivar: Chinese Spring [AK332384]

		A_99_P522732		6.618019		5.658796		4.348652		3.3177865		5.782968		3.5926182		9.12443		4.1103206		4.110352		4.3198338		7.0359254		5.2609177		-1.7839202		-4.1877565		27.393806		1.7321143		-5.686997		-2.5296926		6.44095		3.8453934		-0.83505106		-2.0661776		4.775778		0.7925341		-2.507667		-1.3389621		2.6872735		1.9431312		No		Yes		Yes		CA645592		0		0		Ta.9508		0		0		0		0		TC441537		0		Rep: Photosystem I P700 chlorophyll A apoprotein - Anthoceros punctatus (Hornwort), partial (12%) [TC441537]

		A_99_P047520		12.481308		12.565903		11.064342		10.774402		11.263574		11.501678		9.886916		9.531095		10.872246		12.117909		9.320488		10.910344		-2.3258119		-2.0910451		-2.2617278		-2.367406		-3.0505347		-1.3641415		-3.349286		1.0988104		-1.2177343		-1.0642242		-1.1774254		-1.2433071		-1.6090622		-0.44799328		-1.7438536		0.13594246		Yes		No		No		AK336188		0		AK336188		Ta.17263		0		0		0		0		TC386045		0		Triticum aestivum cDNA, clone: SET3_H02, cultivar: Chinese Spring [AK336188]

		A_99_P435397		6.5231056		6.756645		5.8896694		6.672193		8.159429		9.210507		9.500587		8.154944		8.621825		9.069893		9.822112		7.592303		3.1087248		5.4788084		12.217846		2.7948122		4.283291		4.9700065		15.268037		1.8922592		1.636323		2.4538622		3.610918		1.4827514		2.0987196		2.3132477		3.9324427		0.92010975		Yes		Yes		Yes		TC392871		0		0		0		0		0		0		0		TC392871		0		Rep: Nitrate transporter - Xerophyta humilis, partial (47%) [TC392871]

		A_99_P430342		14.176412		14.038913		14.155064		13.864086		13.839649		13.228123		12.664603		14.185722		13.39754		13.951007		12.883899		14.277179		-1.2629193		-1.7541718		-2.8097863		1.2497472		-1.7157882		-1.0628264		-2.4135637		1.3315371		-0.33676243		-0.81079006		-1.4904604		0.3216362		-0.77887154		-0.087905884		-1.2711649		0.4130926		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P438292		13.787048		13.860507		13.138965		13.518715		12.833079		13.081543		12.16013		12.005275		12.800739		13.248085		11.768505		13.379758		-1.9371947		-1.7158983		-1.9708734		-2.8549		-1.9811101		-1.5288236		-2.585529		-1.1011088		-0.953969		-0.77896404		-0.9788351		-1.5134401		-0.98630905		-0.612422		-1.3704596		-0.13895702		Yes		No		No		TA55544_4565		0		0		0		0		0		0		0		TC395027		0		Rep: Argonaute-like protein - Chlamydomonas reinhardtii, partial (3%) [TC395027]

		A_99_P565347		10.442427		9.874253		11.417537		11.042382		10.440144		9.666464		10.257003		10.595432		10.1905		9.739445		10.565858		10.898456		-1.0015838		-1.1549172		-2.2354014		-1.3631554		-1.1907961		-1.0979471		-1.8045996		-1.1049082		-0.0022830963		-0.20778942		-1.1605339		-0.44694996		-0.25192642		-0.13480854		-0.85167885		-0.14392662		No		Yes		Yes		TC458106		0		0		0		0		0		0		0		TC458106		0		Rep: Chromosome undetermined scaffold_504, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC458106]

		A_99_P204366		5.9001994		6.5688186		6.6249733		6.9993224		6.2616706		7.280474		7.6884685		6.781092		6.551506		7.118389		7.7198253		6.7377114		1.2847353		1.6376824		2.0899887		-1.1633056		1.57059		1.46365		2.1359117		-1.1988167		0.36147118		0.7116556		1.0634952		-0.21823025		0.6513066		0.54957056		1.094852		-0.26161098		No		Yes		Yes		TA52361_4565		0		0		0		0		0		0		0		TC387098		0		Rep: ATP-citrate lyase/succinyl-CoA ligase - Medicago truncatula (Barrel medic), partial (23%) [TC387098]

		A_99_P433577		5.343502		5.6635666		6.2224946		6.1032996		6.3279285		7.4571357		7.2458844		6.109628		7.313259		7.0629687		7.8183913		6.783114		1.9785266		3.4667146		2.0326893		1.0043963		3.9170215		2.6379225		3.0228233		1.6019336		0.9844265		1.7935691		1.0233898		0.0063285828		1.9697571		1.3994021		1.5958967		0.67981434		Yes		Yes		Yes		BT009296		0		BT009296		Ta.60345		0		0		0		0		TC391381		0		Triticum aestivum clone wlm1.pk0005.g3:fis, full insert mRNA sequence [BT009296]

		A_99_P223026		10.920268		11.163861		10.88239		11.219501		12.195563		14.327583		12.943873		11.354038		12.745364		13.590613		13.347671		11.50524		2.4204836		8.961387		4.174153		1.097741		3.543306		5.376816		5.522343		1.2190353		1.2752953		3.163722		2.0614834		0.1345377		1.8250961		2.426752		2.4652805		0.2857399		Yes		Yes		Yes		TA59341_4565		0		0		Ta.28735		0		0		0		0		TC383406		0		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (20%) [TC383406]

		A_99_P196433		8.030025		7.6478252		7.2064285		6.7004485		8.91442		9.937019		9.21374		8.412808		10.01015		9.094611		9.468623		7.7881207		1.8459911		4.88783		4.020324		3.2769642		3.9452739		2.7260008		4.797207		2.1253085		0.8843956		2.289194		2.0073118		1.7123599		1.9801254		1.4467859		2.2621946		1.0876722		Yes		Yes		Yes		TA80078_4565		0		0		0		0		0		0		0		TC380591		0		Rep: WRKY DNA binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC380591]

		A_99_P304546		6.553246		7.5787773		10.423117		8.723887		6.8012595		7.0304437		8.413386		8.080393		7.456388		6.7432213		8.782607		8.132342		1.1875708		-1.4623957		-4.0270696		-1.5621084		1.8701345		-1.7845447		-3.1177595		-1.5068597		0.2480135		-0.54833364		-2.0097303		-0.6434946		0.903142		-0.83555603		-1.6405096		-0.5915451		No		Yes		Yes		TA83019_4565		0		0		0		0		0		0		0		TC414162		0		Rep: Chromosome chr16 scaffold_10, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC414162]

		A_99_P311741		8.365348		8.604373		9.617236		8.93311		8.188959		8.080621		8.347337		8.907365		7.955133		8.418		8.323815		8.995754		-1.1300516		-1.4376895		-2.4114475		-1.0180055		-1.3288838		-1.1378992		-2.4510856		1.044378		-0.17638874		-0.5237522		-1.2698994		-0.025745392		-0.4102149		-0.18637276		-1.2934208		0.062644005		No		Yes		Yes		TA85143_4565		0		0		0		0		0		0		0		TC389879		0		0

		A_99_P271316		8.430448		8.371053		8.219384		9.118169		7.4426293		6.8190894		5.77297		7.6188445		7.6441903		6.9529233		5.583571		7.8809056		-1.9831836		-2.932159		-5.450596		-2.8271027		-1.7245946		-2.6723878		-6.2152534		-2.357509		-0.98781824		-1.5519633		-2.446414		-1.4993243		-0.78625727		-1.4181294		-2.6358132		-1.2372632		Yes		Yes		Yes		TA73337_4565		0		0		Ta.401		0		0		0		0		TC372534		0		Rep: Membrane protein - Saccharum hybrid cultivar H65-7052, partial (74%) [TC372534]

		A_99_P240816		14.716785		14.844551		15.408267		15.26755		14.347931		13.8980055		14.073449		15.516647		15.027789		13.805324		14.362312		15.064988		-1.2913271		-1.9272525		-2.5224364		1.1884629		1.2405704		-2.055127		-2.0647323		-1.1507404		-0.36885452		-0.9465456		-1.3348179		0.24909687		0.31100368		-1.0392275		-1.0459547		-0.20256233		No		Yes		Yes		TA64693_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P074255		5.727968		5.6520615		6.481831		5.7841797		5.6637654		4.753671		5.557461		4.537649		5.140058		4.5497828		4.5496745		4.5008473		-1.0455071		-1.8639851		-1.8978556		-2.3727014		-1.5030679		-2.1469352		-3.8162522		-2.4340053		-0.064202785		-0.8983903		-0.9243703		-1.2465305		-0.5879102		-1.1022787		-1.9321566		-1.2833323		Yes		Yes		Yes		CB307696		0		CB307696		Ta.28769		0		0		0		0		0		0		HFIG681 Hessian fly infested cDNA library Triticum aestivum cDNA, mRNA sequence [CB307696]

		A_99_P461867		1.314453		1.2900621		2.4543905		3.0331528		2.5951192		6.237387		5.760284		5.475289		4.679678		3.712822		6.176699		5.828729		2.4295115		30.852709		9.889471		5.434458		10.304659		5.3619585		13.19856		6.943083		1.2806662		4.947325		3.3058934		2.442136		3.3652248		2.42276		3.7223086		2.7955763		Yes		Yes		Yes		TC411743		0		0		0		0		0		0		0		TC411743		GO:0005215(transporter activity)|GO:0005351(sugar:hydrogen symporter activity)|GO:0005739(mitochondrion)|GO:0006810(transport)|GO:0008643(carbohydrate transport)|GO:0009536(plastid)|GO:0015144(carbohydrate transmembrane transporter activity)|GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Monosaccharide transporter 4 - Oryza sativa subsp. japonica (Rice), partial (96%) [TC411743]

		A_99_P119110		8.290626		8.759574		8.818088		8.968526		8.048974		7.64074		6.7625866		8.95505		7.7642455		8.491779		6.8954444		8.947532		-1.1823454		-2.1717138		-4.1568794		-1.0093842		-1.4403107		-1.203966		-3.7911701		-1.0146585		-0.24165154		-1.118834		-2.055501		-0.013475418		-0.52638006		-0.2677946		-1.9226432		-0.020994186		No		Yes		Yes		CJ668177		0		CJ668177		Ta.43854		0		0		0		0		TC441464		0		CJ668177 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv13o19 5', mRNA sequence [CJ668177]

		A_99_P077360		1.3822094		1.5600048		1.8953456		1.3933879		1.3441025		1.3582243		4.650993		2.6287415		2.3062897		1.3986434		5.771521		2.8579795		-1.0267656		-1.1501169		6.7535553		2.3543904		1.8974742		-1.118342		14.684023		2.7598534		-0.03810692		-0.20178056		2.7556472		1.2353536		0.92408025		-0.16136146		3.8761754		1.4645916		Yes		Yes		Yes		CV765010		0		CV765010		Ta.29805		0		0		0		0		0		0		FGAS059395 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765010]

		A_99_P491802		3.6114397		3.1417253		1.4566394		2.9380262		3.606572		3.255389		3.853114		3.489958		2.382465		3.1844265		3.4729984		3.5202763		-1.0033798		1.0819724		5.265149		1.4660475		-2.3440037		1.0300406		4.0456147		1.4971825		-0.004867792		0.11366367		2.3964744		0.55193186		-1.2289748		0.042701244		2.0163589		0.5822501		No		Yes		Yes		TC421678		0		0		0		0		0		0		0		TC421678		0		0

		A_99_P334846		9.894052		9.641938		8.494704		8.321723		8.392546		8.239665		7.8949065		7.3807864		8.2116375		9.116675		7.7419076		8.599681		-2.8313808		-2.6431773		-1.5155041		-1.919774		-3.2096457		-1.4391958		-1.6850561		1.2124774		-1.5015059		-1.4022732		-0.5997977		-0.94093657		-1.682414		-0.52526283		-0.75279665		0.27795792		Yes		No		No		TA92006_4565		0		0		0		0		0		0		0		TC425347		0		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC425347]

		A_99_P320681		6.7750854		6.3411202		5.7951226		5.923077		6.8037395		7.630865		7.3681703		6.0961556		7.8413196		6.95147		7.489969		6.2109776		1.0200601		2.444848		2.9753258		1.1274618		2.0939603		1.5266292		3.2374237		1.2208623		0.028654099		1.2897449		1.5730476		0.17307854		1.0662341		0.61034966		1.6948462		0.28790045		No		Yes		Yes		TA87736_4565		0		0		0		0		0		0		0		TC448079		0		Rep: Anthranilate synthase alpha 2 subunit - Avena sativa (Oat), partial (63%) [TC448079]

		A_99_P357551		10.757188		10.432617		9.910024		10.035099		9.830052		9.298338		8.576908		8.659915		9.467265		9.694976		8.349664		9.725437		-1.9014968		-2.1950886		-2.5194619		-2.59401		-2.4451497		-1.6674474		-2.9492743		-1.2394172		-0.92713547		-1.1342793		-1.3331156		-1.375184		-1.2899227		-0.73764133		-1.56036		-0.30966187		Yes		No		No		TA99165_4565		0		0		0		0		0		0		0		TC427186		0		Rep: Chromosome chr5 scaffold_67, whole genome shotgun sequence - Vitis vinifera (Grape), partial (26%) [TC427186]

		A_99_P222576		3.4246979		3.3763294		3.911252		2.8104572		7.404901		10.550689		8.531789		6.176491		8.678044		8.497024		7.912146		6.1005116		15.781945		144.44328		24.599154		10.310437		38.143		34.79225		16.009918		9.78149		3.9802032		7.1743593		4.620537		3.3660336		5.2533464		5.120694		4.000894		3.2900543		Yes		Yes		Yes		TA59212_4565		0		0		Ta.54990		0		0		0		0		TC393117		0		Rep: Chitinase II - Triticum aestivum (Wheat), partial (70%) [TC393117]

		A_99_P226696		7.1032977		7.250173		6.6943336		6.97311		7.1856008		6.349724		5.342888		6.543556		6.016462		6.59963		4.6206555		6.4863715		1.0587068		-1.8666472		-2.551677		-1.3468171		-2.1240766		-1.5697591		-4.209585		-1.4012736		0.08230305		-0.9004493		-1.3514457		-0.429554		-1.0868359		-0.6505432		-2.073678		-0.48673868		Yes		No		No		CK210229		0		CK210229		Ta.24229		543008		IAA1		IAA1 protein		0		TC409095		0		FGAS022027 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210229]

		A_99_P405302		2.369546		1.8090893		2.0129921		1.6622394		2.4807298		3.995746		2.539776		2.9688883		3.0390692		3.099202		2.35777		4.067586		1.0801142		4.552492		1.440714		2.4736629		1.5905472		2.4454715		1.2699554		5.2976274		0.11118388		2.1866565		0.52678394		1.3066489		0.66952324		1.2901126		0.34477782		2.4053464		Yes		No		No		TA111726_4565		0		0		0		0		0		0		0		TC423983		0		0

		A_99_P348051		5.8562913		5.8816853		6.2443104		5.7631		5.4493995		5.074013		5.063706		5.1550307		5.3110585		5.5524197		5.34301		5.496502		-1.3258263		-1.7503847		-2.2667172		-1.5242182		-1.4592558		-1.2563736		-1.8677487		-1.202968		-0.40689182		-0.807672		-1.1806045		-0.6080694		-0.5452328		-0.3292656		-0.90130043		-0.26659822		No		Yes		Yes		TA96119_4565		0		0		0		0		0		0		0		TC405874		0		Rep: Chromosome chr10 scaffold_179, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC405874]

		A_99_P133120		1.3282758		1.6497197		1.3732461		1.8856865		4.7361903		3.792696		2.6662276		1.514894		4.3793545		2.7876565		4.1351204		1.3849854		10.614133		4.416723		2.4503393		-1.2930629		8.288315		2.200661		6.7827682		-1.414901		3.4079146		2.1429763		1.2929815		-0.3707925		3.0510788		1.1379368		2.7618742		-0.50070107		Yes		Yes		Yes		CJ631651		0		CJ631651		Ta.48199		0		0		0		0		TC406737		0		CJ631651 Y.Ogihara unpublished cDNA library Wh_CSEC Triticum aestivum cDNA clone whcs8j08 5', mRNA sequence [CJ631651]

		A_99_P211026		15.465365		15.390754		13.116333		13.785843		15.154101		14.49073		11.08109		14.840657		15.419968		14.633086		11.216655		13.714269		-1.2407944		-1.8660964		-4.098918		2.0774508		-1.0319676		-1.6907549		-3.7312996		-1.0508627		-0.31126404		-0.90002346		-2.035243		1.0548143		-0.04539776		-0.75766754		-1.8996782		-0.07157421		No		Yes		Yes		TA54447_4565		0		0		0		0		0		0		0		TC407422		0		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), partial (52%) [TC407422]

		A_99_P116035		4.6032557		3.8987076		4.7377825		5.1149406		5.134812		5.170032		9.692429		7.1706123		5.9239807		5.5839057		10.113735		6.684885		1.4454875		2.4138305		31.009666		4.1573715		2.497916		3.2158453		41.52628		2.9689326		0.5315561		1.2713244		4.954646		2.0556717		1.320725		1.6851981		5.3759527		1.5699444		Yes		No		No		CJ692214		0		CJ692214		Ta.42964		0		0		0		0		TC451925		0		CJ692214 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd8g24 5', mRNA sequence [CJ692214]

		A_99_P248846		13.435921		12.981072		12.932027		12.963717		13.478653		11.849617		11.485348		12.079215		12.317084		12.612529		10.758091		12.610362		1.0300628		-2.1907964		-2.7257988		-1.8461277		-2.1717174		-1.2910489		-4.512528		-1.2775284		0.04273224		-1.1314554		-1.4466791		-0.8845024		-1.1188364		-0.36854362		-2.173936		-0.3533554		Yes		No		No		AK331877		0		AK331877		Ta.12118		0		0		0		0		TC371208		0		Triticum aestivum cDNA, clone: WT002_J12, cultivar: Chinese Spring [AK331877]

		A_99_P526692		6.3089848		6.117205		6.55291		6.3675733		5.4205203		4.9657993		5.023808		5.180084		6.553398		5.3525767		5.812815		5.6677155		-1.8512048		-2.2213025		-2.8860612		-2.27756		1.184611		-1.6989324		-1.6702855		-1.6243446		-0.88846445		-1.1514058		-1.5291018		-1.187489		0.24441338		-0.7646284		-0.74009466		-0.6998577		Yes		No		No		CO346126		0		0		Ta.45435		0		0		0		0		TC443251		0		Rep: ESTs AU078251 - Oryza sativa subsp. japonica (Rice), partial (64%) [TC443251]

		A_99_P145772		7.8745646		6.574777		6.034138		7.1598687		8.676723		9.528714		7.646913		8.136827		9.139686		8.688412		7.9828544		7.9849567		1.7437073		7.7486076		3.0583951		1.9683118		2.4034736		4.327802		3.8603086		1.7716432		0.8021579		2.953937		1.6127748		0.97695875		1.265121		2.1136346		1.9487162		0.825088		Yes		Yes		Yes		CJ902900		0		CJ902900		Ta.51747		0		0		0		0		TC377874		0		CJ902900 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles2g14 5', mRNA sequence [CJ902900]

		A_99_P344036		6.079228		6.580707		8.676118		7.414577		6.02023		6.240607		7.0745473		7.3312907		5.8523884		6.7189946		7.0817847		7.3100686		-1.0417421		-1.2658446		-3.0347352		-1.0594286		-1.1702685		1.100598		-3.0195491		-1.075128		-0.058998108		-0.3401003		-1.6015706		-0.083286285		-0.22683954		0.13828754		-1.5943332		-0.1045084		No		Yes		Yes		TA94883_4565		0		0		0		0		0		0		0		TC404257		0		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (62%) [TC404257]

		A_99_P526882		6.38512		6.433191		6.237926		5.9272118		7.1147246		7.9341464		7.3172283		6.5752444		7.7989674		7.2436357		7.6779466		6.212712		1.6581848		2.8303013		2.113014		1.5670298		2.6644678		1.7537521		2.7132473		1.2188326		0.7296047		1.5009556		1.0793023		0.64803267		1.4138474		0.81044483		1.4400206		0.28550005		No		Yes		Yes		TC444636		0		0		0		0		0		0		0		TC444636		0		Rep: Spermidine synthase - Nocardia farcinica, partial (3%) [TC444636]

		A_99_P118450		5.7079873		5.435177		6.9939938		6.1023498		6.297697		7.371119		9.033027		6.6941476		7.0260415		6.3270984		9.457317		6.0556526		1.504944		3.8262792		4.1096997		1.5071237		2.4932961		1.855646		5.5148573		-1.0328976		0.58970976		1.9359422		2.039033		0.5917978		1.3180542		0.8919215		2.4633236		-0.04669714		Yes		Yes		Yes		CJ688843		0		CJ688843		Ta.43657		0		0		0		0		TC458122		0		CJ688843 Y.Ogihara unpublished cDNA library Wh_RDr Triticum aestivum cDNA clone whrd15j19 5', mRNA sequence [CJ688843]

		A_99_P356796		8.322118		7.738093		9.494557		10.272179		9.938801		11.081017		10.786605		10.597781		10.964068		9.785951		11.319096		10.612952		3.0666914		10.146594		2.4487534		1.2531877		6.2417502		4.1349154		3.5419362		1.2664355		1.616683		3.3429236		1.2920475		0.32560253		2.6419506		2.0478578		1.8245382		0.34077358		Yes		Yes		Yes		TA98913_4565		0		0		Ta.46865		0		0		0		0		TC386290		0		0

		A_99_P323596		9.460898		9.01358		9.233429		9.523197		9.563746		10.432072		9.7318735		9.5234785		10.033814		9.663039		10.136594		9.6925125		1.0738914		2.6730585		1.4126897		1.000195		1.4875271		1.5685798		1.870164		1.1245247		0.10284805		1.4184914		0.49844456		2.81E-04		0.57291603		0.6494589		0.90316486		0.16931534		No		Yes		Yes		TA88616_4565		0		0		0		0		0		0		0		TC379702		0		0

		A_99_P465642		12.954894		13.406621		13.249805		13.607123		12.358814		11.768674		12.4516115		12.898552		11.601283		12.587174		11.541355		13.594573		-1.5116036		-3.1122265		-1.7389228		-1.6341851		-2.5555096		-1.7647289		-3.268096		-1.0087372		-0.5960798		-1.6379471		-0.79819393		-0.70857143		-1.353611		-0.81944656		-1.7084503		-0.012550354		No		Yes		Yes		AK332332		0		AK332332		Ta.28740		543067		WPEAMT		phosphoethanolamine methyltransferase		0		TC413705		0		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P429347		13.57238		13.850137		13.7692995		13.719678		14.235808		15.398812		14.555516		14.169858		14.667815		15.141835		15.257241		14.031232		1.5838419		2.9254844		1.7245462		1.3662107		2.1367753		2.4481611		2.8048851		1.2410437		0.6634283		1.5486755		0.78621674		0.45018005		1.0954351		1.2916985		1.4879417		0.31155396		Yes		Yes		Yes		TA63772_4565		0		0		0		0		0		0		0		TC387943		0		Rep: Calmodulin - Zea mays (Maize), complete [TC387943]

		A_99_P005951		7.548515		5.750538		6.770534		5.6499634		11.242469		11.579056		10.778577		7.467956		12.988242		10.341125		11.277812		7.0789237		12.941689		56.827522		16.089447		3.5259027		43.403133		24.093744		22.741854		2.692526		3.693954		5.828518		4.008043		1.8179927		5.4397273		4.5905867		4.507278		1.4289603		Yes		Yes		Yes		BQ744001		0		BQ744001		Ta.3119		0		0		0		0		TC432498		0		WHE4110_F04_K08ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_F04_K08, mRNA sequence [BQ744001]

		A_99_P196568		6.1834717		5.3894615		5.1899304		5.066637		7.4797187		7.005526		6.42239		5.3205104		8.141682		7.2700005		6.810409		5.885878		2.4558918		3.065377		2.3496723		1.1924042		3.8857956		3.6821258		3.0747702		1.7644775		1.296247		1.6160645		1.2324595		0.25387335		1.95821		1.880539		1.6204786		0.81924105		Yes		Yes		Yes		DR741385		0		DR741385		Ta.63599		0		0		0		0		0		0		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		A_99_P487232		5.759756		6.4536285		7.1297345		6.9298973		5.8504043		5.582905		6.8829913		7.082415		4.534773		6.2141724		6.0455685		7.0349956		1.0648485		-1.82858		-1.1865256		1.1115075		-2.3375273		-1.1805476		-2.1201496		1.0755676		0.090648174		-0.8707237		-0.2467432		0.1525178		-1.2249832		-0.23945618		-1.084166		0.10509825		No		Yes		Yes		TC425844		0		0		0		0		0		0		0		TC425844		0		Rep: Predicted protein - Ostreococcus lucimarinus (strain CCE9901), partial (6%) [TC425844]

		A_99_P135765		4.817206		4.085523		4.0425477		4.1183834		2.9654157		3.3466856		3.4407997		1.7843729		3.1637857		3.5965805		3.166379		3.267989		-3.609478		-1.6688305		-1.5175542		-5.042051		-3.1457853		-1.4034159		-1.8354944		-1.8029939		-1.8517902		-0.7388375		-0.601748		-2.3340106		-1.6534202		-0.48894262		-0.8761687		-0.8503945		Yes		No		No		DR736310		0		DR736310		Ta.48918		0		0		0		0		TC452431		0		FGAS081680 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736310]

		A_99_P228046		3.0049877		2.8203285		2.8388147		2.9472282		6.176687		7.39107		9.854889		6.423406		7.4993		7.0797405		9.833259		6.102367		9.011074		23.764591		129.43413		11.128428		22.538385		19.15185		127.507996		8.90823		3.171699		4.5707417		7.016074		3.476178		4.4943123		4.259412		6.994444		3.1551387		Yes		No		No		TA61055_4565		0		0		0		0		0		0		0		TC384618		0		Rep: Wheatwin-1 precursor - Triticum aestivum (Wheat), complete [TC384618]

		A_99_P559987		7.671476		8.036026		6.2379355		5.207905		6.7610893		6.8145165		3.809452		4.825457		6.665239		7.2639804		3.8686821		4.682917		-1.879549		-2.3319056		-5.3832726		-1.3035517		-2.008665		-1.7076894		-5.1667366		-1.4389213		-0.91038656		-1.2215095		-2.4284835		-0.38244772		-1.006237		-0.7720456		-2.3692534		-0.5249877		Yes		Yes		Yes		AK333773		0		AK333773		Ta.26360		0		0		0		0		TC456042		0		Triticum aestivum cDNA, clone: WT008_C22, cultivar: Chinese Spring [AK333773]

		A_99_P479777		6.463814		5.5308776		4.732925		5.368055		8.8657		9.678487		8.527514		6.524369		10.442282		9.555961		8.4099655		6.765722		5.284936		17.723717		13.87667		2.2288723		15.762975		16.280613		12.7908535		2.6347516		2.401886		4.147609		3.7945895		1.1563139		3.978468		4.025083		3.6770406		1.3976669		Yes		Yes		Yes		TC421985		0		0		0		0		0		0		0		TC421985		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (37%) [TC421985]

		A_99_P000576		2.4715977		2.4461994		3.8878028		3.1175728		3.1848743		5.802179		5.2172747		2.6114485		3.7341576		2.85705		5.2117724		4.1506352		1.6395235		10.238833		2.5131066		-1.4202297		2.3992107		1.3294693		2.5035403		2.0463636		0.7132766		3.3559794		1.3294718		-0.50612426		1.2625599		0.41085052		1.3239696		1.0330625		Yes		No		No		BF482605		0		BF482605		Ta.309		0		0		0		0		TC431776		0		WHE2301-2304_K06_K06ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE2301-2304_K06_K06, mRNA sequence [BF482605]

		A_99_P415712		3.1551247		2.4699554		2.4533527		4.1228347		1.805164		3.326974		3.3356555		3.4432926		2.2575		3.271259		3.4589207		3.6134968		-2.5490518		1.8112911		1.8433151		-1.6016313		-1.8629962		1.7426751		2.0077338		-1.4233968		-1.3499607		0.8570185		0.88230276		-0.67954206		-0.89762473		0.8013036		1.005568		-0.5093379		No		Yes		Yes		TC377047		0		0		0		0		0		0		0		TC377047		0		Rep: Os07g0227700 protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC377047]

		A_99_P463632		7.093689		7.4281707		7.338428		7.301932		7.63938		8.1052065		8.2887535		7.9464116		7.6557517		7.708526		8.514342		7.645782		1.4597193		1.5988513		1.9323086		1.5631754		1.4763786		1.2144941		2.25936		1.269139		0.545691		0.6770358		0.9503255		0.64447975		0.56206274		0.28035545		1.1759143		0.34385014		No		Yes		Yes		TA84174_4565		0		0		0		0		0		0		0		TC412856		0		Rep: Chromosome undetermined scaffold_296, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC412856]

		A_99_P415907		3.097798		3.2926328		2.4799056		3.5890672		4.7535653		6.281349		4.8274627		4.524327		5.2739415		5.447655		4.987839		4.589571		3.150907		7.9376745		5.089617		1.9122347		4.5194383		4.4537554		5.688048		2.0006986		1.6557672		2.9887164		2.347557		0.9352596		2.1761434		2.1550224		2.5079336		1.0005038		Yes		No		No		TC377201		0		0		0		0		0		0		0		TC377201		0		Rep: Os10g0125300 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC377201]

		A_99_P263516		10.261596		9.225774		10.414361		9.496841		11.340233		12.414626		11.951549		11.088016		12.462655		10.816157		12.453069		10.865054		2.11204		9.118853		2.9022818		3.0129445		4.5981684		3.011294		4.108773		2.5815055		1.0786371		3.1888523		1.5371876		1.5911741		2.2010593		1.5903835		2.0387077		1.3682127		Yes		Yes		Yes		TA70991_4565		0		0		Ta.9765		0		0		0		0		TC443159		0		0

		A_99_P584847		8.697724		7.074735		6.4112735		7.113775		7.5545783		6.6124763		4.964192		4.6158166		7.300178		7.0506463		4.753774		5.936175		-2.2086213		-1.3776972		-2.7265594		-5.648854		-2.6345313		-1.0168374		-3.1546924		-2.2620015		-1.143146		-0.46225882		-1.4470816		-2.4979582		-1.3975463		-0.02408886		-1.6574993		-1.1775999		Yes		No		No		AB100035		0		AB100035		Ta.55172		780595		TaGlu1a		beta-glucosidase		0		TC382658		0		Triticum aestivum TaGlu1a mRNA for beta-glucosidase, complete cds [AB100035]

		A_99_P037589		9.681114		8.859512		8.925029		9.330012		10.470505		11.551469		10.268842		9.800044		11.353249		10.38805		10.577117		9.831664		1.7283442		6.4618917		2.5382125		1.38514		3.1868572		2.8849328		3.142882		1.4158336		0.78939056		2.6919565		1.343813		0.47003174		1.6721344		1.5285378		1.6520882		0.50165176		Yes		Yes		Yes		BQ744506		0		BQ744506		Ta.13947		0		0		0		0		TC409203		0		WHE4116_D05_H10ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4116_D05_H10, mRNA sequence [BQ744506]

		A_99_P427482		6.2611976		6.3058286		6.063417		6.775192		5.8631644		5.3004537		4.5251083		5.5430455		5.590609		5.5214806		3.9444554		6.233228		-1.3177103		-2.0074651		-2.904538		-2.349162		-1.5917221		-1.7223138		-4.3438115		-1.4559528		-0.39803314		-1.0053749		-1.5383086		-1.2321463		-0.6705885		-0.784348		-2.1189616		-0.5419636		Yes		Yes		Yes		DR740116		0		0		Ta.27032		0		0		0		0		TC386569		0		Rep: LHCI-680, photosystem I antenna protein - Hordeum vulgare (Barley), partial (98%) [TC386569]

		A_99_P236041		10.870917		10.253835		10.186219		10.375648		9.75153		9.143847		9.677395		8.796455		9.43641		9.647284		9.240052		10.2342005		-2.1725473		-2.1584375		-1.4228902		-2.988025		-2.7028985		-1.522615		-1.9267468		-1.1030109		-1.1193876		-1.1099873		-0.50882435		-1.5791922		-1.4345074		-0.6065512		-0.946167		-0.14144707		Yes		No		No		AK331887		0		AK331887		Ta.35535		100037649		zip1		leucine zipper protein zip1		0		TC417711		0		Triticum aestivum cDNA, clone: WT002_J22, cultivar: Chinese Spring [AK331887]

		A_99_P234336		8.615803		8.095814		7.892208		7.3387985		9.505753		9.40894		13.2389145		10.994615		10.623159		9.982781		12.950192		10.374471		1.8531116		2.4847946		40.692932		12.604055		4.020449		3.6985703		33.31233		8.200274		0.8899498		1.3131266		5.3467064		3.655816		2.0073566		1.8869677		5.0579844		3.0356722		Yes		Yes		Yes		TA62837_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P269971		4.2489905		3.2520778		2.9317408		3.2235231		2.8562186		1.6190392		6.1043377		1.8802754		2.8832886		2.7894466		4.3974595		2.3382497		-2.625827		-3.101656		9.016684		-2.5372186		-2.5770168		-1.3780528		2.7620103		-1.8471147		-1.392772		-1.6330386		3.172597		-1.3432478		-1.3657019		-0.46263123		1.4657187		-0.88527346		No		Yes		Yes		TA72937_4565		0		0		Ta.9508		0		0		0		0		TC452270		0		Rep: OJ991214_12.12 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC414675]

		A_99_P340276		11.739215		10.386149		7.9478035		10.347819		11.535926		11.67477		10.229533		10.521352		11.979627		11.006291		10.711532		10.62888		-1.1513201		2.4429443		4.862606		1.1278166		1.1813297		1.5370264		6.79149		1.2150875		-0.20328903		1.288621		2.2817297		0.17353249		0.24041176		0.620142		2.7637281		0.28106022		No		Yes		Yes		TA93692_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P134410		4.831619		3.989672		4.0595827		4.21417		3.0495503		3.6015131		3.030317		3.0248883		3.2780762		3.2793543		3.6640542		2.776502		-3.4391892		-1.3087221		-2.040985		-2.2803917		-2.9353704		-1.6361643		-1.3154246		-2.7088268		-1.7820685		-0.3881588		-1.0292656		-1.1892817		-1.5535426		-0.7103176		-0.39552855		-1.4376681		Yes		No		No		TA111462_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P288216		6.6518245		7.3792768		6.5852485		6.920864		6.845513		7.646656		7.7640457		7.482822		6.7416005		7.691316		7.7995973		7.4019585		1.1436839		1.2036194		2.2638795		1.4762713		1.0642049		1.2414614		2.3203602		1.395802		0.1936884		0.26737928		1.1787972		0.56195784		0.08977604		0.31203938		1.2143488		0.48109436		No		Yes		Yes		TA78292_4565		0		0		0		0		0		0		0		TC379317		0		Rep: Os01g0593500 protein - Oryza sativa subsp. japonica (Rice), partial (84%) [TC379317]

		A_99_P649022		4.033105		3.343815		2.8735063		3.249369		3.251917		2.8159523		7.1391435		2.8585956		3.820964		2.882405		6.443394		2.2918456		-1.7185454		-1.4417918		19.234673		-1.311096		-1.1584059		-1.3768868		11.875266		-1.9419733		-0.781188		-0.5278628		4.2656374		-0.3907733		-0.2121408		-0.46141005		3.5698879		-0.95752335		No		Yes		Yes		AF005089		0		AF005089		Ta.61024		542819		War7.2		phenylalanine ammonia lyase		0		TC461225		0		Triticum aestivum phenylalanine ammonia lyase (War7.2) mRNA, partial cds [AF005089]

		A_99_P543487		5.0798244		4.9189153		7.882562		5.070043		6.46821		8.149845		7.721859		5.8875465		7.0261955		6.239783		8.219009		5.7611594		2.617856		9.388729		-1.1178318		1.7623537		3.8540387		2.498163		1.2626433		1.6145324		1.3883858		3.2309299		-0.16070318		0.81750345		1.9463711		1.3208675		0.33644724		0.69111633		Yes		No		No		AF104107		0		AF104107		Ta.203		543416		LOC543416		small heat shock protein Hsp23.5		0		TC449824		0		Triticum aestivum small heat shock protein Hsp23.5 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104107]

		A_99_P028994		2.2869549		1.2691323		1.9731878		1.885986		1.9221712		8.8670845		7.741951		3.9191198		5.777063		5.4676547		7.9733467		3.7428815		-1.2876885		193.73656		54.521866		4.09293		11.236401		18.360361		64.00704		3.6222737		-0.36478364		7.5979524		5.768763		2.033134		3.490108		4.1985226		6.000159		1.8568956		Yes		Yes		Yes		BM140585		0		BM140585		Ta.11004		0		0		0		0		TC445155		0		WHE0485_d08_h15zS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0485_d08_h15, mRNA sequence [BM140585]

		A_99_P119894		7.639244		7.5907083		6.6107306		7.046907		6.69331		6.2287292		5.492754		6.263263		6.5133233		7.250704		5.6418204		6.804704		-1.9264361		-2.5703752		-2.1704237		-1.7214732		-2.1824079		-1.2657605		-1.9573615		-1.1827972		-0.9459343		-1.361979		-1.1179767		-0.7836437		-1.1259208		-0.34000444		-0.9689102		-0.24220276		Yes		Yes		Yes		CJ731962		0		CJ731962		Ta.44083		0		0		0		0		0		0		CJ731962 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh5p01 5', mRNA sequence [CJ731962]

		A_99_P555822		11.648201		11.590238		10.669379		11.191326		11.135307		10.323855		10.1609535		10.470548		10.627319		11.523094		10.449679		10.576191		-1.4269093		-2.4055758		-1.4224972		-1.648071		-2.0291586		-1.0476403		-1.1644913		-1.5317016		-0.5128937		-1.2663822		-0.5084257		-0.72077847		-1.0208817		-0.06714344		-0.21969986		-0.6151352		No		Yes		Yes		TA70588_4565		0		0		Ta.3025		0		0		0		0		TC451101		0		Rep: Ribulose bisphosphate carboxylase large chain - Doryanthes palmeri, partial (19%) [TC451101]

		A_99_P408737		11.757968		11.6922		11.4642		11.701626		11.21441		10.447087		9.599565		11.245865		11.229436		10.940122		9.593198		11.30667		-1.4575629		-2.3703701		-3.641759		-1.371506		-1.4424607		-1.684217		-3.657866		-1.3149023		-0.5435581		-1.2451124		-1.8646355		-0.45576096		-0.528532		-0.75207806		-1.8710022		-0.39495564		Yes		Yes		Yes		TC370775		0		0		0		0		0		0		0		TC370775		GO:0003677(DNA binding)|GO:0005488(binding)|GO:0005575(cellular_component)|GO:0005886(plasma membrane)|GO:0007267(cell-cell signaling)|GO:0008150(biological_process)|GO:0048032(galacturonate binding)		Rep: Remorin 1 - Solanum lycopersicum (Tomato) (Lycopersicon esculentum), partial (78%) [TC370775]

		A_99_P459692		14.692342		14.4179945		15.025844		14.873004		15.345038		16.480753		15.46896		15.19207		16.597357		15.312898		16.292097		14.799499		1.572104		4.1778436		1.3595377		1.2475227		3.745128		1.8594851		2.4053612		-1.0522703		0.6526966		2.0627584		0.4431162		0.31906605		1.905015		0.8949032		1.2662535		-0.0735054		No		Yes		Yes		EU082065		0		EU082065		Ta.54765		100137005		LOC100137005		NADP-dependent malic enzyme		0		TC410333		0		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		A_99_P566792		6.0141487		7.121031		7.4471717		6.7344537		5.2741103		4.1093497		6.268749		4.7976837		4.119744		6.1334343		5.7247524		6.680242		-1.6702203		-8.065037		-2.2632916		-3.8284752		-3.717686		-1.9828788		-3.2998931		-1.0382916		-0.7400384		-3.011681		-1.1784225		-1.93677		-1.8944049		-0.9875965		-1.7224193		-0.054211617		Yes		No		No		CJ608690		0		0		Ta.53934		0		0		0		0		TC458658		0		Rep: Predicted protein - Aspergillus terreus (strain NIH 2624), partial (9%) [TC458658]

		A_99_P230586		14.781543		14.759915		14.932107		15.643727		15.049382		15.816516		17.161406		16.139448		15.361748		15.342816		17.31725		16.061363		1.2040033		2.0800245		4.6890597		1.4100251		1.4950616		1.4978582		5.2239547		1.335737		0.26783943		1.0566006		2.2292986		0.49572086		0.58020496		0.582901		2.3851423		0.41763592		Yes		Yes		Yes		TA61666_4565		0		0		Ta.53969		0		0		0		0		0		0		0

		A_99_P388767		1.4495159		1.4108654		2.7761621		2.0381138		2.1575966		2.118748		3.8046665		3.423329		3.0281181		1.8264561		4.4253325		3.2185276		1.6336293		1.633405		2.0399084		2.6121094		2.9868033		1.3338447		3.1365323		2.2664175		0.70808065		0.7078825		1.0285044		1.3852153		1.5786022		0.41559064		1.6491704		1.1804137		Yes		No		No		TA107688_4565		0		0		0		0		0		0		0		TC417057		0		Rep: Chromosome undetermined scaffold_744, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC417057]

		A_99_P239741		11.535588		12.30722		8.930271		11.705405		10.655337		11.044751		8.470802		10.52634		10.051177		11.579987		7.3553486		11.426613		-1.8406954		-2.39906		-1.3750355		-2.2643008		-2.7980297		-1.655462		-2.979195		-1.213179		-0.88025093		-1.2624693		-0.45946884		-1.1790657		-1.4844112		-0.7272339		-1.5749226		-0.27879238		Yes		No		No		TA64366_4565		0		0		Ta.27744		0		0		0		0		TC457432		0		0

		A_99_P297491		7.8042626		7.857022		7.617269		7.491352		7.7402387		7.6259995		8.5830145		7.7621665		8.212108		7.7745743		8.699657		7.7162423		-1.0453775		-1.1736664		1.9530724		1.2064887		1.3267026		-1.0588127		2.1175387		1.1686883		-0.06402397		-0.23102236		0.96574545		0.27081442		0.40784502		-0.08244753		1.0823884		0.22489023		No		Yes		Yes		TA80947_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P431472		5.7519507		7.2599654		4.8653407		6.154881		5.351429		6.284563		6.5328937		6.2907867		5.151398		6.763684		6.2208805		6.4225183		-1.3199852		-1.9661895		3.176753		1.0987824		-1.5162972		-1.4105732		2.5589285		1.2038347		-0.40052176		-0.97540236		1.667553		0.13590574		-0.60055256		-0.49628162		1.3555398		0.26763725		No		Yes		Yes		TA70902_4565		0		0		Ta.9117		0		0		0		0		TC389710		0		Rep: Os09g0498800 protein - Oryza sativa subsp. japonica (Rice), partial (50%) [TC389710]

		A_99_P073020		3.069825		4.939008		6.1316376		4.4264827		3.4903076		4.762491		4.5214043		4.305998		4.1950407		4.477304		4.5398464		3.7214603		1.3383752		-1.1301521		-3.0530121		-1.0871001		2.1813416		-1.3771677		-3.0142334		-1.6301699		0.42048264		-0.17651701		-1.6102333		-0.12048483		1.1252158		-0.46170425		-1.5917912		-0.70502234		No		Yes		Yes		BQ903908		0		BQ903908		Ta.27907		0		0		0		0		0		0		Ta03_16d12_R Ta03_AAFC_ECORC_Fusarium_graminearum_inoculated_wheat_heads Triticum aestivum cDNA clone Ta03_16d12, mRNA sequence [BQ903908]

		A_99_P100415		4.5555577		5.308211		7.040182		6.8728356		5.5746837		8.193614		8.278199		6.634256		6.527455		5.6817985		9.029151		6.2228227		2.0266907		7.389123		2.358741		-1.1798307		3.9228363		1.2955706		3.9695318		-1.5691823		1.0191259		2.8854032		1.2380171		-0.23857975		1.9718971		0.3735876		1.9889688		-0.65001297		Yes		Yes		Yes		CD868971		0		CD868971		Ta.37944		0		0		0		0		TC429150		0		AZO2.110F05F010115 AZO2 Triticum aestivum cDNA clone AZO2110F05, mRNA sequence [CD868971]

		A_99_P149162		10.189298		9.57731		9.264548		9.330286		9.889483		10.313504		10.9046335		9.888938		11.5274935		10.242964		11.347797		9.854596		-1.2309859		1.6657763		3.1168425		1.4728923		2.5283494		1.5862874		4.237605		1.4382457		-0.29981422		0.7361946		1.6400852		0.5586519		1.3381958		0.6656542		2.083249		0.5243101		Yes		Yes		Yes		CJ849756		0		CJ849756		Ta.52593		0		0		0		0		TC457214		0		CJ849756 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal13a04 5', mRNA sequence [CJ849756]

		A_99_P326036		1.374462		1.6098995		1.7783791		2.507984		1.3325101		3.565384		9.318898		6.204256		2.3693411		2.1811023		9.304841		6.738795		-1.0295057		3.8784614		186.17548		12.962501		1.9929136		1.4857618		184.37025		18.775913		-0.041951895		1.9554844		7.540519		3.6962721		0.9948791		0.57120275		7.526462		4.230811		Yes		Yes		Yes		TA89362_4565		0		0		0		0		0		0		0		TC431718		0		0

		A_99_P574802		2.7194402		3.2034943		5.71174		4.1393623		3.7331455		7.1593995		7.1982574		6.2860665		4.928407		5.722536		7.1816907		6.3139954		2.01909		15.518371		2.8021173		4.42815		4.6234407		5.7320127		2.7701242		4.514709		1.0137053		3.9559052		1.4865174		2.1467042		2.208967		2.5190418		1.4699507		2.174633		Yes		Yes		Yes		CJ595133		0		0		Ta.67377		0		0		0		0		TC461458		0		0

		A_99_P093900		10.361825		10.45869		10.280949		10.34703		10.146037		9.600108		9.270891		9.938119		9.614543		9.947447		9.17833		10.007526		-1.161338		-1.8132546		-2.0139914		-1.327683		-1.6786274		-1.4252775		-2.1474407		-1.2653209		-0.21578789		-0.85858154		-1.0100574		-0.40891075		-0.747282		-0.51124287		-1.1026182		-0.3395033		No		Yes		Yes		CK209420		0		CK209420		Ta.35416		0		0		0		0		TC391185		0		FGAS021184 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209420]

		A_99_P098065		6.3945603		5.1089587		4.801592		5.1966853		6.785929		6.6351447		5.3092713		5.6105194		7.052194		5.9027734		5.500609		5.5290284		1.3116373		2.880234		1.4217615		1.3322216		1.5774932		1.7336524		1.6233983		1.2590566		0.39136887		1.526186		0.50767946		0.4138341		0.6576338		0.79381466		0.69901705		0.3323431		No		Yes		Yes		TA95372_4565		0		0		0		0		0		0		0		TC409145		0		0

		A_99_P329666		6.84384		6.31249		3.9170482		5.6891217		7.1491985		7.657438		5.0596886		6.4002395		7.7586036		6.114174		5.1677637		5.6487174		1.2357256		2.54021		2.207847		1.637072		1.88526		-1.1473584		2.379594		-1.028402		0.3053584		1.3449478		1.1426404		0.71111774		0.91476345		-0.1983161		1.2507155		-0.04040432		No		Yes		Yes		TA90439_4565		0		0		0		0		0		0		0		TC370892		0		0

		A_99_P540682		11.508835		11.52993		10.531121		10.401367		10.019805		10.018775		9.072885		9.03341		9.897056		10.636426		9.135124		10.313478		-2.8070016		-2.8503816		-2.7477233		-2.5810483		-3.0562854		-1.8576827		-2.6317036		-1.0628136		-1.4890299		-1.5111551		-1.4582367		-1.3679571		-1.6117792		-0.89350414		-1.395997		-0.08788872		Yes		No		No		TA67377_4565		0		0		0		0		0		0		0		TC396049		0		Rep: Cp31BHv - Hordeum vulgare (Barley), partial (66%) [TC396049]

		A_99_P127995		7.8708515		7.2352886		8.30936		7.5052056		9.112133		9.947911		9.635051		9.988112		9.866993		9.46062		10.144036		9.682054		2.3640842		6.555122		2.5065296		5.5902267		3.989316		4.6761827		3.5669148		4.5216455		1.2412815		2.7126226		1.3256912		2.4829068		1.9961414		2.2253313		1.8346767		2.176848		Yes		Yes		Yes		TA96601_4565		0		0		0		0		0		0		0		TC415425		0		0

		A_99_P420342		9.317207		8.555839		9.929028		9.93006		9.957927		10.772163		10.301906		9.528577		10.519904		9.693696		10.293338		9.879238		1.5591065		4.647081		1.2949336		-1.3208655		2.301695		2.2005398		1.287266		-1.0358552		0.6407194		2.2163248		0.37287807		-0.40148354		1.2026968		1.1378574		0.36431026		-0.050822258		No		Yes		Yes		TC380923		0		0		0		0		0		0		0		TC380923		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (57%) [TC380923]

		A_99_P030164		9.045438		9.294053		9.552751		8.49984		8.996392		8.820392		8.351384		8.053915		8.4973345		9.52304		8.13106		8.043259		-1.0345802		-1.3886292		-2.2995737		-1.362187		-1.4621621		1.1720115		-2.6789932		-1.372286		-0.049045563		-0.47366142		-1.2013664		-0.44592476		-0.54810333		0.22898674		-1.421691		-0.45658112		No		Yes		Yes		TA74236_4565		0		0		Ta.11367		0		0		0		0		TC372278		0		0

		A_99_P401467		4.6919804		3.8506324		2.289586		4.5383735		7.6196237		9.38512		9.25262		7.970608		9.562062		8.394069		9.723686		7.8753495		7.608665		46.34969		124.7619		10.794577		29.244267		23.319033		172.93669		10.104851		2.9276433		5.5344877		6.9630337		3.4322348		4.870082		4.543436		7.4341		3.336976		Yes		Yes		Yes		TA110806_4565		0		0		0		0		0		0		0		TC442159		0		0

		A_99_P265531		13.732334		13.720474		13.791688		13.447498		13.349278		12.791673		12.053768		13.269875		13.487793		13.436437		12.478438		12.924769		-1.3041011		-1.9036939		-3.3355389		-1.1310195		-1.1847159		-1.2175977		-2.4850063		-1.4366702		-0.3830557		-0.92880154		-1.7379198		-0.17762375		-0.24454117		-0.2840376		-1.3132496		-0.5227289		No		Yes		Yes		AK334014		0		AK334014		Ta.369		0		0		0		0		TC395635		0		Triticum aestivum cDNA, clone: WT008_L02, cultivar: Chinese Spring [AK334014]

		A_99_P242531		8.182067		8.073409		8.862021		8.5449		9.115867		9.408374		10.763232		9.104512		10.495842		8.456088		10.738735		9.0454		1.9103007		2.5226932		3.7352655		1.473873		4.971823		1.3037606		3.672376		1.4147035		0.93379974		1.3349648		1.9012108		0.5596123		2.313775		0.382679		1.8767138		0.5004997		Yes		No		No		TA65118_4565		0		0		Ta.55927		0		0		0		0		TC408322		0		0

		A_99_P285796		12.043454		11.651833		10.729531		10.728241		10.667867		10.306397		9.448789		9.639361		10.514247		10.982385		9.621609		10.949359		-2.5947354		-2.5410683		-2.42964		-2.1270878		-2.886272		-1.5904642		-2.1553507		1.1656365		-1.3755875		-1.3454351		-1.2807426		-1.0888796		-1.5292072		-0.6694479		-1.1079226		0.22111797		Yes		No		No		AK330979		0		AK330979		Ta.20947		0		0		0		0		TC400860		0		Triticum aestivum cDNA, clone: SET5_M12, cultivar: Chinese Spring [AK330979]

		A_99_P491142		3.347292		3.4733741		3.4409828		4.0486336		5.798469		4.1161537		5.942976		5.95126		5.396581		4.2525654		5.207071		4.5631948		5.4686213		1.5613344		5.6646748		3.7389328		4.13902		1.7161685		3.401304		1.4285595		2.4511771		0.6427796		2.5019932		1.9026265		2.0492892		0.77919126		1.766088		0.5145612		Yes		No		No		BJ285849		0		0		Ta.37918		0		0		0		0		0		0		0

		A_99_P449567		5.9828324		5.468723		6.5418663		6.125033		5.9469743		5.1433344		5.637338		4.7989235		4.9809937		5.1229057		4.8643513		4.836571		-1.0251664		-1.2530018		-1.8719321		-2.5072563		-2.0025506		-1.2708706		-3.198765		-2.4426746		-0.035858154		-0.32538843		-0.90452814		-1.3261094		-1.0018387		-0.3458171		-1.677515		-1.2884617		Yes		No		No		TC403399		0		0		0		0		0		0		0		TC403399		GO:0000156(two-component response regulator activity)|GO:0000160(two-component signal transduction system (phosphorelay))|GO:0006355(regulation of transcription, DNA-dependent)|GO:0009735(response to cytokinin stimulus)		Rep: Response regulator - Zea mays (Maize), partial (61%) [TC403399]

		A_99_P287801		8.190918		7.7872353		7.5310097		8.343841		7.96565		7.7883854		8.905597		7.501448		8.6661415		7.6948967		8.718299		8.150746		-1.1689943		1.0007975		2.5929368		-1.7930211		1.3901336		-1.0660969		2.2772446		-1.143213		-0.22526789		0.0011501312		1.374587		-0.84239244		0.47522354		-0.09233856		1.1872892		-0.19309425		No		Yes		Yes		AK334323		0		AK334323		Ta.1435		0		0		0		0		TC388470		0		Triticum aestivum cDNA, clone: WT009_L07, cultivar: Chinese Spring [AK334323]

		A_99_P393962		5.417742		5.3656406		6.1230626		5.567099		5.2562943		4.598063		4.9976325		5.051741		5.002026		5.213757		5.296074		5.3074117		-1.1184087		-1.7024089		-2.181666		-1.4293487		-1.3339603		-1.1110191		-1.7739787		-1.1972193		-0.16144753		-0.76757765		-1.1254301		-0.515358		-0.4157157		-0.1518836		-0.8269887		-0.25968742		No		Yes		Yes		TA108960_4565		0		0		0		0		0		0		0		TC455115		0		0

		A_99_P360366		10.938882		10.520543		10.940292		11.095555		10.921638		9.887881		9.102978		10.503372		10.685032		10.57692		9.778729		10.701389		-1.0120246		-1.5504229		-3.5734425		-1.5075263		-1.1923848		1.0398507		-2.2369964		-1.3141829		-0.017244339		-0.6326618		-1.8373146		-0.5921831		-0.25384998		0.056376457		-1.1615629		-0.394166		No		Yes		Yes		TA100119_4565		0		0		0		0		0		0		0		TC374609		0		Rep: Fatty aldehyde dehydrogenase 1 - Zea mays (Maize), partial (34%) [TC374609]

		A_99_P152292		4.950686		4.1520696		4.977928		5.997004		6.4018188		6.042438		6.4147553		7.4103756		5.6949143		5.4108906		6.587351		6.4705176		2.7342265		3.707299		2.7072482		2.6635892		1.6750782		2.393001		3.0512972		1.388487		1.4511328		1.8903685		1.4368272		1.4133716		0.74422836		1.258821		1.6094227		0.4735136		Yes		No		No		CJ853697		0		CJ853697		Ta.53304		0		0		0		0		TC432893		0		CJ853697 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal29k09 5', mRNA sequence [CJ853697]

		A_99_P483017		10.462989		10.656151		10.431016		10.799614		9.541459		9.737156		9.540175		9.494301		9.440732		10.126209		8.920102		10.739848		-1.8941227		-1.8907975		-1.8542562		-2.4713736		-2.0310938		-1.4438707		-2.849905		-1.0422965		-0.92152977		-0.9189949		-0.89084053		-1.3053131		-1.0222569		-0.52994156		-1.5109138		-0.059765816		Yes		No		No		AK332776		0		AK332776		Ta.37734		0		0		0		0		TC423647		0		Triticum aestivum cDNA, clone: WT004_N15, cultivar: Chinese Spring [AK332776]

		A_99_P196518		7.966358		7.9572883		9.940995		9.651802		7.0657153		7.165624		8.559716		9.155265		8.122176		6.72592		8.523582		9.610243		-1.8668977		-1.73107		-2.6049922		-1.4108232		1.1140531		-2.3478954		-2.6710608		-1.0292256		-0.9006429		-0.7916641		-1.381279		-0.4965372		0.15581799		-1.2313681		-1.4174128		-0.04155922		No		Yes		Yes		CD866662		0		CD866662		Ta.63588		0		0		0		0		0		0		AZO2.104B07F001128 AZO2 Triticum aestivum cDNA clone AZO2104B07, mRNA sequence [CD866662]

		A_99_P202706		12.1811285		11.239597		13.027152		12.723262		11.06718		10.235242		11.872943		12.344762		11.776345		9.529381		12.1313715		12.247754		-2.1643724		-2.006047		-2.225623		-1.2999895		-1.32389		-3.2720993		-1.8606163		-1.3904074		-1.1139488		-1.0043554		-1.1542091		-0.37849998		-0.40478325		-1.7102165		-0.89578056		-0.47550774		No		Yes		Yes		TA51822_4565		0		0		Ta.27096		0		0		0		0		TC376436		0		0

		A_99_P193608		4.503745		4.192442		5.501222		5.342327		4.0241675		3.5809014		4.726858		4.1616707		3.5129995		3.2677448		3.381334		4.431276		-1.3943353		-1.5278898		-1.7104359		-2.266799		-1.9872117		-1.8982857		-4.3466024		-1.8804152		-0.47957754		-0.61154056		-0.774364		-1.1806564		-0.99074554		-0.92469716		-2.119888		-0.9110513		Yes		No		No		CJ860037		0		CJ860037		Ta.62726		0		0		0		0		TC441325		0		CJ860037 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal9l20 5', mRNA sequence [CJ860037]

		A_99_P375912		5.105749		4.1952167		4.742968		5.4237075		6.563427		6.845571		6.506651		6.010195		6.919475		5.970835		6.8691235		5.6572356		2.746659		6.278215		3.3956385		1.5015862		3.5154903		3.4238477		4.3655257		1.1757066		1.4576778		2.6503544		1.7636828		0.5864873		1.813726		1.7756186		2.1261554		0.23352814		Yes		No		No		TA104544_4565		0		0		0		0		0		0		0		TC422116		0		0

		A_99_P548177		6.5709934		6.550616		6.0785275		6.0717316		5.2568955		5.604216		5.1082473		4.7578673		6.1970325		6.083229		5.675264		5.7273974		-2.486468		-1.9270576		-1.959221		-2.4860654		-1.295906		-1.3826028		-1.3224962		-1.2695649		-1.3140979		-0.9463997		-0.9702802		-1.3138642		-0.37396097		-0.46738672		-0.40326357		-0.34433413		Yes		No		No		CA735086		0		0		Ta.56407		0		0		0		0		TC451601		0		0

		A_99_P274576		12.2417145		12.462257		12.721199		12.373387		12.226207		11.882324		11.540397		12.228398		12.222142		11.852512		11.702685		12.186994		-1.010807		-1.49478		-2.2670283		-1.1057222		-1.0136589		-1.5259895		-2.0258307		-1.1379157		-0.015507698		-0.57993317		-1.1808023		-0.14498901		-0.019572258		-0.609745		-1.0185137		-0.18639374		No		Yes		Yes		TA74300_4565		0		0		0		0		0		0		0		TC381900		0		Rep: Membrane protein - Magnetospirillum gryphiswaldense, partial (14%) [TC419455]

		A_99_P268121		10.02116		10.284062		10.015163		9.700282		9.527972		9.45132		8.364101		9.100207		9.654097		9.640391		8.763265		9.255308		-1.4075516		-1.7810681		-3.1406474		-1.5157951		-1.2897251		-1.5622995		-2.3815465		-1.3612895		-0.4931879		-0.8327427		-1.651062		-0.60007477		-0.36706352		-0.64367104		-1.2518988		-0.44497395		No		Yes		Yes		TA72343_4565		0		0		Ta.1593		0		0		0		0		TC424062		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC424062]

		A_99_P036334		4.492313		3.6069438		3.544875		2.99222		3.7391741		3.4997482		1.2967883		3.1959884		3.5341465		3.5402634		2.6182225		4.152506		-1.6854558		-1.0771325		-4.750523		1.1517028		-1.942839		-1.0473042		-1.9008602		2.2350173		-0.7531388		-0.107195616		-2.2480865		0.20376849		-0.95816636		-0.06668043		-0.92665243		1.160286		No		Yes		Yes		BJ270556		0		BJ270556		Ta.13474		0		0		0		0		TC416886		0		BJ270556 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh8g02 5', mRNA sequence [BJ270556]

		A_99_P309731		6.372753		6.1853127		6.190267		6.1373286		5.356894		5.2172675		4.9834347		6.0940948		5.662517		5.6029143		5.160801		6.10591		-2.0221066		-1.9561883		-2.3083026		-1.030421		-1.6360718		-1.4973364		-2.0412688		-1.0220168		-1.0158591		-0.96804523		-1.2068324		-0.04323387		-0.7102361		-0.5823984		-1.0294662		-0.0314188		No		Yes		Yes		TA84568_4565		0		0		0		0		0		0		0		TC386049		0		0

		A_99_P231006		7.511104		7.0773883		9.942935		9.611454		7.281896		6.71893		8.318431		9.273597		7.2177787		6.889055		7.940783		8.608639		-1.1721913		-1.2820554		-3.0833616		-1.263878		-1.2254617		-1.1394467		-4.005971		-2.0039065		-0.229208		-0.35845852		-1.6245041		-0.33785725		-0.29332542		-0.18833351		-2.002152		-1.0028152		No		Yes		Yes		TA61828_4565		0		0		0		0		0		0		0		TC390968		0		Rep: Non-specific lipid-transfer protein - Triticum aestivum (Wheat), complete [TC390968]

		A_99_P459937		5.9117274		5.7283916		5.311811		6.4494743		6.94892		8.036358		8.052897		6.1308103		9.236881		7.937805		8.225826		6.5927467		2.05223		4.951845		6.6857367		-1.2471751		10.022384		4.624872		7.53713		1.1044073		1.0371923		2.3079662		2.7410865		-0.31866407		3.3251538		2.2094135		2.9140153		0.1432724		Yes		Yes		Yes		CA692139		0		0		Ta.51056		0		0		0		0		TC410507		0		0

		A_99_P132175		2.5414522		1.7352873		1.434409		1.5827065		2.6147172		4.8671527		2.7971935		1.8790945		3.9415872		2.913522		2.4664402		1.6274275		1.052095		8.7656765		2.5718107		1.228066		2.639263		2.2629972		2.0449014		1.0314837		0.073265076		3.1318655		1.3627845		0.29638803		1.400135		1.1782347		1.0320312		0.044721007		No		Yes		Yes		CV758588		0		CV758588		Ta.47903		0		0		0		0		TC391999		0		FGAS053033 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV758588]

		A_99_P207711		6.4827294		7.213618		7.569879		7.44535		6.2290435		6.031719		7.2758174		7.03818		5.844851		6.836647		7.141214		7.604067		-1.1922493		-2.2687514		-1.2260872		-1.3260822		-1.5560392		-1.2986122		-1.3459877		1.1162937		-0.25368595		-1.1818986		-0.29406166		-0.4071703		-0.6378784		-0.37697077		-0.42866516		0.15871668		No		Yes		Yes		TA53366_4565		0		0		0		0		0		0		0		TC380761		0		Rep: Protein kinase G11A - Oryza sativa subsp. indica (Rice), partial (38%) [TC380761]

		A_99_P420312		9.124682		8.278374		9.751603		10.131446		8.652797		7.84444		8.508563		9.574276		8.542474		8.259964		8.089337		9.349238		-1.386921		-1.350912		-2.366968		-1.47138		-1.4971395		-1.0128424		-3.1651323		-1.7197603		-0.47188568		-0.43393373		-1.2430401		-0.5571699		-0.58220863		-0.018409729		-1.6622658		-0.7822075		No		Yes		Yes		TA61831_4565		0		0		Ta.54689		0		0		0		0		TC391801		0		0

		A_99_P239376		10.739152		11.795581		10.677545		10.557855		8.777657		10.293866		9.66578		8.987123		8.709489		10.7285		8.984313		10.416634		-3.8946548		-2.831791		-2.0163758		-2.970554		-4.083095		-2.095189		-3.2338026		-1.1028382		-1.9614954		-1.5017147		-1.0117645		-1.5707321		-2.029663		-1.0670805		-1.6932316		-0.14122105		Yes		No		No		TA64268_4565		0		0		Ta.32936		0		0		0		0		TC376307		0		Rep: Fructose-bisphosphate aldolase - Avena sativa (Oat), partial (62%) [TC376307]

		A_99_P311591		10.696576		10.308372		10.033424		10.213622		10.308811		9.721634		8.963684		9.326002		10.352111		9.932244		9.201696		9.474373		-1.3083649		-1.5018468		-2.0990555		-1.8501215		-1.2696803		-1.2978532		-1.7798159		-1.6693069		-0.38776493		-0.58673763		-1.0697403		-0.88762		-0.34446526		-0.37612724		-0.831728		-0.7392492		No		Yes		Yes		TA85104_4565		0		0		0		0		0		0		0		TC375178		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC375178]

		A_99_P266571		10.496005		9.834725		9.862222		9.674492		10.470371		10.346463		10.848789		9.623473		10.468072		9.935075		10.892278		9.421227		-1.0179268		1.4257666		1.981465		-1.0359962		-1.0195504		1.072033		2.0421035		-1.191901		-0.025633812		0.5117378		0.9865675		-0.051018715		-0.02793312		0.100349426		1.030056		-0.25326443		No		Yes		Yes		AK331682		0		AK331682		Ta.8076		0		0		0		0		TC387699		0		Triticum aestivum cDNA, clone: WT002_B17, cultivar: Chinese Spring [AK331682]

		A_99_P120274		9.257435		8.235255		6.798029		8.426507		8.889403		7.3001437		5.385458		7.990681		8.586178		7.7150993		4.998096		7.788323		-1.2905906		-1.9120384		-2.6621115		-1.3526849		-1.5924599		-1.4341102		-3.4820404		-1.556369		-0.3680315		-0.9351115		-1.412571		-0.43582582		-0.671257		-0.5201559		-1.799933		-0.6381841		No		Yes		Yes		CJ693910		0		CJ693910		Ta.44198		0		0		0		0		TC453600		0		CJ693910 Y.Ogihara unpublished cDNA library Wh_SHC Triticum aestivum cDNA clone whsc15c05 5', mRNA sequence [CJ693910]

		A_99_P357966		6.986429		7.98371		8.4165945		8.289026		7.0090866		7.184295		7.4670525		8.134332		6.326992		7.7460403		7.215488		8.0293045		1.0158288		-1.7403948		-1.9312595		-1.1131859		-1.5794663		-1.1790864		-2.2991595		-1.1972477		0.022657394		-0.79941463		-0.94954205		-0.15469456		-0.6594372		-0.23766947		-1.2011065		-0.25972176		No		Yes		Yes		TA99313_4565		0		0		0		0		0		0		0		TC376581		0		Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), partial (55%) [TC376581]

		A_99_P115510		5.798414		7.2759438		7.2961707		8.3784075		5.1074266		5.535006		5.3794217		7.006138		5.247639		6.036407		5.6565204		7.013043		-1.6143882		-3.3425236		-3.7757127		-2.5887752		-1.4648725		-2.361227		-3.1159031		-2.576414		-0.6909876		-1.7409377		-1.916749		-1.3722696		-0.55077505		-1.2395368		-1.6396503		-1.3653646		Yes		Yes		Yes		CJ732717		0		CJ732717		Ta.42816		0		0		0		0		TC441770		0		CJ732717 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh10f24 5', mRNA sequence [CJ732717]

		A_99_P556507		6.9279766		7.4732323		7.3607287		7.624311		6.8527756		6.148819		6.642799		7.1848636		6.3963914		6.7571473		6.527897		6.9025216		-1.0535078		-2.5043101		-1.6448201		-1.3560848		-1.4455166		-1.6427181		-1.7811782		-1.6492263		-0.075201035		-1.3244133		-0.71792984		-0.4394474		-0.5315852		-0.71608496		-0.83283186		-0.72178936		No		Yes		Yes		TA74727_4565		0		0		Ta.8903		0		0		0		0		TC454722		0		0

		A_99_P309301		8.162923		8.198886		6.748041		7.8710175		8.149995		8.846581		8.782135		8.596584		8.245392		8.598941		8.983356		8.650695		-1.0090013		1.5666637		4.095654		1.6535503		1.0588286		1.3195581		4.708656		1.7167469		-0.012928009		0.64769554		2.0340939		0.72556686		0.08246899		0.40005493		2.2353153		0.7796774		No		Yes		Yes		TA84439_4565		0		0		0		0		0		0		0		TC436912		0		Rep: Chromosome undetermined scaffold_298, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC436912]

		A_99_P011754		11.402411		11.472229		11.283862		11.393413		12.182235		12.799858		12.113682		11.692067		13.355144		12.150227		12.336785		11.68668		1.7169206		2.5098987		1.7774632		1.2299968		3.8710692		1.5999175		2.0747294		1.2254124		0.7798233		1.3276291		0.8298197		0.29865456		1.9527321		0.6779976		1.0529232		0.29326725		No		Yes		Yes		CJ856658		0		CJ856658		Ta.5124		0		0		0		0		TC377487		0		CJ856658 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal37j19 5', mRNA sequence [CJ856658]

		A_99_P323771		6.4615006		7.2058754		5.9633794		5.8206463		6.17438		6.3166428		5.0045667		5.5598598		5.666761		6.419945		4.388184		5.640064		-1.2202027		-1.8521907		-1.9437096		-1.1981317		-1.7347643		-1.7242042		-2.9797583		-1.1333414		-0.28712082		-0.88923264		-0.9588127		-0.26078653		-0.7947397		-0.78593063		-1.5751953		-0.18058252		No		Yes		Yes		TA88662_4565		0		0		Ta.32902		0		0		0		0		TC424976		0		Rep: Chromosome undetermined scaffold_119, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC424976]

		A_99_P337596		13.991527		13.998113		13.955243		13.9044075		13.28629		13.030785		13.087578		11.6933365		13.205504		13.393014		13.087585		13.005638		-1.6304119		-1.955216		-1.8247076		-4.630189		-1.7243136		-1.5210829		-1.824698		-1.8644749		-0.70523643		-0.9673281		-0.8676653		-2.211071		-0.7860222		-0.6050987		-0.86765766		-0.8987694		Yes		No		No		TA92874_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P392787		4.9530816		4.454958		4.658262		3.7373421		3.6570046		3.0668309		3.3829334		3.2567549		3.5934546		3.4149292		3.369199		3.3850605		-2.4556024		-2.6173868		-2.4205391		-1.3953115		-2.5661883		-2.0562687		-2.4436924		-1.276578		-1.296077		-1.3881271		-1.2753284		-0.48058724		-1.359627		-1.0400288		-1.2890627		-0.35228157		Yes		No		No		TA108676_4565		0		0		0		0		0		0		0		TC379513		0		Rep: Xylanase inhibitor 801OS - Triticum aestivum (Wheat), partial (33%) [TC379513]

		A_99_P292561		11.694613		10.980031		10.513455		11.103103		11.863715		11.91788		11.091923		10.8102865		12.485527		11.814887		11.5538225		10.954057		1.1243582		1.91567		1.493262		-1.2250292		1.7301698		1.783679		2.056751		-1.1088359		0.16910172		0.93784904		0.57846737		-0.29281616		0.7909136		0.83485603		1.0403671		-0.14904594		No		Yes		Yes		TA79525_4565		0		0		0		0		0		0		0		TC375443		0		Rep: SNAP-34 - Hordeum vulgare var. distichum (Two-rowed barley), partial (87%) [TC375443]

		A_99_P368342		3.8660288		3.389899		3.3242414		3.3019373		7.8238297		10.079166		8.458561		6.780124		9.391238		7.8872848		9.038893		6.5945325		15.538775		103.19771		35.122395		11.143935		46.05256		22.586456		52.514763		9.798733		3.9578009		6.689267		5.1343193		3.4781868		5.5252094		4.497386		5.714651		3.2925951		Yes		Yes		Yes		TA102685_4565		0		0		0		0		0		0		0		TC451986		0		0

		A_99_P221806		13.178612		12.918964		12.913227		12.619072		12.626691		11.929612		11.348746		12.8235235		12.216634		12.812371		11.600759		13.083232		-1.4660363		-1.9852934		-2.9577103		1.1522483		-1.9479787		-1.0766827		-2.4836614		1.3795139		-0.5519209		-0.9893522		-1.5644808		0.20445156		-0.96197796		-0.10659313		-1.3124685		0.46415997		No		Yes		Yes		TA58980_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P262921		7.5165977		5.189686		3.765365		8.744896		9.833206		8.610431		7.782786		7.673546		8.8242235		7.4528556		8.0824585		8.72618		4.9815974		10.708948		16.194374		-2.101399		2.4753385		4.8004503		19.933096		-1.0130574		2.3166084		3.420745		4.017421		-1.0713501		1.3076258		2.2631698		4.317094		-0.018715858		Yes		Yes		Yes		TA70813_4565		0		0		0		0		0		0		0		TC406689		0		Rep: Uncharacterized plant-specific domain TIGR01589 family protein, expressed - Oryza sativa subsp. japonica (Rice), complete [TC406689]

		A_99_P203556		9.485967		9.453317		9.362584		9.301658		9.127383		8.505696		8.338807		8.991925		8.860549		9.109838		8.371264		8.959334		-1.2821664		-1.9286888		-2.033235		-1.2394778		-1.5426574		-1.2688128		-1.9880027		-1.2677966		-0.35858345		-0.9476204		-1.023777		-0.30973244		-0.6254177		-0.34347916		-0.99131966		-0.3423233		No		Yes		Yes		TA52088_4565		0		0		0		0		0		0		0		TC393089		0		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC393089]

		A_99_P129015		8.457		9.606174		9.087595		8.789463		7.629373		7.7353616		8.04284		7.790741		6.8541374		8.6781435		7.222486		8.873328		-1.7747633		-3.657386		-2.063016		-1.9982293		-3.0374537		-1.9026774		-3.6429546		1.0598537		-0.8276267		-1.8708129		-1.044755		-0.9987221		-1.6028624		-0.92803097		-1.865109		0.083865166		Yes		Yes		Yes		CJ699273		0		CJ699273		Ta.46989		0		0		0		0		TC399188		0		CJ699273 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd16f22 5', mRNA sequence [CJ699273]

		A_99_P367657		10.16119		10.123873		10.068195		10.016324		9.343927		9.39207		8.888335		9.182747		9.35371		9.393637		8.695535		9.817426		-1.7620596		-1.6607132		-2.265548		-1.7820987		-1.7501515		-1.6589105		-2.5894768		-1.1478215		-0.81726265		-0.73180294		-1.1798601		-0.83357716		-0.80747986		-0.73023605		-1.3726606		-0.19889832		No		Yes		Yes		TA102524_4565		0		0		0		0		0		0		0		TC441192		0		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (20%) [TC441192]

		A_99_P387057		8.330245		8.062311		8.838927		8.640057		9.009517		8.034475		10.982895		10.2644205		8.431791		7.638632		9.646611		9.850115		1.6013311		-1.0194817		4.419759		3.083062		1.0729228		-1.3413441		1.7503991		2.3134696		0.6792717		-0.027835846		2.1439676		1.6243639		0.10154629		-0.42367935		0.80768394		1.2100582		Yes		No		No		TA107260_4565		0		0		0		0		0		0		0		TC428037		0		Rep: AAA-type ATPase-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC428037]

		A_99_P430162		12.946472		13.07124		13.457364		13.503348		13.611093		13.915569		14.7106695		13.658227		13.970776		13.549095		14.742615		13.615818		1.5851511		1.7954293		2.38387		1.113328		2.033977		1.3926712		2.437244		1.0810773		0.6646204		0.8443289		1.2533054		0.15487862		1.0243034		0.47785473		1.2852507		0.11246967		No		Yes		Yes		TA62077_4565		0		0		Ta.53909		0		0		0		0		TC388612		0		0

		A_99_P223661		6.149343		6.8014374		9.200349		7.1660056		7.921188		10.377376		9.738064		8.366229		8.659865		8.416558		10.132778		8.37395		3.4149036		11.925173		1.4516715		2.2977526		5.6982636		3.0633726		1.908487		2.3100824		1.7718449		3.5759382		0.53771496		1.2002234		2.5105224		1.6151209		0.9324293		1.2079444		Yes		No		No		TA59588_4565		0		0		0		0		0		0		0		TC435298		0		Rep: 22.3kDa heat-shock protein - Aegilops longissima (Goatgrass), partial (26%) [TC435298]

		A_99_P353296		10.088225		9.77755		9.510774		11.3786955		9.222653		7.912802		8.441104		9.904312		8.279412		8.639003		7.6901956		10.785927		-1.8220619		-3.642042		-2.0989528		-2.7786486		-3.5035393		-2.2015917		-3.532227		-1.5081382		-0.865572		-1.8647475		-1.0696697		-1.4743834		-1.8088131		-1.138547		-1.8205781		-0.59276867		Yes		No		No		TA97786_4565		0		0		0		0		0		0		0		TC447394		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC447394]

		A_99_P229586		12.478833		9.275849		9.97533		13.021136		12.840228		10.615495		12.903981		11.903684		12.653979		11.105018		12.1961775		12.485217		1.2846674		2.530891		7.6139803		-2.1696353		1.1290787		3.5533218		4.6616707		-1.4498656		0.36139488		1.3396454		2.9286509		-1.1174526		0.1751461		1.8291683		2.2208471		-0.5359192		No		Yes		Yes		TA61435_4565		0		0		Ta.54713		0		0		0		0		TC407750		0		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (49%) [TC407750]

		A_99_P223486		10.20221		10.807236		10.48529		10.589737		9.535373		8.907086		9.336533		9.786746		8.940692		9.750541		8.673001		10.432828		-1.5875893		-3.7325184		-2.2172277		-1.7447144		-2.3974795		-2.0801606		-3.5119889		-1.1148959		-0.6668377		-1.9001493		-1.148757		-0.8029909		-1.2615185		-1.056695		-1.8122883		-0.15690899		Yes		Yes		Yes		TA59549_4565		0		0		0		0		0		0		0		TC373171		0		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (43%) [TC373171]

		A_99_P556177		13.037147		13.231617		12.053411		12.929844		13.579449		14.002461		14.006011		13.431355		13.992027		14.315567		14.167915		13.484553		1.4562945		1.7062682		3.870716		1.415696		1.9384193		2.1198323		4.3304133		1.4688728		0.54230213		0.77084446		1.9526005		0.5015116		0.9548807		1.08395		2.1145048		0.55470943		Yes		Yes		Yes		TC454610		0		0		0		0		0		0		0		TC454610		0		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), partial (31%) [TC454610]

		A_99_P330606		7.309242		6.50613		8.397606		7.1012745		6.0798774		3.5384643		6.5845294		5.545664		4.817961		5.192941		5.4656773		5.9104843		-2.3446367		-7.822696		-3.5139081		-2.9395812		-5.622768		-2.4849021		-7.631299		-2.2827773		-1.2293644		-2.967666		-1.8130765		-1.5556107		-2.4912806		-1.313189		-2.9319286		-1.1907902		Yes		No		No		TA90721_4565		0		0		0		0		0		0		0		TC440341		0		Rep: Flavonoid 3'-hydroxylase - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (44%) [TC440341]

		A_99_P325046		9.065722		9.020017		9.219504		8.787368		9.531017		10.379496		10.115253		9.319176		10.247489		9.550559		10.688451		9.446118		1.3805995		2.565925		1.8605757		1.4457397		2.2685437		1.4444722		2.7681966		1.5787147		0.46529484		1.359479		0.8957491		0.5318079		1.1817665		0.5305424		1.4689465		0.65875053		No		Yes		Yes		TA89057_4565		0		0		0		0		0		0		0		TC380284		0		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (39%) [TC380284]

		A_99_P261796		6.76671		7.341831		6.833163		7.053887		7.7778397		8.893932		8.792716		7.9113526		8.988404		7.8561974		9.302811		7.3798733		2.0154889		2.932439		3.8894153		1.8118528		4.6644096		1.4283664		5.539086		1.2535212		1.0111299		1.5521011		1.9595532		0.85746574		2.2216945		0.51436615		2.469648		0.3259864		Yes		Yes		Yes		TA70489_4565		0		0		Ta.55986		0		0		0		0		TC375684		0		0

		A_99_P336176		2.32319		2.7431965		1.747611		1.3891315		4.7891984		5.1544194		2.433286		2.324862		5.9601173		3.418494		4.5551486		1.4032053		5.5251303		5.31925		1.6084542		1.9128588		12.44011		1.5969261		7.000886		1.0098029		2.4660084		2.411223		0.6856749		0.93573046		3.6369274		0.6752975		2.8075376		0.0140737295		Yes		No		No		TA92425_4565		0		0		0		0		0		0		0		TC386202		0		0

		A_99_P553087		1.4241949		1.4223986		1.4243644		1.8859094		1.5395145		3.44917		4.643536		4.463198		3.0780318		2.6159422		5.286944		4.85373		1.083215		4.074919		9.312519		5.96817		3.146694		2.2871385		14.54629		7.823535		0.11531961		2.0267715		3.2191715		2.5772886		1.6538368		1.1935437		3.8625793		2.9678206		Yes		Yes		Yes		CD884310		0		0		Ta.32896		0		0		0		0		TC453470		0		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (81%) [TC453470]

		A_99_P246401		6.8354774		8.232809		7.9628434		8.8137045		6.623953		6.729233		7.210085		7.325131		6.170929		6.9241295		6.6433196		7.620991		-1.1579111		-2.835447		-1.6850116		-2.806114		-1.585072		-2.477147		-2.4958372		-2.2858224		-0.21152449		-1.5035763		-0.7527585		-1.4885736		-0.6645484		-1.3086796		-1.3195238		-1.1927133		Yes		Yes		Yes		AK332079		0		AK332079		Ta.54511		543124		LOC543124		phytochelatin synthetase		0		TC379942		0		Triticum aestivum cDNA, clone: WT003_B13, cultivar: Chinese Spring [AK332079]

		A_99_P419112		7.374729		7.3036494		7.706864		7.3050995		6.50804		6.5781784		6.3369765		6.04332		6.0748525		6.222891		5.986326		6.089627		-1.8234735		-1.6534404		-2.584504		-2.397913		-2.4620783		-2.1151478		-3.295592		-2.3221686		-0.8666892		-0.725471		-1.3698874		-1.2617793		-1.2998767		-1.0807586		-1.7205377		-1.2154727		Yes		No		No		CK210635		0		0		Ta.23069		0		0		0		0		TC379991		0		Rep: Chromosome chr14 scaffold_54, whole genome shotgun sequence - Vitis vinifera (Grape), partial (58%) [TC379991]

		A_99_P430232		11.679424		11.825066		11.973775		11.872525		12.188413		12.984557		12.905118		12.039361		12.318902		12.424809		13.111323		11.907889		1.423052		2.2337868		1.9070505		1.1225936		1.5577651		1.5154475		2.2000685		1.0248154		0.5089884		1.1594915		0.9313431		0.16683578		0.6394777		0.59974384		1.1375484		0.03536415		No		Yes		Yes		TC388653		0		0		0		0		0		0		0		TC388653		GO:0003674(molecular_function)|GO:0008150(biological_process)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P231436		11.832349		11.919688		9.598362		11.085883		10.892447		10.590713		9.075116		11.075668		10.849395		11.152512		9.281374		11.018466		-1.9183971		-2.5122423		-1.437185		-1.0071055		-1.9765083		-1.7019358		-1.2457271		-1.047839		-0.93990135		-1.3289757		-0.5232458		-0.010214806		-0.982954		-0.7671766		-0.316988		-0.067417145		No		Yes		Yes		TA61933_4565		0		0		0		0		0		0		0		TC411493		0		Rep: Legumain-like protease precursor - Zea mays (Maize), partial (16%) [TC411493]

		A_99_P264346		11.657399		12.106006		11.239624		11.120468		10.835561		10.713851		9.076983		10.66952		11.2833395		10.919673		9.786535		10.533872		-1.767657		-2.624704		-4.477336		-1.366938		-1.2959945		-2.2757351		-2.737936		-1.5016998		-0.8218384		-1.3921547		-2.1626406		-0.45094776		-0.37405968		-1.1863327		-1.4530888		-0.5865965		Yes		Yes		Yes		TA71220_4565		0		0		0		0		0		0		0		TC386881		0		0

		A_99_P200431		8.087034		8.268748		8.146835		8.67032		8.762719		9.108264		9.5362215		9.607131		8.741773		8.781848		9.998281		9.566623		1.5973549		1.7894493		2.619672		1.9142927		1.5743304		1.427113		3.608615		1.8612905		0.6756849		0.8395157		1.3893862		0.93681145		0.6547384		0.5130997		1.8514452		0.8963032		No		Yes		Yes		TA51069_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P385867		9.4508705		8.941226		9.660211		9.106659		8.434559		7.537567		7.5517273		8.440555		7.908278		8.327987		7.0206776		8.475376		-2.022741		-2.6457171		-4.312377		-1.5867825		-2.9131753		-1.52969		-6.2312994		-1.5489416		-1.0163116		-1.4036589		-2.1084833		-0.6661043		-1.5425925		-0.6132393		-2.639533		-0.6312828		Yes		No		No		TA106966_4565		0		0		0		0		0		0		0		TC446083		0		Rep: UDP-glucoronosyl and UDP-glucosyl transferase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (23%) [TC446083]

		A_99_P103260		2.8963747		2.2200377		1.3212862		2.0312803		5.954945		6.2797456		5.583262		7.8422837		7.586271		7.503512		6.199646		4.4561634		8.331466		16.676073		19.185917		56.14181		25.810677		38.94791		29.412546		5.369855		3.0585704		4.0597076		4.261976		5.8110037		4.689896		5.283474		4.87836		2.4248831		Yes		Yes		Yes		BQ903693		0		BQ903693		Ta.38932		0		0		0		0		0		0		Ta03_17g05_R Ta03_AAFC_ECORC_Fusarium_graminearum_inoculated_wheat_heads Triticum aestivum cDNA clone Ta03_17g05, mRNA sequence [BQ903693]

		A_99_P364046		8.446525		8.720375		7.504809		7.594793		7.243731		7.7253456		6.713642		6.5814643		7.071325		8.098643		6.518999		7.707237		-2.3018496		-1.9931213		-1.7304734		-2.0185628		-2.5940382		-1.5387211		-1.9804246		1.081058		-1.2027936		-0.99502945		-0.7911668		-1.0133286		-1.3751998		-0.62173176		-0.9858098		0.112443924		Yes		No		No		TA101370_4565		0		0		Ta.32630		0		0		0		0		TC391526		0		Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC391526]

		A_99_P251661		12.035298		11.442473		13.048504		12.609474		13.320267		14.482877		14.102483		13.3153715		14.022099		13.41895		14.580711		13.244891		2.436767		8.227211		2.0762482		1.631159		3.9635692		3.9353082		2.8922806		1.5533867		1.2849684		3.0404034		1.0539789		0.70589733		1.9868002		1.9764767		1.5322075		0.635417		Yes		Yes		Yes		TA67617_4565		0		0		0		0		0		0		0		TC448563		0		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC448563]

		A_99_P209636		6.5631485		6.7841077		5.880863		5.2789903		6.7362537		8.123732		10.585807		6.4990954		7.161155		7.9432297		9.884319		6.288461		1.1274827		2.5308533		26.081297		2.329637		1.5136238		2.2332149		16.038376		2.0131726		0.17310524		1.3396239		4.7049437		1.2201052		0.5980067		1.159122		4.003456		1.0094709		Yes		Yes		Yes		DQ090946		0		DQ090946		Ta.35829		543330		LOC543330		glucan endo-1,3-beta-D-glucosidase		0		TC368669		0		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		A_99_P135240		8.350129		8.735936		8.186601		8.846936		7.7014275		7.484442		7.659464		8.158732		7.408306		7.720608		7.4251366		8.20877		-1.5677567		-2.3808784		-1.4410664		-1.6112761		-1.920954		-2.0213623		-1.6952101		-1.5563499		-0.64870167		-1.2514939		-0.5271368		-0.6882038		-0.941823		-1.0153279		-0.7614641		-0.6381664		No		Yes		Yes		BT009517		0		BT009517		Ta.48760		0		0		0		0		TC395332		0		Triticum aestivum clone wr1.pk0101.c2:fis, full insert mRNA sequence [BT009517]

		A_99_P268211		12.70272		13.468712		14.725038		14.07711		12.816907		12.528824		13.671327		13.877052		12.278697		12.910403		14.100175		13.830934		1.0823652		-1.9183793		-2.0758626		-1.1487445		-1.3416634		-1.4725418		-1.5420641		-1.1860598		0.11418724		-0.939888		-1.0537109		-0.20005798		-0.42402267		-0.5583086		-0.6248627		-0.24617672		No		Yes		Yes		TA72368_4565		0		0		Ta.57426		0		0		0		0		TC378992		0		0

		A_99_P398747		10.360456		10.391733		10.602998		10.40034		10.216357		9.739982		9.508696		10.20371		10.320762		9.842324		9.547019		10.200954		-1.1050406		-1.5710744		-2.1350977		-1.1460186		-1.0278963		-1.463486		-2.0791283		-1.1482093		-0.14409924		-0.6517515		-1.0943022		-0.19663048		-0.039694786		-0.5494089		-1.0559788		-0.19938564		No		Yes		Yes		TA110130_4565		0		0		Ta.9502		0		0		0		0		TC381900		0		0

		A_99_P570052		2.5153239		3.2763817		4.983549		4.335239		2.0257494		2.4322057		2.6913555		2.9942582		3.7546978		2.5701199		3.895279		2.9771855		-1.4040307		-1.7952392		-4.898003		-2.5332348		2.3609605		-1.6315712		-2.1261895		-2.5633907		-0.48957443		-0.84417605		-2.2921937		-1.3409808		1.2393739		-0.7062619		-1.0882702		-1.3580534		Yes		No		No		TC459814		0		0		0		0		0		0		0		TC459814		0		0

		A_99_P230906		5.074471		4.6007333		4.8067956		4.920592		4.1267295		4.402558		4.232538		3.6888466		3.9433758		4.16013		3.1302135		4.147534		-1.9288508		-1.1472465		-1.4889108		-2.3485093		-2.1902494		-1.3571717		-3.1966972		-1.708888		-0.9477415		-0.19817543		-0.5742574		-1.2317452		-1.1310952		-0.44060326		-1.6765821		-0.77305794		Yes		No		No		CK212477		0		CK212477		Ta.46200		0		0		0		0		TC448106		0		FGAS024350 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK212477]

		A_99_P259426		6.9382		7.061409		7.2518144		6.904528		6.649916		6.06884		6.3007236		5.6616683		5.7644725		5.45736		5.6243463		5.331755		-1.2211868		-1.9897249		-1.9333339		-2.366672		-2.255938		-3.0399535		-3.0897028		-2.9747593		-0.28828382		-0.99256897		-0.9510908		-1.2428598		-1.1737275		-1.6040492		-1.6274681		-1.572773		Yes		No		No		TA69839_4565		0		0		0		0		0		0		0		TC393321		0		0

		A_99_P328396		9.876727		9.94724		9.007004		9.306337		8.698672		8.881767		8.242642		8.0808		8.347712		9.295322		7.8428574		9.381761		-2.2627149		-2.0928555		-1.6986179		-2.3384252		-2.8858886		-1.5712551		-2.241006		1.05367		-1.1780548		-1.0654726		-0.7643614		-1.2255373		-1.5290155		-0.65191746		-1.1641464		0.07542324		Yes		No		No		TA90050_4565		0		0		0		0		0		0		0		TC369828		0		0

		A_99_P377682		3.971837		5.9357886		4.7230835		5.41238		4.229585		6.635035		6.438769		6.7601333		5.138079		6.3919926		6.7692523		6.362734		1.195611		1.6236565		3.2845263		2.545154		2.2442636		1.3719273		4.1300774		1.9323462		0.25774813		0.6992464		1.7156854		1.347753		1.1662421		0.45620394		2.0461688		0.9503536		Yes		No		No		TA104965_4565		0		0		0		0		0		0		0		TC436169		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC436169]

		A_99_P245576		8.549935		8.695198		8.790097		8.729603		9.250501		10.658633		10.056618		8.881858		9.711839		9.463248		10.146851		8.592023		1.6251415		3.8998947		2.4058063		1.1113052		2.2375243		1.7029667		2.561082		-1.1000582		0.70056534		1.9634352		1.2665205		0.15225506		1.1619034		0.7680502		1.3567533		-0.13757992		Yes		Yes		Yes		TA65892_4565		0		0		0		0		0		0		0		TC426381		0		0

		A_99_P240151		12.185203		12.470383		12.293962		11.441185		11.814461		12.258092		13.061521		13.002468		12.085202		12.876813		13.898223		13.125839		-1.2930175		-1.1585263		1.702387		2.951162		-1.0717738		1.3254023		3.0404005		3.2146335		-0.37074184		-0.21229076		0.76755905		1.5612831		-0.10000038		0.40643024		1.6042614		1.6846542		No		Yes		Yes		TA64523_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P334811		8.602916		8.652062		7.6269836		7.1757426		7.2044616		7.4277225		6.780824		5.6725063		7.1137643		8.074599		6.5771384		7.091633		-2.6361897		-2.3364854		-1.797709		-2.834779		-2.807238		-1.492223		-2.0703077		-1.0600334		-1.3984542		-1.22434		-0.84615946		-1.5032363		-1.4891515		-0.57746315		-1.0498452		-0.08410978		Yes		No		No		TA91996_4565		0		0		0		0		0		0		0		TC412570		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC412570]

		A_99_P645836		8.213172		6.600344		6.2279162		6.6142964		7.218373		6.1319356		4.5410256		4.2231336		7.0791264		6.7869515		4.41182		5.3329597		-1.9928031		-1.3835825		-3.2196205		-5.2458		-2.1947331		1.1380843		-3.521271		-2.430641		-0.99479914		-0.46840858		-1.6868906		-2.3911629		-1.1340456		0.18660736		-1.8160963		-1.2813368		Yes		No		No		AB236422		0		AB236422		Ta.24442		780590		Taglu1b		beta-glucosidase		0		TC383752		0		Triticum aestivum Taglu1b mRNA for beta-glucosidase, complete cds [AB236422]

		A_99_P419162		7.0613136		7.3166738		8.025903		8.303652		6.5041046		6.524069		7.2179008		8.029878		5.542353		6.815512		6.04907		8.453036		-1.4714199		-1.7321993		-1.7507851		-1.2089664		-2.8658447		-1.4153527		-3.93628		1.1090962		-0.557209		-0.7926049		-0.808002		-0.27377415		-1.5189605		-0.5011616		-1.9768329		0.1493845		No		Yes		Yes		TC380025		0		0		0		0		0		0		0		TC380025		0		Rep: Os04g0412300 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC380025]

		A_99_P282976		6.2881756		6.6819377		6.339311		5.535515		4.709692		6.2345634		2.55906		4.6848054		5.7176414		4.812262		3.3572445		4.569318		-2.9865577		-1.3635564		-13.739437		-1.8033875		-1.4850734		-3.654504		-7.9011717		-1.9536839		-1.5784836		-0.44737434		-3.780251		-0.85070944		-0.5705342		-1.8696756		-2.9820666		-0.966197		Yes		Yes		Yes		TA76765_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P232211		9.54721		9.74514		9.524922		9.60938		10.066592		11.266945		10.914501		9.830727		10.492115		10.419671		11.067021		9.660629		1.4333416		2.8715005		2.6200218		1.1658214		1.9250625		1.5960778		2.912179		1.0361619		0.5193825		1.5218048		1.3895788		0.22134686		0.9449053		0.674531		1.542099		0.051249504		No		Yes		Yes		TA62153_4565		0		0		0		0		0		0		0		TC405978		0		0

		A_99_P322501		7.242775		6.419966		6.9403996		6.4575944		8.291587		8.72535		7.248219		6.621573		9.241726		7.6821213		7.5677905		6.120954		2.0688255		4.942991		1.2378353		1.1203725		3.9970925		2.3985376		1.5447687		-1.2628124		1.0488119		2.3053842		0.30781937		0.16397858		1.998951		1.262155		0.62739086		-0.33664036		No		Yes		Yes		TA88291_4565		0		0		0		0		0		0		0		TC438020		0		0

		A_99_P399402		5.167993		2.0131757		2.2329109		3.4308894		6.033732		6.6837487		5.584101		4.453298		6.94919		5.5576415		5.926365		4.8312316		1.8222727		25.467285		10.204902		2.0313077		3.4371126		11.667842		12.937204		2.639642		0.86573887		4.670573		3.3511903		1.0224087		1.7811971		3.5444658		3.693454		1.4003422		Yes		Yes		Yes		TA110290_4565		0		0		0		0		0		0		0		TC444512		0		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (8%) [TC444512]

		A_99_P431047		8.386219		7.486103		7.496342		7.4440217		8.9588995		8.048007		9.864282		8.26312		9.90916		7.9557533		10.218074		7.638241		1.4872843		1.4762161		5.1620336		1.7643026		2.8737621		1.3847737		6.5966415		1.1441047		0.5726805		0.56190395		2.3679395		0.819098		1.5229406		0.46965027		2.7217317		0.19421911		Yes		Yes		Yes		AK336179		0		AK336179		Ta.19434		0		0		0		0		TC389312		0		Triticum aestivum cDNA, clone: SET3_G19, cultivar: Chinese Spring [AK336179]

		A_99_P281531		7.528862		7.178438		8.693774		9.265233		6.7307467		5.5466437		7.6017566		9.562234		6.5247		5.9718184		7.198423		8.610707		-1.7388281		-3.098982		-2.1317196		1.2285877		-2.0057778		-2.3079624		-2.819328		-1.5740985		-0.79811525		-1.6317945		-1.0920177		0.29700089		-1.0041618		-1.2066197		-1.4953513		-0.65452576		Yes		No		No		TA76321_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P123835		8.633306		8.375581		7.638804		7.6774597		8.966443		9.704696		8.532818		8.117566		9.769025		9.08966		9.065903		8.191112		1.25975		2.5124848		1.8583392		1.3567044		2.197281		1.6404356		2.689054		1.4276594		0.3331375		1.3291149		0.8940139		0.4401064		1.1357193		0.7140789		1.4270988		0.51365185		No		Yes		Yes		CK210950		0		CK210950		Ta.45241		0		0		0		0		0		0		FGAS022777 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210950]

		A_99_P473572		11.542168		11.121555		10.906815		10.738121		10.395442		9.835055		10.246461		9.437926		9.93971		10.571226		9.761021		10.795825		-2.214108		-2.4393554		-1.58047		-2.4626212		-3.0366023		-1.4644198		-2.2126787		1.040808		-1.1467257		-1.2865		-0.66035366		-1.3001947		-1.602458		-0.5503292		-1.1457939		0.057703972		Yes		No		No		TC418642		0		0		0		0		0		0		0		TC418642		0		0

		A_99_P491687		11.873149		10.485554		11.359408		11.756501		11.194283		9.464843		9.395295		10.230218		11.047732		9.755924		9.322379		11.170902		-1.6008813		-2.0289185		-3.9017282		-2.880428		-1.7720467		-1.6582133		-4.103996		-1.5006618		-0.6788664		-1.020711		-1.9641132		-1.5262833		-0.82541656		-0.7296295		-2.0370293		-0.58559895		Yes		Yes		Yes		TA90985_4565		0		0		0		0		0		0		0		TC428069		0		Rep: Glutathione peroxidase-like protein GPX15Hv - Hordeum vulgare (Barley), partial (61%) [TC428069]

		A_99_P265096		10.8586		10.898521		10.788995		10.526031		11.42027		11.976124		11.789908		10.813586		11.544169		11.278937		11.9314165		10.688039		1.4759771		2.1105256		2.001267		1.2205706		1.608337		1.301717		2.2075126		1.1188436		0.5616703		1.0776024		1.0009136		0.2875557		0.68556976		0.38041592		1.1424217		0.16200829		No		Yes		Yes		TA71434_4565		0		0		Ta.54451		0		0		0		0		TC392599		0		Rep: Sec61beta family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (98%) [TC392599]

		A_99_P258776		6.588885		6.088566		5.751347		3.2359188		6.562313		7.1298447		8.48738		7.1985283		6.977964		7.016596		8.478957		5.447153		-1.0185888		2.058051		6.6623583		15.590653		1.3095572		1.9026761		6.623575		4.630713		-0.02657175		1.0412788		2.736033		3.9626095		0.3890791		0.92803		2.72761		2.2112343		Yes		Yes		Yes		TA69647_4565		0		0		Ta.49980		0		0		0		0		TC434821		0		0

		A_99_P188037		4.3022046		4.1250706		4.234714		4.1078744		3.5846052		3.4841979		2.847147		3.234238		3.4863417		3.82508		2.6963139		3.5396702		-1.6444434		-1.5592722		-2.616371		-1.8322755		-1.7603507		-1.2311364		-2.9047222		-1.4826769		-0.7175994		-0.6408727		-1.387567		-0.8736365		-0.8158629		-0.29999065		-1.5384002		-0.56820416		No		Yes		Yes		CK160661		0		CK160661		Ta.61477		0		0		0		0		0		0		FGAS042275 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [CK160661]

		A_99_P527787		4.955188		5.110517		4.8033605		4.694027		4.948799		5.615105		6.110016		5.115678		4.760444		5.7663264		6.065744		5.230655		-1.0044382		1.4187182		2.473674		1.3394594		-1.1445208		1.5754997		2.3989174		1.4505783		-0.0063886642		0.5045881		1.3066554		0.4216509		-0.19474363		0.6558094		1.2623835		0.53662825		No		Yes		Yes		TC443653		0		0		0		0		0		0		0		TC443653		0		Rep: UPF0466 protein C22orf32 homolog, mitochondrial precursor - Xenopus tropicalis (Western clawed frog) (Silurana tropicalis), partial (10%) [TC443653]

		A_99_P551782		12.755402		11.781432		12.727513		12.172718		11.722717		9.279629		8.92844		9.294131		12.014904		10.053714		9.743476		9.700616		-2.0458272		-5.66393		-13.919864		-7.3542933		-1.6707519		-3.312036		-7.9119725		-5.5485168		-1.0326843		-2.5018034		-3.7990732		-2.8785868		-0.7404976		-1.7277184		-2.9840374		-2.4721022		Yes		Yes		Yes		TA81323_4565		0		0		Ta.12415		0		0		0		0		TC453497		0		Rep: Fatty acyl coA reductase - Triticum aestivum (Wheat), partial (26%) [TC453497]

		A_99_P316491		6.9529853		6.781564		5.437374		6.366344		7.9544816		9.2967		7.9756446		7.063784		9.528036		7.931263		8.393859		7.3579197		2.0020754		5.7165127		5.8089223		1.621625		5.95892		2.2186756		7.7623034		1.9883555		1.0014963		2.5151353		2.5382705		0.69744015		2.5750508		1.1496987		2.9564848		0.9915757		Yes		Yes		Yes		TA86521_4565		0		0		0		0		0		0		0		TC446342		0		0

		A_99_P347696		4.830579		4.312267		4.548158		4.2022724		7.178486		10.1274		9.696822		7.4696274		8.640984		8.969099		10.033195		7.518936		5.090852		56.302753		35.47336		9.628793		14.029627		25.225872		44.787876		9.963576		2.347907		5.8151336		5.148664		3.267355		3.8104048		4.656832		5.4850364		3.3166637		Yes		Yes		Yes		TA96011_4565		0		0		0		0		0		0		0		TC440737		0		0

		A_99_P343316		8.282193		8.428023		8.256528		7.972525		7.8233876		7.35108		7.1549535		8.197185		7.577411		7.991079		7.4024525		8.12947		-1.3744035		-2.109562		-2.1458874		1.1685014		-1.6298983		-1.3537341		-1.8076		1.1149235		-0.45880556		-1.0769434		-1.1015744		0.22465944		-0.704782		-0.43694448		-0.85407543		0.15694475		No		Yes		Yes		TA94630_4565		0		0		0		0		0		0		0		TC426352		0		Rep: Hox6 - Oryza sativa subsp. indica (Rice), partial (37%) [TC426352]

		A_99_P058426		6.1051097		6.4140396		6.5548577		5.4783287		5.780571		4.7755556		4.803615		5.034834		5.1905665		5.577881		4.565197		5.027228		-1.252264		-3.113385		-3.3664842		-1.3598945		-1.8849721		-1.7852904		-3.971436		-1.367083		-0.3245387		-1.638484		-1.7512426		-0.4434948		-0.91454315		-0.83615875		-1.9896607		-0.45110083		Yes		Yes		Yes		CJ880733		0		CJ880733		Ta.21533		0		0		0		0		TC404675		0		CJ880733 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls34j20 5', mRNA sequence [CJ880733]

		A_99_P144118		9.950638		10.099282		10.136121		10.332472		9.784293		9.390733		8.288644		10.161204		9.967552		9.658201		8.765234		10.059205		-1.1222116		-1.6341603		-3.598703		-1.1260474		1.0117931		-1.3576212		-2.586295		-1.2085413		-0.16634464		-0.7085495		-1.847477		-0.17126751		0.016914368		-0.44108105		-1.3708868		-0.2732668		No		Yes		Yes		CJ946514		0		CJ946514		Ta.51345		0		0		0		0		TC408958		0		CJ946514 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul17h06 5', mRNA sequence [CJ946514]

		A_99_P422357		5.661775		5.3552322		5.599934		5.7824364		5.17322		4.1812286		4.297077		5.337501		5.30029		5.032702		4.346024		5.336847		-1.4030389		-2.2563698		-2.4671698		-1.3612531		-1.2847476		-1.2505219		-2.384869		-1.3618705		-0.48855495		-1.1740036		-1.3028569		-0.44493532		-0.361485		-0.32253027		-1.2539101		-0.44558954		No		Yes		Yes		TA83553_4565		0		0		0		0		0		0		0		TC382573		0		Rep: Chromosome chr2 scaffold_105, whole genome shotgun sequence - Vitis vinifera (Grape), partial (7%) [TC382573]

		A_99_P005116		5.113459		5.2626324		6.8204465		5.7809906		7.0158978		8.008844		9.075871		7.251593		8.889306		6.4719563		9.669898		6.868856		3.7384458		6.7095313		4.7747493		2.7713761		13.697559		2.3122926		7.2072635		2.125593		1.9024386		2.746212		2.255425		1.4706025		3.775847		1.2093239		2.8494515		1.0878654		Yes		Yes		Yes		AB055077		0		AB055077		Ta.2793		542790		tamdr1		multidrug resistance protein 1 homolog		0		TC377749		0		Triticum aestivum tamdr1 mRNA for multidrug resistance protein 1 homolog, complete cds [AB055077]

		A_99_P292611		8.72639		9.042312		7.8472323		8.166085		7.56127		6.9603786		5.964643		6.9249215		6.7663383		7.649526		6.0522523		7.3485694		-2.2425182		-4.233741		-3.6873627		-2.3638914		-3.8907588		-2.6258519		-3.4701068		-1.7623688		-1.1651196		-2.081933		-1.8825893		-1.2411637		-1.9600515		-1.3927855		-1.79498		-0.81751585		Yes		Yes		Yes		TA79535_4565		0		0		0		0		0		0		0		TC395312		0		0

		A_99_P442392		8.217107		7.8778434		8.342986		8.38237		8.567372		9.467538		9.400204		8.460472		8.930989		8.693204		10.132209		9.172269		1.2747952		3.009856		2.0809143		1.0556284		1.6402122		1.7597378		3.4562862		1.7289532		0.3502655		1.5896945		1.0572176		0.07810211		0.71388245		0.81536055		1.7892227		0.7898989		Yes		Yes		Yes		TC375627		0		0		0		0		0		0		0		TC375627		0		MISCREPU2 T.aestivum mitochondrion fMet, 18S, 5S repeat unit DNA, partial (21%) [TC375627]

		A_99_P261481		13.879703		13.859627		13.134885		12.457806		12.964593		12.915803		11.547025		11.125283		12.699189		13.260831		11.410912		12.107055		-1.8857124		-1.92362		-3.0060315		-2.5184262		-2.2665741		-1.514452		-3.3034494		-1.2752242		-0.91510963		-0.9438238		-1.5878601		-1.3325224		-1.1805134		-0.5987959		-1.7239733		-0.35075092		Yes		No		No		TA70405_4565		0		0		Ta.25193		0		0		0		0		TC455360		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (83%) [TC455360]

		A_99_P331816		7.362682		7.486531		6.729313		6.389666		7.6743546		8.810082		8.172879		7.023046		8.386706		8.513482		8.601716		7.032041		1.2411458		2.502815		2.719924		1.5511949		2.0335839		2.0377135		3.6614196		1.5608966		0.3116727		1.3235517		1.4435663		0.63337994		1.0240245		1.0269513		1.8724031		0.642375		Yes		Yes		Yes		TA91094_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P106440		6.192077		6.129563		6.0955787		6.413101		7.0816593		9.294603		8.741626		6.203663		8.1562195		7.543665		8.7211		6.179949		1.8526394		8.969581		6.2594986		-1.156238		3.9018068		2.6649382		6.171072		-1.1754005		0.88958216		3.1650405		2.646047		-0.20943832		1.9641423		1.4141021		2.6255212		-0.23315239		Yes		Yes		Yes		AK335918		0		AK335918		Ta.40033		0		0		0		0		TC397983		0		Triticum aestivum cDNA, clone: SET2_M14, cultivar: Chinese Spring [AK335918]

		A_99_P504077		5.889885		5.9726276		8.168981		8.010505		4.578659		4.217268		6.415447		7.0266666		4.401668		5.5944114		6.755709		7.579557		-2.481523		-3.3761046		-3.3718336		-1.9777199		-2.8054202		-1.2997339		-2.6634042		-1.3481189		-1.3112259		-1.7553596		-1.7535334		-0.9838381		-1.4882169		-0.37821627		-1.4132714		-0.43094778		Yes		Yes		Yes		BQ172290		0		0		Ta.14679		0		0		0		0		TC433496		0		Rep: Selenium-binding protein-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC433496]

		A_99_P448382		9.2884655		9.57277		9.234294		9.727084		10.316748		11.903739		11.956153		9.596015		10.689025		11.357864		11.97725		9.3727255		2.0395942		5.031431		6.5972233		-1.0951049		2.6400394		3.4464097		6.6944065		-1.2784171		1.0282822		2.3309689		2.721859		-0.13106918		1.4005594		1.7850943		2.7429562		-0.35435867		Yes		Yes		Yes		TC402579		0		0		0		0		0		0		0		TC402579		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC402579]

		A_99_P547392		2.2534251		1.5825686		1.4007226		1.7052096		1.367638		3.5564983		5.404062		2.9089005		3.534442		3.1705425		5.839506		2.073846		-1.8477725		3.928367		16.037077		2.3032818		2.4301019		3.0062685		21.687376		1.291132		-0.8857871		1.9739296		4.0033393		1.2036909		1.2810168		1.5879738		4.4387836		0.3686365		Yes		Yes		Yes		CV779028		0		0		Ta.41379		0		0		0		0		TC451377		0		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), complete [TC451377]

		A_99_P385447		3.9344623		4.223308		4.534976		5.6106987		4.6960664		5.6238995		6.092818		6.3132057		5.260635		4.9990706		6.2484565		5.858949		1.6953746		2.6400979		2.944131		1.6273302		2.507366		1.7120948		3.2795105		1.1877658		0.7616041		1.4005914		1.5578418		0.702507		1.3261726		0.77576256		1.7134805		0.24825048		Yes		Yes		Yes		TA106868_4565		0		0		0		0		0		0		0		TC450608		0		0

		A_99_P170184		6.2902637		7.0023494		7.1633563		6.635628		5.4491134		5.674682		4.9215245		6.1583824		5.813844		5.478049		5.0278068		5.787557		-1.7914779		-2.509965		-4.7299724		-1.3920835		-1.3912864		-2.8764722		-4.394045		-1.8000926		-0.8411503		-1.3276672		-2.2418318		-0.4772458		-0.47641945		-1.5243006		-2.1355495		-0.8480711		Yes		Yes		Yes		TA77999_4565		0		0		Ta.1727		0		0		0		0		TC446529		0		0

		A_99_P513467		13.074513		13.588982		15.241994		14.923238		12.940864		12.387103		14.386556		14.987737		12.952413		12.803218		14.132438		14.820386		-1.0970656		-2.30039		-1.8093083		1.0457217		-1.0883185		-1.7240047		-2.1577926		-1.0738941		-0.13364983		-1.2018785		-0.85543823		0.0644989		-0.12210083		-0.78576374		-1.1095562		-0.10285187		No		Yes		Yes		TA64625_4565		0		0		Ta.53935		0		0		0		0		TC437632		0		Rep: Plasma membrane intrinsic protein - Triticum aestivum (Wheat), partial (8%) [TC437632]

		A_99_P255466		9.362053		10.150606		10.006039		10.876396		8.936328		8.678886		8.588658		9.8287325		8.648621		9.152568		8.440526		9.980922		-1.3432473		-2.773523		-2.6710007		-2.0671794		-1.6397005		-1.9972824		-2.9598267		-1.8602215		-0.42572498		-1.4717197		-1.4173803		-1.0476637		-0.7134323		-0.9980383		-1.5655127		-0.89547443		Yes		Yes		Yes		TA68682_4565		0		0		Ta.1798		0		0		0		0		TC416952		0		0

		A_99_P007261		8.791108		8.172931		8.73636		8.817742		8.4727745		7.361749		7.47294		8.164532		7.934606		7.8751903		7.43057		8.406115		-1.2468895		-1.7546479		-2.400641		-1.5726641		-1.810643		-1.2292178		-2.4721897		-1.3301858		-0.31833363		-0.81118155		-1.2634196		-0.65321064		-0.85650206		-0.29774046		-1.3057895		-0.41162777		No		Yes		Yes		BJ213313		0		BJ213313		Ta.3588		0		0		0		0		TC428348		0		BJ213313 Y. Ogihara unpublished cDNA library, Wh Triticum aestivum cDNA clone wh21n10 5', mRNA sequence [BJ213313]

		A_99_P466157		4.8519354		4.8722014		5.456022		4.8812947		4.6026306		3.968355		4.5796666		3.6975534		3.7253106		3.7318885		3.6448622		3.3755302		-1.1886342		-1.8710479		-1.8357316		-2.2716513		-2.183473		-2.2042882		-3.5092423		-2.839751		-0.24930477		-0.9038465		-0.8763552		-1.1837413		-1.1266248		-1.1403129		-1.8111596		-1.5057645		Yes		No		No		DR736991		0		0		Ta.4062		0		0		0		0		TC414335		0		Rep: Chromosome chr2 scaffold_187, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC414335]

		A_99_P257731		15.211619		14.464114		15.913604		15.428014		14.639694		11.892344		12.007889		13.98151		15.671519		12.197205		12.561313		13.509227		-1.4865059		-5.945383		-14.987782		-2.7254674		1.3754464		-4.8129106		-10.21269		-3.7810502		-0.57192516		-2.5717697		-3.905715		-1.4465036		0.4598999		-2.2669096		-3.352291		-1.918787		Yes		Yes		Yes		AK333375		0		AK333375		Ta.49925		0		0		0		0		TC457050		0		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P080065		3.6370592		2.5961568		2.098502		4.222569		4.162247		5.3237042		5.512581		5.3320203		4.7275906		5.022838		6.186583		5.042795		1.4391211		6.623287		10.659582		2.1576357		2.1295245		5.376552		17.00729		1.7656828		0.52518797		2.7275474		3.414079		1.1094513		1.0905313		2.4266813		4.0880814		0.8202262		Yes		Yes		Yes		DR741583		0		DR741583		Ta.30588		0		0		0		0		TC377431		0		FGAS030637 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741583]

		A_99_P478522		6.1037955		5.8709884		7.1093554		6.728246		5.541567		4.912541		2.622389		4.4559293		5.7125893		4.8176		3.2470443		4.681606		-1.4765484		-1.9432176		-22.423912		-4.8309836		-1.3114895		-2.075399		-14.543586		-4.131428		-0.5622287		-0.95844746		-4.486966		-2.272317		-0.39120626		-1.0533886		-3.8623111		-2.0466404		Yes		Yes		Yes		TA81095_4565		0		0		0		0		0		0		0		TC421304		0		Rep: Beta-amyrin synthase - Avena prostrata, partial (40%) [TC421304]

		A_99_P236106		11.105746		11.380935		11.40714		12.238617		11.449908		12.048195		12.788429		12.243108		11.470975		11.945557		12.571343		12.252591		1.2694134		1.5880542		2.605011		1.0031177		1.2880858		1.4789999		2.2410948		1.0097332		0.344162		0.66726017		1.3812895		0.0044908524		0.36522865		0.5646219		1.1642036		0.01397419		No		Yes		Yes		TA63357_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P467172		7.1117477		7.6539626		7.8907685		7.679995		8.418969		9.839511		8.866395		8.2107		9.452904		8.948722		9.212087		8.061387		2.4746447		4.5489964		1.9664949		1.4446349		5.067085		2.4533606		2.4989433		1.3025981		1.3072214		2.1855483		0.97562647		0.530705		2.341156		1.2947593		1.3213181		0.381392		Yes		Yes		Yes		TC420492		0		0		0		0		0		0		0		TC420492		GO:0005739(mitochondrion)		Rep: Os07g0187900 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC420492]

		A_99_P555182		3.551799		2.6455755		1.6589661		2.176461		4.563433		4.8548617		5.2496142		2.8851538		6.443998		3.67647		5.9084573		2.4213989		2.0161934		4.624464		12.047385		1.6343226		7.4240108		2.0432909		19.020605		1.1850418		1.0116341		2.2092862		3.5906482		0.7086928		2.8921988		1.0308945		4.249491		0.2449379		Yes		Yes		Yes		BQ161999		0		0		Ta.8510		0		0		0		0		TC454248		0		0

		A_99_P011064		9.597331		10.378979		9.718019		10.967182		8.733043		7.9529285		8.607632		8.952033		7.885002		8.765162		7.051293		9.497284		-1.8204415		-5.374201		-2.1590354		-4.0422235		-3.2768939		-3.0606036		-6.3498635		-2.7700236		-0.86428833		-2.4260502		-1.1103868		-2.015149		-1.7123289		-1.6138163		-2.6667256		-1.4698982		Yes		No		No		AK335072		0		AK335072		Ta.4878		543071		cellulase		endo-1,4-beta-glucanase		0		TC386635		0		Triticum aestivum cDNA, clone: WT011_P22, cultivar: Chinese Spring [AK335072]

		A_99_P218921		6.009878		5.812611		6.039068		5.7697577		6.5624084		7.869783		6.808617		5.7997417		7.157383		6.760946		7.1640716		5.879687		1.4666557		4.161697		1.7047367		1.0210007		2.2153041		1.929644		2.1810205		1.0791752		0.5525303		2.0571718		0.7695489		0.029983997		1.1475048		0.9483347		1.1250033		0.109929085		No		Yes		Yes		TA57700_4565		0		0		Ta.55670		0		0		0		0		TC383180		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC383180]

		A_99_P426847		4.8037477		4.088201		3.4597042		5.1191063		2.198634		2.6619155		4.072679		4.0825515		3.972644		2.086253		4.706225		4.9387975		-6.084395		-2.6875386		1.5294096		-2.0513232		-1.7790457		-4.005405		2.3726852		-1.1331264		-2.6051137		-1.4262855		0.6129749		-1.0365548		-0.83110356		-2.001948		1.2465208		-0.18030882		Yes		No		No		TC385519		0		0		0		0		0		0		0		TC385519		0		0

		A_99_P514302		6.71104		6.8562417		7.5658054		6.990354		6.534022		6.0466857		6.3700843		6.52424		5.947929		6.583943		6.5894623		6.5568066		-1.1305448		-1.752672		-2.290593		-1.3813837		-1.6971465		-1.2077308		-1.9674721		-1.3505504		-0.17701817		-0.809556		-1.1957211		-0.46611404		-0.7631111		-0.2722988		-0.97634315		-0.4335475		No		Yes		Yes		TC437995		0		0		0		0		0		0		0		TC437995		0		0

		A_99_P168854		13.642753		13.983945		11.17056		12.103561		13.167625		13.647601		9.513738		12.824599		12.832904		13.2009535		9.265498		10.61012		-1.3900408		-1.2625529		-3.153212		1.6483674		-1.7530277		-1.720695		-3.7452493		-2.8155985		-0.47512722		-0.33634377		-1.6568222		0.72103786		-0.8098488		-0.7829914		-1.9050617		-1.4934416		Yes		No		No		CV780031		0		CV780031		Ta.57142		542945		LOC542945		WCOR14c		0		TC396440		0		FGAS074440 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV780031]

		A_99_P240061		11.727942		11.223327		11.686219		10.204892		11.657489		10.651978		9.279557		10.577466		11.551511		10.423776		9.166466		9.165187		-1.0500468		-1.4859124		-5.3024607		1.2946606		-1.1300852		-1.7405593		-5.734841		-2.0558076		-0.070453644		-0.57134914		-2.406662		0.37257385		-0.17643166		-0.799551		-2.5197535		-1.0397053		Yes		No		No		TA64490_4565		0		0		0		0		0		0		0		TC399701		0		Rep: Cold acclimation protein WCOR726 - Triticum aestivum (Wheat), complete [TC399701]

		A_99_P496532		13.527976		14.062423		13.61814		13.766019		13.512184		13.159595		12.43327		13.683136		13.105232		13.258446		12.017638		13.611436		-1.0110062		-1.8697277		-2.2734287		-1.0591323		-1.3404745		-1.7459073		-3.032488		-1.1130998		-0.015791893		-0.9028282		-1.1848698		-0.08288288		-0.4227438		-0.803977		-1.600502		-0.15458298		No		Yes		Yes		TA60299_4565		0		0		Ta.11051		0		0		0		0		TC430195		0		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), partial (51%) [TC430195]

		A_99_P499177		3.6066751		3.3944387		2.7951472		3.2307312		5.432537		6.129969		4.8303323		3.8586447		6.345576		5.973969		5.1607685		4.0674534		3.5451875		6.660038		4.098753		1.5453284		6.6756144		5.9774504		5.1537457		1.7859877		1.8258619		2.7355304		2.035185		0.6279135		2.7389007		2.5795302		2.3656213		0.83672214		Yes		No		No		TC431378		0		0		0		0		0		0		0		TC431378		0		0

		A_99_P516327		10.773507		10.963059		11.116295		10.75835		10.8017		10.599695		10.11084		10.646826		10.771153		10.674823		10.273152		10.694351		1.0197338		-1.2864223		-2.0075765		-1.0803694		-1.0016328		-1.2211468		-1.7939535		-1.0453595		0.02819252		-0.36336422		-1.005455		-0.11152458		-0.0023536682		-0.28823662		-0.8431425		-0.063999176		No		Yes		Yes		TC438929		0		0		0		0		0		0		0		TC438929		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (23%) [TC438929]

		A_99_P536302		6.16264		7.1386795		4.550558		5.2146325		6.5131664		8.183765		7.229114		6.2544556		6.9630504		8.174288		7.253605		7.0081058		1.2750257		2.0634892		6.402148		2.0559754		1.7415963		2.0499778		6.511757		3.4664843		0.35052633		1.0450859		2.678556		1.039823		0.8004103		1.0356083		2.7030468		1.7934732		Yes		Yes		Yes		BJ225210		0		BJ225210		Ta.57093		0		0		0		0		TC447070		0		BJ225210 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl21a21 5', mRNA sequence [BJ225210]

		A_99_P460172		3.7360651		2.6332738		7.46316		1.9068284		5.663486		6.3393464		7.076082		5.7250657		5.1843367		3.9852903		7.802799		4.523758		3.8037457		13.050857		-1.3077419		14.106003		2.728809		2.5526867		1.2654401		6.134431		1.9274209		3.7060726		-0.3870778		3.8182373		1.4482715		1.3520164		0.3396392		2.6169295		Yes		No		No		CJ729538		0		0		Ta.28083		0		0		0		0		TC410661		0		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC410661]

		A_99_P552992		8.301572		8.371346		4.0317564		6.484609		7.537952		7.563143		2.6090634		6.228672		7.214749		7.007574		1.9962311		5.3585606		-1.6977451		-1.7510298		-2.6808546		-1.1941111		-2.1240578		-2.5735724		-4.09972		-2.1826012		-0.7636199		-0.8082037		-1.422693		-0.2559371		-1.086823		-1.3637724		-2.0355253		-1.1260486		Yes		No		No		DY741715		0		0		Ta.1165		0		0		0		0		TC453427		0		Rep: Cold-responsive protein COR14a - Triticum aestivum (Wheat), partial (45%) [TC453427]

		A_99_P117090		3.7949955		3.3586655		1.736111		3.5027707		5.4874096		6.996929		5.679609		4.634926		7.6894813		6.4512067		6.9279695		6.26577		3.2319705		12.451638		15.385481		2.1918592		14.871576		8.529973		36.55149		6.7880597		1.692414		3.6382637		3.9434977		1.1321552		3.8944857		3.0925412		5.1918583		2.7629993		Yes		Yes		Yes		CJ668780		0		CJ668780		Ta.43262		0		0		0		0		TC370808		0		CJ668780 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv16d15 5', mRNA sequence [CJ668780]

		A_99_P187147		1.6730415		1.4743391		2.7639236		1.8256339		1.8932024		4.3216286		5.180054		4.1433163		3.2231853		1.472916		5.2077117		3.2385647		1.1648636		7.1964707		5.3373756		4.9853067		2.9284635		-1.0009869		5.440684		2.6627755		0.22016096		2.8472896		2.4161305		2.3176823		1.5501438		-0.0014231205		2.443788		1.4129308		Yes		Yes		Yes		TA87036_4565		0		0		0		0		0		0		0		TC456369		0		0

		A_99_P213956		8.74026		8.274199		9.336089		9.341759		9.983554		12.06987		12.330781		10.084771		11.973882		10.197928		12.64137		10.319336		2.367384		13.887081		7.9706197		1.673667		9.406262		3.7940269		9.885272		1.9691557		1.2432938		3.7956715		2.9946918		0.7430124		3.2336216		1.9237299		3.3052807		0.9775772		Yes		Yes		Yes		TA55608_4565		0		0		Ta.135		0		0		0		0		TC370171		0		0

		A_99_P357116		2.8090572		2.8464072		2.1781805		2.1643395		3.2712786		4.210539		4.494372		2.2306576		5.2068324		3.4833565		5.146615		1.9181032		1.3776615		2.5742135		4.980158		1.047041		5.2698984		1.5550374		7.826865		-1.1861088		0.46222138		1.3641317		2.3161914		0.066318035		2.3977752		0.6369493		2.9684346		-0.24623632		Yes		Yes		Yes		TA99014_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P413502		11.442571		11.340028		11.875816		11.694125		11.077568		10.497029		10.646549		11.83213		11.406104		10.248174		10.572892		11.566913		-1.287884		-1.7937745		-2.3444786		1.1003826		-1.0255989		-2.1314778		-2.4672847		-1.0921814		-0.36500263		-0.8429985		-1.2292671		0.13800526		-0.0364666		-1.0918541		-1.3029242		-0.12721252		No		Yes		Yes		U73210		0		U73210		Ta.62210		543402		Wcor410b		cold acclimation protein WCOR410b		0		TC452005		0		Triticum aestivum cold acclimation protein WCOR410b (Wcor410b) mRNA, complete cds [U73210]

		A_99_P472537		7.2864013		7.042347		6.9585967		7.7783027		6.3773856		6.243215		6.2340007		5.691427		6.400644		6.277464		5.9940553		6.8675475		-1.8777639		-1.7400538		-1.6524378		-4.24827		-1.8477345		-1.6992322		-1.9514432		-1.8800293		-0.90901566		-0.7991319		-0.724596		-2.0868754		-0.88575745		-0.76488304		-0.96454144		-0.91075516		Yes		No		No		DR738770		0		0		Ta.54762		0		0		0		0		TC418052		0		Rep: 26S protease regulatory subunit 4 homolog - Oryza sativa subsp. japonica (Rice), partial (78%) [TC418052]

		A_99_P039439		7.66795		7.15123		9.535794		10.834399		8.489659		9.981164		12.097953		10.956508		8.364738		9.230418		11.760724		11.966083		1.7674987		7.110417		5.9059067		1.0883243		1.6208924		4.225694		4.6748815		2.1911426		0.82170916		2.8299341		2.5621586		0.12210846		0.6967883		2.0791883		2.2249298		1.1316833		Yes		No		No		CA681046		0		CA681046		Ta.14725		0		0		0		0		0		0		wlm24.pk0022.d12 wlm24 Triticum aestivum cDNA clone wlm24.pk0022.d12 5' end, mRNA sequence [CA681046]

		A_99_P134585		9.669129		10.193149		12.104328		11.255469		10.239651		10.447776		11.078346		10.702629		11.135489		9.9609995		11.370842		10.584279		1.4850601		1.1930275		-2.0363448		-1.4669709		2.7632384		-1.1745834		-1.6626519		-1.5923862		0.57052135		0.25462723		-1.0259819		-0.55284023		1.4663601		-0.23214912		-0.7334862		-0.67119026		No		Yes		Yes		BT009607		0		BT009607		Ta.48599		0		0		0		0		TC453392		0		Triticum aestivum clone wre1n.pk0094.e6:fis, full insert mRNA sequence [BT009607]

		A_99_P448827		8.883907		9.093601		8.029925		6.376394		8.818971		9.634437		9.423961		8.033465		9.378585		10.390534		10.374193		7.991959		-1.046039		1.4548147		2.6281276		3.153757		1.4090058		2.45706		5.0780263		3.0643165		-0.06493664		0.5408354		1.3940353		1.6570716		0.49467754		1.2969332		2.3442678		1.6155653		Yes		Yes		Yes		TC402826		0		0		0		0		0		0		0		TC402826		GO:0003674(molecular_function)|GO:0005576(extracellular region)|GO:0008150(biological_process)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC402826]

		A_99_P347296		6.439129		5.8427353		5.432468		5.2501197		5.23422		4.787901		4.4806023		3.9159615		5.146248		5.4380226		4.379374		5.0185323		-2.305227		-2.0774796		-1.9343725		-2.5212831		-2.4501686		-1.3238252		-2.074975		-1.1741261		-1.2049088		-1.0548344		-0.9518657		-1.3341582		-1.292881		-0.40471268		-1.0530939		-0.23158741		Yes		No		No		TA95897_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P039309		12.227725		12.325806		12.723228		12.413665		11.309593		11.079853		11.035174		12.4058485		11.897233		11.4470825		11.730794		12.1045685		-1.8896668		-2.371751		-3.222218		-1.0054326		-1.2574421		-1.8387471		-1.9895394		-1.2389314		-0.9181318		-1.2459526		-1.6880541		-0.007816315		-0.33049202		-0.87872314		-0.9924345		-0.30909634		No		Yes		Yes		CA679812		0		CA679812		Ta.14681		0		0		0		0		TC441307		0		wlm4.pk0021.d6 wlm4 Triticum aestivum cDNA clone wlm4.pk0021.d6 5' end, mRNA sequence [CA679812]

		A_99_P214876		9.799632		8.314767		4.4773583		2.6821678		7.0274315		4.5412292		3.0753124		1.4054385		5.3168364		6.825924		2.2377315		1.4844079		-6.8314915		-13.675652		-2.642761		-2.4228904		-22.359186		-2.806638		-4.722749		-2.2938323		-2.7722006		-3.7735376		-1.402046		-1.2767292		-4.4827957		-1.488843		-2.239627		-1.1977599		Yes		No		No		TA56005_4565		0		0		Ta.28766		0		0		0		0		TC410006		0		Rep: Xyloglucan endotransglycosylase - Hordeum vulgare (Barley), partial (65%) [TC410006]

		A_99_P213066		8.264905		8.413498		8.130992		7.896725		8.719895		9.465004		9.73724		8.486885		9.152876		9.059584		9.861083		8.182134		1.3707737		2.0726924		3.0445898		1.5054135		1.8505715		1.5649166		3.3174877		1.2187552		0.4549904		1.051506		1.6062479		0.5901599		0.8879709		0.64608574		1.7300911		0.2854085		No		Yes		Yes		TA55298_4565		0		0		Ta.1573		0		0		0		0		TC383480		0		0

		A_99_P081725		4.0288973		4.0699787		4.3801303		4.126586		3.2972796		3.1349201		3.5080013		2.5837214		3.7358592		3.7635777		3.1780236		3.1202075		-1.6604999		-1.9119682		-1.830362		-2.9137247		-1.2252177		-1.236619		-2.300754		-2.008862		-0.7316177		-0.9350586		-0.87212896		-1.5428646		-0.29303813		-0.306401		-1.2021067		-1.0063784		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P075700		5.0774097		4.2810717		4.487037		4.385632		4.3764486		3.8060246		4.140573		3.8566735		3.6381197		3.3428078		3.4448593		3.0188205		-1.6255873		-1.3899636		-1.2714406		-1.4428872		-2.7118738		-1.9162209		-2.059334		-2.5789995		-0.7009611		-0.4750471		-0.34646416		-0.52895856		-1.43929		-0.9382639		-1.0421779		-1.3668115		Yes		No		No		CK160357		0		0		Ta.29247		0		0		0		0		0		0		0

		A_99_P326361		1.4922222		1.4208485		2.207266		1.4141763		5.0970674		4.7127547		7.1107445		5.237546		8.712126		5.113655		7.097418		3.3665645		12.166523		9.794055		29.929134		14.156272		149.07593		12.931401		29.653942		3.8701465		3.604845		3.2919064		4.9034786		3.8233695		7.2199035		3.6928067		4.890152		1.9523882		Yes		Yes		Yes		TA89457_4565		0		0		0		0		0		0		0		TC383235		0		Rep: Os04g0136500 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC383235]

		A_99_P341956		7.202498		7.792994		9.49176		9.050705		5.85845		6.013719		8.702221		8.337428		5.340326		7.3066516		8.571631		9.135812		-2.5386262		-3.4325361		-1.7285224		-1.6395239		-3.6355462		-1.4008888		-1.8922843		1.0607663		-1.344048		-1.779275		-0.78953934		-0.71327686		-1.8621721		-0.48634243		-0.9201288		0.08510685		Yes		No		No		CJ674454		0		CJ674454		Ta.67405		0		0		0		0		TC443397		0		CJ674454 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms17g10 5', mRNA sequence [CJ674454]

		A_99_P259341		10.692624		10.251012		11.057034		11.130515		12.249622		13.476505		14.468575		13.328491		13.345833		12.258502		14.960244		13.153968		2.94241		9.353416		10.640846		4.588352		6.2906485		4.020821		14.961787		4.065556		1.5569983		3.2254934		3.411541		2.197976		2.6532087		2.0074902		3.9032106		2.0234528		Yes		Yes		Yes		TA69818_4565		0		0		Ta.55698		0		0		0		0		TC450494		0		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (32%) [TC450494]

		A_99_P044862		5.8586082		5.508573		7.3164744		5.9109898		4.8168736		4.12796		6.2466407		4.694126		4.967811		5.033893		6.0787272		5.6255345		-2.0587015		-2.6037896		-2.0991914		-2.3244085		-1.8542004		-1.3896099		-2.3583		-1.2187948		-1.0417347		-1.3806129		-1.0698338		-1.2168636		-0.89079714		-0.47467995		-1.2377472		-0.28545523		Yes		No		No		AB158404		0		AB158404		Ta.16452		542806		expB		expB protein		0		TC369033		0		Triticum aestivum expB mRNA for putative beta-expansin, complete cds [AB158404]

		A_99_P260246		10.353328		12.011696		11.927871		11.938888		9.708667		10.467724		10.992055		10.892987		9.171542		11.093526		10.762124		11.290119		-1.5633718		-2.9159622		-1.9129721		-2.0646544		-2.2685738		-1.8897167		-2.243493		-1.5678293		-0.64466095		-1.543972		-0.9358158		-1.0459003		-1.1817856		-0.91817		-1.1657467		-0.6487684		Yes		Yes		Yes		TA70068_4565		0		0		Ta.1942		0		0		0		0		TC428468		0		0

		A_99_P499417		4.7350516		6.892994		6.9514136		6.3004174		4.0358896		3.9085054		5.9201837		5.8482194		3.3984146		5.3249726		6.6342263		6.227617		-1.6235615		-7.914447		-2.043766		-1.368123		-2.525619		-2.9649777		-1.2458992		-1.0517564		-0.699162		-2.9844885		-1.03123		-0.45219803		-1.336637		-1.5680213		-0.3171873		-0.07280064		Yes		No		No		TC431487		0		0		0		0		0		0		0		TC431487		0		Rep: Myb-like DNA-binding domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (5%) [TC431487]

		A_99_P187067		8.620928		8.63113		8.635849		8.722406		8.5051565		8.38241		7.1430244		8.10477		8.480866		8.202313		7.7719445		8.359514		-1.0835541		-1.1881527		-2.8143945		-1.5343597		-1.101952		-1.3461291		-1.8199571		-1.2860013		-0.11577129		-0.24872017		-1.4928246		-0.6176367		-0.14006138		-0.4288168		-0.8639045		-0.36289215		No		Yes		Yes		CD934657		0		CD934657		Ta.61279		0		0		0		0		0		0		OV.001J16F000912 OV Triticum aestivum cDNA clone OV001J16, mRNA sequence [CD934657]

		A_99_P508072		12.834859		13.08535		12.797897		12.573895		12.426266		12.465426		11.602264		12.31361		12.624705		12.625431		11.880935		12.396716		-1.3273908		-1.5367938		-2.290453		-1.1977156		-1.1568114		-1.3754646		-1.8881359		-1.1306711		-0.40859318		-0.6199236		-1.1956329		-0.26028538		-0.21015358		-0.45991898		-0.9169626		-0.17717934		No		Yes		Yes		TA72341_4565		0		0		Ta.1593		0		0		0		0		TC435207		0		0

		A_99_P514862		7.0849977		8.210462		8.06607		7.0803237		6.549974		6.270098		5.380398		5.7336044		5.9578776		7.050247		4.955013		6.183141		-1.4489659		-3.8380232		-6.433803		-2.5433311		-2.1842227		-2.2349064		-8.640153		-1.8624252		-0.5350237		-1.9403634		-2.6856718		-1.3467193		-1.12712		-1.1602144		-3.1110568		-0.89718246		Yes		Yes		Yes		CJ733083		0		0		Ta.56263		0		0		0		0		TC447367		0		Rep: Fasciclin-like protein FLA14 - Triticum aestivum (Wheat), partial (11%) [TC447367]

		A_99_P433587		9.038444		8.730797		7.3984666		7.687033		8.058857		7.2815557		7.1724935		7.087457		8.071727		7.8377743		7.0229907		7.432118		-1.9719003		-2.7306437		-1.1695659		-1.5152712		-1.9543878		-1.8570627		-1.2972674		-1.1932657		-0.9795866		-1.4492412		-0.22597313		-0.599576		-0.96671677		-0.89302254		-0.37547588		-0.25491524		No		Yes		Yes		AK335831		0		AK335831		Ta.12252		0		0		0		0		TC391388		0		Triticum aestivum cDNA, clone: WT013_O03, cultivar: Chinese Spring [AK335831]

		A_99_P155822		6.98909		7.218727		7.440458		7.283516		6.133833		5.642029		5.931211		5.1473355		5.669586		5.8112493		5.6488266		5.491901		-1.8090811		-2.9828641		-2.846614		-4.3959665		-2.4958024		-2.65273		-3.4620612		-3.4620223		-0.85525703		-1.5766983		-1.5092468		-2.1361804		-1.3195038		-1.4074779		-1.7916312		-1.791615		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P125835		9.075929		9.143979		9.62133		8.984826		8.628468		7.993284		8.28304		8.884294		8.39371		8.351636		8.269723		8.870675		-1.3636384		-2.220208		-2.5285149		-1.0721692		-1.6046054		-1.731885		-2.5519629		-1.082338		-0.44746113		-1.1506948		-1.3382902		-0.10053253		-0.68221855		-0.79234314		-1.3516073		-0.114151		No		Yes		Yes		CD891479		0		CD891479		Ta.45915		0		0		0		0		0		0		G118.117G17F010723 G118 Triticum aestivum cDNA clone G118117G17, mRNA sequence [CD891479]

		A_99_P303706		1.4855801		1.4690164		3.1314003		2.706231		2.483669		7.5526085		9.848184		7.7880473		6.399446		5.6757064		10.510163		6.9879813		1.9973525		67.817795		105.18488		33.867184		30.145401		18.464596		166.42902		19.4507		0.99808896		6.083592		6.7167835		5.081816		4.913866		4.20669		7.378763		4.28175		Yes		Yes		Yes		TA82784_4565		0		0		0		0		0		0		0		TC452465		0		Rep: Cycloartenol synthase - Olea europaea (Common olive), partial (72%) [TC452465]

		A_99_P281411		11.030892		10.7015505		9.696086		10.3236885		10.531486		10.139592		12.077012		11.01373		9.883009		9.625053		12.078052		10.631717		-1.4136322		-1.4762717		5.20871		1.61333		-2.2158856		-2.1089094		5.2124643		1.2380145		-0.4994068		-0.5619583		2.3809261		0.69004154		-1.1478834		-1.0764971		2.3819656		0.30802822		No		Yes		Yes		TA76282_4565		0		0		0		0		0		0		0		TC386564		0		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (8%) [TC386564]

		A_99_P283611		7.997908		6.9114738		11.445113		10.189918		6.7712016		6.4320426		10.404714		8.87287		7.69606		5.8288236		10.214671		9.661646		-2.340321		-1.3941939		-2.0567973		-2.4915562		-1.2327224		-2.117923		-2.3463888		-1.4422004		-1.2267065		-0.47943115		-1.0403996		-1.3170471		-0.30184793		-1.0826502		-1.230442		-0.5282717		Yes		No		No		TA76944_4565		0		0		Ta.32587		0		0		0		0		TC377228		0		Rep: High molecular mass early light-inducible protein HV58, chloroplast precursor - Hordeum vulgare (Barley), partial (80%) [TC377228]

		A_99_P228891		8.324123		8.611874		9.985243		9.688288		8.7126465		9.227379		11.07932		9.223161		9.8201685		8.731712		10.869892		9.02661		1.3090526		1.5320945		2.1347647		-1.3804388		2.8206842		1.0866134		1.8463157		-1.5819207		0.3885231		0.6155052		1.0940771		-0.465127		1.4960451		0.119838715		0.8846493		-0.66167736		No		Yes		Yes		TA61272_4565		0		0		0		0		0		0		0		TC373895		0		Rep: 3-phosphoshikimate 1-carboxyvinyltransferase - Lolium multiflorum (Italian ryegrass) (Lolium perenne subsp.multiflorum), partial (53%) [TC373895]

		A_99_P338656		10.155657		9.576035		7.124048		8.91375		8.69048		7.627581		4.1278405		5.4116		9.323671		8.644321		5.726168		6.0664773		-2.7609727		-3.8596056		-7.9789987		-11.330578		-1.7801335		-1.9075397		-2.635141		-7.196385		-1.4651766		-1.9484534		-2.9962077		-3.5021496		-0.8319855		-0.9317131		-1.3978801		-2.8472724		Yes		No		No		TA93206_4565		0		0		0		0		0		0		0		TC371576		0		Rep: O-methyltransferase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (95%) [TC371576]

		A_99_P325987		5.1791234		4.6293726		5.9840794		5.1763916		6.840833		6.5551953		7.129728		6.503618		7.036831		7.067083		6.6057773		6.2615733		3.1639128		3.7995346		2.2124555		2.5091977		3.6243129		5.417812		1.538685		2.1216426		1.6617098		1.9258227		1.1456485		1.3272262		1.8577075		2.4377103		0.6216979		1.0851817		Yes		No		No		TA89349_4565		0		0		0		0		0		0		0		TC429796		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (28%) [TC429796]

		A_99_P103780		7.205179		8.811977		7.558581		7.5229583		6.5394597		7.2331524		7.1795783		6.681875		6.247429		7.824173		6.643503		7.2102084		-1.5863593		-2.9872646		-1.3004425		-1.7913945		-1.9422789		-1.9831645		-1.8856707		-1.2420729		-0.6657195		-1.578825		-0.37900257		-0.84108305		-0.9577503		-0.9878044		-0.9150777		-0.31274986		No		Yes		Yes		BE489865		0		BE489865		Ta.39086		0		0		0		0		TC421861		0		WHE1071-1074_D22_D22ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1071-1074_D22_D22, mRNA sequence [BE489865]

		A_99_P024234		7.3333488		6.912758		6.521517		6.0023475		8.666373		8.711888		7.9741807		6.676512		9.508783		8.5361395		8.01411		6.857879		2.5193028		3.480104		2.73713		1.5956721		4.517218		3.0809636		2.8139424		1.8094255		1.3330245		1.7991304		1.4526639		0.6741643		2.1754346		1.6233816		1.4925928		0.8555317		Yes		No		No		AK333763		0		AK333763		Ta.9427		606319		a4		glycosyltransferase		0		TC393819		0		Triticum aestivum cDNA, clone: WT008_C04, cultivar: Chinese Spring [AK333763]

		A_99_P210876		1.481369		1.4687223		1.4747571		1.938043		1.9740313		4.401531		7.3848777		2.5482602		3.0002937		4.0968723		6.5715013		1.6087613		1.407039		7.6359563		60.13448		1.526489		2.8657737		6.1823273		34.219437		-1.2563877		0.4926623		2.9328089		5.9101205		0.6102172		1.5189247		2.62815		5.096744		-0.3292817		Yes		Yes		Yes		DQ090946		0		DQ090946		Ta.35829		543330		LOC543330		glucan endo-1,3-beta-D-glucosidase		0		TC368669		0		Triticum aestivum beta-1,3-glucanase mRNA, complete cds [DQ090946]

		A_99_P307466		6.782904		6.882341		7.3220725		7.029997		6.153994		5.9948006		5.987189		5.8311257		5.816383		5.7533417		5.8051567		5.5915437		-1.5463963		-1.8500193		-2.5225515		-2.2955997		-1.954123		-2.1870697		-2.8617861		-2.7103012		-0.62891006		-0.88754034		-1.3348837		-1.1988711		-0.96652126		-1.1289992		-1.5169158		-1.4384532		Yes		No		No		TA83892_4565		0		0		Ta.22770		0		0		0		0		TC400098		0		Rep: Defensin - Setaria italica (Foxtail millet), partial (96%) [TC400098]

		A_99_P250726		4.055568		4.7731676		5.0266194		5.3191905		1.8775944		3.022128		3.4518993		4.141774		2.3556478		4.324473		3.526274		4.910088		-4.5251756		-3.3660102		-2.978777		-2.2617137		-3.2488303		-1.3648049		-2.8291044		-1.3278594		-2.1779737		-1.7510395		-1.5747201		-1.1774163		-1.6999204		-0.4486947		-1.5003455		-0.40910244		Yes		Yes		Yes		TA67369_4565		0		0		Ta.21208		0		0		0		0		0		0		0

		A_99_P417152		6.8741937		6.9045196		6.70795		6.844523		7.16363		7.4473343		7.8896337		6.9628205		7.628996		7.1591434		7.9926467		6.9374423		1.2221627		1.456812		2.2684133		1.0854533		1.6874002		1.1930246		2.4363081		1.0665262		0.28943634		0.54281473		1.1816835		0.11829758		0.7548022		0.2546239		1.2846966		0.09291935		No		Yes		Yes		CK210455		0		CK210455		Ta.5099		0		0		0		0		TC378244		0		FGAS022270 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210455]

		A_99_P301891		1.6814041		1.5776399		2.1012557		2.013431		1.3348323		1.4110664		9.51188		8.297333		1.5888333		1.5623173		9.53625		7.8622384		-1.2715355		-1.1223896		170.14542		77.918915		-1.0662686		-1.0106775		173.04395		57.632366		-0.3465718		-0.16657352		7.4106245		6.2839017		-0.09257078		-0.015322685		7.4349947		5.8488073		Yes		Yes		Yes		TA82238_4565		0		0		0		0		0		0		0		TC383575		0		Rep: Chalcone synthase - Triticum aestivum (Wheat), partial (38%) [TC383575]

		A_99_P562412		12.647876		12.017651		11.346335		11.293155		11.549214		10.458188		10.70597		10.119372		11.023708		11.453462		10.38855		11.470578		-2.141559		-2.9474401		-1.5587242		-2.256024		-3.082642		-1.478556		-1.9423263		1.1308625		-1.0986614		-1.5594625		-0.6403656		-1.1737823		-1.6241674		-0.56418896		-0.9577856		0.17742348		Yes		No		No		TC457046		0		0		0		0		0		0		0		TC457046		0		Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC457046]

		A_99_P053427		6.1386075		5.593714		5.945083		5.486241		4.784984		4.0925336		4.878947		4.4931545		4.572637		4.6853156		4.783118		5.0518994		-2.5555315		-2.8307428		-2.0938184		-1.9904386		-2.9607658		-1.876961		-2.2376206		-1.3512938		-1.3536234		-1.5011806		-1.0661364		-0.99308634		-1.5659704		-0.9083986		-1.1619654		-0.43434143		Yes		No		No		AK335898		0		AK335898		Ta.19159		0		0		0		0		0		0		Triticum aestivum cDNA, clone: SET1_C17, cultivar: Chinese Spring [AK335898]

		A_99_P562987		7.7053237		8.140004		9.639996		10.442699		8.643353		9.432068		12.48759		11.213254		8.398549		9.863509		12.234024		11.414599		1.91591		2.448781		7.197991		1.7059253		1.6168944		3.3023775		6.037823		1.9614221		0.93802977		1.2920637		2.8475943		0.77055454		0.6932254		1.723505		2.5940285		0.9719		Yes		Yes		Yes		CA677337		0		0		0		0		0		0		0		0		0		0

		A_99_P442997		15.070763		14.2578535		15.681672		15.30418		14.491958		11.777568		11.925179		13.807895		15.519051		12.096428		12.408073		13.440877		-1.4936116		-5.5800796		-13.515038		-2.821154		1.3644202		-4.473567		-9.670555		-3.6383975		-0.57880497		-2.4802856		-3.7564936		-1.4962854		0.44828796		-2.1614256		-3.2735987		-1.8633032		Yes		Yes		Yes		AK333375		0		AK333375		Ta.49925		0		0		0		0		TC398654		0		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P036184		10.178798		10.581207		10.183254		11.216208		11.57666		14.434064		13.760758		11.1796465		12.181866		13.34761		13.729909		11.1466255		2.6351087		14.448588		11.938124		-1.0256667		4.0085154		6.804095		11.685557		-1.0494133		1.3978624		3.8528566		3.5775042		-0.036561966		2.003068		2.7664032		3.5466547		-0.06958294		Yes		Yes		Yes		AF262980		0		AF262980		Ta.13414		542857		PDI2		protein disulfide isomerase 2 precursor		0		TC408715		0		Triticum aestivum protein disulfide isomerase 2 precursor (PDI2) mRNA, complete cds [AF262980]

		A_99_P346496		6.686245		6.2140183		3.8939779		4.5677		6.76618		7.3162103		6.2778645		6.1068573		7.1060653		6.9464135		6.5109982		5.947016		1.0569705		2.1468062		5.2194095		2.9062471		1.3377609		1.6613951		6.134817		2.6014497		0.079935074		1.1021919		2.3838866		1.5391574		0.4198203		0.7323952		2.6170204		1.3793159		Yes		No		No		TA95650_4565		0		0		0		0		0		0		0		TC398962		0		Rep: F-box family protein - Oryza brachyantha, partial (62%) [TC398962]

		A_99_P013134		2.2327983		2.6433074		2.1581104		2.6417093		1.8813502		2.2987137		7.396946		4.914037		3.1342986		3.4804847		6.4921646		2.496666		-1.2758406		-1.2697934		37.76127		4.8310204		1.8680074		1.7865512		20.16881		-1.1057639		-0.35144818		-0.34459376		5.2388353		2.272328		0.9015002		0.8371773		4.334054		-0.14504337		No		Yes		Yes		CV771134		0		CV771134		Ta.5610		543085		LOC543085		hemoglobin Hb1		0		TC374528		0		FGAS065527 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771134]

		A_99_P445367		14.676379		15.1868105		14.879585		14.961328		13.496882		14.298115		13.95131		13.731477		13.457546		14.758351		13.5859785		14.935479		-2.2649775		-1.8515015		-1.9029994		-2.3454273		-2.3275836		-1.3457955		-2.4514015		-1.0180782		-1.1794968		-0.8886957		-0.9282751		-1.2298508		-1.218833		-0.42845917		-1.2936068		-0.025848389		Yes		No		No		TA64269_4565		0		0		Ta.32936		0		0		0		0		TC400413		0		0

		A_99_P043841		5.6678567		5.702295		5.6924477		5.631005		6.515375		7.4888825		6.684204		5.6504574		6.789728		6.694429		7.043125		5.5880713		1.7994032		3.4499793		1.9886045		1.0135748		2.176291		1.9891253		2.5503187		-1.0302064		0.84751844		1.7865877		0.99175644		0.019452572		1.1218715		0.9921341		1.3506775		-0.042933464		No		Yes		Yes		CA597620		0		CA597620		Ta.16075		0		0		0		0		0		0		wpa1c.pk015.d4 wpa1c Triticum aestivum cDNA clone wpa1c.pk015.d4 5' end, mRNA sequence [CA597620]

		A_99_P059401		6.741497		6.045288		7.292223		6.7518945		6.5761847		5.331473		6.192866		4.576315		4.6404862		5.1587663		4.8116384		4.8845143		-1.1214088		-1.6401358		-2.142592		-4.517672		-4.2900987		-1.8487136		-5.581236		-3.648694		-0.16531229		-0.7138152		-1.0993571		-2.1755795		-2.1010108		-0.8865218		-2.4805846		-1.8673801		Yes		No		No		CA708496		0		CA708496		Ta.21914		0		0		0		0		0		0		wdk2c.pk009.b7 wdk2c Triticum aestivum cDNA clone wdk2c.pk009.b7 5' end, mRNA sequence [CA708496]

		A_99_P464282		15.185025		15.305402		16.563332		16.904066		16.470453		16.191101		16.42399		17.678703		15.041484		15.44674		15.1933365		17.330664		2.4375436		1.84766		-1.1014022		1.7107598		-1.1046133		1.1029278		-2.584697		1.3440601		1.285428		0.8856993		-0.13934135		0.7746372		-0.14354134		0.14133835		-1.3699951		0.4265976		No		Yes		Yes		TA62365_4565		0		0		Ta.54783		0		0		0		0		TC413275		0		Rep: Bundle sheath cell specific protein 1 - Zea mays (Maize), partial (53%) [TC413275]

		A_99_P258011		13.300302		13.104061		11.734863		10.900902		12.017899		11.817951		11.156765		9.564964		11.824746		12.530557		11.017617		10.936611		-2.432438		-2.438696		-1.4928801		-2.5243948		-2.780907		-1.488134		-1.6440407		1.0250608		-1.282403		-1.2861099		-0.5780983		-1.3359375		-1.4755554		-0.57350445		-0.71724606		0.03570938		Yes		No		No		TA69406_4565		0		0		Ta.6572		0		0		0		0		TC370403		0		0

		A_99_P317576		6.505091		6.656723		6.6966233		6.3585334		5.9236045		5.923716		5.7862396		6.01577		5.4768767		6.5349097		5.6823688		6.3201547		-1.4963905		-1.6620997		-1.8795453		-1.2681835		-2.0394986		-1.0881016		-2.019859		-1.0269591		-0.5814867		-0.73300695		-0.9103837		-0.34276342		-1.0282145		-0.1218133		-1.0142546		-0.038378716		No		Yes		Yes		TA86830_4565		0		0		0		0		0		0		0		TC399181		0		0

		A_99_P011629		7.235642		7.1479096		7.40658		6.723657		7.20725		6.6574016		6.0466766		6.6459002		7.1512017		6.915375		6.2453327		6.6413975		-1.0198747		-1.4049395		-2.5666797		-1.0553758		-1.0602763		-1.1748971		-2.236507		-1.0586749		-0.028391838		-0.49050808		-1.3599033		-0.07775688		-0.08444023		-0.23253441		-1.1612473		-0.082259655		No		Yes		Yes		BJ226566		0		BJ226566		Ta.5079		0		0		0		0		TC406539		0		BJ226566 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl18a15 5', mRNA sequence [BJ226566]

		A_99_P462322		1.7268604		2.1718264		1.8392906		1.427475		1.7331977		3.7637703		3.4980018		2.1023088		3.7493248		2.9758737		4.446808		1.9688454		1.0044023		3.0145528		3.1573434		1.5964128		4.062772		1.7459924		6.0945396		1.4553543		0.006337285		1.591944		1.6587112		0.6748338		2.0224643		0.80404735		2.6075172		0.5413704		Yes		Yes		Yes		BQ743308		0		0		Ta.64320		0		0		0		0		TC412036		0		0

		A_99_P473667		3.7079542		3.206708		4.7051024		3.3623993		5.1060414		6.2988815		5.398934		4.1724925		5.552604		4.651772		5.600844		4.0012836		2.6355193		8.5278		1.6175737		1.7533246		3.591658		2.7227492		1.8605659		1.5571245		1.3980873		3.0921736		0.69383144		0.81009316		1.84465		1.4450641		0.89574146		0.6388843		Yes		No		No		BE442523		0		0		Ta.55626		0		0		0		0		TC418698		0		Rep: Ribosomal protein L35A - Zea mays (Maize), partial (89%) [TC418698]

		A_99_P360386		5.4311843		5.818188		5.894348		6.038374		5.926232		7.1215725		6.8255115		6.6323266		6.6384406		6.616894		7.456678		6.7589726		1.4093672		2.4680717		1.9068129		1.5093764		2.308981		1.7395396		2.9533038		1.6478658		0.49504757		1.3033843		0.9311633		0.59395266		1.2072563		0.7987056		1.5623298		0.7205987		Yes		Yes		Yes		TA100128_4565		0		0		0		0		0		0		0		TC451720		0		Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC451720]

		A_99_P247921		4.388436		5.0756607		4.3771048		4.9729266		3.9001672		3.6428516		2.5126553		3.6851788		2.1576965		3.001107		2.0903065		4.2218804		-1.4027604		-2.6997187		-3.6412897		-2.4414663		-4.6937447		-4.212141		-4.8797197		-1.6830128		-0.4882686		-1.4328091		-1.8644495		-1.2877479		-2.2307394		-2.0745537		-2.2867982		-0.7510462		Yes		No		No		TA66542_4565		0		0		0		0		0		0		0		TC392055		0		0

		A_99_P274261		11.881752		11.610008		11.83514		12.373412		12.68687		13.581741		12.78616		12.714023		13.03091		12.475432		13.412189		12.866385		1.7472882		3.9223902		1.9332393		1.2662923		2.2178435		1.8218752		2.983588		1.4073423		0.8051176		1.9717331		0.95102024		0.3406105		1.1491575		0.86542416		1.5770483		0.49297333		Yes		Yes		Yes		BT009435		0		BT009435		Ta.49774		0		0		0		0		0		0		Triticum aestivum clone wlmk4.pk0004.a4:fis, full insert mRNA sequence [BT009435]

		A_99_P218506		11.882558		11.744601		11.568504		11.719833		11.452164		10.853284		10.130255		11.1161995		11.468235		11.053014		10.081737		11.16496		-1.3476018		-1.8548691		-2.7099187		-1.5195392		-1.3326731		-1.6150596		-2.8026037		-1.4690398		-0.43039417		-0.89131737		-1.4382496		-0.6036339		-0.41432285		-0.69158745		-1.4867678		-0.55487347		No		Yes		Yes		TA57559_4565		0		0		Ta.54631		0		0		0		0		TC440201		0		0

		A_99_P504017		7.525809		6.105454		5.4866014		7.4332376		7.828463		7.756742		7.0434833		7.0082917		8.467831		7.9859753		6.9414144		7.2627006		1.2334116		3.1411395		2.9421725		-1.3425221		1.9212189		3.6820807		2.7412102		-1.1254773		0.30265427		1.651288		1.5568819		-0.42494583		0.94202185		1.8805213		1.454813		-0.170537		Yes		Yes		Yes		EU665427		0		EU665427		Ta.4725		100049024		WRKY53-a		WRKY transcription factor		0		TC433461		0		Triticum aestivum WRKY14 transcription factor mRNA, complete cds [EU665427]

		A_99_P354041		7.794792		7.7913823		7.5513954		8.118572		9.168759		12.15549		10.677872		9.382127		10.210731		10.376916		11.127004		9.611882		2.5918229		20.593365		8.732994		2.4008656		5.3366647		6.0023756		11.922445		2.8153415		1.3739672		4.3641076		3.1264763		1.2635546		2.4159384		2.5855336		3.5756083		1.49331		Yes		Yes		Yes		TA97994_4565		0		0		0		0		0		0		0		TC384022		0		Rep: Pleiotropic drug resistance protein 3 - Nicotiana tabacum (Common tobacco), partial (14%) [TC384022]

		A_99_P056886		3.9528263		4.8693013		4.7044425		4.4289155		4.8079205		5.757398		5.718672		4.8966727		5.3573327		5.542767		6.087591		5.048644		1.8088769		1.850733		2.0198236		1.3829579		2.647272		1.5948998		2.6083703		1.536586		0.8550942		0.8880968		1.0142293		0.46775723		1.4045064		0.6734657		1.3831487		0.61972857		Yes		Yes		Yes		CA608124		0		CA608124		Ta.20732		0		0		0		0		TC451779		0		wr1.pk0085.c8 wr1 Triticum aestivum cDNA clone wr1.pk0085.c8 5' end, mRNA sequence [CA608124]

		A_99_P576377		5.519215		5.599565		5.961403		5.880385		5.2572074		4.821944		5.160012		5.059726		4.991253		5.027119		4.8950815		5.356704		-1.1991463		-1.7143015		-1.7427808		-1.7662122		-1.4418911		-1.4870425		-2.094087		-1.4376183		-0.2620077		-0.7776208		-0.8013911		-0.8206587		-0.5279622		-0.57244587		-1.0663214		-0.5236807		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P391512		4.1962113		3.5927696		4.413959		3.0505		3.0092666		2.0468824		2.7590702		2.3724654		2.8144722		2.4510307		3.8441594		2.9490511		-2.2767007		-2.9198358		-3.1489894		-1.5999585		-2.605823		-2.206468		-1.4843174		-1.0728503		-1.1869447		-1.5458872		-1.6548889		-0.67803454		-1.3817391		-1.1417389		-0.56979966		-0.101448774		Yes		No		No		TA108364_4565		0		0		0		0		0		0		0		TC394340		0		0

		A_99_P095210		10.42354		10.104673		9.267205		10.134403		10.505445		11.391553		10.86439		11.394382		12.17175		10.134356		11.060416		10.957482		1.0584142		2.4399972		3.0255241		2.394923		3.3594148		1.0207872		3.4658542		1.7691779		0.08190441		1.2868795		1.5971851		1.2599792		1.74821		0.02968216		1.793211		0.8230791		Yes		Yes		Yes		BQ743841		0		BQ743841		Ta.35929		0		0		0		0		TC422367		0		WHE4108_G08_N16ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4108_G08_N16, mRNA sequence [BQ743841]

		A_99_P084630		3.4501126		2.3659759		4.1985517		4.413813		5.124119		2.7469158		7.879708		4.689621		3.6836767		2.8971074		6.4047794		4.9867597		3.1909947		1.30219		12.827394		1.2106718		1.175736		1.4450622		4.6146708		1.4875586		1.6740062		0.38093996		3.6811562		0.27580786		0.23356414		0.5311315		2.2062278		0.57294655		Yes		No		No		CV764116		0		CV764116		Ta.32238		0		0		0		0		TC444572		0		FGAS058499 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV764116]

		A_99_P108795		10.611777		10.011315		9.350114		9.596616		11.785764		12.817782		12.075782		11.031634		12.63475		11.954525		12.507964		10.982434		2.2563431		6.995693		6.6146646		2.7038565		4.0642047		3.8456025		8.924988		2.6132016		1.1739864		2.806467		2.725668		1.4350185		2.022973		1.9432096		3.1578503		1.3858185		Yes		Yes		Yes		CJ876829		0		CJ876829		Ta.40741		0		0		0		0		TC389034		0		CJ876829 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls22g14 5', mRNA sequence [CJ876829]

		A_99_P392227		11.850159		11.3635645		10.17989		10.634031		12.450925		12.663249		11.775805		11.166949		12.914719		11.939109		12.047169		11.3437805		1.5165217		2.4617505		3.0228634		1.4468526		2.0915318		1.4902396		3.6484382		1.6355197		0.6007662		1.2996845		1.5959158		0.532918		1.0645599		0.57554436		1.867279		0.7097492		Yes		Yes		Yes		TA108535_4565		0		0		0		0		0		0		0		TC387334		0		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC387334]

		A_99_P000396		5.450045		4.5663853		3.7231762		4.5485225		5.870198		6.114525		4.7767506		5.329016		6.217304		5.8179283		4.7827373		4.838281		1.3380691		2.9243977		2.075666		1.7177186		1.7020332		2.3809595		2.0842972		1.2224358		0.42015266		1.5481396		1.0535743		0.78049374		0.7672591		1.251543		1.059561		0.28975868		No		Yes		Yes		U34402		0		U34402		Ta.228		543236		LOC543236		single-subunit RNA polymerase C		0		TC377460		0		Triticum aestivum single-subunit RNA polymerase C mRNA, complete cds [U34402]

		A_99_P136205		11.362172		11.062753		11.885562		12.02842		12.416537		13.9574		13.050973		12.634652		13.019017		12.176162		13.244353		12.586032		2.0768042		7.4366226		2.242971		1.5222778		3.1532621		2.1635628		2.5647023		1.4718305		1.0543652		2.8946476		1.165411		0.6062317		1.6568451		1.113409		1.3587914		0.55761147		Yes		Yes		Yes		BT009242		0		BT009242		Ta.49058		0		0		0		0		TC383538		0		Triticum aestivum clone wlk1.pk0013.f1:fis, full insert mRNA sequence [BT009242]

		A_99_P239471		13.773557		13.669177		12.7418585		12.356476		12.66465		12.436153		11.971161		10.981322		12.4835615		12.963683		11.846337		12.214825		-2.1568215		-2.3505912		-1.7060945		-2.5939553		-2.4452724		-1.6307029		-1.8602818		-1.1031669		-1.1089067		-1.2330236		-0.7706976		-1.3751535		-1.2899952		-0.7054939		-0.89552116		-0.14165115		Yes		No		No		TA64290_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P548097		6.6832776		6.512924		6.8735623		6.916506		7.539526		8.44781		8.004876		6.8803506		7.7574387		7.788864		8.244809		7.0033116		1.8103245		3.8234792		2.1905813		-1.0253775		2.1054974		2.4215653		2.5869403		1.0620162		0.8562484		1.934886		1.1313138		-0.036155224		1.074161		1.27594		1.3712468		0.08680582		No		Yes		Yes		TA92457_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P565952		10.539166		10.473929		9.446529		9.189423		9.550542		9.26699		8.586345		7.8063445		9.0808735		9.831651		8.192501		9.214645		-1.9842923		-2.3084743		-1.8152707		-2.6082428		-2.7478304		-1.5607924		-2.3850646		1.0176368		-0.9886246		-1.2069397		-0.86018467		-1.3830781		-1.458293		-0.6422787		-1.2540283		0.025222778		Yes		No		No		TA67042_4565		0		0		Ta.55117		0		0		0		0		TC458346		0		Rep: Chromosome chr16 scaffold_86, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC458346]

		A_99_P414977		14.015521		14.50767		14.102315		14.15168		12.676927		13.388417		13.087319		12.763839		12.631818		13.930837		12.707844		14.151742		-2.529048		-2.172345		-2.0208967		-2.616868		-2.609373		-1.4915721		-2.6289217		1.0000429		-1.3385944		-1.1192532		-1.0149956		-1.3878412		-1.3837032		-0.5768337		-1.3944712		6.20E-05		Yes		No		No		TA64275_4565		0		0		Ta.32936		0		0		0		0		TC374977		0		0

		A_99_P243141		11.409873		11.221801		11.583425		11.304116		12.186923		13.501983		13.254024		11.718768		12.587361		12.369647		13.620796		11.645012		1.7136233		4.857392		3.1834674		1.3329769		2.2618265		2.2158284		4.10497		1.2665427		0.77705		2.280182		1.670599		0.41465187		1.1774883		1.1478462		2.0373716		0.34089565		Yes		Yes		Yes		TA65275_4565		0		0		Ta.21998		0		0		0		0		TC396826		0		Rep: Ribose ABC transporter, ATP-binding protein - Burkholderia pseudomallei Pasteur 52237, partial (5%) [TC397734]

		A_99_P315011		4.7427144		5.484129		4.164534		4.878448		5.3468146		6.251841		7.2482667		5.641033		6.2962203		6.187038		7.6131387		5.596325		1.5200305		1.7025677		8.478051		1.696528		2.9352958		1.6277837		10.917757		1.6447598		0.6041002		0.7677121		3.0837326		0.76258516		1.5535059		0.702909		3.4486046		0.7178769		Yes		Yes		Yes		TA86104_4565		0		0		0		0		0		0		0		TC391953		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC391953]

		A_99_P507147		5.6545224		4.9180684		4.446476		2.5896475		5.450138		5.9919944		7.387661		6.0322595		5.911335		5.7722306		7.418501		4.382358		-1.1521945		2.1051543		7.680419		10.872501		1.194836		1.8077087		7.8463674		3.4646523		-0.20438433		1.073926		2.941185		3.442612		0.25681257		0.8541622		2.972025		1.7927105		Yes		Yes		Yes		CJ637836		0		0		Ta.49980		0		0		0		0		TC434821		0		0

		A_99_P354486		3.1634085		3.4518127		4.221972		3.4606802		2.3312428		2.7886417		3.2215946		1.9078794		3.2725124		2.5295594		3.5211933		2.7373412		-1.7803559		-1.5835595		-2.0005233		-2.9338617		1.0785581		-1.8950729		-1.625382		-1.6509988		-0.8321657		-0.66317105		-1.0003774		-1.5528009		0.10910392		-0.9222534		-0.7007787		-0.7233391		Yes		No		No		TA98141_4565		0		0		0		0		0		0		0		TC454133		0		Rep: Os04g0636000 protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC454133]

		A_99_P074065		9.344227		9.784721		9.397035		9.879505		9.42485		10.487454		10.256658		9.754138		9.769486		10.094167		10.463298		9.781741		1.0574751		1.6275852		1.814564		-1.0907853		1.3428141		1.2392312		2.0940025		-1.0701137		0.08062363		0.70273304		0.85962296		-0.12536716		0.4252596		0.30944538		1.0662632		-0.097764015		No		Yes		Yes		CJ854668		0		CJ854668		Ta.28641		0		0		0		0		TC384563		0		CJ854668 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal31m11 5', mRNA sequence [CJ854668]

		A_99_P404687		2.5373003		4.0250163		4.4868054		4.723925		1.5178112		2.7157192		3.5252666		2.9093666		1.4624153		2.9118412		3.1783745		3.4793518		-2.027201		-2.4782076		-1.9473859		-3.5175197		-2.1065543		-2.163212		-2.4767203		-2.3694847		-1.0194892		-1.3092971		-0.9615388		-1.8145585		-1.074885		-1.1131752		-1.3084309		-1.2445734		Yes		No		No		TA111575_4565		0		0		0		0		0		0		0		TC393200		0		0

		A_99_P193978		6.9080634		7.096887		7.4907646		7.0185876		7.316216		10.474778		9.929341		8.833538		8.739423		8.013465		10.017877		8.458382		1.3269855		10.395528		5.4210663		3.5184755		3.5587223		1.8876324		5.7641664		2.7128215		0.40815258		3.377891		2.4385767		1.8149505		1.8313594		0.9165778		2.527112		1.4397941		Yes		Yes		Yes		TA69810_4565		0		0		0		0		0		0		0		TC371933		0		0

		A_99_P448817		10.88488		11.838879		11.235924		12.562823		9.587028		9.341941		10.408264		10.439738		9.056697		10.008761		9.160542		11.217026		-2.4586263		-5.64486		-1.7748039		-4.3562446		-3.5508962		-3.5556595		-4.2145605		-2.5417066		-1.2978525		-2.4969378		-0.8276596		-2.123085		-1.8281832		-1.8301172		-2.0753822		-1.3457975		Yes		Yes		Yes		TC402824		0		0		0		0		0		0		0		TC402824		0		Rep: Fasciclin-like protein FLA15 - Triticum aestivum (Wheat), partial (65%) [TC402824]

		A_99_P375997		9.266323		8.874411		7.8565164		7.7169566		7.9791694		7.8206573		7.0640035		6.4510846		7.913643		8.387591		7.0477376		7.5142384		-2.4404612		-2.0759237		-1.7320888		-2.404725		-2.5538614		-1.4013519		-1.7517279		-1.1508647		-1.2871537		-1.0537534		-0.7925129		-1.265872		-1.3526802		-0.48681927		-0.80877876		-0.20271826		Yes		No		No		TA104561_4565		0		0		0		0		0		0		0		TC430600		0		Rep: Os08g0242700 protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC430600]

		A_99_P385717		6.73218		6.0635		6.042183		6.2760167		6.9802246		7.504956		7.1199646		6.3956056		7.723126		7.207518		7.687414		6.6529603		1.1875963		2.7159479		2.1107879		1.0864252		1.9874876		2.209957		3.12798		1.2985878		0.24804449		1.4414558		1.0777817		0.11958885		0.9909458		1.1440182		1.6452312		0.3769436		Yes		Yes		Yes		TA106931_4565		0		0		0		0		0		0		0		TC399757		0		Rep: Polyprotein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC399757]

		A_99_P004496		11.278642		11.614612		11.27119		12.205991		12.781761		15.31729		14.581609		12.012179		13.392642		14.248547		14.825215		12.038727		2.8345494		13.020191		9.920543		-1.1437814		4.3288994		6.207167		11.745414		-1.1229268		1.5031195		3.7026787		3.310419		-0.19381142		2.1140003		2.633935		3.5540257		-0.16726398		Yes		Yes		Yes		U11496		0		U11496		Ta.2019		100037546		PDI		protein disulfide isomerase		0		TC395657		0		Triticum aestivum Chinese spring protein disulfide isomerase (PDI) mRNA, complete cds [U11496]

		A_99_P242176		3.8886516		4.272528		4.278831		3.872412		2.788346		2.3184016		2.8133945		2.3172874		2.8031158		3.1130412		3.0246313		2.2502873		-2.144001		-3.8748128		-2.76147		-2.938591		-2.1221635		-2.23378		-2.385348		-3.0782804		-1.1003056		-1.9541266		-1.4654365		-1.5551245		-1.0855358		-1.159487		-1.2541997		-1.6221247		Yes		Yes		Yes		TA65039_4565		0		0		0		0		0		0		0		TC407192		0		Rep: Fiber protein - Hyacinthus orientalis (Common hyacinth), partial (50%) [TC407192]

		A_99_P508312		7.3373694		5.627566		3.748307		4.5434184		8.124138		8.038515		7.553005		6.86595		10.380688		6.9225802		8.005181		6.40706		1.7252058		5.318241		13.974243		5.0020924		8.24385		2.4537945		19.11819		3.6392515		0.78676844		2.4109492		3.8046982		2.3225317		3.0433183		1.2950144		4.256874		1.8636417		Yes		Yes		Yes		TC435322		0		0		0		0		0		0		0		TC435322		0		0

		A_99_P008576		4.6805406		4.8837543		4.5310845		4.9931884		4.4238167		3.9869568		2.1064467		4.2303066		4.292476		4.270685		2.8399076		4.2283254		-1.1947625		-1.8619282		-5.368942		-1.6968768		-1.3086364		-1.5295095		-3.2292001		-1.6992086		-0.25672388		-0.8967974		-2.4246378		-0.76288176		-0.38806438		-0.61306906		-1.6911769		-0.764863		Yes		Yes		Yes		BJ257240		0		BJ257240		Ta.4033		0		0		0		0		TC431430		0		BJ257240 Y. Ogihara unpublished cDNA library, Wh_h Triticum aestivum cDNA clone whh20i04 5', mRNA sequence [BJ257240]

		A_99_P518102		6.023291		6.598329		6.0116596		7.490767		6.1962295		5.3616753		4.9292836		6.071009		5.254498		5.457747		3.6098003		6.210031		1.1273522		-2.3565133		-2.1175206		-2.675406		-1.7038438		-2.2046995		-5.284838		-2.4296288		0.17293835		-1.2366538		-1.082376		-1.4197578		-0.7687931		-1.1405821		-2.4018593		-1.280736		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P163037		13.56841		13.59582		16.263123		15.733338		12.899743		10.493476		12.583752		14.854583		14.128094		10.741006		13.337764		14.496681		-1.5896034		-8.588133		-12.81153		-1.8387885		1.4739461		-7.234105		-7.596626		-2.3565187		-0.66866684		-3.1023445		-3.6793709		-0.87875557		0.5596838		-2.8548145		-2.9253588		-1.2366571		Yes		Yes		Yes		AY286098		0		AY286098		Ta.55798		100037528		CHS1		chalcone synthase		0		TC368698		0		Triticum aestivum chalcone synthase (CHS1) mRNA, complete cds [AY286098]

		A_99_P474452		10.438306		10.698952		9.607842		9.421375		11.602704		10.476783		12.5907135		10.958977		9.752736		10.5124655		11.105419		10.079806		2.241397		-1.1664859		7.9055786		2.9031146		-1.608337		-1.1379887		2.8236802		1.5783652		1.1643982		-0.22216892		2.982871		1.5376015		-0.68556976		-0.18648624		1.4975767		0.65843105		Yes		No		No		CJ697887		0		0		Ta.43058		0		0		0		0		TC419118		0		Rep: Plasma membrane-bound peroxidase 1 - Zea mays (Maize), partial (28%) [TC419118]

		A_99_P214976		12.29658		12.750095		11.812249		10.726745		10.914753		11.66658		9.99672		9.668532		10.703431		12.071265		9.992482		11.015752		-2.6059825		-2.1191933		-3.5198865		-2.0823495		-3.0170722		-1.6008412		-3.5302417		1.2217991		-1.3818274		-1.0835152		-1.8155289		-1.0582123		-1.5931492		-0.67883015		-1.819767		0.2890072		Yes		No		No		TA56033_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P213846		13.977777		13.993569		13.679928		13.608384		12.729843		12.792724		12.728901		12.3547945		12.50813		13.2686205		12.50042		13.593842		-2.3750098		-2.298744		-1.9332483		-2.3843393		-2.76954		-1.652842		-2.2649956		-1.0101311		-1.2479334		-1.2008457		-0.9510269		-1.2535896		-1.4696465		-0.7249489		-1.1795082		-0.01454258		Yes		No		No		AK332341		0		AK332341		Ta.47199		0		0		0		0		TC383177		0		Triticum aestivum cDNA, clone: WT003_M01, cultivar: Chinese Spring [AK332341]

		A_99_P217756		2.059101		3.7205982		4.460638		2.9591835		3.4824011		4.5341434		4.8847623		4.069368		4.196755		3.9477222		5.3977513		4.1901507		2.681983		1.757525		1.3417578		2.1587324		4.4004583		1.1704992		1.9146932		2.347243		1.4233		0.8135452		0.42412424		1.1101844		2.1376538		0.22712398		0.9371133		1.2309673		Yes		No		No		TA57371_4565		0		0		0		0		0		0		0		TC402939		0		Rep: Phosphate/phosphoenolpyruvate translocator - Zea mays (Maize), partial (32%) [TC402939]

		A_99_P193778		12.214507		11.826097		10.474294		11.327648		11.646671		10.759182		8.626592		10.966754		11.34581		10.900264		8.283845		11.287903		-1.4822983		-2.0949483		-3.5992641		-1.2842216		-1.8260132		-1.8997805		-4.5644746		-1.0279324		-0.5678358		-1.0669146		-1.847702		-0.3608942		-0.86869717		-0.92583275		-2.1904488		-0.03974533		Yes		Yes		Yes		CJ948388		0		CJ948388		Ta.62768		0		0		0		0		0		0		CJ948388 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul23g21 5', mRNA sequence [CJ948388]

		A_99_P198236		9.577076		9.704244		9.629223		9.923687		10.12564		10.069553		10.741416		10.708615		9.793218		10.289259		10.9984045		10.701261		1.4626291		1.2881582		2.16174		1.7230067		1.1616228		1.5000548		2.5832398		1.7142453		0.54856396		0.36530972		1.1121931		0.7849283		0.2161417		0.5850153		1.3691816		0.7775736		No		Yes		Yes		AK331387		0		AK331387		Ta.67742		0		0		0		0		TC385576		0		Triticum aestivum cDNA, clone: WT007_F23, cultivar: Chinese Spring [AK331387]

		A_99_P026384		3.6682422		4.9266143		4.5743785		5.380818		4.7089877		6.3287086		5.9037223		6.0614777		5.119469		5.344256		6.476523		5.782003		2.0572906		2.6428497		2.5128834		1.6028726		2.734405		1.3357422		3.7376835		1.3205922		1.0407455		1.4020944		1.3293438		0.6806598		1.451227		0.41764164		1.9021444		0.40118504		Yes		No		No		AL819737		0		AL819737		Ta.10148		0		0		0		0		TC410598		0		AL819737 n:129 Triticum aestivum cDNA clone C12_n129_plate_4, mRNA sequence [AL819737]

		A_99_P359051		1.5002956		1.7267767		1.821402		1.7817217		5.815071		6.985827		7.3464966		4.9974647		8.163091		6.2324715		7.836592		3.8633416		19.901089		38.294106		46.04889		9.290415		101.321396		22.716913		64.677414		4.232822		4.3147755		5.2590504		5.5250945		3.215743		6.662795		4.505695		6.01519		2.0816197		Yes		Yes		Yes		TA99687_4565		0		0		0		0		0		0		0		TC434768		0		Rep: Os09g0341100 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC434768]

		A_99_P532142		9.529748		10.04189		10.399336		9.668728		9.187607		9.450147		8.31192		9.331492		9.087256		9.769983		8.794816		9.474918		-1.2676365		-1.507067		-4.2498612		-1.2633334		-1.3589492		-1.2074026		-3.0409453		-1.14378		-0.34214115		-0.59174347		-2.0874157		-0.33723545		-0.44249153		-0.27190685		-1.6045198		-0.19380951		No		Yes		Yes		TC440841		0		0		0		0		0		0		0		TC440841		0		Rep: Tegument phosphoprotein VP13/14 - Cercopithecine herpesvirus 2, partial (6%) [TC440841]

		A_99_P264476		8.126619		8.678515		11.66441		8.763425		10.762856		11.984439		11.291618		9.985364		11.214261		9.85193		12.115963		9.454349		6.217076		9.889677		-1.2948557		2.3326004		8.501054		2.2554483		1.3675119		1.6143167		2.6362362		3.3059235		-0.3727913		1.2219391		3.0876417		1.1734142		0.45155334		0.6909237		Yes		No		No		AF104107		0		AF104107		Ta.203		543416		LOC543416		small heat shock protein Hsp23.5		0		TC433554		0		Triticum aestivum small heat shock protein Hsp23.5 mRNA, nuclear gene encoding mitochondrial protein, complete cds [AF104107]

		A_99_P136460		3.8560421		3.6760302		4.383159		4.3022714		2.959235		3.8561928		1.7066532		3.7824376		3.9709415		3.8336709		2.443433		3.9384928		-1.8619407		1.1330116		-6.3930573		-1.4337901		1.0828996		1.1154615		-3.836328		-1.2867918		-0.8968072		0.18016267		-2.676506		-0.5198338		0.1148994		0.1576407		-1.9397261		-0.3637786		No		Yes		Yes		CJ718950		0		CJ718950		Ta.49147		0		0		0		0		TC375207		0		CJ718950 Y.Ogihara unpublished cDNA library Wh_VWD Triticum aestivum cDNA clone whvd20p12 5', mRNA sequence [CJ718950]

		A_99_P023884		2.3983748		2.3090963		2.4917412		2.4041984		2.7268174		3.4974496		3.9437993		4.2511		3.5158665		3.108775		4.286928		3.7795563		1.2556571		2.2789247		2.7359807		3.597268		2.1696942		1.7407132		3.4706047		2.5943224		0.32844257		1.1883533		1.4520581		1.8469017		1.1174917		0.79967856		1.795187		1.3753579		Yes		No		No		CK170733		0		CK170733		Ta.9286		0		0		0		0		TC403969		0		FGAS045721 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK170733]

		A_99_P395857		8.647625		8.188231		8.151765		7.468289		9.338119		10.251539		10.180422		8.862464		9.72948		9.398347		10.307105		8.797772		1.6138356		4.1794343		4.0802484		2.6283822		2.1167557		2.3135614		4.4547367		2.5131269		0.6904936		2.0633078		2.028657		1.394175		1.0818548		1.2101154		2.1553402		1.3294835		Yes		Yes		Yes		TA109408_4565		0		0		0		0		0		0		0		TC409797		0		0

		A_99_P236746		12.197255		12.148389		11.441551		10.985053		11.037486		10.90471		10.127369		9.484943		10.78663		11.304704		9.932977		10.847482		-2.2342167		-2.3680162		-2.4866135		-2.8286421		-2.658524		-1.7946284		-2.8452876		-1.1000518		-1.159769		-1.243679		-1.3141823		-1.5001097		-1.4106255		-0.84368515		-1.5085745		-0.13757133		Yes		No		No		TA63529_4565		0		0		Ta.35387		0		0		0		0		0		0		0

		A_99_P423722		1.4577152		2.1647804		4.338626		4.30438		1.8931481		4.575621		8.673084		4.7695723		3.0516965		3.9351742		8.339288		5.558811		1.3523166		5.3178415		20.174463		1.3805014		3.018813		3.4114707		16.007341		2.3857307		0.4354329		2.4108407		4.3344584		0.46519232		1.5939814		1.7703938		4.000662		1.2544312		Yes		No		No		AJ888648		0		AJ888648		Ta.50234		0		0		0		0		TC383711		0		AJ888648 Triticum aestivum cv. Fidel leaf Triticum aestivum cDNA clone OA_a3G11, mRNA sequence [AJ888648]

		A_99_P116610		7.5618606		6.71895		7.104647		7.213245		7.122702		6.7766113		5.6780033		6.0153117		7.7889743		6.690584		6.042786		6.4736085		-1.3558133		1.0407774		-2.6882062		-2.294108		1.1704909		-1.0198561		-2.087623		-1.669755		-0.43915844		0.057661533		-1.4266438		-1.1979332		0.22711372		-0.028365612		-1.061861		-0.7396364		No		Yes		Yes		CJ698858		0		CJ698858		Ta.43127		0		0		0		0		TC404328		0		CJ698858 Y.Ogihara unpublished cDNA library Wh_SHDr Triticum aestivum cDNA clone whsd14j24 5', mRNA sequence [CJ698858]

		A_99_P348536		4.8150687		4.5157948		4.6643243		4.74528		2.9065094		3.4594803		3.3144865		2.2771006		2.2306879		2.1770465		3.038678		1.9664717		-3.75434		-2.079612		-2.5488346		-5.53345		-5.9975815		-5.058635		-3.0858037		-6.8628516		-1.9085593		-1.0563145		-1.3498378		-2.4681792		-2.5843809		-2.3387482		-1.6256464		-2.778808		Yes		No		No		TA96271_4565		0		0		0		0		0		0		0		TC405322		0		0

		A_99_P427757		3.737097		4.1852393		4.818333		4.113361		3.951177		2.834853		3.7781591		3.1026928		3.376775		3.77762		3.2503045		3.1636524		1.1599638		-2.549804		-2.0564756		-2.014844		-1.2837124		-1.326495		-2.964993		-1.9314823		0.21407986		-1.3503864		-1.040174		-1.010668		-0.360322		-0.40761924		-1.5680287		-0.94970846		No		Yes		Yes		CK206501		0		0		Ta.57343		0		0		0		0		TC386786		0		0

		A_99_P480347		11.147178		10.295083		9.397695		9.020606		11.219167		11.218596		10.145794		10.017278		11.625851		10.630563		10.527467		9.184876		1.051165		1.8967288		1.6795787		1.9953912		1.3934613		1.261797		2.1882417		1.1205993		0.07198906		0.9235134		0.7480993		0.9966717		0.47867298		0.33547974		1.1297722		0.1642704		No		Yes		Yes		TC422313		0		0		0		0		0		0		0		TC422313		0		0

		A_99_P424462		9.518224		8.749415		10.09265		10.086353		10.318362		11.083737		10.642651		9.953631		10.895775		10.068622		10.753128		10.150656		1.7412683		5.043139		1.4640859		-1.0963602		2.5982695		2.495288		1.5806059		1.0455793		0.8001385		2.334322		0.5500002		-0.1327219		1.3775511		1.3192062		0.66047764		0.064302444		No		Yes		Yes		CV773032		0		0		Ta.36568		0		0		0		0		TC384287		0		Rep: Gpi-anchored protein - Oryza sativa subsp. indica (Rice), partial (53%) [TC384287]

		A_99_P410957		7.127997		7.5764694		7.343811		6.932918		6.137552		6.1952033		5.8037133		8.1141405		6.6036363		6.000145		6.2124214		7.3127046		-1.9867979		-2.6049688		-2.908142		2.2676885		-1.4382961		-2.9820914		-2.1906965		1.3011492		-0.99044514		-1.3812661		-1.5400977		1.1812224		-0.52436066		-1.5763245		-1.1313896		0.3797865		No		Yes		Yes		CK214166		0		0		Ta.54408		0		0		0		0		TC373015		0		Rep: Dehydrin - Triticum turgidum subsp. durum (durum wheat), complete [TC373015]

		A_99_P134320		1.8961983		2.98847		2.037839		3.1132376		1.5333253		3.8146226		4.0635266		5.2713265		2.5789998		4.0901775		3.8045719		4.6693854		-1.2859843		1.7729509		4.0718594		4.4632325		1.6052539		2.1460853		3.4028249		2.940676		-0.36287296		0.82615256		2.0256877		2.158089		0.6828015		1.1017075		1.7667329		1.5561478		Yes		No		No		BT009323		0		BT009323		Ta.48535		0		0		0		0		0		0		Triticum aestivum clone wlm24.pk0013.d6:fis, full insert mRNA sequence [BT009323]

		A_99_P418177		9.375414		9.256698		8.214427		8.491496		9.614675		10.166055		9.554589		8.575355		10.261045		9.418351		9.990288		8.633168		1.1803876		1.8782083		2.531798		1.0598488		1.8475733		1.1185684		3.4244227		1.103183		0.23926067		0.9093571		1.3401623		0.08385849		0.88563156		0.16165352		1.7758608		0.14167213		No		Yes		Yes		TC394608		0		0		0		0		0		0		0		TC394608		GO:0003674(molecular_function)|GO:0005575(cellular_component)|GO:0005624(membrane fraction)|GO:0005886(plasma membrane)|GO:0008150(biological_process)|GO:0009409(response to cold)|GO:0009414(response to water deprivation)|GO:0009651(response to salt stress)|GO:0009737(response to abscisic acid stimulus)|GO:0016020(membrane)|GO:0016021(integral to membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)|GO:0042538(hyperosmotic salinity response)		0

		A_99_P487017		5.6696873		6.2758346		7.4100966		6.180987		5.3988667		5.0389667		6.050747		6.2627296		4.526542		5.606022		6.156874		6.085968		-1.2064939		-2.356863		-2.565695		1.0582957		-2.2086198		-1.5908664		-2.3837328		-1.0680794		-0.27082062		-1.2368679		-1.3593497		0.08174276		-1.1431451		-0.6698127		-1.2532225		-0.09501886		No		Yes		Yes		AK334962		0		AK334962		Ta.15106		0		0		0		0		TC425724		0		Triticum aestivum cDNA, clone: WT011_J24, cultivar: Chinese Spring [AK334962]

		A_99_P326856		7.729655		8.699311		10.368066		9.549102		7.437094		7.1893334		9.263486		9.21326		6.8576293		7.730123		9.25185		9.5155325		-1.2248123		-2.8480566		-2.1503625		-1.2621139		-1.8302307		-1.9577386		-2.167776		-1.0235413		-0.29256058		-1.5099778		-1.1045799		-0.33584213		-0.8720255		-0.9691882		-1.1162157		-0.033569336		No		Yes		Yes		TA89598_4565		0		0		0		0		0		0		0		TC376216		0		0

		A_99_P513312		6.515951		5.978124		5.5140853		5.348766		7.0702095		8.067269		6.5794544		5.7675223		7.6319594		6.879427		7.211332		5.5346513		1.4684136		4.2549586		2.0927052		1.3367748		2.1674645		1.8677518		3.2428145		1.137515		0.55425835		2.0891452		1.0653691		0.41875648		1.1160083		0.9013028		1.6972466		0.18588543		Yes		No		No		BJ260250		0		0		Ta.66149		0		0		0		0		TC437560		0		0

		A_99_P536312		11.227389		10.832382		10.80293		10.65269		12.313487		12.337868		12.612561		11.654945		13.080998		11.418208		12.203754		11.128428		2.1229901		2.8392022		3.505527		2.0031292		3.6140316		1.500898		2.6405246		1.3906299		1.0860977		1.5054855		1.8096313		1.0022554		1.8536091		0.5858259		1.4008245		0.47573853		Yes		Yes		Yes		TC447091		0		0		0		0		0		0		0		TC447091		0		0

		A_99_P253286		7.255432		7.8677316		8.142279		7.322983		8.99138		10.615609		10.1416025		7.987066		10.872888		9.529048		10.715767		7.70262		3.3309822		6.717282		3.9981258		1.5845608		12.273335		3.1630502		5.9524693		1.3010147		1.7359476		2.7478776		1.9993238		0.664083		3.6174555		1.6613164		2.5734882		0.37963724		Yes		Yes		Yes		TA68050_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P244651		5.047648		4.377006		7.8575206		5.313627		7.490293		10.006735		9.105557		8.50103		8.35749		6.1293807		10.056357		6.4737015		5.436375		49.51277		2.37518		9.109698		9.916573		3.3691266		4.59109		2.23469		2.442645		5.629729		1.2480369		3.1874032		3.3098416		1.7523746		2.1988368		1.1600747		Yes		No		No		TA65660_4565		0		0		Ta.55840		0		0		0		0		0		0		0

		A_99_P216011		5.8484116		4.4753737		4.918757		3.6245434		5.2589893		3.7965393		1.9041401		2.7346623		4.923983		4.855631		2.437803		2.57177		-1.504644		-1.6008459		-8.081466		-1.8530234		-1.8979322		1.3015738		-5.582665		-2.0745142		-0.5894222		-0.67883444		-3.014617		-0.88988113		-0.92442846		0.38025713		-2.480954		-1.0527735		Yes		Yes		Yes		TA56527_4565		0		0		0		0		0		0		0		TC400199		0		0

		A_99_P156742		11.983532		12.087593		12.265243		12.468723		12.87412		13.745498		13.724683		12.429711		13.360676		12.909015		13.762227		12.389195		1.8539313		3.1555789		2.7500165		-1.0274099		2.5975363		1.7671465		2.8225212		-1.0566722		0.8905878		1.6579046		1.4594402		-0.039011955		1.3771439		0.8214216		1.4969845		-0.079527855		No		Yes		Yes		AK332520		0		AK332520		Ta.54370		542844		sec61		Sec61p		0		TC423675		0		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		A_99_P043631		4.934369		4.871989		5.137196		5.166554		5.031601		3.7295444		2.7105324		4.735164		4.7651925		4.145086		3.4686134		4.4442954		1.069719		-2.2075474		-5.3764863		-1.3485321		-1.1244166		-1.6550823		-3.1790214		-1.6497627		0.097231865		-1.1424444		-2.4266636		-0.4313898		-0.16917658		-0.72690296		-1.6685827		-0.72225857		No		Yes		Yes		CA594630		0		CA594630		Ta.16010		0		0		0		0		0		0		wpa1c.pk008.m24 wpa1c Triticum aestivum cDNA clone wpa1c.pk008.m24 5' end, mRNA sequence [CA594630]

		A_99_P468162		9.757617		11.596906		13.155908		12.080189		8.040975		8.498881		10.299649		11.278454		8.760815		8.885163		11.03247		11.248652		-3.286706		-8.562454		-7.2413487		-1.7431961		-1.995572		-6.5511236		-4.3573103		-1.7795794		-1.7166424		-3.0980244		-2.8562584		-0.8017349		-0.99680233		-2.7117424		-2.123438		-0.8315363		Yes		Yes		Yes		CA632797		0		0		Ta.18188		0		0		0		0		TC415742		0		Rep: UDP-glucose glucosyltransferase - Triticum aestivum (Wheat), partial (22%) [TC415742]

		A_99_P410057		13.079441		12.90021		12.344802		12.413368		12.101299		11.898236		11.466556		11.03139		11.99022		12.282071		11.218105		12.174576		-1.9699265		-2.0027385		-1.8381395		-2.6062546		-2.1275911		-1.5348942		-2.1835818		-1.1800046		-0.9781418		-1.0019741		-0.8782463		-1.381978		-1.089221		-0.61813927		-1.1266966		-0.23879242		Yes		No		No		AK332643		0		AK332643		Ta.53941		0		0		0		0		TC372122		0		Triticum aestivum cDNA, clone: WT004_I03, cultivar: Chinese Spring [AK332643]

		A_99_P397337		7.5745645		8.148982		7.876266		7.2387757		6.9033456		6.859963		6.744634		6.2409844		6.041263		7.708284		6.3575478		7.302956		-1.5924177		-2.4436185		-2.1910644		-1.9969404		-2.8944743		-1.357261		-2.8653636		1.0454909		-0.6712189		-1.2890191		-1.1316319		-0.9977913		-1.5333014		-0.44069815		-1.5187182		0.064180374		Yes		No		No		TA109782_4565		0		0		0		0		0		0		0		TC421895		0		Rep: Os02g0741700 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC421895]

		A_99_P455187		5.0395107		6.240129		6.369083		5.1413007		2.9352105		4.585001		5.358006		3.6414268		3.1894267		5.2039304		4.9167867		5.28805		-4.2998915		-3.1495113		-2.015415		-2.8281798		-3.605212		-2.0508168		-2.7364326		1.1070724		-2.1043003		-1.655128		-1.0110769		-1.4998739		-1.8500841		-1.0361986		-1.4522963		0.1467495		Yes		No		No		TC407208		0		0		0		0		0		0		0		TC407208		0		Rep: Os01g0108400 protein - Oryza sativa subsp. japonica (Rice), partial (57%) [TC407208]

		A_99_P332981		9.631864		9.333589		8.116706		9.170598		9.791873		11.337238		10.103526		9.637937		10.88224		10.126539		10.237302		9.746971		1.1172944		4.010132		3.9636242		1.3825567		2.3790352		1.7326144		4.3487353		1.4910959		0.16000938		2.0036497		1.9868202		0.46733856		1.2503767		0.79295063		2.120596		0.5763731		Yes		Yes		Yes		TA91457_4565		0		0		0		0		0		0		0		TC393203		0		Rep: Allene oxide synthase - Glycine max (Soybean), partial (32%) [TC393203]

		A_99_P370152		3.607169		3.501027		3.5846841		3.8265305		3.7923985		4.8302493		4.3684497		4.4111953		3.8842323		4.7948575		4.8416095		4.880251		1.1369978		2.5126717		1.7216185		1.4996905		1.2117258		2.4517815		2.3898587		2.0758762		0.18522954		1.3292222		0.78376555		0.5846648		0.27706337		1.2938304		1.2569253		1.0537205		No		Yes		Yes		TA103124_4565		0		0		0		0		0		0		0		TC414161		0		0

		A_99_P159072		12.871104		12.771965		11.827393		11.899823		11.874404		11.756572		10.93015		10.298627		11.806048		12.164006		10.762128		11.746628		-1.9954308		-2.0214539		-1.8625027		-3.033948		-2.0922508		-1.5241013		-2.0925539		-1.1120298		-0.9967003		-1.0153933		-0.89724255		-1.6011963		-1.0650558		-0.6079588		-1.0652647		-0.15319538		Yes		No		No		DR740471		0		DR740471		Ta.54830		0		0		0		0		TC379021		0		FGAS000418 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740471]

		A_99_P447707		9.659917		9.536504		8.385903		8.845988		9.868848		10.469888		9.789959		8.900346		10.60237		9.762894		10.163628		8.932717		1.1558315		1.9097502		2.6464448		1.0383966		1.9217936		1.1699038		3.4288487		1.0619597		0.20893097		0.93338394		1.4040556		0.05435753		0.9424534		0.22638988		1.7777243		0.08672905		No		Yes		Yes		CA609618		0		0		Ta.15986		0		0		0		0		TC402158		0		Rep: Plasma membrane protein 3 - Leymus chinensis, partial (98%) [TC402158]

		A_99_P281516		7.0944023		6.931896		6.9630885		7.8671575		6.068544		4.9198055		5.410881		5.930653		5.627027		5.517545		5.0680566		6.4007344		-2.0361705		-4.0336633		-2.9326553		-3.8277705		-2.7651837		-2.6653981		-3.7193022		-2.763359		-1.0258584		-2.0120907		-1.5522075		-1.9365044		-1.4673753		-1.414351		-1.8950319		-1.466423		Yes		Yes		Yes		AK332995		0		AK332995		Ta.50390		100037580		LOC100037580		fasciclin-like protein FLA19		0		TC458826		0		Triticum aestivum cDNA, clone: WT005_G07, cultivar: Chinese Spring [AK332995]

		A_99_P463067		6.6270814		6.885328		6.857366		8.669861		6.2263207		5.5085473		5.979522		7.253906		5.2744155		5.667185		4.750145		8.494346		-1.3202038		-2.596882		-1.8376268		-2.6683633		-2.553836		-2.3264706		-4.3086057		-1.1293676		-0.40076065		-1.3767805		-0.87784386		-1.4159551		-1.3526659		-1.218143		-2.1072211		-0.17551517		Yes		No		No		TC412450		0		0		0		0		0		0		0		TC412450		0		0

		A_99_P537987		7.81242		8.064933		7.982905		8.202493		6.9668355		5.715133		5.450836		5.844452		7.466024		6.308758		4.6749563		6.1025796		-1.7969925		-5.0975347		-5.7840047		-5.1267366		-1.2713805		-3.3780134		-9.903569		-4.2868357		-0.8455844		-2.3497996		-2.5320687		-2.3580408		-0.34639597		-1.756175		-3.3079486		-2.0999131		Yes		Yes		Yes		GU452717		0		GU452717		Ta.44730		0		0		0		0		TC447730		0		Triticum aestivum putative small GTP-binding protein mRNA, complete cds [GU452717]

		A_99_P296791		12.13392		11.325803		9.046542		9.504322		10.147121		8.536029		5.38582		6.720115		10.2635145		10.275346		7.1506577		6.960714		-3.9635642		-6.915214		-12.646991		-6.8885813		-3.6563525		-2.0711858		-3.7215006		-5.830454		-1.9867983		-2.789774		-3.6607223		-2.7842069		-1.8704052		-1.050457		-1.8958845		-2.5436082		Yes		No		No		TA80735_4565		0		0		0		0		0		0		0		TC449843		0		Rep: Disease resistance response protein 206 - Oryza sativa subsp. indica (Rice), partial (44%) [TC449843]

		A_99_P337481		8.848142		8.663146		8.996417		9.219934		10.3958235		11.892175		11.112526		10.54461		10.779961		10.508184		11.424502		10.561519		2.92347		9.376365		4.3352313		2.5047655		3.8153594		3.5926251		5.3817873		2.5342946		1.5476818		3.2290287		2.116109		1.3246756		1.931819		1.8450384		2.4280853		1.3415842		Yes		Yes		Yes		TA92844_4565		0		0		0		0		0		0		0		TC371111		0		Rep: Protein kinase domain containing protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC371111]

		A_99_P320831		1.3203027		2.0130742		2.36848		2.486127		2.203894		3.8198478		8.43618		4.446045		4.036951		2.6625307		8.724324		2.756631		1.8449621		3.4985902		67.07487		3.8903987		6.573439		1.5685772		81.90301		1.2062291		0.8835912		1.8067737		6.0677004		1.959918		2.7166483		0.6494565		6.3558445		0.270504		Yes		Yes		Yes		TA87783_4565		0		0		Ta.62237		0		0		0		0		TC422760		0		Rep: P450 monooxygenase - Hordeum vulgare var. distichum (Two-rowed barley), partial (35%) [TC422760]

		A_99_P541627		6.6666675		7.1870723		6.151909		8.31715		5.630747		5.2685494		7.000034		6.6293244		5.2762246		5.4302363		5.716127		7.2323594		-2.0504217		-3.7803578		1.8001598		-3.2217078		-2.6215913		-3.3795612		-1.3526437		-2.1210678		-1.0359206		-1.9185228		0.848125		-1.6878257		-1.3904428		-1.7568359		-0.43578196		-1.0847907		Yes		No		No		TA85555_4565		0		0		0		0		0		0		0		TC449136		0		0

		A_99_P249026		9.739459		10.425712		10.115967		9.9159355		9.692006		10.37758		11.189705		11.202464		10.120548		10.02818		10.947224		10.869281		-1.0334388		-1.0339253		2.10488		2.4394038		1.3023248		-1.3172522		1.7792348		1.9363575		-0.047452927		-0.048131943		1.0737381		1.2865286		0.3810892		-0.3975315		0.83125687		0.9533453		No		Yes		Yes		TA66844_4565		0		0		Ta.48506		0		0		0		0		TC381771		0		Rep: Cinnamyl-alcohol dehydrogenase-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (97%) [TC381771]

		A_99_P492652		4.5028543		4.8275723		5.050438		4.3301625		3.5021715		3.725766		2.3887384		4.156666		4.1802535		4.1405635		3.3014507		4.1844864		-2.0009468		-2.1462326		-6.3277802		-1.1277887		-1.250583		-1.6099422		-3.3612251		-1.106249		-1.0006828		-1.1018064		-2.6616995		-0.17349672		-0.32260084		-0.68700886		-1.7489872		-0.14567614		Yes		No		No		TC428488		0		0		0		0		0		0		0		TC428488		0		Rep: Predicted protein - Sclerotinia sclerotiorum (strain ATCC 18683 / 1980 / Ss-1) (Whitemold) (Whetzelinia sclerotiorum), partial (22%) [TC428488]

		A_99_P448412		4.0479712		3.6490953		2.0987673		2.4415083		4.66217		5.284248		4.4646244		3.806041		5.4586234		4.6387186		4.71843		2.8099244		1.5307076		3.106204		5.154588		2.574929		2.6585732		1.9856665		6.146064		1.2909347		0.6141987		1.6351526		2.3658571		1.3645327		1.4106522		0.9896233		2.6196628		0.36841607		Yes		Yes		Yes		TC402592		0		0		0		0		0		0		0		TC402592		0		0

		A_99_P165192		9.103177		9.192538		8.56396		9.290837		8.453039		7.6086507		7.8847427		8.820975		7.774847		8.791482		7.4329834		8.988507		-1.5693182		-2.9977655		-1.6012708		-1.384977		-2.5111184		-1.3204744		-2.1900694		-1.2331344		-0.6501379		-1.5838876		-0.67921734		-0.46986198		-1.32833		-0.4010563		-1.1309767		-0.30233002		No		Yes		Yes		M28059		0		M28059		Ta.56283		543216		LOC543216		ubiquitin carrier protein		0		TC373557		0		Wheat ubiquitin carrier protein (E2) mRNA, complete cds [M28059]

		A_99_P240576		11.058736		11.685162		13.577843		13.071759		10.911115		10.596036		12.570033		12.991452		11.030532		10.906013		12.351907		12.928521		-1.1077415		-2.1274507		-2.010856		-1.057243		-1.0197419		-1.7161183		-2.3390715		-1.1043811		-0.14762115		-1.0891256		-1.0078096		-0.08030701		-0.028203964		-0.77914906		-1.2259359		-0.14323807		No		Yes		Yes		TA64626_4565		0		0		0		0		0		0		0		TC408309		0		Rep: Plasma membrane intrinsic protein - Triticum aestivum (Wheat), partial (47%) [TC408309]

		A_99_P569872		6.738943		6.444742		5.7966785		5.6132603		5.011509		5.22745		4.9930873		4.7460113		4.9504313		5.9995666		5.0701327		5.700258		-3.3113837		-2.3250992		-1.7454406		-1.8241812		-3.4545834		-1.3614799		-1.6546726		1.0621574		-1.7274342		-1.2172923		-0.80359125		-0.867249		-1.7885118		-0.44517565		-0.7265458		0.08699751		Yes		No		No		CA697793		0		0		Ta.10333		0		0		0		0		TC459761		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (35%) [TC459761]

		A_99_P495072		12.829953		13.122005		11.987567		12.630706		13.127983		13.654195		13.51003		13.142842		13.521281		13.851242		13.656685		13.120499		1.2294643		1.446122		2.8728106		1.4261606		1.6147693		1.6577617		3.180201		1.4042432		0.2980299		0.53218937		1.5224628		0.51213646		0.69132805		0.7292366		1.6691179		0.48979282		No		Yes		Yes		TA57507_4565		0		0		Ta.54501		0		0		0		0		TC372351		0		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		A_99_P417057		7.1217895		6.1425705		8.010077		7.9951606		10.164109		11.282261		11.234482		10.1707945		12.104557		10.105543		11.78318		10.372491		8.238147		35.2534		9.346358		4.5178423		31.620047		15.594579		13.67153		5.195744		3.0423198		5.1396904		3.2244043		2.175634		4.9827676		3.9629726		3.7731028		2.3773303		Yes		Yes		Yes		TA75511_4565		0		0		Ta.5766		0		0		0		0		TC378153		0		0

		A_99_P507322		8.517131		7.927925		7.314331		6.7075486		10.284184		11.3282585		9.732066		8.506284		11.030253		11.927548		10.605332		7.745951		3.4035814		10.558503		5.343315		3.4791505		5.708543		15.995823		9.787913		2.0539522		1.7670536		3.4003334		2.417735		1.7987351		2.5131226		3.9996233		3.2910013		1.0384026		Yes		Yes		Yes		TC434894		0		0		0		0		0		0		0		TC434894		0		Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (78%) [TC434894]

		A_99_P043051		4.132248		4.5411334		4.6585574		4.391899		5.6557198		8.298047		7.910668		6.499862		6.276032		6.8552127		8.29528		6.929968		2.8748205		13.518973		9.527584		4.3108225		4.4191966		4.972872		12.438349		5.8081098		1.5234718		3.7569137		3.2521105		2.107963		2.143784		2.3140793		3.636723		2.5380688		Yes		Yes		Yes		CA498017		0		CA498017		Ta.15833		0		0		0		0		TC446815		0		WHE3237_B06_C11ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3237_B06_C11, mRNA sequence [CA498017]

		A_99_P361781		4.7105145		3.607814		4.870449		5.728142		4.914812		5.1433673		7.5440583		7.9225373		5.1483665		5.090778		7.465851		8.1936035		1.1521252		2.8989956		6.380234		4.5769787		1.3545859		2.7952237		6.043573		5.523037		0.20429754		1.5355532		2.6736093		2.1943955		0.4378519		1.4829638		2.5954018		2.4654617		Yes		Yes		Yes		TA100618_4565		0		0		0		0		0		0		0		TC375658		0		Rep: Coatomer subunit beta'-2 - Oryza sativa subsp. japonica (Rice), partial (6%) [TC375658]

		A_99_P146757		4.238376		3.6135447		4.226801		4.7214084		4.065278		3.431647		3.8530362		3.2897234		3.0969417		3.4959314		2.830972		3.3272352		-1.127477		-1.134375		-1.2957296		-2.6976159		-2.2060025		-1.0849385		-2.631397		-2.6283786		-0.17309809		-0.18189764		-0.37376475		-1.431685		-1.1414344		-0.117613316		-1.395829		-1.3941731		Yes		No		No		CV065241		0		0		Ta.42774		0		0		0		0		TC461000		0		Rep: Os04g0658100 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC461000]

		A_99_P462302		1.3322474		1.3308058		1.3531332		1.3284909		1.3914336		4.3595214		1.7342294		1.4016954		1.568123		1.5206194		1.5302819		1.6830848		1.0418779		8.160829		1.3023311		1.052051		1.1776212		1.1406163		1.1306471		1.2786257		0.05918622		3.0287156		0.38109624		0.07320452		0.2358756		0.18981361		0.1771487		0.354594		No		Yes		Yes		TC412043		0		0		0		0		0		0		0		TC412043		0		Rep: IP09321p - Drosophila melanogaster (Fruit fly), partial (6%) [TC412043]

		A_99_P210296		8.70769		8.477096		11.851424		12.200252		7.9957027		7.6027055		10.894176		10.558048		8.0802965		7.7678285		10.276694		11.706618		-1.6380591		-1.833233		-1.9416035		-3.1214218		-1.5447718		-1.6349734		-2.9787972		-1.4079863		-0.7119875		-0.8743901		-0.9572487		-1.6422033		-0.6273937		-0.70926714		-1.5747299		-0.49363327		Yes		No		No		TA54226_4565		0		0		Ta.10909		0		0		0		0		TC394857		0		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC394857]

		A_99_P517302		9.132971		8.486878		9.734309		10.129593		11.510142		13.613145		12.8728485		11.560848		12.44756		12.253719		13.017441		11.885716		5.195172		34.926895		8.80632		2.6968126		9.949262		13.612319		9.734667		3.3778927		2.3771715		5.1262665		3.1385393		1.4312553		3.3145895		3.766841		3.2831316		1.7561235		Yes		Yes		Yes		TC439416		0		0		0		0		0		0		0		TC439416		GO:0005739(mitochondrion)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Os07g0538400 protein - Oryza sativa subsp. japonica (Rice), partial (89%) [TC439416]

		A_99_P563092		5.66443		6.299805		6.2713485		5.974039		4.445686		5.1395326		4.847731		4.915165		4.6929235		5.8736005		4.938216		5.35943		-2.3274405		-2.2349966		-2.6825728		-2.0833051		-1.9608873		-1.3436941		-2.519491		-1.5311432		-1.2187443		-1.1602726		-1.4236174		-1.0588741		-0.9715066		-0.42620468		-1.3331323		-0.61460924		Yes		No		No		TC457229		0		0		0		0		0		0		0		TC457229		0		Rep: ABC transporter related precursor - Methylobacterium sp. 4-46, partial (4%) [TC457229]

		A_99_P003671		5.887316		5.3626084		5.5971427		5.5586963		7.402365		8.300571		10.722318		7.7829013		9.067466		7.066933		10.988816		6.5040035		2.8580854		7.6632853		34.900482		4.6725335		9.064011		3.2587636		41.98126		1.925599		1.515049		2.937963		5.125175		2.224205		3.1801496		1.7043247		5.3916736		0.94530725		Yes		Yes		Yes		CD937018		0		CD937018		Ta.1674		0		0		0		0		0		0		OV.105M08F010220 OV Triticum aestivum cDNA clone OV105M08, mRNA sequence [CD937018]

		A_99_P063602		1.5024313		1.4215811		1.6753391		2.76665		4.375771		4.4468217		3.8372767		5.398697		3.312701		3.2211838		2.2633135		1.8436035		7.3275943		8.141194		4.4751554		6.199049		3.5070784		3.4812434		1.5031348		-1.896115		2.8733397		3.0252404		2.1619377		2.632047		1.8102697		1.7996026		0.5879744		-0.92304647		Yes		No		No		DR739935		0		0		Ta.24463		0		0		0		0		0		GO:0016020(membrane)		0

		A_99_P279651		10.07433		10.873363		11.773819		12.140369		9.471234		9.310503		10.5703535		11.507893		9.177284		10.147602		10.29128		11.91478		-1.5189728		-2.9543884		-2.3029218		-1.5502241		-1.8622491		-1.6537721		-2.7944012		-1.1692551		-0.603096		-1.5628595		-1.2034655		-0.6324768		-0.8970461		-0.72576046		-1.4825392		-0.22558975		Yes		Yes		Yes		AK332783		0		AK332783		Ta.696		0		0		0		0		TC393588		0		Triticum aestivum cDNA, clone: WT004_N21, cultivar: Chinese Spring [AK332783]

		A_99_P310786		5.7217593		5.677298		6.1286473		6.0798874		4.9496417		4.895077		4.731588		5.2342763		4.913115		5.131065		4.8393598		5.3772964		-1.7077746		-1.7197762		-2.6336424		-1.7970258		-1.7515647		-1.460268		-2.4440734		-1.6274248		-0.7721176		-0.78222084		-1.3970594		-0.8456111		-0.8086443		-0.5462332		-1.2892876		-0.70259094		No		Yes		Yes		TA84891_4565		0		0		Ta.850		0		0		0		0		TC391676		0		Rep: Lipase-like - Oryza sativa subsp. japonica (Rice), partial (86%) [TC391676]

		A_99_P063757		11.264789		10.716335		11.056648		11.409558		10.896518		9.874974		9.934936		10.678726		10.5246105		10.063786		9.590852		11.226181		-1.2908049		-1.7917397		-2.1760514		-1.659596		-1.670382		-1.5719439		-2.762159		-1.135539		-0.36827087		-0.84136105		-1.1217127		-0.7308321		-0.7401781		-0.65254974		-1.4657965		-0.18337727		No		Yes		Yes		DR737871		0		DR737871		Ta.24585		0		0		0		0		TC387078		0		FGAS083088 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737871]

		A_99_P507232		1.4556412		1.3704128		1.4025807		1.9806029		2.7861927		1.8742276		7.05875		5.1114383		2.6893876		1.3807989		7.3374085		2.034939		2.514988		1.417958		50.42857		8.759421		2.351769		1.007225		61.1732		1.0383812		1.3305515		0.5038148		5.6561694		3.1308355		1.2337464		0.010386109		5.934828		0.05433619		Yes		Yes		Yes		TC428716		0		0		0		0		0		0		0		TC428716		0		Rep: Phosphatidylinositol-4-phosphate 5-kinase-like protein - Oryza sativa subsp. japonica (Rice), partial (14%) [TC428716]

		A_99_P532422		5.846147		6.3437867		8.127548		9.415807		7.094854		7.0333		11.582501		10.746289		6.258075		6.9042263		10.070249		10.631154		2.3762832		1.6127392		10.965907		2.5148675		1.3304628		1.4747185		3.8442452		2.3219666		1.2487068		0.6895132		3.4549532		1.3304825		0.41192818		0.5604396		1.9427004		1.2153473		Yes		No		No		TA61467_4565		0		0		Ta.7146		0		0		0		0		TC445481		0		0

		A_99_P404247		6.0757694		3.767102		2.440932		4.2927194		6.1970344		6.0617547		5.143964		3.6895058		7.06502		6.934361		5.2910943		4.8239493		1.0876881		4.9063587		6.5116887		-1.5190965		1.9851537		8.983384		7.2108145		1.4451607		0.121264935		2.2946527		2.7030318		-0.60321355		0.98925066		3.167259		2.8501623		0.53123		Yes		Yes		Yes		TA111468_4565		0		0		0		0		0		0		0		TC433136		0		0

		A_99_P163772		5.8596997		5.6437416		6.417623		8.092711		7.1452537		9.353078		12.079724		10.510472		8.222497		8.42629		11.5030365		11.351822		2.4377563		13.080414		50.63634		5.3434105		5.143667		6.880665		33.951736		9.573925		1.2855539		3.7093363		5.6621013		2.4177608		2.3627973		2.782548		5.0854135		3.2591105		Yes		Yes		Yes		DQ208192		0		DQ208192		Ta.55960		100037560		LOC100037560		flavanone 3-hydroxylase		0		TC376864		0		Triticum aestivum flavanone 3-hydroxylase mRNA, partial cds [DQ208192]

		A_99_P157602		10.4100895		10.680203		10.68206		10.967624		10.967902		11.800292		11.665208		11.228696		11.085841		11.254371		11.814029		10.984952		1.4720358		2.173603		1.9767736		1.1983689		1.5974289		1.4888178		2.1915758		1.0120834		0.5578127		1.1200886		0.9831476		0.26107216		0.6757517		0.57416725		1.1319685		0.017328262		No		Yes		Yes		AF176226		0		AF176226		Ta.14283		543373		LOC543373		COP alpha homolog		0		TC402675		0		Triticum aestivum COP alpha homolog mRNA, partial cds [AF176226]

		A_99_P096245		7.7674356		8.07392		8.39677		8.110656		8.317087		8.945938		10.651874		9.60096		8.384915		9.275083		10.443705		9.919549		1.4637322		1.8302209		4.7736874		2.8094816		1.5341928		2.2992485		4.132272		3.5037339		0.5496516		0.87201786		2.255104		1.490304		0.6174798		1.2011623		2.046935		1.8088932		Yes		Yes		Yes		EU200974		0		EU200974		Ta.36301		100136985		LOC100136985		neutral ceramidase		0		TC368943		0		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		A_99_P546737		8.533471		8.8365345		7.6190095		8.250443		7.990662		7.686436		6.480224		8.639565		8.494281		7.668344		6.542578		8.14935		-1.4568063		-2.2192903		-2.2019556		1.3095962		-1.027537		-2.2472966		-2.108813		-1.0725859		-0.542809		-1.1500983		-1.1387854		0.389122		-0.039190292		-1.1681905		-1.0764313		-0.10109329		No		Yes		Yes		TC450812		0		0		0		0		0		0		0		TC450812		0		0

		A_99_P154252		1.4683652		1.4668164		1.4669784		1.4664387		5.4481874		6.9677143		7.3897386		4.449704		8.80896		6.0415497		7.930247		2.4694135		15.777779		45.28301		60.663635		7.9077396		162.08365		23.830433		88.23434		2.0041282		3.9798222		5.500898		5.92276		2.9832654		7.340595		4.5747333		6.4632683		1.0029749		Yes		Yes		Yes		CJ948971		0		CJ948971		Ta.53773		0		0		0		0		TC402288		0		CJ948971 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul25e23 5', mRNA sequence [CJ948971]

		A_99_P152122		7.360227		7.0185475		5.877083		6.419649		6.7285132		6.1643825		4.4036		6.222876		6.545755		6.301912		4.018815		5.9982066		-1.5494045		-1.8077123		-2.7769141		-1.1461319		-1.7586546		-1.6433454		-3.6257207		-1.339266		-0.63171387		-0.8541651		-1.4734826		-0.19677305		-0.8144722		-0.7166357		-1.8582678		-0.4214425		No		Yes		Yes		CJ835466		0		CJ835466		Ta.53255		0		0		0		0		0		0		CJ835466 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal9h01 5', mRNA sequence [CJ835466]

		A_99_P145737		2.6745765		1.7039032		2.2461517		1.9504267		3.913329		3.6630905		4.8443036		3.5806339		5.1083407		1.8544723		5.020518		3.7355747		2.3599436		3.8884287		6.0551047		3.0955746		5.403013		1.1100073		6.8417535		3.4465382		1.2387524		1.9591873		2.598152		1.6302072		2.4337642		0.15056908		2.7743661		1.785148		Yes		Yes		Yes		CJ905038		0		CJ905038		Ta.51740		0		0		0		0		TC410526		0		CJ905038 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles37a15 5', mRNA sequence [CJ905038]

		A_99_P337691		6.725634		6.61824		6.1627192		5.805083		6.3282533		5.5823493		4.985951		5.7290225		6.31703		6.3613625		5.4481015		5.8432465		-1.3171146		-2.050379		-2.260698		-1.0541354		-1.3274009		-1.1948897		-1.6410483		1.026806		-0.39738083		-1.0358906		-1.1767683		-0.076060295		-0.40860415		-0.25687742		-0.7146177		0.038163662		No		Yes		Yes		TA92901_4565		0		0		0		0		0		0		0		TC447115		0		0

		A_99_P442142		5.8636346		5.844721		5.644233		5.0514894		5.0739827		4.5353103		4.6992345		2.838711		4.821002		4.908219		4.490539		3.6593392		-1.7286572		-2.4784026		-1.9251872		-4.6356716		-2.0599833		-1.9138821		-2.2248285		-2.6246958		-0.7896519		-1.3094106		-0.94499874		-2.2127783		-1.0426326		-0.936502		-1.1536942		-1.3921502		Yes		No		No		CK161563		0		0		Ta.46272		0		0		0		0		TC397994		0		Rep: Plasma membrane ATPase - Triticum aestivum (Wheat), complete [TC397994]

		A_99_P358676		6.9387546		6.369534		6.9031205		6.8335395		6.450798		6.056751		5.8604054		6.612266		6.513614		6.1490593		6.1131763		6.471327		-1.402457		-1.2421017		-2.060101		-1.1657621		-1.3427031		-1.1651169		-1.7290076		-1.2853957		-0.48795652		-0.31278324		-1.0427151		-0.22127342		-0.42514038		-0.22047472		-0.7899442		-0.36221266		No		Yes		Yes		TA99557_4565		0		0		0		0		0		0		0		TC416537		0		0

		A_99_P399992		4.070423		6.3156133		7.1934943		8.32066		4.835218		7.6375484		9.545169		8.845661		5.593282		7.449333		9.180692		9.410878		1.6991284		2.5000122		5.1041636		1.4389352		2.8735998		2.194238		3.9646606		2.129063		0.7647948		1.3219352		2.3516746		0.5250015		1.5228591		1.1337199		1.9871974		1.0902185		Yes		No		No		TA110438_4565		0		0		0		0		0		0		0		TC430353		0		0

		A_99_P003481		2.758769		3.8768857		3.2861078		3.7043822		4.0567765		4.8869495		4.533737		4.6982775		4.2193246		4.631368		4.8412685		4.252825		2.4588904		2.0140002		2.3745093		1.991555		2.7521431		1.6870264		2.9386647		1.462506		1.2980075		1.0100639		1.2476294		0.9938953		1.4605556		0.7544825		1.5551608		0.5484426		Yes		No		No		TA91408_4565		0		0		0		0		0		0		0		TC395586		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (3%) [TC395586]

		A_99_P346691		7.515251		8.477025		9.471554		8.64785		6.2861075		6.503775		8.241264		8.276886		7.4135556		6.334194		8.480409		8.22842		-2.3442779		-3.9265163		-2.3461406		-1.2932167		-1.0730338		-4.4162774		-1.9877621		-1.3373989		-1.2291436		-1.9732499		-1.2302895		-0.37096405		-0.10169554		-2.1428308		-0.99114513		-0.41942978		Yes		No		No		TA95712_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P301211		10.795661		9.999349		9.30109		9.450892		11.677585		12.510425		11.498841		9.396092		13.048867		11.416229		11.930107		9.541954		1.8428309		5.7004504		4.5876365		-1.0387151		4.7674117		2.6700757		6.1860433		1.0651537		0.8819237		2.511076		2.197751		-0.054800034		2.2532063		1.4168806		2.6290169		0.09106159		Yes		Yes		Yes		TA82026_4565		0		0		Ta.24576		0		0		0		0		TC392501		0		Rep: Anthranilate synthase beta chain - Arabidopsis thaliana (Mouse-ear cress), partial (71%) [TC392501]

		A_99_P475712		5.192963		5.9123034		5.942594		5.936278		3.5295193		4.424092		5.4804287		4.9432917		3.7220504		5.3240843		5.217697		6.033465		-3.1677177		-2.80541		-1.377608		-1.9903004		-2.771972		-1.5033898		-1.6527826		1.0696858		-1.6634438		-1.4882116		-0.46216536		-0.9929862		-1.4709127		-0.58821917		-0.7248969		0.09718704		Yes		No		No		TC419806		0		0		0		0		0		0		0		TC419806		0		0

		A_99_P363021		7.5402565		7.885134		8.227637		8.470815		7.306544		6.9489274		6.6632123		8.571483		7.5235386		6.9103208		6.44051		8.367837		-1.1758571		-1.9134907		-2.957596		1.0722698		-1.0116553		-1.9653871		-3.4512703		-1.073988		-0.23371267		-0.9362068		-1.564425		0.10066795		-0.01671791		-0.97481346		-1.7871275		-0.10297775		No		Yes		Yes		AK331168		0		AK331168		Ta.10347		0		0		0		0		TC408837		0		Triticum aestivum cDNA, clone: SET6_I14, cultivar: Chinese Spring [AK331168]

		A_99_P529457		1.4770918		1.4799566		1.5020967		1.8879037		1.8025395		4.970606		10.697995		7.7708592		2.91133		3.8092537		10.89627		6.9279876		1.2530532		11.240616		586.46375		59.012783		2.7023942		5.0256042		672.86475		32.901554		0.32544768		3.4906492		9.195898		5.8829556		1.4342382		2.329297		9.394173		5.040084		Yes		Yes		Yes		TA78115_4565		0		0		0		0		0		0		0		TC444325		0		Rep: O-methyltransferase 5 - Triticum aestivum (Wheat), partial (21%) [TC444325]

		A_99_P502262		8.402285		8.88515		9.084839		9.218693		7.915938		7.595982		7.7524476		8.212802		7.5226865		7.9305816		7.973985		8.479816		-1.400893		-2.4438705		-2.5181973		-2.0081832		-1.8398627		-1.9379997		-2.159734		-1.6688755		-0.48634672		-1.2891679		-1.3323913		-1.0058908		-0.87959814		-0.9545684		-1.1108537		-0.73887634		Yes		Yes		Yes		AK332539		0		AK332539		Ta.57149		0		0		0		0		TC432697		0		Triticum aestivum cDNA, clone: WT004_D19, cultivar: Chinese Spring [AK332539]

		A_99_P275151		8.826748		9.316452		9.906011		9.696677		8.31564		8.087501		9.195208		9.096032		8.04647		8.909908		9.303994		9.378554		-1.4251437		-2.3439658		-1.6367149		-1.5163944		-1.7174621		-1.3255064		-1.5178366		-1.2467073		-0.51110744		-1.2289515		-0.71080303		-0.60064507		-0.7802782		-0.40654373		-0.60201645		-0.31812286		No		Yes		Yes		TA74470_4565		0		0		0		0		0		0		0		TC376704		0		Rep: Cyclin-P3-1 - Oryza sativa subsp. japonica (Rice), partial (80%) [TC376704]

		A_99_P286226		4.3960814		4.119772		2.7467403		2.6004202		3.6838868		2.4310899		1.8832769		1.4624668		3.0793028		4.6301203		1.9915112		2.163169		-1.6382945		-3.223621		-1.8194008		-2.2006862		-2.4910927		1.424394		-1.6878996		-1.3540221		-0.7121947		-1.6886821		-0.8634634		-1.1379534		-1.3167787		0.5103483		-0.7552291		-0.43725133		Yes		No		No		TA77700_4565		0		0		0		0		0		0		0		TC392118		0		Rep: Thaumatin-like protein - Cryptomeria japonica (Japanese cedar), partial (71%) [TC392118]

		A_99_P045932		6.620281		6.769155		6.8344245		6.4783244		7.23255		8.163798		7.3926225		7.0726438		7.49641		7.549848		7.6425643		6.7334867		1.5286615		2.6292353		1.4724289		1.5097601		1.8354435		1.717956		1.7509524		1.19347		0.6122689		1.3946433		0.558198		0.59431934		0.8761287		0.78069305		0.8081398		0.25516224		No		Yes		Yes		CA613111		0		CA613111		Ta.16810		0		0		0		0		0		0		wr1.pk0150.f9 wr1 Triticum aestivum cDNA clone wr1.pk0150.f9 5' end, mRNA sequence [CA613111]

		A_99_P402222		4.941355		6.142575		7.2612014		6.379975		4.235741		4.9104757		4.003302		5.8290887		4.518865		5.2518578		5.0614877		5.7950616		-1.6308386		-2.3490853		-9.56589		-1.4649853		-1.3402388		-1.8540974		-4.5938816		-1.4999487		-0.7056141		-1.232099		-3.2578993		-0.55088615		-0.42249012		-0.890717		-2.1997137		-0.58491325		Yes		Yes		Yes		TA110983_4565		0		0		0		0		0		0		0		TC438309		0		Rep: Lectin-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC438309]

		A_99_P229416		10.818767		8.049207		8.314359		11.07751		11.545677		9.807776		11.04202		9.5438595		11.719952		9.813882		10.631974		10.141156		1.655091		3.383625		6.6238093		-2.8951747		1.8675994		3.3979747		4.985076		-1.9136854		0.7269106		1.7585697		2.7276611		-1.5336504		0.90118504		1.7646751		2.3176155		-0.9363537		No		Yes		Yes		TA61392_4565		0		0		0		0		0		0		0		TC373287		0		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC373287]

		A_99_P095945		1.3676633		1.3636883		1.6827072		1.3597646		1.8434633		4.7507663		6.4866652		3.6594257		4.376117		2.3406813		6.7662883		2.521371		1.3906893		10.461935		27.934149		4.9234214		8.047016		1.9683584		33.908638		2.2370636		0.47580004		3.3870778		4.803958		2.2996612		3.0084538		0.97699296		5.083581		1.1616063		Yes		Yes		Yes		DN829606		0		DN829606		Ta.36181		0		0		0		0		TC432364		0		KUCD01_06_D05_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829606]

		A_99_P095970		6.4755607		5.6285973		5.1584587		6.2619367		4.9396286		4.993094		4.1964154		3.741273		5.2522974		5.2999616		4.2955246		5.57435		-2.8997571		-1.5534796		-1.948067		-5.7384605		-2.3347423		-1.2558253		-1.8187335		-1.6105872		-1.5359321		-0.6355033		-0.9620433		-2.5206637		-1.2232633		-0.3286357		-0.8629341		-0.6875868		Yes		No		No		CV776942		0		CV776942		Ta.36189		0		0		0		0		TC414550		0		FGAS071346 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776942]

		A_99_P328976		5.293405		4.9964414		5.5537133		5.90573		6.6171093		8.239385		7.1821437		6.8764863		7.5111613		6.794973		7.820905		6.9648356		2.5030797		9.467236		3.0917645		1.9598681		4.6516943		3.4786596		4.8138523		2.0836399		1.3237042		3.2429433		1.6284304		0.97075653		2.2177563		1.7985315		2.267192		1.0591059		Yes		Yes		Yes		TA90233_4565		0		0		0		0		0		0		0		TC432811		0		0

		A_99_P142423		7.964943		6.3837295		4.778279		6.7314982		8.543606		8.408523		6.9820156		7.1864605		9.317577		7.7355995		7.2392907		7.1458435		1.4934645		4.0693355		4.60671		1.370747		2.5537803		2.5524275		5.5060277		1.3326937		0.5786629		2.0247931		2.2037368		0.45496225		1.3526344		1.3518701		2.461012		0.41434526		Yes		Yes		Yes		TA104904_4565		0		0		0		0		0		0		0		TC372586		0		Rep: Wall-associated kinase-like 1 - Triticum aestivum (Wheat), partial (55%) [TC372586]

		A_99_P428187		9.506627		9.1368265		9.965817		9.193412		9.447653		7.817879		8.7637825		8.591269		8.85709		8.445014		8.395671		8.449318		-1.0417248		-2.4948401		-2.3006396		-1.51797		-1.5686648		-1.6153116		-2.9693487		-1.674922		-0.058974266		-1.3189473		-1.202035		-0.6021433		-0.6495371		-0.6918125		-1.5701466		-0.7440939		No		Yes		Yes		DN949107		0		0		Ta.54411		0		0		0		0		TC387096		0		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC387096]

		A_99_P485292		8.619609		8.339633		8.75256		8.382303		7.501161		6.986122		7.889666		7.683342		7.2712502		7.7093353		7.9101768		8.185531		-2.1711326		-2.5553322		-1.8186823		-1.6233356		-2.5462227		-1.5478843		-1.7930092		-1.1461315		-1.1184478		-1.3535109		-0.8628936		-0.69896126		-1.3483586		-0.63029766		-0.8423829		-0.19677258		Yes		No		No		CJ553324		0		0		Ta.35045		0		0		0		0		TC424802		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (60%) [TC424802]

		A_99_P227381		6.0254216		6.3168354		5.7789364		5.6049385		6.1690903		7.212761		7.851236		6.282892		6.695108		6.688522		7.763163		6.143603		1.1047107		1.8608032		4.2055645		1.5998689		1.5907271		1.2938644		3.9565053		1.4526271		0.14366865		0.8959255		2.0722995		0.6779537		0.6696863		0.37168646		1.9842267		0.53866434		No		Yes		Yes		TA60803_4565		0		0		0		0		0		0		0		TC439822		0		Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC439822]

		A_99_P202686		11.284635		11.632835		11.265247		11.911343		12.894832		14.883682		13.867641		11.471328		13.756908		13.780937		14.26814		11.45269		3.0529354		9.519243		6.0729356		-1.3566183		5.549177		4.432442		8.016055		-1.3742577		1.6101971		3.2508469		2.602394		-0.44001484		2.4722738		2.1481018		3.0028925		-0.4586525		Yes		Yes		Yes		TA51815_4565		0		0		0		0		0		0		0		TC374867		0		Rep: Luminal-binding protein 3 precursor - Zea mays (Maize), partial (32%) [TC374867]

		A_99_P465927		2.7689388		1.7926172		3.637812		2.2337797		8.252973		9.527131		8.942615		5.921726		10.680809		7.4394546		9.618474		5.3456783		44.756756		212.97108		39.527996		12.887911		240.82979		50.10342		63.147877		8.645196		5.4840336		7.7345138		5.304803		3.6879466		7.91187		5.646837		5.9806623		3.1118987		Yes		Yes		Yes		TC414181		0		0		0		0		0		0		0		TC414181		GO:0004364(glutathione transferase activity)|GO:0005737(cytoplasm)		Rep: Glutathione S-transferase GST 42 - Zea mays (Maize), partial (84%) [TC414181]

		A_99_P223581		11.275741		11.705681		11.561759		11.965989		10.29111		9.646098		10.388951		10.878064		9.898799		10.702011		9.846908		11.5395155		-1.9788066		-4.1686573		-2.2545004		-2.1256807		-2.5971723		-2.0050938		-3.2826283		-1.3439445		-0.9846306		-2.0595827		-1.1728077		-1.087925		-1.3769417		-1.0036697		-1.7148514		-0.42647362		Yes		Yes		Yes		TA59570_4565		0		0		Ta.28740		0		0		0		0		TC446541		0		0

		A_99_P435382		1.3259155		1.4116303		1.3503846		1.3248272		2.8798225		2.9648762		4.2687902		1.3474187		4.888766		3.3253555		4.7702136		1.3403927		2.9361122		2.9347668		7.560101		1.0157825		11.81748		3.7678075		10.702151		1.0108476		1.553907		1.5532459		2.9184055		0.022591472		3.5628505		1.9137253		3.419829		0.015565515		Yes		Yes		Yes		TC392845		0		0		0		0		0		0		0		TC392845		0		0

		A_99_P477992		6.643728		7.2780685		6.787603		5.9397845		6.186727		5.2793765		5.1220317		5.457819		5.63193		6.2124352		5.132767		5.439586		-1.3726851		-3.996375		-3.1723924		-1.3966452		-2.0164225		-2.0930884		-3.1488733		-1.414408		-0.45700073		-1.998692		-1.6655712		-0.48196554		-1.0117979		-1.0656333		-1.6548357		-0.50019836		Yes		Yes		Yes		CJ880733		0		CJ880733		Ta.21533		0		0		0		0		TC421025		0		CJ880733 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls34j20 5', mRNA sequence [CJ880733]

		A_99_P472762		9.297939		9.653417		8.770558		9.865075		8.358741		8.516865		7.6017723		9.412491		8.822018		8.806941		7.671702		9.691556		-1.9174627		-2.1985493		-2.2482245		-1.3684894		-1.3908064		-1.798103		-2.1418486		-1.1278062		-0.9391985		-1.1365519		-1.168786		-0.45258427		-0.47592163		-0.8464756		-1.0988564		-0.17351913		No		Yes		Yes		TC418179		0		0		0		0		0		0		0		TC418179		0		Rep: GRAB2 protein - Triticum sp, partial (43%) [TC418179]

		A_99_P456762		8.570243		7.473646		7.918699		8.0894985		9.7645		10.860878		9.334296		8.713214		11.300162		10.226691		9.729415		8.68372		2.2882693		10.463052		2.667702		1.5408382		6.634186		6.7413855		3.508164		1.5096574		1.1942568		3.3872318		1.4155974		0.6237154		2.7299194		2.753045		1.8107162		0.5942211		Yes		Yes		Yes		TA77983_4565		0		0		Ta.24134		0		0		0		0		TC408291		0		0

		A_99_P506142		4.697778		3.472821		3.9582593		3.3633177		4.577821		5.1615663		5.072404		3.830923		4.837877		4.5914407		5.072824		4.5064697		-1.0867028		3.223762		2.1646662		1.3828123		1.1019804		2.1713912		2.1652966		2.2086303		-0.11995745		1.6887453		1.1141446		0.46760535		0.14009857		1.1186197		1.1145647		1.143152		No		Yes		Yes		TC434415		0		0		0		0		0		0		0		TC434415		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (7%) [TC434415]

		A_99_P040778		2.9032269		3.6556377		1.4828658		2.528381		6.3616014		8.910111		11.237109		8.777256		8.811851		8.19103		11.013822		7.5110574		10.991942		38.172813		863.6146		76.04991		60.07212		23.189371		739.7819		31.61805		3.4583745		5.2544737		9.754244		6.2488747		5.9086237		4.535392		9.530956		4.9826765		Yes		Yes		Yes		CJ944178		0		CJ944178		Ta.15159		0		0		0		0		TC439327		0		CJ944178 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul10e19 5', mRNA sequence [CJ944178]

		A_99_P445327		7.6366386		7.1424217		6.0298467		6.914135		6.2008953		6.503708		4.5922923		3.8868008		6.5285797		6.31254		4.6621537		5.837605		-2.7052152		-1.5569406		-2.7086132		-8.153018		-2.1555543		-1.7775396		-2.5805757		-2.1089575		-1.4357433		-0.63871384		-1.4375544		-3.0273342		-1.1080589		-0.82988167		-1.367693		-1.07653		Yes		No		No		TC400396		0		0		0		0		0		0		0		TC400396		0		Rep: Ent-kaurene synthase-like protein 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC400396]

		A_99_P082150		5.025047		5.4527016		5.921671		5.403057		4.432366		3.9850018		4.2005773		3.8732567		3.9650059		4.183575		4.0072846		4.128493		-1.5080465		-2.7658057		-3.2968624		-2.8874588		-2.0849907		-2.4101558		-3.769534		-2.4192574		-0.59268093		-1.4676998		-1.7210937		-1.5298004		-1.060041		-1.2691264		-1.9143863		-1.2745643		Yes		No		No		CV776803		0		CV776803		Ta.31318		0		0		0		0		0		0		FGAS071207 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776803]

		A_99_P162117		7.790156		8.078784		6.3371644		6.6479397		7.8785653		8.457069		7.172095		6.623442		8.127423		8.353883		7.6446967		6.5322013		1.0631974		1.2997962		1.783771		-1.0171254		1.2633615		1.2100769		2.475178		-1.0835295		0.088409424		0.3782854		0.8349304		-0.024497509		0.3372674		0.2750988		1.3075323		-0.11573839		No		Yes		Yes		TA81713_4565		0		0		0		0		0		0		0		TC432855		0		0

		A_99_P351946		3.7407234		2.757007		3.3381596		2.7146652		5.999786		7.5605264		6.8253136		6.30071		7.155951		6.3421454		7.272733		5.727513		4.7868032		27.925655		11.213416		12.009007		10.668073		12.001465		15.290606		8.071561		2.2590625		4.8035192		3.487154		3.586045		3.4152277		3.5851386		3.9345737		3.0128477		Yes		Yes		Yes		TA97352_4565		0		0		0		0		0		0		0		TC372621		0		0

		A_99_P586952		6.686661		6.233168		6.370405		6.503372		4.8912435		5.5773425		4.176433		4.5823016		5.412274		6.1172214		5.4063983		6.494208		-3.4711587		-1.5755173		-4.5756354		-3.7870398		-2.4189599		-1.083686		-1.9507203		-1.0063725		-1.7954173		-0.6558256		-2.193972		-1.9210706		-1.2743869		-0.11594677		-0.9640069		-0.009164333		Yes		No		No		DR741041		0		DR741041		Ta.54019		543109		LOC543109		glyoxysomal malate dehydrogenase		0		TC386997		0		FGAS000972 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741041]

		A_99_P316006		9.389785		9.227625		8.461356		9.047262		10.030179		10.601448		10.308888		9.606868		10.582686		10.061196		10.620149		9.6532135		1.558755		2.5915642		3.5988407		1.4738662		2.2861207		1.7820915		4.4654098		1.521982		0.6403942		1.3738232		1.8475323		0.5596056		1.1929016		0.83357143		2.1587925		0.6059513		Yes		Yes		Yes		TA86381_4565		0		0		0		0		0		0		0		TC392433		0		Rep: Chromosome chr10 scaffold_81, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC392433]

		A_99_P388917		4.515135		4.254836		4.648449		4.0296693		3.7861912		3.2589233		3.5540094		3.3226936		3.252032		3.2756815		3.1479847		2.9318552		-1.657425		-1.994342		-2.135301		-1.6323786		-2.4001138		-1.9713099		-2.8293374		-2.1403015		-0.7289436		-0.9959128		-1.0944395		-0.7069757		-1.2631028		-0.9791546		-1.5004642		-1.0978141		Yes		No		No		TA107722_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P501837		11.616104		11.370236		10.896434		10.606625		10.509833		10.1354		9.1854925		8.688535		10.210056		10.504485		9.039405		10.161174		-2.1528842		-2.3535469		-3.2737436		-3.7792237		-2.650102		-1.8222884		-3.6226087		-1.3617395		-1.1062708		-1.2348366		-1.7109413		-1.9180899		-1.4060478		-0.86575127		-1.857029		-0.44545078		Yes		No		No		TC432524		0		0		0		0		0		0		0		TC432524		0		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC432524]

		A_99_P151922		4.0979934		6.3918934		6.540029		5.5364		1.5991434		4.111605		2.5304198		3.1303768		2.3443244		4.2092876		3.5988472		4.336151		-5.652346		-4.85775		-16.106926		-5.3001127		-3.3721507		-4.5397277		-7.6804023		-2.297793		-2.4988499		-2.2802882		-4.009609		-2.406023		-1.753669		-2.1826057		-2.941182		-1.2002487		Yes		Yes		Yes		CJ832469		0		CJ832469		Ta.53211		0		0		0		0		TC454242		0		CJ832469 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal38m05 5', mRNA sequence [CJ832469]

		A_99_P255736		2.2980778		3.0704262		5.5243735		2.9306297		5.3999133		5.420708		7.033363		7.603378		6.8415656		3.7746964		7.8797975		4.857364		8.585103		5.099239		2.8461058		25.505705		23.319866		1.6293201		5.117446		3.8019366		3.1018355		2.350282		1.5089893		4.672748		4.5434875		0.7042701		2.355424		1.9267344		Yes		Yes		Yes		TA68757_4565		0		0		Ta.67811		0		0		0		0		TC413534		0		Rep: Predicted protein - Coprinopsis cinerea okayama7#130, partial (12%) [TC413534]

		A_99_P416087		5.509588		5.143142		5.2414994		3.9422238		6.191632		6.791836		6.778788		5.547531		7.4693656		6.655619		7.3122344		4.688494		1.6044112		3.1354957		2.9024851		3.0426056		3.8900206		2.8529944		4.2010064		1.6774508		0.682044		1.6486936		1.5372887		1.6053073		1.9597778		1.5124769		2.070735		0.7462704		Yes		Yes		Yes		TA108995_4565		0		0		0		0		0		0		0		TC377351		0		Rep: Gibberellin 2-oxidase - Lolium temulentum (Darnel ryegrass), partial (40%) [TC377351]

		A_99_P112780		4.607733		4.483288		4.717224		4.7162566		5.0790524		5.9644027		6.0037837		5.3542213		5.7784877		5.364638		6.5364666		5.528234		1.3863771		2.7916439		2.4394562		1.5561323		2.2512946		1.8420982		3.5289586		1.7556161		0.47131968		1.4811149		1.2865596		0.6379647		1.1707549		0.88135004		1.8192425		0.8119774		Yes		Yes		Yes		CD886203		0		CD886203		Ta.41929		780613		GSL22		1,3-beta-glucan synthase 22-like		0		TC437170		0		G118.101K08F010601 G118 Triticum aestivum cDNA clone G118101K08, mRNA sequence [CD886203]

		A_99_P514047		6.658415		6.5337586		6.5445995		6.4421864		7.551475		8.925426		7.638153		6.296472		8.17388		7.6993103		7.8943524		6.4020767		1.8571112		5.2476335		2.1339903		-1.1062782		2.8589091		2.2431898		2.5486846		-1.0281919		0.8930602		2.391667		1.0935535		-0.14571428		1.5154648		1.1655517		1.3497529		-0.040109634		Yes		Yes		Yes		TA74605_4565		0		0		0		0		0		0		0		TC437879		0		0

		A_99_P324391		11.528104		11.595223		11.188649		11.206433		10.98806		10.9466505		12.404944		11.160716		11.517181		11.134858		11.596766		11.225422		-1.4540167		-1.5676168		2.323493		-1.0321962		-1.0075996		-1.3758901		1.326953		1.0132489		-0.54004383		-0.6485729		1.2162952		-0.04571724		-0.010922432		-0.4603653		0.4081173		0.01898861		No		Yes		Yes		TA88843_4565		0		0		Ta.3969		0		0		0		0		TC394950		0		0

		A_99_P284881		3.423917		4.9338527		3.6793773		2.5261445		6.5193563		9.0302305		10.326283		8.476713		9.019683		7.217331		10.515945		6.1501136		8.547125		17.105375		100.21162		61.8443		48.360794		4.868503		114.29099		12.328874		3.0954392		4.096378		6.646906		5.9505687		5.595766		2.2834783		6.836568		3.623969		Yes		Yes		Yes		TA77319_4565		0		0		0		0		0		0		0		TC443766		0		Rep: Non-specific lipid-transfer protein - Oryza sativa subsp. indica (Rice), partial (9%) [TC443766]

		A_99_P012614		5.0201774		5.57848		5.59423		5.377641		4.944963		4.5644765		5.111578		5.0532494		4.5394306		5.056366		4.4099197		5.1913667		-1.0535176		-2.0195072		-1.39731		-1.2521365		-1.3954657		-1.4360578		-2.2725475		-1.1378217		-0.075214386		-1.0140033		-0.4826522		-0.32439184		-0.48074675		-0.5221138		-1.1843104		-0.18627453		No		Yes		Yes		BJ277397		0		BJ277397		Ta.5415		0		0		0		0		TC398896		0		BJ277397 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr11e16 5', mRNA sequence [BJ277397]

		A_99_P383512		4.495154		5.3809395		4.9614387		5.4803524		4.7758846		5.365442		6.0187516		5.4379735		4.8757033		5.400963		5.7633114		5.297295		1.21481		-1.0108001		2.0810518		-1.0298105		1.3018376		1.0139759		1.7433627		-1.1352872		0.28073072		-0.0154976845		1.057313		-0.042378902		0.38054943		0.020023346		0.80187273		-0.18305731		No		Yes		Yes		TA106395_4565		0		0		0		0		0		0		0		TC460863		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (49%) [TC460863]

		A_99_P318016		2.5927882		4.8066134		4.131767		4.3250394		3.7466338		5.601311		5.593275		5.4803185		4.541605		5.1446424		5.9287925		5.167297		2.2250621		1.7347139		2.7539613		2.2272742		3.8605778		1.2640284		3.4750307		1.7928534		1.1538455		0.79469776		1.4615083		1.1552792		1.9488168		0.3380289		1.7970257		0.8422575		Yes		Yes		Yes		AK335576		0		AK335576		Ta.45167		0		0		0		0		TC376472		0		Triticum aestivum cDNA, clone: WT013_E04, cultivar: Chinese Spring [AK335576]

		A_99_P452502		4.2406263		3.7626803		4.3680077		4.031395		3.399566		2.7475889		2.4109037		3.614749		3.5827897		3.7041788		3.2530088		3.8021135		-1.7913663		-2.021031		-3.8828177		-1.3348207		-1.577715		-1.0413835		-2.1659484		-1.172251		-0.8410604		-1.0150914		-1.957104		-0.416646		-0.6578367		-0.058501482		-1.1149988		-0.22928143		Yes		No		No		TC405445		0		0		0		0		0		0		0		TC405445		0		Rep: PE-PGRS family protein - Mycobacterium tuberculosis (strain F11), partial (3%) [TC405445]

		A_99_P517027		5.8796153		6.007241		5.924544		5.730538		7.4496474		9.518744		10.707474		8.245534		8.514318		8.839031		11.051625		7.339315		2.9691133		11.404282		27.529947		5.715961		6.210473		7.1195717		34.94663		3.049932		1.5700321		3.5115037		4.78293		2.514996		2.6347032		2.8317904		5.1270814		1.608777		Yes		Yes		Yes		TC439275		0		0		0		0		0		0		0		TC439275		0		Rep: Chromosome undetermined scaffold_53, whole genome shotgun sequence - Vitis vinifera (Grape), partial (9%) [TC439275]

		A_99_P348596		8.456798		10.522722		12.327397		11.244693		6.876741		7.6400146		9.011456		9.921684		7.849871		7.408403		9.876163		10.109809		-2.989816		-7.37533		-9.958592		-2.501873		-1.5230111		-8.659714		-5.4688396		-2.196009		-1.5800567		-2.8827076		-3.3159418		-1.3230085		-0.60692644		-3.1143193		-2.4512348		-1.1348839		Yes		Yes		Yes		TA96287_4565		0		0		0		0		0		0		0		TC407480		0		Rep: UDP-glucose glucosyltransferase - Triticum aestivum (Wheat), partial (61%) [TC407480]

		A_99_P385162		7.1221585		7.4020085		7.6719074		7.4985504		7.485872		6.8133597		6.573871		7.644692		7.034458		6.911568		6.4171157		7.282228		1.2867335		-1.5038376		-2.1406312		1.1066059		-1.062675		-1.4048736		-2.386327		-1.1617683		0.36371326		-0.5886488		-1.0980363		0.14614153		-0.08770037		-0.49044037		-1.2547917		-0.21632242		No		Yes		Yes		TA106795_4565		0		0		0		0		0		0		0		TC434812		0		0

		A_99_P324761		12.350339		11.954033		11.039036		10.87177		11.022507		10.081969		9.774232		9.66204		10.558594		10.88016		9.655133		10.990827		-2.510252		-3.6605582		-2.4029455		-2.3129437		-3.4623346		-2.1050763		-2.6097336		1.0860245		-1.3278322		-1.8720636		-1.2648039		-1.2097301		-1.7917452		-1.0738726		-1.3839025		0.1190567		Yes		No		No		AK333660		0		AK333660		Ta.3979		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT008_A19, cultivar: Chinese Spring [AK333660]

		A_99_P223846		9.078788		9.460448		11.74787		9.907038		10.301106		12.470117		12.27662		10.913109		10.988373		10.548238		12.521783		10.844169		2.333214		8.053793		1.4426781		2.008434		3.7570102		2.1254814		1.7099006		1.9147167		1.2223186		3.0096684		0.52874947		1.0060711		1.909585		1.0877895		0.77391243		0.9371309		Yes		No		No		TA59638_4565		0		0		Ta.47834		0		0		0		0		TC385158		0		0

		A_99_P256271		10.62265		10.427063		10.431921		10.307016		10.226811		9.743607		9.478535		9.978356		9.977361		9.821723		9.394999		10.074197		-1.3157074		-1.6059828		-1.9364125		-1.2558464		-1.564053		-1.5213373		-2.051846		-1.1751293		-0.39583874		-0.6834564		-0.9533863		-0.32866		-0.6452894		-0.60534		-1.0369225		-0.23281956		No		Yes		Yes		AK333182		0		AK333182		Ta.801		0		0		0		0		TC372269		0		Triticum aestivum cDNA, clone: WT005_N15, cultivar: Chinese Spring [AK333182]

		A_99_P274356		9.847557		10.059001		10.296143		9.200317		9.564397		9.456489		8.968907		8.495467		9.197595		10.074304		8.828784		8.591206		-1.2168574		-1.5183583		-2.5092134		-1.6299754		-1.5691273		1.0106634		-2.7651517		-1.5253198		-0.2831602		-0.60251236		-1.3272352		-0.7048502		-0.6499624		0.015302658		-1.4673586		-0.6091118		No		Yes		Yes		TA74235_4565		0		0		Ta.11367		0		0		0		0		0		0		0

		A_99_P147232		6.504631		6.5691013		6.7568345		6.4843373		5.776798		5.402368		5.6071243		5.072526		5.3190427		5.4631767		5.4138713		5.242087		-1.6561499		-2.2450278		-2.2186933		-2.66071		-2.2745614		-2.1523678		-2.5367181		-2.3656726		-0.7278333		-1.1667333		-1.1497102		-1.4118114		-1.1855884		-1.1059246		-1.3429632		-1.2422504		Yes		No		No		DR732180		0		DR732180		Ta.52092		0		0		0		0		0		0		FGAS078100 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [DR732180]

		A_99_P272941		7.4713025		7.554626		6.970347		7.0199947		6.4863915		6.3262267		6.2825375		5.992775		6.294145		6.6473756		5.9321194		6.7688026		-1.9791912		-2.3430688		-1.6108358		-2.0380929		-2.261308		-1.8754677		-2.053703		-1.1901902		-0.98491096		-1.2283993		-0.68780947		-1.0272198		-1.1771574		-0.9072504		-1.0382276		-0.2511921		No		Yes		Yes		TA73801_4565		0		0		0		0		0		0		0		TC416183		0		Rep: Translation initiation factor IF-3-like - Oryza sativa subsp. japonica (Rice), partial (48%) [TC416183]

		A_99_P196881		12.661284		12.847302		10.521058		11.548451		11.73614		11.356078		7.8570523		10.814382		11.658425		11.729777		8.0522175		10.496306		-1.898874		-2.8112745		-6.337904		-1.6633247		-2.0039675		-2.1697445		-5.5359874		-2.0736105		-0.9251442		-1.4912243		-2.6640058		-0.7340698		-1.0028591		-1.1175251		-2.4688406		-1.052145		Yes		Yes		Yes		TA49780_4565		0		0		0		0		0		0		0		TC433827		0		0

		A_99_P175034		5.1156936		5.2600403		5.2849364		5.028275		4.567902		4.279653		4.5066605		3.557799		4.3130517		3.9981887		4.268156		4.0636477		-1.4618461		-1.9729949		-1.7150801		-2.771133		-1.7442924		-2.3980331		-2.0233984		-1.9515593		-0.5477915		-0.9803872		-0.77827597		-1.4704759		-0.80264187		-1.2618515		-1.0167804		-0.96462727		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P251706		9.571019		9.604041		8.631499		8.525596		13.05119		13.956608		13.75111		10.755157		14.354675		13.3804655		14.504482		10.564385		11.159273		20.429283		34.766136		4.689915		27.543808		13.703043		58.606266		4.109007		3.4801712		4.3525667		5.119611		2.2295618		4.783656		3.7764244		5.872983		2.0387897		Yes		Yes		Yes		TA67633_4565		0		0		Ta.67873		0		0		0		0		TC375903		0		Rep: Germin-like protein 4 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (87%) [TC375903]

		A_99_P010504		3.6507428		4.255278		3.878713		3.8647366		3.4741123		3.8535535		4.866448		4.096081		3.4851072		4.0941734		5.042067		4.684048		-1.130241		-1.3210862		1.9830692		1.1739283		-1.1216601		-1.118143		2.2397757		1.7645638		-0.1766305		-0.40172458		0.98773503		0.23134422		-0.16563559		-0.16110468		1.1633542		0.8193116		No		Yes		Yes		AK335449		0		AK335449		Ta.4693		0		0		0		0		TC427279		0		Triticum aestivum cDNA, clone: WT012_O22, cultivar: Chinese Spring [AK335449]

		A_99_P563527		6.936878		7.5561433		8.234433		8.576236		5.9150405		6.287296		6.952347		6.984083		6.0193715		6.8866754		6.8537765		8.004109		-2.0305037		-2.40969		-2.431904		-3.0149887		-1.8888481		-1.5904863		-2.6038687		-1.4867132		-1.0218377		-1.2688475		-1.2820864		-1.5921526		-0.9175067		-0.6694679		-1.3806567		-0.5721264		Yes		No		No		CJ601841		0		0		0		0		0		0		0		TC457372		0		Rep: Serine/threonine protein phosphatase - Oryza sativa subsp. japonica (Rice), partial (98%) [TC457372]

		A_99_P213466		13.727071		13.971794		14.574773		15.075213		13.295211		12.940624		14.024551		14.449346		13.212333		13.3900795		12.991483		14.889119		-1.3489716		-2.043681		-1.4643104		-1.5431389		-1.4287348		-1.496627		-2.9965243		-1.1376796		-0.43185997		-1.0311699		-0.55022144		-0.62586784		-0.5147381		-0.58171463		-1.5832901		-0.18609428		No		Yes		Yes		TA55441_4565		0		0		Ta.63007		0		0		0		0		TC422437		0		0

		A_99_P040376		2.378837		1.5015321		2.7867596		3.060935		2.3240767		2.9496124		4.940388		4.3555775		3.5282984		2.6026084		6.159317		4.4675717		-1.0386866		2.7284474		4.449455		2.453162		2.2183104		2.1451468		10.357166		2.6511838		-0.054760456		1.4480803		2.1536286		1.2946424		1.1494613		1.1010764		3.3725574		1.4066367		Yes		Yes		Yes		BQ744395		0		BQ744395		Ta.15028		0		0		0		0		TC382181		0		WHE4115_B03_D05ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4115_B03_D05, mRNA sequence [BQ744395]

		A_99_P376377		7.281473		6.569378		5.2790837		8.675246		5.831447		4.2695246		4.0671544		6.439045		5.759787		5.735943		3.7465096		7.059744		-2.7321298		-4.924077		-2.316472		-4.7115483		-2.8712642		-1.781923		-2.8930159		-3.0641828		-1.450026		-2.2998533		-1.2119293		-2.2362013		-1.5216861		-0.83343506		-1.5325742		-1.6155024		Yes		No		No		TA104654_4565		0		0		0		0		0		0		0		TC448801		0		Rep: O-methyltransferase 3 - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (50%) [TC448801]

		A_99_P414262		2.2609904		1.6207491		2.3247056		2.4781559		2.5999734		5.5809784		5.249499		4.821792		1.9623066		3.6567676		4.0356903		3.6308763		1.2648647		15.564954		7.5936484		5.0758038		-1.2300217		4.101121		3.273842		2.2233274		0.33898306		3.9602294		2.9247932		2.3436363		-0.29868376		2.0360184		1.7109847		1.1527205		Yes		Yes		Yes		TC375893		0		0		0		0		0		0		0		TC375893		GO:0005739(mitochondrion)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Serine/threonine-specific receptor protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC375893]

		A_99_P151282		5.1304913		5.5252023		5.190842		5.92363		4.430259		4.78282		3.4702857		5.3994637		4.831049		4.77729		3.815754		5.781025		-1.6247661		-1.6729357		-3.295635		-1.4381026		-1.2306685		-1.679361		-2.5938377		-1.1038969		-0.700232		-0.74238205		-1.7205565		-0.5241666		-0.2994423		-0.7479124		-1.3750882		-0.1426053		No		Yes		Yes		CJ808109		0		CJ808109		Ta.53063		0		0		0		0		TC422150		0		CJ808109 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct4k05 5', mRNA sequence [CJ808109]

		A_99_P350346		8.282632		8.01246		7.6777034		8.9295845		7.8571763		6.572123		7.234249		7.6022544		7.198499		7.2298446		6.047428		8.008113		-1.3429965		-2.713842		-1.3598564		-2.5093784		-2.1201005		-1.7202463		-3.0957205		-1.8940463		-0.42545557		-1.4403367		-0.44345427		-1.3273301		-1.0841327		-0.7826152		-1.6302752		-0.9214716		Yes		No		No		TA96866_4565		0		0		0		0		0		0		0		TC427293		0		Rep: Kinesin heavy chain - Zea mays (Maize), partial (8%) [TC427293]

		A_99_P570357		1.6451378		1.7044977		1.5901647		2.168708		3.411754		5.074557		4.094434		3.1400785		4.3301644		4.0467496		5.0340304		2.2339535		3.4025495		10.339246		5.6736183		1.9607022		6.430927		5.070935		10.881954		1.0462629		1.7666161		3.370059		2.5042691		0.97137046		2.6850266		2.3422518		3.4438658		0.06524539		Yes		Yes		Yes		DR734174		0		DR734174		Ta.68092		0		0		0		0		TC459824		0		FGAS079930 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR734174]

		A_99_P509672		13.701214		13.734403		14.178737		14.071378		13.431903		12.958022		13.191067		14.384309		13.899063		12.760372		13.104283		14.088378		-1.205232		-1.7128283		-1.9829798		1.2422289		1.1469872		-1.9643207		-2.105924		1.0118533		-0.26931095		-0.77638054		-0.98766994		0.31293106		0.19784927		-0.9740305		-1.0744534		0.017000198		No		Yes		Yes		U73211		0		U73211		Ta.63047		543250		Wcor410c		cold acclimation protein WCOR410c		0		TC426938		0		Triticum aestivum cold acclimation protein WCOR410c (Wcor410c) mRNA, complete cds [U73211]

		A_99_P558872		8.947686		9.119797		9.526774		9.324975		9.551411		10.669847		10.569606		9.969708		10.3139105		10.00575		10.952522		10.003729		1.5196346		2.9282725		2.0602672		1.5634503		2.57795		1.8479849		2.6865373		1.6007565		0.6037245		1.5500498		1.0428314		0.6447334		1.3662243		0.88595295		1.4257479		0.67875385		Yes		Yes		Yes		TA67025_4565		0		0		0		0		0		0		0		TC455592		0		0

		A_99_P440062		4.005676		4.4916134		4.028956		4.4801497		3.9281845		5.392306		5.5899086		6.375444		6.078302		4.6187134		6.4326186		5.7208915		-1.0551816		1.8669618		2.9504862		3.7199783		4.2065167		1.0920962		5.2914486		2.3632		-0.07749128		0.90069246		1.5609527		1.8952942		2.072626		0.12709999		2.4036627		1.2407417		Yes		No		No		CK152720		0		CK152720		Ta.67702		0		0		0		0		TC396408		0		FGAS035794 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [CK152720]

		A_99_P261596		8.009683		8.455867		7.8974075		8.115888		8.315761		8.988523		8.875427		8.702549		8.283569		8.875692		9.04685		8.452136		1.2363421		1.4465896		1.9697598		1.5017674		1.2090607		1.3377658		2.2182817		1.2624694		0.30607796		0.5326557		0.9780197		0.58666134		0.27388668		0.41982555		1.1494427		0.3362484		No		Yes		Yes		CK171168		0		CK171168		Ta.3425		0		0		0		0		TC423493		0		FGAS046315 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK171168]

		A_99_P309161		6.107235		5.5928307		4.0934443		4.2841587		5.646914		6.328769		6.118618		4.728384		5.7278132		5.602999		5.632997		5.0409455		-1.3758478		1.6654806		4.070409		1.3605833		-1.3008204		1.0070732		2.9070435		1.689723		-0.46032095		0.73593855		2.0251737		0.4442253		-0.3794217		0.010168552		1.5395527		0.7567868		No		Yes		Yes		TA84403_4565		0		0		0		0		0		0		0		TC377445		0		Rep: Serine carboxypeptidase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (67%) [TC377445]

		A_99_P143803		12.69559		12.64878		11.716544		11.237854		11.790562		11.215874		11.478962		9.679413		11.192403		11.549571		11.0417595		10.335269		-1.8725812		-2.6999004		-1.1790152		-2.9453542		-2.8346825		-2.1423717		-1.5963585		-1.8694127		-0.90502834		-1.4329062		-0.2375822		-1.5584412		-1.5031872		-1.0992088		-0.67478466		-0.902585		Yes		No		No		CJ732898		0		CJ732898		Ta.51275		0		0		0		0		TC413345		0		CJ732898 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh11e05 5', mRNA sequence [CJ732898]

		A_99_P456142		5.0959506		4.9570894		6.5206723		5.6820374		4.575807		3.641134		4.457571		4.89352		4.6600995		4.4818845		5.1678348		4.913515		-1.4340979		-2.4896715		-4.1788363		-1.7272986		-1.3527086		-1.3901157		-2.5541399		-1.703524		-0.5201435		-1.3159554		-2.0631013		-0.7885175		-0.4358511		-0.47520494		-1.3528376		-0.76852226		Yes		Yes		Yes		TC407851		0		0		0		0		0		0		0		TC407851		0		0

		A_99_P348021		6.719086		7.37853		6.5645995		6.6801505		7.5280666		8.411945		8.411817		7.5845666		7.5782723		7.852864		8.515766		7.2101307		1.7519729		2.046864		3.5980546		1.8717867		1.8140147		1.3892765		3.8668709		1.4439094		0.80898046		1.0334153		1.8472171		0.9044161		0.8591862		0.47433376		1.9511666		0.5299802		Yes		No		No		TA96108_4565		0		0		Ta.890		0		0		0		0		TC400273		0		Rep: Chromosome chr19 scaffold_35, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC400273]

		A_99_P308651		12.0646515		12.253169		12.731275		12.403653		12.632497		12.795321		13.85756		12.45132		13.191068		12.612039		13.935973		12.228699		1.4823081		1.4561434		2.1829598		1.0335919		2.1831574		1.2824206		2.304891		-1.1289288		0.56784534		0.5421524		1.1262856		0.04766655		1.1264162		0.35886955		1.2046986		-0.17495441		No		Yes		Yes		AK334206		0		AK334206		Ta.18931		0		0		0		0		TC415081		0		Triticum aestivum cDNA, clone: WT009_I04, cultivar: Chinese Spring [AK334206]

		A_99_P280911		9.010135		9.725216		7.1237564		8.75001		8.51294		8.475094		8.163501		8.637909		8.645952		9.375381		8.929862		8.676041		-1.4114659		-2.3786154		2.0558634		-1.0808008		-1.287152		-1.2744144		3.4969704		-1.0526085		-0.4971943		-1.2501221		1.0397444		-0.1121006		-0.36418247		-0.34983444		1.8061056		-0.07396889		No		Yes		Yes		TA76145_4565		0		0		Ta.23376		0		0		0		0		TC386944		0		Rep: Os05g0134400 protein - Oryza sativa subsp. japonica (Rice), partial (71%) [TC386944]

		A_99_P248881		8.4182825		8.592162		8.198331		8.614745		9.182427		10.630935		10.331101		8.48434		9.462645		10.161885		10.317299		8.35381		1.6983631		4.108958		4.3855886		-1.0946013		2.0624542		2.9684775		4.343831		-1.198255		0.7641449		2.0387726		2.1327705		-0.13040543		1.0443621		1.5697231		2.118968		-0.26093483		Yes		Yes		Yes		TA66802_4565		0		0		Ta.14488		0		0		0		0		0		0		0

		A_99_P127500		8.321635		9.077919		8.652778		8.714595		7.7993455		7.621322		8.324822		8.085727		7.0512137		8.385848		8.079592		8.432216		-1.4362329		-2.7446017		-1.255233		-1.5463513		-2.4123204		-1.6156011		-1.4878055		-1.2161989		-0.52228975		-1.4565969		-0.32795525		-0.6288681		-1.2704215		-0.69207096		-0.5731859		-0.28237915		No		Yes		Yes		CK206333		0		CK206333		Ta.46488		0		0		0		0		TC396077		0		FGAS017922 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206333]

		A_99_P223601		10.965014		11.261893		9.748824		11.312629		10.124949		9.773895		8.290977		10.963902		10.290238		10.316948		8.552494		11.24282		-1.7901309		-2.8049946		-2.7469823		-1.2734358		-1.596349		-1.925116		-2.29156		-1.0495777		-0.840065		-1.487998		-1.4578476		-0.34872627		-0.6747761		-0.94494534		-1.1963301		-0.06980896		Yes		Yes		Yes		TA59576_4565		0		0		0		0		0		0		0		TC451202		0		Rep: Cytochrome b561 - Zea mays (Maize), partial (79%) [TC451202]

		A_99_P242126		13.348325		13.428055		13.529542		13.536271		13.682944		14.373027		14.327759		13.6057205		13.712929		13.719452		14.587447		13.335332		1.2610447		1.9251516		1.7389505		1.0493162		1.2875282		1.2238249		2.0819063		-1.1494464		0.33461952		0.94497204		0.7982168		0.069449425		0.364604		0.2913971		1.0579052		-0.20093918		No		Yes		Yes		TA65027_4565		0		0		Ta.374		0		0		0		0		TC421943		0		0

		A_99_P328791		10.355832		10.6538315		9.972635		10.4731		9.861835		9.349698		9.162915		10.279258		9.856257		10.25369		9.580944		10.105488		-1.4083419		-2.4693537		-1.7528713		-1.1438056		-1.4137967		-1.3196375		-1.3119304		-1.2902154		-0.49399757		-1.3041334		-0.80972004		-0.19384193		-0.49957466		-0.40014172		-0.3916912		-0.36761189		No		Yes		Yes		TA90176_4565		0		0		0		0		0		0		0		TC415776		0		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC415776]

		A_99_P503357		6.3303084		8.564472		8.388322		8.936224		5.1042156		6.5451965		7.3145776		7.2547975		5.1478553		7.160478		7.4868636		7.6548443		-2.339326		-4.053802		-2.1048892		-3.2074494		-2.2696238		-2.646332		-1.8679532		-2.4307132		-1.2260928		-2.0192757		-1.0737443		-1.6814265		-1.1824532		-1.4039941		-0.90145826		-1.2813797		Yes		Yes		Yes		TC433133		0		0		0		0		0		0		0		TC433133		0		0

		A_99_P240966		11.727376		11.971236		11.427723		11.316636		11.469768		11.112493		10.453227		11.656758		11.454384		10.690681		10.243844		11.487525		-1.1954952		-1.8134584		-1.9649545		1.2658638		-1.2083112		-2.4293237		-2.2718678		1.1257519		-0.2576084		-0.85874367		-0.9744959		0.34012222		-0.27299213		-1.2805548		-1.1838789		0.1708889		No		Yes		Yes		TA64731_4565		0		0		0		0		0		0		0		TC418413		0		Rep: Low temperature and salt responsive protein - Pennisetum americanum (Pearl millet), partial (63%) [TC425130]

		A_99_P460137		5.340313		4.2420363		5.374167		4.153728		8.615411		9.448117		9.145608		4.5621796		9.797988		9.442875		9.64094		5.250087		9.68061		36.91361		13.655791		1.3272605		21.973228		36.77972		19.249817		2.1381435		3.2750978		5.206081		3.771441		0.40845156		4.457675		5.2008386		4.2667727		1.0963588		Yes		Yes		Yes		CK214178		0		0		Ta.45126		0		0		0		0		TC410569		0		0

		A_99_P410912		7.62344		7.816073		10.212033		7.897618		10.145045		11.886691		11.089683		9.279999		11.097298		9.226677		11.928		8.586759		5.7422075		16.802666		1.8373791		2.6069827		11.110546		2.6584845		3.2851682		1.612323		2.5216055		4.070618		0.8776493		1.382381		3.4738579		1.410604		1.7159672		0.6891408		Yes		No		No		AK332751		0		AK332751		Ta.639		543368		FKBP77		peptidylprolyl isomerase		0		TC372983		0		Triticum aestivum cDNA, clone: WT004_M12, cultivar: Chinese Spring [AK332751]

		A_99_P199941		11.604896		11.36092		10.248624		10.678439		11.646558		11.94553		11.403198		10.731891		12.220529		11.47525		11.914634		10.6511965		1.029299		1.4996336		2.2261865		1.0377446		1.5322301		1.0824724		3.1733572		-1.0190626		0.041662216		0.58461		1.1545744		0.053451538		0.615633		0.11433029		1.6660099		-0.02724266		No		Yes		Yes		TA50920_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P488277		14.459572		14.661434		12.786544		13.545995		13.683419		13.486789		10.954841		13.087631		13.713112		13.958317		10.814186		12.786515		-1.7125577		-2.257374		-3.5595706		-1.3739824		-1.6776712		-1.6280189		-3.924089		-1.6928798		-0.7761526		-1.1746454		-1.8317032		-0.45836353		-0.74645996		-0.7031174		-1.9723577		-0.7594795		Yes		Yes		Yes		CK208537		0		CK208537		Ta.16264		0		0		0		0		TC426329		0		FGAS020251 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208537]

		A_99_P430397		5.4591465		5.568048		4.9909444		5.5180507		6.1747155		7.588845		7.596371		6.8333907		7.6763954		6.6571794		8.26986		6.503153		1.6421307		4.0580783		6.0857153		2.4886098		4.6500587		2.127459		9.706263		1.9794534		0.715569		2.0207968		2.6054268		1.31534		2.217249		1.0891314		3.278916		0.9851022		Yes		Yes		Yes		CV764228		0		0		Ta.12652		0		0		0		0		TC388797		0		Rep: Cytochrome b5 - Ananas comosus (Pineapple), partial (67%) [TC388797]

		A_99_P140588		11.859539		10.669131		8.790778		10.774133		10.897312		9.763211		7.0923743		10.299534		10.567567		10.275683		7.6119895		10.36385		-1.9483149		-1.873739		-3.2454169		-1.3895319		-2.4486256		-1.3135289		-2.2638662		-1.3289466		-0.96222687		-0.90592		-1.6984038		-0.47459888		-1.2919722		-0.39344788		-1.1787887		-0.4102831		Yes		No		No		EF028755		0		EF028755		Ta.50439		100037614		LOC100037614		CBFIIIa-6.1		0		NP9351108		0		Triticum aestivum CBFIIIa-6.1 mRNA, complete cds [EF028755]

		A_99_P214111		8.9211		8.46399		9.524327		9.551397		10.175883		12.303978		12.560921		10.327462		12.154222		10.393852		12.854786		10.529389		2.3863137		14.320279		8.205512		1.7124536		9.403005		3.8101876		10.059304		1.969722		1.2547836		3.8399878		3.0365934		0.7760649		3.2331219		1.929862		3.3304586		0.97799206		Yes		Yes		Yes		TA55696_4565		0		0		Ta.135		0		0		0		0		TC369736		0		0

		A_99_P442547		3.3719718		3.6750686		3.7161233		3.3131857		4.223854		4.553517		4.4241633		4.350391		4.507935		4.4808564		4.748006		4.846142		1.8048542		1.8383969		1.6335833		2.0522482		2.1976523		1.7481002		2.0446906		2.8937817		0.8518822		0.87844825		0.70804		1.0372052		1.1359632		0.8057878		1.0318825		1.5329561		Yes		Yes		Yes		TC398321		0		0		0		0		0		0		0		TC398321		0		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (45%) [TC398321]

		A_99_P272256		10.175421		10.110644		9.85879		9.617265		9.865582		9.664853		8.722535		9.519553		9.906543		9.920052		9.3205		9.263118		-1.2395687		-1.3620609		-2.1980972		-1.0700748		-1.2048705		-1.1412325		-1.4522502		-1.2782296		-0.3098383		-0.44579124		-1.1362553		-0.09771156		-0.26887798		-0.19059277		-0.53829		-0.35414696		No		Yes		Yes		TA73598_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P164952		2.94055		2.8582923		2.1773348		2.3057818		3.6014984		4.8260674		5.2673087		5.5374737		5.2121797		2.0526528		4.1464887		5.785668		1.5811216		3.911644		8.514808		9.393689		4.8286824		-1.7479204		3.9153843		11.157068		0.6609483		1.9677751		3.089974		3.2316918		2.2716296		-0.8056395		1.9691539		3.479886		Yes		No		No		CV774705		0		CV774705		Ta.36566		0		0		0		0		0		0		FGAS069105 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774705]

		A_99_P270871		9.579148		9.672369		10.0933		9.689728		9.373818		8.850085		9.206563		8.922027		8.667626		8.836942		8.738968		8.887012		-1.1529499		-1.7682028		-1.8489892		-1.7025547		-1.8810288		-1.7843854		-2.556787		-1.7443823		-0.2053299		-0.82228374		-0.88673687		-0.76770115		-0.9115219		-0.8354273		-1.354332		-0.80271626		No		Yes		Yes		TA73204_4565		0		0		0		0		0		0		0		TC393490		0		Rep: Os05g0323800 protein - Oryza sativa subsp. japonica (Rice), complete [TC393490]

		A_99_P007161		7.4541316		7.101286		6.95439		7.2193217		7.287935		8.280812		8.549281		6.9022427		7.48988		8.197721		8.426527		7.2457137		-1.1220965		2.265024		3.0207171		-1.2458057		1.0250885		2.138256		2.7743254		1.0184618		-0.16619682		1.1795263		1.5948911		-0.31707907		0.03574848		1.0964346		1.472137		0.026391983		No		Yes		Yes		DR739170		0		DR739170		Ta.3539		780594		LOC780594		phosphomannomutase		0		TC377454		0		FGAS084387 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739170]

		A_99_P114865		1.403595		1.7612681		1.4175377		2.1945894		2.0878904		3.694156		2.791376		3.239808		3.6578472		3.1456869		3.9977503		2.6992245		1.606917		3.818187		2.5915916		2.0636792		4.7708693		2.6106675		5.980278		1.4187645		0.6842954		1.9328878		1.3738384		1.0452187		2.2542522		1.3844187		2.5802126		0.5046351		Yes		Yes		Yes		DR741676		0		DR741676		Ta.42597		0		0		0		0		TC386416		0		FGAS030727 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741676]

		A_99_P528587		6.5392528		5.953369		5.5397086		6.14426		9.030783		11.646702		11.278312		10.649809		11.184148		10.9478		11.694982		9.929804		5.62374		51.744465		53.3939		22.714615		25.01801		31.876703		71.27247		13.789937		2.49153		5.6933327		5.738603		4.505549		4.644895		4.9944305		6.155273		3.785544		Yes		Yes		Yes		BJ305611		0		BJ305611		Ta.57963		0		0		0		0		TC443966		0		BJ305611 Y. Ogihara unpublished cDNA library, Wh_yd Triticum aestivum cDNA clone whyd26l14 5', mRNA sequence [BJ305611]

		A_99_P289151		9.229257		9.191304		9.3728285		9.510605		8.978656		8.559411		8.607187		9.202028		8.528717		8.632779		8.218528		9.505986		-1.1897025		-1.5495971		-1.7001255		-1.2384852		-1.6251125		-1.4727628		-2.225764		-1.0032065		-0.2506008		-0.63189316		-0.7656412		-0.30857658		-0.7005396		-0.5585251		-1.1543007		-0.0046186447		No		Yes		Yes		AK333682		0		AK333682		Ta.11132		0		0		0		0		TC427575		0		Triticum aestivum cDNA, clone: WT008_E11, cultivar: Chinese Spring [AK333682]

		A_99_P360396		5.140619		5.111834		4.4687405		4.8346252		2.423062		3.2439308		3.4360907		4.1050134		2.8573902		4.3887563		3.8166935		4.581116		-6.577579		-3.650017		-2.0457783		-1.6581929		-4.867661		-1.6506999		-1.5713961		-1.1921031		-2.7175567		-1.8679032		-1.0326498		-0.7296119		-2.2832286		-0.7230778		-0.6520469		-0.25350904		Yes		Yes		Yes		TA100130_4565		0		0		0		0		0		0		0		TC378239		0		Rep: Os02g0696700 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC378239]

		A_99_P257296		8.259862		9.01336		8.350726		7.805403		7.5765915		6.8141236		7.4108977		6.9074397		7.2684913		7.65509		6.751558		7.0996537		-1.6057758		-4.592362		-1.9183		-1.8634337		-1.9880729		-2.563776		-3.029686		-1.6309918		-0.68327045		-2.1992364		-0.9398284		-0.8979635		-0.9913707		-1.3582702		-1.5991683		-0.7057495		Yes		No		No		TA69204_4565		0		0		Ta.1020		0		0		0		0		TC397159		0		Rep: Isoflavone reductase homolog IRL - Zea mays (Maize), partial (73%) [TC397159]

		A_99_P327386		11.257739		11.634074		11.290141		11.052218		10.755169		9.8293705		9.0295105		9.998188		10.390473		10.699948		9.093612		10.240027		-1.4167352		-3.4935741		-4.792009		-2.0763223		-1.8242023		-1.9107326		-4.583753		-1.7558761		-0.50257015		-1.8047037		-2.2606306		-1.0540304		-0.8672657		-0.9341259		-2.1965294		-0.812191		Yes		Yes		Yes		DR738050		0		DR738050		Ta.646		0		0		0		0		TC423251		0		FGAS083267 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738050]

		A_99_P525902		4.4030056		4.901672		4.0720944		4.1109414		2.963438		3.5881479		3.62128		3.4645631		2.4425414		4.1063046		3.0276425		3.443249		-2.7123954		-2.485479		-1.3668116		-1.565234		-3.891872		-1.735519		-2.0625827		-1.5885301		-1.4395676		-1.313524		-0.4508145		-0.6463783		-1.9604642		-0.79536724		-1.044452		-0.6676924		Yes		No		No		AK334745		0		AK334745		Ta.55366		0		0		0		0		TC442888		0		Triticum aestivum cDNA, clone: WT010_O13, cultivar: Chinese Spring [AK334745]

		A_99_P115140		6.2005105		5.9259353		5.5198836		5.331667		5.1674905		4.8383126		4.6261563		3.9949634		5.1611695		5.2100034		4.587215		4.768719		-2.0463033		-2.1252353		-1.8579701		-2.5257354		-2.0552886		-1.6425439		-1.9088036		-1.4772846		-1.03302		-1.0876226		-0.8937273		-1.3367035		-1.039341		-0.7159319		-0.9326687		-0.56294775		Yes		No		No		CJ598904		0		CJ598904		Ta.42696		0		0		0		0		0		0		CJ598904 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone rwhv16n18d08 3', mRNA sequence [CJ598904]

		A_99_P242556		9.967643		9.881523		10.64011		10.176385		10.879922		11.257144		12.357163		10.937679		12.159298		10.2766695		12.440308		10.804596		1.8820163		2.5947955		3.2876425		1.6950107		4.568293		1.3150762		3.4826791		1.5456471		0.9122791		1.3756208		1.7170534		0.76129436		2.1916552		0.39514637		1.8001976		0.628211		Yes		No		No		TA65123_4565		0		0		0		0		0		0		0		TC393315		0		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (82%) [TC393315]

		A_99_P245726		2.7562885		4.5012527		2.4099395		5.1182537		6.4366155		10.558299		13.716598		9.200938		8.770706		10.032989		13.220567		8.84295		12.820023		66.58136		2533.0464		16.943789		64.64279		46.261364		1796.0688		13.220421		3.680327		6.0570464		11.306658		4.0826845		6.0144176		5.531736		10.810627		3.7246962		Yes		Yes		Yes		TA65929_4565		0		0		Ta.46365		0		0		0		0		TC376573		0		Rep: Pathogenisis-related protein 1.1 precursor - Triticum aestivum (Wheat), complete [TC376573]

		A_99_P341711		6.6810317		6.3229337		5.254749		4.0744176		4.335172		4.737287		3.6896136		2.4562302		4.947682		5.5795684		3.2254322		4.4602056		-5.0836315		-3.001423		-2.9590523		-3.069891		-3.3249896		-1.6740763		-4.0821147		1.3065732		-2.3458595		-1.5856466		-1.5651352		-1.6181874		-1.7333498		-0.7433653		-2.0293167		0.38578796		Yes		No		No		TA94106_4565		0		0		0		0		0		0		0		TC453917		0		Rep: Chromosome chr4 scaffold_73, whole genome shotgun sequence - Vitis vinifera (Grape), partial (22%) [TC453917]

		A_99_P344911		9.242349		9.2923355		9.03954		8.850104		8.780894		9.06882		10.80056		9.062095		9.240684		8.920398		9.904586		9.010262		-1.3769292		-1.1675752		3.389376		1.158285		-1.0011548		-1.2940898		1.8213972		1.1174089		-0.4614544		-0.22351551		1.7610197		0.21199036		-0.0016651154		-0.37193775		0.86504555		0.1601572		No		Yes		Yes		TA95146_4565		0		0		Ta.46636		0		0		0		0		TC417465		0		0

		A_99_P244941		9.990656		10.634814		9.331604		8.9103		9.22819		9.394981		8.323292		8.459689		9.649028		9.918769		9.057201		8.403148		-1.6963872		-2.3617117		-2.0115564		-1.366619		-1.2671858		-1.642673		-1.2094932		-1.4212424		-0.7624655		-1.2398329		-1.0083122		-0.4506111		-0.34162807		-0.7160454		-0.27440262		-0.50715256		No		Yes		Yes		TA65741_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P164917		8.365605		7.5970917		6.4027824		7.5306153		8.743905		9.086191		8.208067		7.863279		9.568112		9.132626		8.094845		7.7859206		1.2998091		2.807137		3.4949808		1.2593362		2.3013926		2.898957		3.2311828		1.1935883		0.3782997		1.4890995		1.8052845		0.33266354		1.202507		1.5355339		1.6920624		0.2553053		Yes		No		No		CV779880		0		CV779880		Ta.56226		0		0		0		0		TC385218		0		FGAS074289 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779880]

		A_99_P012394		2.1016366		2.6860535		3.2977688		1.5643772		4.372904		4.133063		5.984244		4.299896		5.639814		4.3490486		6.1906257		4.100189		4.82747		2.7264228		6.437386		6.6599827		11.617093		3.1667328		7.4273977		5.7990313		2.2712672		1.4470093		2.686475		2.7355185		3.5381773		1.6629951		2.8928568		2.535812		Yes		Yes		Yes		BJ281432		0		BJ281432		Ta.5351		0		0		0		0		TC405980		0		BJ281432 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr22a05 5', mRNA sequence [BJ281432]

		A_99_P373347		7.14078		7.8661704		9.410657		8.811233		7.22541		6.3794255		8.285229		8.227325		6.560495		6.9101157		8.210059		8.279331		1.0604157		-2.8025594		-2.1816628		-1.4989032		-1.4951446		-1.9399973		-2.298349		-1.4458334		0.08463001		-1.4867449		-1.1254282		-0.5839071		-0.5802851		-0.9560547		-1.2005978		-0.53190136		No		Yes		Yes		TA103895_4565		0		0		0		0		0		0		0		TC436890		0		Rep: Os01g0775100 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC436890]

		A_99_P479437		7.285976		7.8641047		7.093225		6.804751		6.0753307		5.7190742		4.063137		5.4791265		6.082956		6.5989013		4.6618123		5.8938537		-2.3144112		-4.423016		-8.168595		-2.5064135		-2.302211		-2.4036112		-5.3942137		-1.8802145		-1.2106452		-2.1450305		-3.030088		-1.3256245		-1.2030201		-1.2652035		-2.4314127		-0.91089725		Yes		Yes		Yes		TC421810		0		0		0		0		0		0		0		TC421810		0		Rep: Chromosome undetermined scaffold_91, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC421810]

		A_99_P071535		10.833955		9.656798		8.857282		9.816039		11.045448		11.502126		10.719285		9.979523		11.885663		11.448723		10.753577		10.164132		1.1578863		3.5933447		3.6351209		1.1199883		2.072983		3.462765		3.7225611		1.272877		0.21149349		1.8453274		1.8620033		0.16348362		1.0517082		1.7919245		1.8962955		0.34809303		Yes		Yes		Yes		BT009397		0		BT009397		Ta.27057		0		0		0		0		TC372192		0		Triticum aestivum clone wlm96.pk039.k12:fis, full insert mRNA sequence [BT009397]

		A_99_P043396		9.858087		8.803691		9.173402		9.232934		10.377492		11.234277		10.798612		10.230882		11.199403		10.223354		11.042296		10.368945		1.4333644		5.3911233		3.0848703		1.997157		2.5338237		2.675231		3.6525261		2.1977253		0.51940536		2.4305859		1.6252098		0.9979477		1.3413162		1.4196634		1.8688946		1.1360111		Yes		Yes		Yes		CA501927		0		CA501927		Ta.15943		0		0		0		0		0		0		WHE4040_D11_H22ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE4040_D11_H22, mRNA sequence [CA501927]

		A_99_P378277		3.9878628		3.085799		2.5716174		4.7487826		3.4812376		4.457968		3.7058914		3.4422271		5.8165574		3.9552453		4.693548		4.694844		-1.4207228		2.588595		2.1950808		-2.4735029		3.552155		1.8269615		4.3527613		-1.0380952		-0.5066252		1.3721693		1.134274		-1.3065555		1.8286946		0.8694463		2.1219308		-0.053938866		Yes		No		No		TA105110_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P175729		9.970456		9.8228655		11.008294		10.238589		10.678353		10.633355		12.171463		10.749885		11.355248		10.211624		12.582093		10.464827		1.6334215		1.7538066		2.239488		1.4253293		2.6113436		1.3092663		2.976876		1.16978		0.7078972		0.81048965		1.1631689		0.5112953		1.3847923		0.38875866		1.5737991		0.2262373		No		Yes		Yes		CK210388		0		CK210388		Ta.58718		0		0		0		0		TC394054		0		FGAS022195 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210388]

		A_99_P370317		8.327209		5.313082		4.642405		4.2764144		8.9026375		8.361052		6.997394		5.1722736		10.043597		8.694954		6.9829698		5.2826953		1.4901195		8.27047		5.1159034		1.8607178		3.286126		10.42425		5.0650086		2.0087261		0.575428		3.0479693		2.354989		0.89585924		1.7163877		3.3818717		2.3405647		1.0062809		Yes		No		No		TA103165_4565		0		0		0		0		0		0		0		TC413262		0		0

		A_99_P345371		10.735993		11.360906		12.41887		11.355811		10.651837		10.20133		11.406773		10.95382		10.035798		10.768848		11.534709		11.206817		-1.0600674		-2.2339168		-2.016841		-1.3213301		-1.6247247		-1.5073947		-1.845691		-1.1087964		-0.08415604		-1.1595755		-1.0120974		-0.4019909		-0.7001953		-0.5920572		-0.884161		-0.14899445		No		Yes		Yes		TA95290_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P412782		3.9569483		4.266051		3.5262568		3.5859435		4.2760224		5.190101		4.9005566		5.028389		4.2144966		5.0206027		5.122701		4.9328933		1.2475297		1.8974348		2.5924206		2.7178118		1.1954454		1.6871074		3.023971		2.5437374		0.31907415		0.92405033		1.3742998		1.4424455		0.25754833		0.7545519		1.5964444		1.3469498		Yes		No		No		TA82496_4565		0		0		0		0		0		0		0		TC374717		0		Rep: DNA-directed RNA polymerase - Oryza sativa subsp. japonica (Rice), partial (37%) [TC374717]

		A_99_P378982		1.9878602		1.6016852		1.9894114		1.3536538		4.8080063		4.6988487		4.730895		4.318607		5.7982707		4.154856		5.2560487		3.0017395		7.062339		8.557347		6.6875772		7.8079996		14.029683		5.86923		9.624004		3.134175		2.820146		3.0971637		2.7414837		2.964953		3.8104105		2.5531712		3.2666373		1.6480857		Yes		Yes		Yes		TA105278_4565		0		0		0		0		0		0		0		TC427336		0		0

		A_99_P012504		9.211652		7.758468		6.241711		7.7950053		10.932094		10.904083		15.30476		10.532001		12.201379		11.54041		14.7603035		9.639389		3.2953732		8.849618		534.87177		6.6668034		7.943237		13.755549		366.73468		3.590995		1.7204418		3.145615		9.063049		2.7369952		2.989727		3.781942		8.518593		1.8443837		Yes		Yes		Yes		AY506509		0		AY506509		Ta.5385		100192163		pra1		root peroxidase		0		TC395358		0		Triticum aestivum root peroxidase (prc4) mRNA, complete cds [AY506509]

		A_99_P270216		1.3484902		1.3483201		1.3707151		1.3446592		4.2362585		2.777519		6.4221864		2.6105058		6.953972		3.2688675		5.0496545		1.3842688		7.4012465		2.6929712		33.162277		2.4046829		48.687572		3.7856667		12.807698		1.0278356		2.8877683		1.4291989		5.051471		1.2658466		5.6054816		1.9205474		3.6789393		0.03960955		Yes		Yes		Yes		TA73021_4565		0		0		0		0		0		0		0		TC408095		0		0

		A_99_P200871		14.576614		14.73687		14.641974		14.677924		13.966239		13.5533285		13.04045		14.192986		14.277247		14.3466215		13.663487		14.179275		-1.5266564		-2.2713363		-3.034638		-1.3995264		-1.2306043		-1.310619		-1.970398		-1.4128904		-0.6103754		-1.1835413		-1.6015244		-0.48493862		-0.29936695		-0.3902483		-0.978487		-0.4986496		No		Yes		Yes		TA51217_4565		0		0		Ta.55195		0		0		0		0		TC418806		0		Rep: Salt stress root protein RS1 - Oryza sativa subsp. indica (Rice), partial (46%) [TC418806]

		A_99_P247941		4.7293334		5.4765		4.1701884		5.167111		4.401274		3.3987224		2.972553		3.8699691		2.6074674		3.9726002		2.4279048		4.7163544		-1.2553235		-4.2215643		-2.2936344		-2.4574156		-4.3525653		-2.8360832		-3.3456433		-1.3667568		-0.3280592		-2.0777776		-1.1976354		-1.2971418		-2.121866		-1.5038998		-1.7422836		-0.45075655		Yes		No		No		TA66546_4565		0		0		0		0		0		0		0		TC392055		0		0

		A_99_P552132		11.265056		11.615628		11.316947		11.608279		11.606845		12.503713		12.405482		11.799024		11.780786		12.122955		12.527817		11.5396385		1.2673274		1.8507172		2.1265802		1.1413525		1.4297173		1.4214143		2.3147714		-1.0487281		0.34178925		0.8880844		1.0885353		0.1907444		0.5157299		0.5073271		1.2108698		-0.06864071		No		Yes		Yes		AK331746		0		AK331746		Ta.14195		0		0		0		0		TC453113		0		Triticum aestivum cDNA, clone: WT002_E04, cultivar: Chinese Spring [AK331746]

		A_99_P157972		6.1750546		5.6067023		6.148932		6.0535035		5.6300063		4.963174		5.648716		4.11301		4.5642915		4.819754		4.585506		4.9043403		-1.4590691		-1.5621451		-1.4144254		-3.8383694		-3.0541334		-1.7254207		-2.9555488		-2.217852		-0.54504824		-0.64352846		-0.500216		-1.9404936		-1.6107631		-0.7869482		-1.563426		-1.1491632		Yes		No		No		CD897937		0		CD897937		Ta.54668		0		0		0		0		TC425003		0		G174.107J05F010823 G174 Triticum aestivum cDNA clone G174107J05, mRNA sequence [CD897937]

		A_99_P433012		4.3898544		5.7071233		6.2462525		5.5413995		3.7159412		5.658563		3.1037986		3.3460715		5.422196		3.7117894		1.6679506		3.6638937		-1.5953945		-1.0342323		-8.830248		-4.579938		2.045341		-3.9870837		-23.889452		-3.6743927		-0.67391324		-0.048560143		-3.142454		-2.195328		1.0323415		-1.9953339		-4.578302		-1.8775058		No		Yes		Yes		CJ524892		0		0		Ta.44783		0		0		0		0		TC390888		0		Rep: Cysteine proteinase - Hemerocallis sp. (Daylily), partial (48%) [TC390888]

		A_99_P008426		12.883565		12.590645		11.649104		11.461434		11.598834		10.65301		10.300217		10.27981		11.14339		11.501645		10.279999		11.608609		-2.436366		-3.8307703		-2.5471563		-2.2683203		-3.3407574		-2.127265		-2.5831034		1.1073987		-1.2847309		-1.9376345		-1.3488874		-1.1816244		-1.7401752		-1.0889997		-1.3691053		0.14717484		Yes		No		No		TA88969_4565		0		0		0		0		0		0		0		TC416761		0		Rep: Mitochondrial carnitine/acylcarnitine carrier-like protein - Arabidopsis thaliana (Mouse-ear cress), partial (47%) [TC416761]

		A_99_P218451		11.925681		11.834836		10.97227		11.396024		12.414413		12.756153		12.5169325		11.785245		13.056953		12.607758		12.878563		11.774451		1.4032114		1.8938435		2.9173582		1.3096862		2.1905184		1.7087265		3.7484467		1.2999243		0.48873234		0.9213171		1.5446625		0.3892212		1.1312723		0.77292156		1.9062929		0.3784275		Yes		Yes		Yes		TA57544_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P306471		4.015959		4.295867		5.228208		4.7986274		3.631357		5.003945		7.635206		6.6263747		5.209636		5.2035294		8.138832		6.754749		-1.3054994		1.6336262		5.303696		3.5498235		2.2873504		1.8760034		7.519434		3.8801742		-0.38460183		0.7080779		2.4069982		1.8277473		1.1936774		0.9076624		2.910624		1.9561214		Yes		Yes		Yes		TA83605_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P355396		10.37716		10.407368		10.247539		10.308212		11.075154		11.708672		11.067291		10.590091		12.214649		11.123584		11.246074		10.581588		1.6222478		2.4645152		1.7651033		1.2157769		3.573875		1.6428674		1.9979703		1.2086323		0.69799423		1.3013039		0.8197527		0.28187847		1.8374891		0.7162161		0.99853516		0.2733755		No		Yes		Yes		TA98434_4565		0		0		0		0		0		0		0		TC439505		0		Rep: Anthocyanin biosynthetic gene regulator PAC1 - Zea mays (Maize), partial (15%) [TC439505]

		A_99_P328456		9.348878		9.562926		8.857544		8.256417		8.360461		7.6308417		6.9006476		6.565977		8.3333025		8.360673		6.9525123		6.6790013		-1.9840064		-3.816062		-3.882259		-3.2275517		-2.021709		-2.3009877		-3.7451713		-2.9843483		-0.9884167		-1.9320846		-1.9568963		-1.6904402		-1.0155754		-1.2022533		-1.9050317		-1.577416		Yes		No		No		TA90065_4565		0		0		Ta.11292		0		0		0		0		TC451409		0		0

		A_99_P471932		12.707103		12.857314		12.535558		12.3080635		13.31852		14.045544		13.57486		12.831857		13.739467		13.984512		14.2137575		12.58467		1.5277588		2.2787292		2.0552328		1.4377304		2.045373		2.1843412		3.2002835		1.2113422		0.6114168		1.1882296		1.0393019		0.5237932		1.0323639		1.1271982		1.6781998		0.27660656		Yes		Yes		Yes		CD905913		0		0		Ta.714		0		0		0		0		TC417676		0		Rep: Z-box binding factor 3 - Arabidopsis thaliana (Mouse-ear cress), partial (89%) [TC417676]

		A_99_P265771		5.1728954		2.891505		3.6967144		2.393751		4.475802		4.0234904		6.1371512		7.547751		4.462767		3.0835629		5.9023423		5.1770644		-1.6212353		2.1916013		5.4280605		35.604813		-1.6359496		1.142392		4.6127524		6.884317		-0.6970935		1.1319854		2.4404368		5.1540003		-0.7101283		0.19205785		2.205628		2.7833135		Yes		No		No		TA71622_4565		0		0		0		0		0		0		0		TC424744		0		Rep: Chromosome chr11 scaffold_56, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC424744]

		A_99_P198256		1.6271318		2.080968		1.9156666		2.3596246		3.2469108		5.97597		9.231896		4.89562		3.9216404		5.528127		8.484998		4.804561		3.0732796		14.876899		159.3693		5.7997684		4.905868		10.906825		94.96547		5.445017		1.619779		3.895002		7.31623		2.5359952		2.2945085		3.4471593		6.569331		2.4449365		Yes		Yes		Yes		AB244640		0		AB244640		Ta.11124		780653		TaGlb2d		endo-beta-1,3-glucanase		0		TC368883		0		Triticum aestivum TaGlb2d mRNA for endo-beta-1,3-glucanase, complete cds [AB244640]

		A_99_P261116		5.914142		5.921391		6.8624167		7.402324		5.934687		5.6979623		4.407847		6.0076923		5.8010993		5.9665203		4.3341117		6.6769505		1.0143425		-1.167505		-5.4814963		-2.6292145		-1.0815068		1.0317756		-5.768935		-1.6533289		0.020545006		-0.22342873		-2.4545698		-1.3946319		-0.11304283		0.0451293		-2.528305		-0.72537374		Yes		Yes		Yes		TA70308_4565		0		0		Ta.12753		0		0		0		0		0		0		0

		A_99_P234791		6.9373784		7.509187		7.463211		7.9346085		8.705089		10.777771		9.47512		7.3739257		9.730246		9.231475		9.893457		7.3779054		3.4051309		9.636998		4.033154		-1.4749671		6.930057		3.299592		5.3898544		-1.470904		1.7677102		3.2685838		2.0119085		-0.5606828		2.7928672		1.7222877		2.4302464		-0.5567031		Yes		Yes		Yes		TA62992_4565		0		0		0		0		0		0		0		TC371168		0		Rep: Calnexin - Zea mays (Maize), partial (46%) [TC371168]

		A_99_P217736		5.1503515		5.874042		6.9623947		6.5912113		5.403194		6.7433496		8.146683		6.78071		6.4182076		6.5496345		8.095117		6.910875		1.1915524		1.8267858		2.2725122		1.1403675		2.4080346		1.5972525		2.1927204		1.2480395		0.25284243		0.8693075		1.184288		0.1894989		1.2678561		0.6755924		1.1327219		0.31966352		No		Yes		Yes		TA57364_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P268051		11.104974		11.051178		11.704202		11.521275		11.03994		10.358597		10.5276375		11.304286		10.753773		10.727853		10.793733		11.335129		-1.0461096		-1.6161724		-2.2603784		-1.1623049		-1.2756221		-1.251211		-1.8796566		-1.1377202		-0.06503391		-0.6925812		-1.1765642		-0.21698856		-0.35120106		-0.32332516		-0.91046906		-0.18614578		No		Yes		Yes		TA72328_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P151842		2.171261		2.130871		2.3289382		2.3272111		3.436128		3.35433		3.8118696		3.9243355		5.41036		3.2899673		3.6793106		1.8656039		2.4030502		2.335059		2.795161		3.0253968		9.442041		2.2331748		2.5497792		-1.3770751		1.2648668		1.223459		1.4829314		1.5971243		3.2390988		1.1590962		1.3503723		-0.46160722		Yes		No		No		CJ830314		0		CJ830314		Ta.53190		0		0		0		0		TC453175		0		CJ830314 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal31f15 5', mRNA sequence [CJ830314]

		A_99_P419137		4.6177845		4.0548882		3.233647		4.2831354		8.569566		8.64692		12.853887		8.5333395		9.967343		9.669434		12.299351		7.7642026		15.474075		24.117893		787.0106		19.030006		40.773468		48.99441		535.8567		11.166206		3.9517813		4.592032		9.620239		4.250204		5.349559		5.6145453		9.065703		3.4810672		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC380012		0		T.aestivum pox2 gene [X85228]

		A_99_P465667		9.7711115		9.512328		9.987896		9.976196		9.827442		10.43881		10.942424		9.911246		10.546226		10.105961		11.26537		9.865166		1.0398177		1.900636		1.9379454		-1.0460486		1.7113253		1.5090417		2.4241424		-1.0799994		0.05633068		0.9264822		0.95452785		-0.06494999		0.77511406		0.5936327		1.2774744		-0.11103058		No		Yes		Yes		TC414021		0		0		0		0		0		0		0		TC414021		GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: BAX inhibitor 1 - Hordeum vulgare (Barley), partial (45%) [TC414021]

		A_99_P290196		10.478854		10.512638		10.501124		10.537988		11.094452		11.837636		11.160519		10.790405		11.606206		11.281796		11.540848		10.777965		1.5321927		2.5053253		1.5794194		1.1912016		2.1845737		1.7042753		2.0558333		1.1809738		0.6155977		1.3249979		0.65939426		0.25241756		1.1273518		0.76915836		1.0397234		0.23997688		No		Yes		Yes		TA78849_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P298901		7.7840195		8.5207815		8.380417		8.225017		8.547211		10.202004		9.776708		8.717763		9.556275		9.3038225		10.287765		8.719982		1.6972407		3.206997		2.6322396		1.407121		3.4158766		1.7207541		3.7511883		1.4092871		0.7631912		1.6812229		1.3962908		0.49274635		1.7722559		0.783041		1.9073477		0.49496555		Yes		Yes		Yes		TA81355_4565		0		0		0		0		0		0		0		TC433188		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC433188]

		A_99_P507332		8.170652		8.140667		8.1958475		8.086637		8.770833		9.624935		8.974578		8.433457		9.08936		8.926669		9.195325		8.518168		1.5159063		2.7977521		1.7156204		1.2717551		1.8904214		1.7242897		1.9992757		1.3486649		0.6001806		1.4842682		0.7787304		0.34682083		0.91870785		0.78600216		0.9994774		0.4315319		No		Yes		Yes		TC434897		0		0		0		0		0		0		0		TC434897		0		Rep: Prolyl 4-hydroxylase - Nicotiana tabacum (Common tobacco), partial (29%) [TC434897]

		A_99_P234111		12.491237		12.555312		14.251035		14.117011		12.183568		11.382297		13.9906435		14.189854		11.917553		11.80368		13.593986		14.213936		-1.2377061		-2.254825		-1.1978035		1.051787		-1.4883189		-1.683696		-1.5768541		1.0694913		-0.3076687		-1.1730156		-0.26039124		0.0728426		-0.57368374		-0.75163174		-0.6570492		0.09692478		No		Yes		Yes		TA62780_4565		0		0		Ta.23833		0		0		0		0		TC439279		0		0

		A_99_P399187		6.9495335		7.0019183		7.6084704		7.374409		6.6391444		6.4856935		6.337833		7.0543895		7.2866893		6.7351418		6.904239		6.9698844		-1.2400421		-1.4302078		-2.4126816		-1.2483476		1.2632637		-1.2031167		-1.6292763		-1.3236529		-0.31038904		-0.51622486		-1.2706375		-0.32001972		0.33715582		-0.26677656		-0.70423126		-0.4045248		No		Yes		Yes		TA110236_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P285386		10.237378		9.727064		9.323764		9.3242655		10.699406		11.282204		10.312256		9.571707		11.704846		10.396657		10.828021		9.495883		1.3774763		2.9386215		1.98411		1.1870998		2.7653618		1.590624		2.8367858		1.1263206		0.46202755		1.5551395		0.988492		0.24744129		1.4674683		0.66959286		1.5042572		0.17161751		No		Yes		Yes		TA77448_4565		0		0		Ta.8923		0		0		0		0		TC433754		0		Rep: LEM3 (Ligand-effect modulator 3)-like - Oryza sativa subsp. japonica (Rice), partial (58%) [TC433754]

		A_99_P429372		5.7167373		5.566319		5.4057984		4.9891753		4.821261		4.2946086		2.7926261		4.290626		5.899084		4.8002987		4.0971546		4.7833886		-1.860224		-2.4144764		-6.118476		-1.6228721		1.1347282		-1.7005723		-2.4770858		-1.1533151		-0.89547634		-1.2717104		-2.6131723		-0.6985493		0.18234682		-0.7660203		-1.3086438		-0.2057867		Yes		Yes		Yes		TC387964		0		0		0		0		0		0		0		TC387964		0		0

		A_99_P463042		6.0492992		6.4411826		5.9748588		6.8312383		5.344484		5.1301727		5.4747086		5.860308		5.2226853		5.5766053		5.5020905		5.992651		-1.6299361		-2.4811516		-1.4143608		-1.9601039		-1.773518		-1.8208061		-1.3877698		-1.7882981		-0.7048154		-1.3110099		-0.5001502		-0.9709301		-0.8266139		-0.8645773		-0.4727683		-0.8385873		No		Yes		Yes		TC412431		0		0		0		0		0		0		0		TC412431		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC412431]

		A_99_P273431		11.301904		11.340114		11.229541		10.954679		11.160237		10.493396		9.725638		10.398726		10.828697		10.592189		9.271663		10.540557		-1.1031786		-1.7984048		-2.8360882		-1.4701385		-1.3881915		-1.6793754		-3.8849018		-1.3324871		-0.14166641		-0.84671783		-1.5039024		-0.5559521		-0.47320652		-0.7479248		-1.9578781		-0.41412163		No		Yes		Yes		AK332757		0		AK332757		Ta.13966		0		0		0		0		TC399431		0		Triticum aestivum cDNA, clone: WT004_M18, cultivar: Chinese Spring [AK332757]

		A_99_P449707		6.6943817		5.3613343		7.6516385		7.4733806		6.67891		5.8818107		6.0308495		6.559		6.600121		5.0850444		5.9623146		6.448381		-1.010782		1.4344288		-3.075432		-1.8847597		-1.0675182		-1.2110765		-3.2250552		-2.0349588		-0.015471935		0.52047634		-1.620789		-0.91438055		-0.09426069		-0.27628994		-1.6893239		-1.0249996		No		Yes		Yes		TC403484		0		0		0		0		0		0		0		TC403484		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (5%) [TC403484]

		A_99_P149432		3.225725		4.296576		4.8995123		4.8913302		4.0276504		5.1231833		5.6478977		4.874332		5.242924		5.2420044		6.01722		5.199462		1.7434263		1.7735097		1.6799117		-1.011852		4.0479717		1.9257606		2.1700191		1.2381033		0.8019254		0.8266072		0.7483854		-0.016998291		2.0171993		0.9454284		1.1177077		0.3081317		Yes		No		No		CJ904219		0		CJ904219		Ta.52650		0		0		0		0		TC420491		0		CJ904219 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles34g07 5', mRNA sequence [CJ904219]

		A_99_P256516		12.046445		12.128554		12.198689		12.409966		11.383831		11.035665		11.07232		11.849426		11.172284		11.244906		11.135609		12.129434		-1.582948		-2.1330087		-2.1830869		-1.4748213		-1.8329415		-1.8450347		-2.0893886		-1.2146434		-0.66261387		-1.0928898		-1.1263695		-0.5605402		-0.87416077		-0.8836479		-1.0630808		-0.28053284		No		Yes		Yes		TA68976_4565		0		0		Ta.45573		0		0		0		0		TC372153		0		0

		A_99_P287566		6.9200883		7.3197236		6.850073		6.9386725		5.6400466		5.666771		5.785419		5.7477193		5.0152698		6.307554		5.0740395		6.599543		-2.42846		-3.144766		-2.091668		-2.2830355		-3.744618		-2.0169423		-3.4248323		-1.2649931		-1.2800417		-1.6529527		-1.0646539		-1.1909533		-1.9048185		-1.0121698		-1.7760334		-0.33912945		Yes		No		No		AB124855		0		AB124855		Ta.35329		0		0		0		0		TC380212		0		Triticum aestivum CYP71C6v3 mRNA for P450, complete cds [AB124855]

		A_99_P299231		5.78297		5.893765		6.5610814		5.6365585		4.445849		5.86174		2.6920898		4.480118		5.4039307		4.80192		2.1198084		4.6632		-2.5264664		-1.0224462		-14.611087		-2.2290683		-1.3004756		-2.1314645		-21.724827		-1.9634061		-1.337121		-0.03202486		-3.8689916		-1.1564407		-0.3790393		-1.091845		-4.4412727		-0.97335863		Yes		Yes		Yes		TA81456_4565		0		0		Ta.26286		0		0		0		0		TC394933		0		0

		A_99_P208591		11.253133		11.3299265		11.668076		11.845416		11.338162		10.961609		10.657706		11.367447		11.088345		11.098126		10.724513		11.63635		1.0607095		-1.2908466		-2.0144267		-1.3927817		-1.1210015		-1.1742992		-1.9232715		-1.1559399		0.0850296		-0.3683176		-1.0103693		-0.47796917		-0.16478825		-0.23180008		-0.9435625		-0.20906639		No		Yes		Yes		AK331474		0		AK331474		Ta.37801		0		0		0		0		TC382184		0		Triticum aestivum cDNA, clone: WT007_J10, cultivar: Chinese Spring [AK331474]

		A_99_P216246		11.643495		11.841869		11.61999		11.58652		12.488406		13.807931		12.626277		12.070624		13.115651		12.785992		13.066506		12.029874		1.7961546		3.907001		2.0087342		1.398717		2.774363		1.924018		2.7254908		1.3597615		0.8449116		1.9660616		1.0062866		0.48410416		1.4721565		0.9441223		1.446516		0.44335365		Yes		Yes		Yes		TA56664_4565		0		0		Ta.55841		0		0		0		0		TC382988		0		0

		A_99_P144503		7.94999		7.849318		7.8350368		7.7853217		8.694553		9.105213		8.169581		7.94756		9.755833		8.209478		8.663001		7.723019		1.6754674		2.3881528		1.2609794		1.1190218		3.4963336		1.2835685		1.7751788		-1.0441309		0.7445636		1.2558951		0.33454466		0.16223812		1.8058429		0.36016035		0.8279643		-0.06230259		No		Yes		Yes		CJ777726		0		CJ777726		Ta.51434		0		0		0		0		TC391660		0		CJ777726 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl23o12 5', mRNA sequence [CJ777726]

		A_99_P472027		5.3211565		5.3696656		5.9588885		5.4967384		5.1609397		4.941668		4.8812776		4.9428296		4.960097		5.0687976		4.9480376		5.099793		-1.117455		-1.3453649		-2.1105382		-1.4680579		-1.2843689		-1.2318854		-2.0150993		-1.3167171		-0.16021681		-0.4279976		-1.077611		-0.5539088		-0.36105967		-0.30086803		-1.0108509		-0.39694548		No		Yes		Yes		TA97324_4565		0		0		Ta.38723		0		0		0		0		TC417706		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (7%) [TC417706]

		A_99_P543757		5.2196565		6.163067		5.332152		5.9624305		7.4693513		9.794534		8.3030815		5.485863		8.468741		8.461589		8.463712		5.3740745		4.755822		12.393114		7.8404126		-1.391429		9.507625		4.919535		8.76382		-1.5035324		2.2496948		3.6314669		2.9709296		-0.47656727		3.249085		2.298522		3.1315598		-0.588356		Yes		Yes		Yes		TC409537		0		0		0		0		0		0		0		TC409537		GO:0003756(protein disulfide isomerase activity)|GO:0005783(endoplasmic reticulum)|GO:0006118(electron transport)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Protein disulfide isomerase - Zea mays (Maize), partial (98%) [TC409537]

		A_99_P363486		1.3622847		1.3673344		1.392272		1.5625571		3.0729494		7.5884476		9.5796995		6.9389033		5.776562		7.2474785		10.186156		6.079597		3.273116		74.60049		291.51526		41.537605		21.3221		58.897892		443.83643		22.896255		1.7106647		6.221113		8.1874275		5.376346		4.4142776		5.880144		8.793884		4.51704		Yes		Yes		Yes		CV759795		0		CV759795		Ta.31618		0		0		0		0		TC446122		0		FGAS054179 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV759795]

		A_99_P439727		11.003845		11.330117		9.746999		10.190797		9.5267		9.778914		8.050649		10.730813		10.369843		9.284457		7.6592317		9.672509		-2.783973		-2.9306135		-3.2408001		1.4539888		-1.5518646		-4.128621		-4.2508965		-1.4322543		-1.4771452		-1.5512028		-1.6963501		0.5400162		-0.6340027		-2.04566		-2.0877671		-0.51828766		Yes		No		No		BJ282273		0		0		0		0		0		0		0		TC396129		0		0

		A_99_P281781		12.514282		12.26244		13.792763		13.106587		11.719085		11.047417		12.96849		12.428033		11.2982025		11.88533		12.631683		13.029377		-1.7353148		-2.321445		-1.7706426		-1.6005354		-2.3231459		-1.2987372		-2.2362468		-1.0549762		-0.7951975		-1.215023		-0.8242731		-0.67855453		-1.2160797		-0.37710953		-1.1610794		-0.07721043		No		Yes		Yes		AK333394		0		AK333394		Ta.23339		0		0		0		0		TC440919		0		Triticum aestivum cDNA, clone: WT006_F22, cultivar: Chinese Spring [AK333394]

		A_99_P275036		6.0612607		5.7909875		4.8914266		5.0670924		6.8111024		7.6502624		6.2180724		5.7470284		7.3297143		6.6890035		6.637405		5.7932916		1.6816083		3.6282525		2.5081887		1.6020687		2.409032		1.8635015		3.3542223		1.6542751		0.7498417		1.8592749		1.3266459		0.67993593		1.2684536		0.898016		1.7459784		0.72619915		Yes		Yes		Yes		TA74436_4565		0		0		0		0		0		0		0		TC384196		0		0

		A_99_P513047		11.324954		11.117791		10.624962		10.822291		10.099483		10.073998		9.3727255		9.04843		10.010444		10.429771		9.008725		10.5275955		-2.3383186		-2.0616405		-2.382104		-3.4196792		-2.487179		-1.6110706		-3.0657427		-1.2266264		-1.2254715		-1.0437927		-1.2522364		-1.7738609		-1.3145103		-0.68801975		-1.6162367		-0.29469585		Yes		No		No		TA73223_4565		0		0		Ta.9368		0		0		0		0		TC437432		0		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (48%) [TC437432]

		A_99_P040525		4.110436		4.2813587		4.5063114		4.1223626		2.9462788		2.9744465		2.699708		2.7934077		2.5854633		2.4728403		2.0065753		2.0951235		-2.2410226		-2.4741144		-3.4981773		-2.5122063		-2.8778126		-3.5028238		-5.6558194		-4.07624		-1.1641572		-1.3069122		-1.8066034		-1.3289549		-1.5249727		-1.8085184		-2.499736		-2.027239		Yes		No		No		CK216153		0		CK216153		Ta.5518		0		0		0		0		0		0		FGAS028137 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK216153]

		A_99_P037229		5.0463448		6.6432877		4.1290517		4.737599		3.8213825		3.6669424		2.8667371		2.3787196		3.294996		4.696419		1.555292		3.4190066		-2.3374934		-7.8698997		-2.3988028		-5.1297174		-3.3667316		-3.8553689		-5.9535885		-2.4942262		-1.2249622		-2.9763453		-1.2623146		-2.3588793		-1.7513487		-1.9468689		-2.5737596		-1.3185923		Yes		No		No		TA91530_4565		0		0		Ta.13806		0		0		0		0		TC422846		0		0

		A_99_P204606		7.4273868		7.284687		8.443877		8.211801		8.388752		9.134774		9.025901		8.299939		9.324858		8.794803		9.38816		8.284087		1.9471517		3.6052196		1.4969475		1.0629978		3.7255952		2.8483286		1.9242316		1.0513817		0.9613652		1.8500872		0.5820236		0.08813858		1.897471		1.5101156		0.94428253		0.072286606		Yes		No		No		CA742299		0		CA742299		Ta.66975		0		0		0		0		TC459026		0		wfl1c.pk001.l4 wfl1c Triticum aestivum cDNA clone wfl1c.pk001.l4 5' end, mRNA sequence [CA742299]

		A_99_P227076		6.9715943		6.587335		4.965113		4.311744		5.4612007		5.079286		4.473349		2.4466674		5.785979		6.237408		4.789418		4.0404468		-2.8488777		-2.8442514		-1.4061632		-3.6428733		-2.2746043		-1.2744961		-1.1295084		-1.2068927		-1.5103936		-1.508049		-0.49176407		-1.8650768		-1.1856155		-0.34992695		-0.17569494		-0.27129745		Yes		No		No		TA60710_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P258786		8.011369		8.8329115		8.72631		8.73993		7.6566052		7.8418593		7.5630684		8.631416		7.8863807		8.011512		7.767179		8.286468		-1.2787759		-1.9876341		-2.2396004		-1.078117		-1.0904987		-1.7671196		-1.9441382		-1.3693228		-0.3547635		-0.99105215		-1.1632414		-0.10851383		-0.12498808		-0.8213997		-0.95913076		-0.4534626		No		Yes		Yes		TA69652_4565		0		0		0		0		0		0		0		TC387738		0		Rep: Chromosome undetermined scaffold_259, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC387738]

		A_99_P505232		12.955522		11.738461		9.808735		10.747871		13.206841		13.721069		11.669251		11.73982		13.592845		13.011391		11.882474		11.589226		1.1902956		3.9520707		3.6313765		1.9888688		1.5554407		2.4165187		4.209763		1.7917314		0.2513199		1.9826088		1.8605165		0.9919481		0.6373234		1.2729301		2.073739		0.84135437		Yes		Yes		Yes		AK331260		0		AK331260		Ta.36066		0		0		0		0		TC434026		0		Triticum aestivum cDNA, clone: WT007_A18, cultivar: Chinese Spring [AK331260]

		A_99_P354136		7.826542		8.047826		6.908138		7.1121693		8.086142		8.430364		8.291819		7.547722		8.237771		8.552165		8.250745		7.584499		1.1971465		1.3036331		2.6093326		1.3524288		1.3298182		1.4184735		2.5360918		1.3873479		0.2595997		0.38253784		1.3836808		0.4355526		0.41122913		0.5043392		1.342607		0.47232962		No		Yes		Yes		TA98022_4565		0		0		0		0		0		0		0		TC445868		0		Rep: Glucosamine-6-phosphate acetyltransferase - Oryza sativa subsp. japonica (Rice), partial (53%) [TC445868]

		A_99_P392512		9.8173065		11.455887		11.202782		10.756508		9.354142		9.870446		9.211029		10.389012		8.884244		10.342549		9.251612		10.402966		-1.3785622		-3.0009944		-3.9771986		-1.2901113		-1.9093248		-2.1634557		-3.86688		-1.277694		-0.46316433		-1.5854406		-1.9917526		-0.36749554		-0.93306255		-1.1133375		-1.95117		-0.35354233		Yes		Yes		Yes		TA108607_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P459822		10.013543		9.625239		6.6994953		7.7346478		9.043405		8.143342		4.158163		8.574397		9.283238		7.5177093		3.6994689		7.4333024		-1.9590287		-2.7931583		-5.8212633		1.7897391		-1.6589894		-4.309529		-8.000147		-1.232293		-0.97013855		-1.4818974		-2.5413322		0.83974934		-0.7303047		-2.10753		-3.0000265		-0.30134535		Yes		Yes		Yes		TC410428		0		0		0		0		0		0		0		TC410428		GO:0003674(molecular_function)|GO:0005624(membrane fraction)|GO:0005886(plasma membrane)|GO:0009409(response to cold)|GO:0009414(response to water deprivation)|GO:0009651(response to salt stress)|GO:0009737(response to abscisic acid stimulus)|GO:0016020(membrane)|GO:0016021(integral to membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)|GO:0042538(hyperosmotic salinity response)		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC410428]

		A_99_P300571		9.091308		8.846321		8.896863		8.908083		8.961009		7.954909		8.003625		8.653733		8.497218		8.379105		7.7422986		8.710915		-1.0945202		-1.8549911		-1.8573402		-1.192798		-1.5095196		-1.3824396		-2.226171		-1.146446		-0.13029861		-0.89141226		-0.89323807		-0.2543497		-0.5940895		-0.4672165		-1.1545644		-0.19716835		No		Yes		Yes		TA81840_4565		0		0		Ta.9692		0		0		0		0		TC438603		0		0

		A_99_P455507		4.116806		3.349082		3.285559		2.0662045		5.397177		6.3534546		6.2427306		3.7410011		6.332318		5.1019244		6.461853		3.4302595		2.4290147		8.024283		7.766		3.1927433		4.644463		3.3702192		9.039821		2.5740764		1.2803712		3.0043726		2.9571717		1.6747966		2.2155118		1.7528424		3.176294		1.3640549		Yes		Yes		Yes		BQ620057		0		0		Ta.13427		0		0		0		0		TC407425		0		CAB83315.1 - Arabidopsis thaliana (Mouse-ear cress), partial (13%) [TC407425]

		A_99_P496107		1.9144279		4.1122775		3.1867836		2.6230056		2.7199411		4.3256083		5.2256145		5.7375183		3.8535416		4.466073		5.822714		4.6952167		1.7477674		1.1593617		4.109124		8.660874		3.8347		1.2779182		6.215758		4.2053065		0.80551326		0.21333075		2.038831		3.1145127		1.9391137		0.35379553		2.6359303		2.072211		Yes		No		No		TC429975		0		0		0		0		0		0		0		TC429975		0		0

		A_99_P346236		3.4060342		2.9479835		3.5664768		3.6104088		5.518477		5.29022		4.7396317		6.6194777		3.5369742		3.4389057		3.0654042		3.4396565		4.3242283		5.0708804		2.2550428		8.050447		1.095007		1.4053429		-1.4152654		-1.1256453		2.1124427		2.3422363		1.1731548		3.009069		0.13093996		0.4909222		-0.50107265		-0.17075229		Yes		No		No		TA95568_4565		0		0		0		0		0		0		0		TC404850		0		0

		A_99_P352286		1.5819114		2.3601463		2.0794535		1.9913603		1.5261225		5.7360616		8.4831915		3.2700853		3.5294685		4.956026		8.593684		2.9168918		-1.0394274		10.381301		84.667595		2.4262447		3.8572085		6.045576		91.406876		1.8993839		-0.055788994		3.3759153		6.403738		1.278725		1.9475571		2.5958798		6.5142307		0.9255315		Yes		Yes		Yes		TA97457_4565		0		0		0		0		0		0		0		TC379396		0		Rep: GTP-binding protein SAR1A - Arabidopsis thaliana (Mouse-ear cress), complete [TC379396]

		A_99_P464582		10.32124		9.496151		8.356385		9.103556		10.912225		11.843991		10.041608		9.82492		11.473247		10.789643		10.375336		9.676221		1.5062741		5.090616		3.2159002		1.6487402		2.2222269		2.451207		4.0528884		1.4872686		0.59098434		2.3478403		1.6852226		0.721364		1.1520061		1.2934923		2.0189505		0.5726652		Yes		Yes		Yes		TC377704		0		0		0		0		0		0		0		TC377704		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (24%) [TC377704]

		A_99_P313661		9.830809		9.650838		9.367557		10.419058		10.635459		11.293574		11.247594		10.954261		10.550555		10.42011		11.406891		10.866519		1.7467223		3.1225755		3.6808457		1.449146		1.6468928		1.7044094		4.110558		1.3636384		0.8046503		1.6427364		1.8800373		0.535203		0.7197466		0.76927185		2.0393343		0.44746113		Yes		Yes		Yes		TA85724_4565		0		0		0		0		0		0		0		TC401796		0		0

		A_99_P084410		2.0424178		2.865907		1.9159493		2.9356115		2.4414313		4.798158		5.4688478		3.188204		4.199695		4.100533		5.078694		3.0104206		1.318606		3.8165028		11.73624		1.191346		4.4607224		2.3532035		8.9553175		1.0532217		0.39901352		1.9322512		3.5528984		0.25259256		2.1572773		1.234626		3.1627445		0.074809074		Yes		Yes		Yes		AK330331		0		AK330331		Ta.32159		0		0		0		0		TC392099		0		Triticum aestivum cDNA, clone: SET4_D06, cultivar: Chinese Spring [AK330331]

		A_99_P256846		11.090851		10.469897		10.383746		11.078631		11.6328		12.031648		11.830976		11.425281		12.502803		11.176231		11.983192		11.03965		1.4559383		2.9521182		2.7268388		1.2716037		2.6609695		1.6316528		3.0302699		-1.0273882		0.5419493		1.5617504		1.4472294		0.34664917		1.411952		0.7063341		1.5994463		-0.038981438		No		Yes		Yes		TA69068_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P434872		1.7404886		2.481414		2.3914745		2.191836		2.9829571		3.720618		4.0700326		3.5870316		3.0914495		2.8817284		4.5529056		2.633887		2.3660302		2.3606822		3.2010787		2.6302419		2.5508196		1.3197955		4.4735837		1.3585342		1.2424685		1.2392039		1.6785581		1.3951955		1.3509609		0.40031433		2.161431		0.44205093		Yes		No		No		CJ547746		0		0		Ta.54141		0		0		0		0		TC392402		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC392402]

		A_99_P415352		5.549488		4.8801427		6.1249175		5.6365323		5.6759715		4.6357265		5.575783		3.7463748		4.2555265		4.626816		4.4299455		3.9340198		1.0916296		-1.1846133		-1.4632078		-3.7067568		-2.4520044		-1.1919526		-3.2377062		-3.2546728		0.12648344		-0.24441624		-0.54913473		-1.8901575		-1.2939615		-0.2533269		-1.694972		-1.7025125		Yes		No		No		TC376804		0		0		0		0		0		0		0		TC376804		GO:0003674(molecular_function)|GO:0008150(biological_process)		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC376804]

		A_99_P472327		7.586947		7.069809		7.0326195		7.7906284		8.233563		8.271442		8.720584		8.047328		9.143641		7.881849		8.935872		8.150455		1.5654924		2.2999992		3.2220178		1.1947423		2.9417906		1.7556921		3.7405558		1.283272		0.64661646		1.2016335		1.6879644		0.25669956		1.5566945		0.81203985		1.9032526		0.35982704		Yes		Yes		Yes		TC417746		0		0		0		0		0		0		0		TC417746		0		Rep: Os04g0667600 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC417746]

		A_99_P478892		1.373587		1.3732796		1.6614977		1.3657085		1.4491696		2.0243616		5.708733		2.539221		1.7098631		1.952599		6.2456164		1.3939918		1.0537865		1.5703455		16.532528		2.2556021		1.2624936		1.4941443		23.98597		1.0197979		0.07558262		0.65108204		4.0472355		1.1735126		0.33627605		0.5793195		4.584119		0.028283358		Yes		Yes		Yes		BQ166045		0		0		Ta.55953		0		0		0		0		TC421527		0		Rep: Asparaginyl-tRNA synthetase, cytoplasmic 3 - Arabidopsis thaliana (Mouse-ear cress), partial (17%) [TC421527]

		A_99_P357221		7.9215336		7.4264464		7.4137073		7.4635262		8.634979		9.61013		7.6813493		7.7243896		8.979287		7.9951987		7.700663		7.6897125		1.6397157		4.5431213		1.2038386		1.1981955		2.0816877		1.4832402		1.2200632		1.1697387		0.71344566		2.1836839		0.26764202		0.2608633		1.0577536		0.5687523		0.28695583		0.22618628		No		Yes		Yes		TA99059_4565		0		0		0		0		0		0		0		TC439097		0		Rep: ABC-2 type transporter - Salinispora arenicola CNS-205, partial (6%) [TC439097]

		A_99_P225531		8.564069		6.515038		4.996257		6.549483		8.958882		8.221339		11.918462		8.0218		9.687681		8.87065		11.167926		7.65803		1.3147728		3.2632313		121.2806		2.774672		2.1789188		5.118114		72.08709		2.156284		0.39481354		1.7063012		6.922205		1.4723172		1.1236124		2.3556123		6.171669		1.1085472		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC438180		0		T.aestivum pox2 gene [X85228]

		A_99_P414682		6.653191		7.802372		8.644436		7.525795		5.9669037		6.939626		6.1217422		6.9552836		5.76384		6.84594		6.755123		6.9592853		-1.6091373		-1.818496		-5.74654		-1.4850498		-1.8523425		-1.9405047		-3.704587		-1.4809364		-0.6862874		-0.86274576		-2.5226936		-0.57051134		-0.8893509		-0.95643187		-1.8893127		-0.5665097		Yes		Yes		Yes		DR736988		0		0		Ta.55738		0		0		0		0		TC376234		0		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (44%) [TC376234]

		A_99_P314306		3.4796503		4.5637774		4.866424		4.236043		4.246219		5.6355777		6.2173486		4.8672547		4.4755235		6.042769		7.0500865		5.342211		1.7012191		2.1020548		2.5507553		1.5488654		1.9942873		2.787538		4.543054		2.1527307		0.7665689		1.0718002		1.3509245		0.63121176		0.9958732		1.4789915		2.1836624		1.1061678		Yes		Yes		Yes		TA85906_4565		0		0		0		0		0		0		0		TC380238		0		Rep: Predicted protein - Nematostella vectensis (Starlet sea anemone), partial (3%) [TC370857]

		A_99_P020014		4.684878		4.728919		4.8000603		4.802217		2.3786964		3.2030628		2.7846909		2.0185792		1.7884498		2.231469		2.4898953		1.7515554		-4.945723		-2.8795757		-4.042841		-6.8858643		-7.4458065		-5.646865		-4.959398		-8.285918		-2.3061814		-1.5258563		-2.0153694		-2.7836378		-2.896428		-2.49745		-2.310165		-3.0506616		Yes		Yes		Yes		BJ272584		0		BJ272584		Ta.7993		0		0		0		0		0		0		BJ272584 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh12i24 3', mRNA sequence [BJ272584]

		A_99_P259221		10.10757		10.249021		9.922767		9.996343		10.177279		9.2572565		8.936932		9.762723		9.393025		9.745021		8.200481		10.076119		1.0495056		-1.9886152		-1.9804593		-1.1757812		-1.6409647		-1.4181397		-3.2995865		1.0568545		0.06970978		-0.99176407		-0.9858351		-0.23361969		-0.7145443		-0.5039997		-1.7222853		0.079776764		No		Yes		Yes		TA69787_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P223891		4.0348015		4.1401124		4.0049524		4.063536		2.9135273		3.2479448		3.079312		2.612218		3.8558102		3.3272038		4.0735364		3.6559331		-2.1753902		-1.8559625		-1.8995272		-2.7345781		-1.1320921		-1.7567497		1.0486869		-1.3264802		-1.1212742		-0.89216757		-0.92564034		-1.4513183		-0.17899132		-0.81290865		0.068583965		-0.40760303		Yes		No		No		TA59649_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P414837		6.412838		4.927374		4.523998		5.730331		6.85014		7.434565		6.238985		5.920667		7.702144		6.574593		6.643799		6.0564504		1.3540698		5.6851215		3.2829375		1.1410296		2.444105		3.132293		4.34634		1.2536368		0.4373021		2.5071912		1.7149873		0.19033623		1.2893062		1.6472192		2.119801		0.32611942		Yes		Yes		Yes		CA621806		0		0		Ta.59519		0		0		0		0		TC376335		0		Rep: NPR1-like 1 protein - Hordeum vulgare (Barley), partial (54%) [TC376335]

		A_99_P220026		7.6375985		7.0102906		6.3574142		6.0097866		10.289802		12.709691		12.632382		8.7574625		12.112901		11.778901		12.86638		8.538861		6.286265		51.962555		77.43791		6.716343		22.243351		27.25805		91.07388		5.7720137		2.652203		5.6994004		6.274968		2.747676		4.475302		4.7686105		6.5089655		2.5290747		Yes		Yes		Yes		TA58253_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P307351		8.7729		9.464363		9.6401415		9.921157		9.744245		12.726016		12.520794		12.121882		11.031762		11.9628935		12.948642		12.516465		1.9606676		9.590812		7.364831		4.597105		4.7861395		5.651095		9.907357		6.0431814		0.97134495		3.261653		2.8806524		2.2007256		2.2588625		2.4985304		3.3085003		2.5953083		Yes		Yes		Yes		TA83850_4565		0		0		Ta.46147		0		0		0		0		TC400285		0		0

		A_99_P483512		6.658905		6.4642425		7.233747		6.822006		6.5426707		5.6666684		6.3076425		5.4252067		5.4454722		5.36136		5.462333		5.252665		-1.083902		-1.7381759		-1.9001385		-2.633168		-2.3188875		-2.1478338		-3.4138834		-2.9676917		-0.1162343		-0.79757404		-0.92610455		-1.3967996		-1.2134328		-1.1028824		-1.7714138		-1.5693412		Yes		No		No		TC423913		0		0		0		0		0		0		0		TC423913		0		0

		A_99_P432137		5.9266467		5.037992		2.3767421		2.0310955		3.2237089		3.0450642		2.125783		1.8279113		4.3932843		4.747112		2.7106094		1.3981504		-6.511265		-3.9804397		-1.189998		-1.1512365		-2.8945968		-1.2233864		1.2603874		-1.5507274		-2.7029378		-1.9929278		-0.25095916		-0.20318425		-1.5333624		-0.2908802		0.3338673		-0.63294506		Yes		No		No		TC390208		0		0		0		0		0		0		0		TC390208		0		Rep: Proline-rich protein - Triticum aestivum (Wheat), partial (34%) [TC390208]

		A_99_P487532		8.121949		6.981621		7.631197		7.7754703		10.033082		12.437863		11.788254		9.996371		11.806537		10.900219		12.382393		9.863371		3.761043		43.902847		17.840162		4.6618447		12.857939		15.122221		26.931		4.25129		1.9111328		5.4562426		4.157057		2.220901		3.6845875		3.9185982		4.751196		2.0879006		Yes		Yes		Yes		CV761530		0		CV761530		Ta.14231		0		0		0		0		TC425981		0		FGAS055918 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV761530]

		A_99_P322796		8.252563		8.431778		8.603363		8.097847		7.9054146		7.6786118		7.5163217		8.084611		7.8063016		7.9767365		7.5756316		8.054206		-1.2720443		-1.6854879		-2.1243794		-1.0092168		-1.3625053		-1.3708222		-2.0388157		-1.0307119		-0.3471489		-0.7531662		-1.0870414		-0.013236046		-0.44626188		-0.4550414		-1.0277314		-0.04364109		No		Yes		Yes		TA88381_4565		0		0		0		0		0		0		0		TC392135		0		Rep: CRP1 - Zea mays (Maize), partial (4%) [TC392135]

		A_99_P427382		14.186237		14.73365		12.602704		14.093516		13.486206		13.226696		10.763062		13.362153		13.239249		13.509834		10.709007		13.468586		-1.62454		-2.842094		-3.5792134		-1.6602072		-1.9278437		-2.3356369		-3.7158616		-1.5421364		-0.7000313		-1.5069542		-1.8396425		-0.7313633		-0.9469881		-1.2238159		-1.8936968		-0.6249304		Yes		Yes		Yes		CK212980		0		0		Ta.49797		0		0		0		0		TC386490		0		Rep: Thiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize), partial (58%) [TC386490]

		A_99_P217206		10.283859		6.575003		14.237404		13.552865		10.59771		6.0028358		12.729729		13.019451		10.909488		5.691426		13.078316		13.276134		1.2430208		-1.4867555		-2.8435144		-1.44735		1.5428828		-1.8449444		-2.2331624		-1.2114471		0.3138504		-0.5721674		-1.5076752		-0.5334139		0.6256285		-0.88357735		-1.1590881		-0.2767315		No		Yes		Yes		TA57151_4565		0		0		0		0		0		0		0		TC381292		0		Rep: Os08g0157600 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC381292]

		A_99_P344721		7.1938424		7.209554		6.4669976		6.7397823		6.2773414		6.106867		5.165779		5.945587		6.204521		6.541163		5.127755		6.0675454		-1.8875319		-2.1475434		-2.4643693		-1.7341098		-1.9852507		-1.5892997		-2.5301843		-1.5935419		-0.91650105		-1.1026874		-1.3012185		-0.7941952		-0.98932123		-0.6683912		-1.3392425		-0.6722369		Yes		Yes		Yes		TA95094_4565		0		0		0		0		0		0		0		TC387745		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC387745]

		A_99_P407847		13.896828		14.315959		13.462741		13.60805		13.362953		13.182683		11.842723		13.572517		13.649976		13.395785		12.245744		13.290614		-1.4478122		-2.1935627		-3.0737886		-1.0249354		-1.186615		-1.892343		-2.3246236		-1.2461141		-0.5338745		-1.133276		-1.620018		-0.03553295		-0.24685192		-0.92017365		-1.2169971		-0.31743622		No		Yes		Yes		TC369910		0		0		0		0		0		0		0		TC369910		GO:0004197(cysteine-type endopeptidase activity)|GO:0006508(proteolysis)|GO:0006970(response to osmotic stress)|GO:0008234(cysteine-type peptidase activity)|GO:0009269(response to desiccation)|GO:0009414(response to water deprivation)|GO:0009536(plastid)|GO:0009651(response to salt stress)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P556742		9.52259		8.901772		8.83646		9.461084		9.815782		10.258727		9.591892		8.862069		10.481904		9.69894		9.91951		9.263881		1.2253484		2.5614407		1.6881372		-1.5146823		1.9443856		1.7376876		2.1185098		-1.146474		0.2931919		1.3569555		0.7554321		-0.59901524		0.95931435		0.79716873		1.0830498		-0.19720364		No		Yes		Yes		AL828471		0		AL828471		Ta.64239		0		0		0		0		TC454871		0		AL828471 p:739 Triticum aestivum cDNA clone C09_p739_plate_1, mRNA sequence [AL828471]

		A_99_P342271		9.040391		9.010129		9.466568		9.60018		8.874335		8.417247		8.261646		9.126495		8.827305		8.693938		8.513236		9.0105715		-1.1219867		-1.5082569		-2.3052475		-1.3886513		-1.1591651		-1.2450389		-1.9363395		-1.504838		-0.16605568		-0.59288216		-1.2049217		-0.4736843		-0.21308613		-0.31619072		-0.95333195		-0.5896082		No		Yes		Yes		TA94285_4565		0		0		Ta.20093		0		0		0		0		TC444520		0		Rep: Probable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat), partial (9%) [TC444520]

		A_99_P222611		5.8016324		5.426693		5.9575562		5.4565396		6.561027		6.708439		7.714264		5.8966527		6.83203		6.164732		7.8986135		5.6883583		1.6927801		2.4313302		3.3792608		1.3567107		2.0425868		1.6679072		3.8398693		1.1743144		0.75939465		1.2817459		1.7567077		0.44011307		1.0303974		0.738039		1.9410572		0.23181868		Yes		Yes		Yes		TA59222_4565		0		0		Ta.55768		0		0		0		0		TC373937		0		0

		A_99_P319451		4.3807645		4.1448436		4.3769617		4.1211658		4.242206		2.6909568		3.5953572		2.520886		3.0558805		2.4718974		2.8977318		2.5739224		-1.1008046		-2.739451		-1.7190417		-3.032021		-2.5051274		-3.188651		-2.7879987		-2.9225817		-0.13855839		-1.4538867		-0.7816045		-1.6002798		-1.3248839		-1.6729462		-1.4792299		-1.5472434		Yes		No		No		BQ805009		0		BQ805009		Ta.9799		0		0		0		0		TC406325		0		WHE3561_F10_L19ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3561_F10_L19, mRNA sequence [BQ805009]

		A_99_P091150		4.038186		4.7935085		5.5564876		5.324793		4.1073337		5.7550626		7.2736955		7.4281693		4.181872		5.812301		7.085818		6.712614		1.0490967		1.9474065		3.2879946		4.2971387		1.1047239		2.0262225		2.886518		2.6168318		0.06914759		0.96155405		1.7172079		2.1033764		0.14368582		1.0187926		1.5293303		1.3878212		Yes		No		No		BQ804451		0		BQ804451		Ta.34528		0		0		0		0		0		0		WHE3554_G07_N14ZS Wheat developing grains cDNA library Triticum aestivum cDNA clone WHE3554_G07_N14, mRNA sequence [BQ804451]

		A_99_P267551		11.253601		9.991359		10.797755		10.8486185		10.4281		9.199208		9.822965		9.105449		10.271564		9.378423		9.291573		10.34699		-1.7721509		-1.7316538		-1.9653559		-3.347699		-1.9752531		-1.5293684		-2.8405743		-1.4158112		-0.82550144		-0.7921505		-0.9747906		-1.7431698		-0.98203754		-0.612936		-1.5061827		-0.5016289		Yes		No		No		AK332594		0		AK332594		Ta.37349		0		0		0		0		TC419490		0		Triticum aestivum cDNA, clone: WT004_F24, cultivar: Chinese Spring [AK332594]

		A_99_P324876		4.5185294		1.7423376		1.8698268		1.7148448		2.8924515		5.070343		3.9709778		1.5290403		4.7573943		4.5132008		4.711642		1.9627994		-3.086727		10.0422125		4.2905154		-1.137451		1.1800638		6.825161		7.1692142		1.1875223		-1.6260779		3.3280053		2.101151		-0.18580449		0.2388649		2.770863		2.841815		0.2479546		Yes		Yes		Yes		TA89007_4565		0		0		0		0		0		0		0		TC435478		0		Rep: Os02g0597900 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC435478]

		A_99_P372167		8.469901		7.736622		7.656794		8.176452		9.583467		10.596745		8.864812		7.953483		10.516071		9.804555		9.707515		7.738033		2.1637974		7.260771		2.3102002		-1.1671327		4.1300817		4.1928554		4.143129		-1.3551184		1.1135654		2.8601227		1.2080178		-0.22296858		2.0461702		2.067933		2.0507207		-0.43841887		Yes		Yes		Yes		TA103617_4565		0		0		0		0		0		0		0		TC429134		0		0

		A_99_P000481		5.2890797		5.415673		9.1013155		6.037155		6.7707863		7.713182		8.469041		8.063618		6.3804946		5.799091		8.858781		6.9093604		2.792789		4.916083		-1.5500069		4.0740466		2.130829		1.3044287		-1.1830693		1.8304588		1.4817066		2.2975092		-0.6322746		2.0264626		1.0914149		0.38341808		-0.24253464		0.87220526		Yes		No		No		AK333710		0		AK333710		Ta.256		542835		Hsp101b		heat shock protein 101		0		TC408716		0		Triticum aestivum cDNA, clone: WT008_I17, cultivar: Chinese Spring [AK333710]

		A_99_P536062		8.959043		9.752076		9.481536		9.140694		7.7241135		8.6424465		8.607081		8.210392		7.6923842		8.916694		8.139081		8.961478		-2.3536978		-2.1579025		-1.8333148		-1.9056745		-2.4060361		-1.78433		-2.5358245		-1.132268		-1.2349291		-1.1096296		-0.8744545		-0.93030167		-1.2666583		-0.83538246		-1.3424549		-0.17921543		Yes		No		No		CJ680154		0		0		Ta.7930		0		0		0		0		TC446973		0		0

		A_99_P256956		7.428682		8.15002		7.887354		9.150451		7.109823		6.715834		4.7011604		7.4514694		6.0694804		6.894671		4.4674983		8.48772		-1.2473433		-2.7022955		-9.102062		-3.2467163		-2.5654314		-2.3872483		-10.702349		-1.5830767		-0.31885862		-1.4341855		-3.1861935		-1.6989813		-1.3592014		-1.2553487		-3.4198556		-0.6627312		Yes		Yes		Yes		TA69100_4565		0		0		Ta.14539		0		0		0		0		TC416716		0		0

		A_99_P538297		5.4972014		5.8577847		5.3794456		4.725108		4.5530357		4.5742683		3.8028386		3.6761773		4.7952266		4.838823		3.9473717		4.3766804		-1.9240758		-2.434316		-2.9826753		-2.068996		-1.6267301		-2.0264604		-2.698343		-1.2731724		-0.9441657		-1.2835164		-1.576607		-1.0489309		-0.70197487		-1.0189619		-1.4320738		-0.34842777		Yes		No		No		TC447798		0		0		0		0		0		0		0		TC447798		0		Rep: Os01g0845000 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC447798]

		A_99_P298216		10.762428		11.125012		11.274925		10.915849		10.311587		9.746201		10.254851		10.690303		9.903839		10.434735		10.132459		10.656247		-1.3668368		-2.600541		-2.0280228		-1.1692196		-1.8132643		-1.6135935		-2.2075813		-1.1971481		-0.45084095		-1.3788118		-1.0200739		-0.22554588		-0.8585892		-0.6902771		-1.1424665		-0.2596016		No		Yes		Yes		TA81153_4565		0		0		0		0		0		0		0		TC371059		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC371059]

		A_99_P120189		5.0425706		5.3931937		5.301872		5.0959287		5.4124913		6.4195995		5.8850656		5.8936043		6.721679		5.8995576		6.3062706		6.1512733		1.2922819		2.0369432		1.4981622		1.7382982		3.2023003		1.4204656		2.0061073		2.0782144		0.36992073		1.0264058		0.5831938		0.7976756		1.6791086		0.50636387		1.0043988		1.0553446		Yes		No		No		CJ665776		0		CJ665776		Ta.44174		0		0		0		0		TC386253		0		CJ665776 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp4n06 5', mRNA sequence [CJ665776]

		A_99_P001771		11.001718		11.682191		10.791275		12.252046		12.2640915		15.585678		14.912456		12.263106		12.870194		14.641659		14.9976225		12.214629		2.3989015		14.964656		17.40199		1.0076962		3.6514688		7.77837		18.460215		-1.0262743		1.2623739		3.9034872		4.1211805		0.011060715		1.8684769		2.959468		4.2063475		-0.037416458		Yes		Yes		Yes		AF262981		0		AF262981		Ta.796		542858		PDI3		protein disulfide isomerase 3 precursor		0		TC439870		0		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P129265		3.2282515		3.705902		3.296644		4.3842783		5.3458195		7.381445		6.980726		6.266897		6.0793304		6.19988		7.4186006		6.4462285		4.3396177		12.777581		12.853433		3.6874382		7.215398		5.6332912		17.411358		4.1755037		2.117568		3.6755428		3.6840818		1.8826189		2.851079		2.493978		4.121957		2.0619502		Yes		Yes		Yes		DQ120791		0		DQ120791		Ta.47062		780618		LOC780618		STK protein kinase		0		NP9351615		0		Triticum aestivum STK protein kinase gene, partial cds [DQ120791]

		A_99_P177564		4.579867		5.908567		4.4281898		4.441036		5.4483466		4.9386497		2.5630167		3.809077		3.3410072		4.777535		2.5478528		4.275622		1.825738		-1.9587283		-3.6431165		-1.5496681		-2.360119		-2.1901536		-3.6816106		-1.1214881		0.8684797		-0.9699173		-1.8651731		-0.6319592		-1.2388597		-1.131032		-1.880337		-0.16541433		Yes		No		No		TA63281_4565		0		0		0		0		0		0		0		TC442343		0		0

		A_99_P062203		7.6438394		7.664215		8.102868		7.6851287		7.468824		6.8115273		7.1966934		6.435324		6.610334		6.547708		6.5591464		6.543012		-1.1289765		-1.8058622		-1.8740698		-2.378092		-2.046992		-2.1682138		-2.9154563		-2.2070458		-0.17501545		-0.85268784		-0.90617466		-1.2498045		-1.0335054		-1.116507		-1.5437217		-1.1421165		Yes		No		No		CV782292		0		0		Ta.23273		0		0		0		0		TC400786		0		Rep: Ferredoxin-thioredoxin reductase, variable chain - Zea mays (Maize), partial (93%) [TC400786]

		A_99_P120424		7.174976		6.916619		8.33517		8.082456		6.6190376		5.2642612		5.350161		6.815227		7.179682		5.675739		5.9954343		6.2842445		-1.4701244		-3.143469		-7.917301		-2.4069874		1.0032672		-2.3634264		-5.062098		-3.4778872		-0.55593824		-1.6523576		-2.9850087		-1.2672286		0.004705906		-1.24088		-2.3397355		-1.7982111		Yes		Yes		Yes		CJ731816		0		CJ731816		Ta.44250		0		0		0		0		TC454243		0		CJ731816 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh5e11 5', mRNA sequence [CJ731816]

		A_99_P240241		12.547225		13.135127		12.220899		11.7960205		11.228469		11.670685		10.797473		10.465355		10.949269		12.211098		10.405339		11.782998		-2.4945095		-2.7595677		-2.6822164		-2.5151868		-3.0271406		-1.8974072		-3.5199609		-1.0090673		-1.3187561		-1.4644423		-1.4234257		-1.3306656		-1.5979557		-0.92402935		-1.8155594		-0.013022423		Yes		No		No		TA64544_4565		0		0		0		0		0		0		0		TC371259		0		Rep: Mitochondrial lipoamide dehydrogenase - Populus tremuloides (Quaking aspen), partial (86%) [TC371259]

		A_99_P252306		9.597819		9.903733		9.839911		9.703933		9.794717		10.349946		11.50956		10.17665		9.630412		10.335854		11.323833		10.173369		1.1462307		1.362459		3.18137		1.3877207		1.0228487		1.349215		2.797081		1.3845687		0.1968975		0.44621277		1.6696482		0.4727173		0.032592773		0.43212032		1.483922		0.46943665		No		Yes		Yes		AK332384		0		AK332384		Ta.39768		0		0		0		0		TC395238		0		Triticum aestivum cDNA, clone: WT003_N15, cultivar: Chinese Spring [AK332384]

		A_99_P491052		5.754109		4.892149		4.4756675		4.870746		4.424767		3.7402012		3.908929		2.9692895		4.438885		4.7705865		3.8945305		4.3963294		-2.51288		-2.222137		-1.4811711		-3.735902		-2.488409		-1.0879124		-1.4960277		-1.3893564		-1.3293419		-1.1519477		-0.56673837		-1.9014566		-1.3152237		-0.12156248		-0.58113694		-0.47441673		Yes		No		No		CK211650		0		0		Ta.24400		0		0		0		0		0		GO:0000786(nucleosome)|GO:0003677(DNA binding)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)|GO:0009536(plastid)		0

		A_99_P555412		7.0244193		7.2962475		7.5558		6.936746		6.4365783		6.470348		6.540276		7.042269		6.541488		6.67427		6.305389		7.096621		-1.5029958		-1.77264		-2.021637		1.0758845		-1.3975803		-1.538983		-2.379092		1.1171902		-0.58784103		-0.8258996		-1.0155239		0.10552311		-0.48293114		-0.6219773		-1.250411		0.15987492		No		Yes		Yes		TC454290		0		0		0		0		0		0		0		TC454290		0		0

		A_99_P117685		10.8221245		10.637187		10.908145		10.562678		10.188736		9.6125765		9.868033		9.960961		9.76547		9.829947		9.704926		10.260342		-1.5512041		-2.03441		-2.0563867		-1.5175215		-2.080103		-1.74986		-2.302529		-1.2331401		-0.6333885		-1.0246105		-1.0401115		-0.601717		-1.0566549		-0.80723953		-1.2032194		-0.3023367		No		Yes		Yes		CJ668535		0		CJ668535		Ta.43424		0		0		0		0		TC410064		0		CJ668535 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv15e20 5', mRNA sequence [CJ668535]

		A_99_P302186		6.692515		7.2367263		6.3103967		7.3944035		7.1805806		9.358434		8.863168		7.874157		7.2850704		8.766744		9.062444		7.8735805		1.4025631		4.352087		5.8676023		1.3945054		1.5079154		2.8878932		6.7367234		1.3939482		0.48806572		2.1217074		2.552771		0.4797535		0.5925555		1.5300174		2.752047		0.479177		Yes		Yes		Yes		AK336029		0		AK336029		Ta.22618		0		0		0		0		TC392596		0		Triticum aestivum cDNA, clone: SET3_A23, cultivar: Chinese Spring [AK336029]

		A_99_P267001		10.369605		9.976445		10.664899		10.483878		10.22042		9.210654		9.425256		9.88765		9.882821		9.426303		9.547345		9.869361		-1.108943		-1.7003019		-2.361401		-1.5117594		-1.4013176		-1.4642301		-2.1697874		-1.5310456		-0.14918518		-0.76579094		-1.2396431		-0.5962286		-0.48678398		-0.5501423		-1.1175537		-0.6145172		No		Yes		Yes		TA72013_4565		0		0		Ta.54042		0		0		0		0		TC389497		0		Rep: SacIy domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (18%) [TC419845]

		A_99_P324611		9.438842		7.095186		6.2087836		7.3967805		9.992887		9.71864		7.9777427		6.903006		10.820104		9.432295		7.8978353		7.551603		1.4681962		6.1622367		3.4080796		-1.408124		2.6049612		5.0528893		3.2244468		1.1132845		0.5540447		2.623454		1.768959		-0.4937744		1.3812618		2.3371086		1.6890516		0.15482235		Yes		No		No		TA88924_4565		0		0		Ta.5293		0		0		0		0		TC415984		0		0

		A_99_P440842		8.792575		8.998308		8.677897		8.598795		8.531138		7.9694753		7.7693105		8.038352		8.10701		8.383997		7.642306		8.109124		-1.1986716		-2.040373		-1.877206		-1.4747219		-1.6083317		-1.5308269		-2.0499542		-1.4041244		-0.26143646		-1.0288329		-0.908587		-0.5604429		-0.685565		-0.6143112		-1.0355916		-0.48967075		No		Yes		Yes		CV782294		0		0		Ta.53942		0		0		0		0		TC397063		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (75%) [TC397063]

		A_99_P126600		8.579436		7.38447		9.448108		9.2010355		6.8468246		5.825791		7.5553813		7.6886272		7.993586		5.3870273		8.088906		7.9876385		-3.3232887		-2.9458401		-3.7133632		-2.8528585		-1.5009233		-3.992916		-2.5654314		-2.31883		-1.7326117		-1.5586791		-1.8927264		-1.5124083		-0.58585024		-1.9974427		-1.3592014		-1.213397		Yes		Yes		Yes		TA100702_4565		0		0		0		0		0		0		0		TC408830		0		Rep: Glutathione transferase - Hordeum vulgare var. distichum (Two-rowed barley), partial (95%) [TC408830]

		A_99_P367182		4.7359905		5.806849		5.355867		6.437577		4.981459		6.1176085		7.8956413		7.250443		5.996958		5.7763214		7.959568		7.1055813		1.1854777		1.2403605		5.814981		1.756698		2.3965635		-1.0213856		6.07844		1.5888737		0.24546862		0.31075954		2.5397744		0.8128662		1.2609673		-0.030527592		2.603701		0.6680045		Yes		Yes		Yes		TA102408_4565		0		0		Ta.16534		0		0		0		0		TC418157		0		Rep: Cyclase-like protein - Oryza sativa subsp. japonica (Rice), partial (42%) [TC418157]

		A_99_P408577		8.344475		7.8020005		7.9276576		7.5169454		7.02787		5.9826913		6.245352		6.1479015		6.837705		6.637396		6.13695		7.2546287		-2.490792		-3.5291219		-3.209405		-2.5829933		-2.8417304		-2.2417178		-3.4598455		-1.1994032		-1.3166046		-1.8193092		-1.6823058		-1.3690438		-1.5067697		-1.1646047		-1.7907076		-0.2623167		Yes		No		No		TA69780_4565		0		0		0		0		0		0		0		TC370646		0		Rep: Chromosome 11 SCAF14479, whole genome shotgun sequence - Tetraodon nigroviridis (Green puffer), partial (5%) [TC370646]

		A_99_P004926		12.481664		11.495542		11.613426		10.043915		12.521823		12.532052		13.605674		11.445142		12.611886		11.573486		13.612969		10.756188		1.0282273		2.0512602		3.9785633		2.6412613		1.0944624		1.0555133		3.9987338		1.6383841		0.040159225		1.0365105		1.9922476		1.401227		0.13022232		0.077944756		1.9995432		0.7122736		Yes		No		No		BT009245		0		BT009245		Ta.2690		606323		ASN1		glutamine-dependent asparagine synthetase		0		TC379783		0		Triticum aestivum clone wlk1.pk0018.d4:fis, full insert mRNA sequence [BT009245]

		A_99_P286316		8.404851		8.16244		7.1140075		8.805969		7.3653674		6.3950214		6.239216		7.0989423		7.0122085		7.1703343		5.76994		7.4451118		-2.0554917		-3.4044433		-1.8337432		-3.2648733		-2.6255915		-1.9890864		-2.5386608		-2.568378		-1.0394835		-1.7674189		-0.8747916		-1.707027		-1.3926425		-0.99210596		-1.3440676		-1.3608575		Yes		No		No		TA77725_4565		0		0		0		0		0		0		0		TC382479		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (15%) [TC382479]

		A_99_P355916		3.5340605		3.6677074		5.512958		4.8102074		2.827685		3.8022633		3.1888437		3.768484		4.387455		2.937547		4.4503636		4.6578517		-1.6316994		1.0977548		-5.0075827		-2.0586853		1.806747		-1.6588236		-2.0886843		-1.1113827		-0.70637536		0.13455582		-2.3241143		-1.0417233		0.8533945		-0.7301605		-1.0625944		-0.15235567		No		Yes		Yes		TA98617_4565		0		0		Ta.35499		0		0		0		0		TC440161		0		0

		A_99_P248331		8.58417		8.879059		7.6026406		8.893598		11.86638		13.672421		13.568202		11.829132		12.926556		13.93699		13.436454		11.725987		9.728446		27.729748		62.490345		7.6503963		20.285618		33.311096		57.036488		7.12253		3.2822094		4.7933626		5.9655614		2.9355345		4.3423853		5.057931		5.833813		2.8323898		Yes		Yes		Yes		TA66650_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P394382		9.018932		7.9234185		6.9166946		7.704454		9.805427		9.821506		9.370078		8.458833		10.296784		8.914682		9.597688		8.224216		1.724878		3.7271864		5.4769907		1.686905		2.424777		1.9879258		6.412972		1.4337193		0.78649426		1.898087		2.4533834		0.7543788		1.277852		0.99126387		2.680993		0.5197625		Yes		Yes		Yes		TA109056_4565		0		0		0		0		0		0		0		TC373156		0		0

		A_99_P349471		8.792069		8.953256		8.450186		8.06338		7.8011947		7.5260105		7.1924253		7.2521815		7.588305		8.476256		7.257286		8.067954		-1.9873897		-2.689327		-2.3912427		-1.7546687		-2.303399		-1.3918457		-2.2861178		1.0031754		-0.99087477		-1.4272451		-1.2577605		-0.8111987		-1.2037644		-0.47699928		-1.1928997		0.004573822		Yes		No		No		TA96584_4565		0		0		0		0		0		0		0		TC403247		0		Rep: Os11g0676800 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC403247]

		A_99_P326031		2.6793487		2.6131182		2.4038768		3.5298455		1.9651593		4.773464		10.366117		7.114284		4.541818		3.5072381		10.345235		7.4642205		-1.6405612		4.4702206		249.38654		11.995643		3.6362956		1.8584759		245.80289		15.288501		-0.7141894		2.160346		7.9622397		3.5844386		1.8624694		0.89412		7.941358		3.934375		Yes		Yes		Yes		TA89361_4565		0		0		0		0		0		0		0		TC431718		0		0

		A_99_P280581		11.10445		10.946114		10.34125		9.441655		10.0382805		9.141907		9.10702		7.7830644		9.471633		9.828907		8.940636		8.689168		-2.0938668		-3.492371		-2.3525577		-3.15708		-3.10118		-2.1692655		-2.6401405		-1.6846948		-1.0661697		-1.8042068		-1.23423		-1.6585908		-1.6328173		-1.1172066		-1.4006147		-0.7524872		Yes		No		No		TA76046_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P428752		12.821805		12.618505		11.849239		11.461418		11.983016		11.624019		10.999505		9.968604		11.696469		12.007792		10.78479		11.194072		-1.7885482		-1.9923704		-1.802169		-2.814374		-2.181523		-1.5270127		-2.0913715		-1.203592		-0.838789		-0.99448586		-0.8497343		-1.4928141		-1.1253357		-0.61071205		-1.0644493		-0.26734638		Yes		No		No		TA60078_4565		0		0		Ta.53973		0		0		0		0		TC431447		0		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC431447]

		A_99_P265581		9.562886		8.996888		7.8886237		7.707733		7.86923		7.226578		7.053356		6.9754434		7.810364		8.085639		7.196214		8.015079		-3.234755		-3.4112723		-1.7841879		-1.6612737		-3.3694718		-1.8806732		-1.6159801		1.2374287		-1.6936564		-1.7703099		-0.83526754		-0.7322898		-1.7525225		-0.91124916		-0.6924095		0.3073454		Yes		No		No		TA71576_4565		0		0		Ta.37480		0		0		0		0		TC426804		0		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC426804]

		A_99_P415477		11.517757		8.340061		9.049872		12.146388		11.821163		9.439372		11.842702		10.859833		11.5737295		9.996112		11.116318		11.4419985		1.2340542		2.1425233		6.929876		-2.4394488		1.0395594		3.1515262		4.188534		-1.6294551		0.30340576		1.0993109		2.7928295		-1.2865553		0.0559721		1.6560507		2.0664454		-0.7043896		No		Yes		Yes		TA61435_4565		0		0		0		0		0		0		0		TC407750		0		Rep: Peroxidase 6 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (49%) [TC407750]

		A_99_P257111		10.505392		11.344392		9.98135		10.2766905		10.830619		12.669289		11.686241		11.319987		10.874318		11.635434		11.850964		11.349342		1.2528614		2.5051496		3.2600434		2.060932		1.2913911		1.223524		3.654347		2.103296		0.32522678		1.3248968		1.7048912		1.0432968		0.36892605		0.29104233		1.8696136		1.0726519		Yes		No		No		TA69151_4565		0		0		Ta.56328		0		0		0		0		TC415544		0		0

		A_99_P334236		3.513284		4.0618167		4.338798		3.851801		4.3007092		5.3014073		5.0622		4.3879676		4.9119225		4.6805463		5.884147		4.598255		1.7259914		2.3613153		1.6510708		1.4501144		2.6365266		1.5355225		2.918747		1.6776645		0.7874253		1.2395906		0.723402		0.53616667		1.3986385		0.6187296		1.5453491		0.74645424		Yes		No		No		TA91835_4565		0		0		Ta.67762		0		0		0		0		TC399559		0		Rep: Os04g0650600 protein - Oryza sativa subsp. japonica (Rice), partial (27%) [TC399559]

		A_99_P343211		7.5738254		8.107232		9.237834		9.762849		7.5766826		7.060759		10.101422		9.193986		7.355268		7.3149676		8.917527		9.901023		1.0019825		-2.0654743		1.8195584		-1.483354		-1.1635695		-1.7317905		-1.2485961		1.1005114		0.0028572083		-1.046473		0.86358833		-0.5688629		-0.21855736		-0.79226446		-0.32030678		0.13817406		No		Yes		Yes		AK331635		0		AK331635		Ta.1006		0		0		0		0		TC426801		0		Triticum aestivum cDNA, clone: WT007_P23, cultivar: Chinese Spring [AK331635]

		A_99_P400307		9.015688		8.887571		7.9694576		7.6506104		7.771563		7.542543		7.1258616		6.523065		7.645415		8.193704		7.194502		7.42597		-2.3687482		-2.5403519		-1.7945175		-2.184867		-2.585195		-1.6176144		-1.7111375		-1.1684859		-1.2441249		-1.3450284		-0.843596		-1.1275454		-1.3702731		-0.6938677		-0.77495575		-0.22464037		Yes		No		No		TA110520_4565		0		0		0		0		0		0		0		TC416799		0		Rep: Peptidyl-prolyl cis-trans isomerase - Vitis vinifera (Grape), partial (39%) [TC416799]

		A_99_P492642		7.305925		6.371248		6.532864		6.894014		7.6534157		8.65575		7.60017		7.076608		7.844715		7.518524		7.830269		7.1197143		1.2723458		4.8719606		2.0955167		1.1349229		1.4527538		2.2149534		2.4578633		1.1693448		0.3474908		2.2845025		1.067306		0.1825943		0.5387902		1.1472764		1.2974048		0.22570038		No		Yes		Yes		TA84408_4565		0		0		0		0		0		0		0		TC428482		0		Rep: 2 coiled coil domains of eukaryotic origin (31.3 kD)-like protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC428482]

		A_99_P235521		7.610784		10.364072		12.418571		11.023486		8.417289		9.157178		9.691532		9.983632		10.338809		8.514913		10.334458		9.516522		1.748969		-2.308401		-6.620955		-2.0560195		6.6254797		-3.6029015		-4.240144		-2.8421125		0.8065047		-1.2068939		-2.7270393		-1.039854		2.728025		-1.8491592		-2.0841131		-1.5069637		No		Yes		Yes		AK331065		0		AK331065		Ta.47240		0		0		0		0		TC419090		0		Triticum aestivum cDNA, clone: SET5_P18, cultivar: Chinese Spring [AK331065]

		A_99_P304931		8.382555		5.937334		5.434057		3.986578		9.4335165		10.218622		10.070025		7.9064326		10.559016		9.672611		10.848859		8.104158		2.0719101		19.444471		24.863686		15.135397		4.520434		13.317739		42.65969		17.358622		1.0509615		4.281288		4.635968		3.9198546		2.1764612		3.7352772		5.4148016		4.1175804		Yes		Yes		Yes		TA83149_4565		0		0		0		0		0		0		0		TC403898		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC403898]

		A_99_P255791		11.591586		11.079735		11.212924		11.5533495		10.915463		10.188731		9.951321		10.637925		10.795235		10.537087		9.788972		11.314125		-1.5978397		-1.8544657		-2.3976204		-1.8861238		-1.7367034		-1.456643		-2.6831954		-1.1803579		-0.67612267		-0.8910036		-1.2616034		-0.91542435		-0.79635143		-0.54264736		-1.4239521		-0.23922443		No		Yes		Yes		TA68774_4565		0		0		0		0		0		0		0		TC413191		0		Rep: 50S ribosomal protein L1, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (69%) [TC413191]

		A_99_P061253		2.3448045		2.338189		4.5046377		4.390146		3.734003		9.039796		8.842351		7.2630963		6.7716317		7.309195		9.17809		8.0182295		2.6193314		104.08416		20.22003		7.3256183		21.508387		31.36332		25.51816		12.364086		1.3891985		6.7016068		4.3377132		2.8729506		4.4268274		4.9710064		4.6734524		3.6280837		Yes		Yes		Yes		CV768582		0		CV768582		Ta.22662		0		0		0		0		0		0		FGAS062973 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768582]

		A_99_P129230		6.1861854		4.9528213		5.0646634		4.5288696		7.3055444		7.8874936		6.55748		5.494827		7.779058		6.4823937		7.0631347		5.1084023		2.1725042		7.645826		2.8143787		1.953359		3.0164938		2.8870027		3.9957638		1.4943651		1.119359		2.9346724		1.4928164		0.96595716		1.5928726		1.5295725		1.9984713		0.5795326		Yes		Yes		Yes		DQ019636		0		DQ019636		Ta.47054		780665		U2AF65a		U2AF large subunit		0		NP9351242		0		Triticum aestivum U2AF large subunit (U2AF65a) mRNA, complete cds [DQ019636]

		A_99_P211321		10.001599		10.209531		10.766071		10.182801		9.870044		9.795486		9.548281		10.01955		10.234378		9.686099		9.972753		9.679184		-1.0954742		-1.3324158		-2.3259025		-1.1198076		1.1750959		-1.4373703		-1.7330565		-1.4177638		-0.13155556		-0.41404438		-1.2177906		-0.16325092		0.23277855		-0.5234318		-0.79331875		-0.5036173		No		Yes		Yes		TA54552_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P278751		11.759792		12.475764		12.597222		12.638339		12.1015625		11.927146		12.012229		12.85392		10.883021		11.611783		10.915504		12.8007555		1.2673106		-1.4626842		-1.5000321		1.1611714		-1.8362608		-1.8200539		-3.2080972		1.1191602		0.34177017		-0.5486183		-0.58499336		0.21558094		-0.876771		-0.86398125		-1.6817179		0.16241646		No		Yes		Yes		TA75524_4565		0		0		Ta.54846		0		0		0		0		TC414179		0		0

		A_99_P449177		9.595519		9.473869		9.218029		9.4094925		9.966915		10.86028		9.769797		9.377527		10.546966		9.873311		10.170915		9.426628		1.293604		2.6142747		1.4658813		-1.022404		1.9338106		1.3189974		1.9357406		1.0119483		0.37139606		1.3864107		0.5517683		-0.031965256		0.95144653		0.39944172		0.9528856		0.01713562		No		Yes		Yes		TA83495_4565		0		0		Ta.30543		0		0		0		0		TC403115		0		Rep: UDP-D-glucose epimerase 2 - Hordeum vulgare (Barley), partial (30%) [TC403115]

		A_99_P151002		3.9031389		4.371596		3.8090794		3.6201832		4.83203		5.279363		5.1174335		4.11361		5.4961815		4.6474805		5.589954		4.254723		1.9038119		1.8761398		2.4765885		1.4077846		3.0168493		1.2107363		3.4363441		1.5524426		0.92889094		0.9077673		1.3083541		0.49342656		1.5930426		0.27588463		1.7808745		0.63453984		Yes		No		No		CJ809856		0		CJ809856		Ta.52998		0		0		0		0		TC394485		0		CJ809856 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct9e08 5', mRNA sequence [CJ809856]

		A_99_P248241		9.460788		9.790452		9.1031685		9.229424		9.095932		8.790278		8.709872		9.019955		8.796737		9.45768		8.358379		9.171481		-1.2877529		-2.0002406		-1.3133907		-1.1562631		-1.5845257		-1.2594311		-1.6757293		-1.0409807		-0.36485577		-1.0001736		-0.39329624		-0.2094698		-0.66405106		-0.33277225		-0.7447891		-0.057943344		No		Yes		Yes		TA66622_4565		0		0		Ta.9309		0		0		0		0		TC442790		0		0

		A_99_P389042		3.0829446		1.7336231		2.3935726		4.2898803		4.7005954		5.5590744		8.179062		7.2357802		6.8245945		5.654761		8.400474		7.281817		3.0687492		14.176715		55.15765		7.7055607		13.376696		15.148865		64.30686		7.9554124		1.6176507		3.8254514		5.785489		2.9459		3.7416499		3.9211378		6.006901		2.9919367		Yes		Yes		Yes		TA107752_4565		0		0		0		0		0		0		0		TC397456		0		Rep: WRKY transcription factor - Triticum aestivum (Wheat), complete [TC397456]

		A_99_P549322		8.532326		8.875023		8.867589		9.075088		8.760972		8.369859		8.299903		9.081852		8.0940695		8.56339		7.765308		9.031022		1.1717349		-1.4192848		-1.4821445		1.0046997		-1.3549657		-1.2411119		-2.1469388		-1.0310152		0.22864628		-0.50516415		-0.5676861		0.006764412		-0.43825626		-0.3116331		-1.1022811		-0.044065475		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P510607		13.314181		13.3365135		12.394993		12.793469		13.029346		11.622407		10.419513		11.869052		12.702287		12.619739		10.705772		11.890061		-1.2182708		-3.2809339		-3.9325907		-1.8979177		-1.5282649		-1.643504		-3.224824		-1.8704793		-0.28483486		-1.7141066		-1.9754801		-0.9244175		-0.6118946		-0.71677494		-1.6892204		-0.90340805		Yes		Yes		Yes		TC436337		0		0		0		0		0		0		0		TC436337		0		Rep: COG2931: RTX toxins and related Ca2+-binding proteins - Nostoc punctiforme PCC 73102, partial (7%) [TC436337]

		A_99_P262051		3.1699874		2.5118		5.619688		5.0789237		5.374592		5.6072598		9.110081		8.396412		6.8615246		5.1091795		8.856747		7.160933		4.6094813		8.547246		11.238618		9.969273		12.920027		6.0518637		9.428699		4.233965		2.2046044		3.0954597		3.4903927		3.3174882		3.6915371		2.5973794		3.2370586		2.0820093		Yes		No		No		TA70561_4565		0		0		0		0		0		0		0		TC451937		0		Rep: Peroxidase - Nicotiana tabacum (Common tobacco), partial (10%) [TC451937]

		A_99_P160912		4.9962716		5.3991737		5.4488435		5.1897626		4.139544		4.326667		3.848811		3.456504		3.685888		4.6585693		4.100862		4.636948		-1.810926		-2.1030846		-3.0315015		-3.324779		-2.4800746		-1.6708757		-2.5455573		-1.4669447		-0.8567276		-1.0725069		-1.6000326		-1.7332585		-1.3103836		-0.7406044		-1.3479815		-0.5528145		Yes		No		No		CV769273		0		CV769273		Ta.55318		0		0		0		0		TC448914		0		FGAS063664 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV769273]

		A_99_P022269		3.5518398		4.991504		4.9023013		4.5666122		5.1477003		4.264576		3.2520826		3.8333786		3.5384104		4.483298		3.6674445		4.226346		3.0227475		-1.6551113		-3.1388123		-1.662361		-1.009352		-1.4222808		-2.35358		-1.2659901		1.5958605		-0.72692823		-1.6502187		-0.7332337		-0.013429403		-0.50820637		-1.2348568		-0.34026623		No		Yes		Yes		AK335358		0		AK335358		Ta.8691		0		0		0		0		TC437004		0		Triticum aestivum cDNA, clone: SET2_I18, cultivar: Chinese Spring [AK335358]

		A_99_P204936		10.865593		9.964578		11.96148		11.715603		9.5094		8.709739		9.90011		10.632957		10.402413		7.5039926		10.188611		10.46548		-2.5600865		-2.386405		-4.1738243		-2.117916		-1.3785768		-5.5043993		-3.4173288		-2.378617		-1.3561926		-1.254839		-2.06137		-1.0826454		-0.4631796		-2.460585		-1.7728691		-1.250123		Yes		Yes		Yes		TA52534_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P249861		8.901513		9.307335		8.013972		9.60553		9.097688		9.38742		9.390165		9.762389		9.024124		9.476196		9.211311		9.893024		1.1456566		1.0570801		2.595825		1.1148576		1.0887035		1.1241709		2.2931633		1.220519		0.19617462		0.0800848		1.376193		0.1568594		0.122611046		0.16886139		1.197339		0.28749466		No		Yes		Yes		TA67096_4565		0		0		0		0		0		0		0		TC404627		0		Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC404627]

		A_99_P209806		3.9020832		3.98468		3.7692223		3.9383237		2.7662766		2.5362616		3.2221649		2.2474737		2.1617467		2.8920014		2.5765905		2.9392912		-2.1974137		-2.7290869		-1.4611025		-3.2284687		-3.3411307		-2.1326964		-2.2856932		-1.9986593		-1.1358066		-1.4484184		-0.5470574		-1.69085		-1.7403364		-1.0926785		-1.1926317		-0.9990325		Yes		No		No		TA54079_4565		0		0		0		0		0		0		0		TC430233		0		Rep: CI2C - Hordeum vulgare (Barley), partial (86%) [TC430233]

		A_99_P415342		6.4972396		6.3065186		4.7818236		5.2723503		7.3245506		8.174663		7.5315423		7.1318116		7.587705		7.555054		7.789631		6.853752		1.7743751		3.6506264		6.7258596		3.6287215		2.1294274		2.3760014		8.04341		2.992605		0.82731104		1.868144		2.7497187		1.8594613		1.0904655		1.2485356		3.0078073		1.5814018		Yes		Yes		Yes		TC376782		0		0		0		0		0		0		0		TC376782		0		Rep: Os07g0132500 protein - Oryza sativa subsp. japonica (Rice), partial (73%) [TC376782]

		A_99_P093810		7.634195		6.5747943		4.3346553		5.3406196		8.545418		8.376043		10.106367		9.577385		8.650944		7.398478		8.988113		6.1041694		1.880639		3.4852183		54.63342		18.853563		2.0233543		1.7699195		25.166945		1.6976627		0.91122293		1.801249		5.771712		4.2367654		1.0167489		0.82368374		4.653458		0.7635498		Yes		Yes		Yes		Y09917		0		Y09917		Ta.35388		543323		pSBGer3		pSBGer3 protein		0		TC451466		0		T.aestivum mRNA for germin-like protein 3 [Y09917]

		A_99_P245731		4.6628346		4.68239		2.9604673		5.8587165		6.6780877		11.156417		14.480536		11.11991		9.512232		11.063556		14.144257		11.090106		4.042515		88.894775		2936.881		38.35104		28.827967		83.35319		2326.248		37.566883		2.015253		6.4740267		11.520069		5.2611938		4.849397		6.3811655		11.183789		5.2313895		Yes		Yes		Yes		DR740800		0		DR740800		Ta.46365		543437		PR-1.1		pathogenisis-related protein 1.1		0		TC375912		0		FGAS000735 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740800]

		A_99_P533447		3.4611378		3.7218144		3.8885212		4.1952567		4.4126887		5.3348975		4.4897623		3.9357493		5.256309		4.8158736		4.896065		4.234015		1.9339507		3.059049		1.5170211		-1.1970699		3.4705667		2.1347382		2.0104856		1.0272293		0.95155096		1.6130831		0.6012411		-0.25950742		1.7951713		1.0940592		1.007544		0.038758278		No		Yes		Yes		TC445816		0		0		0		0		0		0		0		TC445816		0		Rep: E4 protein - Human papillomavirus type 61, partial (21%) [TC445816]

		A_99_P427227		6.24591		6.153055		5.803083		5.645548		4.71216		4.390846		4.5524526		4.2265315		4.65212		5.7918525		5.1092343		5.186165		-2.8953748		-3.392172		-2.3794537		-2.6740313		-3.0184126		-1.2844963		-1.6175929		-1.3749536		-1.53375		-1.7622094		-1.2506304		-1.4190164		-1.59379		-0.36120272		-0.6938486		-0.459383		Yes		No		No		TA101519_4565		0		0		0		0		0		0		0		TC386314		0		Rep: Os07g0665700 protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC386314]

		A_99_P509877		4.6724434		4.203512		5.0193496		4.769043		3.925686		3.621829		3.9658077		2.7448165		3.299387		3.818269		3.846711		3.4398835		-1.6780173		-1.4965943		-2.0756195		-4.067737		-2.5901873		-1.3060799		-2.2542362		-2.5125625		-0.7467575		-0.58168316		-1.0535419		-2.0242264		-1.3730564		-0.38524318		-1.1726387		-1.3291595		Yes		No		No		TC436059		0		0		0		0		0		0		0		TC436059		0		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (57%) [TC436059]

		A_99_P223461		14.277921		14.894669		14.899138		15.036815		13.904672		13.275048		14.063338		14.581708		13.135441		14.064008		13.126119		14.9853735		-1.2952666		-3.0729415		-1.7848467		-1.3708842		-2.2076018		-1.7784998		-3.4176857		-1.0362996		-0.37324905		-1.6196203		-0.8358002		-0.45510674		-1.1424799		-0.8306608		-1.7730198		-0.051441193		No		Yes		Yes		AK332332		0		AK332332		Ta.28740		543067		WPEAMT		phosphoethanolamine methyltransferase		0		TC446541		0		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P231241		9.502448		10.393431		10.708336		10.00488		8.85549		7.9124503		10.021122		8.891097		7.708572		9.193339		8.925399		10.144797		-1.5658634		-5.582767		-1.610171		-2.1641235		-3.4674525		-2.297542		-3.4412603		1.101842		-0.64695835		-2.4809804		-0.6872139		-1.1137829		-1.7938762		-1.2000914		-1.782937		0.13991737		Yes		No		No		TA61883_4565		0		0		0		0		0		0		0		TC402265		0		Rep: Sterol desaturase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (97%) [TC402265]

		A_99_P541867		7.480116		7.2381854		8.316583		8.464808		7.3205566		5.923492		7.310573		7.8123336		6.9503937		6.733479		7.3177776		8.0939665		-1.1169459		-2.4874947		-2.0083485		-1.5718623		-1.4436512		-1.4188346		-1.9983442		-1.2931073		-0.15955925		-1.3146935		-1.0060096		-0.6524749		-0.5297222		-0.5047064		-0.99880505		-0.37084198		No		Yes		Yes		CJ707174		0		0		Ta.51673		0		0		0		0		TC449206		0		Rep: Os04g0304200 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC449206]

		A_99_P224726		6.3663497		5.9283223		5.3716044		5.248308		6.824447		7.2371635		6.068329		5.621838		7.6019483		6.379604		6.61606		5.5230365		1.373729		2.4774246		1.6208206		1.2955188		2.3547902		1.3672543		2.3692908		1.2097663		0.45809746		1.3088412		0.6967244		0.3735299		1.2355986		0.45128155		1.2444553		0.2747283		No		Yes		Yes		TA59924_4565		0		0		Ta.54817		0		0		0		0		TC418483		0		Rep: Monodehydroascorbate reductase - Oryza sativa subsp. japonica (Rice), partial (57%) [TC418483]

		A_99_P563447		2.3447297		3.3792484		2.6026707		1.6659312		5.429754		6.4374924		4.287186		2.5666678		6.3043523		5.3582063		5.6420646		3.357693		8.485643		8.329581		3.2143242		1.8670189		15.558409		3.9420824		8.221456		3.2305095		3.085024		3.058244		1.6845155		0.9007366		3.9596226		1.9789579		3.039394		1.6917617		Yes		No		No		TC457390		0		0		0		0		0		0		0		TC457390		GO:0003824(catalytic activity)|GO:0005739(mitochondrion)|GO:0009536(plastid)|GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Chromosome undetermined scaffold_151, whole genome shotgun sequence - Vitis vinifera (Grape), partial (89%) [TC457390]

		A_99_P416462		1.8458323		1.9970536		1.5118204		1.4789864		4.234547		3.927553		7.7192254		2.7190835		5.8286614		5.088751		7.5457077		1.6102343		5.2369065		3.811871		73.89501		2.3621445		15.810698		8.524984		65.52109		1.0952406		2.3887148		1.9304993		6.207405		1.2400972		3.982829		3.0916972		6.0338874		0.13124788		Yes		Yes		Yes		X53675		0		X53675		Ta.56782		543285		LOC543285		peroxidase		0		TC377676		0		Wheat (T. aesitvum) mRNA for peroxidase (EC 1.11.1.7) [X53675]

		A_99_P358866		3.0991795		4.694943		1.5059422		3.5274374		1.479797		2.323803		3.0558255		4.560927		2.196761		1.8264046		1.4777464		1.7226719		-3.0724351		-5.1734977		2.9279344		2.0469694		-1.869197		-7.303249		-1.0197362		-3.4937239		-1.6193825		-2.37114		1.5498832		1.0334895		-0.9024186		-2.8685384		-0.028195858		-1.8047656		Yes		No		No		TA99618_4565		0		0		Ta.31415		0		0		0		0		0		0		0

		A_99_P072545		2.4341862		4.1358457		1.4759932		2.1459713		4.6795387		7.918953		6.7495637		6.275366		5.4187927		8.29102		5.7771645		4.3003964		4.7415295		13.766665		38.681465		17.501352		7.915094		17.816904		19.71431		4.4519124		2.2453525		3.7831073		5.2735705		4.1293945		2.9846065		4.1551747		4.3011713		2.1544251		Yes		Yes		Yes		CD862488		0		CD862488		Ta.27760		0		0		0		0		TC413865		0		AZO1.103K14F010126 AZO1 Triticum aestivum cDNA clone AZO1103K14, mRNA sequence [CD862488]

		A_99_P480952		6.7461357		6.759814		6.3952866		5.0200586		7.4500413		8.893803		11.191119		8.861703		8.994716		8.951476		11.878369		7.917459		1.6289085		4.3892937		27.777266		14.336732		4.7521486		4.5683155		44.72727		7.450826		0.7039056		2.1339889		4.7958326		3.8416443		2.24858		2.1916623		5.483083		2.8974004		Yes		Yes		Yes		TC422666		0		0		0		0		0		0		0		TC422666		0		Rep: Subtilisin-chymotrypsin inhibitor 2 - Hordeum vulgare (Barley), complete [TC422666]

		A_99_P183077		9.5149145		9.494769		9.482092		8.997673		10.008102		10.777656		10.469239		9.761046		10.708476		10.031345		11.039296		9.888745		1.4075516		2.4332533		1.9822615		1.697455		2.2871668		1.4505261		2.94283		1.8545539		0.4931879		1.2828865		0.98714733		0.7633734		1.1935616		0.5365763		1.5572042		0.8910723		Yes		Yes		Yes		DR741528		0		DR741528		Ta.60391		0		0		0		0		TC380284		0		FGAS030583 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741528]

		A_99_P021939		5.4333816		5.639097		5.715752		5.6490464		6.761551		9.627971		12.4275055		8.513435		9.910197		7.69068		12.778725		7.2558074		2.5108387		15.877078		104.81878		7.282274		22.266697		4.1456056		133.71083		3.045673		1.3281693		3.9888735		6.7117534		2.864389		4.4768157		2.0515828		7.0629725		1.606761		Yes		Yes		Yes		CA688352		0		CA688352		Ta.8582		0		0		0		0		0		0		wlm96.pk040.k4 wlm96 Triticum aestivum cDNA clone wlm96.pk040.k4 5' end, mRNA sequence [CA688352]

		A_99_P238151		6.9171977		8.198754		8.967213		7.8784423		6.321768		7.2921944		6.3901505		7.372047		6.301274		7.361692		7.044822		7.4524593		-1.5109228		-1.8745704		-5.967233		-1.4204966		-1.5325391		-1.7864089		-3.7905061		-1.3434875		-0.5954299		-0.90655994		-2.5770621		-0.50639534		-0.6159239		-0.83706236		-1.9223905		-0.42598295		Yes		Yes		Yes		TA63935_4565		0		0		Ta.55738		0		0		0		0		TC376234		0		Rep: Expansin-A5 precursor - Oryza sativa subsp. japonica (Rice), partial (44%) [TC376234]

		A_99_P535752		8.974193		10.891034		11.815228		12.306083		7.811601		8.968963		10.650904		11.041954		8.153556		9.678987		10.534066		11.758666		-2.2385917		-3.789668		-2.241283		-2.4018211		-1.7661854		-2.316662		-2.430347		-1.4614664		-1.1625915		-1.9220715		-1.1643248		-1.2641287		-0.82063675		-1.2120476		-1.2811623		-0.5474167		Yes		No		No		TC446835		0		0		0		0		0		0		0		TC446835		0		0

		A_99_P175584		9.803159		9.690501		9.559588		9.871486		10.015564		10.460219		10.440504		10.048944		10.287126		10.147035		10.730515		9.931819		1.1586182		1.7049367		1.8415437		1.1308901		1.3985839		1.3722405		2.2515619		1.0427066		0.2124052		0.76971817		0.88091564		0.17745876		0.48396683		0.45653343		1.1709261		0.060333252		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P575677		5.734388		5.4925175		5.5040855		5.8776965		5.524348		5.296765		4.3638797		4.5385003		5.914183		5.332624		4.9603486		5.3101974		-1.1567203		-1.1453215		-2.2041247		-2.5301032		1.1327231		-1.1172047		-1.4577435		-1.4819524		-0.21004009		-0.19575262		-1.1402059		-1.3391962		0.17979527		-0.15989351		-0.54373693		-0.56749916		No		Yes		Yes		BQ905264		0		0		0		0		0		0		0		TC461624		0		Rep: Mitogen-activated protein kinase 16 - Oryza sativa subsp. japonica (Rice), partial (52%) [TC461624]

		A_99_P224411		13.582013		13.656448		13.119446		12.902397		13.74751		13.714535		13.664986		12.749616		14.007497		13.852693		14.127509		12.436427		1.1215522		1.0410839		1.4595664		-1.1117108		1.3430227		1.1457119		2.0112095		-1.3812457		0.16549683		0.058086395		0.54553986		-0.15278149		0.4254837		0.19624424		1.0080633		-0.46597004		No		Yes		Yes		TA59838_4565		0		0		0		0		0		0		0		TC442729		0		0

		A_99_P414057		6.52317		6.0643845		5.399858		4.9719133		6.3949523		6.8889413		6.2952476		5.8936787		7.3946037		6.131769		6.78961		5.4175267		-1.0929426		1.770991		1.8601121		1.894432		1.8294802		1.0478156		2.620336		1.361893		-0.1282177		0.8245568		0.89538956		0.9217653		0.87143373		0.06738472		1.3897519		0.44561338		No		Yes		Yes		TC375704		0		0		0		0		0		0		0		TC375704		GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P447372		7.110396		7.0628395		7.5713615		7.084709		8.150017		9.626203		9.562688		8.035281		9.338447		8.293734		9.912151		7.8935204		2.0556874		5.9108396		3.9760237		1.9326388		4.685005		2.347124		5.0657988		1.7517674		1.0396209		2.563363		1.9913263		0.950572		2.2280507		1.2308941		2.3407898		0.8088112		Yes		Yes		Yes		TC401847		0		0		0		0		0		0		0		TC401847		0		0

		A_99_P421932		8.300868		8.248322		8.316514		9.610153		9.094687		10.378449		11.708744		9.231452		10.366637		9.336362		11.75394		10.396803		1.7336581		4.377563		10.499364		-1.3001709		4.186571		2.125851		10.833486		1.7250638		0.7938194		2.130128		3.39223		-0.3787012		2.0657692		1.0880404		3.4374256		0.7866497		Yes		Yes		Yes		AY196004		0		AY196004		Ta.56601		543090		TaAOS		allene oxide synthase		0		TC416656		0		Triticum aestivum allene oxide synthase (TaAOS) mRNA, complete cds [AY196004]

		A_99_P439057		15.171688		14.906615		13.949912		14.343849		14.309094		13.977571		12.959115		12.7998705		14.254326		14.448036		12.847237		14.368668		-1.8183043		-1.9040148		-1.9872826		-2.9159756		-1.888659		-1.3741877		-2.1475258		1.0173516		-0.86259365		-0.9290447		-0.99079704		-1.5439787		-0.9173622		-0.45857906		-1.1026754		0.02481842		Yes		No		No		CK215749		0		0		Ta.53879		0		0		0		0		TC395607		0		Rep: Photosystem I reaction center subunit II, chloroplast precursor - Hordeum vulgare (Barley), partial (94%) [TC395607]

		A_99_P618662		11.387146		11.610428		11.074422		12.006886		12.550822		14.060155		13.973052		11.620923		12.937711		13.339905		14.074536		11.578292		2.2402756		5.463127		7.45718		-1.3067312		2.929318		3.3160756		8.000634		-1.3459209		1.1636763		2.449727		2.8986301		-0.3859625		1.5505648		1.7294769		3.0001144		-0.42859364		Yes		Yes		Yes		AY836753		0		AY836753		Ta.54128		606330		LOC606330		calreticulin-like protein		0		TC457832		0		Triticum aestivum calreticulin-like protein mRNA, complete cds [AY836753]

		A_99_P149517		3.2435255		3.4352143		3.9104164		3.5130475		4.391313		4.526968		4.6423078		4.480673		6.0457807		4.264152		4.710504		4.1360226		2.2157385		2.1313295		1.660815		1.9556191		6.9752994		1.776377		1.741207		1.5400478		1.1477876		1.0917537		0.7318914		0.9676254		2.8022552		0.82893777		0.8000877		0.6229751		Yes		No		No		CJ777287		0		CJ777287		Ta.52668		0		0		0		0		TC397336		0		CJ777287 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl22f01 5', mRNA sequence [CJ777287]

		A_99_P000366		13.967972		14.675532		16.26238		15.104667		15.752469		17.34339		17.08661		15.985374		16.496609		15.739749		17.5082		15.235288		3.444984		6.354846		1.7705901		1.8412783		5.7702622		2.0910342		2.3715315		1.0947648		1.7844973		2.6678572		0.8242302		0.88070774		2.528637		1.0642166		1.2458191		0.13062096		Yes		No		No		U55859		0		U55859		Ta.217		543244		LOC543244		heat shock protein 80		0		TC398641		0		Triticum aestivum heat shock protein 80 mRNA, complete cds [U55859]

		A_99_P022119		7.0153046		6.855782		6.9695554		7.0746307		6.1197853		5.425368		6.032076		4.5001035		5.8356285		5.7880807		5.3645344		5.6618686		-1.8602793		-2.6952407		-1.9151794		-5.9567575		-2.265259		-2.096091		-3.0420017		-2.6624644		-0.89551926		-1.4304142		-0.9374795		-2.5745273		-1.179676		-1.0677013		-1.605021		-1.4127622		Yes		No		No		BQ162156		0		BQ162156		Ta.8638		0		0		0		0		0		0		WHE0498_E01_J02ZT Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE0498_E01_J02, mRNA sequence [BQ162156]

		A_99_P195648		7.2245955		6.272763		6.1203046		6.109327		7.57857		7.199164		9.319394		7.224148		8.455501		7.501736		9.695369		6.5890203		1.2780766		1.9005291		9.183789		2.1656814		2.347142		2.3440013		11.91795		1.3944473		0.35397434		0.92640114		3.1990895		1.114821		1.230905		1.2289734		3.5750642		0.4796934		Yes		Yes		Yes		DR739303		0		DR739303		Ta.63322		100136988		TaPrx-D		peroxidase		0		TC395069		0		FGAS084520 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739303]

		A_99_P254656		11.29855		10.86498		9.947461		10.437251		11.619488		12.360881		11.160258		10.833889		12.812145		11.93131		11.656581		10.509397		1.2491425		2.8204026		2.317866		1.3164365		2.8552074		2.0940995		3.2696128		1.051279		0.3209381		1.4959011		1.2127972		0.39663792		1.5135956		1.06633		1.7091198		0.07214546		Yes		Yes		Yes		AK331659		0		AK331659		Ta.4656		0		0		0		0		TC392699		0		Triticum aestivum cDNA, clone: WT002_A20, cultivar: Chinese Spring [AK331659]

		A_99_P335781		5.195514		5.416521		5.830066		5.3173695		4.5398464		3.9601333		4.3662486		3.9249058		4.316832		4.314955		4.3598022		4.016355		-1.5753449		-2.744204		-2.758373		-2.625266		-1.8386949		-2.1458747		-2.7707257		-2.4640207		-0.6556678		-1.4563878		-1.4638176		-1.3924637		-0.87868214		-1.1015658		-1.470264		-1.3010144		Yes		Yes		Yes		CK163421		0		CK163421		Ta.37069		0		0		0		0		TC422934		0		FGAS016048 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK163421]

		A_99_P365121		3.386871		1.9685408		2.9519012		1.4848257		4.1768746		4.7904286		5.396288		2.2512352		6.3131785		5.0558786		5.8167305		2.5557954		1.7290787		7.0708714		5.442942		1.7010311		7.6016226		8.499265		7.284497		2.1008449		0.79000354		2.821888		2.4443867		0.7664095		2.9263074		3.087338		2.8648293		1.0709697		Yes		Yes		Yes		TA101741_4565		0		0		0		0		0		0		0		TC449327		0		0

		A_99_P336866		9.456792		9.161447		8.924763		9.015199		9.93801		10.271674		9.892387		9.187767		10.799859		9.582088		10.181695		9.156843		1.3959221		2.158797		1.9556181		1.1270632		2.536901		1.338523		2.3898702		1.1031618		0.48121834		1.1102276		0.96762466		0.17256832		1.3430672		0.4206419		1.2569323		0.14164448		No		Yes		Yes		AK333696		0		AK333696		Ta.46435		0		0		0		0		TC406496		0		Triticum aestivum cDNA, clone: WT008_G11, cultivar: Chinese Spring [AK333696]

		A_99_P179121		10.623861		11.221401		10.226901		10.149714		9.580478		8.877168		8.243216		7.7863173		9.177416		9.632468		8.8328085		9.3933115		-2.061056		-5.077905		-3.9550214		-5.1458063		-2.7253575		-3.0082679		-2.6282318		-1.6892736		-1.0433836		-2.3442335		-1.9836855		-2.3633971		-1.4464455		-1.588933		-1.3940926		-0.75640297		Yes		No		No		CK163011		0		CK163011		Ta.59496		0		0		0		0		TC384666		0		FGAS015624 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK163011]

		A_99_P309481		9.028094		8.842761		8.435071		8.634083		8.379389		7.9969006		7.38209		7.6017747		8.563914		8.069928		7.278601		8.090783		-1.5677608		-1.7973365		-2.0748124		-2.0452938		-1.379533		-1.7086215		-2.229113		-1.4573017		-0.6487055		-0.8458605		-1.0529809		-1.0323081		-0.46418		-0.7728329		-1.1564698		-0.5432997		No		Yes		Yes		TA84493_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P350621		5.1240525		3.661349		4.0988135		5.8232746		7.4277267		8.888032		7.1583724		6.6026053		8.467555		7.4668384		7.7575345		6.4238567		4.937135		37.44452		8.337176		1.7163345		10.150666		13.981908		12.629459		1.5163283		2.3036742		5.2266827		3.0595589		0.77933073		3.3435025		3.8054893		3.658721		0.6005821		Yes		Yes		Yes		TA96952_4565		0		0		0		0		0		0		0		TC425132		0		0

		A_99_P522682		10.82146		10.804181		9.854931		9.822525		9.583346		9.720586		8.976711		8.415688		9.487775		9.97635		8.630378		9.592762		-2.3588986		-2.1193109		-1.8381056		-2.6515527		-2.5204563		-1.7750151		-2.3368306		-1.1726424		-1.2381134		-1.0835953		-0.8782196		-1.4068375		-1.3336849		-0.82783127		-1.2245531		-0.22976303		Yes		No		No		CD864078		0		0		Ta.32607		0		0		0		0		TC441548		0		Rep: Chromosome chr14 scaffold_190, whole genome shotgun sequence - Vitis vinifera (Grape), partial (36%) [TC441548]

		A_99_P167869		8.932784		8.748759		8.571499		8.238729		7.9087014		6.039867		4.702776		6.8112416		7.9904137		8.00203		4.8769717		6.366484		-2.033666		-6.5381947		-14.608366		-2.6897776		-1.9216831		-1.6779839		-12.946832		-3.6610167		-1.0240827		-2.7088923		-3.868723		-1.4274869		-0.9423704		-0.7467289		-3.6945271		-1.8722444		Yes		Yes		Yes		U76384		0		U76384		Ta.56912		543364		omet		o-methyltransferase		0		TC381404		0		Triticum aestivum o-methyltransferase mRNA, complete cds [U76384]

		A_99_P140618		6.9278374		6.6489677		7.0922127		6.8170204		8.432992		9.763221		8.86026		7.955626		9.277101		8.682509		9.443337		7.7908425		2.8385508		8.659316		3.4059265		2.2016811		5.095639		4.0940866		5.1022186		1.9640371		1.5051546		3.114253		1.7680473		1.1386056		2.3492632		2.0335417		2.3511248		0.9738221		Yes		Yes		Yes		EF394367		0		EF394367		Ta.50452		100037636		Taxa-1		Taxa-1 protein		0		NP9351190		0		Triticum aestivum clone ZZS860 Taxa-1 (Taxa-1) mRNA, complete cds [EF394367]

		A_99_P374667		8.890388		8.503727		6.7390122		8.175127		7.7215285		6.879913		5.363331		6.5137353		5.7770114		6.9690166		4.923467		7.1870937		-2.2483382		-3.0818872		-2.5949044		-3.1632152		-8.654054		-2.8973026		-3.519926		-1.9834793		-1.168859		-1.6238141		-1.3756814		-1.6613917		-3.1133761		-1.5347104		-1.8155451		-0.9880333		Yes		Yes		Yes		TA104232_4565		0		0		0		0		0		0		0		TC370142		0		0

		A_99_P530637		3.674738		4.1933703		4.05308		5.1238112		3.7515442		4.6892657		4.8802814		5.2730126		4.4676676		4.9033074		5.387533		5.1466136		1.0546807		1.4101957		1.7742403		1.1089554		1.7325892		1.6357328		2.5217986		1.015931		0.07680631		0.4958954		0.82720137		0.1492014		0.79292965		0.7099371		1.3344531		0.022802353		No		Yes		Yes		TC444794		0		0		0		0		0		0		0		TC444794		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (28%) [TC444794]

		A_99_P555867		8.380036		8.751395		9.311263		8.929808		8.4130335		9.902901		10.692222		11.078153		9.792703		8.449748		10.380405		10.762372		1.0231354		2.2214558		2.6044135		4.4331894		2.6622875		-1.2325509		2.0981858		3.5616958		0.03299713		1.1515055		1.3809586		2.148345		1.4126663		-0.3016472		1.0691423		1.8325644		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P367907		3.1587403		4.1584387		1.786626		2.9612439		3.5616915		4.9176598		4.2696457		4.159312		3.6835887		5.0964346		4.3324203		3.7684448		1.32221		1.6925765		5.590665		2.294322		1.4387825		1.9158651		5.8392963		1.7498132		0.40295124		0.7592211		2.4830198		1.1980679		0.52484846		0.9379959		2.5457945		0.8072009		Yes		No		No		TA102577_4565		0		0		0		0		0		0		0		TC373155		0		Rep: Os08g0193100 protein - Oryza sativa subsp. japonica (Rice), partial (95%) [TC373155]

		A_99_P272976		2.5350997		4.9833603		6.3958473		4.8792863		2.4386184		3.6360514		4.822581		4.870644		2.9423625		7.804731		6.576692		5.294026		-1.0691626		-2.5443707		-2.9757771		-1.0060083		1.3261673		7.068336		1.1335474		1.333058		-0.09648132		-1.3473089		-1.5732665		-0.008642197		0.4072628		2.8213706		0.18084478		0.4147396		No		Yes		Yes		AK331946		0		AK331946		Ta.28002		0		0		0		0		TC394498		0		Triticum aestivum cDNA, clone: WT002_M06, cultivar: Chinese Spring [AK331946]

		A_99_P409217		9.84051		10.529129		9.766544		9.854287		10.079239		10.54483		11.164605		10.323296		10.010905		10.783689		11.117848		10.341399		1.1799523		1.0109427		2.6354709		1.3841578		1.1253664		1.1929715		2.5514264		1.4016362		0.23872852		0.015701294		1.3980608		0.46900845		0.1703949		0.25455952		1.351304		0.48711205		No		Yes		Yes		TA56103_4565		0		0		Ta.54328		0		0		0		0		TC371247		0		0

		A_99_P502962		5.0168567		5.077532		5.3779106		5.082618		4.988338		4.973491		7.7023416		8.757623		4.49858		4.5496793		7.392113		8.926642		-1.0199643		-1.0747794		5.008682		12.772814		-1.4322433		-1.4417815		4.0395722		14.360401		-0.028518677		-0.10404062		2.324431		3.6750045		-0.5182767		-0.52785254		2.0142026		3.8440242		Yes		Yes		Yes		BE444499		0		0		Ta.1745		0		0		0		0		TC433005		0		Rep: biliverdin reductase B (flavin reductase (NADPH)) - Mus musculus, partial (12%) [TC433005]

		A_99_P316521		9.03918		8.859441		8.549869		8.745438		8.295548		7.897152		7.709263		8.342448		8.30169		8.265006		7.4788136		8.396381		-1.6743851		-1.9483986		-1.7908019		-1.3222449		-1.6672722		-1.5098809		-2.100969		-1.2737272		-0.74363136		-0.96228886		-0.84060574		-0.4029894		-0.7374897		-0.59443474		-1.0710549		-0.34905624		No		Yes		Yes		TA86531_4565		0		0		0		0		0		0		0		TC398571		0		Rep: Homoserine dehydrogenase - Oryza sativa subsp. japonica (Rice), partial (98%) [TC398571]

		A_99_P327316		2.5309494		2.2755773		2.2287028		2.8405027		4.5248146		5.129271		4.137053		2.4908073		5.971495		3.9520442		4.574131		2.0915349		3.983027		7.228487		3.7537959		-1.2742916		10.856941		3.1964421		5.0821123		-1.6805902		1.9938653		2.8536937		1.9083502		-0.34969544		3.4405458		1.676467		2.3454282		-0.7489679		Yes		No		No		TA89742_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P272241		11.14103		11.128882		10.858093		10.587266		11.042011		10.772224		9.61616		10.698384		10.93233		10.911698		10.099481		10.304881		-1.0710449		-1.2804563		-2.365152		1.0800651		-1.1556466		-1.1624624		-1.6918628		-1.2162037		-0.09901905		-0.35665798		-1.2419329		0.11111832		-0.20870018		-0.21718407		-0.75861263		-0.28238487		No		Yes		Yes		TA73595_4565		0		0		0		0		0		0		0		TC399082		0		0

		A_99_P321121		1.5615091		2.7430527		2.3918564		2.8588617		3.246713		3.8318202		5.136931		4.9196243		4.5059037		2.7676735		4.5945735		4.558513		3.2158582		2.1269226		6.704243		4.172068		7.6975245		1.0172123		4.603455		3.2482247		1.6852038		1.0887675		2.7450745		2.0607626		2.9443946		0.024620771		2.202717		1.6996515		Yes		No		No		TA87864_4565		0		0		0		0		0		0		0		TC420098		0		Rep: Os08g0543900 protein - Oryza sativa subsp. japonica (Rice), partial (6%) [TC420098]

		A_99_P235616		2.2802522		3.9718711		3.17146		5.1356225		1.9080356		4.4914293		4.952786		5.7964416		2.928836		4.745397		5.60617		6.337164		-1.2943399		1.4335161		3.43742		1.58098		1.5676287		1.7094426		5.4065576		2.2998526		-0.37221658		0.5195582		1.781326		0.66081905		0.6485839		0.77352595		2.4347103		1.2015414		Yes		No		No		TA63238_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P179031		5.598854		4.748469		2.3526728		4.4665103		5.1996903		6.013475		2.575719		3.8403113		6.3606267		6.427458		4.272346		4.4206543		-1.3187432		2.4032822		1.1671956		-1.543493		1.6955727		3.2020347		3.7833736		-1.0322955		-0.39916372		1.2650061		0.2230463		-0.626199		0.76177263		1.6789889		1.9196732		-0.045856		Yes		No		No		CA618807		0		CA618807		Ta.59477		0		0		0		0		0		0		wl1n.pk0044.e2 wl1n Triticum aestivum cDNA clone wl1n.pk0044.e2 5' end, mRNA sequence [CA618807]

		A_99_P449382		14.342026		14.113656		14.663699		14.560691		14.953445		15.984688		15.057227		14.824836		16.155703		14.816109		15.733693		14.4051285		1.5277618		3.6579409		1.3136017		1.200924		3.5153706		1.6272689		2.0994246		-1.1138557		0.6114197		1.8710318		0.39352798		0.2641449		1.8136768		0.70245266		1.069994		-0.1555624		No		Yes		Yes		BJ254417		0		0		Ta.54765		0		0		0		0		TC403257		0		Rep: NADP-dependent malic enzyme - Triticum aestivum (Wheat), partial (38%) [TC403257]

		A_99_P004121		4.990915		6.084726		5.79929		3.6993446		3.3792684		3.0833843		3.806342		2.8376825		2.3177285		4.466129		1.8438634		3.8830135		-3.056004		-8.007442		-3.9804962		-1.8171307		-6.3783636		-3.0707626		-15.513225		1.1357685		-1.6116464		-3.0013416		-1.9929483		-0.86166215		-2.6731863		-1.618597		-3.9554267		0.18366885		Yes		Yes		Yes		TA101563_4565		0		0		0		0		0		0		0		TC430868		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (52%) [TC430868]

		A_99_P262956		5.6603293		5.4781957		6.819351		5.9813724		5.502405		5.5576797		4.116774		5.5139847		5.8843703		5.0384007		4.471151		5.4677315		-1.1156807		1.05664		-6.509637		-1.3826036		1.1680006		-1.3564116		-5.0918865		-1.4276485		-0.15792418		0.079483986		-2.702577		-0.46738768		0.22404099		-0.43979502		-2.3482003		-0.5136409		No		Yes		Yes		TA70824_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P230576		13.475095		13.324771		13.389951		14.173878		13.577782		14.103482		15.558887		14.352921		13.783546		13.671321		15.750465		14.527694		1.0737714		1.7155977		4.4969153		1.1321325		1.2383779		1.2715163		5.1355352		1.2779363		0.10268688		0.7787113		2.1689358		0.17904282		0.30845165		0.34655		2.3605146		0.35381603		No		Yes		Yes		TA61664_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P566407		1.56589		2.1383648		4.807194		2.2900562		1.8174137		3.9398086		7.7905364		5.369755		4.6320033		2.791371		6.7440925		4.8446403		1.1904638		3.485689		7.9081607		8.454378		8.375141		1.5724415		3.8288157		5.8749804		0.25152373		1.8014438		2.9833422		3.0796986		3.0661135		0.6530063		1.9368982		2.554584		Yes		No		No		TC458552		0		0		0		0		0		0		0		TC458552		0		0

		A_99_P508077		6.401455		6.3044267		5.9862123		6.1739383		5.787824		5.360929		5.382998		5.8764553		5.3967385		5.965185		5.6331267		5.954004		-1.5301051		-1.9231851		-1.5190973		-1.2289983		-2.0065491		-1.2650913		-1.2772895		-1.1646807		-0.6136308		-0.94349766		-0.60321426		-0.29748297		-1.0047164		-0.3392415		-0.35308552		-0.21993446		No		Yes		Yes		AL821116		0		0		Ta.10528		0		0		0		0		TC435222		0		0

		A_99_P446917		1.5591244		1.5604986		1.5946046		1.5571779		3.5634506		4.697295		6.1594853		3.6953542		6.7435718		2.4494987		6.865488		4.647069		4.012013		8.795689		23.668245		4.402053		36.36421		1.8518921		38.60949		8.5143175		2.0043263		3.1367965		4.564881		2.1381764		5.1844473		0.88900006		5.2708836		3.089891		Yes		Yes		Yes		TC401490		0		0		0		0		0		0		0		TC401490		0		0

		A_99_P287591		9.438456		9.219813		9.054139		9.047238		8.548791		8.060833		7.748287		8.08559		8.499167		8.543183		7.7297797		8.698699		-1.8527454		-2.2329955		-2.4722967		-1.9475332		-1.9175818		-1.5984017		-2.5042167		-1.2732708		-0.88966465		-1.1589804		-1.3058519		-0.961648		-0.93928814		-0.67663		-1.3243594		-0.34853935		Yes		No		No		AK331619		0		AK331619		Ta.9751		0		0		0		0		TC372554		0		Triticum aestivum cDNA, clone: WT007_P08, cultivar: Chinese Spring [AK331619]

		A_99_P536322		4.030365		3.9258788		2.454057		4.6714616		4.48358		4.208199		5.02659		4.349027		5.0943637		4.475748		5.591684		5.2760687		1.3690879		1.2161492		5.948529		-1.2504388		2.0907183		1.463953		8.800753		1.5205646		0.45321512		0.28232026		2.572533		-0.32243443		1.0639987		0.5498693		3.137627		0.6046071		Yes		No		No		TC447090		0		0		0		0		0		0		0		TC447090		0		0

		A_99_P087675		5.7215		6.8911176		6.6477456		6.1468215		5.475752		5.357613		4.9843464		5.359738		5.008282		5.8186836		5.0679936		6.4122887		-1.1857074		-2.894882		-3.16762		-1.7255827		-1.6394566		-2.1029782		-2.9891846		1.2020252		-0.24574804		-1.5335045		-1.6633992		-0.7870836		-0.71321774		-1.072434		-1.579752		0.26546717		Yes		Yes		Yes		CF133962		0		CF133962		Ta.33393		0		0		0		0		TC422414		0		WHE4365_G09_N17ZT Wheat meiotic floret cDNA library Triticum aestivum cDNA clone WHE4365_G09_N17, mRNA sequence [CF133962]

		A_99_P471612		8.621109		6.471807		2.9555318		6.8698425		9.267057		10.226994		7.65856		8.928109		10.026976		8.778072		7.9183135		8.003895		1.5647676		13.502799		26.046682		4.164856		2.649769		4.9460106		31.185034		2.1947434		0.6459484		3.7551866		4.7030277		2.0582666		1.4058666		2.3062654		4.962782		1.1340523		Yes		Yes		Yes		AK335187		0		AK335187		Ta.46087		0		0		0		0		TC417456		0		Triticum aestivum cDNA, clone: WT012_E13, cultivar: Chinese Spring [AK335187]

		A_99_P320271		7.730475		7.6494384		8.4493065		7.632441		7.4509263		6.129103		7.8431983		7.5895867		6.735144		7.1622906		7.6850734		7.83594		-1.2138151		-2.868577		-1.5221475		-1.0301499		-1.9935375		-1.401671		-1.6984669		1.1514876		-0.27954865		-1.5203352		-0.6061082		-0.04285431		-0.9953308		-0.4871478		-0.7642331		0.20349884		No		Yes		Yes		TA87627_4565		0		0		0		0		0		0		0		TC437541		0		Rep: RING-H2 zinc finger protein-like - Oryza sativa subsp. japonica (Rice), partial (23%) [TC437541]

		A_99_P231496		2.2312553		3.3642285		3.5825863		4.718433		3.4284744		5.518683		6.0390687		5.051027		4.8570824		4.8700156		6.3727975		4.6227307		2.2929726		4.4520025		5.488768		1.2592754		6.172381		2.8397956		6.91731		-1.0685854		1.1972191		2.1544545		2.4564824		0.33259392		2.625827		1.5057871		2.7902112		-0.09570217		Yes		No		No		TA61946_4565		0		0		Ta.54141		0		0		0		0		TC392402		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC392402]

		A_99_P447002		11.8107195		12.16796		12.158356		13.028201		12.161648		12.721497		13.474589		12.995883		12.175156		12.561292		13.274193		12.951402		1.275381		1.4676789		2.4901516		-1.022654		1.2873784		1.3134229		2.1672072		-1.0546757		0.3509283		0.5535364		1.3162336		-0.032318115		0.36443615		0.39333153		1.1158371		-0.07679939		No		Yes		Yes		TA63356_4565		0		0		0		0		0		0		0		TC369621		0		Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley), partial (76%) [TC369621]

		A_99_P226161		9.016922		9.055045		9.259021		9.321113		9.200351		8.645087		8.643634		9.112079		8.429957		8.742101		8.019958		9.216941		1.1355796		-1.328647		-1.5319688		-1.155914		-1.5020831		-1.2422404		-2.3604522		-1.0748771		0.18342876		-0.4099579		-0.61538696		-0.20903397		-0.5869646		-0.3129444		-1.2390633		-0.10417175		No		Yes		Yes		TA60300_4565		0		0		Ta.67640		0		0		0		0		TC442978		0		Rep: Dehydroascorbate reductase - Triticum aestivum (Wheat), partial (22%) [TC442978]

		A_99_P248341		7.73187		8.111286		5.5041604		7.894848		11.283088		13.173828		12.789405		10.948157		12.422601		13.405786		12.908291		10.71326		11.722574		33.417732		155.98294		8.30114		25.825611		39.2467		169.38126		7.0538545		3.5512176		5.062542		7.2852445		3.0533094		4.6907306		5.2944994		7.4041305		2.8184118		Yes		Yes		Yes		TA66652_4565		0		0		0		0		0		0		0		TC401757		0		Rep: Protein WIR1B - Triticum aestivum (Wheat), partial (65%) [TC401757]

		A_99_P487287		12.000697		10.115071		8.340516		9.329556		11.3279915		8.955922		7.401352		8.845695		11.0727		9.1128435		6.1759324		8.941187		-1.5940597		-2.2332568		-1.917417		-1.3984822		-1.9026334		-2.0030909		-4.4833703		-1.3089134		-0.67270565		-1.1591492		-0.93916416		-0.48386192		-0.9279976		-1.0022278		-2.1645837		-0.38836956		Yes		No		No		BJ245772		0		BJ245772		Ta.50808		0		0		0		0		TC425858		0		BJ245772 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf20b07 5', mRNA sequence [BJ245772]

		A_99_P240286		13.631286		14.143176		13.433017		13.2835455		13.953201		14.0043955		12.979987		13.530312		13.368339		14.011289		12.411654		13.414422		1.2499892		-1.1009742		-1.368912		1.1865444		-1.1999273		-1.0957263		-2.0298347		1.0949588		0.32191563		-0.1387806		-0.45302963		0.24676609		-0.26294708		-0.13188744		-1.0213623		0.13087654		No		Yes		Yes		TA64556_4565		0		0		Ta.68198		0		0		0		0		TC382525		0		0

		A_99_P342631		4.496986		3.9566762		4.896401		5.506664		3.302253		2.1465454		4.64991		4.129602		3.9261494		3.252629		4.0400314		4.899523		-2.2890246		-3.5067408		-1.1863182		-2.5973885		-1.4853846		-1.6290684		-1.8104765		-1.5232376		-1.1947329		-1.8101308		-0.24649096		-1.3770618		-0.57083654		-0.7040472		-0.8563695		-0.607141		Yes		No		No		TA94419_4565		0		0		0		0		0		0		0		TC399672		0		Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC399672]

		A_99_P206676		11.972505		10.961514		10.492656		11.691028		12.474397		12.488181		12.434138		11.604777		13.312218		11.687753		12.355222		11.607277		1.4160695		2.8811936		3.8410015		-1.0616074		2.53101		1.6543199		3.636539		-1.0597696		0.5018921		1.5266666		1.9414825		-0.086250305		1.3397131		0.72623825		1.862566		-0.083750725		No		Yes		Yes		AK330213		0		AK330213		Ta.55621		0		0		0		0		TC415297		0		Triticum aestivum cDNA, clone: SET3_O13, cultivar: Chinese Spring [AK330213]

		A_99_P401812		1.5881166		2.109584		1.8057675		1.3945007		2.3811264		4.067289		5.280674		2.787885		3.4080791		2.6660998		5.455216		3.8058662		1.7326854		3.884435		11.118625		2.6269417		3.5307202		1.4707129		12.548547		5.319776		0.79300976		1.9577048		3.4749064		1.3933842		1.8199625		0.5565157		3.6494484		2.4113655		Yes		Yes		Yes		TA110885_4565		0		0		0		0		0		0		0		TC381484		0		0

		A_99_P000441		11.075658		11.335292		8.118992		9.449113		10.445146		11.033936		6.8919544		9.83898		10.244512		10.527248		6.527317		8.249237		-1.5481145		-1.2323024		-2.340858		1.3102725		-1.7790983		-1.7508354		-3.0139904		-2.297199		-0.63051224		-0.30135632		-1.2270374		0.38986683		-0.83114624		-0.8080435		-1.5916748		-1.1998758		Yes		No		No		DR740224		0		DR740224		Ta.245		100125679		cor14b		cold-responsive protein COR14b		0		TC396440		0		FGAS085152 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740224]

		A_99_P257736		10.037033		9.239985		11.571297		10.7452345		9.593853		6.29974		7.4776626		9.352848		10.020218		6.68216		7.6759777		9.095019		-1.3595979		-7.67542		-17.072876		-2.6251256		-1.0117236		-5.8881955		-14.880169		-3.1388044		-0.44318008		-2.9402456		-4.093634		-1.3923864		-0.016815186		-2.5578256		-3.895319		-1.6502151		Yes		Yes		Yes		AK333375		0		AK333375		Ta.49925		0		0		0		0		TC420170		0		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P432322		10.932308		11.765016		14.075128		12.529857		11.971364		12.297691		12.519		12.237797		13.37803		11.550926		12.945144		12.161243		2.0548823		1.4466097		-2.9406347		-1.2243872		5.447981		-1.1599715		-2.1885629		-1.2911112		1.0390558		0.53267574		-1.5561275		-0.2920599		2.4457216		-0.2140894		-1.1299839		-0.36861324		No		Yes		Yes		TA77389_4565		0		0		0		0		0		0		0		TC390317		0		Rep: Cytochrome P450 reductase - Triticum aestivum (Wheat), partial (32%) [TC390317]

		A_99_P560602		9.809791		9.044252		7.806404		7.374054		9.09681		6.9777904		6.8353844		7.1533237		8.503109		9.229744		7.1371574		6.5596027		-1.6391867		-4.1885824		-1.9602257		-1.1653234		-2.4737191		1.1372044		-1.5902424		-1.7586291		-0.7129803		-2.066462		-0.97101974		-0.2207303		-1.3066816		0.18549156		-0.6692467		-0.8144512		No		Yes		Yes		TA65567_4565		0		0		Ta.54832		0		0		0		0		TC456251		0		Rep: Beta-galactosidase 4 precursor - Oryza sativa subsp. indica (Rice), partial (8%) [TC456251]

		A_99_P330231		4.9541216		4.7527595		5.407366		4.7906566		4.264731		3.7348106		5.0317364		3.735819		3.9076977		3.7410746		3.8854072		3.9031532		-1.6126022		-2.0250378		-1.2974055		-2.0774841		-2.065404		-2.0162644		-2.8718066		-1.8499719		-0.68939066		-1.0179489		-0.37562943		-1.0548375		-1.0464239		-1.0116849		-1.5219586		-0.8875034		Yes		No		No		TA90606_4565		0		0		0		0		0		0		0		TC411838		0		Rep: 120 kDa pistil extensin-like protein - Nicotiana tabacum (Common tobacco), partial (10%) [TC411838]

		A_99_P324136		5.1500816		4.9158187		5.820869		6.1798096		9.092021		12.904606		12.313376		8.922951		11.431069		10.121513		12.675377		8.681998		15.368872		254.01805		90.04083		6.6952653		77.761696		36.90373		115.721085		5.6654425		3.9419394		7.988787		6.4925075		2.7431412		6.2809877		5.2056947		6.854508		2.5021887		Yes		Yes		Yes		TA88763_4565		0		0		0		0		0		0		0		TC451509		0		0

		A_99_P127005		6.555923		6.172107		7.0198617		7.476713		8.409253		9.51477		8.501305		7.9211864		8.797639		8.258023		8.923981		8.088429		3.6133327		10.144756		2.7922788		1.3608172		4.729593		4.2454457		3.7428029		1.5280759		1.8533301		3.3426623		1.4814429		0.44447327		2.241716		2.085916		1.904119		0.6117163		Yes		Yes		Yes		CK152077		0		CK152077		Ta.46294		0		0		0		0		0		0		FGAS034979 Triticum aestivum FGAS: TaLt3 Triticum aestivum cDNA, mRNA sequence [CK152077]

		A_99_P557847		4.388342		4.1492515		3.747081		4.2981157		2.5360157		2.6219118		2.7644975		2.0080888		2.7564812		2.752758		2.5967135		2.7689686		-3.610819		-2.882538		-1.9760008		-4.890652		-3.0991244		-2.6326094		-2.2197044		-2.8861518		-1.8523262		-1.5273397		-0.9825835		-2.290027		-1.6318607		-1.3964934		-1.1503675		-1.5291471		Yes		No		No		CJ638928		0		CJ638928		Ta.42611		0		0		0		0		TC455228		0		CJ638928 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec15b19 5', mRNA sequence [CJ638928]

		A_99_P153287		1.9944859		4.188875		3.899025		3.8738964		2.7183743		3.4122684		2.245458		3.8273623		2.8103266		3.0439775		2.945803		3.8959436		1.6516275		-1.713097		-3.1461055		-1.0327808		1.7603236		-2.2113044		-1.936192		1.0153993		0.7238884		-0.7766068		-1.6535671		-0.04653406		0.8158407		-1.1448977		-0.95322204		0.022047281		No		Yes		Yes		CJ898587		0		CJ898587		Ta.53531		0		0		0		0		TC443065		0		CJ898587 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles16h10 5', mRNA sequence [CJ898587]

		A_99_P381512		10.32351		10.5677		12.915938		11.814995		9.794333		9.484688		11.667619		11.300424		9.473598		10.280536		11.882905		11.381303		-1.4431055		-2.1184552		-2.3756456		-1.4285694		-1.8023918		-1.2202398		-2.0463223		-1.3506857		-0.5291767		-1.0830126		-1.2483196		-0.5145712		-0.84991264		-0.2871647		-1.0330334		-0.43369198		No		Yes		Yes		TA105900_4565		0		0		0		0		0		0		0		TC444829		0		Rep: Diaminopimelate decarboxylase - Burkholderia thailandensis (strain E264 / ATCC 700388 / DSM 13276 /CIP 106301), partial (3%) [TC444829]

		A_99_P554627		9.801012		9.177377		9.465753		8.723674		10.132054		9.787222		10.858502		9.911415		10.702449		10.226309		11.192508		8.84573		1.2579218		1.5260954		2.6257868		2.2779582		1.8679254		2.0689979		3.3098254		1.0882847		0.3310423		0.60984516		1.3927498		1.1877413		0.9014368		1.0489321		1.7267551		0.12205601		No		Yes		Yes		CA631423		0		0		Ta.18208		0		0		0		0		TC454033		0		0

		A_99_P203546		8.819622		8.948945		8.243518		9.023128		8.497122		7.271848		8.087137		7.9671645		7.3048973		7.544722		6.932112		8.546892		-1.2504958		-3.197838		-1.1144876		-2.0791056		-2.857443		-2.6467519		-2.4818323		-1.3911089		-0.32250023		-1.6770968		-0.15638065		-1.055963		-1.5147247		-1.404223		-1.3114057		-0.4762354		Yes		No		No		TA52086_4565		0		0		Ta.54859		0		0		0		0		TC371783		0		0

		A_99_P010649		4.967886		4.591404		5.4207654		4.8962493		4.4381223		4.2296205		4.4190793		3.895588		4.2016234		4.372175		4.3243284		4.4120545		-1.4436927		-1.2850134		-2.002339		-2.000917		-1.7008578		-1.1641111		-2.1382596		-1.3988049		-0.5297637		-0.3617835		-1.0016861		-1.0006614		-0.76626253		-0.21922874		-1.096437		-0.48419476		No		Yes		Yes		CK207663		0		CK207663		Ta.4732		0		0		0		0		0		0		FGAS019313 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207663]

		A_99_P404752		8.546721		8.509555		6.3804717		6.0851555		7.288097		7.346254		4.5829062		4.5058184		6.9545574		7.744738		4.6361327		6.0255375		-2.3926752		-2.239693		-3.476331		-2.988325		-3.0150125		-1.6991541		-3.350413		-1.0421897		-1.2586246		-1.163301		-1.7975655		-1.5793371		-1.592164		-0.76481676		-1.744339		-0.059617996		Yes		No		No		TA111590_4565		0		0		0		0		0		0		0		TC452341		0		Rep: Thioredoxin-like 5 - Oryza sativa subsp. indica (Rice), partial (74%) [TC452341]

		A_99_P242846		10.372205		10.33994		10.721912		10.305572		10.726687		11.483846		11.462844		10.562448		11.575782		11.178676		11.850315		10.335856		1.278527		2.2097845		1.6712546		1.1948885		2.3030999		1.788482		2.1861656		1.0212138		0.35448265		1.1439056		0.7409315		0.256876		1.203577		0.8387356		1.1284027		0.030284882		No		Yes		Yes		TA65194_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P236486		8.713719		7.980263		8.592406		8.330291		9.893094		10.343993		13.229913		11.169563		11.352946		10.343228		13.424354		9.576232		2.264786		5.1469936		24.89021		7.156591		6.229977		5.1442657		28.481384		2.3717322		1.1793747		2.36373		4.6375065		2.8392725		2.639227		2.362965		4.8319473		1.2459412		Yes		Yes		Yes		TA63458_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P334286		7.3550887		7.729689		8.522743		8.034921		7.349384		7.161091		7.0278187		7.1402783		7.3221245		7.0745816		7.2796407		7.2334366		-1.0039622		-1.4830819		-2.818494		-1.859149		-1.023112		-1.5747333		-2.3670702		-1.7428931		-0.0057048798		-0.5685983		-1.4949245		-0.89464235		-0.03296423		-0.6551075		-1.2431026		-0.8014841		No		Yes		Yes		TA91849_4565		0		0		0		0		0		0		0		TC417481		0		Rep: Nuclear matrix constituent protein 1-like - Coriandrum sativum (Coriander), partial (12%) [TC417481]

		A_99_P209041		11.576336		11.877289		12.128959		11.886584		12.691058		14.113312		13.167338		11.895974		12.926655		13.222801		13.399525		12.005462		2.165533		4.710966		2.0539196		1.0065298		2.5496848		2.5412045		2.412562		1.0858896		1.1147223		2.236023		1.0383797		0.009389877		1.3503189		1.3455124		1.270566		0.11887741		Yes		Yes		Yes		AK332726		0		AK332726		Ta.55820		100146083		CRT		calreticulin		0		TC369211		0		Triticum aestivum cDNA, clone: WT004_L11, cultivar: Chinese Spring [AK332726]

		A_99_P258581		9.143262		9.695027		9.261815		9.734886		9.228733		10.207188		10.083908		9.647567		9.499154		9.869576		10.269549		9.675675		1.0610342		1.4261842		1.767969		-1.0623944		1.2797768		1.1286116		2.0107508		-1.0418956		0.08547115		0.5121603		0.822093		-0.087319374		0.35589218		0.1745491		1.0077343		-0.059210777		No		Yes		Yes		TA69595_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P428297		5.1906323		5.7174683		5.1952085		4.9279017		6.5576577		6.7399173		5.877207		4.1945043		7.7869873		5.9893417		6.6946697		4.653198		2.579382		2.0313644		1.6043603		-1.6625497		6.0475674		1.2073747		2.827371		-1.2097459		1.3670254		1.022449		0.68199825		-0.7333975		2.596355		0.27187347		1.4994612		-0.27470398		No		Yes		Yes		TC422993		0		0		0		0		0		0		0		TC422993		GO:0004793(threonine aldolase activity)|GO:0005575(cellular_component)|GO:0006567(threonine catabolic process)		Rep: L-allo-threonine aldolase-related protein - Solanum tuberosum (Potato), partial (77%) [TC422993]

		A_99_P280791		10.420291		9.700954		11.315307		10.984498		10.412566		9.626449		10.145113		10.506862		10.126769		9.664669		10.500649		10.735168		-1.0053687		-1.0530002		-2.2504191		-1.3924605		-1.2256286		-1.0254701		-1.7588801		-1.1886547		-0.007724762		-0.074505806		-1.1701937		-0.47763634		-0.29352188		-0.0362854		-0.8146572		-0.24932957		No		Yes		Yes		TA76110_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P251916		13.40578		13.230521		11.730575		13.20679		12.000466		11.298946		8.090676		11.332522		12.531234		11.480064		9.157814		11.147991		-2.6487534		-3.8147137		-12.4657545		-3.6661544		-1.8334311		-3.364651		-5.9494677		-4.166393		-1.4053135		-1.9315748		-3.6398983		-1.8742676		-0.87454605		-1.7504568		-2.5727606		-2.0587988		Yes		No		No		TA67693_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P045122		4.3277345		2.9416945		2.882991		2.3544166		4.4281673		4.22365		4.5871615		3.3763316		5.202572		4.047356		5.1487727		3.1392174		1.072095		2.4316835		3.2584152		2.0306125		1.8338014		2.1519754		4.8091493		1.7228544		0.10043287		1.2819555		1.7041705		1.021915		0.8748374		1.1056616		2.2657816		0.78480077		Yes		No		No		CA608013		0		CA608013		Ta.16535		0		0		0		0		0		0		wr1.pk0086.b1 wr1 Triticum aestivum cDNA clone wr1.pk0086.b1 5' end, mRNA sequence [CA608013]

		A_99_P210721		12.22947		11.430584		10.559609		10.362885		12.961449		13.622833		11.893123		11.27826		13.717723		12.717651		12.315876		11.013221		1.6609153		4.5701747		2.5201564		1.8860589		2.8054898		2.440315		3.3782277		1.569533		0.7319784		2.1922493		1.3335133		0.91537476		1.4882526		1.2870674		1.7562666		0.6503353		Yes		Yes		Yes		TA54349_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P156862		6.2069335		5.835348		5.6831055		5.665112		5.1485515		4.372913		5.132159		3.71898		4.777801		4.9775434		4.2111683		4.4335723		-2.0825946		-2.7557313		-1.4650463		-3.8534		-2.6928475		-1.8122786		-2.773941		-2.3481746		-1.058382		-1.4624352		-0.55094624		-1.946132		-1.4291325		-0.8578048		-1.4719372		-1.2315397		Yes		No		No		CK161670		0		CK161670		Ta.54400		0		0		0		0		0		0		FGAS014241 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161670]

		A_99_P390162		6.8562493		6.7983627		7.756344		8.125257		6.242579		5.873689		6.699597		6.468229		6.0169864		5.8923836		6.4581285		7.188357		-1.5301471		-1.8982546		-2.0802357		-3.1536613		-1.7891359		-1.8738158		-2.459245		-1.9144098		-0.61367035		-0.92467356		-1.056747		-1.6570277		-0.83926296		-0.90597916		-1.2982154		-0.93689966		Yes		Yes		Yes		TA108028_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P265861		6.026693		5.9006004		6.276745		5.9289837		5.7613587		5.149414		5.3277583		5.078042		5.0059304		5.1159434		4.9942136		4.897907		-1.2019144		-1.6831764		-1.930516		-1.8036778		-2.028991		-1.7226827		-2.4326541		-2.043549		-0.26533413		-0.7511864		-0.94898653		-0.85094166		-1.0207624		-0.784657		-1.2825313		-1.0310769		Yes		No		No		TA71651_4565		0		0		0		0		0		0		0		TC397325		0		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (70%) [TC397325]

		A_99_P367447		9.53132		10.161308		11.427505		11.0620165		10.556229		12.387315		12.59031		12.358577		11.632358		11.089772		13.229779		12.082417		2.034831		4.678372		2.238924		2.4564252		4.2901793		1.9032485		3.487697		2.0284812		1.024909		2.2260065		1.1628056		1.2965603		2.101038		0.92846394		1.8022747		1.0204		Yes		No		No		TA102474_4565		0		0		0		0		0		0		0		TC440022		0		0

		A_99_P264276		8.258912		8.601575		8.589053		8.682479		8.827815		9.446879		9.697042		9.220183		8.879369		9.273736		9.65492		9.029651		1.4833952		1.7966439		2.1554503		1.4516609		1.5373617		1.5934582		2.0934267		1.2720644		0.56890297		0.8453045		1.1079893		0.53770447		0.6204567		0.6721611		1.0658665		0.34717178		No		Yes		Yes		TA71204_4565		0		0		0		0		0		0		0		TC398300		0		Rep: Chromosome undetermined scaffold_80, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC398300]

		A_99_P157267		8.809735		8.136344		7.8036995		8.078514		9.164535		9.422199		9.079043		7.954633		10.076744		9.018837		9.672904		8.16591		1.2788076		2.4382656		2.4205651		-1.0896621		2.4066207		1.8435583		3.6533108		1.0624505		0.35479927		1.2858553		1.2753439		-0.12388086		1.2670088		0.882493		1.8692045		0.08739567		Yes		Yes		Yes		DR735495		0		DR735495		Ta.54501		543000		gstf5		glutathione transferase F5		0		TC370729		0		FGAS081165 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735495]

		A_99_P273956		2.3627183		2.9821312		3.4789753		3.8735418		4.1606402		4.735781		5.7368827		4.791304		3.7882297		4.4021697		5.6426034		4.4682508		3.47719		3.372106		4.7829723		1.8891828		2.686097		2.6759264		4.4804015		1.5101678		1.7979219		1.75365		2.2579074		0.9177623		1.4255114		1.4200385		2.163628		0.5947089		Yes		Yes		Yes		TA74112_4565		0		0		0		0		0		0		0		TC417821		0		Rep: GDSL-motif lipase/hydrolase protein-like - Oryza sativa subsp. japonica (Rice), partial (77%) [TC417821]

		A_99_P281436		4.061251		4.3368464		4.093836		3.5451643		4.690853		4.857328		5.406916		4.868253		3.927047		5.3137956		5.3550973		4.4261956		1.5471381		1.434434		2.484715		2.5020123		-1.0974872		1.9682988		2.3970525		1.8416914		0.62960196		0.5204816		1.3130803		1.3230889		-0.13420415		0.9769492		1.2612615		0.8810313		No		Yes		Yes		TA76291_4565		0		0		Ta.35142		0		0		0		0		TC393349		0		Rep: Protein disulfide isomerase - Zea mays (Maize), partial (81%) [TC393349]

		A_99_P421337		1.4501147		1.4650637		1.4866829		1.6140374		3.5494325		4.2886443		8.558019		3.3546522		5.959703		4.5347037		8.505902		2.525667		4.285067		7.0791726		134.4882		3.3417754		22.778301		8.395639		129.71661		1.8811691		2.0993178		2.8235807		7.071336		1.7406148		4.5095882		3.0696402		7.0192194		0.91162956		Yes		Yes		Yes		TC381810		0		0		0		0		0		0		0		TC381810		GO:0004601(peroxidase activity)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Peroxidase precursor - Triticum aestivum (Wheat), partial (97%) [TC381810]

		A_99_P171729		5.2173953		5.1832004		6.459722		6.789253		5.9724755		6.7051826		8.191849		6.8365006		6.7393136		5.5451317		8.241065		7.2050242		1.6877254		2.8718536		3.322172		1.0332916		2.8717263		1.2851452		3.4374602		1.3340114		0.7550802		1.5219822		1.7321267		0.04724741		1.5219183		0.36193132		1.781343		0.415771		Yes		Yes		Yes		DR737965		0		DR737965		Ta.57794		100125743		OMT5		O-methyltransferase 5		0		TC378097		0		FGAS083182 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737965]

		A_99_P298981		3.6347806		1.935387		6.34602		6.8340325		5.153114		3.7733414		8.422321		7.858753		5.942736		2.3478308		8.462846		7.343359		2.864599		3.5750277		4.2172456		2.0345654		4.9518085		1.3309383		4.337385		1.4233855		1.5183332		1.8379544		2.076301		1.0247207		2.3079555		0.41244376		2.1168256		0.50932646		Yes		No		No		TA81379_4565		0		0		Ta.31507		0		0		0		0		TC374422		0		Rep: Os03g0805600 protein - Oryza sativa subsp. japonica (Rice), partial (36%) [TC374422]

		A_99_P050749		7.4410396		6.79172		5.276237		5.257063		5.727306		4.9494605		4.537303		4.5131493		5.5101037		6.029321		4.883578		5.268408		-3.280086		-3.5857115		-1.6689422		-1.6747128		-3.8130248		-1.6963087		-1.312811		1.0078946		-1.7137337		-1.8422594		-0.73893404		-0.74391365		-1.9309359		-0.7623987		-0.3926592		0.01134491		Yes		No		No		CK162014		0		CK162014		Ta.18149		0		0		0		0		0		0		FGAS014598 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK162014]

		A_99_P274486		12.620631		11.888722		12.816341		12.485961		11.694669		10.812855		11.850182		11.564578		11.271904		11.375335		11.436841		12.426327		-1.8999513		-2.1079895		-1.9536334		-1.8939298		-2.5468733		-1.427398		-2.6017826		-1.0422015		-0.92596245		-1.0758677		-0.9661598		-0.9213829		-1.3487272		-0.5133877		-1.3795004		-0.05963421		No		Yes		Yes		TA74269_4565		0		0		0		0		0		0		0		TC378240		0		Rep: Plastid omega-3 fatty acid desaturase - Triticum aestivum (Wheat), partial (41%) [TC378240]

		A_99_P346831		9.163431		8.733645		9.043851		8.873982		8.390893		7.7464333		7.8458085		8.325321		8.253481		8.028213		7.749386		8.831613		-1.7082726		-1.9823507		-2.2942815		-1.4627277		-1.8789808		-1.6306338		-2.4528604		-1.029804		-0.7725382		-0.9872122		-1.1980424		-0.54866123		-0.90995026		-0.7054329		-1.2944651		-0.042369843		No		Yes		Yes		CD884500		0		CD884500		Ta.17881		0		0		0		0		TC424578		0		F1.116N02F010507 F1 Triticum aestivum cDNA clone F1116N02, mRNA sequence [CD884500]

		A_99_P250986		7.268868		6.8000045		6.587105		6.9943786		7.670625		8.409322		8.216065		6.693887		8.70534		7.287829		8.639931		6.7640967		1.3211161		3.0510743		3.092901		-1.2315638		2.7065825		1.4023286		4.149179		-1.1730641		0.40175724		1.6093173		1.6289606		-0.30049133		1.4364724		0.48782444		2.052826		-0.23028183		No		Yes		Yes		BT009313		0		BT009313		Ta.27227		0		0		0		0		TC384942		0		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P000256		9.573512		8.865238		8.832637		8.743777		13.874408		14.856601		15.19839		11.7938		15.214337		14.319304		15.863945		11.524886		19.710545		63.617977		82.46747		8.282252		49.895065		43.83667		130.8081		6.8738046		4.3008957		5.9913626		6.365753		3.050023		5.6408253		5.4540663		7.031308		2.7811089		Yes		Yes		Yes		DR740444		0		DR740444		Ta.169		543438		glp2b		germin-like protein		0		TC370210		0		FGAS000391 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740444]

		A_99_P465737		9.160093		9.23274		8.8901005		9.323764		8.41953		7.8305373		7.228686		8.586404		8.384416		8.3013525		6.693615		8.795844		-1.6708282		-2.6430488		-3.1632655		-1.6671224		-1.711994		-1.9071097		-4.583614		-1.4418486		-0.7405634		-1.4022031		-1.6614146		-0.73736		-0.7756777		-0.9313879		-2.1964855		-0.52791977		Yes		Yes		Yes		AK331206		0		AK331206		Ta.401		0		0		0		0		TC414048		0		Triticum aestivum cDNA, clone: SET6_M08, cultivar: Chinese Spring [AK331206]

		A_99_P336941		7.8390617		9.215274		10.94731		9.876121		7.913816		8.129245		9.890403		9.69164		7.6476226		8.680437		10.233637		9.75134		1.0531816		-2.1228893		-2.0804675		-1.1364079		-1.1419022		-1.4487783		-1.6399747		-1.0903419		0.07475424		-1.086029		-1.0569077		-0.18448067		-0.19143915		-0.53483677		-0.7136736		-0.124780655		No		Yes		Yes		TA92670_4565		0		0		Ta.48921		0		0		0		0		TC381215		0		Rep: Os03g0174800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC381215]

		A_99_P435667		1.4761337		1.5005001		1.8650336		1.4842609		1.4314203		1.4453634		4.2899303		1.7472425		1.4874783		1.4977986		4.143846		1.4757653		-1.0314783		-1.0389575		5.3699055		1.199956		1.0078944		-1.0018743		4.852783		-1.0059061		-0.044713378		-0.05513668		2.4248967		0.26298153		0.011344552		-0.002701521		2.2788124		-0.008495569		No		Yes		Yes		BJ286825		0		0		Ta.67676		0		0		0		0		TC393059		0		Rep: Asparagine synthetase [glutamine-hydrolyzing] - Zea mays (Maize), partial (18%) [TC393059]

		A_99_P509062		13.147483		13.32396		12.639926		12.192752		13.483432		13.869576		14.810849		13.972584		13.985634		14.062825		15.153249		13.486281		1.2622074		1.4596436		4.5031147		3.4338615		1.7877574		1.6688622		5.7093353		2.45127		0.33594894		0.54561615		2.1709232		1.7798319		0.838151		0.7388649		2.5133228		1.2935295		Yes		Yes		Yes		TC435645		0		0		0		0		0		0		0		TC435645		0		Rep: Subtilisin-chymotrypsin inhibitor 2 - Hordeum vulgare (Barley), partial (74%) [TC435645]

		A_99_P545347		6.189844		6.1159043		5.3152866		5.9473596		6.091572		5.7650113		6.582796		5.73121		6.740677		5.709146		6.8623366		5.6231637		-1.0704907		-1.2753499		2.4074562		-1.161629		1.464931		-1.3257036		2.92219		-1.2519664		-0.09827232		-0.35089302		1.2675095		-0.21614933		0.55083275		-0.4067583		1.54705		-0.32419586		No		Yes		Yes		CA651020		0		0		Ta.67657		0		0		0		0		0		0		0

		A_99_P231316		5.2601156		4.683267		1.4866558		2.6229255		5.133797		4.303729		1.6211287		2.4383185		4.596319		4.7608523		3.2565196		2.1975682		-1.0915048		-1.3009253		1.0976917		-1.1365074		-1.584246		1.0552503		3.4102175		-1.342905		-0.12631845		-0.37953806		0.13447285		-0.18460703		-0.6637964		0.07758522		1.7698637		-0.42535734		No		Yes		Yes		TA61902_4565		0		0		0		0		0		0		0		TC412908		0		Rep: AGAP009230-PA - Anopheles gambiae str. PEST, partial (9%) [TC412908]

		A_99_P072015		9.763925		9.988698		10.292145		9.849363		8.874288		8.389536		8.339726		8.944869		8.608994		9.223208		8.714928		9.17794		-1.8527099		-3.029673		-3.8702273		-1.8718882		-2.2267368		-1.6999468		-2.983937		-1.592643		-0.889637		-1.5991621		-1.9524183		-0.9044943		-1.1549311		-0.7654896		-1.5772171		-0.67142296		Yes		Yes		Yes		BT009343		0		BT009343		Ta.27493		0		0		0		0		TC455326		0		Triticum aestivum clone wlm4.pk0021.h10:fis, full insert mRNA sequence [BT009343]

		A_99_P442867		8.212413		7.545418		8.11114		7.7705407		9.313782		9.798053		12.559627		10.676243		10.824895		9.807761		12.793212		9.145236		2.1455817		4.7655244		21.833725		7.493824		6.115549		4.7977014		25.671072		2.5931313		1.1013689		2.252635		4.4484863		2.905702		2.612482		2.2623434		4.6820717		1.3746953		Yes		Yes		Yes		TC398551		0		0		0		0		0		0		0		TC398551		0		Rep: Wali5 protein - Triticum aestivum (Wheat), complete [TC398551]

		A_99_P296601		9.36818		9.2648535		11.1608095		10.652865		8.98393		8.726092		10.115635		10.11661		8.9831915		8.935612		10.19441		10.480192		-1.3051816		-1.4527245		-2.063616		-1.450204		-1.3058497		-1.2563529		-1.9539577		-1.127145		-0.38425064		-0.53876114		-1.0451746		-0.53625584		-0.38498878		-0.32924175		-0.9663992		-0.17267323		No		Yes		Yes		TA80678_4565		0		0		0		0		0		0		0		TC421687		0		Rep: Os12g0134000 protein - Oryza sativa subsp. japonica (Rice), partial (63%) [TC421687]

		A_99_P071965		7.3900504		7.723781		7.533648		7.0030704		7.637942		8.206275		9.748908		7.1587873		9.048835		7.79934		9.745765		7.2646446		1.1874703		1.3971567		4.6436524		1.113975		3.1575036		1.053769		4.633546		1.1987861		0.24789143		0.48249388		2.21526		0.1557169		1.6587844		0.07555866		2.2121167		0.26157427		Yes		Yes		Yes		AK330368		0		AK330368		Ta.27412		0		0		0		0		TC370938		0		Triticum aestivum cDNA, clone: SET4_E15, cultivar: Chinese Spring [AK330368]

		A_99_P423387		7.923141		7.279856		8.658614		8.451828		8.99313		10.413425		9.953492		9.067021		9.885166		9.172731		10.3913555		9.151869		2.099417		8.776034		2.4535625		1.5317633		3.896085		3.713746		3.3235877		1.6245507		1.0699887		3.1335692		1.294878		0.61519337		1.9620252		1.8928752		1.7327414		0.7000408		Yes		Yes		Yes		TC383498		0		0		0		0		0		0		0		TC383498		GO:0000786(nucleosome)|GO:0003674(molecular_function)|GO:0003677(DNA binding)|GO:0005575(cellular_component)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)|GO:0008150(biological_process)		Rep: Os04g0461600 protein - Oryza sativa subsp. japonica (Rice), partial (76%) [TC383498]

		A_99_P142383		5.1912837		5.6248126		3.8846667		3.6562955		4.270662		5.5265007		5.1283984		4.72629		4.756038		5.548041		5.3805184		4.6354146		-1.8929311		-1.0705202		2.3681028		2.0994256		-1.3521409		-1.0546554		2.820306		1.9712614		-0.9206219		-0.0983119		1.2437317		1.0699947		-0.4352455		-0.076771736		1.4958518		0.97911906		No		Yes		Yes		BJ278959		0		BJ278959		Ta.50899		0		0		0		0		TC391998		0		BJ278959 Y. Ogihara unpublished cDNA library, Wh_r Triticum aestivum cDNA clone whr18i10 5', mRNA sequence [BJ278959]

		A_99_P461507		10.368966		11.08195		10.045247		11.275543		10.221603		10.0476465		9.631981		11.049838		9.337799		10.609641		9.042024		10.996635		-1.107543		-2.0481248		-1.3316973		-1.1693486		-2.0436769		-1.3873281		-2.0044737		-1.213276		-0.14736271		-1.0343037		-0.41326618		-0.22570515		-1.031167		-0.4723091		-1.0032234		-0.27890778		No		Yes		Yes		TC411507		0		0		0		0		0		0		0		TC411507		0		Rep: Associated with HOX family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (10%) [TC411507]

		A_99_P057771		4.5736685		4.628069		4.4774356		4.632038		3.6401417		2.9073658		3.864857		2.209922		3.2703369		3.1131876		3.5005531		2.4345827		-1.9099393		-3.29597		-1.5289897		-5.3595653		-2.4679816		-2.8577533		-1.9682077		-4.586696		-0.93352675		-1.7207031		-0.61257863		-2.422116		-1.3033316		-1.5148814		-0.97688246		-2.1974554		Yes		No		No		CK208202		0		CK208202		Ta.21154		0		0		0		0		0		0		FGAS019885 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK208202]

		A_99_P525757		9.973147		9.8258915		10.368884		10.953678		9.52567		8.744033		9.55888		10.232438		9.425872		9.335628		9.539933		10.621223		-1.3636538		-2.1167614		-1.7532166		-1.6485984		-1.4613235		-1.4047018		-1.776393		-1.259154		-0.44747734		-1.0818586		-0.81000423		-0.72124004		-0.54727554		-0.49026394		-0.8289509		-0.33245468		No		Yes		Yes		TA72259_4565		0		0		Ta.31743		0		0		0		0		TC442825		0		0

		A_99_P216526		14.635844		14.981734		13.974601		14.129056		13.628823		14.092322		12.879796		12.627998		13.509784		14.292385		12.668065		14.048134		-2.0097568		-1.8524209		-2.1358418		-2.8305013		-2.1826193		-1.6125559		-2.4734688		-1.0576938		-1.007021		-0.8894119		-1.0948048		-1.5010576		-1.1260605		-0.6893492		-1.3065357		-0.08092213		Yes		No		No		TA56826_4565		0		0		Ta.37		0		0		0		0		TC411092		0		0

		A_99_P058026		6.935125		7.1437745		6.7862163		7.0127664		7.9608154		8.7583065		8.324309		7.4783764		9.249368		8.141553		8.666312		7.4011254		2.0359337		3.0621226		2.904104		1.3809011		4.973436		1.9969226		3.6809955		1.3089038		1.0256906		1.614532		1.5380931		0.46561003		2.3142428		0.9977784		1.880096		0.38835907		Yes		Yes		Yes		CJ727167		0		CJ727167		Ta.21323		0		0		0		0		TC404503		0		CJ727167 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs16j11 5', mRNA sequence [CJ727167]

		A_99_P471192		8.718949		9.103652		7.923838		9.8694105		8.149067		7.705992		6.7214036		8.855221		8.038432		8.229592		6.468867		9.095102		-1.4844025		-2.6347384		-2.301277		-2.0197682		-1.6027142		-1.8328131		-2.741511		-1.7103697		-0.5698824		-1.3976598		-1.2024345		-1.0141897		-0.6805172		-0.8740597		-1.4549713		-0.7743082		Yes		Yes		Yes		TA70050_4565		0		0		0		0		0		0		0		TC417230		0		Rep: Probable 6-phosphogluconolactonase 2 - Oryza sativa subsp. indica (Rice), partial (24%) [TC417230]

		A_99_P581292		13.826842		12.931072		11.345715		12.955302		14.129327		14.541314		12.69368		13.200236		14.817861		13.937375		13.173152		13.0336		1.2332665		3.0530303		2.5455287		1.1850386		1.9875873		2.0087566		3.549061		1.0557715		0.3024845		1.6102419		1.3479652		0.24493408		0.9910183		1.0063028		1.8274374		0.078297615		No		Yes		Yes		AF361932		0		AF361932		Ta.67751		100037642		Mlo2		seven transmembrane-spanning protein		0		TC375583		0		Triticum aestivum seven transmembrane-spanning protein (Mlo2) mRNA, complete cds [AF361932]

		A_99_P446572		8.056089		8.316209		8.304984		8.298008		8.30432		9.236735		8.934197		8.446456		8.699864		8.826088		9.336841		8.444719		1.1877497		1.8928059		1.5467213		1.1083765		1.562412		1.4239309		2.0446537		1.107043		0.24823093		0.9205265		0.62921333		0.14844799		0.643775		0.5098791		1.0318565		0.14671135		No		Yes		Yes		CA600714		0		0		Ta.1536		0		0		0		0		TC401283		0		Rep: Chromosome chr17 scaffold_16, whole genome shotgun sequence - Vitis vinifera (Grape), partial (81%) [TC401283]

		A_99_P464142		5.438543		3.8589935		4.554334		3.7039502		6.4807286		6.3353457		6.0028586		4.4667606		7.510012		5.904349		6.6479354		4.552851		2.0593452		5.564886		2.7292876		1.6967928		4.203145		4.1277494		4.2681212		1.8011284		1.0421858		2.4763522		1.4485245		0.76281047		2.0714693		2.0453553		2.0936012		0.84890103		Yes		Yes		Yes		CK163085		0		0		Ta.14129		0		0		0		0		TC413181		0		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		A_99_P241881		13.152512		13.182889		12.040463		11.854411		12.73165		12.168628		10.360365		11.838387		12.139888		12.871646		10.088529		11.814976		-1.3387265		-2.0198684		-3.2044983		-1.0111693		-2.0175772		-1.2407763		-3.8689306		-1.0277115		-0.42086124		-1.0142612		-1.6800985		-0.01602459		-1.0126238		-0.31124306		-1.9519348		-0.039435387		No		Yes		Yes		TA64962_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P268376		7.3095512		7.377554		7.2772603		7.3062806		7.66905		8.736973		8.561553		7.5495205		8.246128		7.8547044		8.681325		7.575523		1.2829803		2.565818		2.435626		1.1836479		1.9139814		1.3919915		2.6464615		1.2051747		0.35949898		1.3594189		1.2842927		0.24323988		0.93657684		0.47715044		1.4040647		0.2692423		No		Yes		Yes		TA72408_4565		0		0		Ta.7234		0		0		0		0		TC415104		0		0

		A_99_P444137		6.035402		6.7994194		7.014136		5.5328193		5.739722		6.028394		5.514446		5.1450996		5.9639716		6.078523		5.835509		5.2845097		-1.2274635		-1.7064819		-2.8278196		-1.3083237		-1.0507579		-1.6482056		-2.2636125		-1.1878146		-0.29568005		-0.7710252		-1.49969		-0.38771963		-0.07143021		-0.72089624		-1.178627		-0.24830961		No		Yes		Yes		CJ641955		0		0		Ta.9814		0		0		0		0		TC416272		0		Rep: Zinc finger protein-like - Oryza sativa subsp. japonica (Rice), partial (34%) [TC416272]

		A_99_P563832		9.913148		9.991744		8.482387		8.785613		9.889428		10.476238		10.050031		9.249554		10.794156		9.636726		10.713304		8.622161		-1.0165772		1.3990953		2.9642026		1.3793042		1.8416618		-1.2790012		4.6943226		-1.1199639		-0.023719788		0.4844942		1.5676441		0.46394062		0.88100815		-0.35501766		2.230917		-0.16345215		No		Yes		Yes		CJ554114		0		0		Ta.36207		0		0		0		0		TC457520		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC457520]

		A_99_P009801		9.67019		9.819722		8.238729		10.416106		9.294263		8.353534		5.3670216		8.9867735		7.3520713		8.322932		5.8370843		9.854187		-1.2976731		-2.7629097		-7.3193064		-2.6932213		-4.9868145		-2.8221407		-5.2840505		-1.4762317		-0.37592697		-1.4661884		-2.871707		-1.4293327		-2.3181186		-1.4967899		-2.4016442		-0.5619192		Yes		No		No		DY761266		0		DY761266		Ta.4470		0		0		0		0		TC391662		0		EST162 Genes amplified from wheat FGAS cDNA libraries Triticum aestivum cDNA clone C65R1L1-81, mRNA sequence [DY761266]

		A_99_P452572		7.9538636		7.7709084		6.5763226		5.8505588		6.879848		6.380818		5.635534		5.1617627		7.015346		7.3841248		6.1483235		5.742241		-2.1052852		-2.6209512		-1.9195774		-1.6119378		-1.9165579		-1.3074752		-1.3453662		-1.0779706		-1.0740156		-1.3900905		-0.94078875		-0.68879604		-0.9385176		-0.3867836		-0.42799902		-0.10831785		Yes		No		No		CK154140		0		0		Ta.53933		0		0		0		0		TC442225		0		Rep: Amino acid selective channel protein - Hordeum vulgare (Barley), complete [TC442225]

		A_99_P331551		7.9068093		8.300311		8.7280855		8.448287		7.714058		7.0003147		7.240286		8.437069		7.300581		7.197614		6.903258		8.197064		-1.1429414		-2.4622827		-2.804609		-1.0078061		-1.5222743		-2.1475577		-3.542647		-1.1902153		-0.19275141		-1.2999964		-1.4877996		-0.011218071		-0.60622835		-1.1026969		-1.8248277		-0.2512226		No		Yes		Yes		TA91018_4565		0		0		0		0		0		0		0		TC399114		0		Rep: Chromosome chr19 scaffold_66, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC399114]

		A_99_P460657		12.192912		11.732353		10.474856		9.763803		10.88826		10.346637		9.713716		8.397054		10.603855		11.206383		9.851566		9.541125		-2.4702418		-2.6130168		-1.6948303		-2.5788875		-3.0085263		-1.4399018		-1.540384		-1.166897		-1.3046522		-1.3857164		-0.7611408		-1.3667488		-1.589057		-0.52597046		-0.62329006		-0.22267723		Yes		No		No		TA69009_4565		0		0		Ta.7780		0		0		0		0		TC410964		0		Rep: Ribosome recycling factor, chloroplast precursor - Oryza sativa subsp. indica (Rice), partial (36%) [TC410964]

		A_99_P464117		8.491619		8.405686		8.87066		8.445191		8.781066		9.62041		9.594701		8.444261		9.709231		9.1837		9.981941		8.389424		1.2221715		2.3209631		1.6518023		-1.0006454		2.325615		1.7147678		2.1603744		-1.0394115		0.28944683		1.2147236		0.724041		-9.31E-04		1.2176123		0.7780132		1.1112814		-0.05576706		No		Yes		Yes		CD899566		0		0		Ta.24120		0		0		0		0		TC413163		0		Rep: BAX inhibitor 1 - Hordeum vulgare (Barley), partial (51%) [TC413163]

		A_99_P387037		8.980132		7.739022		8.030152		8.240157		10.32974		11.187001		10.293095		9.648343		11.172856		10.029698		10.638481		9.450856		2.5484278		10.913027		4.7996936		2.6540325		4.5716796		4.892855		6.097969		2.3144977		1.3496075		3.4479795		2.2629423		1.408186		2.1927242		2.2906766		2.6083288		1.2106991		Yes		Yes		Yes		TA107256_4565		0		0		0		0		0		0		0		TC373632		0		Rep: Serine/threonine-specific protein kinase-like - Oryza sativa subsp. japonica (Rice), partial (39%) [TC373632]

		A_99_P246846		12.74992		12.725369		13.23119		12.853343		12.925536		12.213604		12.473491		12.837134		12.413517		12.338813		12.042374		12.849803		1.1294467		-1.4257939		-1.6907918		-1.0112983		-1.2626046		-1.3072696		-2.279656		-1.0024568		0.17561626		-0.5117655		-0.757699		-0.016208649		-0.3364029		-0.38655663		-1.1888161		-0.003540039		No		Yes		Yes		TA66232_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P322181		8.386992		8.753484		8.793687		8.960897		9.641903		10.35855		10.624421		9.08461		10.585017		9.785482		10.584816		9.062131		2.3865235		3.0420973		3.5571806		1.089535		4.5885067		2.044855		3.4608564		1.0726902		1.2549105		1.6050663		1.8307343		0.12371254		2.1980247		1.0319986		1.7911291		0.10123348		Yes		Yes		Yes		TA88197_4565		0		0		0		0		0		0		0		TC403983		0		0

		A_99_P439242		5.4363747		5.917313		8.10713		5.5376134		7.7058196		10.323522		9.14922		7.4772468		9.131243		7.0053964		10.27233		6.3438396		4.821376		21.203176		2.059209		3.8360815		12.949891		2.125914		4.4852867		1.7486315		2.269445		4.4062085		1.0420904		1.9396334		3.694868		1.0880833		2.1652002		0.80622625		Yes		No		No		CD898363		0		0		Ta.47096		0		0		0		0		TC395745		0		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC395745]

		A_99_P572642		6.6191745		8.259918		8.2272835		8.503869		5.730559		6.2049613		6.961679		6.6278667		5.23838		6.4071145		6.9854198		6.7921867		-1.8513987		-4.1553125		-2.4042792		-3.6705654		-2.6041174		-3.6120145		-2.3650386		-3.2754254		-0.8886156		-2.054957		-1.2656045		-1.8760023		-1.3807945		-1.8528037		-1.2418637		-1.7116823		Yes		Yes		Yes		CJ736700		0		0		0		0		0		0		0		TC460714		0		0

		A_99_P230846		14.373212		14.422261		14.406041		14.437508		13.553075		13.540849		13.144409		12.991254		13.498287		13.859225		12.886113		14.247926		-1.7655736		-1.8421781		-2.3976681		-2.7249954		-1.8339124		-1.4773749		-2.8677673		-1.1404332		-0.820137		-0.8814125		-1.261632		-1.4462538		-0.87492466		-0.56303596		-1.519928		-0.18958187		Yes		No		No		TA61742_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P494887		10.319461		9.72989		9.517094		10.061851		9.297946		8.750478		8.183312		8.455882		9.19856		9.0372		7.811527		9.736575		-2.0300496		-1.9716618		-2.5206246		-3.0440001		-2.1748278		-1.6162943		-3.2615707		-1.2529036		-1.0215149		-0.9794121		-1.3337812		-1.6059685		-1.1209011		-0.6926899		-1.7055669		-0.32527542		Yes		No		No		AK332839		0		AK332839		Ta.10970		0		0		0		0		TC429467		0		Triticum aestivum cDNA, clone: WT005_A02, cultivar: Chinese Spring [AK332839]

		A_99_P356456		3.8898754		2.6360598		1.4440452		1.9856014		4.880375		5.821238		3.2096508		2.1075988		5.340183		4.831652		3.656417		3.1460016		1.9868728		9.095659		3.400167		1.0882405		2.7326627		4.580777		4.6343656		2.2351942		0.9904995		3.1851783		1.7656056		0.12199736		1.4503074		2.1955924		2.2123718		1.1604002		Yes		Yes		Yes		TA98781_4565		0		0		0		0		0		0		0		TC405101		0		0

		A_99_P386992		7.862798		7.683876		8.320422		7.912416		8.96889		10.063229		9.497757		9.321147		10.842746		9.237124		10.071388		9.338511		2.1526175		5.203032		2.261586		2.6550353		7.889575		2.934772		3.3658388		2.6871848		1.106092		2.3793526		1.1773348		1.408731		2.9799476		1.5532484		1.7509661		1.4260955		Yes		Yes		Yes		TA107247_4565		0		0		0		0		0		0		0		TC398509		0		Rep: Acrosin precursor  [Contains: Acrosin light chain; Acrosin heavy chain] - Homo sapiens (Human), partial (8%) [TC398509]

		A_99_P414842		9.210441		8.809639		8.550607		9.050645		9.672242		10.322822		9.289523		9.035017		10.138688		9.692997		9.807547		9.481627		1.3772606		2.8543904		1.6689218		-1.0108913		1.9029629		1.844664		2.3898828		1.3481514		0.46180153		1.5131826		0.7389164		-0.015627861		0.92824745		0.883358		1.2569399		0.4309826		No		Yes		Yes		TC376355		0		0		0		0		0		0		0		TC376355		0		0

		A_99_P495517		7.79944		7.569305		6.753924		7.5264497		7.3860226		6.5135903		5.2009907		6.704884		8.009377		6.8904724		5.376301		6.9401608		-1.3318368		-2.0787475		-2.934131		-1.7673229		1.1566373		-1.6008438		-2.5983992		-1.5013797		-0.41341734		-1.0557146		-1.5529332		-0.8215656		0.20993662		-0.67883253		-1.3776231		-0.5862889		No		Yes		Yes		AK333756		0		AK333756		Ta.40965		0		0		0		0		TC429739		0		Triticum aestivum cDNA, clone: WT008_A14, cultivar: Chinese Spring [AK333756]

		A_99_P313606		8.959641		9.037076		9.505539		9.629567		8.3903055		8.043387		8.624339		9.093492		8.268693		8.409194		8.489419		9.275684		-1.4838405		-1.9912696		-1.8419065		-1.4500228		-1.6143445		-1.5452948		-2.0224724		-1.2779956		-0.56933594		-0.9936886		-0.88119984		-0.5360756		-0.6909485		-0.627882		-1.01612		-0.3538828		No		Yes		Yes		TA85710_4565		0		0		Ta.36894		0		0		0		0		TC391362		0		0

		A_99_P313481		2.8510373		2.824012		3.4602273		3.7804973		3.5210578		4.518438		4.5953054		4.4325786		4.594042		3.97391		5.004682		4.4739013		1.5910957		3.2364805		2.1963046		1.5714335		3.3473155		2.2189822		2.916938		1.6170945		0.6700206		1.6944258		1.1350782		0.65208125		1.7430046		1.149898		1.5444548		0.69340396		Yes		No		No		TA85672_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P121660		5.844366		5.4288745		5.3133383		5.441679		5.659906		7.2234244		6.848061		5.329551		6.3299904		6.096546		7.3584228		5.617376		-1.1363916		3.4690723		2.8973277		-1.0808212		1.4001917		1.5885073		4.1269746		1.1295098		-0.18446016		1.79455		1.5347228		-0.11212778		0.4856243		0.6676717		2.0450845		0.17569685		No		Yes		Yes		CJ665273		0		CJ665273		Ta.44608		0		0		0		0		TC393841		0		CJ665273 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp3a04 5', mRNA sequence [CJ665273]

		A_99_P377372		3.7755363		4.134073		4.940319		3.8666942		2.458776		2.7190216		2.249369		2.656607		2.2925937		2.241348		2.170846		2.4775803		-2.491061		-2.666692		-6.4573855		-2.3135164		-2.7951827		-3.7133589		-6.8185883		-2.6191776		-1.3167603		-1.4150512		-2.6909502		-1.2100873		-1.4829426		-1.8927248		-2.769473		-1.3891139		Yes		Yes		Yes		TA104882_4565		0		0		0		0		0		0		0		TC432905		0		Rep: Os03g0102400 protein - Oryza sativa subsp. japonica (Rice), partial (49%) [TC432905]

		A_99_P065790		5.5284634		5.338333		6.0109463		5.3173523		4.0537143		3.939068		4.0932565		3.2718718		3.4884531		2.659187		2.3862073		3.326193		-2.779353		-2.6376717		-3.7781758		-4.1281075		-4.1124845		-6.404767		-12.335454		-3.975563		-1.4747491		-1.399265		-1.9176898		-2.0454805		-2.0400102		-2.679146		-3.624739		-1.9911592		Yes		Yes		Yes		CK217291		0		CK217291		Ta.25615		0		0		0		0		0		0		FGAS029293 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK217291]

		A_99_P224156		6.273702		7.118872		5.621683		8.907456		9.7136755		12.577497		15.0474825		11.714602		10.701365		12.589958		14.4236145		11.685734		10.852634		43.975388		687.7781		6.9989867		21.520853		44.35688		446.319		6.8603272		3.4399734		5.4586244		9.425799		2.807146		4.4276633		5.471086		8.801931		2.7782774		Yes		Yes		Yes		TA59735_4565		0		0		Ta.60192		0		0		0		0		TC438686		0		0

		A_99_P458782		5.983013		5.206598		5.178244		5.496281		7.24869		8.685289		7.0637937		6.0885396		9.128968		7.9510026		7.283556		6.2845197		2.4044		11.147835		3.6949365		1.507605		8.851704		6.701132		4.3029075		1.7269646		1.265677		3.4786916		1.8855495		0.59225845		3.145955		2.7444048		2.1053119		0.7882385		Yes		Yes		Yes		CN011702		0		0		Ta.24134		0		0		0		0		TC409702		0		0

		A_99_P323511		9.60342		9.44495		9.799256		9.61721		9.998198		10.723273		10.080762		9.9015665		10.632806		9.973284		10.461226		10.012385		1.3147398		2.4255688		1.2154627		1.2178667		2.0411549		1.4422624		1.5822419		1.3151022		0.3947773		1.2783232		0.28150558		0.28435612		1.0293856		0.52833366		0.66197014		0.39517498		No		Yes		Yes		TA88593_4565		0		0		Ta.13638		0		0		0		0		TC382453		0		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC382453]

		A_99_P459007		2.191561		2.9927342		2.5939276		3.1003506		2.3086834		4.6189		3.5984318		3.8581955		3.543142		4.4536824		4.2129006		3.4618645		1.0845695		3.0869148		2.006254		1.6909628		2.5519164		2.7528925		3.071563		1.2847733		0.11712241		1.6261656		1.0045042		0.7578449		1.3515811		1.4609482		1.618973		0.36151385		Yes		No		No		TA65056_4565		0		0		0		0		0		0		0		TC409881		0		0

		A_99_P376022		4.006407		5.1384697		5.700888		5.575672		3.8171113		4.0718174		4.234826		4.8431535		4.014875		4.2674956		4.539486		4.814816		-1.1402068		-2.0945673		-2.7626677		-1.6615373		1.0058869		-1.8288974		-2.2367473		-1.6944959		-0.18929553		-1.0666523		-1.4660621		-0.7325187		0.008468151		-0.87097406		-1.1614022		-0.76085615		No		Yes		Yes		TA104566_4565		0		0		0		0		0		0		0		TC428861		0		Rep: NB-ARC domain containing protein - Oryza sativa subsp. japonica (Rice), partial (11%) [TC428861]

		A_99_P266806		11.317801		10.934522		10.969266		10.478408		11.066552		8.771172		10.455511		10.11531		9.9442		9.396272		9.482711		10.122608		-1.1902374		-4.4795384		-1.4277613		-1.286185		-2.5911667		-2.9044197		-2.8021905		-1.2796947		-0.2512493		-2.16335		-0.51375484		-0.36309814		-1.3736019		-1.53825		-1.4865551		-0.35579967		Yes		No		No		TA71948_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P202031		11.014774		11.001946		9.6908655		11.120463		10.66538		8.891978		9.769703		10.085696		9.333099		9.673466		8.7427		10.613132		-1.274026		-4.3168178		1.0561665		-2.048783		-3.2080019		-2.5113807		-1.9294182		-1.4214181		-0.3493948		-2.1099682		0.078837395		-1.0347672		-1.681675		-1.3284807		-0.9481659		-0.5073309		Yes		No		No		TA51577_4565		0		0		0		0		0		0		0		TC409495		0		Rep: Tubulin beta-1 chain - Triticum aestivum (Wheat), partial (9%) [TC409495]

		A_99_P336101		9.387292		9.783768		9.294586		9.225762		9.587827		10.0838785		10.368139		9.638404		9.421925		9.957691		10.368459		9.483584		1.1491243		1.231239		2.1046102		1.3311208		1.024296		1.1281223		2.1050763		1.1956723		0.20053482		0.30011082		1.0735531		0.41264153		0.034632683		0.17392349		1.0738726		0.25782204		No		Yes		Yes		TA92402_4565		0		0		0		0		0		0		0		TC387214		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC387214]

		A_99_P530757		5.4150386		5.899175		5.857075		4.4731655		6.6284165		5.998338		7.436072		6.0578423		4.691035		5.385157		5.7776256		6.0093255		2.3187993		1.0711519		2.9876199		2.9994059		-1.6517596		-1.4280219		-1.0566149		2.9002154		1.213378		0.099163055		1.5789967		1.5846767		-0.7240038		-0.51401806		-0.07944965		1.53616		Yes		No		No		TC444852		0		0		0		0		0		0		0		TC444852		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (3%) [TC444852]

		A_99_P338251		2.7572854		2.5396063		1.4815226		1.976685		2.8201053		2.5688233		4.9107256		5.7523975		3.8617764		3.4737403		4.5924115		3.0882213		1.0445054		1.0204581		10.771916		13.696282		2.15023		1.9107434		8.639148		2.160756		0.06281996		0.029217005		3.429203		3.7757125		1.104491		0.934134		3.110889		1.1115363		Yes		Yes		Yes		TA93075_4565		0		0		0		0		0		0		0		TC410405		0		Rep: Phenazine biosynthesis family protein - Oryza sativa subsp. japonica (Rice), partial (60%) [TC410405]

		A_99_P359656		6.6846414		6.967077		7.2247405		7.7621255		5.8078074		5.960449		6.621135		7.095068		5.0814633		6.420353		5.494236		7.7262006		-1.8363409		-2.009209		-1.5195091		-1.5878311		-3.0381184		-1.4607648		-3.3184385		-1.0252138		-0.8768339		-1.0066276		-0.6036053		-0.6670575		-1.603178		-0.54672384		-1.7305045		-0.03592491		No		Yes		Yes		TA99880_4565		0		0		0		0		0		0		0		TC383806		0		Rep: Os04g0412300 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC383806]

		A_99_P467967		4.3591733		4.4479084		3.097525		2.2555678		3.4439404		2.064925		1.7051564		1.4323524		3.0329208		2.784752		3.932392		1.4555525		-1.8858734		-5.216143		-2.6250927		-1.7693449		-2.5075047		-3.167087		1.7836926		-1.7411196		-0.9152329		-2.3829834		-1.3923684		-0.82321537		-1.3262525		-1.6631565		0.834867		-0.80001533		Yes		No		No		CA632147		0		0		Ta.48300		0		0		0		0		TC415373		0		Rep: Chromosome chr10 scaffold_204, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC415373]

		A_99_P477707		5.9983773		6.6400304		6.9194865		7.21566		5.8458366		4.9968243		5.6304092		6.178986		4.6299033		5.529138		4.4000845		7.135258		-1.1115252		-3.1235921		-2.443717		-2.0514927		-2.581973		-2.159792		-5.733444		-1.0573125		-0.15254068		-1.6432061		-1.2890773		-1.036674		-1.368474		-1.1108923		-2.519402		-0.0804019		Yes		Yes		Yes		AK335888		0		AK335888		Ta.26999		0		0		0		0		TC416396		0		Triticum aestivum cDNA, clone: SET2_L08, cultivar: Chinese Spring [AK335888]

		A_99_P519152		13.044434		12.2746935		12.681539		12.616699		14.210164		14.7784395		17.64509		15.753026		15.78754		15.101462		18.010216		13.920494		2.2434678		5.6715617		31.201674		8.792825		6.6951056		7.094834		40.18756		2.468774		1.1657305		2.503746		4.9635515		3.1363268		2.7431068		2.8267689		5.328677		1.3037949		Yes		Yes		Yes		CK161960		0		CK161960		Ta.56885		543197		wali5		wali5 protein		0		TC440090		0		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P037094		3.6142952		3.4067857		2.5656044		2.6100295		6.492954		7.27712		6.3297477		6.0089765		8.842402		5.916496		6.8942323		5.2834506		7.3546596		14.624693		13.586888		10.548362		37.481518		5.695056		20.09309		6.3794017		2.8786585		3.8703344		3.7641432		3.398947		5.2281075		2.50971		4.3286276		2.6734211		Yes		Yes		Yes		AL819902		0		AL819902		Ta.13755		0		0		0		0		0		0		AL819902 N:130 Triticum aestivum cDNA clone D11_N130_plate_20, mRNA sequence [AL819902]

		A_99_P499187		5.990309		5.255817		6.2490315		7.3031445		4.8150554		3.678767		5.572939		5.8054786		4.794397		4.943132		5.033341		6.9340606		-2.2583253		-2.9835913		-1.5978065		-2.8238547		-2.290896		-1.242017		-2.3225193		-1.2915324		-1.1752534		-1.57705		-0.6760926		-1.4976659		-1.1959119		-0.312685		-1.2156906		-0.36908388		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P424367		8.711239		8.497992		8.335079		8.190044		9.155227		9.571952		9.463748		8.671524		9.338078		9.414315		9.779481		8.360321		1.3603594		2.1052043		2.186569		1.3961749		1.5441777		1.8872999		2.7214994		1.1252742		0.44398785		1.0739603		1.1286688		0.48147964		0.6268387		0.91632366		1.4444017		0.17027664		No		Yes		Yes		CD894271		0		0		Ta.34176		0		0		0		0		TC384217		0		0

		A_99_P462922		8.485822		8.565288		8.282737		8.858914		7.096536		7.766262		5.145555		6.978061		7.3924203		7.580658		5.705995		8.625103		-2.6194892		-1.7399255		-8.798038		-3.6829278		-2.1337652		-1.9788053		-5.965908		-1.1759375		-1.3892856		-0.79902554		-3.1371818		-1.8808532		-1.0934014		-0.98462963		-2.5767417		-0.23381138		Yes		Yes		Yes		CJ679530		0		0		Ta.43206		0		0		0		0		TC412355		0		0

		A_99_P215496		7.868132		7.5107484		7.132893		7.59158		6.6859612		6.3666596		6.039631		5.6826186		6.8603835		6.8889747		5.8396854		7.5130477		-2.2691798		-2.210065		-2.1335592		-3.7553864		-2.0107708		-1.5387659		-2.4507234		-1.0559431		-1.1821709		-1.1440887		-1.0932622		-1.9089613		-1.0077486		-0.6217737		-1.2932076		-0.07853222		Yes		No		No		TA56327_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P357521		8.319299		6.856893		8.804187		8.0632		10.679707		13.215655		12.322624		9.961162		11.645099		11.187711		12.477391		10.274726		5.135155		82.06882		11.459224		3.7268627		10.026874		20.123617		12.756887		4.631649		2.3604078		6.3587623		3.5184374		1.8979616		3.3258		4.3308177		3.6732044		2.211526		Yes		Yes		Yes		TA99155_4565		0		0		0		0		0		0		0		TC406095		0		Rep: DNA replication and repair protein RecF - Rhodopseudomonas palustris (strain BisA53), partial (9%) [TC437382]

		A_99_P209506		6.9198837		7.50866		7.0474715		6.1041894		6.105882		6.2792296		5.7016234		4.8943877		5.715811		7.061669		5.9682536		5.340201		-1.7580811		-2.3447437		-2.5417957		-2.3130584		-2.303892		-1.3631941		-2.1128905		-1.698179		-0.81400156		-1.2294302		-1.3458481		-1.2098017		-1.204073		-0.44699097		-1.0792179		-0.7639885		Yes		No		No		TA54002_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P010181		5.1810226		4.824339		5.072756		5.184167		3.7781932		3.902069		4.173038		3.5887144		3.4869194		4.0787477		3.4457238		3.6113892		-2.6441965		-1.8950945		-1.865701		-3.021893		-3.2357569		-1.6766611		-3.0887692		-2.974769		-1.4028294		-0.9222698		-0.8997178		-1.5954525		-1.6941032		-0.74559116		-1.627032		-1.5727777		Yes		No		No		CK209719		0		0		Ta.4580		0		0		0		0		TC461146		0		Rep: Calcium-dependent calmodulin-independent protein kinase isoform 2 - Cicer arietinum (Chickpea) (Garbanzo), partial (56%) [TC461146]

		A_99_P248266		9.459909		9.402419		8.777049		9.090834		9.465772		9.673903		9.98259		9.484084		9.27114		9.669144		9.738572		9.206796		1.0040717		1.2070491		2.3062367		1.3133491		-1.139791		1.2030734		1.9473647		1.0836974		0.005862236		0.27148438		1.2055407		0.39325047		-0.18876934		0.2667246		0.96152306		0.11596203		No		Yes		Yes		CJ798986		0		CJ798986		Ta.62819		0		0		0		0		TC450867		0		CJ798986 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15h04 5', mRNA sequence [CJ798986]

		A_99_P030226		12.5147705		12.276362		11.391449		11.062081		11.448097		11.198845		10.601764		9.186524		11.2609825		11.712372		10.454064		10.715358		-2.0945978		-2.1104016		-1.7286973		-3.6694324		-2.3846674		-1.4783528		-1.9150534		-1.2716693		-1.0666733		-1.0775175		-0.78968525		-1.875557		-1.253788		-0.5639906		-0.9373846		-0.34672356		Yes		No		No		AK331910		0		AK331910		Ta.11386		542880		WAPX1		ascorbate peroxidase		0		TC383975		0		Triticum aestivum cDNA, clone: WT002_K19, cultivar: Chinese Spring [AK331910]

		A_99_P092240		7.4179764		7.4207153		7.679489		7.412159		6.623944		6.144981		6.428945		5.787781		6.5279145		6.43759		6.262381		6.2336392		-1.7339143		-2.4212203		-2.3793113		-3.0830925		-1.8532556		-1.9767429		-2.6704967		-2.2634442		-0.7940326		-1.2757344		-1.2505441		-1.6243782		-0.89006186		-0.9831252		-1.417108		-1.1785197		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P418377		8.189515		7.826617		8.228668		8.187817		7.405496		7.3720803		7.0130944		7.3338485		7.370951		7.158666		6.746613		7.797285		-1.7219211		-1.3703424		-2.3223312		-1.8074656		-1.7636496		-1.5888144		-2.793464		-1.3108763		-0.784019		-0.45453644		-1.2155738		-0.85396814		-0.81856394		-0.66795063		-1.4820552		-0.39053154		No		Yes		Yes		TC379279		0		0		0		0		0		0		0		TC379279		GO:0009536(plastid)|GO:0016020(membrane)		Rep: Probable plastidic glucose transporter 1 - Arabidopsis thaliana (Mouse-ear cress), partial (67%) [TC379279]

		A_99_P301951		10.461389		11.362438		11.469536		10.995934		10.82738		10.404649		10.342879		10.978706		10.056151		10.759841		9.899139		10.933642		1.2887671		-1.9423314		-2.1835213		-1.0120126		-1.3243066		-1.5184478		-2.9698632		-1.0441226		0.3659916		-0.9577894		-1.1266565		-0.017227173		-0.4052372		-0.60259724		-1.5703964		-0.062291145		No		Yes		Yes		TA82254_4565		0		0		0		0		0		0		0		TC444850		0		0

		A_99_P309206		11.694514		10.748483		9.494037		8.633971		12.2802725		12.628949		10.447785		9.157035		13.075677		11.702445		11.0585785		8.502507		1.5008276		3.6819408		1.936899		1.4370036		2.604782		1.9371858		2.9578354		-1.0954047		0.5857582		1.8804665		0.9537487		0.52306366		1.3811626		0.9539623		1.5645418		-0.131464		No		Yes		Yes		TA84413_4565		0		0		0		0		0		0		0		TC459607		0		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (50%) [TC459607]

		A_99_P345601		6.0544095		6.256031		5.79767		6.040108		5.4816895		5.45915		5.0741744		5.437863		5.49116		5.791256		4.7275805		5.97969		-1.4873251		-1.7373413		-1.6511778		-1.5180774		-1.4775937		-1.3801022		-2.0995634		-1.0427679		-0.57272005		-0.7968812		-0.7234955		-0.60224533		-0.5632496		-0.4647751		-1.0700893		-0.06041813		No		Yes		Yes		TA95361_4565		0		0		Ta.38718		0		0		0		0		TC385445		0		Rep: Chromosome chr19 scaffold_126, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC385445]

		A_99_P341481		6.719877		6.6926365		6.4393044		6.842112		7.2526207		8.789623		8.299026		6.651811		8.078378		7.612782		8.294845		6.5538526		1.446678		4.278149		3.6293752		-1.1410017		2.564186		1.8923061		3.6188724		-1.2211661		0.53274393		2.0969868		1.8597212		-0.19030094		1.358501		0.9201455		1.8555403		-0.2882595		Yes		Yes		Yes		TA94035_4565		0		0		0		0		0		0		0		TC396482		0		Rep: Galactosyltransferase-like protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC396482]

		A_99_P470907		7.184198		6.2662377		6.3978233		6.352964		6.2322774		5.6745353		5.7827992		4.452972		5.87162		5.8245964		5.457398		5.4282784		-1.9344461		-1.507024		-1.5315835		-3.7321112		-2.4838495		-1.3581486		-1.919094		-1.8982704		-0.9519205		-0.59170246		-0.6150241		-1.899992		-1.3125777		-0.44164133		-0.9404254		-0.9246855		Yes		No		No		DR735364		0		DR735364		Ta.29717		0		0		0		0		TC417096		0		FGAS081034 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735364]

		A_99_P434462		11.027148		10.816222		10.408244		9.955097		10.3324585		9.749962		9.958797		8.0878105		9.898002		10.088618		9.500767		9.143677		-1.6185364		-2.0939984		-1.3655164		-3.6484575		-2.187293		-1.6558867		-1.8757628		-1.7549385		-0.69468975		-1.0662603		-0.44944668		-1.8672867		-1.1291466		-0.7276039		-0.9074774		-0.81142044		Yes		No		No		DR735792		0		0		0		0		0		0		0		TC408194		0		MITTARRNG T.aestivum mitochondrion rrn26 gene for rRNA large subunit (26S), partial (17%) [TC408194]

		A_99_P002326		1.6819388		1.544968		2.1337924		1.545751		2.1570327		4.367687		3.889761		2.1005626		3.5396087		3.216526		3.9215155		2.692526		1.3900087		7.074946		3.3775299		1.4689767		3.6242185		3.1855843		3.4526954		2.214184		0.47509396		2.822719		1.7559686		0.5548116		1.85767		1.671558		1.7877231		1.1467751		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P440607		5.3984942		3.6500099		4.5851517		3.834903		5.6595592		5.8735967		7.2917213		6.6389637		7.110905		4.6094		7.153463		6.078565		1.1983631		4.6705317		6.527677		6.9840345		3.27708		1.9444875		5.9311476		4.735977		0.261065		2.2235868		2.7065697		2.8040607		1.7124109		0.9593899		2.5683112		2.243662		Yes		No		No		TC397156		0		0		0		0		0		0		0		TC397156		GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P336296		7.218655		7.252051		7.4887004		7.583486		8.184466		9.059912		8.691463		7.6640897		8.407195		8.419082		9.003536		7.7694798		1.9531615		3.5012276		2.301801		1.0574604		2.2792196		2.2454908		2.8576632		1.1376002		0.96581125		1.8078609		1.2027631		0.0806036		1.18854		1.1670308		1.5148358		0.18599367		Yes		Yes		Yes		TA92457_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P020429		4.993357		3.9914844		2.114989		3.2398167		3.3294318		2.8909502		1.687214		2.3383143		4.161939		4.2947316		3.3017585		2.8084927		-3.1687753		-2.1443408		-1.3451574		-1.8680103		-1.7794335		1.2339185		2.2764244		-1.3484706		-1.6639254		-1.1005342		-0.42777503		-0.9015024		-0.83141804		0.3032472		1.1867695		-0.431324		Yes		No		No		CV778623		0		CV778623		Ta.8125		0		0		0		0		TC427704		0		FGAS073032 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV778623]

		A_99_P132190		9.945038		9.424126		8.494389		8.118337		8.534677		8.227895		7.307818		6.8537545		8.594397		8.98306		7.4145637		8.053481		-2.6580372		-2.2914026		-2.2761106		-2.4025762		-2.5502546		-1.3576069		-2.1137795		-1.0459802		-1.4103613		-1.1962309		-1.1865706		-1.2645822		-1.3506413		-0.4410658		-1.0798249		-0.064855576		Yes		No		No		CJ723319		0		CJ723319		Ta.47908		0		0		0		0		TC420487		0		CJ723319 Y.Ogihara unpublished cDNA library Wh_VHS Triticum aestivum cDNA clone whvh1h04 5', mRNA sequence [CJ723319]

		A_99_P482842		6.6489587		6.109736		6.7057366		8.486514		8.718998		10.392739		11.507248		9.569022		9.225608		10.696879		10.998029		10.175765		4.198981		19.467602		27.886816		2.1177144		5.965525		24.036308		19.59335		3.2248921		2.0700393		4.2830033		4.8015113		1.0825081		2.5766492		4.5871434		4.292292		1.689251		Yes		No		No		TC423564		0		0		0		0		0		0		0		TC423564		0		0

		A_99_P056506		8.749381		7.3646693		7.9379687		7.884192		12.61591		13.5961485		13.153919		10.76767		13.921187		12.839005		14.030444		10.595551		14.586163		75.138435		37.167004		7.3792677		36.046978		44.45692		68.23667		6.549381		3.8665285		6.231479		5.2159505		2.8834777		5.1718063		5.474336		6.0924754		2.7113585		Yes		Yes		Yes		TA67639_4565		0		0		Ta.20563		0		0		0		0		TC417142		0		0

		A_99_P257726		12.510234		11.752948		12.793363		12.584465		11.676361		9.177209		9.136088		11.160202		12.727895		9.486701		9.699241		10.91689		-1.7824638		-5.9617624		-12.616801		-2.6837738		1.1628467		-4.8107		-8.539325		-3.1768014		-0.8338728		-2.575739		-3.6572742		-1.424263		0.2176609		-2.2662468		-3.094122		-1.6675749		Yes		Yes		Yes		TA69333_4565		0		0		0		0		0		0		0		TC420170		0		Rep: Chalcone synthase 1 - Hordeum vulgare (Barley), partial (93%) [TC420170]

		A_99_P411782		5.1948085		5.13505		5.207844		4.554611		6.024307		6.8346786		6.788708		5.6963973		7.0997357		5.906582		7.0081463		5.553524		1.7770673		3.2481737		2.9914904		2.2065403		3.7449002		1.7070817		3.4829326		1.9984934		0.8294983		1.6996288		1.5808644		1.1417861		1.9049273		0.77153206		1.8003025		0.9989128		Yes		Yes		Yes		CK194655		0		0		Ta.31970		0		0		0		0		TC373786		0		Rep: Beta-glucosidase aggregating factor - Sorghum bicolor (Sorghum) (Sorghum vulgare), partial (14%) [TC373786]

		A_99_P194438		12.949292		12.896203		11.633073		12.02193		13.172833		13.784317		12.604671		12.373093		13.883294		13.4642725		12.8864565		12.3710375		1.1675961		1.8507551		1.961011		1.2755884		1.9105685		1.4825383		2.383999		1.2737726		0.22354126		0.888114		0.9715977		0.3511629		0.9340019		0.56806946		1.2533836		0.34910774		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P193168		10.260221		10.67622		9.292962		9.305951		9.96383		10.278305		11.120041		9.163207		10.615501		10.496364		11.059036		9.171776		-1.2280681		-1.3176022		3.5481791		-1.104003		1.2792346		-1.132771		3.4012716		-1.0974653		-0.29639053		-0.3979149		1.8270788		-0.14274406		0.35528088		-0.1798563		1.7660742		-0.1341753		No		Yes		Yes		CJ732908		0		CJ732908		Ta.62613		0		0		0		0		TC429880		0		CJ732908 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh11f05 5', mRNA sequence [CJ732908]

		A_99_P127425		3.5829608		4.2021728		4.3024983		4.2710648		4.799265		5.01782		5.010227		4.699805		5.047601		4.8820577		5.4564285		4.621862		2.323507		1.7600875		1.633231		1.3460575		2.7599466		1.6020119		2.2251925		1.2752651		1.2163041		0.8156471		0.70772886		0.42874002		1.4646404		0.6798849		1.1539302		0.35079718		No		Yes		Yes		CJ779111		0		CJ779111		Ta.46448		0		0		0		0		TC386969		0		CJ779111 Y. Ogihara unpublished cDNA library, whatl Triticum aestivum cDNA clone whatl28f13 5', mRNA sequence [CJ779111]

		A_99_P162562		12.766841		12.466843		9.628405		8.419327		13.098983		13.200043		13.916286		11.261555		13.397153		13.932823		13.404931		8.964657		1.258881		1.6623223		19.533545		7.1712666		1.5478997		2.7625117		13.704012		1.4593542		0.33214188		0.7332001		4.287882		2.842228		0.63031197		1.4659805		3.7765265		0.54533005		Yes		Yes		Yes		DR738899		0		DR738899		Ta.55686		542775		Chi 1		chitinase 1		0		TC378180		0		FGAS084116 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738899]

		A_99_P430642		6.90667		5.9040933		6.222786		6.5778127		7.504359		7.476828		7.0012875		6.4456673		7.897551		6.826824		7.286494		6.8125153		1.5132902		2.9746807		1.7153482		-1.0959222		1.9873981		1.8957003		2.0902967		1.1766641		0.5976887		1.5727348		0.7785015		-0.1321454		0.99088097		0.9227309		1.0637078		0.23470259		No		Yes		Yes		CJ530292		0		0		Ta.52399		0		0		0		0		TC388999		0		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC388999]

		A_99_P326821		10.714184		10.969075		9.561793		8.778863		9.596065		9.469253		8.0784235		7.5849214		9.177043		10.071175		8.08875		8.986827		-2.170638		-2.8280795		-2.7960105		-2.2877693		-2.9021878		-1.8633524		-2.776069		1.155057		-1.1181192		-1.4998226		-1.4833698		-1.1939416		-1.5371408		-0.8979006		-1.4730434		0.20796394		Yes		No		No		TA89586_4565		0		0		0		0		0		0		0		TC387972		0		Rep: AT4g39970/T5J17_140 - Arabidopsis thaliana (Mouse-ear cress), partial (64%) [TC387972]

		A_99_P480192		2.3562875		3.4712973		3.6417382		4.6663013		1.4762101		2.3015563		1.6397904		1.7493925		1.4698974		1.7682136		1.587478		2.854913		-1.840474		-2.249713		-4.0054045		-7.552262		-1.848545		-3.2559614		-4.1533065		-3.5097985		-0.88007736		-1.1697409		-2.0019479		-2.9169087		-0.8863901		-1.7030836		-2.0542603		-1.8113883		Yes		Yes		Yes		TA111031_4565		0		0		Ta.11404		0		0		0		0		TC422229		0		0

		A_99_P460767		9.029195		7.569998		5.0722547		7.875645		8.711404		7.8934436		6.8676972		8.345469		9.003131		7.7529426		7.0340157		8.368768		-1.2464206		1.2513157		3.4712195		1.3849409		-1.0182303		1.1351986		3.8953717		1.407488		-0.317791		0.3234458		1.7954426		0.4698243		-0.026063919		0.18294477		1.961761		0.49312258		No		Yes		Yes		BU100091		0		0		Ta.39165		0		0		0		0		TC411026		0		0

		A_99_P302246		9.555295		9.622216		8.91768		8.819818		9.577046		9.816308		9.260493		9.076884		10.408927		9.633145		9.9461155		8.93155		1.0151912		1.1440037		1.2682275		1.1950464		1.8070444		1.0076042		2.0398114		1.080525		0.021751404		0.1940918		0.3428135		0.25706673		0.853632		0.010929108		1.0284357		0.11173248		No		Yes		Yes		TA82341_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P298996		3.6465065		3.4089413		1.5546432		2.343653		3.2041519		4.1225915		2.9126585		2.1046846		4.635778		4.005627		4.142421		1.6743561		-1.3588203		1.6399481		2.563323		-1.1801485		1.9851822		1.5122387		6.011719		-1.5902977		-0.44235468		0.7136502		1.3580153		-0.23896837		0.9892714		0.5966859		2.5877776		-0.66929686		No		Yes		Yes		TA81382_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P248231		4.0028243		4.7219286		5.1775703		4.124979		3.1366913		2.709346		3.6300557		3.787709		3.2549865		4.163		3.0757701		3.5663116		-1.8227706		-4.035039		-2.9231315		-1.2633637		-1.6792742		-1.4731747		-4.2924466		-1.4729081		-0.866133		-2.0125825		-1.5475147		-0.33727002		-0.7478378		-0.5589285		-2.1018002		-0.5586674		Yes		No		No		AK330904		0		AK330904		Ta.9309		0		0		0		0		TC372512		0		Triticum aestivum cDNA, clone: SET5_J16, cultivar: Chinese Spring [AK330904]

		A_99_P448257		4.4362826		4.988709		4.591946		5.379061		6.0782814		9.440986		8.038777		5.726465		7.1000695		8.194852		8.175567		5.3996043		3.1209793		21.891163		10.9043455		1.2722692		6.336942		9.228799		11.988843		1.0143412		1.6419988		4.4522767		3.4468312		0.347404		2.663787		3.206143		3.5836205		0.020543098		Yes		Yes		Yes		TC401677		0		0		0		0		0		0		0		TC401677		GO:0003756(protein disulfide isomerase activity)|GO:0005783(endoplasmic reticulum)|GO:0006118(electron transport)|GO:0009055(electron carrier activity)|GO:0009536(plastid)|GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), complete [TC401677]

		A_99_P470677		10.037071		10.608499		9.374072		8.910035		9.227647		9.393125		8.235355		8.431005		9.616345		9.929749		9.011047		8.429168		-1.7525121		-2.3220098		-2.201851		-1.3938068		-1.3386009		-1.6007522		-1.2861195		-1.3955824		-0.8094244		-1.215374		-1.1387167		-0.4790306		-0.42072582		-0.67875004		-0.3630247		-0.4808674		No		Yes		Yes		CV762092		0		0		Ta.25053		0		0		0		0		TC416980		0		Rep: Thaumatin-like protein TLP5 - Hordeum vulgare (Barley), partial (56%) [TC416980]

		A_99_P375612		6.3014755		6.1439376		5.9005914		6.418571		5.313783		5.222218		5.632532		4.163286		5.668724		5.3712654		4.910753		5.3444114		-1.9830105		-1.8943719		-1.2041868		-4.7742853		-1.5505192		-1.7084312		-1.9859627		-2.1054952		-0.98769236		-0.92171955		-0.26805925		-2.2552848		-0.63275146		-0.7726722		-0.9898386		-1.0741596		Yes		No		No		TA104469_4565		0		0		0		0		0		0		0		TC453155		0		Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (5%) [TC453155]

		A_99_P183487		11.190478		10.53096		9.752331		8.890466		9.857946		9.124779		9.478846		6.734793		9.641433		9.878871		9.266051		8.050175		-2.5184426		-2.6503472		-1.2087243		-4.4557633		-2.926235		-1.5714421		-1.4008276		-1.7904112		-1.3325319		-1.4061813		-0.27348518		-2.1556726		-1.5490456		-0.6520891		-0.4862795		-0.840291		Yes		No		No		CV767326		0		CV767326		Ta.60484		0		0		0		0		TC462017		0		FGAS061716 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV767326]

		A_99_P282151		9.991025		9.193466		10.195022		10.148365		10.434136		9.445813		11.359401		10.339448		10.382896		9.77199		11.441254		10.349963		1.3595332		1.1911433		2.2413673		1.1416204		1.3120943		1.4933203		2.3722105		1.1499716		0.44311142		0.252347		1.1643791		0.19108295		0.39187145		0.57852364		1.246232		0.20159817		No		Yes		Yes		TA76512_4565		0		0		0		0		0		0		0		TC385610		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (69%) [TC385610]

		A_99_P168509		6.4777246		6.485782		6.9074616		6.650905		5.79624		5.2794623		5.6541576		4.9296384		5.370655		5.3137927		4.987992		5.1015687		-1.6037894		-2.3074827		-2.3838675		-3.297258		-2.1540766		-2.253222		-3.7828403		-2.9268248		-0.6814847		-1.2063198		-1.253304		-1.7212667		-1.1070695		-1.1719894		-1.9194698		-1.5493364		Yes		No		No		CV771198		0		0		Ta.57068		0		0		0		0		0		0		0

		A_99_P625052		7.202663		7.3354893		7.546732		7.6752677		8.287064		9.146072		9.270682		7.6022105		8.723976		8.308323		9.142584		7.5534935		2.1204944		3.5078404		3.303397		-1.0519434		2.8705223		1.9626918		3.0227296		-1.0880722		1.0844007		1.8105831		1.7239504		-0.073057175		1.5213132		0.97283363		1.5958519		-0.1217742		Yes		Yes		Yes		AK332520		0		AK332520		Ta.54370		542844		sec61		Sec61p		0		TC417023		0		Triticum aestivum cDNA, clone: WT004_C23, cultivar: Chinese Spring [AK332520]

		A_99_P309616		10.778882		11.494159		12.419785		11.596187		10.435758		10.408601		12.182633		12.18394		10.3156595		10.915286		11.782494		11.917697		-1.2685008		-2.122196		-1.1786629		1.5029044		-1.3786178		-1.4936817		-1.5554057		1.2496381		-0.3431244		-1.0855579		-0.23715115		0.5877533		-0.4632225		-0.5788727		-0.63729095		0.32151031		No		Yes		Yes		EU431190		0		EU431190		Ta.35736		100192160		LOC100192160		subtilisin protease		0		TC454496		0		Triticum aestivum cultivar Torero subtilisin protease mRNA, partial cds [EU431190]

		A_99_P152982		4.6038		4.807361		4.507429		5.0856767		2.9753659		3.494449		3.237882		3.077362		4.2838426		4.1931844		3.4056733		3.8847148		-3.091772		-2.4844253		-2.4108589		-4.0231194		-1.2482935		-1.5306842		-2.1461573		-2.298929		-1.628434		-1.3129122		-1.2695472		-2.0083146		-0.31995726		-0.61417675		-1.1017559		-1.2009618		Yes		No		No		CJ876786		0		CJ876786		Ta.53461		0		0		0		0		TC432896		0		CJ876786 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls22n09 5', mRNA sequence [CJ876786]

		A_99_P024849		4.4093356		3.983277		2.4752848		3.938968		4.6210885		5.527064		4.7671523		3.9408867		5.013489		5.0397325		5.019916		4.008132		1.1580944		2.915588		4.896896		1.0013309		1.5200862		2.0798151		5.83459		1.0491086		0.21175289		1.5437868		2.2918675		0.0019187927		0.60415316		1.0564554		2.5446312		0.06916404		Yes		No		No		BJ225915		0		BJ225915		Ta.9673		0		0		0		0		TC433383		0		BJ225915 Y. Ogihara unpublished cDNA library, Wh_dL Triticum aestivum cDNA clone whdl24g06 5', mRNA sequence [BJ225915]

		A_99_P346396		6.2056828		5.3020635		4.4437847		5.0438037		3.9164078		4.2174525		3.4847057		3.2310684		3.8868837		3.988261		3.777298		4.530237		-4.888104		-2.1208034		-1.9440684		-3.5130773		-4.989167		-2.485959		-1.5872031		-1.427575		-2.289275		-1.0846109		-0.959079		-1.8127353		-2.318799		-1.3138025		-0.66648674		-0.5135665		Yes		No		No		TA95616_4565		0		0		0		0		0		0		0		TC424615		0		Rep: Chromosome undetermined scaffold_79, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC424615]

		A_99_P008791		9.265497		8.833555		8.061657		8.605056		8.148769		7.8348136		7.289724		7.3350773		7.926519		8.13103		7.0045495		8.447325		-2.1685457		-1.9982563		-1.7075562		-2.4115798		-2.529721		-1.6273507		-2.0807555		-1.1155313		-1.1167278		-0.9987416		-0.7719331		-1.2699785		-1.3389783		-0.70252514		-1.0571074		-0.15773106		Yes		No		No		DR739069		0		DR739069		Ta.4095		0		0		0		0		TC386831		0		FGAS084286 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739069]

		A_99_P060096		5.8309455		4.662765		4.5001707		5.1526237		5.4295673		3.4949067		3.994127		4.359152		5.1546555		3.9972618		3.3724525		4.5976386		-1.320769		-2.2467792		-1.4201504		-1.7332405		-1.5980251		-1.5861214		-2.1851287		-1.4691534		-0.40137815		-1.1678584		-0.5060437		-0.7934718		-0.67629004		-0.66550326		-1.1277182		-0.55498505		No		Yes		Yes		CA729909		0		CA729909		Ta.22202		0		0		0		0		0		0		wip1c.pk002.n22 wip1c Triticum aestivum cDNA clone wip1c.pk002.n22 5' end, mRNA sequence [CA729909]

		A_99_P082125		3.0131342		2.6328728		2.1847918		2.264912		4.4784207		7.2396836		6.878609		5.831392		5.3722253		6.86877		5.895101		5.065436		2.761183		24.36622		25.880922		11.847247		5.1304703		18.84222		13.089238		6.9669347		1.4652865		4.6068106		4.693817		3.56648		2.359091		4.235897		3.7103093		2.800524		Yes		Yes		Yes		DR740782		0		DR740782		Ta.31310		0		0		0		0		TC410391		0		FGAS000718 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740782]

		A_99_P585877		5.569521		5.4289093		4.1731687		4.213055		3.7915003		3.963454		3.4052746		1.9255415		4.489581		4.8756332		3.4754431		3.9140127		-3.4295533		-2.761506		-1.7027824		-4.88214		-2.1139479		-1.4674141		-1.6219457		-1.2303276		-1.7780206		-1.4654553		-0.767894		-2.2875137		-1.0799398		-0.55327606		-0.69772553		-0.29904246		Yes		No		No		X85230		0		X85230		Ta.56904		543482		pox4		peroxidase		0		TC384711		0		T.aestivum pox4 gene [X85230]

		A_99_P274866		14.5735855		13.734477		13.572941		14.984311		14.095512		12.636791		12.290179		13.876434		13.7009115		12.809314		11.73157		14.393074		-1.3928821		-2.1401112		-2.4330425		-2.1552823		-1.8310536		-1.8988991		-3.583503		-1.506538		-0.47807312		-1.0976858		-1.2827616		-1.1078768		-0.872674		-0.92516327		-1.8413706		-0.59123707		Yes		Yes		Yes		AK330672		0		AK330672		Ta.6954		0		0		0		0		TC408460		0		Triticum aestivum cDNA, clone: SET5_A09, cultivar: Chinese Spring [AK330672]

		A_99_P334616		4.20851		4.522449		4.7940903		4.9182773		3.8589542		6.0067916		6.5072536		4.971519		4.3919063		4.3073044		6.6485424		4.903888		-1.2741683		2.7978964		3.2787898		1.0375937		1.1355541		-1.1608202		3.616144		-1.0100236		-0.34955573		1.4843426		1.7131634		0.05324173		0.18339634		-0.21514463		1.8544521		-0.014389038		No		Yes		Yes		TA91943_4565		0		0		0		0		0		0		0		TC451354		0		0

		A_99_P249851		8.9483185		9.2647505		8.042251		9.419655		9.104346		9.407773		9.288831		9.56687		9.028022		9.457349		9.12664		9.680764		1.1142151		1.1042161		2.372783		1.1074295		1.0568007		1.1428201		2.1204782		1.1983999		0.1560278		0.14302254		1.2465801		0.14721489		0.07970333		0.19259834		1.0843897		0.26110935		No		Yes		Yes		TA67092_4565		0		0		0		0		0		0		0		TC383544		0		Rep: Chromosome chr2 scaffold_140, whole genome shotgun sequence - Vitis vinifera (Grape), partial (66%) [TC404627]

		A_99_P204401		12.097008		11.567829		12.241088		11.8749895		13.216588		13.757457		13.8638		12.589763		13.898117		12.663823		13.698769		12.354141		2.1728375		4.5618773		3.079534		1.6412252		3.484881		2.137603		2.7466645		1.3939239		1.1195803		2.1896276		1.6227121		0.7147732		1.8011093		1.095994		1.4576807		0.47915173		Yes		Yes		Yes		TA52370_4565		0		0		Ta.18653		0		0		0		0		TC436985		0		0

		A_99_P244671		4.980867		5.6259327		6.8375187		4.815226		6.4426684		9.258732		7.8823447		6.3977876		7.5165143		6.403917		8.944987		5.437752		2.7545211		12.404564		2.0631175		2.9950113		5.79837		1.7147332		4.309345		1.5395681		1.4618015		3.6327991		1.044826		1.5825615		2.5356474		0.77798414		2.1074686		0.6225257		Yes		No		No		TA65664_4565		0		0		Ta.47096		0		0		0		0		TC395745		0		Rep: 17.6kDa heat-shock protein - Triticum turgidum subsp. dicoccon, complete [TC395745]

		A_99_P494352		5.313121		6.1487713		9.558597		7.841751		4.9955435		4.895203		7.9511867		7.040793		5.1714516		5.2484183		7.751633		7.525303		-1.2462361		-2.384304		-3.047043		-1.7422578		-1.1031808		-1.8665226		-3.4990504		-1.2452611		-0.31757736		-1.2535682		-1.60741		-0.80095816		-0.14166927		-0.90035295		-1.8069634		-0.3164482		No		Yes		Yes		TA91230_4565		0		0		0		0		0		0		0		TC429223		0		Rep: CDP-diacylglycerol-choline O-phosphatidyltransferase - Rubrobacter xylanophilus (strain DSM 9941 / NBRC 16129), partial (6%) [TC409614]

		A_99_P328401		9.252999		9.507031		8.74588		9.045694		8.022632		8.456595		7.79291		7.523084		7.7901616		8.884765		7.381668		8.861498		-2.3462677		-2.0711558		-1.9358538		-2.8731039		-2.7565002		-1.5392919		-2.5743568		-1.136184		-1.2303677		-1.050436		-0.95297		-1.5226102		-1.4628377		-0.62226677		-1.364212		-0.18419647		Yes		No		No		TA90051_4565		0		0		0		0		0		0		0		TC433500		0		0

		A_99_P434377		9.829998		10.186751		9.671585		10.541098		11.178723		13.493285		12.625232		10.386065		11.625973		12.37178		12.648736		10.235885		2.54687		9.893863		7.747048		-1.1134472		3.4725		4.5473595		7.8742957		-1.2356011		1.3487253		3.3065338		2.9536467		-0.15503311		1.7959747		2.185029		2.977151		-0.30521297		Yes		Yes		Yes		TA63630_4565		0		0		Ta.62251		0		0		0		0		TC391997		0		Rep: Protein disulfide isomerase precursor - Triticum aestivum (Wheat), partial (28%) [TC391997]

		A_99_P147457		7.127554		6.8820977		6.14291		6.4158554		7.2047076		7.557941		6.7079206		6.5758185		7.751982		7.3716445		7.3218246		6.5375066		1.0549347		1.5975302		1.4793984		1.1172585		1.5415998		1.4040037		2.2640636		1.0879793		0.07715368		0.67584324		0.56501055		0.15996313		0.6244283		0.48954678		1.1789145		0.12165117		No		Yes		Yes		DR733619		0		DR733619		Ta.52139		0		0		0		0		TC400715		0		FGAS079377 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR733619]

		A_99_P457372		6.6581187		6.1791987		5.6352673		5.5264707		5.9897237		5.232164		4.28831		4.2902236		6.13003		6.11532		4.816314		4.829183		-1.589304		-1.9279062		-2.5437505		-2.355849		-1.4420174		-1.0452721		-1.7641253		-1.6214534		-0.66839504		-0.94703484		-1.3469572		-1.2362471		-0.52808857		-0.063878536		-0.81895304		-0.69728756		Yes		No		No		CK207660		0		0		Ta.37739		0		0		0		0		TC408751		0		Rep: Calcineurin B-like protein 2 - Oryza sativa subsp. japonica (Rice), partial (88%) [TC408751]

		A_99_P416362		1.5703455		1.4996929		1.5057316		1.4938207		2.3388088		3.9548638		4.5508647		2.91603		5.277231		3.9990175		5.387876		2.6659946		1.7034543		5.483781		8.254227		2.679956		13.058215		5.6542063		14.744904		2.2535102		0.76846325		2.4551709		3.045133		1.4222093		3.7068858		2.4993246		3.8821445		1.172174		Yes		Yes		Yes		TC377607		0		0		0		0		0		0		0		TC377607		0		Rep: Chromosome chr12 scaffold_18, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC377607]

		A_99_P156052		13.466956		13.567196		13.647949		13.422875		14.217153		14.807537		14.606823		14.152455		14.357975		14.4703245		14.80837		13.88253		1.6820219		2.362544		1.9437919		1.6581562		1.8544854		1.8701171		2.2352254		1.3752128		0.75019646		1.2403412		0.95887375		0.7295799		0.89101887		0.9031286		1.1604204		0.4596548		No		Yes		Yes		TA62671_4565		0		0		Ta.54194		0		0		0		0		TC373065		0		0

		A_99_P091195		2.0847437		2.1134021		2.3942358		2.516054		7.152809		7.8934627		7.4803696		6.6055427		9.515855		6.243049		7.3915496		4.8795223		33.545925		54.950504		33.968697		17.023891		172.57878		17.50442		31.940468		5.1460605		5.0680656		5.780061		5.086134		4.089489		7.4311113		4.1296473		4.9973135		2.3634684		Yes		Yes		Yes		CN010828		0		CN010828		Ta.34544		0		0		0		0		TC383068		0		WHE3876_F11_K22ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3876_F11_K22, mRNA sequence [CN010828]

		A_99_P435137		3.2705793		3.7140827		5.5380974		3.3546762		5.762879		8.678876		7.0256705		4.7607613		7.259086		5.8584104		7.804226		4.6731553		5.626741		31.22854		2.8041687		2.65017		15.873043		4.4208617		4.8103056		2.4940305		2.4922996		4.964793		1.4875731		1.406085		3.9885068		2.1443276		2.2661285		1.3184791		Yes		No		No		BQ842204		0		BQ842204		Ta.55840		543421		LOC543421		small heat shock protein HSP17.8		0		TC392603		0		WHE2990_B08_D16ZS Wheat dormant embryo cDNA library Triticum aestivum cDNA clone WHE2990_B08_D16, mRNA sequence [BQ842204]

		A_99_P491647		1.8384804		1.4646717		1.4794083		1.4555941		5.157251		7.3017163		5.635063		2.4947274		7.1368318		6.136749		6.5307374		3.5838737		9.978136		57.164387		17.822834		2.0549927		39.351624		25.493847		33.15901		4.3719583		3.3187704		5.8370447		4.155655		1.0391333		5.2983513		4.672077		5.051329		2.1282797		Yes		Yes		Yes		CJ623958		0		0		Ta.38418		0		0		0		0		TC428044		0		Rep: Peroxidase - Zea mays (Maize), partial (44%) [TC428044]

		A_99_P267921		6.4812202		6.444164		6.4929137		6.4129233		5.9112053		5.3432612		5.2651544		5.555239		5.835345		5.5819697		5.5001216		6.025366		-1.4845389		-2.1448884		-2.3420296		-1.8121271		-1.5646884		-1.8178008		-1.9900327		-1.3081768		-0.57001495		-1.1009026		-1.2277594		-0.85768414		-0.64587545		-0.86219406		-0.9927921		-0.3875575		No		Yes		Yes		AK332249		0		AK332249		Ta.9139		0		0		0		0		TC396054		0		Triticum aestivum cDNA, clone: WT003_I07, cultivar: Chinese Spring [AK332249]

		A_99_P050584		6.2015533		6.1641135		6.4002852		6.4902787		5.7769337		5.787937		4.2448535		5.3849473		5.6661286		5.4974513		4.167509		6.36107		-1.3422186		-1.2978975		-4.4550195		-2.151483		-1.4493687		-1.5873961		-4.700376		-1.0936936		-0.42461967		-0.37617636		-2.1554317		-1.1053314		-0.5354247		-0.6666622		-2.2327762		-0.12920856		Yes		Yes		Yes		CA628114		0		CA628114		Ta.18075		0		0		0		0		0		0		wle1.pk0003.h6 wle1 Triticum aestivum cDNA clone wle1.pk0003.h6 5' end, mRNA sequence [CA628114]

		A_99_P515822		6.8802185		6.9866047		6.587637		6.6515765		6.319655		6.0587273		5.4993176		6.3996186		6.219581		6.2893834		5.39327		6.574763		-1.4748452		-1.9024749		-2.126262		-1.1908221		-1.5807809		-1.6213789		-2.2884438		-1.0546861		-0.56056356		-0.9278774		-1.0883193		-0.2519579		-0.6606374		-0.6972213		-1.1943669		-0.0768137		No		Yes		Yes		BQ901730		0		0		Ta.39747		0		0		0		0		TC438430		0		0

		A_99_P543232		8.47628		7.8210654		8.223363		7.912625		9.407131		9.848137		12.725911		10.655744		11.01833		9.968509		13.03155		9.154426		1.9064002		4.0757666		22.66742		6.695161		5.8241577		4.4304194		28.016163		2.3649354		0.930851		2.0270715		4.502548		2.7431188		2.5420494		2.1474433		4.8081875		1.2418008		Yes		Yes		Yes		TA63453_4565		0		0		0		0		0		0		0		TC457244		0		Rep: Wali5 protein - Triticum aestivum (Wheat), partial (34%) [TC457244]

		A_99_P134660		8.873427		7.3653703		6.674043		7.8966446		9.731716		10.012509		9.305332		7.9793105		11.715587		10.145119		9.460153		7.8569894		1.8128867		6.2642384		6.195793		1.0589731		7.170925		6.867326		6.8976717		-1.0278682		0.85828876		2.647139		2.631289		0.08266592		2.8421593		2.7797484		2.7861094		-0.03965521		Yes		No		No		BT009246		0		BT009246		Ta.48616		0		0		0		0		TC443943		0		Triticum aestivum clone wlk1.pk0019.d6:fis, full insert mRNA sequence [BT009246]

		A_99_P052251		7.240356		7.5533137		6.750975		7.4755764		6.672157		6.818255		3.4259193		6.1855125		6.6106744		6.2726455		4.4967885		6.538872		-1.4826716		-1.6644653		-10.021704		-2.4453888		-1.5472234		-2.429515		-4.770653		-1.914151		-0.56819916		-0.7350588		-3.3250558		-1.2900639		-0.6296816		-1.2806683		-2.2541866		-0.93670464		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P084735		4.5136533		4.2081323		4.176998		4.4309		3.3363702		2.2890725		3.3447902		3.0583143		3.3180473		2.1238024		3.105634		3.1624286		-2.261505		-3.781765		-1.780408		-2.5893424		-2.2904103		-4.240781		-2.1014194		-2.409062		-1.177283		-1.9190598		-0.8322079		-1.3725858		-1.195606		-2.0843298		-1.0713642		-1.2684715		Yes		No		No		DR737764		0		DR737764		Ta.32284		0		0		0		0		0		0		FGAS082982 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737764]

		A_99_P196198		5.8494453		5.7780004		5.816462		6.0785594		6.04933		6.881223		6.6786613		6.436724		6.95505		6.606083		6.892179		6.8584633		1.1486067		2.1483407		1.8178073		1.2817943		2.1518905		1.7753242		2.1077693		1.7170165		0.19988489		1.1032228		0.8621993		0.3581648		1.1056046		0.82808256		1.075717		0.7799039		No		Yes		Yes		AK331351		0		AK331351		Ta.8408		100192154		LOC100192154		WRKY24 transcription factor		0		0		0		Triticum aestivum cDNA, clone: WT007_E13, cultivar: Chinese Spring [AK331351]

		A_99_P352921		8.004792		9.769814		12.283119		10.483605		8.086445		8.988773		9.913419		9.636121		9.355924		8.801763		10.5136175		9.563812		1.0582296		-1.7183694		-5.168338		-1.7993609		2.5511212		-1.9561961		-3.4093618		-1.891844		0.08165264		-0.7810402		-2.3697004		-0.8474846		1.3511314		-0.96805096		-1.7695017		-0.9197931		No		Yes		Yes		TA97657_4565		0		0		0		0		0		0		0		TC377760		0		Rep: Os01g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC377760]

		A_99_P290516		12.3549		12.569027		12.871558		12.784341		12.114101		11.533561		10.72012		12.653332		12.127445		11.418136		10.851743		12.485878		-1.1816468		-2.0497758		-4.4427032		-1.0950594		-1.1707679		-2.2205102		-4.0553193		-1.2298334		-0.24079895		-1.0354662		-2.1514378		-0.1310091		-0.22745514		-1.1508913		-2.0198154		-0.29846287		No		Yes		Yes		AK333418		0		AK333418		Ta.13782		0		0		0		0		TC437097		0		Triticum aestivum cDNA, clone: WT006_G20, cultivar: Chinese Spring [AK333418]

		A_99_P344901		5.4313827		5.312915		5.6148934		5.032964		4.159657		4.02775		4.1624703		4.0103817		3.7272575		3.2570171		3.4359703		3.5486934		-2.414502		-2.437099		-2.736673		-2.0315523		-3.258313		-4.158023		-4.5281544		-2.7977574		-1.2717257		-1.2851648		-1.4524231		-1.0225825		-1.7041252		-2.0558977		-2.1789231		-1.4842708		Yes		No		No		AK333549		0		AK333549		Ta.6745		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT006_L22, cultivar: Chinese Spring [AK333549]

		A_99_P421517		11.726815		11.955066		12.26798		11.903956		11.807256		11.428815		11.100669		11.767949		11.732381		11.348306		11.187302		11.621074		1.0573409		-1.4401817		-2.2459266		-1.0988598		1.0038652		-1.5228354		-2.1150298		-1.2166234		0.08044052		-0.52625084		-1.1673107		-0.13600731		0.0055656433		-0.60676		-1.080678		-0.2828827		No		Yes		Yes		TA74300_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P449242		11.413647		11.240388		13.680305		13.201457		11.316032		10.217922		11.215116		12.398754		11.935847		10.123771		11.489512		12.131015		-1.0700026		-2.0313878		-5.5219927		-1.7443662		1.4361441		-2.1683793		-4.565561		-2.100077		-0.09761429		-1.0224657		-2.465189		-0.8027029		0.5222006		-1.1166172		-2.190792		-1.0704422		Yes		Yes		Yes		BJ240984		0		0		Ta.56437		0		0		0		0		TC403149		0		Rep: Cytosolic acetyl-CoA carboxylase - Triticum aestivum (Wheat), partial (3%) [TC403149]

		A_99_P537532		6.025305		5.54974		6.0488567		5.831428		7.0127015		7.4480033		7.2858467		6.302746		7.014242		6.7054324		7.499058		6.307791		1.9826043		3.7276423		2.3570623		1.3863752		1.9847226		2.2279124		2.7324612		1.3912321		0.9873967		1.8982635		1.23699		0.47131777		0.9889374		1.1556926		1.450201		0.47636318		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P411447		13.398046		13.490396		13.41006		13.416676		14.020676		14.221359		14.7992325		13.711605		15.04325		13.955528		15.102112		13.392151		1.5396795		1.6597474		2.6192842		1.226825		3.127922		1.3804443		3.2311592		-1.0171446		0.6226301		0.7309637		1.3891726		0.2949295		1.6452045		0.4651327		1.6920519		-0.024524689		No		Yes		Yes		TC373483		0		0		0		0		0		0		0		TC373483		0		Rep: 6-phosphogluconate dehydrogenase, decarboxylating - Oryza sativa (Rice), partial (38%) [TC373483]

		A_99_P425957		5.5908318		5.4475102		5.8763995		5.587721		4.6647058		4.4616		4.5795007		4.0397377		3.7497969		3.928007		3.746722		3.6491585		-1.9001667		-1.9805628		-2.4570017		-2.9240808		-3.5826693		-2.8669233		-4.3761964		-3.8332348		-0.926126		-0.9859104		-1.2968988		-1.5479832		-1.8410349		-1.5195034		-2.1296775		-1.9385624		Yes		No		No		CK202561		0		0		0		0		0		0		0		TC385453		0		0

		A_99_P205136		10.308955		9.767704		10.634799		10.182625		11.345769		12.035502		12.034223		10.796643		12.157075		10.978534		11.95855		10.640702		2.0516913		4.8158765		2.6379616		1.5305164		3.6003065		2.3147073		2.5031617		1.3737099		1.0368137		2.2677984		1.3994236		0.61401844		1.8481197		1.2108297		1.3237514		0.45807743		Yes		Yes		Yes		TA52594_4565		0		0		0		0		0		0		0		TC413324		0		Rep: Caffeoyl-CoA O-methyltransferase - Phyllostachys edulis, partial (68%) [TC413324]

		A_99_P267371		13.902549		14.629169		14.049266		13.709099		13.237374		13.7348175		12.248126		13.865563		13.966008		14.021736		12.971531		13.730527		-1.58576		-1.8587748		-3.4849546		1.1145525		1.0449685		-1.5235462		-2.1107197		1.0149636		-0.6651745		-0.89435196		-1.8011398		0.15646458		0.0634594		-0.6074333		-1.077735		0.021428108		No		Yes		Yes		TA72111_4565		0		0		0		0		0		0		0		TC453605		0		Rep: Ca2+/H+-exchanging protein - Hordeum vulgare var. distichum (Two-rowed barley), partial (5%) [TC453605]

		A_99_P303491		4.6131234		4.298703		5.889372		5.2431574		9.621768		9.205432		10.112618		7.0105577		11.803852		8.872342		10.633225		7.3259163		32.192318		29.996635		18.677721		3.4043994		146.09152		23.812363		26.794289		4.2361655		5.0086446		4.9067287		4.2232466		1.7674003		7.1907287		4.573639		4.7438536		2.082759		Yes		Yes		Yes		TA82711_4565		0		0		0		0		0		0		0		TC380985		0		Rep: 4-coumarate:coenzyme A ligase - Eucalyptus camaldulensis (River red gum), partial (42%) [TC380985]

		A_99_P256276		9.472462		9.308004		9.387519		9.182461		9.146343		8.693553		8.417807		8.89663		8.829227		8.751725		8.25525		8.894564		-1.253636		-1.5309757		-1.95845		-1.2191118		-1.5618266		-1.4704719		-2.192032		-1.2208594		-0.32611847		-0.6144514		-0.96971226		-0.2858305		-0.64323425		-0.5562792		-1.1322689		-0.2878971		No		Yes		Yes		TA68906_4565		0		0		0		0		0		0		0		TC394884		0		Rep: Plastidic general dicarboxylate transporter - Zea mays (Maize), partial (67%) [TC394884]

		A_99_P243216		2.0197055		2.4600785		2.2936532		1.8716788		2.5133665		3.0736315		4.4209743		2.838641		3.5820553		2.3087819		4.829613		1.9555486		1.4080132		1.5300227		4.3690543		1.9547201		2.9533448		-1.1105671		5.7996264		1.0598571		0.49366093		0.61355305		2.127321		0.9669621		1.5623498		-0.15129662		2.53596		0.083869815		Yes		Yes		Yes		TA65299_4565		0		0		0		0		0		0		0		TC381901		0		Rep: Ferredoxin-3, chloroplast precursor - Zea mays (Maize), partial (69%) [TC381901]

		A_99_P462827		7.0602326		6.9195065		5.8191624		6.6850867		7.9352684		8.248493		6.968408		6.907793		7.5450845		7.8900414		6.951449		7.0924125		1.8340535		2.5122614		2.217979		1.1669205		1.3994422		1.9595668		2.1920588		1.3262252		0.87503576		1.3289866		1.1492457		0.22270632		0.48485184		0.9705348		1.1322865		0.40732574		No		Yes		Yes		TC412310		0		0		0		0		0		0		0		TC412310		0		0

		A_99_P314071		10.07425		10.598813		10.053396		10.355779		9.154141		8.695746		6.831793		9.043664		9.106128		9.348877		7.25176		8.999593		-1.8922579		-3.7400734		-9.32823		-2.4830525		-1.956293		-2.378309		-6.9723077		-2.5600748		-0.9201088		-1.9030666		-3.2216034		-1.3121147		-0.9681225		-1.2499361		-2.8016362		-1.3561859		Yes		Yes		Yes		TA85842_4565		0		0		0		0		0		0		0		TC413668		0		Rep: Chromosome chr1 scaffold_46, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC413668]

		A_99_P298021		10.140848		9.6513815		10.468585		10.228298		9.269437		8.764266		6.342266		8.050754		9.858975		8.772002		6.718519		8.163289		-1.8294517		-1.8494745		-17.464083		-4.5238295		-1.215772		-1.8395836		-13.454956		-4.184366		-0.8714113		-0.8871155		-4.126319		-2.1775446		-0.28187275		-0.8793793		-3.7500658		-2.065009		Yes		Yes		Yes		CJ667174		0		CJ667174		Ta.66171		0		0		0		0		TC398469		0		CJ667174 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp9p01 5', mRNA sequence [CJ667174]

		A_99_P268686		10.559403		10.203078		10.99499		10.783933		9.918889		9.263283		9.534653		10.204204		9.714314		9.653579		9.893807		10.424963		-1.5588849		-1.9182563		-2.7517276		-1.4945686		-1.7963755		-1.4635779		-2.1453052		-1.2825097		-0.6405144		-0.9397955		-1.4603376		-0.5797291		-0.84508896		-0.5494995		-1.1011829		-0.3589697		No		Yes		Yes		AK334631		0		AK334631		Ta.7829		0		0		0		0		TC393424		0		Triticum aestivum cDNA, clone: WT010_I13, cultivar: Chinese Spring [AK334631]

		A_99_P461822		9.021023		7.9518223		7.7091117		7.7295747		10.526618		11.665417		10.589393		9.339059		11.908933		10.99186		10.926136		9.16412		2.839418		13.119078		7.362935		3.0514274		7.4019732		8.225128		9.29867		2.702969		1.5055952		3.7135944		2.880281		1.6094842		2.88791		3.040038		3.2170243		1.434545		Yes		Yes		Yes		CD884666		0		0		Ta.424		0		0		0		0		TC411696		0		0

		A_99_P521062		7.5605626		8.03986		8.449857		8.311221		7.3629684		7.367996		7.2936845		7.815962		6.877146		7.602513		7.30477		7.6460557		-1.1467844		-1.5931295		-2.2286534		-1.409574		-1.6059387		-1.3541119		-2.2115943		-1.5857501		-0.19759417		-0.67186356		-1.1561723		-0.49525928		-0.68341684		-0.43734694		-1.1450868		-0.6651654		No		Yes		Yes		TC440930		0		0		0		0		0		0		0		TC440930		GO:0000786(nucleosome)|GO:0003677(DNA binding)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)		Rep: Splicing factor-like - Oryza sativa subsp. japonica (Rice), partial (6%) [TC440930]

		A_99_P133220		6.0227585		4.8892026		7.818218		7.45108		7.599468		6.6380234		7.773618		8.558518		6.956534		6.0408998		7.308141		7.6675816		2.982888		3.3608375		-1.0313972		2.1546276		1.9102685		2.221751		-1.4241261		1.1619127		1.5767097		1.7488208		-0.04460001		1.1074386		0.9337754		1.1516972		-0.510077		0.21650171		Yes		No		No		CJ669174		0		CJ669174		Ta.48230		0		0		0		0		0		0		CJ669174 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv17l01 5', mRNA sequence [CJ669174]

		A_99_P330016		1.4752817		2.4783688		1.5035607		1.943868		5.9658146		5.002945		8.462295		3.360771		9.0200205		6.1757417		8.496913		2.9286335		22.47942		5.7540436		124.39063		2.670117		186.7208		12.972395		127.41157		1.9789915		4.490533		2.5245762		6.958734		1.4169029		7.544739		3.697373		6.9933524		0.9847654		Yes		Yes		Yes		TA90539_4565		0		0		Ta.9423		0		0		0		0		TC414000		0		0

		A_99_P563942		10.754868		9.915399		9.899337		10.338059		11.415181		12.538181		11.224132		10.75541		12.380872		11.5268545		11.604529		10.948741		1.5804261		6.1593695		2.5049725		1.335473		3.0865693		3.0556004		3.2607245		1.5269804		0.6603136		2.6227827		1.3247948		0.41735077		1.6260042		1.6114559		1.7051926		0.61068153		Yes		Yes		Yes		TC457560		0		0		0		0		0		0		0		TC457560		0		Rep: UPF0217 protein PF1403 - Pyrococcus furiosus, partial (5%) [TC457560]

		A_99_P068430		1.594799		1.5660764		1.5682087		1.566091		1.686449		5.753762		2.0181906		1.6319952		3.7408116		2.3301263		2.8233864		1.6005493		1.0655882		18.222961		1.3660232		1.0467408		4.426028		1.6982512		2.3869655		1.0241723		0.09165001		4.1876855		0.44998193		0.06590426		2.1460125		0.7640499		1.2551777		0.0344584		Yes		Yes		Yes		CJ850738		0		CJ850738		Ta.66387		0		0		0		0		TC412205		0		CJ850738 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal16e06 5', mRNA sequence [CJ850738]

		A_99_P153547		4.8509064		4.722107		5.4907203		4.4561133		4.51457		3.280465		3.678665		3.2517128		3.2030573		4.200722		3.27127		4.3956947		-1.2625462		-2.7162986		-3.511422		-2.304415		-3.133661		-1.4353322		-4.6571593		-1.0427682		-0.33633614		-1.441642		-1.8120553		-1.2044005		-1.6478491		-0.5213847		-2.2194502		-0.060418606		Yes		Yes		Yes		CJ907271		0		CJ907271		Ta.53596		0		0		0		0		TC390497		0		CJ907271 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles6a22 5', mRNA sequence [CJ907271]

		A_99_P249481		14.191368		14.078343		13.680515		13.412866		14.05492		14.028306		14.265143		13.817329		14.151065		14.365845		14.871793		13.209016		-1.0991955		-1.0352918		1.4996524		1.3235968		-1.02833		1.2205245		2.2835486		-1.1517677		-0.1364479		-0.050037384		0.5846281		0.40446377		-0.04030323		0.28750134		1.1912775		-0.20384979		No		Yes		Yes		CV777721		0		CV777721		Ta.40327		543105		LOC543105		carboxypeptidase D		0		0		0		FGAS072127 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777721]

		A_99_P214071		6.640825		6.7637444		6.784954		6.6244187		6.529175		5.9286785		5.847601		5.9386787		6.0935082		6.1307054		5.5978293		5.6750584		-1.0804633		-1.7839384		-1.9150116		-1.6085268		-1.461365		-1.5508283		-2.276985		-1.9310163		-0.11164999		-0.83506584		-0.93735313		-0.68574		-0.54731655		-0.633039		-1.1871247		-0.9493604		No		Yes		Yes		TA55654_4565		0		0		Ta.54879		0		0		0		0		TC416105		0		Rep: HvB12D protein - Hordeum vulgare (Barley), complete [TC416105]

		A_99_P480642		1.8750712		1.5583261		1.5947415		2.1680853		2.169172		5.1503086		3.6251056		3.626831		2.7635288		2.688122		4.660879		2.9654052		1.2261206		12.058532		4.085079		2.748693		1.851196		2.1882777		8.375282		1.7378696		0.29410088		3.5919824		2.030364		1.4587457		0.88845766		1.1297959		3.0661378		0.7973199		Yes		Yes		Yes		CV772483		0		0		Ta.4117		0		0		0		0		TC422475		0		Rep: HGA6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (25%) [TC422475]

		A_99_P276841		7.3109527		7.8394895		6.8842354		7.1529717		6.7868004		6.057083		5.811913		6.275522		6.3965797		6.899359		5.574571		6.458826		-1.4380883		-3.4399946		-2.1028156		-1.8371246		-1.8847497		-1.9187014		-2.4788384		-1.6179261		-0.5241523		-1.7824063		-1.0723224		-0.8774495		-0.9143729		-0.94013023		-1.3096642		-0.6941457		Yes		Yes		Yes		TA74972_4565		0		0		0		0		0		0		0		TC377928		0		Rep: RNA recognition motif (RRM)-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (83%) [TC377928]

		A_99_P283936		5.2576246		6.6908975		4.7208343		4.506308		4.119097		5.3744354		5.286885		4.248716		3.9894612		5.994059		5.234509		4.6569295		-2.201562		-2.490546		1.4804652		-1.1954818		-2.4085476		-1.6209487		1.427682		1.1100475		-1.1385274		-1.316462		0.5660505		-0.2575922		-1.2681634		-0.6968384		0.51367474		0.15062141		No		Yes		Yes		TA77045_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P625446		7.8150573		7.899859		7.3035054		7.884129		7.242209		6.6842093		5.787644		6.2354703		6.8334584		7.296097		5.4804482		6.9327292		-1.4874574		-2.3224533		-2.8596954		-3.13542		-1.9746525		-1.5196743		-3.538302		-1.933748		-0.5728483		-1.2156496		-1.5158615		-1.6486588		-0.98159885		-0.60376215		-1.8230572		-0.9513998		Yes		No		No		DQ435672		0		DQ435672		Ta.52479		100049054		TUBA-1B		alpha tubulin-1B		0		TC373167		0		Triticum aestivum alpha tubulin-1B (TUBA-1B) mRNA, complete cds [DQ435672]

		A_99_P015059		9.888101		9.160287		10.504433		10.027152		10.121571		8.813908		9.825156		8.288903		8.379686		8.703713		8.533572		8.663414		1.1756593		-1.2713659		-1.6013365		-3.3362997		-2.8449717		-1.3722787		-3.9200184		-2.5735111		0.23346996		-0.34637928		-0.67927647		-1.7382488		-1.5084143		-0.4565735		-1.9708605		-1.3637381		Yes		No		No		CK210901		0		0		Ta.6277		0		0		0		0		0		0		0

		A_99_P227081		10.438803		10.045394		8.861906		9.602954		10.465757		10.253976		9.771058		9.714474		11.14082		9.969672		10.176616		9.622284		1.0188591		1.1555518		1.8779414		1.0803658		1.6267774		-1.0538881		2.4875226		1.0134888		0.02695465		0.20858192		0.90915203		0.11151981		0.70201683		-0.07572174		1.3147097		0.019330025		No		Yes		Yes		TA60711_4565		0		0		0		0		0		0		0		TC394473		0		0

		A_99_P316146		4.142917		4.3999267		4.4730153		4.140983		2.4421554		2.6318455		4.393901		3.9432325		2.787836		3.6679676		4.6852894		4.929215		-3.2507257		-3.4060066		-1.0563694		-1.1469088		-2.558115		-1.660893		1.1585128		1.7269566		-1.7007618		-1.7680812		-0.07911444		-0.19775057		-1.3550811		-0.7319591		0.21227407		0.78823185		No		Yes		Yes		TA86426_4565		0		0		0		0		0		0		0		TC379794		0		Rep: Transcription factor PCF5 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC379794]

		A_99_P262176		10.433318		10.533158		10.001317		10.17483		10.953258		11.708939		11.61173		10.2029505		10.851726		11.517703		11.542839		9.878586		1.433895		2.2591503		3.0533915		1.0196825		1.3364514		1.9786888		2.9110146		-1.2279439		0.5199394		1.1757803		1.6104126		0.02812004		0.41840744		0.98454475		1.541522		-0.29624462		No		Yes		Yes		TA70594_4565		0		0		0		0		0		0		0		TC370770		0		Rep: Signal peptidase 22 kDa subunit - Medicago truncatula (Barrel medic), complete [TC370770]

		A_99_P428332		5.7487264		5.7339463		5.5067058		6.2673		6.2449355		6.098806		7.2132277		6.57299		5.4580154		6.206852		6.7715974		6.921248		1.4105024		1.2877563		3.2637305		1.2360095		-1.2232429		1.3879019		2.4030917		1.573468		0.49620914		0.36485958		1.706522		0.3056898		-0.29071093		0.47290564		1.2648916		0.65394783		No		Yes		Yes		AK336091		0		AK336091		Ta.2231		0		0		0		0		TC387184		0		Triticum aestivum cDNA, clone: SET3_D09, cultivar: Chinese Spring [AK336091]

		A_99_P492107		9.779385		9.587039		8.970601		9.954757		10.892104		12.1660795		11.180554		10.946736		11.455899		11.101178		11.530132		10.7879305		2.162529		5.975422		4.626603		1.9889122		3.1965477		2.8562834		5.895161		1.7816004		1.1127195		2.5790405		2.2099533		0.9919796		1.6765146		1.5141392		2.5595312		0.83317375		Yes		Yes		Yes		CA735391		0		0		Ta.4479		0		0		0		0		TC428243		0		0

		A_99_P202826		3.1440847		5.1175537		4.689156		5.0379033		4.489483		6.004618		6.130153		5.640331		5.0927377		5.576266		6.5834594		5.4633803		2.5410032		1.8494092		2.7150846		1.5182691		3.8601396		1.3743144		3.7174242		1.3430165		1.3453982		0.88706446		1.4409971		0.6024275		1.948653		0.4587121		1.8943033		0.42547703		Yes		No		No		TA51863_4565		0		0		Ta.33534		0		0		0		0		TC417955		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (51%) [TC417955]

		A_99_P006681		7.3013234		7.257299		7.181108		7.471872		6.3261294		5.7750983		5.5112453		5.9965625		7.037131		6.40622		6.5414767		6.527368		-1.9659055		-2.7937455		-3.1818433		-2.7804327		-1.2009637		-1.8038495		-1.557931		-1.9245268		-0.975194		-1.4822006		-1.6698627		-1.4753094		-0.26419258		-0.851079		-0.6396313		-0.9445038		Yes		No		No		BQ744501		0		BQ744501		Ta.3369		0		0		0		0		TC435681		0		WHE4116_C12_F24ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4116_C12_F24, mRNA sequence [BQ744501]

		A_99_P407547		9.649977		9.54818		9.994073		10.064815		9.492706		9.091975		8.930374		9.741816		9.562665		9.318345		9.101841		9.921578		-1.1151752		-1.3719276		-2.0902836		-1.2509282		-1.0623888		-1.1727004		-1.8560454		-1.1043797		-0.15727043		-0.4562044		-1.0636988		-0.322999		-0.087311745		-0.22983456		-0.89223194		-0.14323616		No		Yes		Yes		TC375909		0		0		0		0		0		0		0		TC375909		0		Rep: Ribonuclease, Rne/Rng family - Methylobacterium populi BJ001, partial (3%) [TC375909]

		A_99_P073075		2.6186569		2.4962003		2.855408		3.6954892		3.683875		4.21598		3.7089777		3.6798923		3.9893677		3.560094		3.8587437		3.836338		2.0924864		3.2938612		1.8069664		-1.0108696		2.5859795		2.0905664		2.0046296		1.1025536		1.0652182		1.7197797		0.85356975		-0.015596867		1.3707108		1.0638938		1.0033357		0.14084888		No		Yes		Yes		CJ573138		0		CJ573138		Ta.27925		0		0		0		0		0		0		CJ573138 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok18i05 3', mRNA sequence [CJ573138]

		A_99_P455927		6.47883		5.4520645		4.2949395		5.1270823		7.2179317		7.6204605		6.387296		5.426537		8.247888		7.03884		6.8478484		5.5055337		1.6691364		4.4952335		4.264441		1.2306792		3.4083128		3.003772		5.8681626		1.2999457		0.7391019		2.168396		2.0923567		0.2994547		1.7690578		1.5867753		2.552909		0.37845135		Yes		Yes		Yes		TC407715		0		0		0		0		0		0		0		TC407715		0		Rep: Formin homology 2 domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (49%) [TC407715]

		A_99_P493882		4.43275		3.3222053		4.061989		3.351979		3.0300827		3.709864		2.7390528		3.492149		4.0913672		4.097544		3.6081762		3.676349		-2.6439		1.3082684		-2.5017474		1.102035		-1.2669705		1.7115921		-1.369655		1.2521175		-1.4026675		0.3876586		-1.322936		0.1401701		-0.34138298		0.7753389		-0.4538126		0.3243699		No		Yes		Yes		BJ311223		0		0		Ta.5023		0		0		0		0		TC429009		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (14%) [TC429009]

		A_99_P225561		11.957242		8.451484		7.0683312		8.943244		11.913521		9.819843		13.16101		10.778033		12.271606		10.282683		12.563065		10.190738		-1.0307691		2.5817683		68.246284		3.567193		1.2434638		3.5583284		45.089928		2.374286		-0.0437212		1.3683596		6.0926785		1.8347893		0.31436443		1.8311996		5.4947333		1.2474937		Yes		Yes		Yes		TA60138_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P366632		4.623569		5.0223675		4.5022464		5.403048		2.7494514		3.9621785		2.6557558		4.701835		2.5231085		4.5737276		3.4674156		5.030994		-3.6657734		-2.0852046		-3.5962434		-1.6258711		-4.2884626		-1.364753		-2.0488734		-1.2941942		-1.8741176		-1.060189		-1.8464906		-0.7012129		-2.1004605		-0.44863987		-1.0348308		-0.3720541		Yes		No		No		TA102252_4565		0		0		0		0		0		0		0		TC399681		0		Rep: Cytochrome P450 family protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC399681]

		A_99_P430357		10.3013525		9.839435		9.220524		8.889423		8.562366		8.286191		7.630619		6.6694775		8.550139		8.859516		7.489628		8.386575		-3.338007		-2.9347622		-3.010295		-4.6587596		-3.366415		-1.9723539		-3.319339		-1.4170088		-1.738987		-1.5532436		-1.5899048		-2.219946		-1.7512131		-0.9799185		-1.730896		-0.5028486		Yes		No		No		CV776931		0		0		Ta.928		0		0		0		0		TC388757		0		0

		A_99_P311401		5.5999756		6.9617333		5.0024257		6.181071		6.300977		7.1191773		7.088287		7.068779		6.267301		7.0644183		7.2114186		6.893408		1.625633		1.1153094		4.2452846		1.8502346		1.5881262		1.0737699		4.623524		1.6384561		0.70100164		0.157444		2.0858612		0.8877082		0.6673255		0.102684975		2.208993		0.712337		No		Yes		Yes		TA85057_4565		0		0		0		0		0		0		0		TC400230		0		0

		A_99_P451732		5.644852		5.6092277		6.397602		6.0748315		6.5895386		7.650051		7.641585		6.3697715		6.971988		6.7986426		7.835691		6.1797624		1.9247705		4.1148033		2.368515		1.2268339		2.509041		2.2806025		2.709617		1.0754429		0.9446864		2.0408235		1.2439828		0.29494		1.327136		1.189415		1.4380889		0.10493088		Yes		Yes		Yes		TC404950		0		0		0		0		0		0		0		TC404950		0		Rep: Polysaccharide biosynthesis protein precursor - Burkholderia cenocepacia MC0-3, partial (3%) [TC404950]

		A_99_P400092		2.0963974		2.0589085		3.0419695		2.3075058		4.363415		6.796945		7.758461		5.182455		7.521393		5.629795		8.511676		4.767443		4.81327		26.686472		26.290901		7.335774		42.962185		11.88349		44.314487		5.5019283		2.2670174		4.7380366		4.7164917		2.8749492		5.4249954		3.5708866		5.4697065		2.4599373		Yes		Yes		Yes		TA110464_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P293366		10.020366		9.840927		9.493281		9.377506		9.304676		8.559766		8.027959		8.43484		8.96806		9.140727		8.004246		8.973306		-1.6422681		-2.4303453		-2.761252		-1.922077		-2.0738423		-1.6247301		-2.8070128		-1.3233554		-0.71568966		-1.2811613		-1.4653225		-0.94266605		-1.0523062		-0.7002001		-1.4890356		-0.40420055		Yes		No		No		TA79749_4565		0		0		Ta.9554		0		0		0		0		TC369541		0		0

		A_99_P247481		9.092386		9.847758		9.200728		10.411515		8.163932		7.4224534		7.977627		8.215837		7.5144544		8.1399555		6.451651		8.791953		-1.9032359		-5.371425		-2.3344805		-4.5810513		-2.9854157		-3.2666295		-6.7228703		-3.0728176		-0.9284544		-2.425305		-1.2231016		-2.1956787		-1.5779319		-1.7078028		-2.7490773		-1.6195621		Yes		No		No		TA66426_4565		0		0		Ta.4878		0		0		0		0		TC377859		0		Rep: Endo-1,4-beta-glucanase Cel1 - Hordeum vulgare (Barley), partial (29%) [TC377859]

		A_99_P264576		9.161418		9.014426		8.82887		10.421065		12.990131		14.855671		16.350327		12.745133		14.3705		14.473355		16.502146		12.580231		14.208806		57.331047		183.73169		5.007422		36.990467		43.984676		204.12032		4.4665637		3.8287134		5.8412447		7.5214567		2.324068		5.2090816		5.458929		7.673276		2.1591654		Yes		Yes		Yes		TA71278_4565		0		0		Ta.48785		0		0		0		0		TC415480		0		0

		A_99_P438442		10.071987		9.700572		9.787601		9.115408		9.212718		8.395939		8.914058		7.896332		8.783848		9.139793		8.63276		8.93333		-1.8141191		-2.4702091		-1.8321577		-2.327976		-2.442129		-1.4750651		-2.2265985		-1.1345171		-0.85926914		-1.3046331		-0.87354374		-1.2190762		-1.2881393		-0.5607786		-1.1548414		-0.18207836		Yes		No		No		CJ577222		0		0		Ta.7990		0		0		0		0		TC395135		0		Rep: Coproporphyrinogen III oxidase - Zea mays (Maize), partial (40%) [TC395135]

		A_99_P098105		7.535972		7.640257		6.42991		6.344664		5.9783463		6.483271		5.651085		5.564714		5.9267316		6.8644643		5.4213777		6.7234874		-2.94369		-2.2299104		-1.7157333		-1.7170715		-3.050912		-1.7121304		-2.0118637		1.3002808		-1.5576258		-1.1569858		-0.7788253		-0.77995014		-1.6092405		-0.7757926		-1.0085325		0.37882328		Yes		No		No		CV763319		0		CV763319		Ta.37070		0		0		0		0		TC378834		0		FGAS057708 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763319]

		A_99_P143338		8.6983		7.070137		8.025784		7.3784943		9.841117		9.613929		8.192673		7.94932		10.701729		9.30231		8.393762		7.8545775		2.2081168		5.831196		1.1226352		1.4853734		4.009517		4.698411		1.2905428		1.3909622		1.1428165		2.5437918		0.16688919		0.5708256		2.0034285		2.232173		0.3679781		0.47608328		Yes		Yes		Yes		CJ953296		0		CJ953296		Ta.51152		0		0		0		0		TC392237		0		CJ953296 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul38c02 5', mRNA sequence [CJ953296]

		A_99_P287646		4.3783793		4.6112003		4.9699516		5.464687		4.9581866		8.145461		13.684503		10.330582		7.025311		7.0832705		13.86996		9.424094		1.4946495		11.585599		420.08893		29.159515		6.2633376		5.5483937		477.7156		15.5560875		0.5798073		3.5342607		8.714551		4.865895		2.6469316		2.4720702		8.900008		3.9594073		Yes		Yes		Yes		TA78115_4565		0		0		0		0		0		0		0		TC376994		0		Rep: Flavonoid O-methyltransferase - Triticum aestivum (Wheat), partial (94%) [TC376994]

		A_99_P321961		9.495281		9.356235		8.562243		8.722516		9.553388		9.872173		10.821767		8.862086		10.314864		9.76665		11.130184		8.585445		1.0410984		1.4299242		4.7883325		1.1015769		1.7648957		1.3290687		5.9296246		-1.09967		0.058106422		0.51593876		2.2595234		0.13957024		0.81958294		0.41041565		2.5679407		-0.13707066		No		Yes		Yes		TA88121_4565		0		0		Ta.16968		0		0		0		0		TC387682		0		Rep: AMP-binding enzyme family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (31%) [TC387682]

		A_99_P196028		11.526916		11.680161		12.1054735		11.749157		12.460819		13.544422		12.563401		11.5857		12.35908		12.799846		12.739402		11.600548		1.9104383		3.640813		1.3735673		-1.1199676		1.7803547		2.1729941		1.5517846		-1.1085002		0.9339037		1.8642607		0.4579277		-0.16345692		0.83216476		1.1196842		0.6339283		-0.14860916		No		Yes		Yes		DR739933		0		DR739933		Ta.63459		0		0		0		0		TC371503		0		FGAS000199 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739933]

		A_99_P283931		7.4985905		9.0078745		6.805961		6.9878716		6.662594		7.632738		7.373587		6.6880016		6.095552		8.141692		7.2715316		7.0488343		-1.7850897		-2.5939243		1.4820827		-1.2310334		-2.64458		-1.822833		1.3808632		1.0431616		-0.8359966		-1.3751364		0.567626		-0.29987		-1.4030385		-0.8661823		0.46557045		0.060962677		No		Yes		Yes		TA77044_4565		0		0		0		0		0		0		0		TC398013		0		0

		A_99_P444122		4.07632		3.317442		2.9186773		4.2910576		5.5039444		5.946881		5.5247464		4.909673		6.3291345		5.849444		6.545883		4.7229915		2.6900337		6.187853		6.088425		1.5354011		4.7661166		5.783737		12.356565		1.3490407		1.4276242		2.6294389		2.606069		0.6186156		2.2528143		2.532002		3.6272058		0.43193388		Yes		No		No		TC399448		0		0		0		0		0		0		0		TC399448		0		Rep: At1g68400/T2E12_5 - Arabidopsis thaliana (Mouse-ear cress), partial (5%) [TC399448]

		A_99_P025469		2.2589626		2.729084		3.5937138		2.8604233		3.9661598		6.06195		4.4347706		2.9408276		6.3982673		9.421141		6.652451		4.0559697		3.2652586		10.076105		1.7913619		1.0573143		17.621986		103.39744		8.33243		2.2903156		1.7071972		3.3328662		0.8410568		0.08040428		4.1393046		6.6920567		3.0587373		1.1955464		Yes		Yes		Yes		BJ239387		0		BJ239387		Ta.9868		0		0		0		0		0		0		BJ239387 Y. Ogihara unpublished cDNA library, Wh_e Triticum aestivum cDNA clone whe6b24 3', mRNA sequence [BJ239387]

		A_99_P370127		1.6143776		1.7435455		1.6637295		1.6170429		3.2902443		3.5804493		4.8587737		3.682233		5.95397		2.872534		4.48749		2.7811806		3.1951125		3.5724251		9.158072		4.1848917		20.246386		2.1870534		7.0800548		2.2409923		1.6758667		1.8369038		3.195044		2.0651903		4.3395925		1.1289885		2.8237605		1.1641377		Yes		Yes		Yes		TA103118_4565		0		0		0		0		0		0		0		TC453591		0		Rep: Os05g0588900 protein - Oryza sativa subsp. japonica (Rice), partial (81%) [TC453591]

		A_99_P324056		3.6222107		2.6630726		1.5431213		1.7038336		5.663626		3.289362		2.3238442		4.1166744		3.7536736		3.464283		3.5377872		1.5165013		4.1164923		1.5435897		1.7179915		5.325219		1.0954038		1.7425625		3.9852378		-1.1386563		2.0414155		0.62628937		0.78072286		2.4128408		0.13146281		0.8012104		1.9946659		-0.18733227		Yes		No		No		TA88738_4565		0		0		0		0		0		0		0		TC395096		0		Rep: Chromosome chr6 scaffold_25, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC395096]

		A_99_P516112		9.054938		7.7270756		7.56485		9.345687		9.347623		9.893039		9.425269		9.422421		10.518331		9.64146		9.527085		9.680984		1.2249175		4.4876595		3.6311316		1.0546283		2.75756		3.7695305		3.896653		1.2616367		0.29268456		2.1659632		1.8604193		0.07673454		1.4633923		1.9143848		1.9622355		0.33529663		Yes		Yes		Yes		TC438811		0		0		0		0		0		0		0		TC438811		0		0

		A_99_P014684		11.773715		11.139216		10.417512		10.669246		12.362392		13.294793		12.445134		11.488551		13.156695		12.386367		12.852737		11.568947		1.5038674		4.455467		4.077323		1.7645563		2.6080658		2.3737211		5.4084888		1.8656794		0.5886774		2.1555767		2.0276222		0.8193054		1.3829803		1.2471504		2.4352255		0.8997011		Yes		Yes		Yes		CV768307		0		CV768307		Ta.6155		0		0		0		0		TC389242		0		FGAS062698 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV768307]

		A_99_P375832		5.6256003		6.357014		6.1615386		6.0050335		5.7078786		5.5193715		5.1933675		5.6773896		5.6108437		5.558909		5.0306797		5.6751366		1.0586885		-1.7871276		-1.956359		-1.2549622		-1.0102811		-1.7388159		-2.1898909		-1.2569236		0.08227825		-0.83764267		-0.9681711		-0.32764387		-0.01475668		-0.79810524		-1.1308589		-0.32989693		No		Yes		Yes		TA104523_4565		0		0		0		0		0		0		0		TC428948		0		0

		A_99_P051056		3.235279		2.9939632		2.9012535		2.530444		4.567367		5.007507		4.0292444		2.745827		5.0179877		4.2287016		4.5085673		2.8899095		2.517668		4.037728		2.1855419		1.1610122		3.4407156		2.3533866		3.0468402		1.2829506		1.332088		2.0135436		1.127991		0.21538305		1.7827086		1.2347383		1.6073139		0.3594656		Yes		No		No		CA633298		0		CA633298		Ta.18287		0		0		0		0		0		0		wle1n.pk0069.b12 wle1n Triticum aestivum cDNA clone wle1n.pk0069.b12 5' end, mRNA sequence [CA633298]

		A_99_P291166		11.9640875		11.804257		11.29317		11.479008		10.869435		10.911235		10.444875		10.0756		10.640701		11.256196		9.972217		11.375882		-2.1356158		-1.8570627		-1.8003722		-2.6452572		-2.502528		-1.4621197		-2.4983115		-1.074098		-1.0946522		-0.89302254		-0.8482952		-1.403408		-1.3233862		-0.5480614		-1.3209534		-0.10312557		Yes		No		No		AK332439		0		AK332439		Ta.1147		0		0		0		0		TC397451		0		Triticum aestivum cDNA, clone: WT003_P19, cultivar: Chinese Spring [AK332439]

		A_99_P389052		4.322576		2.6156437		2.7092087		2.727152		7.0818152		8.67588		7.3177886		6.329434		8.55236		6.835028		7.5326896		5.1410117		6.770391		66.72877		24.396116		12.144926		18.762545		18.627785		28.314724		5.328981		2.7592392		6.060237		4.6085796		3.6022818		4.2297835		4.219384		4.8234806		2.4138596		Yes		Yes		Yes		TA107754_4565		0		0		0		0		0		0		0		TC448565		0		0

		A_99_P491187		4.6531606		4.6860976		2.8699162		2.0183017		6.5855293		7.521437		6.026863		3.097561		7.38545		6.508427		6.7878327		3.9128025		3.8168137		7.137108		8.919401		2.1129508		6.6450925		3.5365179		15.115078		3.717933		1.9323688		2.8353395		3.156947		1.0792592		2.7322893		1.8223295		3.9179165		1.8945007		Yes		Yes		Yes		TC427788		0		0		0		0		0		0		0		TC427788		0		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (10%) [TC427788]

		A_99_P308206		9.702119		10.061546		10.995017		10.8915415		9.152028		9.015031		9.707468		10.127521		9.248047		9.401138		9.739245		9.930045		-1.4641778		-2.0655348		-2.44113		-1.6982172		-1.3699013		-1.5805296		-2.3879483		-1.9473286		-0.5500908		-1.0465155		-1.287549		-0.7640209		-0.454072		-0.660408		-1.2557716		-0.96149635		No		Yes		Yes		TA84118_4565		0		0		0		0		0		0		0		TC397885		0		Rep: BAG domain-containing protein - Oryza brachyantha, partial (21%) [TC397885]

		A_99_P154437		5.3783226		4.2604795		4.983789		5.6664352		5.442042		6.224407		7.2890816		6.757881		6.8776755		5.4069047		7.5248656		6.9356117		1.0451567		3.9012265		4.942677		2.1308749		2.827159		2.2136471		5.820232		2.4102395		0.06371927		1.9639277		2.3052926		1.0914459		1.4993529		1.1464252		2.5410767		1.2691765		Yes		Yes		Yes		CJ953424		0		CJ953424		Ta.53813		0		0		0		0		TC452283		0		CJ953424 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul38p16 5', mRNA sequence [CJ953424]

		A_99_P393072		7.923716		7.9364667		8.135769		7.888819		7.4813733		7.249149		7.089602		7.2725854		7.6468606		7.493613		7.3144684		7.3643966		-1.3588091		-1.610287		-2.065036		-1.5328684		-1.2115513		-1.3592906		-1.7669982		-1.4383578		-0.44234276		-0.68731785		-1.0461669		-0.6162338		-0.27685547		-0.44285393		-0.8213005		-0.52442265		No		Yes		Yes		TA108748_4565		0		0		0		0		0		0		0		TC395046		0		0

		A_99_P576527		4.94225		4.8032584		5.539678		4.8181376		5.281406		5.988608		7.2803135		6.2383447		5.869889		5.591869		7.744764		6.145965		1.2650164		2.2741847		3.341823		2.676239		1.9021605		1.7274098		4.6110196		2.5102437		0.33915615		1.1853495		1.7406354		1.420207		0.927639		0.78861046		2.2050858		1.3278275		Yes		Yes		Yes		TC461982		0		0		0		0		0		0		0		TC461982		0		0

		A_99_P019499		4.6897597		4.6942277		4.318176		4.523536		4.0930524		3.144493		3.6472855		3.3173382		4.4947095		4.0512223		3.5839722		4.232172		-1.5122612		-2.9276328		-1.5920552		-2.3072877		-1.1447641		-1.5615788		-1.663479		-1.223797		-0.59670734		-1.5497346		-0.67089033		-1.206198		-0.19505024		-0.6430054		-0.7342036		-0.2913642		Yes		No		No		CK161488		0		CK161488		Ta.7805		0		0		0		0		TC383321		0		FGAS014058 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161488]

		A_99_P465187		9.721381		9.584142		9.180685		8.975572		8.601153		8.632261		8.218308		7.9994903		8.673112		8.97448		8.195508		8.914131		-2.1738129		-1.9343923		-1.9485171		-1.967115		-2.0680475		-1.5259017		-1.9795562		-1.0435071		-1.1202278		-0.95188046		-0.9623766		-0.9760814		-1.0482693		-0.60966206		-0.98517704		-0.061440468		Yes		No		No		CD881885		0		0		Ta.23163		0		0		0		0		TC413720		0		0

		A_99_P244766		4.286888		5.094727		3.8977535		5.061096		3.5485353		4.7538595		6.2164516		4.5425167		3.8130176		4.950826		5.42152		4.851313		-1.66827		-1.266518		4.9888186		-1.432544		-1.3888304		-1.1048886		2.8754082		-1.1565143		-0.7383528		-0.34086752		2.3186982		-0.5185795		-0.47387052		-0.14390087		1.5237668		-0.20978308		No		Yes		Yes		TA65690_4565		0		0		Ta.9055		0		0		0		0		TC393961		0		Rep: Chromosome chr14 scaffold_27, whole genome shotgun sequence - Vitis vinifera (Grape), partial (98%) [TC393961]

		A_99_P281276		1.6497945		1.6472589		1.6724672		1.6395637		1.7743417		4.0665565		7.559007		5.2953477		3.1567974		2.4099243		8.335512		4.6995544		1.0901655		5.349106		59.15958		12.603776		2.8421898		1.6966223		101.33894		8.339673		0.12454724		2.4192977		5.88654		3.6557841		1.507003		0.7626654		6.663045		3.059991		Yes		Yes		Yes		TA76246_4565		0		0		Ta.63120		0		0		0		0		TC419828		0		0

		A_99_P257211		12.167206		12.463603		11.090421		11.45031		11.916902		11.764035		9.616191		11.174489		10.980762		12.162887		9.613198		10.398309		-1.1894579		-1.6240182		-2.7783527		-1.2106826		-2.2759113		-1.231756		-2.784122		-2.0734036		-0.25030422		-0.6995678		-1.4742298		-0.27582073		-1.1864443		-0.3007164		-1.4772224		-1.052001		Yes		No		No		TA69178_4565		0		0		Ta.54067		0		0		0		0		TC414796		0		0

		A_99_P449122		12.1435175		12.083339		11.245946		10.607021		11.21877		11.057666		9.752267		9.289445		10.832809		11.307897		9.480348		10.119466		-1.8983519		-2.0359087		-2.816062		-2.4924705		-2.4806325		-1.7117145		-3.4001498		-1.4020672		-0.92474747		-1.0256729		-1.493679		-1.3175764		-1.310708		-0.7754421		-1.7655983		-0.4875555		Yes		No		No		TC455360		0		0		0		0		0		0		0		TC455360		GO:0009536(plastid)		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (83%) [TC455360]

		A_99_P333491		8.858016		9.717801		10.244217		10.843495		7.5391927		8.168411		8.875325		8.822528		7.509852		9.029583		8.452886		9.9719095		-2.4946256		-2.9269333		-2.5827208		-4.058559		-2.5458794		-1.6112921		-3.4613416		-1.829673		-1.3188233		-1.5493898		-1.3688917		-2.0209675		-1.3481641		-0.6882181		-1.7913313		-0.87158585		Yes		No		No		TA91600_4565		0		0		0		0		0		0		0		TC418890		0		Rep: Protein DSE2 precursor - Candida glabrata (Yeast) (Torulopsis glabrata), partial (16%) [TC418890]

		A_99_P257721		8.317421		7.836266		10.921773		10.086167		7.398573		4.728571		7.0254745		8.941812		8.438508		5.0009465		7.2649803		8.882747		-1.8906051		-8.620043		-14.890274		-2.210474		1.087554		-7.1370087		-12.61259		-2.3028502		-0.91884804		-3.107695		-3.8962984		-1.1443558		0.121087074		-2.8353195		-3.6567926		-1.2034206		Yes		Yes		Yes		AY286097		0		AY286097		Ta.57238		543104		CHS		chalcone synthase		0		TC404363		0		Triticum aestivum chalcone synthase (CHS) mRNA, complete cds [AY286097]

		A_99_P553982		6.865762		7.717303		7.808599		8.065326		5.824833		5.990113		6.1963153		6.3034396		5.506624		6.319655		6.1269784		6.8448753		-2.0575526		-3.3108232		-3.0573542		-3.3914123		-2.5653186		-2.6347167		-3.207881		-2.3301945		-1.0409293		-1.72719		-1.6122837		-1.7618861		-1.359138		-1.3976479		-1.6816206		-1.2204504		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P073850		12.808532		11.839787		10.96933		10.753747		13.557061		14.163615		12.425784		11.767487		14.260093		13.256641		12.86892		11.491229		1.6800795		5.0065913		2.7443306		2.019138		2.7350383		2.670028		3.7310727		1.6672634		0.74852943		2.3238287		1.4564543		1.0137396		1.451561		1.4168549		1.8995905		0.7374821		Yes		Yes		Yes		BT009250		0		BT009250		Ta.28479		0		0		0		0		TC378805		0		Triticum aestivum clone wlk4.pk0003.e2:fis, full insert mRNA sequence [BT009250]

		A_99_P556647		4.5521173		5.0261035		4.1510234		3.7768075		4.8775043		6.0414653		5.0752454		3.4128273		5.8613715		5.6311774		5.6619115		4.367037		1.2530005		2.0214097		1.8976606		-1.2869717		2.478134		1.5210567		2.8498542		1.505486		0.325387		1.0153618		0.924222		-0.3639803		1.3092542		0.6050739		1.5108881		0.5902293		Yes		No		No		TA91094_4565		0		0		Ta.34185		0		0		0		0		TC454773		0		Rep: Chromosome chr4 scaffold_83, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC454773]

		A_99_P455287		6.834564		6.513103		5.9495187		6.0232635		7.4966273		8.27559		7.645375		7.183901		8.401364		7.551069		7.9384913		6.983087		1.5823438		3.392825		3.2396908		2.2355616		2.962469		2.0533304		3.9695423		1.945072		0.6620631		1.7624869		1.6958561		1.1606374		1.5668001		1.0379658		1.9889727		0.9598236		Yes		Yes		Yes		CK212001		0		0		Ta.47021		0		0		0		0		TC407257		0		Rep: Carnitine racemase like protein - Arabidopsis thaliana (Mouse-ear cress), partial (33%) [TC407257]

		A_99_P423232		11.774325		11.752277		10.366841		11.912826		11.596687		9.822746		10.775024		11.197559		10.156139		10.567509		9.484433		11.455303		-1.1310307		-3.8093138		1.3270135		-1.6417861		-3.0698879		-2.2732694		-1.8434498		-1.3731816		-0.17763805		-1.9295311		0.4081831		-0.7152662		-1.618186		-1.1847687		-0.88240814		-0.4575224		Yes		No		No		TA51577_4565		0		0		Ta.55336		0		0		0		0		TC383351		0		0

		A_99_P269986		6.074627		5.073954		3.2552044		2.4118125		5.38649		4.4879255		8.443778		3.4186783		3.5170517		3.7811253		6.3468394		4.6633363		-1.6112016		-1.5011089		36.468372		2.0095406		-5.8871737		-2.45008		8.524617		4.761855		-0.68813705		-0.5860286		5.188574		1.0068657		-2.5575752		-1.2928288		3.091635		2.2515237		No		Yes		Yes		TA72940_4565		0		0		0		0		0		0		0		TC423303		0		Rep: OJ991214_12.12 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC423303]

		A_99_P223721		6.5195503		6.9275374		9.487081		7.635574		8.055123		10.558247		10.26419		8.857707		8.748069		8.343682		10.429072		8.61036		2.8990355		12.386607		1.7136935		2.332914		4.686525		2.6687143		1.9211788		1.96535		1.535573		3.6307092		0.77710915		1.2221332		2.2285185		1.4161448		0.9419918		0.9747863		Yes		No		No		TA59604_4565		0		0		0		0		0		0		0		TC390993		0		Rep: 23.1kDa heat-shock protein - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC390993]

		A_99_P421512		8.669545		8.962265		8.1161		8.398836		8.280597		7.9023004		7.5376716		8.175994		8.119053		8.2722435		7.419857		8.234261		-1.3094386		-2.0848804		-1.4932221		-1.1670305		-1.4645854		-1.6133076		-1.6202801		-1.1208363		-0.38894844		-1.0599647		-0.57842875		-0.22284222		-0.5504923		-0.6900215		-0.6962433		-0.16457558		No		Yes		Yes		TA61292_4565		0		0		0		0		0		0		0		TC447768		0		Rep: Os02g0150300 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC447768]

		A_99_P098440		10.127372		9.764504		9.039834		9.202975		8.805518		8.680632		8.567858		7.2627883		8.79184		9.071312		8.264919		8.804977		-2.499871		-2.1197186		-1.3870082		-3.8375537		-2.5236857		-1.6168574		-1.7110889		-1.317678		-1.3218536		-1.0838728		-0.47197628		-1.940187		-1.3355322		-0.6931925		-0.77491474		-0.39799786		Yes		No		No		BE418479		0		BE418479		Ta.37200		0		0		0		0		TC379453		0		SCL034.C12R990602 ITEC SCL Wheat Leaf Library Triticum aestivum cDNA clone SCL034.C12, mRNA sequence [BE418479]

		A_99_P338906		9.700809		9.528579		9.828412		9.851422		10.377364		10.630639		9.831389		9.705928		10.713822		10.407275		10.143513		9.716274		1.5983193		2.1466103		1.0020659		-1.1061097		2.0181227		1.8387132		1.2440984		-1.0982054		0.67655563		1.1020603		0.0029773712		-0.14549446		1.0130138		0.87869644		0.31510067		-0.13514805		No		Yes		Yes		TA93274_4565		0		0		Ta.5117		0		0		0		0		TC397836		0		0

		A_99_P193993		13.327148		13.356338		13.45018		13.482757		13.591324		14.242799		14.26245		13.53568		13.622685		13.666252		14.519099		13.279223		1.2009494		1.8486362		1.7559724		1.0373647		1.2273418		1.2396343		2.097861		-1.151515		0.26417542		0.88646126		0.81227016		0.052923203		0.295537		0.3099146		1.0689192		-0.20353317		No		Yes		Yes		CJ802907		0		CJ802907		Ta.67489		0		0		0		0		0		0		CJ802907 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct27c15 5', mRNA sequence [CJ802907]

		A_99_P516227		6.016093		5.7250266		5.772344		5.9858227		8.067424		9.906517		8.133422		6.671768		9.693015		8.365731		8.778154		6.6564713		4.144882		18.144878		5.1375403		1.608756		12.789804		6.236362		8.032284		1.5917884		2.051331		4.1814904		2.3610778		0.6859455		3.6769223		2.6407046		3.0058103		0.6706486		Yes		Yes		Yes		CA659318		0		0		Ta.51433		0		0		0		0		TC410848		0		0

		A_99_P391837		4.29172		3.8908322		5.369905		5.6339355		2.5223505		4.2928457		6.3770833		5.51672		4.7879014		4.744661		6.859896		6.254322		-3.409049		1.3213508		2.0099761		-1.0846395		1.4104754		1.8072908		2.8088727		1.5372871		-1.7693694		0.40201354		1.0071783		-0.11721563		0.4961815		0.85382867		1.4899912		0.6203866		No		Yes		Yes		TA108441_4565		0		0		Ta.58229		0		0		0		0		TC403220		0		Rep: GRAB2 protein - Triticum sp, partial (52%) [TC403220]

		A_99_P267806		10.87928		10.794538		10.179698		10.150699		11.21198		11.721715		11.091607		10.769501		12.026662		11.306453		11.600544		10.653873		1.2593678		1.9015521		1.8815336		1.5355996		2.2151153		1.425942		2.6774247		1.4173291		0.33269978		0.9271774		0.9119091		0.6188021		1.1473818		0.5119152		1.420846		0.5031748		No		Yes		Yes		AJ867393		0		AJ867393		Ta.4908		606315		a2a		glycosyltransferase		0		TC374987		0		Triticum aestivum mRNA for glycosyltransferase (a2a gene) [AJ867393]

		A_99_P488397		11.27169		11.430748		11.208881		11.241763		12.288484		13.161757		12.555896		11.948188		13.130555		12.254582		12.933665		11.74173		2.0234165		3.3196		2.5438514		1.6317552		3.6272213		1.7701044		3.3053062		1.4141809		1.0167933		1.7310095		1.3470144		0.7064247		1.8588648		0.8238344		1.7247839		0.49996662		Yes		Yes		Yes		AK333421		0		AK333421		Ta.54563		0		0		0		0		TC370726		0		Triticum aestivum cDNA, clone: WT006_G23, cultivar: Chinese Spring [AK333421]

		A_99_P151972		7.848904		8.076523		8.947181		8.765743		7.970407		7.990917		7.8568764		8.393538		8.395678		7.9461		8.3199415		8.315164		1.0878675		-1.0611331		-2.1291895		-1.2943294		1.460815		-1.0946143		-1.5446063		-1.3665892		0.12150288		-0.08560562		-1.0903044		-0.37220478		0.54677343		-0.13042259		-0.6272392		-0.45057964		No		Yes		Yes		CJ833679		0		CJ833679		Ta.53223		0		0		0		0		TC408621		0		CJ833679 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal40l10 5', mRNA sequence [CJ833679]

		A_99_P560102		7.3717437		7.564045		6.632858		6.2729173		5.6931357		6.169478		3.1821537		5.1352286		5.7575545		5.4459457		2.50436		5.316611		-3.2011893		-2.6290963		-10.933657		-2.2002823		-3.061395		-4.341216		-17.49048		-1.940336		-1.678608		-1.394567		-3.450704		-1.1376886		-1.6141891		-2.1180992		-4.128498		-0.95630646		Yes		Yes		Yes		CA603407		0		0		Ta.16251		0		0		0		0		TC456055		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC456055]

		A_99_P443407		6.152284		6.2531466		6.956487		6.2533336		7.0591965		7.6430135		8.315776		6.8187966		8.388576		6.5460677		8.389321		6.3966517		1.8750283		2.620545		2.5655866		1.4798625		4.711843		1.2251183		2.6997657		1.1044424		0.9069123		1.3898668		1.3592887		0.56546307		2.2362914		0.29292107		1.4328341		0.14331818		Yes		Yes		Yes		TC398966		0		0		0		0		0		0		0		TC398966		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (6%) [TC398966]

		A_99_P018729		4.775612		3.7784884		7.9606476		7.298104		4.945814		3.415861		6.7138343		6.5531135		5.0969405		3.0259857		6.695015		6.7211347		1.1252162		-1.2857654		-2.3731666		-1.675963		1.2494807		-1.6847128		-2.4043262		-1.4917121		0.17020226		-0.3626275		-1.2468133		-0.74499035		0.32132864		-0.7525027		-1.2656326		-0.57696915		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P157362		14.836295		14.825789		16.454		15.89622		14.88129		14.499817		15.096002		15.434212		15.61256		14.701077		15.531234		15.245884		1.0316799		-1.2535092		-2.5632937		-1.3774581		1.7126913		-1.0902901		-1.8957473		-1.569534		0.044995308		-0.32597256		-1.3579988		-0.46200848		0.77626514		-0.12471199		-0.9227667		-0.65033627		No		Yes		Yes		AK333035		0		AK333035		Ta.54527		543394		PAL		inducible phenylalanine ammonia-lyase		0		TC389289		0		Triticum aestivum cDNA, clone: WT005_H19, cultivar: Chinese Spring [AK333035]

		A_99_P445137		5.1660905		4.524469		4.2033553		3.3786087		5.764726		5.6807537		5.455059		4.977445		7.15348		5.525328		5.7447705		4.8241315		1.5142839		2.2288272		2.3812246		3.028989		3.9651887		2.0011916		2.910799		2.723615		0.5986357		1.1562848		1.2517037		1.5988364		1.9873896		1.0008593		1.5414152		1.4455228		Yes		Yes		Yes		TA96488_4565		0		0		Ta.50600		0		0		0		0		TC400232		0		Rep: Os09g0499500 protein - Oryza sativa subsp. japonica (Rice), partial (28%) [TC400232]

		A_99_P301741		5.343992		4.9758954		5.3850207		5.304448		4.6050496		3.5252616		4.358464		2.5046158		3.4786112		3.7571533		3.2563736		3.0964434		-1.6689522		-2.733281		-2.0371568		-6.9635954		-3.6436415		-2.327437		-4.373072		-4.6203585		-0.7389426		-1.4506338		-1.026557		-2.7998323		-1.865381		-1.2187421		-2.128647		-2.2080047		Yes		No		No		TA82188_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P435387		11.315926		11.858631		11.474804		11.699477		10.564353		10.012737		10.300277		11.006284		10.219098		10.85599		9.764652		11.520935		-1.683627		-3.5947561		-2.2571888		-1.6168585		-2.1388385		-2.0036643		-3.2719522		-1.1317396		-0.7515726		-1.8458939		-1.1745272		-0.69319344		-1.0968275		-1.0026407		-1.7101517		-0.17854214		Yes		Yes		Yes		TA59541_4565		0		0		0		0		0		0		0		TC392880		0		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), complete [TC392880]

		A_99_P243886		12.028319		12.28593		12.905883		12.652489		11.768822		11.535975		11.588176		12.651474		11.924617		11.73608		11.774877		12.527158		-1.1970618		-1.6817394		-2.4926963		-1.0007036		-1.0745276		-1.463933		-2.1901145		-1.0907578		-0.25949764		-0.7499542		-1.3177071		-0.0010147095		-0.103702545		-0.5498495		-1.1310062		-0.12533092		No		Yes		Yes		TA65473_4565		0		0		Ta.54162		0		0		0		0		TC404136		0		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (67%) [TC404136]

		A_99_P398107		11.289021		11.577881		10.397163		11.009227		10.77874		10.5325365		9.888981		10.534709		10.525477		10.8854475		9.78647		10.438809		-1.4243273		-2.063859		-1.4222573		-1.3894538		-1.6976548		-1.6160069		-1.5269926		-1.4849532		-0.5102806		-1.0453444		-0.5081825		-0.47451782		-0.7635431		-0.69243336		-0.610693		-0.5704174		No		Yes		Yes		TA109973_4565		0		0		0		0		0		0		0		TC411631		0		Rep: Glycosyltransferase - Triticum aestivum (Wheat), partial (9%) [TC411631]

		A_99_P284181		7.348865		6.49756		8.627213		7.0129914		11.407325		12.822719		13.539814		11.695529		13.423802		11.219677		13.992469		9.72718		16.661654		80.17934		30.11899		25.679363		67.41218		26.393614		41.219536		6.5622387		4.0584598		6.3251586		4.9126015		4.6825376		6.0749373		4.722117		5.3652563		2.714188		Yes		Yes		Yes		TA77115_4565		0		0		0		0		0		0		0		TC437335		0		Rep: 50S ribosomal protein L9 - Novosphingobium aromaticivorans (strain DSM 12444), partial (8%) [TC437335]

		A_99_P234461		13.677658		13.941665		12.466491		13.264167		14.39629		15.489678		13.225681		13.83262		15.372745		15.0834465		14.055709		14.066994		1.6456206		2.9241426		1.6925408		1.4829324		3.237963		2.2065337		3.0088625		1.744516		0.71863174		1.5480137		0.75919056		0.56845284		1.6950865		1.1417818		1.5892181		0.8028269		Yes		Yes		Yes		TA62889_4565		0		0		Ta.54145		0		0		0		0		TC369577		0		0

		A_99_P256366		11.542663		11.076535		10.943146		11.626152		12.743149		15.324286		13.794724		13.690949		13.395709		13.403621		13.827016		13.272472		2.298171		18.997679		7.217898		4.183752		3.6126223		5.017906		7.3812757		3.1303422		1.2004862		4.247751		2.8515787		2.0647974		1.8530464		2.3270855		2.8838701		1.6463203		Yes		Yes		Yes		TA68936_4565		0		0		Ta.57262		0		0		0		0		TC441990		0		Rep: Phosphate transporter 6 - Hordeum vulgare var. distichum (Two-rowed barley), partial (24%) [TC441990]

		A_99_P107690		11.00384		9.375218		9.637447		9.195981		10.236174		8.206654		8.901394		8.834557		9.270148		8.785504		7.4475536		8.856369		-1.7025142		-2.2478797		-1.6656133		-1.2846937		-3.3257787		-1.5049484		-4.562719		-1.2654163		-0.7676668		-1.1685648		-0.73605347		-0.36142445		-1.7336922		-0.58971405		-2.1898937		-0.339612		Yes		No		No		CJ875123		0		CJ875123		Ta.40399		0		0		0		0		TC409724		0		CJ875123 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls18c07 5', mRNA sequence [CJ875123]

		A_99_P386442		8.542361		7.2354846		9.093116		9.066518		8.398419		6.9196143		7.8655496		8.666255		7.7759366		6.0356483		6.627935		8.790168		-1.10492		-1.2447623		-2.3417163		-1.3197483		-1.701049		-2.297136		-5.5219617		-1.2111269		-0.14394188		-0.31587029		-1.2275662		-0.40026283		-0.76642466		-1.1998363		-2.4651809		-0.27635002		Yes		Yes		Yes		TA107115_4565		0		0		0		0		0		0		0		TC392167		0		Rep: Galactose-binding like - Medicago truncatula (Barrel medic), partial (25%) [TC392167]

		A_99_P227991		7.840431		6.219916		3.6026752		4.981699		9.857216		9.942473		11.167424		9.559234		10.930636		10.2061		10.898998		7.693628		4.0468087		13.200837		189.32863		23.87675		8.516172		15.847513		157.18533		6.5519705		2.0167847		3.7225575		7.564749		4.5775347		3.0902052		3.9861846		7.296323		2.7119288		Yes		Yes		Yes		TA61042_4565		0		0		Ta.9226		0		0		0		0		TC415393		0		Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat), partial (87%) [TC415393]

		A_99_P322186		8.562278		8.802913		8.810237		9.18927		9.574885		10.133361		10.566461		9.159602		10.484115		9.725708		10.493399		9.271296		2.0175543		2.5148077		3.3781273		-1.0207771		3.7890518		1.895785		3.2113094		1.0585032		1.0126076		1.3304482		1.7562237		-0.029667854		1.9218369		0.9227953		1.6831617		0.08202553		Yes		No		No		TA88198_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P037774		10.967426		10.104699		7.1392136		10.54857		9.663316		8.016219		4.859738		8.96893		9.729644		9.057684		4.8478394		9.685361		-2.4693143		-4.2529974		-4.855015		-2.9889514		-2.3583577		-2.0662506		-4.8952217		-1.8190798		-1.3041105		-2.08848		-2.2794757		-1.5796394		-1.2377825		-1.0470152		-2.2913742		-0.8632088		Yes		No		No		BQ789310		0		BQ789310		Ta.14007		0		0		0		0		TC404434		0		WHE4160_A11_A22ZS Wheat CS whole plant cDNA library Triticum aestivum cDNA clone WHE4160_A11_A22, mRNA sequence [BQ789310]

		A_99_P099485		4.573014		2.8401635		3.0196955		3.623598		4.9136114		3.5914958		4.826963		5.9750934		4.984258		3.4693897		4.6763797		4.5295825		1.266281		1.6833466		3.4997878		5.1035295		1.3298323		1.5467352		3.1529105		1.8738227		0.34059763		0.7513323		1.8072674		2.3514953		0.4112444		0.6292262		1.6566842		0.9059844		Yes		No		No		DR735328		0		DR735328		Ta.37585		0		0		0		0		TC384684		0		FGAS080998 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735328]

		A_99_P168609		6.0012665		7.177503		6.1113963		5.345825		6.367602		7.0580726		7.1918015		6.262796		6.2843304		7.2174773		7.179535		6.221975		1.2890743		-1.086306		2.11463		1.8881465		1.2167763		1.0280955		2.0967264		1.8354702		0.3663354		-0.11943054		1.0804052		0.91697073		0.2830639		0.039974213		1.0681386		0.87614965		No		Yes		Yes		TA76969_4565		0		0		0		0		0		0		0		TC390058		0		Rep: 14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot), partial (66%) [TC390058]

		A_99_P440867		10.010364		9.023171		7.5598264		9.083159		9.273117		7.8340263		5.6046453		8.520069		8.84188		8.409317		5.473797		8.691799		-1.6669912		-2.280176		-3.877646		-1.4774306		-2.2477534		-1.5303423		-4.2457795		-1.3116295		-0.7372465		-1.1891451		-1.9551811		-0.5630903		-1.1684837		-0.6138544		-2.0860295		-0.39136028		Yes		Yes		Yes		TC397051		0		0		0		0		0		0		0		TC397051		0		Rep: Os01g0202500 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC397051]

		A_99_P318411		9.997872		9.787875		9.351072		9.74738		10.898862		11.69782		10.686933		10.0583105		11.84488		11.007762		11.138272		10.009457		1.8673463		3.7579465		2.5242596		1.2405074		3.5975325		2.3292844		3.4514437		1.1992034		0.90098953		1.9099445		1.3358603		0.31093025		1.8470078		1.2198868		1.7872		0.26207638		Yes		Yes		Yes		TA87068_4565		0		0		0		0		0		0		0		TC429363		0		Rep: Chromosome chr8 scaffold_41, whole genome shotgun sequence - Vitis vinifera (Grape), partial (73%) [TC429363]

		A_99_P424237		10.64698		10.721287		10.595616		10.397229		10.58648		9.940007		9.4166155		9.961665		10.225517		10.047996		8.764527		10.219433		-1.0428272		-1.7186545		-2.2641993		-1.3524395		-1.339285		-1.5947068		-3.5580554		-1.1311548		-0.060500145		-0.78127956		-1.1790009		-0.43556404		-0.421463		-0.6732912		-1.831089		-0.17779636		No		Yes		Yes		AK332757		0		AK332757		Ta.13966		0		0		0		0		TC384113		0		Triticum aestivum cDNA, clone: WT004_M18, cultivar: Chinese Spring [AK332757]

		A_99_P311881		10.217406		10.146756		12.570598		10.848727		9.255211		8.94365		11.403371		11.107924		9.234924		9.41924		11.273852		11.123066		-1.9482723		-2.3023481		-2.245796		1.1968126		-1.9758617		-1.6557859		-2.4567401		1.2094396		-0.9621954		-1.2031059		-1.1672268		0.25919724		-0.98248196		-0.7275162		-1.2967453		0.27433872		No		Yes		Yes		TA85184_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P553312		10.475658		10.304866		10.051721		9.8952		9.997607		8.944651		8.821832		9.565135		9.777822		9.705642		8.750861		9.456019		-1.3928609		-2.5672348		-2.3454893		-1.2570698		-1.6220709		-1.5149016		-2.463756		-1.3558339		-0.4780512		-1.3602152		-1.2298889		-0.33006477		-0.6978369		-0.5992241		-1.3008595		-0.43918037		No		Yes		Yes		CA652789		0		0		Ta.37357		0		0		0		0		TC453550		0		0

		A_99_P422077		12.359096		12.290099		11.51537		11.308024		11.541328		11.005402		10.181897		9.66583		10.809932		11.41671		9.623441		11.115573		-1.7626758		-2.4363096		-2.5200865		-3.1214032		-2.9264748		-1.8319616		-3.7113128		-1.1427038		-0.81776714		-1.2846975		-1.3334732		-1.6421947		-1.5491638		-0.87338924		-1.8919296		-0.19245148		Yes		No		No		BE417913		0		0		Ta.23158		0		0		0		0		TC382324		0		Rep: Phosphoribulokinase, chloroplast precursor - Triticum aestivum (Wheat), partial (52%) [TC382324]

		A_99_P482037		12.698291		12.079745		10.946357		10.692567		11.184345		10.556748		10.18084		9.979563		10.879033		11.304348		10.130931		10.948977		-2.8559003		-2.8738742		-1.6999794		-1.6392139		-3.5289958		-1.7116613		-1.7598176		1.1945031		-1.5139456		-1.5229969		-0.76551723		-0.7130041		-1.8192577		-0.7753973		-0.8154259		0.2564106		Yes		No		No		TC423208		0		0		0		0		0		0		0		TC423208		GO:0009536(plastid)		Rep: Chromosome chr2 scaffold_176, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC423208]

		A_99_P259841		7.255834		7.694017		4.9038243		6.4395394		6.299049		5.909838		3.754977		5.373495		5.972866		6.3564363		3.784362		5.5930786		-1.94098		-3.4442234		-2.2173667		-2.093685		-2.4333909		-2.5272715		-2.1726596		-1.7980845		-0.9567852		-1.7841787		-1.1488473		-1.0660443		-1.282968		-1.3375807		-1.1194623		-0.8464608		Yes		No		No		AK331590		0		AK331590		Ta.18179		100037566		LOC100037566		fasciclin-like protein FLA3		0		TC395870		0		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		A_99_P286451		8.559426		8.383563		9.114878		8.593051		9.631997		10.569924		10.563129		9.092647		10.014217		9.831975		10.95621		9.225321		2.1031778		4.551561		2.7287717		1.4138173		2.7411685		2.7290747		3.5834084		1.5500017		1.0725708		2.1863613		1.4482517		0.49959564		1.4547911		1.448412		1.8413324		0.63226986		Yes		Yes		Yes		TA77756_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P438737		3.5491002		2.7667797		1.5013179		2.5112803		7.784014		7.1057777		10.87191		5.5694737		9.232299		8.358032		10.719581		4.9236054		18.829384		20.238043		661.9563		8.329289		51.38228		48.209724		595.6259		5.3233156		4.234914		4.338998		9.370592		3.0581934		5.683199		5.5912523		9.218263		2.4123251		Yes		Yes		Yes		TA60080_4565		0		0		Ta.5385		0		0		0		0		TC395358		0		0

		A_99_P327266		8.304678		7.883491		7.543118		6.834818		7.610088		6.65357		5.939209		6.433253		7.554697		7.2886453		6.1174774		6.4398637		-1.6184245		-2.3455412		-3.039658		-1.3209401		-1.6817706		-1.5103111		-2.6863375		-1.314901		-0.6945901		-1.2299209		-1.603909		-0.40156507		-0.7499809		-0.5948458		-1.4256406		-0.3949542		No		Yes		Yes		TA89727_4565		0		0		0		0		0		0		0		TC458860		0		0

		A_99_P443212		12.50402		12.29277		10.665278		10.372443		11.145122		10.7752695		9.956544		9.251329		10.926921		11.587944		9.935576		10.722056		-2.564892		-2.8629467		-1.6343699		-2.1751482		-2.9836924		-1.6299485		-1.6582965		1.2742189		-1.3588982		-1.5175009		-0.7087345		-1.1211138		-1.5770988		-0.70482635		-0.729702		0.3496132		Yes		No		No		TC398832		0		0		0		0		0		0		0		TC398832		0		Rep: Hydroxyproline-rich glycoprotein-like - Oryza sativa subsp. japonica (Rice), partial (35%) [TC398832]

		A_99_P286341		5.2942753		5.03495		4.9352736		5.069368		4.4648404		4.2680316		4.661445		4.0743976		4.172051		4.491115		4.0590425		3.9550686		-1.7769891		-1.701631		-1.2090119		-1.9930395		-2.1768234		-1.4578424		-1.8355739		-2.1648984		-0.8294349		-0.7669182		-0.2738285		-0.9949703		-1.1222243		-0.5438347		-0.8762312		-1.1142993		No		Yes		Yes		TA77730_4565		0		0		Ta.2889		0		0		0		0		TC386151		0		Rep: At2g43670 - Arabidopsis thaliana (Mouse-ear cress), partial (69%) [TC386151]

		A_99_P545547		7.2118626		5.913801		7.0728054		6.578174		11.198575		11.128444		10.769772		7.3466697		12.893483		10.374501		11.389037		7.619268		15.8533125		37.133324		12.968738		1.7034924		51.326096		22.01935		19.921186		2.0577872		3.9867125		5.2146425		3.6969662		0.76849556		5.6816206		4.4607		4.3162317		1.0410938		Yes		Yes		Yes		TC450569		0		0		0		0		0		0		0		TC450569		0		0

		A_99_P533722		10.303181		9.904958		9.291776		9.917174		9.394778		9.202475		8.004712		8.155862		9.282257		9.413526		7.982949		9.36552		-1.8769659		-1.6273034		-2.4403086		-3.390064		-2.0292177		-1.4058398		-2.4774		-1.465766		-0.90840244		-0.7024832		-1.2870636		-1.7613125		-1.0209236		-0.4914322		-1.3088269		-0.5516548		Yes		No		No		TC446080		0		0		0		0		0		0		0		TC446080		0		Rep: Os07g0143000 protein - Oryza sativa subsp. japonica (Rice), partial (23%) [TC446080]

		A_99_P163797		6.9385743		6.2425117		7.1990094		7.041479		6.766084		5.72389		6.475823		5.505848		5.6516604		5.8438625		5.3812623		5.818868		-1.127002		-1.4325862		-1.6508242		-2.8991525		-2.4400554		-1.3182731		-3.5253026		-2.3336868		-0.17249012		-0.5186219		-0.7231865		-1.5356312		-1.2869139		-0.39864922		-1.8177471		-1.222611		Yes		No		No		CV771415		0		CV771415		Ta.55965		0		0		0		0		TC385429		0		FGAS065808 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771415]

		A_99_P518057		11.063092		9.370804		10.057187		9.745069		12.707619		13.792394		13.294242		10.66093		14.181674		12.29691		13.861405		10.464233		3.1264522		21.430445		9.428674		1.8866949		8.685337		7.600564		13.969595		1.6462288		1.6445265		4.42159		3.2370548		0.9158611		3.1185818		2.9261065		3.8042183		0.71916485		Yes		Yes		Yes		CD870161		0		CD870161		Ta.67029		0		0		0		0		TC439736		0		AZO2.113K07F010115 AZO2 Triticum aestivum cDNA clone AZO2113K07, mRNA sequence [CD870161]

		A_99_P234096		5.2320046		5.355678		7.420543		7.5744057		3.8800638		3.5119972		6.364408		6.229509		4.836907		4.170351		6.5120034		6.7978597		-2.552553		-3.589246		-2.0793538		-2.5401204		-1.3150319		-2.2741494		-1.8771446		-1.7130247		-1.3519409		-1.8436809		-1.0561352		-1.3448968		-0.39509773		-1.185327		-0.9085398		-0.776546		Yes		Yes		Yes		TA62776_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P312741		4.5150027		5.202166		4.730736		3.5443275		3.4054754		3.823783		2.4154246		3.2509992		3.5192358		4.8983974		3.3962135		2.6127498		-2.1577494		-2.5997684		-4.97712		-1.2254641		-1.9941403		-1.2343646		-2.5219195		-1.9073607		-1.1095273		-1.3783832		-2.3153112		-0.2933283		-0.9957669		-0.30376863		-1.3345222		-0.9315777		Yes		No		No		AK332083		0		AK332083		Ta.16304		0		0		0		0		TC450371		0		Triticum aestivum cDNA, clone: WT003_B16, cultivar: Chinese Spring [AK332083]

		A_99_P337261		9.317654		8.515102		7.4028306		8.435376		9.818642		10.817738		9.330593		8.627045		10.936755		9.986728		9.416866		8.893054		1.4151824		4.933581		3.8046467		1.1420838		3.0718367		2.7733417		4.039105		1.3733295		0.500988		2.3026352		1.9277625		0.19166851		1.6191015		1.4716253		2.0140357		0.45767784		Yes		Yes		Yes		TA92767_4565		0		0		0		0		0		0		0		TC410325		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (21%) [TC410325]

		A_99_P279341		4.3354573		5.4305973		3.911074		4.904733		3.0275555		3.3136022		1.9164642		3.2771873		3.9273446		3.839114		1.8754274		3.614722		-2.4758122		-4.337895		-3.9850829		-3.0898693		-1.3269489		-3.0135903		-4.100064		-2.4452994		-1.3079019		-2.116995		-1.9946097		-1.6275458		-0.40811276		-1.5914834		-2.0356464		-1.2900112		Yes		No		No		TA75688_4565		0		0		0		0		0		0		0		TC393008		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC393008]

		A_99_P297516		9.518579		10.288575		9.030459		8.61953		8.033229		9.084447		7.8832		7.558205		7.8623734		9.716413		7.446284		8.833202		-2.7998502		-2.30398		-2.2149272		-2.0868466		-3.1518638		-1.4867506		-2.9983642		1.1596365		-1.4853497		-1.2041283		-1.1472592		-1.0613246		-1.6562052		-0.5721626		-1.5841756		0.21367264		Yes		No		No		TA80953_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P402827		6.8204637		6.098217		4.8181767		5.261214		7.743913		8.36098		7.288465		6.1922975		7.9780297		7.9952736		7.749229		6.6564865		1.8966448		4.799097		5.541545		1.9067076		2.2308075		3.7245255		7.626664		2.6303828		0.9234495		2.262763		2.4702883		0.9310837		1.1575661		1.8970566		2.9310522		1.3952727		Yes		Yes		Yes		TA111126_4565		0		0		0		0		0		0		0		TC455767		0		Rep: Chromosome chr1 scaffold_75, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC455767]

		A_99_P151302		5.051542		4.6451926		5.6052155		6.3180737		5.5094333		5.1809473		7.5388856		7.6285653		5.666176		4.5635924		6.700917		7.475164		1.3735329		1.4497004		3.820258		2.4802604		1.5311695		-1.0581911		2.1371694		2.2300718		0.45789146		0.5357547		1.93367		1.3104916		0.61463404		-0.08160019		1.0957012		1.1570902		Yes		No		No		TC453016		0		0		0		0		0		0		0		TC453016		0		0

		A_99_P037399		3.8496926		3.18634		3.4457653		4.2099285		4.782994		5.3385086		5.6962075		5.5102363		4.71125		5.043332		6.3763423		4.6297517		1.9096407		4.444954		4.758287		2.462814		1.8169985		3.622516		7.6241527		1.3377635		0.9333012		2.1521685		2.2504423		1.3003078		0.86155725		1.856992		2.930577		0.41982317		Yes		Yes		Yes		AL830777		0		AL830777		Ta.13879		0		0		0		0		0		0		AL830777 q:242 Triticum aestivum cDNA clone H08_q242_plate_11, mRNA sequence [AL830777]

		A_99_P554727		6.875776		5.8721976		5.134691		5.484984		8.416905		8.929187		7.324236		6.225536		8.668335		8.340584		7.3650894		5.7272077		2.9102228		8.32234		4.561615		1.670815		3.4642887		5.5342436		4.6926346		1.1828145		1.5411296		3.0569892		2.1895447		0.74055195		1.7925591		2.4683862		2.2303982		0.24222374		Yes		Yes		Yes		TC454099		0		0		0		0		0		0		0		TC454099		0		Rep: WRKY transcription factor - Triticum aestivum (Wheat), partial (7%) [TC454099]

		A_99_P418817		5.068974		2.9572637		4.0147204		2.972437		7.7688317		9.757749		9.6243515		7.4451795		9.865823		8.158408		9.85263		6.876925		6.4973783		111.46791		48.827805		22.20392		27.796837		36.787514		57.19865		14.975041		2.6998577		6.8004847		5.609631		4.4727426		4.796849		5.201144		5.837909		3.904488		Yes		Yes		Yes		TC379710		0		0		0		0		0		0		0		TC379710		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: MGC148775 protein - Bos taurus (Bovine), partial (7%) [TC379710]

		A_99_P411432		11.129598		11.114174		10.434899		12.07729		10.171597		9.859206		9.625831		10.658553		10.327626		10.582225		8.970004		11.63915		-1.9426165		-2.3866181		-1.7520801		-2.6735125		-1.743482		-1.4458812		-2.7604342		-1.3548564		-0.95800114		-1.2549677		-0.8090687		-1.4187365		-0.80197144		-0.53194904		-1.4648952		-0.43813992		Yes		No		No		TA59278_4565		0		0		Ta.55567		0		0		0		0		TC373469		0		0

		A_99_P196631		7.5512834		7.245272		7.713366		7.426912		8.870877		9.567941		13.593181		10.7028475		10.096538		10.3708935		13.508171		9.786942		2.4959583		5.002567		58.88444		9.686233		5.83711		8.727819		55.514973		5.133809		1.3195939		2.3226686		5.8798146		3.2759356		2.5452542		3.1256213		5.794805		2.3600297		Yes		Yes		Yes		CJ852491		0		CJ852491		Ta.63618		0		0		0		0		TC377752		0		CJ852491 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal25b01 5', mRNA sequence [CJ852491]

		A_99_P129195		4.962522		6.897709		4.6710033		5.2156568		2.639308		4.789247		5.2505183		4.0877724		3.2333963		5.8721313		3.8087037		5.028036		-5.004459		-4.312313		1.4943467		-2.1853805		-3.3152685		-2.0357742		-1.8179338		-1.1388838		-2.323214		-2.1084619		0.579515		-1.1278844		-1.7291257		-1.0255775		-0.8622997		-0.18762064		Yes		No		No		AB252145		0		AB252145		Ta.47047		780576		Tamyb2		myb-related protein		0		NP9351438		0		Triticum aestivum Tamyb2 mRNA for myb-related protein, complete cds [AB252145]

		A_99_P517852		7.26938		6.858532		5.6243615		6.2781377		7.3659034		7.9294457		6.8392525		6.955599		8.459885		7.9752555		7.466189		7.1530604		1.0691937		2.1007636		2.3212323		1.5993228		2.2823255		2.1685393		3.5846379		1.8339099		0.096523285		1.0709138		1.214891		0.67746115		1.1905046		1.1167235		1.8418274		0.87492275		Yes		Yes		Yes		TC439618		0		0		0		0		0		0		0		TC439618		0		0

		A_99_P310011		3.9051216		3.462055		4.720688		4.127566		3.6944773		2.3158462		2.6527333		1.9305598		3.6824224		2.587226		2.2982466		3.0313585		-1.1572049		-2.213315		-4.192918		-4.5852685		-1.1669147		-1.8337908		-5.3607736		-2.1379192		-0.21064425		-1.1462088		-2.0679545		-2.1970062		-0.22269917		-0.87482905		-2.4224412		-1.0962074		Yes		No		No		TA84652_4565		0		0		0		0		0		0		0		TC415039		0		Rep: D-alanine--D-alanine ligase family - Arabidopsis thaliana, partial (23%) [TC415039]

		A_99_P531982		10.1558695		10.300802		10.321347		9.855661		9.681195		9.0658455		9.269376		9.328895		9.163468		9.842607		8.991021		9.395202		-1.3896044		-2.3537428		-2.0733612		-1.4406968		-1.9894934		-1.3738226		-2.514595		-1.3759803		-0.47467422		-1.2349567		-1.0519714		-0.5267668		-0.9924011		-0.4581957		-1.3303261		-0.4604597		No		Yes		Yes		TA66621_4565		0		0		Ta.9309		0		0		0		0		TC445293		0		Rep: Conserved domain protein - Burkholderia mallei (strain NCTC 10229), partial (20%) [TC445293]

		A_99_P361766		4.938003		4.0591474		5.477363		5.1534534		4.508377		3.1867392		3.772123		3.0152943		2.3464108		3.1682243		3.1090422		2.5906115		-1.3468844		-1.8307161		-3.2608318		-4.4019995		-6.027636		-1.8543621		-5.1633983		-5.9087048		-0.429626		-0.87240815		-1.70524		-2.138159		-2.5915923		-0.890923		-2.368321		-2.562842		Yes		No		No		TA100615_4565		0		0		0		0		0		0		0		TC444789		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC444789]

		A_99_P305746		12.4503355		12.500458		11.825378		11.642212		11.291935		11.055276		10.307204		10.165233		11.061126		11.407012		9.906793		11.584462		-2.2320983		-2.7229714		-2.8642833		-2.7836528		-2.6193516		-2.1338308		-3.7805228		-1.040841		-1.1584005		-1.4451818		-1.5181742		-1.4769793		-1.3892097		-1.0934458		-1.9185858		-0.05774975		Yes		No		No		TA83394_4565		0		0		0		0		0		0		0		TC372503		0		Rep: Chromosome chr8 scaffold_23, whole genome shotgun sequence - Vitis vinifera (Grape), partial (71%) [TC372503]

		A_99_P531292		4.166261		4.476084		3.7883472		4.129769		4.6059775		4.933697		5.2172985		4.92824		3.7745278		4.64892		4.9179306		4.584698		1.3563377		1.3732678		2.6925092		1.7392569		-1.3119688		1.1272721		2.1879554		1.3707157		0.43971634		0.457613		1.4289513		0.798471		-0.3917334		0.17283583		1.1295834		0.45492935		No		Yes		Yes		TA98885_4565		0		0		0		0		0		0		0		TC445084		0		0

		A_99_P153152		4.3643804		4.442675		4.273941		4.012989		3.9612339		3.6757019		3.87066		2.1036222		3.4458313		3.3123837		3.4058933		2.7100315		-1.3223889		-1.7016959		-1.3225121		-3.756442		-1.8902134		-2.1890297		-1.8251914		-2.4673417		-0.4031465		-0.76697326		-0.40328097		-1.9093668		-0.91854906		-1.1302915		-0.8680477		-1.3029575		Yes		No		No		CJ885483		0		CJ885483		Ta.53497		0		0		0		0		0		0		CJ885483 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls12n22 3', mRNA sequence [CJ885483]

		A_99_P205931		10.106119		10.283423		8.580754		9.117248		10.228131		11.226844		10.999881		10.214119		11.266355		10.139045		11.438735		9.435912		1.0882516		1.9230822		5.348471		2.1389034		2.2349389		-1.1052545		7.2499986		1.2471756		0.12201214		0.9434204		2.4191265		1.0968714		1.1602354		-0.14437866		2.8579807		0.31866455		Yes		Yes		Yes		TA52840_4565		0		0		Ta.36207		0		0		0		0		TC457520		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC457520]

		A_99_P348206		5.8008995		6.0719113		6.1410866		6.4298425		6.703152		7.755293		7.3216743		6.5924706		7.4347095		7.1006227		7.5927157		6.366993		1.868982		3.211799		2.266691		1.1193243		3.1033149		2.040201		2.7351675		-1.0445268		0.9022527		1.6833816		1.1805878		0.16262817		1.63381		1.0287113		1.4516292		-0.06284952		Yes		Yes		Yes		CN011808		0		CN011808		Ta.50132		0		0		0		0		TC443531		0		WHE3889_A07_B13ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3889_A07_B13, mRNA sequence [CN011808]

		A_99_P482892		5.956259		5.73469		4.9372478		5.2253685		4.6757436		4.5072474		4.306893		3.69293		5.134646		5.268065		4.4346986		4.9554276		-2.4292572		-2.3415158		-1.5479457		-2.8927438		-1.7673807		-1.3818731		-1.4167147		-1.2057585		-1.2805152		-1.2274427		-0.6303549		-1.5324385		-0.82161283		-0.4666252		-0.5025492		-0.26994085		Yes		No		No		TC423593		0		0		0		0		0		0		0		TC423593		0		Rep: Brassinosteroid biosynthesis-like protein - Zea mays (Maize), partial (30%) [TC423593]

		A_99_P282996		11.499862		11.240523		10.149841		9.509643		10.002058		9.79662		9.208519		8.185201		9.983779		10.380574		9.132113		9.599192		-2.8241246		-2.7205586		-1.9202875		-2.50436		-2.8601341		-1.8149743		-2.0247276		1.0640376		-1.4978037		-1.443903		-0.9413223		-1.3244419		-1.5160828		-0.8599491		-1.0177279		0.089549065		Yes		No		No		TA76774_4565		0		0		0		0		0		0		0		TC423000		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC423000]

		A_99_P014319		6.7985005		6.7579865		7.2420654		6.91544		6.48436		5.9013524		6.221226		5.754332		5.587675		5.4410076		5.506418		5.5075207		-1.2432706		-1.8108087		-2.029099		-2.2362912		-2.3147004		-2.4914384		-3.3302886		-2.653542		-0.31414032		-0.85663414		-1.0208392		-1.161108		-1.2108254		-1.3169789		-1.7356472		-1.4079194		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P317721		6.2852883		6.288221		7.7967644		6.517395		5.620586		6.1285644		6.543598		6.640814		6.527225		5.7305884		6.8452682		6.3276343		-1.5852412		-1.1170212		-2.3836398		1.0893131		1.182579		-1.4718518		-1.9338771		-1.1405745		-0.6647024		-0.15965652		-1.2531662		0.12341881		0.24193668		-0.55763245		-0.9514961		-0.18976068		No		Yes		Yes		TA86874_4565		0		0		0		0		0		0		0		TC431775		0		0

		A_99_P211901		12.189044		11.989384		8.825034		8.913096		11.426793		10.576935		6.172916		10.423691		11.328602		9.779493		5.0504537		8.948823		-1.6961349		-2.6618862		-6.2858953		2.849274		-1.8155947		-4.626401		-13.68554		1.0250729		-0.7622509		-1.4124489		-2.6521182		1.5105944		-0.86044216		-2.2098904		-3.7745805		0.035726547		Yes		Yes		Yes		TA54762_4565		0		0		0		0		0		0		0		TC445077		0		Rep: Low temperature-induced protein lt101.1 - Hordeum vulgare (Barley), complete [TC445077]

		A_99_P433062		11.794137		12.086749		11.880374		11.60534		11.380778		11.4041815		10.229205		11.206088		11.532871		11.334306		10.46453		11.09521		-1.3317827		-1.6049937		-3.14088		-1.3188239		-1.1985297		-1.6846435		-2.6681578		-1.4241785		-0.4133587		-0.6825676		-1.6511688		-0.39925194		-0.26126575		-0.7524433		-1.415844		-0.5101299		No		Yes		Yes		BJ278820		0		0		Ta.1593		0		0		0		0		TC390923		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (85%) [TC390923]

		A_99_P097355		7.05839		6.768122		7.2588906		6.6888213		5.7759414		6.3532567		5.830086		6.167227		5.7394624		6.4704323		5.7349973		6.0535827		-2.4325151		-1.3331743		-2.692235		-1.435541		-2.4948063		-1.2291746		-2.8756604		-1.5531946		-1.2824488		-0.4148655		-1.4288044		-0.5215945		-1.3189278		-0.2976899		-1.5238934		-0.63523865		No		Yes		Yes		CA650746		0		CA650746		Ta.36788		100192145		LOC100192145		WRKY8 transcription factor		0		TC426191		0		wre1n.pk159.b3 wre1n Triticum aestivum cDNA clone wre1n.pk159.b3 5' end, mRNA sequence [CA650746]

		A_99_P505037		4.3740325		4.993365		4.011372		4.1066384		4.869434		5.8689218		5.021603		4.3768497		4.703791		5.586495		5.2374864		4.5366464		1.4097129		1.8347162		2.0142336		1.2059844		1.2568032		1.5085161		2.3393607		1.347241		0.49540138		0.87555695		1.010231		0.27021122		0.32975864		0.5931301		1.2261143		0.43000793		No		Yes		Yes		BQ170086		0		0		Ta.11429		0		0		0		0		TC433938		0		Rep: RabGAP/TBC domain-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (40%) [TC433938]

		A_99_P259481		6.472816		7.093554		7.2327995		7.296496		8.278968		9.964325		9.275664		6.89254		8.612478		8.441563		9.372237		6.679199		3.4970825		7.3145595		4.12063		-1.3231311		4.4065886		2.5456052		4.405903		-1.5339981		1.8061519		2.870771		2.0428648		-0.40395594		2.1396623		1.3480086		2.1394377		-0.6172967		Yes		Yes		Yes		TA69857_4565		0		0		0		0		0		0		0		TC409383		0		Rep: Chromosome chr4 scaffold_6, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC409383]

		A_99_P302456		3.6322296		3.6268213		3.646592		2.9614332		4.5729465		5.635511		5.119919		4.633224		5.1597824		4.5636163		5.3833694		3.7322352		1.919482		4.0241656		2.7766147		3.1860983		2.8829641		1.9142709		3.3328989		1.706218		0.940717		2.0086896		1.4733269		1.6717908		1.5275528		0.936795		1.7367775		0.770802		Yes		Yes		Yes		TA82394_4565		0		0		Ta.7387		0		0		0		0		TC378460		0		0

		A_99_P175869		8.498584		8.293433		7.5306344		8.268015		7.108771		7.223783		6.4959245		6.721659		7.271029		7.499731		6.4250293		8.014816		-2.620447		-2.0989244		-2.0487018		-2.920784		-2.3416977		-1.7335172		-2.1518912		-1.1918466		-1.389813		-1.0696502		-1.0347099		-1.5463557		-1.2275548		-0.7937021		-1.1056051		-0.25319862		Yes		No		No		CK206055		0		CK206055		Ta.58755		0		0		0		0		TC411675		0		FGAS017630 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206055]

		A_99_P437347		5.3833117		3.3173244		6.1261973		2.804305		5.0358133		3.3488026		2.0574179		1.7370437		4.7125287		1.5485612		2.8287303		1.7588943		-1.2723525		1.0220587		-16.781263		-2.0954518		-1.5919368		-3.407617		-9.831878		-2.0639539		-0.34749842		0.031478167		-4.0687795		-1.0672613		-0.67078304		-1.7687632		-3.297467		-1.0454108		Yes		No		No		CD867837		0		0		Ta.37977		0		0		0		0		TC394325		0		Rep: Probable nicotianamine synthase 2 - Hordeum vulgare (Barley), partial (41%) [TC394325]

		A_99_P237176		10.885436		11.510146		10.666209		12.1266365		11.98631		15.196677		14.620747		11.975311		12.658966		14.487053		14.722386		12.062683		2.1448457		12.875273		15.503665		-1.1105891		3.4188948		7.8729634		16.635313		-1.0453264		1.100874		3.686531		3.9545374		-0.15132523		1.77353		2.9769068		4.056177		-0.0639534		Yes		Yes		Yes		TA63632_4565		0		0		Ta.796		0		0		0		0		TC439870		0		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), partial (44%) [TC439870]

		A_99_P364371		6.1944847		7.204001		2.8921337		3.5859544		6.414225		8.71582		10.012877		7.7352843		7.771702		8.499322		10.097111		7.7229495		1.164524		2.8516943		139.1738		17.744871		2.983937		2.454316		147.5415		17.593801		0.21974039		1.5118194		7.1207438		4.14933		1.5772171		1.295321		7.204977		4.1369953		Yes		Yes		Yes		TA101476_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P470082		6.210066		6.324161		6.7795815		6.32769		5.8490024		4.877989		5.974149		4.671727		4.3542695		5.605355		4.7833667		4.7791247		-1.2843723		-2.7248414		-1.7476695		-3.1513345		-3.619515		-1.6458197		-3.9895191		-2.925261		-0.36106348		-1.4461722		-0.8054323		-1.655963		-1.8557963		-0.71880627		-1.9962149		-1.5485654		Yes		No		No		TC416614		0		0		0		0		0		0		0		TC416614		0		Rep: Os01g0266400 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC416614]

		A_99_P425697		7.9281573		7.7856164		9.562768		9.624156		8.000374		7.3113613		8.147678		8.954879		7.5604		7.0055213		7.892695		9.217534		1.0513307		-1.3892007		-2.666763		-1.590276		-1.2903454		-1.717244		-3.182307		-1.3255783		0.07221651		-0.47425508		-1.4150896		-0.6692772		-0.36775732		-0.7800951		-1.670073		-0.40662193		No		Yes		Yes		TC385284		0		0		0		0		0		0		0		TC385284		0		Rep: Cis-prenyltransferase - Periploca sepium, partial (44%) [TC385284]

		A_99_P383972		7.3621535		7.4240417		6.9333367		6.8582826		5.654533		5.712889		5.81498		5.706288		5.965284		6.524446		5.690641		6.700274		-3.266217		-3.2742229		-2.1709955		-2.2222092		-2.633296		-1.8655431		-2.366403		-1.1157459		-1.7076206		-1.7111526		-1.1183567		-1.1519947		-1.3968697		-0.89959574		-1.2426958		-0.15800858		Yes		No		No		TA106508_4565		0		0		0		0		0		0		0		TC395895		0		Rep: Os02g0565400 protein - Oryza sativa subsp. japonica (Rice), partial (78%) [TC395895]

		A_99_P397607		2.2172174		1.6272125		1.6267301		1.6352706		2.1737158		2.0238898		4.9181633		2.2756732		4.3442206		2.1909144		5.5707984		2.4001577		-1.0306122		1.3164724		9.790845		1.5587641		4.368092		1.4780569		15.391569		1.699237		-0.043501616		0.39667726		3.2914333		0.64040256		2.1270032		0.56370187		3.9440684		0.7648871		Yes		Yes		Yes		TA109847_4565		0		0		0		0		0		0		0		TC435678		0		Rep: Ubiquitin-activating enzyme E1 1 - Triticum aestivum (Wheat), partial (4%) [TC435678]

		A_99_P310886		8.059283		6.438029		6.0893674		5.7047963		7.080622		5.1255903		5.7325044		5.63118		6.340849		5.825859		3.730677		5.751164		-1.9706357		-2.4836097		-1.2806382		-1.0523514		-3.2907908		-1.5285563		-5.129046		1.0326617		-0.97866106		-1.3124385		-0.35686302		-0.073616505		-1.7184343		-0.61216974		-2.3586905		0.046367645		Yes		No		No		TA84918_4565		0		0		0		0		0		0		0		TC387352		0		Rep: AGAP000003-PA - Anopheles gambiae str. PEST, partial (9%) [TC387352]

		A_99_P196468		5.07163		4.8301044		4.610788		3.7714264		6.2888455		7.5153565		6.814701		6.0834045		7.3288026		6.5520053		6.8287654		5.2757854		2.3249755		6.431932		4.6072736		4.965635		4.7805367		3.2987077		4.6524076		2.836986		1.2172155		2.6852522		2.2039132		2.311978		2.2571726		1.7219009		2.2179775		1.504359		Yes		Yes		Yes		CV778554		0		CV778554		Ta.63576		100192148		LOC100192148		WRKY12 transcription factor		0		TC460453		0		FGAS072963 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV778554]

		A_99_P460772		7.176926		5.7996273		6.3316784		6.133367		9.203259		9.843971		9.779372		8.446203		10.173614		9.324481		10.119266		8.481477		4.073682		16.499426		10.910867		4.968589		7.9816523		11.510302		13.809481		5.091567		2.0263333		4.044344		3.4476938		2.3128362		2.9966874		3.5248537		3.7875872		2.3481097		Yes		Yes		Yes		BG908904		0		0		0		0		0		0		0		TC411005		0		0

		A_99_P516742		5.6793237		5.561233		5.976187		5.88464		4.7347016		4.101489		4.5773654		4.232632		4.0372753		4.23315		4.070572		4.569634		-1.9246846		-2.7505956		-2.6368616		-3.1427076		-3.1210866		-2.5106885		-3.7466867		-2.488034		-0.94462204		-1.459744		-1.3988218		-1.652008		-1.6420484		-1.328083		-1.9056153		-1.3150063		Yes		No		No		TC439130		0		0		0		0		0		0		0		TC439130		0		0

		A_99_P037614		8.423951		7.003884		7.249319		7.1636415		9.898934		11.067403		10.553014		9.260327		11.072243		9.925059		10.944755		8.9038925		2.779804		16.720186		9.874412		4.277257		6.2692447		7.5746303		12.954986		3.340933		1.4749832		4.063519		3.3036947		2.096686		2.6482916		2.9211755		3.6954355		1.7402511		Yes		Yes		Yes		CV781620		0		CV781620		Ta.13956		0		0		0		0		TC406407		0		FGAS076032 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV781620]

		A_99_P457382		9.893431		10.057449		9.341359		9.730801		10.17157		10.200866		8.251759		9.908984		9.948178		9.829625		8.235079		9.524291		1.2126298		1.1045176		-2.1281512		1.1314584		1.0386773		-1.1710675		-2.1528986		-1.1538931		0.2781391		0.1434164		-1.0896006		0.17818356		0.05474758		-0.22782421		-1.1062803		-0.20650959		No		Yes		Yes		TC408760		0		0		0		0		0		0		0		TC408760		GO:0000070(mitotic sister chromatid segregation)|GO:0000132(establishment of mitotic spindle orientation)|GO:0000226(microtubule cytoskeleton organization)|GO:0000743(nuclear migration involved in conjugation with cellular fusion)|GO:0000910(cytokinesis)|GO:0001502(cartilage condensation)|GO:0001584(rhodopsin-like receptor activity)|GO:0001619(lysosphingolipid and lysophosphatidic acid receptor activity)|GO:0002009(morphogenesis of an epithelium)|GO:0002119(nematode larval development)|GO:0003824(catalytic activity)|GO:0004616(phosphogluconate dehydrogenase (decarboxylating) activity)|GO:0004776(succinate-CoA ligase (GDP-forming) activity)|GO:0004930(G-protein coupled receptor activity)|GO:0005198(structural molecule activity)|GO:0005200(structural constituent of cytoskeleton)|GO:0005201(extracellular matrix structural constituent)|GO:0005515(protein binding)|GO:0005524(ATP binding)|GO:0005575(cellular_component)|GO:0005576(extracellular region)|GO:0005585(collagen type II)|GO:0005615(extracellular space)|GO:0005737(cytoplasm)|GO:0005739(mitochondrion)|GO:0005816(spindle pole body)|GO:0005827(polar microtubule)|GO:0005828(kinetochore microtubule)|GO:0005874(microtubule)|GO:0005880(nuclear microtubule)|GO:0005881(cytoplasmic microtubule)|GO:0005886(plasma membrane)|GO:0005887(integral to plasma membrane)|GO:0005930(axoneme)|GO:0006029(proteoglycan metabolic process)|GO:0006098(pentose-phosphate shunt)|GO:0006104(succinyl-CoA metabolic process)|GO:0006261(DNA-dependent DNA replication)|GO:0006281(DNA repair)|GO:0006818(hydrogen transport)|GO:0006954(inflammatory response)|GO:0007017(microtubule-based process)|GO:0007018(microtubule-based movement)|GO:0007051(spindle organization)|GO:0007186(G-protein coupled receptor protein signaling pathway)|GO:0007193(inhibition of adenylate cyclase activity by G-protein signaling pathway)|GO:0007204(elevation of cytosolic calcium ion concentration)|GO:0007276(gamete generation)|GO:0007626(locomotory behavior)|GO:0008022(protein C-terminus binding)|GO:0008284(positive regulation of cell proliferation)|GO:0008289(lipid binding)|GO:0008553(hydrogen-exporting ATPase activity, phosphorylative mechanism)|GO:0009792(embryo development ending in birth or egg hatching)|GO:0015630(microtubule cytoskeleton)|GO:0016020(membrane)|GO:0016021(integral to membrane)|GO:0016035(zeta DNA polymerase complex)|GO:0030199(collagen fibril organization)|GO:0030449(regulation of complement activation)|GO:0030473(nuclear migration along microtubule)|GO:0035046(pronuclear migration)|GO:0040007(growth)|GO:0040010(positive regulation of growth rate)|GO:0040016(embryonic cleavage)|GO:0043025(neuronal cell body)|GO:0045143(homologous chromosome segregation)|GO:0045298(tubulin complex)|GO:0045916(negative regulation of complement activation)|GO:0051216(cartilage development)		Rep: Alpha tubulin-4A - Triticum aestivum (Wheat), complete [TC408760]

		A_99_P443962		8.52708		7.8973823		7.132279		9.335341		7.444439		6.515163		4.7970634		7.476883		6.2999473		6.8097878		4.204574		8.267564		-2.117909		-2.6066906		-5.0462637		-3.6262		-4.682024		-2.1251938		-7.6089892		-2.096202		-1.0826406		-1.3822193		-2.3352156		-1.8584585		-2.2271323		-1.0875945		-2.9277048		-1.0677776		Yes		Yes		Yes		TA70334_4565		0		0		Ta.7389		0		0		0		0		TC399372		0		Rep: Os04g0301500 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC399372]

		A_99_P346441		9.49899		10.242257		10.701217		10.626518		9.063205		8.791367		9.741454		9.652729		8.936088		9.05001		9.455981		9.471726		-1.352647		-2.7337675		-1.9449898		-1.9639922		-1.4772382		-2.2850842		-2.3705723		-2.226522		-0.4357853		-1.4508905		-0.9597626		-0.9737892		-0.56290245		-1.1922474		-1.2452354		-1.1547918		Yes		Yes		Yes		TA95627_4565		0		0		Ta.39436		0		0		0		0		TC396087		0		Rep: Protein kinase domain containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (27%) [TC396087]

		A_99_P510492		1.6878012		4.2014003		5.737732		4.0107694		2.125591		1.977491		3.908745		3.2076585		1.917971		3.374316		4.332554		4.005053		1.3545276		-4.671576		-3.5528748		-1.7448595		1.1729729		-1.7740963		-2.6485047		-1.0039701		0.4377898		-2.2239094		-1.8289869		-0.80311084		0.23016977		-0.8270843		-1.4051781		-0.005716324		Yes		No		No		TC436292		0		0		0		0		0		0		0		TC436292		0		0

		A_99_P068960		4.1257877		4.5313096		4.9067397		4.521944		4.246853		3.622421		4.07136		3.3150742		3.2890055		3.5100126		3.4851236		3.2014465		1.0875375		-1.8775985		-1.7843264		-2.3083625		-1.7860621		-2.029743		-2.6788542		-2.497522		0.12106514		-0.9088886		-0.8353796		-1.2068698		-0.8367822		-1.021297		-1.4216161		-1.3204975		Yes		No		No		CD490934		0		CD490934		Ta.26462		0		0		0		0		0		0		WHE3008_G06_N12ZT Wheat etiolated seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE3008_G06_N12, mRNA sequence [CD490934]

		A_99_P517932		11.336846		11.41037		11.818679		11.535497		11.092602		10.605202		10.333989		11.48827		10.9077425		10.821744		10.334261		11.49239		-1.1844724		-1.7473494		-2.7985697		-1.0332769		-1.346397		-1.5038137		-2.7980425		-1.0303304		-0.24424458		-0.80516815		-1.4846897		-0.047226906		-0.42910385		-0.5886259		-1.4844179		-0.043107033		No		Yes		Yes		TA73311_4565		0		0		Ta.7648		0		0		0		0		TC439698		0		Rep: Acetylcholinesterase - Homo sapiens (Human), partial (4%) [TC439698]

		A_99_P209501		6.4167004		7.212481		6.6251397		5.521768		5.554995		5.8617835		5.3939056		4.404667		5.2909923		6.810837		5.3003473		4.7023945		-1.817185		-2.550354		-2.3476772		-2.169107		-2.1820862		-1.3210126		-2.5049684		-1.7646396		-0.8617053		-1.3506975		-1.2312341		-1.1171012		-1.1257081		-0.40164423		-1.3247924		-0.8193736		Yes		No		No		TA54001_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P248251		10.21288		10.481232		9.937636		10.001576		9.619466		9.156471		9.246104		9.492288		9.382119		10.027598		9.005322		9.768466		-1.5088133		-2.5049129		-1.6149977		-1.4233483		-1.7786232		-1.3694849		-1.9083343		-1.1753663		-0.5934143		-1.3247604		-0.69153214		-0.5092888		-0.83076096		-0.4536333		-0.9323139		-0.23311043		No		Yes		Yes		TA66624_4565		0		0		Ta.9309		0		0		0		0		TC442790		0		0

		A_99_P196573		1.4994482		1.499024		3.217625		1.4872888		2.6051493		4.0162907		5.8882523		2.5258129		4.8900943		4.109926		6.7106185		2.4628177		2.1520343		5.7249646		6.36706		2.054125		10.487843		6.108856		11.258897		1.9663619		1.1057011		2.5172668		2.6706274		1.038524		3.390646		2.6109023		3.4929936		0.97552884		Yes		No		No		EB514985		0		EB514985		Ta.63601		0		0		0		0		0		0		Ta10b_02i04_R Ta10b_AAFC_ECORC_Fusarium_graminearum_inculated_wheat_heads Triticum aestivum cDNA clone Ta10b_02i04, mRNA sequence [EB514985]

		A_99_P408082		12.737148		13.208085		13.026574		13.375791		12.189172		11.530498		12.267093		12.695571		11.347472		12.371807		11.319837		13.392609		-1.4620336		-3.1989257		-1.6928821		-1.6023837		-2.6201985		-1.785438		-3.2642183		1.0117255		-0.5479765		-1.6775875		-0.75948143		-0.68021965		-1.3896761		-0.83627796		-1.7067375		0.016818047		No		Yes		Yes		AK332332		0		AK332332		Ta.28740		543067		WPEAMT		phosphoethanolamine methyltransferase		0		TC411174		0		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P475682		8.811023		8.718377		8.697004		10.105706		12.631397		14.384525		15.906734		12.163157		14.232074		14.051189		16.309448		12.0513525		14.126914		50.77858		148.0284		4.162503		42.844883		40.302917		195.6924		3.852103		3.8203745		5.666148		7.20973		2.0574512		5.421051		5.3328123		7.612444		1.9456463		Yes		Yes		Yes		TC419763		0		0		0		0		0		0		0		TC419763		0		Rep: Protein WIR1A - Triticum aestivum (Wheat), partial (43%) [TC419763]

		A_99_P150202		4.3554473		2.006423		1.9280835		1.7760412		4.2604375		5.2168593		3.2413445		1.9712597		6.260269		6.2406764		3.9087036		3.2335892		-1.0680727		9.256305		2.485026		1.1448976		3.7446265		18.820766		3.9466267		2.7464118		-0.095009804		3.2104363		1.3132609		0.19521856		1.9048219		4.2342534		1.98062		1.457548		Yes		Yes		Yes		CJ851574		0		CJ851574		Ta.52819		0		0		0		0		0		0		CJ851574 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal19p09 5', mRNA sequence [CJ851574]

		A_99_P255066		3.6043444		3.5691605		4.8134193		4.0405183		2.8950331		3.9578063		2.7410355		2.6651685		3.5284626		3.6697567		3.465299		3.2792566		-1.6350234		1.309164		-4.2058105		-2.594308		-1.054005		1.0722165		-2.5458024		-1.6949723		-0.70931125		0.3886459		-2.0723839		-1.3753498		-0.07588172		0.10059619		-1.3481205		-0.7612617		No		Yes		Yes		TA68573_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P101100		5.4188476		5.303885		5.82126		5.7802925		5.060311		4.285021		5.0745263		4.3225327		4.245478		4.3635774		4.41017		4.562822		-1.2821249		-2.026323		-1.6779895		-2.7468152		-2.2553782		-1.9189373		-2.65938		-2.3253868		-0.35853672		-1.0188642		-0.74673367		-1.4577599		-1.1733694		-0.9403076		-1.4110899		-1.2174706		Yes		No		No		BQ246753		0		BQ246753		Ta.38219		0		0		0		0		TC392413		0		TaE15006A02R TaE15 Triticum aestivum cDNA clone TaE15006A02R, mRNA sequence [BQ246753]

		A_99_P434752		10.368194		12.836827		11.423276		11.110942		10.325233		9.503753		10.323077		10.735432		10.231986		9.715678		10.615476		11.081169		-1.0302255		-10.07756		-2.1438422		-1.2972983		-1.0990124		-8.700806		-1.7505404		-1.0208514		-0.042960167		-3.3330746		-1.1001987		-0.37551022		-0.13620758		-3.121149		-0.8078003		-0.029772758		No		Yes		Yes		AK332166		0		AK332166		Ta.22936		0		0		0		0		TC412561		0		Triticum aestivum cDNA, clone: WT003_E23, cultivar: Chinese Spring [AK332166]

		A_99_P451257		5.6122017		6.0875397		5.3996625		5.5467906		5.4661813		5.311633		4.085322		4.7863636		5.492714		5.37324		4.2540097		4.7771726		-1.106513		-1.7122656		-2.4868863		-1.6939919		-1.0863491		-1.6406866		-2.2124622		-1.7048184		-0.14602041		-0.77590656		-1.3143406		-0.760427		-0.11948776		-0.7142997		-1.1456528		-0.76961803		No		Yes		Yes		TC404616		0		0		0		0		0		0		0		TC404616		0		0

		A_99_P237481		12.991607		12.188165		11.090278		11.767757		11.873742		10.50119		10.872238		10.151244		11.647808		11.228825		10.528262		11.67284		-2.170255		-3.2198076		-1.1631519		-3.0663307		-2.5381875		-1.9444203		-1.4763303		-1.0680041		-1.1178646		-1.6869745		-0.21803951		-1.6165133		-1.3437986		-0.9593401		-0.56201553		-0.0949173		Yes		No		No		TA63710_4565		0		0		0		0		0		0		0		TC390034		0		Rep: Chlorophyll a-b binding protein of LHCII type III, chloroplast precursor - Hordeum vulgare (Barley), partial (82%) [TC390034]

		A_99_P072415		3.3295186		4.113467		4.124271		4.0540857		4.4053555		5.2482796		4.867109		4.5554047		4.9960513		4.917764		5.325151		4.4265695		2.1079445		2.1959		1.6734644		1.4155071		3.1745074		1.7462946		2.2987986		1.2945796		1.0758369		1.1348124		0.7428379		0.50131893		1.6665328		0.804297		1.20088		0.37248373		Yes		No		No		CJ683688		0		CJ683688		Ta.27689		0		0		0		0		TC414411		0		CJ683688 Y.Ogihara unpublished cDNA library Wh_PCDAM Triticum aestivum cDNA clone whpc13j20 5', mRNA sequence [CJ683688]

		A_99_P481047		7.7382855		7.0982475		1.9116883		3.793607		6.3870015		6.0311484		1.7073994		3.387534		5.91396		5.976551		1.5962478		3.026905		-2.5513911		-2.0952163		-1.1521183		-1.3250742		-3.541414		-2.176027		-1.2443916		-1.701376		-1.351284		-1.0670991		-0.20428896		-0.4060731		-1.8243256		-1.1216965		-0.31544054		-0.76670194		Yes		No		No		TA69478_4565		0		0		0		0		0		0		0		TC404860		0		Rep: Phosphomethylpyrimidine kinase - Aurantimonas sp. SI85-9A1, partial (5%) [TC404860]

		A_99_P463262		12.307933		12.35864		11.50874		11.261707		11.22554		11.296599		10.52026		9.741063		10.955419		11.679244		10.203086		10.965209		-2.1175451		-2.0878823		-1.9840943		-2.8691914		-2.5535676		-1.6014688		-2.4719584		-1.2281598		-1.0823927		-1.0620403		-0.98848057		-1.5206442		-1.3525143		-0.6793957		-1.3056545		-0.2964983		Yes		No		No		TA55478_4565		0		0		Ta.54167		0		0		0		0		TC412589		0		Rep: Aminomethyltransferase - Oryza sativa subsp. japonica (Rice), partial (52%) [TC412589]

		A_99_P253921		4.498847		4.510991		3.285556		2.500684		5.2874246		6.595177		8.932923		5.813783		6.043131		6.6352563		8.609633		5.745394		1.7273705		4.240358		50.12184		9.93899		2.9165926		4.35981		40.059643		9.478838		0.78857756		2.084186		5.6473675		3.3130991		1.5442839		2.1242652		5.3240776		3.2447102		Yes		Yes		Yes		TA68250_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P203946		11.149814		10.4192		9.228905		9.760221		13.531367		15.234261		13.163444		12.391086		14.737016		13.8679		13.859905		12.122154		5.210976		28.149954		15.290236		6.193973		12.018642		10.918479		24.778217		5.140589		2.3815536		4.8150606		3.9345388		2.630865		3.587202		3.4487		4.6310005		2.3619337		Yes		Yes		Yes		TA52227_4565		0		0		0		0		0		0		0		TC390754		0		Rep: Monosaccharide transport protein 1 - Zea mays (Maize), partial (96%) [TC390754]

		A_99_P215151		10.1631365		9.931401		9.533206		9.610239		11.025615		11.215805		10.514361		10.824597		12.20053		10.667873		10.927582		10.647819		1.8181589		2.4358137		1.9740458		2.3203754		4.1050324		1.6660967		2.628748		2.0527806		0.86247826		1.2844038		0.9811554		1.2143583		2.0373936		0.73647213		1.3943758		1.0375795		Yes		No		No		TA56166_4565		0		0		0		0		0		0		0		TC419242		0		Rep: UDP-D-glucuronate decarboxylase - Hordeum vulgare (Barley), complete [TC419242]

		A_99_P149677		4.9904733		5.679428		3.6268456		3.019268		5.3335724		6.213985		5.128397		5.6037297		4.893849		6.1047873		4.598478		4.2276225		1.2684785		1.4484972		2.8314703		5.9979177		-1.0692687		1.3429068		1.961058		2.3107393		0.34309912		0.53455687		1.5015514		2.5844617		-0.096624374		0.42535925		0.97163224		1.2083545		Yes		No		No		CJ805095		0		CJ805095		Ta.52703		0		0		0		0		TC430329		0		CJ805095 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct32m08 5', mRNA sequence [CJ805095]

		A_99_P255776		7.6916122		7.685495		8.653214		10.44371		8.924851		8.035312		7.9370103		10.888286		6.848581		7.1033325		5.9518266		10.823573		2.3509424		1.2743988		-1.6428539		1.3609134		-1.7938154		-1.4970915		-6.5042734		1.301218		1.2332392		0.3498168		-0.71620417		0.4445753		-0.8430314		-0.5821624		-2.701388		0.3798628		No		Yes		Yes		TA68765_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P315991		9.317734		7.7507133		7.0343304		6.570984		10.285365		9.384004		9.249612		6.9398932		10.812512		9.386481		9.631384		7.241712		1.9556272		3.102197		4.6437216		1.2913762		2.818209		3.1075292		6.0504966		1.5918763		0.96763134		1.6332903		2.2152815		0.36890936		1.4947786		1.6357679		2.5970535		0.6707282		Yes		Yes		Yes		TA86376_4565		0		0		0		0		0		0		0		TC416410		0		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (35%) [TC416410]

		A_99_P229726		4.193279		4.64741		5.5934443		8.008538		6.709452		4.6980724		8.6221895		9.495646		4.6323543		4.183729		6.312038		8.915685		5.7206273		1.0357405		8.1609955		2.803265		1.3557353		-1.3790557		1.6455771		1.8753326		2.5161734		0.050662518		3.0287452		1.4871082		0.43907547		-0.46368074		0.7185936		0.90714645		Yes		No		No		TA61469_4565		0		0		Ta.7146		0		0		0		0		TC380666		0		Rep: Stem-specific protein - Saccharum hybrid cultivar, partial (43%) [TC380666]

		A_99_P435047		6.8252892		7.361088		4.290873		4.5327754		6.1210613		5.3172364		3.662132		2.7466567		4.101462		5.8753414		2.1412172		3.8957298		-1.6292725		-4.1234484		-1.546215		-3.448858		-6.6062307		-2.8006203		-4.437219		-1.5551412		-0.7042279		-2.0438514		-0.628741		-1.7861187		-2.7238274		-1.4857464		-2.1496558		-0.6370456		Yes		No		No		TA50074_4565		0		0		0		0		0		0		0		TC387174		0		Rep: Os04g0121100 protein - Oryza sativa subsp. japonica (Rice), partial (32%) [TC387174]

		A_99_P228041		7.5087295		7.0095086		5.2273273		5.858604		9.902265		10.550103		11.224923		9.367833		10.941444		10.890877		11.432645		8.395394		5.254433		11.636575		63.893433		11.386316		10.79817		14.736972		73.78816		5.8029656		2.3935351		3.5405946		5.997596		3.5092292		3.432715		3.8813682		6.2053175		2.5367904		Yes		Yes		Yes		TA61053_4565		0		0		Ta.9226		0		0		0		0		TC452934		0		Rep: Wheatwin-2 precursor - Triticum aestivum (Wheat), complete [TC452934]

		A_99_P370962		4.2808647		4.034654		5.2859445		5.1698613		5.0909486		4.8677807		6.6431365		5.8850036		5.1284895		4.7738347		6.8780923		6.331537		1.7533133		1.7815421		2.5618608		1.6416451		1.7995358		1.6692275		3.0149786		2.237171		0.81008387		0.83312654		1.357192		0.71514225		0.8476248		0.73918056		1.5921478		1.1616755		Yes		Yes		Yes		TA103325_4565		0		0		0		0		0		0		0		TC394761		0		Rep: Os04g0349700 protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC394761]

		A_99_P005716		2.5602863		2.7943814		2.2149875		3.1425588		4.62354		5.4181385		4.5174584		3.6348007		3.7695549		4.919306		4.639068		3.8434896		4.179278		6.1635313		4.933019		1.406629		2.312204		4.3618026		5.366869		1.6255533		2.0632536		2.6237571		2.302471		0.49224186		1.2092686		2.1249244		2.4240806		0.70093083		Yes		No		No		BJ213508		0		BJ213508		Ta.3033		0		0		0		0		0		0		BJ213508 Y. Ogihara unpublished cDNA library, Wh Triticum aestivum cDNA clone wh22m07 5', mRNA sequence [BJ213508]

		A_99_P274671		3.5991		1.5676249		3.7888978		2.3009567		3.7905777		3.8579175		7.8029075		6.553892		5.327818		4.689333		7.9453635		6.5510364		1.1419326		4.8915534		16.156126		19.066067		3.3143313		8.704177		17.832851		19.028364		0.19147754		2.2902927		4.0140095		4.2529354		1.7287178		3.121708		4.1564655		4.2500796		Yes		Yes		Yes		TA74332_4565		0		0		0		0		0		0		0		TC436353		0		Rep: Bowman-Birk type trypsin inhibitor - Hordeum vulgare (Barley), partial (94%) [TC436353]

		A_99_P094130		6.006727		5.697495		6.522165		7.3976784		7.8622613		10.147468		9.456387		8.892056		9.536193		8.373086		9.428796		8.539159		3.618857		21.85623		7.6434383		2.8174267		11.547156		6.3890038		7.4986506		2.2060728		1.8555341		4.4499726		2.9342217		1.4943781		3.5294657		2.675591		2.906631		1.1414804		Yes		Yes		Yes		AJ867392		0		AJ867392		Ta.35510		606314		a1		glycosyltransferase		0		TC368604		0		Triticum aestivum mRNA for glycosyltransferase (a1 gene) [AJ867392]

		A_99_P198116		10.277423		9.085753		7.601084		9.026453		10.390656		10.698768		10.233944		9.58484		11.006348		10.868815		10.327687		9.789944		1.0816499		3.0589027		6.2025423		1.4726217		1.6574033		3.4415584		6.618953		1.6975931		0.11323357		1.6130142		2.6328597		0.5583868		0.72892475		1.783062		2.726603		0.7634907		Yes		No		No		CJ954763		0		CJ954763		Ta.39151		0		0		0		0		TC399041		0		CJ954763 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul5j03 5', mRNA sequence [CJ954763]

		A_99_P446157		7.604181		6.7935233		8.22519		8.74331		7.155643		6.3352723		7.144234		8.0413265		7.187423		6.8093286		6.57078		7.8921523		-1.3646564		-1.3738753		-2.1154373		-1.6267397		-1.334924		1.0110155		-3.1479452		-1.8039479		-0.44853783		-0.458251		-1.080956		-0.70198345		-0.41675758		0.015805244		-1.6544104		-0.85115767		No		Yes		Yes		CK152333		0		0		Ta.54689		0		0		0		0		TC400994		0		Rep: Type 1 non specific lipid transfer protein precursor - Triticum aestivum (Wheat), complete [TC400994]

		A_99_P321586		11.435711		11.509265		11.754405		11.044356		11.355003		10.847768		10.456735		10.839036		10.91634		11.18481		10.554075		10.861275		-1.0575366		-1.5817232		-2.458316		-1.1529423		-1.4333302		-1.2521915		-2.297922		-1.1353064		-0.08070755		-0.6614971		-1.2976704		-0.20532036		-0.51937103		-0.32445526		-1.2003298		-0.18308163		No		Yes		Yes		TA88013_4565		0		0		0		0		0		0		0		TC388161		0		Rep: Chromosome chr1 scaffold_5, whole genome shotgun sequence - Vitis vinifera (Grape), partial (61%) [TC388161]

		A_99_P413287		10.287499		10.0013895		9.506223		10.038306		10.821922		11.6356125		11.718135		10.038239		11.827451		10.46683		12.080731		9.926884		1.4483626		3.1042032		4.6328893		-1.000047		2.907847		1.3807391		5.956681		-1.0802929		0.5344229		1.634223		2.2119122		-6.77E-05		1.5399513		0.46544075		2.5745087		-0.11142254		Yes		Yes		Yes		BT009313		0		BT009313		Ta.27227		0		0		0		0		TC375136		0		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P080710		6.3157554		6.156817		6.4170666		6.1732426		6.0007434		5.419843		5.762773		5.2861133		5.5521474		5.265472		5.1711483		5.058431		-1.244022		-1.666676		-1.573845		-1.8494923		-1.6977311		-1.8549047		-2.3716946		-2.165667		-0.31501198		-0.73697376		-0.65429354		-0.8871293		-0.763608		-0.891345		-1.2459183		-1.1148114		Yes		No		No		CN010956		0		CN010956		Ta.30849		0		0		0		0		0		0		WHE3878_B12_D24ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3878_B12_D24, mRNA sequence [CN010956]

		A_99_P344251		4.585299		4.959542		5.0468926		4.8453383		5.099762		5.614561		6.8404603		5.8443513		5.134187		5.82114		6.6247497		6.0574265		1.4284623		1.574637		3.4667113		1.9986321		1.4629579		1.8170499		2.985261		2.3167272		0.51446295		0.6550193		1.7935677		0.99901295		0.5488882		0.861598		1.577857		1.2120881		Yes		Yes		Yes		EU200974		0		EU200974		Ta.36301		100136985		LOC100136985		neutral ceramidase		0		TC380853		0		Triticum aestivum neutral ceramidase mRNA, complete cds [EU200974]

		A_99_P310436		6.806622		7.634325		7.8564987		7.582302		6.095373		5.8587775		6.75005		6.784153		5.8020616		7.0474515		6.992435		6.9360185		-1.6372207		-3.423679		-2.1531498		-1.7388688		-2.0063322		-1.5019883		-1.820158		-1.5651312		-0.7112489		-1.7755475		-1.1064487		-0.7981491		-1.0045605		-0.58687353		-0.86406374		-0.6462836		Yes		Yes		Yes		TA84780_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P309306		7.385958		7.700192		6.1221595		7.2888794		7.169153		8.066934		8.155927		8.046685		7.6158013		7.98777		8.462999		8.172282		-1.162157		1.2894373		4.094727		1.690917		1.1727074		1.2205895		5.0659747		1.8447212		-0.21680498		0.36674166		2.0337672		0.7578058		0.22984314		0.2875781		2.3408399		0.8834028		No		Yes		Yes		TA84440_4565		0		0		Ta.36084		0		0		0		0		TC427416		0		Rep: Chromosome chr12 scaffold_47, whole genome shotgun sequence - Vitis vinifera (Grape), partial (30%) [TC427416]

		A_99_P256451		5.090093		5.4795837		4.779077		5.1766706		5.3884587		6.1158156		6.4250283		5.601546		5.3913727		5.7737675		6.5470862		5.755442		1.2297505		1.5542643		3.1295414		1.3424565		1.2322369		1.226191		3.4058366		1.493577		0.2983656		0.6362319		1.6459513		0.42487526		0.30127954		0.29418373		1.7680092		0.5787716		No		Yes		Yes		DR736908		0		DR736908		Ta.54800		0		0		0		0		TC391551		0		FGAS082278 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [DR736908]

		A_99_P309486		10.91118		10.720342		10.28509		10.465428		10.58698		9.953932		9.519195		9.771278		10.276105		9.952119		9.167885		9.929467		-1.2519697		-1.7010316		-1.7004255		-1.6179309		-1.5530181		-1.7031704		-2.169264		-1.4499078		-0.32419968		-0.7664099		-0.76589584		-0.69415		-0.6350746		-0.7682228		-1.1172056		-0.53596115		No		Yes		Yes		AK335373		0		AK335373		Ta.47895		0		0		0		0		TC385533		0		Triticum aestivum cDNA, clone: WT012_L22, cultivar: Chinese Spring [AK335373]

		A_99_P219366		6.198709		4.019179		4.5697002		2.3694465		3.4793537		2.5461934		2.3486724		1.9669834		3.8760166		3.7797153		3.2774916		1.6534916		-6.585785		-2.7759576		-4.662255		-1.3217626		-5.00265		-1.1805537		-2.449027		-1.64257		-2.7193553		-1.4729855		-2.2210279		-0.40246308		-2.3226924		-0.23946357		-1.2922087		-0.7159549		Yes		No		No		DR737974		0		DR737974		Ta.24145		606360		ltp9.5		type 1 non-specific lipid transfer protein precursor		0		TC401286		0		FGAS083191 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737974]

		A_99_P569832		6.479973		6.040291		5.4061112		4.6565795		4.6354156		4.648647		3.5484245		1.9210305		5.010395		5.171586		3.85489		4.297277		-3.5914273		-2.623775		-3.6242607		-6.660124		-2.7694082		-1.8260229		-2.930651		-1.2828056		-1.8445573		-1.391644		-1.8576868		-2.735549		-1.4695778		-0.8687048		-1.5512211		-0.35930252		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P167749		2.1951168		2.3711314		6.3062043		4.5556903		2.3048182		3.0098877		3.8680794		3.9140654		5.2367516		2.341902		4.527044		3.761329		1.0790049		1.5569863		-5.419369		-1.5600853		8.234236		-1.0204669		-3.4322639		-1.7343094		0.109701395		0.6387563		-2.438125		-0.6416249		3.0416348		-0.029229403		-1.7791605		-0.79436135		No		Yes		Yes		CJ959865		0		CJ959865		Ta.56884		543380		wali4		phenylalanine ammonia-lyase		0		TC451896		0		CJ959865 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul21e18 3', mRNA sequence [CJ959865]

		A_99_P466377		13.405891		13.048026		13.246884		11.897765		13.242833		12.46492		11.058368		12.799361		13.277989		12.307308		10.801758		11.116744		-1.1196581		-1.4980711		-4.5583653		1.8681315		-1.0927036		-1.6710072		-5.445734		-1.7183467		-0.16305828		-0.58310604		-2.1885166		0.90159607		-0.12790203		-0.7407179		-2.4451265		-0.7810211		Yes		Yes		Yes		TA64488_4565		0		0		Ta.50669		0		0		0		0		TC414473		0		0

		A_99_P505632		10.522614		11.445175		12.058326		11.5210905		9.691022		9.778275		9.63375		11.577071		9.77383		10.328481		10.071149		11.457409		-1.7796476		-3.175317		-5.368711		1.0395656		-1.6803749		-2.1684954		-3.9646044		-1.0451294		-0.8315916		-1.6669006		-2.4245758		0.055980682		-0.7487831		-1.1166945		-1.9871769		-0.0636816		Yes		Yes		Yes		BQ807196		0		0		Ta.5945		0		0		0		0		TC385078		0		Rep: Pollen oleosin - Lilium longiflorum (Trumpet lily), partial (40%) [TC385078]

		A_99_P440427		5.457068		5.450438		3.6797702		4.6634717		5.1024113		6.839899		6.0731215		6.638022		7.9298043		5.3732295		6.5236115		5.8218923		-1.2786813		2.619808		5.2537637		3.930057		5.5509562		-1.0549748		7.179291		2.2321293		-0.3546567		1.389461		2.3933513		1.9745502		2.4727364		-0.07720852		2.8438413		1.1584206		Yes		No		No		TC396723		0		0		0		0		0		0		0		TC396723		0		Rep: Cis-zeatin O-glucosyltransferase 2 - Zea mays (Maize), partial (46%) [TC396723]

		A_99_P409857		8.377629		7.0664487		6.402523		7.067801		8.958884		9.356838		8.50911		7.6498427		9.951148		8.295159		8.741482		7.410122		1.4961501		4.891882		4.3067136		1.4969662		2.9762976		2.3435745		5.0593734		1.2677945		0.58125496		2.2903895		2.1065874		0.58204174		1.5735188		1.2287107		2.3389587		0.34232092		Yes		Yes		Yes		TC374053		0		0		0		0		0		0		0		TC374053		0		0

		A_99_P482412		4.347259		3.7926655		5.0895944		4.5965447		4.33267		2.9566734		4.0156474		2.7111657		2.8801603		2.782107		2.522269		3.0081832		-1.0101635		-1.7850841		-2.1051848		-3.6945		-2.7646537		-2.0146906		-5.927096		-3.0070763		-0.014588833		-0.8359921		-1.073947		-1.8853791		-1.4670987		-1.0105584		-2.5673254		-1.5883615		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P286981		12.808589		12.84248		12.050785		11.883056		11.760991		11.679467		10.62247		10.534799		11.294251		12.247659		10.358457		11.893842		-2.0670853		-2.2392452		-2.6913223		-2.5460434		-2.8566763		-1.5102851		-3.2317789		1.0075043		-1.0475979		-1.1630125		-1.4283152		-1.3482571		-1.5143375		-0.594821		-1.6923285		0.0107860565		Yes		No		No		AK334086		0		AK334086		Ta.981		0		0		0		0		TC378186		0		Triticum aestivum cDNA, clone: WT009_E17, cultivar: Chinese Spring [AK334086]

		A_99_P250721		2.6836948		4.3805313		4.014311		4.8489804		1.5361408		2.6289294		2.5185792		3.1214542		1.5703722		3.7028568		3.031305		4.5416875		-2.2153797		-3.3673227		-2.8200712		-3.311595		-2.1634333		-1.5995593		-1.9765792		-1.2373837		-1.147554		-1.7516019		-1.4957316		-1.7275262		-1.1133226		-0.67767453		-0.98300576		-0.30729294		Yes		No		No		TA67368_4565		0		0		Ta.21208		0		0		0		0		0		0		0

		A_99_P312481		8.118384		7.6427064		5.6524754		6.3659687		7.090719		5.5122046		5.549235		5.6204743		6.3386307		6.739817		4.8344827		5.9361672		-2.038722		-4.3786974		-1.0741835		-1.6765487		-3.4336755		-1.8698069		-1.7629514		-1.3470482		-1.0276651		-2.1305017		-0.10324049		-0.74549437		-1.7797537		-0.90288925		-0.8179927		-0.42980146		Yes		No		No		TA85363_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P323016		9.988063		10.06441		9.865289		8.950314		8.699714		9.02986		8.574707		7.4345818		8.685027		9.58891		8.344605		8.974576		-2.4424841		-2.0484755		-2.4462667		-2.8594384		-2.4674754		-1.3904002		-2.8692691		1.0169597		-1.2883492		-1.0345507		-1.2905817		-1.5157318		-1.3030357		-0.4755001		-1.5206833		0.024262428		Yes		No		No		TA88453_4565		0		0		0		0		0		0		0		TC381048		0		0

		A_99_P201271		7.943569		8.225911		7.6072173		7.592712		7.746479		7.5252323		6.602114		7.0810504		7.615551		7.751789		6.649235		7.020803		-1.1463838		-1.6252693		-2.007087		-1.4256912		-1.2552878		-1.3890727		-1.9425914		-1.4864892		-0.19709015		-0.7006788		-1.0051031		-0.5116615		-0.3280182		-0.47412205		-0.95798254		-0.57190895		No		Yes		Yes		TA51339_4565		0		0		Ta.4501		0		0		0		0		TC441670		0		0

		A_99_P140538		7.7164345		6.8682747		2.4748182		7.9672065		6.116013		5.0370984		1.5692409		7.982493		6.529854		5.367331		1.5333811		7.445351		-3.0323188		-3.5582707		-1.873294		1.0106521		-2.2761264		-2.8302777		-1.9204403		-1.4358006		-1.6004214		-1.8311763		-0.9055773		0.015286446		-1.1865807		-1.5009437		-0.9414371		-0.52185535		Yes		No		No		EF028776		0		EF028776		Ta.50424		100037628		LOC100037628		CBFIVb-D21		0		TC369397		0		Triticum aestivum CBFIVb-D21 mRNA, complete cds [EF028776]

		A_99_P465062		10.330049		11.128011		10.691207		11.05857		10.555847		11.595345		11.616973		11.3564		10.734806		11.51537		11.783309		11.328328		1.1694244		1.382552		1.8996927		1.2292937		1.3238664		1.3079973		2.1318443		1.2056057		0.2257986		0.4673338		0.925766		0.29782963		0.4047575		0.38735962		1.092102		0.26975822		No		Yes		Yes		TC413676		0		0		0		0		0		0		0		TC413676		GO:0000139(Golgi membrane)|GO:0003674(molecular_function)|GO:0005794(Golgi apparatus)|GO:0006621(protein retention in ER lumen)|GO:0006886(intracellular protein transport)|GO:0006888(ER to Golgi vesicle-mediated transport)|GO:0006890(retrograde vesicle-mediated transport, Golgi to ER)|GO:0016020(membrane)|GO:0016021(integral to membrane)|GO:0030134(ER to Golgi transport vesicle)|GO:0030137(COPI-coated vesicle)		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC413676]

		A_99_P324571		4.1248875		2.619411		1.5544143		1.6780268		4.6529512		4.970766		2.4175398		2.104436		5.594291		4.2969866		2.6630027		1.8799582		1.4419926		5.1030335		1.8189749		1.3438845		2.7690742		3.1988993		2.1563456		1.1502372		0.5280638		2.351355		0.86312556		0.42640913		1.4694037		1.6775756		1.1085885		0.20193136		Yes		No		No		TA88910_4565		0		0		0		0		0		0		0		TC412892		0		Rep: Os01g0256800 protein - Oryza sativa subsp. japonica (Rice), partial (39%) [TC412892]

		A_99_P322421		9.14053		9.012076		10.529335		10.150181		10.2252655		12.758643		12.138604		11.306327		11.682189		10.891953		12.820549		11.337479		2.1209872		13.422363		3.0509725		2.228613		5.822583		3.680437		4.894678		2.2772582		1.0847359		3.7465668		1.6092691		1.156146		2.5416594		1.8798771		2.291214		1.1872978		Yes		Yes		Yes		TA88265_4565		0		0		0		0		0		0		0		TC380909		0		Rep: ATATH15 (ABC2 homolog 15); ATPase, coupled to transmembrane movement of substances - Arabidopsis thaliana, partial (16%) [TC380909]

		A_99_P302811		7.1459365		7.3536167		7.158195		7.2306247		7.8943925		10.388391		9.566345		7.7368927		8.698697		8.638864		9.403933		7.7283206		1.6799939		8.195169		5.3079333		1.4203712		2.9337797		2.4372375		4.742795		1.4119568		0.748456		3.0347738		2.4081502		0.506268		1.5527606		1.2852468		2.2457376		0.49769592		Yes		Yes		Yes		TA82508_4565		0		0		0		0		0		0		0		TC375017		0		Rep: Chromosome chr18 scaffold_61, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC375017]

		A_99_P468292		14.708634		15.421611		15.641768		15.512886		15.652186		16.965807		16.386595		15.992932		16.357237		16.0146		16.900024		15.454868		1.9232576		2.9164152		1.6757725		1.3947884		3.1352978		1.5083696		2.3920639		-1.0410343		0.943552		1.5441961		0.7448263		0.48004627		1.6486025		0.5929899		1.258256		-0.05801773		No		Yes		Yes		DQ665784		0		DQ665784		Ta.53927		543319		LOC543319		HSP80-2		0		TC445919		0		Triticum aestivum heat shock protein 90 (HSP90-2) mRNA, complete cds [DQ665784]

		A_99_P515187		9.892039		9.525567		9.544449		9.837516		9.190002		9.06218		8.435395		8.907635		9.730437		9.3671875		9.071952		9.407847		-1.6268		-1.3787755		-2.157041		-1.905119		-1.1185285		-1.1160328		-1.3875089		-1.346924		-0.70203686		-0.4633875		-1.1090536		-0.9298811		-0.16160202		-0.15837955		-0.472497		-0.42966843		No		Yes		Yes		CB307389		0		0		Ta.28276		0		0		0		0		TC438423		0		Rep: AN110 - Zea mays (Maize), partial (45%) [TC438423]

		A_99_P198951		9.968614		10.0295105		9.922009		10.006005		11.055752		11.912942		11.394464		10.758191		11.910115		10.991849		11.782094		10.530524		2.1245217		3.6895156		2.7749352		1.6843429		3.8410523		1.9484656		3.6302893		1.4384539		1.0871382		1.8834314		1.4724541		0.7521858		1.9415016		0.96233845		1.8600845		0.52451897		Yes		Yes		Yes		AK333421		0		AK333421		Ta.54563		0		0		0		0		TC384955		0		Triticum aestivum cDNA, clone: WT006_G23, cultivar: Chinese Spring [AK333421]

		A_99_P335031		8.4077635		9.501126		9.598208		9.863515		7.739075		7.7694306		8.221867		8.403212		7.082807		8.192306		8.033782		8.786453		-1.589627		-3.3211794		-2.5960925		-2.751662		-2.505253		-2.4773896		-2.957599		-2.1097348		-0.6686883		-1.7316957		-1.3763418		-1.4603033		-1.3249564		-1.3088207		-1.5644264		-1.0770617		Yes		Yes		Yes		TA92059_4565		0		0		Ta.58115		0		0		0		0		TC412806		0		0

		A_99_P146717		5.975233		6.0471997		6.6418767		6.39925		5.8330097		4.888493		5.7736144		6.240137		5.6861396		5.519506		5.5910945		5.793286		-1.1036046		-2.2325718		-1.8254628		-1.1166004		-1.2218723		-1.4416229		-2.0716527		-1.5219955		-0.14222336		-1.1587067		-0.8682623		-0.15911293		-0.2890935		-0.52769375		-1.0507822		-0.6059642		No		Yes		Yes		CN010372		0		0		Ta.21644		0		0		0		0		TC434742		0		Rep: Pollen signalling protein with adenylyl cyclase activity - Zea mays (Maize), partial (45%) [TC434742]

		A_99_P384902		2.1336253		2.0988336		2.8773801		2.7892172		3.8496501		3.506932		4.0479236		3.0181644		6.0221562		3.7921934		3.7153292		2.059665		3.2852995		2.6538713		2.2509646		1.1719793		14.810321		3.23409		1.7875072		-1.6581244		1.7160249		1.4080985		1.1705434		0.22894716		3.888531		1.6933599		0.83794904		-0.72955227		Yes		No		No		TA106731_4565		0		0		0		0		0		0		0		TC420984		0		0

		A_99_P050814		11.753804		12.422849		11.021751		11.570839		10.742836		10.868766		8.921647		10.349326		10.634428		11.285671		9.094089		10.2721405		-2.015263		-2.93647		-4.287404		-2.331911		-2.1725302		-2.199503		-3.804384		-2.4600685		-1.0109682		-1.5540829		-2.1001043		-1.2215128		-1.1193762		-1.1371775		-1.9276628		-1.2986984		Yes		Yes		Yes		AK331590		0		AK331590		Ta.18179		100037566		LOC100037566		fasciclin-like protein FLA3		0		TC382777		0		Triticum aestivum cDNA, clone: WT007_O03, cultivar: Chinese Spring [AK331590]

		A_99_P526637		4.6638346		4.8735557		4.622631		4.651545		4.029715		4.8510585		6.456221		3.791374		4.899182		5.246389		5.940054		4.923481		-1.5519903		-1.0157161		3.564229		-1.8152536		1.1771901		1.2948934		2.4922051		1.207427		-0.6341195		-0.022497177		1.83359		-0.8601711		0.23534727		0.37283325		1.3174229		0.27193594		No		Yes		Yes		TA96559_4565		0		0		0		0		0		0		0		TC443168		0		Rep: Phosphoglycerate mutase family protein - Oryza sativa subsp. japonica (Rice), partial (69%) [TC441938]

		A_99_P548057		9.063917		9.972843		6.3290095		8.155976		6.654142		8.267574		4.525122		6.9451632		6.136545		8.915076		4.335874		8.599625		-5.3139153		-3.260897		-3.4915977		-2.3146806		-7.607234		-2.0817068		-3.9810126		1.3600394		-2.4097753		-1.7052689		-1.8038874		-1.210813		-2.927372		-1.0577669		-1.9931355		0.44364834		Yes		No		No		TC418088		0		0		0		0		0		0		0		TC418088		GO:0005739(mitochondrion)|GO:0009536(plastid)		Rep: Os10g0377000 protein - Oryza sativa subsp. japonica (Rice), partial (13%) [TC418088]

		A_99_P341476		4.1094184		4.4871974		3.3162594		4.222218		5.058967		6.749953		6.3574243		4.7193947		6.097551		5.4891257		6.470201		4.7242713		1.9312685		4.799072		8.231554		1.4114486		3.9672313		2.002675		8.900841		1.4162277		0.9495487		2.2627554		3.0411649		0.49717665		1.9881325		1.0019283		3.1539416		0.50205326		Yes		Yes		Yes		TA94034_4565		0		0		0		0		0		0		0		TC410905		0		Rep: Galactosyltransferase-like protein - Oryza sativa subsp. japonica (Rice), partial (65%) [TC410905]

		A_99_P419527		5.852217		5.9975867		6.463764		6.546991		5.099046		4.9236984		5.068707		5.8796563		5.5577254		5.281283		5.0089083		6.2121887		-1.6854934		-2.1050992		-2.6299899		-1.5881361		-1.2264528		-1.6429673		-2.7412918		-1.2612045		-0.75317097		-1.0738883		-1.3950572		-0.66733456		-0.29449177		-0.7163038		-1.4548559		-0.33480215		No		Yes		Yes		TC380330		0		0		0		0		0		0		0		TC380330		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (10%) [TC380330]

		A_99_P248896		9.013843		9.277616		8.848443		9.239666		9.541816		10.714466		10.539642		9.088061		9.655383		10.2312975		10.483729		8.977615		1.441902		2.707292		3.2292504		-1.1108043		1.5599941		1.9368093		3.106492		-1.199182		0.5279732		1.4368505		1.6911993		-0.15160465		0.6415405		0.95368195		1.6352863		-0.26205063		No		Yes		Yes		TA66806_4565		0		0		Ta.14488		0		0		0		0		TC372355		0		0

		A_99_P000741		9.071134		9.343711		10.464227		9.2005625		8.671815		8.4652605		9.118382		9.20548		8.529226		8.7714205		8.912426		9.222197		-1.318885		-1.8383996		-2.541789		1.0034142		-1.455896		-1.4868823		-2.9318285		1.0151086		-0.3993187		-0.8784504		-1.3458443		0.004917145		-0.5419073		-0.5722904		-1.5518007		0.021634102		No		Yes		Yes		CD909233		0		CD909233		Ta.371		0		0		0		0		TC436868		0		G468.112C04F010820 G468 Triticum aestivum cDNA clone G468112C04, mRNA sequence [CD909233]

		A_99_P315171		9.857711		9.951306		10.7026205		10.495903		9.087768		8.922202		9.590578		9.63642		9.148874		9.464752		9.795081		10.147052		-1.7052027		-2.0407567		-2.1615143		-1.8143877		-1.6344855		-1.4010944		-1.8758434		-1.2735461		-0.76994324		-1.0291042		-1.1120424		-0.85948277		-0.70883656		-0.48655415		-0.90753937		-0.3488512		No		Yes		Yes		TA86144_4565		0		0		Ta.13766		0		0		0		0		TC374219		0		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (6%) [TC374219]

		A_99_P448517		8.100625		8.143662		8.343067		7.903736		8.0083475		7.737526		7.2678795		7.8015804		7.8444614		8.033398		7.587677		7.8948536		-1.0660518		-1.3251324		-2.106996		-1.073376		-1.1942986		-1.0794263		-1.688088		-1.0061759		-0.09227753		-0.4061365		-1.0751877		-0.102155685		-0.2561636		-0.11026478		-0.75539017		-0.008882523		No		Yes		Yes		TC402621		0		0		0		0		0		0		0		TC402621		0		0

		A_99_P439167		9.695031		9.809972		9.082225		10.242471		8.54737		8.541313		7.964048		9.44604		8.943657		8.88245		8.059513		10.06216		-2.2155445		-2.4093745		-2.1707249		-1.7367988		-1.6833956		-1.9020059		-2.0317342		-1.1331283		-1.1476612		-1.2686586		-1.1181769		-0.7964306		-0.75137424		-0.9275217		-1.0227118		-0.1803112		Yes		Yes		Yes		AK332072		0		AK332072		Ta.9333		0		0		0		0		TC395682		0		Triticum aestivum cDNA, clone: WT003_B05, cultivar: Chinese Spring [AK332072]

		A_99_P173939		8.962995		9.611645		9.185647		9.262908		9.605366		10.977214		11.186005		9.731599		9.862224		10.637214		11.338615		9.809581		1.5608925		2.5767796		4.000992		1.3838532		1.865069		2.035762		4.447419		1.460713		0.6423712		1.3655691		2.0003576		0.46869087		0.89922905		1.025569		2.1529684		0.5466728		Yes		Yes		Yes		EU569762		0		EU569762		Ta.58299		0		0		0		0		TC389600		0		Triticum aestivum clone TaAL SSR marker [EU569762]

		A_99_P288436		5.7976017		6.246132		6.409986		6.580254		5.456522		5.258894		5.3592772		5.874617		5.582167		5.626421		5.45359		5.898516		-1.2667042		-1.982386		-2.0715473		-1.6308646		-1.1610535		-1.5365672		-1.9404565		-1.6040709		-0.3410797		-0.98723793		-1.0507088		-0.705637		-0.21543455		-0.6197109		-0.9563961		-0.6817379		No		Yes		Yes		TA78351_4565		0		0		0		0		0		0		0		TC398592		0		Rep: Mitogen-activated protein kinase 10 - Oryza sativa subsp. japonica (Rice), partial (48%) [TC398592]

		A_99_P353951		9.001992		9.394192		9.357007		9.891898		8.878556		8.933224		8.56192		9.54833		8.677381		9.166253		8.2713		9.36469		-1.0893261		-1.3764651		-1.7351818		-1.2688907		-1.2523273		-1.1711603		-2.1224148		-1.4411378		-0.123435974		-0.46096802		-0.79508686		-0.34356785		-0.32461166		-0.22793865		-1.0857067		-0.5272083		No		Yes		Yes		TA97972_4565		0		0		0		0		0		0		0		TC432388		0		0

		A_99_P253911		10.208599		10.40401		10.508597		10.633674		9.759997		8.438418		8.15329		8.497897		9.8715		8.783072		7.2577767		8.6689005		-1.3647169		-3.9057279		-5.117033		-4.3947363		-1.263214		-3.0757482		-9.51907		-3.9035132		-0.44860172		-1.9655914		-2.3553076		-2.1357765		-0.33709908		-1.6209373		-3.2508206		-1.9647732		Yes		Yes		Yes		GU452717		0		GU452717		Ta.44730		0		0		0		0		TC413773		0		Triticum aestivum putative small GTP-binding protein mRNA, complete cds [GU452717]

		A_99_P336991		11.46041		11.508347		12.37547		11.706318		11.304047		11.211438		11.164894		11.511664		11.194089		11.304961		11.263837		11.590999		-1.1144744		-1.228509		-2.3143003		-1.1444492		-1.202737		-1.151397		-2.1609015		-1.0832148		-0.15636349		-0.29690838		-1.210576		-0.19465351		-0.26632118		-0.20338535		-1.1116333		-0.11531925		No		Yes		Yes		TA92684_4565		0		0		0		0		0		0		0		TC405276		0		0

		A_99_P142038		12.146182		10.305008		8.725043		9.767474		11.469802		9.069799		7.7274537		9.165016		11.18837		9.225917		6.489473		9.3341875		-1.5981249		-2.3541536		-1.9966613		-1.5183011		-1.9423623		-2.1127045		-4.709489		-1.3503063		-0.67638016		-1.2352085		-0.9975896		-0.602458		-0.9578123		-1.0790911		-2.2355704		-0.43328667		Yes		No		No		BJ245772		0		BJ245772		Ta.50808		0		0		0		0		0		0		BJ245772 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf20b07 5', mRNA sequence [BJ245772]

		A_99_P118175		5.641376		5.944943		6.5828233		5.8336234		5.0440507		5.501671		5.5508156		5.505099		5.0207334		5.5870285		5.559193		5.7428207		-1.5129092		-1.3596847		-2.044868		-1.2557285		-1.53756		-1.2815719		-2.0330281		-1.0649625		-0.5973253		-0.4432721		-1.0320077		-0.3285246		-0.62064266		-0.35791445		-1.0236301		-0.09080267		No		Yes		Yes		CJ710483		0		CJ710483		Ta.43570		0		0		0		0		TC390970		0		CJ710483 Y.Ogihara unpublished cDNA library Wh_V483 Triticum aestivum cDNA clone whv3n4d18 5', mRNA sequence [CJ710483]

		A_99_P165052		5.230879		3.6934986		3.6820564		3.4276197		7.369196		6.9277077		10.179625		8.933551		6.5063195		6.6358757		9.091506		5.0801787		4.402482		9.410093		90.35723		45.441257		2.4207275		7.6867676		42.501728		3.143908		2.138317		3.234209		6.497568		5.505931		1.2754407		2.942377		5.4094496		1.652559		Yes		Yes		Yes		M21962		0		M21962		Ta.56254		543498		LOC543498		germin protein precursor		0		TC377253		0		Triticum aestivum germin protein precursor, mRNA, complete cds [M21962]

		A_99_P522987		11.442643		11.601338		11.963989		11.824758		12.32974		13.043679		12.610383		11.917739		12.943688		12.119237		13.066831		11.830978		1.8494501		2.7176147		1.5652508		1.066572		2.830477		1.4318681		2.1477728		1.0043212		0.8870964		1.4423409		0.6463938		0.09298134		1.5010452		0.51789856		1.1028414		0.0062208176		No		Yes		Yes		TA74983_4565		0		0		Ta.13860		0		0		0		0		TC441637		0		Rep: Predicted protein - Coprinopsis cinerea okayama7#130, partial (4%) [TC441637]

		A_99_P624287		13.387599		13.177933		15.267385		14.818425		13.536456		12.16569		13.992991		14.871262		13.142971		12.73832		13.804721		14.692254		1.1086909		-2.0170436		-2.4189703		1.0373023		-1.1847872		-1.3562399		-2.7561677		-1.0913934		0.14885712		-1.0122423		-1.2743931		0.05283642		-0.24462795		-0.4396124		-1.4626637		-0.12617111		No		Yes		Yes		DQ867075		0		DQ867075		Ta.50448		100037609		pip1:2		aquaporin 1:2		0		TC392497		0		Triticum aestivum plasma membrane intrinsic protein (AQP1) mRNA, complete cds [DQ867075]

		A_99_P095075		13.084244		12.927236		12.45737		11.869023		13.072423		12.425499		14.191486		12.933109		12.238933		12.741057		13.996898		12.435269		-1.0082272		-1.4159169		3.3267572		2.0908449		-1.7966522		-1.1377457		2.9069936		1.4806658		-0.011820793		-0.50173664		1.7341166		1.064086		-0.84531116		-0.1861782		1.5395279		0.56624603		No		Yes		Yes		AY091513		0		AY091513		Ta.35862		543072		LOC543072		beta-D-glucan exohydrolase		0		TC381694		0		Triticum aestivum beta-D-glucan exohydrolase mRNA, complete cds [AY091513]

		A_99_P115840		6.722832		6.025496		4.5380864		5.370626		7.21473		7.9298186		8.342506		6.454059		7.5973077		7.714851		9.210414		5.7928796		1.4062934		3.743331		13.971548		2.119073		1.8333414		3.2251246		25.498272		1.3400191		0.49189758		1.9043226		3.80442		1.0834332		0.8744755		1.6893549		4.6723275		0.4222536		Yes		Yes		Yes		CJ669245		0		CJ669245		Ta.42909		0		0		0		0		TC442713		0		CJ669245 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv17o23 5', mRNA sequence [CJ669245]

		A_99_P192607		5.643911		6.270079		5.6201234		5.3217196		3.1915724		2.7946808		2.8243878		3.7669935		2.313326		4.079039		3.1479378		3.9746113		-5.473025		-11.1224165		-6.943849		-2.9377794		-10.060185		-4.5663457		-5.5488377		-2.544017		-2.4523385		-3.4753983		-2.7957356		-1.5547261		-3.330585		-2.19104		-2.4721856		-1.3471084		Yes		Yes		Yes		TA86967_4565		0		0		0		0		0		0		0		TC371510		0		Rep: Os09g0501600 protein - Oryza sativa subsp. japonica (Rice), partial (33%) [TC371510]

		A_99_P144785		4.2211375		2.9145594		3.704237		4.1914005		7.2272887		8.776435		11.190739		10.177977		7.915789		7.4837666		11.491115		10.16877		8.034183		58.15678		179.33356		63.407257		12.947948		23.739328		220.84305		63.003902		3.0061512		5.8618755		7.4865017		5.986576		3.6946516		4.569207		7.7868776		5.9773693		Yes		Yes		Yes		CJ955595		0		CJ955595		Ta.51508		0		0		0		0		TC420568		0		CJ955595 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul8g11 5', mRNA sequence [CJ955595]

		A_99_P329426		5.483621		4.815477		5.6292		5.206448		5.3878593		3.4644356		2.58228		4.5916934		3.6938517		3.7855594		2.5947373		3.9248078		-1.0686295		-2.5509617		-8.264457		-1.5312976		-3.4575963		-2.0419075		-8.193402		-2.4311523		-0.095761776		-1.3510413		-3.04692		-0.6147547		-1.7897694		-1.0299175		-3.0344627		-1.2816403		Yes		No		No		TA90369_4565		0		0		0		0		0		0		0		TC437054		0		Rep: Oxidoreductase, zinc-binding dehydrogenase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (27%) [TC437054]

		A_99_P004381		7.356624		6.9348106		6.719005		6.624639		6.521445		5.6678376		5.846657		6.033205		6.344106		6.3543334		5.845532		6.1418247		-1.7840788		-2.4065611		-1.8306402		-1.5067437		-2.017429		-1.4953438		-1.8320682		-1.3974671		-0.8351793		-1.266973		-0.8723483		-0.591434		-1.0125179		-0.58047724		-0.87347317		-0.4828143		No		Yes		Yes		BE471222		0		BE471222		Ta.1957		0		0		0		0		TC456838		0		WHE0285_C05_F09ZS Wheat drought-stressed seedling cDNA library Triticum aestivum cDNA clone WHE0285_C05_F09, mRNA sequence [BE471222]

		A_99_P523022		10.071101		8.417722		9.70395		9.268321		8.863959		6.01285		6.3994427		7.5949225		8.730325		7.0107303		6.7101803		8.150851		-2.3087978		-5.2958856		-9.879974		-3.1896508		-2.532876		-2.651836		-7.965526		-2.1696613		-1.2071419		-2.404872		-3.3045073		-1.6733985		-1.3407764		-1.4069915		-2.9937696		-1.1174698		Yes		Yes		Yes		BE429724		0		0		Ta.50704		0		0		0		0		TC441731		0		0

		A_99_P119919		5.023682		5.4434986		4.4499774		4.25072		6.134514		7.104795		5.5836225		4.559033		6.129801		6.7104278		6.364925		4.769733		2.159701		3.163006		2.194124		1.2382588		2.1526573		2.406488		3.7710009		1.4329745		1.1108317		1.6612964		1.133645		0.3083129		1.1061187		1.2669291		1.9149475		0.5190129		Yes		Yes		Yes		CJ727159		0		CJ727159		Ta.44094		0		0		0		0		TC385848		0		CJ727159 Y.Ogihara unpublished cDNA library Wh_VSCB Triticum aestivum cDNA clone whvs16i24 5', mRNA sequence [CJ727159]

		A_99_P527802		8.055936		7.4280562		7.1511035		7.17598		12.125728		13.157433		13.185777		10.0925865		13.534526		12.55037		14.009978		9.973186		16.793043		53.053513		65.556786		7.550679		44.5882		34.831337		116.07189		6.9509273		4.069792		5.7293763		6.034673		2.9166064		5.47859		5.122314		6.858875		2.7972054		Yes		Yes		Yes		DR740444		0		DR740444		Ta.169		543438		glp2b		germin-like protein		0		TC441023		0		FGAS000391 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740444]

		A_99_P207896		6.785524		6.323061		7.154707		6.4688797		7.731426		8.554421		12.369469		9.471347		9.202866		9.298537		12.583146		8.664483		1.9263928		4.6957655		37.13639		8.013693		5.3418584		7.865161		43.064857		4.580812		0.9459019		2.2313604		5.2147617		3.0024672		2.4173417		2.9754763		5.428439		2.1956034		Yes		Yes		Yes		TA53425_4565		0		0		Ta.56235		0		0		0		0		TC384677		0		Rep: Pathogen-related protein - Oryza sativa (Rice), partial (98%) [TC384677]

		A_99_P102505		4.2287283		5.002582		3.8971064		4.9961424		3.5471046		3.529152		1.8739141		5.0198836		4.305156		3.8676176		2.0771778		4.7672844		-1.603944		-2.7768133		-4.0648227		1.0165924		1.0544041		-2.1961315		-3.5306373		-1.171907		-0.6816237		-1.4734302		-2.0231924		0.023741245		0.07642794		-1.1349645		-1.8199286		-0.228858		Yes		No		No		BE444383		0		BE444383		Ta.38702		0		0		0		0		TC394625		0		WHE1118_E02_I04ZS Wheat etiolated seedling root normalized cDNA library Triticum aestivum cDNA clone WHE1118_E02_I04, mRNA sequence [BE444383]

		A_99_P315016		5.130089		6.0881157		3.8863773		4.567405		5.5658526		6.536349		7.3252373		5.882179		6.3013783		6.1558194		7.5659943		5.4794574		1.3526268		1.3643683		10.844262		2.4876328		2.252129		1.0480472		12.813715		1.8817202		0.43576384		0.44823313		3.43886		1.3147736		1.1712894		0.067703724		3.679617		0.91205215		Yes		Yes		Yes		TA86105_4565		0		0		0		0		0		0		0		TC385495		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC385495]

		A_99_P242096		8.809699		8.511184		8.17269		8.187785		7.924732		7.455932		7.0912986		6.4419994		7.648399		7.934021		6.8653793		7.647343		-1.8467222		-2.0780807		-2.1160765		-3.3537745		-2.236589		-1.4919124		-2.4747984		-1.4544181		-0.88496685		-1.0552516		-1.0813918		-1.7457857		-1.1613002		-0.57716274		-1.307311		-0.540442		Yes		No		No		TA65017_4565		0		0		Ta.53941		0		0		0		0		TC379523		0		0

		A_99_P239446		14.439468		14.481069		13.693451		13.593745		13.508675		13.4047365		12.384987		12.219474		13.198949		13.755456		12.117131		13.668065		-1.9063245		-2.108668		-2.476777		-2.5923696		-2.3628361		-1.6536027		-2.9820814		1.0528646		-0.93079376		-1.0763321		-1.308464		-1.3742714		-1.2405195		-0.72561264		-1.5763197		0.07431984		Yes		No		No		TA64284_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P245941		5.237272		3.793411		3.6848037		5.4699764		8.158034		10.006504		9.72361		6.3615403		8.980027		8.797031		9.383767		6.322042		7.5724626		74.18691		65.74485		1.8551861		13.3869505		32.0804		51.946808		1.8050835		2.9207625		6.213093		6.038806		0.8915639		3.7427554		5.00362		5.698963		0.85206556		Yes		No		No		TA65985_4565		0		0		Ta.223		0		0		0		0		TC441657		0		Rep: Beta-1,3-glucanase - Triticum aestivum (Wheat), partial (65%) [TC441657]

		A_99_P205686		9.295363		10.005918		11.194476		10.681267		8.836209		8.824624		9.9217615		9.97242		8.865706		9.280736		10.082192		10.28448		-1.3747356		-2.2678		-2.4161577		-1.6344974		-1.3469133		-1.6531087		-2.161876		-1.3165722		-0.45915413		-1.1812935		-1.2727146		-0.70884705		-0.42965698		-0.7251816		-1.1122837		-0.3967867		No		Yes		Yes		TA52771_4565		0		0		Ta.34805		0		0		0		0		TC423132		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (49%) [TC423132]

		A_99_P284566		9.689387		9.070796		10.347465		10.325157		9.747394		8.528874		9.657506		10.021167		8.754588		8.845618		8.881313		10.523286		1.0410261		-1.4559104		-1.6132371		-1.2345544		-1.9116246		-1.1689212		-2.7628386		1.1472094		0.058006287		-0.5419216		-0.6899586		-0.30399036		-0.9347992		-0.22517776		-1.4661512		0.1981287		No		Yes		Yes		TA77235_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P323011		7.015534		7.6380982		6.635956		6.298746		5.683777		6.449778		5.319491		5.0105267		5.7259183		6.830149		5.2583137		6.3883705		-2.5170906		-2.2788725		-2.490551		-2.4422646		-2.4446292		-1.7507209		-2.5984335		1.0640931		-1.3317571		-1.1883202		-1.3164649		-1.2882195		-1.2896156		-0.80794907		-1.3776422		0.089624405		Yes		No		No		TA88452_4565		0		0		0		0		0		0		0		TC391679		0		0

		A_99_P558662		7.3315773		7.531882		7.7779174		7.70093		6.6872354		5.5904274		6.558264		6.5994554		5.5093303		6.4446187		6.5050397		7.3316693		-1.5630262		-3.8409266		-2.328908		-2.1457393		-3.5363157		-2.1247058		-2.4164307		-1.2916908		-0.64434195		-1.9414544		-1.2196536		-1.1014748		-1.822247		-1.0872631		-1.2728777		-0.3692608		Yes		Yes		Yes		CA625139		0		0		0		0		0		0		0		TC455536		0		Rep: Os01g0686000 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC455536]

		A_99_P292881		2.87749		1.5498031		2.5382648		1.5970391		5.327817		7.1991105		6.445148		4.478735		7.0182343		6.0887733		6.8525367		4.930382		5.4653993		50.189278		14.999924		7.370159		17.63958		23.246958		19.894144		10.0794325		2.450327		5.6493073		3.9068832		2.8816957		4.140744		4.53897		4.314272		3.3333426		Yes		Yes		Yes		TA79607_4565		0		0		0		0		0		0		0		TC453471		0		0

		A_99_P058191		8.101256		7.194967		7.666431		8.151027		8.662769		8.088945		10.502768		8.693847		10.033116		8.163512		11.196915		9.142358		1.4758161		1.8582938		7.142042		1.4568173		3.8154678		1.9568666		11.555307		1.9880184		0.56151295		0.8939786		2.8363366		0.54282		1.93186		0.96854544		3.5304837		0.9913311		Yes		Yes		Yes		TA72115_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P040933		9.459067		7.570286		6.698014		7.7828693		10.068656		10.72308		9.390597		8.20638		11.413455		10.175633		9.526775		8.529099		1.5258241		8.893763		6.4647007		1.3411871		3.875514		6.085381		7.10464		1.6774039		0.6095886		3.152794		2.6925836		0.42351055		1.9543877		2.6053476		2.8287616		0.7462301		Yes		Yes		Yes		DR740229		0		DR740229		Ta.15207		0		0		0		0		TC395122		0		FGAS085157 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740229]

		A_99_P330946		1.60037		2.0137837		1.9284111		1.6060671		1.8903118		3.0287936		6.464579		7.946104		1.6232487		1.9921389		4.227632		2.5225027		1.2225909		2.0209167		23.201853		81.01049		1.0159847		-1.0151162		4.9219193		1.8874463		0.2899418		1.0150099		4.536168		6.340037		0.022878647		-0.02164483		2.299221		0.9164356		Yes		Yes		Yes		TA90830_4565		0		0		0		0		0		0		0		TC439150		0		Rep: Cytokinin dehydrogenase - Triticum aestivum (Wheat), partial (26%) [TC439150]

		A_99_P258411		11.616286		10.739433		11.295083		11.722522		11.4317465		10.759407		10.4006		11.076909		11.478017		10.857857		10.002462		11.435055		-1.1364543		1.013941		-1.8589431		-1.5644035		-1.1005841		1.0855479		-2.4497263		-1.2204956		-0.1845398		0.019973755		-0.8944826		-0.6456127		-0.13826942		0.11842346		-1.2926207		-0.287467		No		Yes		Yes		TA69535_4565		0		0		Ta.19194		0		0		0		0		TC378326		0		Rep: Cold induced protein-like - Oryza sativa subsp. japonica (Rice), partial (63%) [TC378326]

		A_99_P304516		9.364892		9.038868		8.488971		8.459039		8.151568		8.023647		7.49509		7.2321925		8.069385		8.388474		7.521295		8.353545		-2.318712		-2.021212		-1.9915348		-2.3405478		-2.4546332		-1.5695963		-1.9556873		-1.0758624		-1.2133236		-1.0152206		-0.99388075		-1.2268462		-1.2955074		-0.6503935		-0.9676757		-0.105493546		Yes		No		No		TA83010_4565		0		0		Ta.23163		0		0		0		0		TC413720		0		0

		A_99_P355421		11.625695		9.552922		12.27625		9.676312		11.37072		10.229759		8.814464		7.950218		10.536785		8.367286		8.296738		7.4515433		-1.1933154		1.598631		-11.017968		-3.3083096		-2.127133		-2.2746372		-15.774389		-4.6743608		-0.25497532		0.67683697		-3.4617863		-1.7260942		-1.0889101		-1.1856365		-3.9795122		-2.224769		Yes		No		No		TA98442_4565		0		0		Ta.37977		0		0		0		0		TC408326		0		Rep: Probable nicotianamine synthase 2 - Hordeum vulgare (Barley), partial (73%) [TC408326]

		A_99_P473052		10.707044		10.28765		10.326194		10.792549		11.197918		10.75677		11.287267		10.674942		11.280099		10.793541		11.546951		10.579105		1.4052962		1.3842648		1.9467572		-1.0849339		1.4876708		1.42		2.3306906		-1.1594526		0.4908743		0.46912003		0.9610729		-0.11760712		0.57305527		0.50589085		1.2207575		-0.21344376		No		Yes		Yes		TA71769_4565		0		0		0		0		0		0		0		TC418344		0		Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC418344]

		A_99_P556997		4.7061462		4.5473857		3.92612		3.8119888		3.1976883		3.7196848		3.340128		2.083782		3.2845383		3.3378422		2.904568		2.604272		-2.8450577		-1.7748547		-1.5010709		-3.3131578		-2.6788392		-2.3126445		-2.0301018		-2.3097184		-1.5084579		-0.82770085		-0.5859921		-1.7282069		-1.421608		-1.2095435		-1.0215521		-1.207717		Yes		No		No		CJ694352		0		0		Ta.54850		0		0		0		0		TC454947		0		Rep: Probable histone H2A.1 - Oryza sativa subsp. indica (Rice), partial (47%) [TC454947]

		A_99_P443467		8.903268		9.063218		8.538568		8.748555		8.334012		7.9580913		7.9202113		8.477168		8.274566		8.337958		7.7227273		8.46345		-1.483758		-2.151178		-1.5351251		-1.2069677		-1.5461735		-1.6531982		-1.760323		-1.2184987		-0.5692558		-1.1051269		-0.6183562		-0.2713871		-0.62870216		-0.7252598		-0.81584024		-0.28510475		No		Yes		Yes		TA82748_4565		0		0		0		0		0		0		0		TC399016		0		Rep: Sulfate transporter - Zea mays (Maize), partial (20%) [TC399016]

		A_99_P173004		14.085618		14.117275		13.909621		14.039542		13.728035		12.702304		12.762065		13.290466		13.354919		13.480309		13.006337		13.63		-1.2812775		-2.6665444		-2.2153833		-1.6807159		-1.6594424		-1.5550562		-1.8703187		-1.3282641		-0.35758305		-1.4149714		-1.1475563		-0.7490759		-0.7306986		-0.6369667		-0.9032841		-0.40954208		No		Yes		Yes		AK332131		0		AK332131		Ta.51138		0		0		0		0		TC424726		0		Triticum aestivum cDNA, clone: WT003_D14, cultivar: Chinese Spring [AK332131]

		A_99_P325601		5.229103		5.4350247		5.431956		5.0729294		5.22893		4.913158		4.125133		4.2687316		5.019111		4.8770785		3.998024		4.3524413		-1.00012		-1.435812		-2.473961		-1.7461746		-1.1566817		-1.472172		-2.7018206		-1.6477394		-1.73E-04		-0.5218668		-1.3068228		-0.8041978		-0.20999193		-0.5579462		-1.4339318		-0.7204881		No		Yes		Yes		TA89231_4565		0		0		0		0		0		0		0		TC422379		0		Rep: Phosphatidylinositol-4-phosphate 5-Kinase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (25%) [TC422379]

		A_99_P244966		2.705145		3.4185238		2.6827567		2.8786929		4.611561		7.563019		11.8893385		8.064011		7.2997804		7.290375		11.22659		6.1946106		3.7487664		17.6855		590.82294		36.38616		24.161455		14.6400795		373.2074		9.9584255		1.9064159		4.144495		9.206582		5.185318		4.5946355		3.8718514		8.543834		3.3159177		Yes		Yes		Yes		AF442967		0		AF442967		Ta.55405		542887		LOC542887		thaumatin-like protein		0		TC424290		0		Triticum aestivum clone WAS-3a thaumatin-like protein mRNA, complete cds [AF442967]

		A_99_P575877		9.054807		8.834321		9.186016		8.666366		8.761565		8.096324		7.8628707		8.406226		8.6923		8.532248		7.9732685		8.629944		-1.2253904		-1.6678587		-2.5021102		-1.1975945		-1.285658		-1.2329152		-2.3177862		-1.025567		-0.2932415		-0.73799706		-1.3231454		-0.26013947		-0.36250687		-0.30207348		-1.2127476		-0.036421776		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P316526		8.916633		8.482451		8.02238		8.21791		8.209418		7.4931464		7.176708		7.7605324		7.9861984		7.9057174		6.8448677		7.7370667		-1.6326487		-1.9852284		-1.7971013		-1.3730435		-1.9058496		-1.491469		-2.261864		-1.395559		-0.70721436		-0.989305		-0.84567165		-0.45737743		-0.9304342		-0.57673407		-1.1775122		-0.48084307		No		Yes		Yes		TA86532_4565		0		0		0		0		0		0		0		TC385299		0		Rep: Homoserine dehydrogenase - Oryza sativa subsp. japonica (Rice), partial (39%) [TC385299]

		A_99_P338896		6.134256		6.4674754		6.4131927		5.8328443		5.688764		5.420096		5.3613048		5.8304334		5.3816986		5.823555		5.419335		6.056614		-1.3617783		-2.0667725		-2.0732412		-1.0016725		-1.6847765		-1.5625696		-1.9915032		1.167781		-0.4454918		-1.0473795		-1.051888		-0.0024108887		-0.7525573		-0.6439204		-0.99385786		0.22376966		No		Yes		Yes		TA93272_4565		0		0		0		0		0		0		0		TC433006		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (49%) [TC433006]

		A_99_P194253		6.7097354		7.74292		7.3589706		7.632084		7.235163		8.83626		9.100435		9.087337		7.7951107		8.277501		9.481266		9.029578		1.4393604		2.1336741		3.3437445		2.7420456		2.1219275		1.4485216		4.353861		2.6344364		0.5254278		1.0933399		1.7414646		1.4552526		1.0853753		0.5345812		2.1222954		1.3974943		Yes		Yes		Yes		CJ855529		0		CJ855529		Ta.62899		0		0		0		0		TC440481		0		CJ855529 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal33n02 5', mRNA sequence [CJ855529]

		A_99_P270531		9.098008		9.810053		12.6636		11.4494095		7.850038		8.3556795		12.33034		10.339714		7.557672		8.980049		11.577488		11.247448		-2.37507		-2.740375		-1.2598567		-2.158001		-2.9086227		-1.7776899		-2.1230114		-1.1502612		-1.2479701		-1.4543734		-0.33325958		-1.1096954		-1.5403361		-0.83000374		-1.086112		-0.20196152		Yes		No		No		TA73106_4565		0		0		0		0		0		0		0		TC382149		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (68%) [TC382149]

		A_99_P462152		7.2760825		5.781278		6.1523795		6.387155		8.294972		8.866768		8.524184		6.5405574		9.93971		9.339353		8.540164		6.5904155		2.026359		8.488383		5.175882		1.1121893		6.336241		11.778423		5.2335305		1.1512973		1.0188899		3.0854897		2.3718047		0.15340233		2.6636271		3.5580745		2.3877845		0.20326042		Yes		No		No		CN011234		0		CN011234		Ta.30866		0		0		0		0		TC411919		0		WHE3881_F10_L19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3881_F10_L19, mRNA sequence [CN011234]

		A_99_P298991		11.765372		11.143463		9.909621		10.495112		11.905014		12.182167		11.098457		10.503848		12.792141		11.9100485		11.396909		10.344562		1.1016315		2.0543811		2.2796876		1.0060735		2.0374558		1.7012384		2.8036137		-1.1099932		0.13964176		1.0387039		1.1888361		0.008735657		1.0267687		0.76658535		1.4872875		-0.15055084		No		Yes		Yes		TA81381_4565		0		0		0		0		0		0		0		TC403205		0		Rep: Chromosome chr13 scaffold_286, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC403205]

		A_99_P533842		9.89174		8.933132		9.377141		8.19654		10.843913		10.767333		13.393227		10.526044		12.168496		10.883016		13.590444		9.478626		1.934785		3.5657384		16.179394		5.026325		4.845872		3.8634331		18.549425		2.431904		0.95217323		1.8342009		4.0160856		2.329504		2.2767563		1.9498835		4.2133026		1.2820864		Yes		Yes		Yes		L28009		0		L28009		Ta.56205		543201		wali6		wali6 protein		0		TC409372		0		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P014219		2.5538547		1.9969211		1.8705997		2.3495984		3.1669686		3.1651566		3.8158224		3.8904753		1.9906311		2.1380327		2.9245625		2.4664822		1.529557		2.2473667		3.850972		2.909713		-1.4775671		1.1027545		2.0762248		1.08439		0.6131139		1.1682355		1.9452226		1.5408769		-0.5632236		0.14111161		1.0539627		0.116883755		Yes		No		No		CK166783		0		CK166783		Ta.5987		0		0		0		0		TC369630		0		FGAS050997 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166783]

		A_99_P208316		4.826699		7.1046147		7.893663		6.9134965		4.4648504		4.871062		6.1843476		5.426092		4.0775914		5.33073		5.758324		5.5594954		-1.2850713		-4.7029076		-3.270056		-2.8038406		-1.6807526		-3.4197357		-4.393403		-2.5562005		-0.36184835		-2.233553		-1.7093153		-1.4874043		-0.74910736		-1.7738848		-2.1353388		-1.354001		Yes		Yes		Yes		TA53551_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P410467		2.513334		1.7509371		1.8329259		3.5937645		4.7400913		3.223912		6.7231274		9.293251		4.281791		3.9865577		6.320654		5.5418553		4.680807		2.775937		29.65496		51.965664		3.4068942		4.709652		22.435759		3.8586357		2.2267573		1.4729749		4.8902016		5.6994867		1.7684572		2.2356205		4.487728		1.9480908		Yes		Yes		Yes		TA56382_4565		0		0		0		0		0		0		0		TC415512		0		Rep: COG0642: Signal transduction histidine kinase - Nostoc punctiforme PCC 73102, partial (3%) [TC372569]

		A_99_P353791		3.8058593		3.626193		5.310644		3.114579		6.204534		7.600306		7.5804253		6.922758		7.719473		7.962402		8.337004		6.22501		5.2731853		15.715465		4.8224998		14.008		15.070064		20.198956		8.1475115		8.636405		2.3986747		3.974113		2.269781		3.8081791		3.9136136		4.336209		3.0263596		3.110431		Yes		Yes		Yes		TA97926_4565		0		0		0		0		0		0		0		TC388166		0		0

		A_99_P482012		8.208634		7.9775605		8.461159		8.736018		7.588795		6.1906013		6.3987045		7.4287696		7.456711		6.3879294		5.8783736		7.658258		-1.5367038		-3.4508677		-4.1769624		-2.4746914		-1.6840367		-3.0097237		-5.9909515		-2.1107566		-0.6198392		-1.7869592		-2.0624542		-1.3072486		-0.75192356		-1.5896311		-2.5827851		-1.0777602		Yes		Yes		Yes		CA701192		0		0		Ta.9047		0		0		0		0		TC429160		0		0

		A_99_P513067		12.911507		13.082108		12.76204		12.610046		12.697276		12.295837		11.480304		12.578786		12.49199		12.676391		11.752353		12.628324		-1.160085		-1.72461		-2.4313142		-1.0219046		-1.3374794		-1.3247471		-2.0134747		1.0127493		-0.21423054		-0.78627014		-1.2817364		-0.03126049		-0.41951656		-0.4057169		-1.0096874		0.018277168		No		Yes		Yes		BJ209055		0		0		Ta.9658		0		0		0		0		TC437442		0		Rep: Os05g0399100 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC437442]

		A_99_P466047		2.3063216		1.7844731		2.3358004		1.6107544		3.2445173		5.901632		5.9430566		4.7397537		5.4403043		4.7163424		6.6852155		4.042699		1.9161303		17.35355		12.186873		8.748279		8.77855		7.630986		20.3847		5.396202		0.9381957		4.117159		3.6072562		3.1289992		3.1339827		2.9318695		4.349415		2.4319444		Yes		Yes		Yes		TC414256		0		0		0		0		0		0		0		TC414256		0		Rep: Glutathione s-transferase gstf2 - Oryza sativa subsp. indica (Rice), partial (57%) [TC414256]

		A_99_P301201		6.398577		7.6872106		5.238011		4.990619		4.8640428		6.154593		3.9815228		4.0335574		4.6025424		6.8924413		3.6851265		5.532957		-2.8969493		-2.8931026		-2.3891344		-1.941352		-3.4726448		-1.7348		-2.9340315		1.4563305		-1.5345345		-1.5326176		-1.2564881		-0.95706177		-1.7960348		-0.7947693		-1.5528843		0.5423379		Yes		No		No		TA82023_4565		0		0		0		0		0		0		0		TC386045		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (59%) [TC386045]

		A_99_P047575		3.424857		3.1612628		3.8156354		3.4457228		3.6899292		3.0669987		5.3778872		3.2360926		3.0461473		3.5967796		4.866722		4.0285735		1.2016963		-1.0675207		2.9531443		-1.1563917		-1.3001784		1.3523952		2.07209		1.497806		0.26507235		-0.09426403		1.5622518		-0.20963025		-0.37870955		0.43551683		1.0510867		0.5828507		No		Yes		Yes		CA619286		0		CA619286		Ta.17277		0		0		0		0		0		0		wl1n.pk0045.d9 wl1n Triticum aestivum cDNA clone wl1n.pk0045.d9 5' end, mRNA sequence [CA619286]

		A_99_P123500		9.577571		8.526103		8.048945		7.990869		10.65854		10.067561		8.773168		8.29602		10.884763		10.036385		9.139991		8.28551		2.1154563		2.9108856		1.6520097		1.2355475		2.474594		2.8486562		2.1302834		1.2265798		1.0809689		1.5414581		0.7242222		0.3051505		1.3071918		1.5102816		1.0910454		0.29464102		Yes		No		No		DR741464		0		DR741464		Ta.45116		0		0		0		0		TC377115		0		FGAS030519 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741464]

		A_99_P325271		9.849406		8.296304		10.619103		10.912948		8.324264		5.312363		7.542372		9.469536		9.766509		4.7683945		8.236854		9.06211		-2.8781517		-7.911442		-8.437006		-2.7196326		-1.0591428		-11.534705		-5.2134914		-3.6070957		-1.5251427		-2.9839406		-3.0767312		-1.4434118		-0.08289719		-3.5279093		-2.3822498		-1.8508377		Yes		Yes		Yes		TA89120_4565		0		0		0		0		0		0		0		TC432850		0		Rep: Flavonoid 3'-hydroxylase - Triticum aestivum (Wheat), partial (81%) [TC432850]

		A_99_P445607		9.696107		10.108029		10.829118		10.589011		9.318835		8.985615		10.13799		10.197991		9.23014		9.428782		10.390364		10.168488		-1.2988832		-2.1771104		-1.6145451		-1.3113201		-1.381243		-1.6013037		-1.3554332		-1.3384132		-0.37727165		-1.1224146		-0.6911278		-0.39101982		-0.46596718		-0.6792469		-0.43875408		-0.42052364		No		Yes		Yes		TC400615		0		0		0		0		0		0		0		TC400615		GO:0004219(pyroglutamyl-peptidase I activity)|GO:0005575(cellular_component)|GO:0006508(proteolysis)|GO:0008233(peptidase activity)		Rep: Pyrrolidone carboxyl peptidase-like protein - Oryza sativa subsp. japonica (Rice), partial (98%) [TC400615]

		A_99_P209941		12.594704		10.85333		10.920433		11.067272		12.427379		11.433349		13.290917		11.62576		12.295425		11.688998		13.020831		11.817718		-1.1229744		1.4948689		5.1711473		1.4727248		-1.2305287		1.784684		4.2882767		1.6823121		-0.16732502		0.580019		2.3704844		0.5584879		-0.29927826		0.83566856		2.100398		0.75044537		No		Yes		Yes		TA54122_4565		0		0		Ta.28612		0		0		0		0		TC374157		0		0

		A_99_P519072		5.3779817		5.797111		5.575004		5.4758077		5.07626		4.705484		4.731901		4.5474706		4.243995		4.5750513		4.120483		4.6961856		-1.2326144		-2.1311426		-1.7939043		-1.9030812		-2.1946433		-2.3327954		-2.740656		-1.7166811		-0.30172157		-1.0916271		-0.84310293		-0.9283371		-1.1339865		-1.2220597		-1.4545212		-0.7796221		Yes		Yes		Yes		CA619639		0		0		Ta.17611		0		0		0		0		TC440272		0		Rep: RNA/DNA-binding protein - Mus musculus (Mouse), partial (6%) [TC440272]

		A_99_P119849		5.705401		5.7106004		5.4528255		5.6859393		4.899559		4.4614034		5.035209		4.000103		4.8101807		4.5189424		3.8886974		4.119271		-1.7481657		-2.3770907		-1.3357189		-3.2172685		-1.8598938		-2.284151		-2.9569876		-2.962199		-0.8058419		-1.249197		-0.41761637		-1.6858363		-0.8952203		-1.191658		-1.5641282		-1.5666685		Yes		No		No		CJ678810		0		CJ678810		Ta.44070		0		0		0		0		TC410356		0		CJ678810 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok14b02 5', mRNA sequence [CJ678810]

		A_99_P497732		7.4788184		8.094727		8.251592		7.999514		6.9469495		6.836161		7.0583005		7.5867577		6.875506		7.308441		6.7656307		7.7969856		-1.4458009		-2.3925772		-2.2867382		-1.3312268		-1.5192007		-1.7246282		-2.8010368		-1.1507133		-0.53186893		-1.2585654		-1.1932912		-0.41275644		-0.6033125		-0.7862854		-1.485961		-0.20252848		No		Yes		Yes		CJ518687		0		0		Ta.50293		0		0		0		0		TC430693		0		Rep: Benzothiadiazole-induced homeodomain protein 1 - Oryza sativa subsp. indica (Rice), partial (31%) [TC430693]

		A_99_P555242		5.035282		4.6860943		4.621965		5.36601		5.4405885		6.6467285		7.2614346		6.80378		7.165461		5.1719766		7.707516		6.5024514		1.3243701		3.8923306		6.2310257		2.7090178		4.3777175		1.400442		8.488745		2.1983807		0.40530634		1.9606342		2.6394696		1.4377699		2.130179		0.48588228		3.0855513		1.1364412		Yes		Yes		Yes		BE406446		0		0		Ta.55698		0		0		0		0		TC454260		0		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (28%) [TC454260]

		A_99_P090350		2.8229072		4.681227		3.1543846		2.755106		3.6536205		5.262525		5.4908195		5.1046524		3.1504261		5.300412		5.5312676		5.1482797		1.7785645		1.4961946		5.05053		5.09664		1.2548535		1.5360072		5.1941333		5.253117		0.8307133		0.5812979		2.3364348		2.3495464		0.32751894		0.619185		2.376883		2.3931737		Yes		No		No		BU099432		0		BU099432		Ta.34250		0		0		0		0		TC390503		0		WHE3307_D01_H01ZS Chinese Spring wheat drought stressed root cDNA library Triticum aestivum cDNA clone WHE3307_D01_H01, mRNA sequence [BU099432]

		A_99_P457017		7.9367967		6.852131		9.407088		8.63829		7.876663		5.99299		8.149506		8.293792		7.457332		6.342688		8.25147		8.14734		-1.0425622		-1.8139578		-2.3909478		-1.2697097		-1.3942261		-1.4235003		-2.2277985		-1.4053706		-0.060133457		-0.8591409		-1.2575827		-0.34449863		-0.47946453		-0.5094428		-1.1556187		-0.49095058		No		Yes		Yes		TC408484		0		0		0		0		0		0		0		TC408484		0		Rep: Cysteine-rich repeat secretory protein 12 precursor - Arabidopsis thaliana (Mouse-ear cress), partial (6%) [TC408484]

		A_99_P031059		5.0422025		5.0540895		5.839708		5.697558		4.9197145		4.485805		4.3915706		5.318104		4.836118		4.634918		4.66795		5.508099		-1.0886106		-1.4827594		-2.7285552		-1.3008496		-1.153553		-1.3371593		-2.25286		-1.1403359		-0.12248802		-0.5682845		-1.4481373		-0.37945414		-0.20608425		-0.41917133		-1.1717577		-0.18945885		No		Yes		Yes		DN829682		0		DN829682		Ta.11648		0		0		0		0		TC418046		0		KUCD01_08_D01_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829682]

		A_99_P294976		6.2456894		7.628716		6.667337		5.456755		5.3037286		5.3501244		5.1784725		4.0201306		3.9433095		6.270346		4.3444247		4.2089977		-1.9211376		-4.852041		-2.8066797		-2.706868		-4.932708		-2.563953		-5.003412		-2.37472		-0.9419608		-2.2785916		-1.4888644		-1.4366245		-2.3023798		-1.3583698		-2.3229122		-1.2477574		Yes		No		No		TA80216_4565		0		0		Ta.29790		0		0		0		0		TC389297		0		0

		A_99_P311111		8.510858		8.672393		8.466495		7.9061456		9.269954		10.421338		10.172615		10.120071		10.65799		10.448014		10.747863		10.208308		1.69243		3.3611274		3.2628224		4.63936		4.4294662		3.4238546		4.8613877		4.9319654		0.75909615		1.7489452		1.7061205		2.2139258		2.1471329		1.7756214		2.2813683		2.3021626		Yes		Yes		Yes		TA84975_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P278241		10.3160515		9.960186		11.519113		10.872162		9.429648		8.7469225		10.3374815		10.042924		9.435898		9.131821		10.357515		10.710309		-1.8485615		-2.3186154		-2.2683308		-1.7767466		-1.8405713		-1.7756723		-2.2370496		-1.118723		-0.8864031		-1.2132635		-1.1816311		-0.82923794		-0.88015366		-0.8283653		-1.1615973		-0.16185284		Yes		Yes		Yes		TA75375_4565		0		0		0		0		0		0		0		TC372851		0		0

		A_99_P346641		10.438954		10.7146		10.998524		11.178418		10.091022		9.565829		9.9819355		10.383517		9.830622		9.976882		10.080124		10.451405		-1.2727357		-2.2172482		-2.0231287		-1.7349582		-1.5244963		-1.6675357		-1.8900177		-1.6552092		-0.34793282		-1.1487703		-1.0165882		-0.7949009		-0.60833263		-0.7377176		-0.9183998		-0.7270136		No		Yes		Yes		TA95696_4565		0		0		0		0		0		0		0		TC382395		0		Rep: Chromosome chr12 scaffold_36, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC382395]

		A_99_P524272		4.9738855		6.1122704		7.8917274		7.031242		2.1583745		4.596063		6.3453293		4.8638763		3.2381744		4.9665875		6.1142197		6.4982796		-7.0396857		-2.860381		-2.92087		-4.492024		-3.330436		-2.2125082		-3.4283342		-1.4468971		-2.815511		-1.5162072		-1.5463982		-2.1673656		-1.7357111		-1.1456828		-1.7775078		-0.5329623		Yes		No		No		CJ634596		0		0		Ta.22120		0		0		0		0		TC442223		0		Rep: Homoserine kinase - Shewanella baltica OS223, partial (5%) [TC442223]

		A_99_P541897		6.274395		6.561905		5.6572843		6.390262		4.477287		4.2228703		1.7892638		5.393648		5.735152		3.7441008		2.5279715		5.0158916		-3.4752293		-5.0596395		-14.601255		-1.9953115		-1.45321		-7.050884		-8.75018		-2.592548		-1.7971082		-2.3390346		-3.8680205		-0.996614		-0.5392432		-2.817804		-3.1293128		-1.3743706		Yes		Yes		Yes		CK207885		0		CK207885		Ta.54462		100146094		PR60		endosperm transfer cell specific PR60		0		TC401614		0		FGAS019557 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207885]

		A_99_P310471		8.513284		7.8770237		7.193964		6.5996976		7.5447235		6.1892753		3.467057		5.346031		7.3105607		7.3881836		4.512947		5.1454806		-1.9568866		-3.2215354		-13.240696		-2.3844664		-2.301737		-1.4033161		-6.413078		-2.740078		-0.9685602		-1.6877484		-3.726907		-1.2536664		-1.202723		-0.4888401		-2.681017		-1.454217		Yes		No		No		TA84793_4565		0		0		Ta.37093		0		0		0		0		TC370600		0		Rep: Os07g0525500 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC370600]

		A_99_P474872		5.411883		6.424275		6.234587		5.7074184		4.6639953		4.635056		3.193447		3.6748278		4.7019653		5.3385005		3.5507145		4.6276574		-1.6793321		-3.4562771		-8.231413		-4.0913887		-1.6357106		-2.1225145		-6.425785		-2.1136858		-0.7478876		-1.7892189		-3.04114		-2.0325906		-0.70991755		-1.0857744		-2.6838727		-1.079761		Yes		Yes		Yes		BQ171300		0		0		Ta.7796		0		0		0		0		TC419337		0		0

		A_99_P264371		2.1475544		2.5285428		2.5388653		2.842679		6.0908203		10.331836		10.136813		6.272224		9.331241		8.892127		10.720244		6.352225		15.38301		223.37025		193.73598		10.774469		145.38013		82.3436		290.2957		11.388816		3.943266		7.803293		7.597948		3.429545		7.1836863		6.3635845		8.181379		3.5095458		Yes		Yes		Yes		TA71225_4565		0		0		0		0		0		0		0		TC437092		0		0

		A_99_P149352		11.489067		11.191871		10.351014		10.179929		10.936679		10.109734		9.822603		10.029312		10.580279		11.118568		10.025868		9.750538		-1.4665112		-2.11717		-1.4423397		-1.1100439		-1.8774673		-1.0521222		-1.2527909		-1.3466649		-0.5523882		-1.0821371		-0.5284109		-0.15061665		-0.9087877		-0.07330227		-0.32514572		-0.4293909		No		Yes		Yes		CJ850340		0		CJ850340		Ta.52634		0		0		0		0		TC457140		0		CJ850340 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal15d23 5', mRNA sequence [CJ850340]

		A_99_P491072		7.403787		7.6843476		6.7057366		6.597328		5.943298		6.3450093		6.240217		5.626469		6.1260552		7.146393		5.959843		6.071528		-2.7520168		-2.5303524		-1.3808144		-1.9600073		-2.424575		-1.4519128		-1.6770126		-1.439732		-1.4604893		-1.3393383		-0.46551943		-0.97085905		-1.2777319		-0.5379548		-0.7458935		-0.5258002		Yes		No		No		AK333365		0		AK333365		Ta.57215		0		0		0		0		TC427734		0		Triticum aestivum cDNA, clone: WT006_E18, cultivar: Chinese Spring [AK333365]

		A_99_P392127		1.8476057		2.6914682		1.564191		2.1435869		3.418867		5.3730607		6.221069		4.367917		5.455253		3.9698956		6.3331065		4.159612		2.9716442		6.4156365		25.226671		4.672939		12.190179		2.425744		27.263817		4.044679		1.5712614		2.6815925		4.656878		2.2243302		3.6076474		1.2784274		4.7689157		2.0160253		Yes		Yes		Yes		TA108511_4565		0		0		0		0		0		0		0		TC395411		0		Rep: Hydrolase, alpha/beta fold family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (44%) [TC395411]

		A_99_P343661		7.572517		5.5728536		4.306127		4.5192504		8.943982		9.520408		9.5732565		7.0803924		9.665618		9.703197		10.1541395		6.1081104		2.587332		15.428802		38.50915		5.9017467		4.266642		17.512861		57.60062		3.0081158		1.3714652		3.947554		5.2671294		2.561142		2.093101		4.130343		5.8480124		1.58886		Yes		Yes		Yes		TA94744_4565		0		0		0		0		0		0		0		TC438321		0		0

		A_99_P007296		11.155305		12.89019		13.171009		12.373932		10.29548		11.478696		11.247987		12.36546		10.67434		11.460843		11.366467		12.311775		-1.8148184		-2.6601255		-3.7921665		-1.0058893		-1.3956766		-2.693248		-3.4931815		-1.0440253		-0.85982513		-1.4114943		-1.9230223		-0.008471489		-0.48096466		-1.429347		-1.8045416		-0.062156677		Yes		No		No		TA78806_4565		0		0		0		0		0		0		0		TC416109		0		0

		A_99_P105215		6.2927575		6.1540065		5.925686		6.6678224		7.032196		8.157156		8.019057		8.364988		7.802778		7.7154675		8.803021		7.8067303		1.669526		4.008742		4.2674417		3.2426336		2.8481405		2.951526		7.347918		2.2021427		0.73943853		2.0031495		2.0933714		1.697166		1.5100203		1.561461		2.8773355		1.1389079		Yes		Yes		Yes		BG904413		0		BG904413		Ta.39599		0		0		0		0		TC428043		0		TaLr1132A04R TaLr1 Triticum aestivum cDNA clone TaLr1132A04 5', mRNA sequence [BG904413]

		A_99_P345076		7.227776		7.150678		6.1936145		6.3908734		5.6678295		5.949684		4.010994		4.813418		6.173807		6.4895215		4.3825016		6.367513		-2.948429		-2.2989802		-4.539774		-2.9844303		-2.0762339		-1.58135		-3.5091288		-1.0163239		-1.5599465		-1.200994		-2.1826205		-1.5774555		-1.0539689		-0.66115665		-1.8111129		-0.023360252		Yes		No		No		TA95193_4565		0		0		Ta.57300		0		0		0		0		TC399243		0		0

		A_99_P370987		3.1946404		3.4094722		2.660615		3.818124		3.881408		6.10566		5.8417325		5.081118		5.4692826		4.868244		6.7474747		5.633989		1.6096729		6.480871		9.070094		2.3999329		4.838776		2.7487428		16.992895		3.5207062		0.6867676		2.6961877		3.1811175		1.262994		2.2746422		1.458772		4.0868597		1.8158648		Yes		Yes		Yes		TA103330_4565		0		0		Ta.33310		0		0		0		0		TC410029		0		0

		A_99_P268691		12.352927		12.015063		12.690883		12.516353		11.546459		10.891278		11.221669		12.192734		11.261636		11.402282		11.714114		12.37735		-1.7489245		-2.1791794		-2.7687092		-1.2514658		-2.1306467		-1.5292047		-1.9680523		-1.1011437		-0.806468		-1.123785		-1.4692135		-0.3236189		-1.0912914		-0.6127815		-0.9767685		-0.1390028		No		Yes		Yes		TA72503_4565		0		0		Ta.7829		0		0		0		0		TC429437		0		Rep: Senescence-associated protein 12 - Hemerocallis sp. (Daylily), partial (91%) [TC429437]

		A_99_P273961		5.8584065		6.2031875		6.304562		6.471124		6.168409		7.0846		8.386705		7.436621		6.4964256		6.900902		8.357028		7.4709716		1.2397097		1.8421781		4.2343583		1.9527361		1.556191		1.6219331		4.148144		1.9997885		0.31000233		0.8814125		2.0821433		0.965497		0.6380191		0.6977143		2.052466		0.9998474		Yes		Yes		Yes		TA74113_4565		0		0		0		0		0		0		0		TC442783		0		Rep: GDSL-motif lipase/hydrolase protein-like - Oryza sativa subsp. japonica (Rice), partial (46%) [TC442783]

		A_99_P484557		2.2809818		1.5693356		1.5687755		1.6458803		3.3359823		2.598384		7.9130383		5.405071		4.414702		1.6995162		6.8441176		3.4405215		2.077719		2.0406778		81.24812		13.540326		4.3884764		1.0944307		38.72899		3.4692917		1.0550005		1.0290483		6.3442626		3.7591906		2.1337202		0.1301806		5.275342		1.7946411		Yes		Yes		Yes		TA57006_4565		0		0		0		0		0		0		0		TC412240		0		Rep: Wali3 protein - Triticum aestivum (Wheat), partial (81%) [TC412240]

		A_99_P355851		8.052436		9.087559		7.5174828		7.4274573		6.4179025		7.781778		6.756808		6.809969		6.293066		8.390246		6.027552		7.790709		-3.1048713		-2.4721751		-1.6942831		-1.534202		-3.385502		-1.6214813		-2.8087547		1.2863219		-1.6345334		-1.3057809		-0.76067495		-0.6174884		-1.7593699		-0.69731236		-1.4899306		0.3632517		Yes		No		No		TA98598_4565		0		0		0		0		0		0		0		TC461725		0		Rep: Pherophorin - Volvox carteri f. nagariensis, partial (8%) [TC461725]

		A_99_P000686		10.067547		9.7024355		11.084001		10.533704		11.284283		13.816123		13.1366625		12.13372		12.080005		12.134824		13.68969		12.16547		2.3242025		17.311844		4.1487074		3.031468		4.03469		5.397863		6.0868216		3.0989218		1.2167358		4.1136875		2.052662		1.6000166		2.0124578		2.4323883		2.605689		1.6317663		Yes		Yes		Yes		AY666013		0		AY666013		Ta.351		778392		LOC778392		cold acclimation induced protein 2-1		0		TC373512		0		Triticum aestivum cold acclimation induced protein 2-1 mRNA, complete cds [AY666013]

		A_99_P244641		6.203966		5.517364		8.68504		5.656011		8.176556		10.199004		9.612312		7.804685		9.672047		6.8386235		10.815792		6.476379		3.9247193		25.663395		1.9016765		4.4342003		11.066143		2.4988418		4.3794556		1.7658561		1.9725895		4.68164		0.92727184		2.148674		3.4680805		1.3212595		2.1307516		0.8203678		Yes		No		No		TA65658_4565		0		0		0		0		0		0		0		TC394185		0		0

		A_99_P273751		8.714884		9.497678		9.552382		8.914978		9.155239		9.408302		10.891347		10.485496		9.911198		9.992513		11.170423		9.780355		1.3569385		-1.0639095		2.5296967		2.9701123		2.2915342		1.4091595		3.0695775		1.8218162		0.4403553		-0.089375496		1.3389645		1.5705175		1.1963139		0.4948349		1.6180401		0.8653774		Yes		Yes		Yes		TA74051_4565		0		0		Ta.43176		0		0		0		0		TC431033		0		0

		A_99_P416897		4.2072964		2.933775		2.6243238		2.518513		6.239414		7.2261024		6.534828		5.4873104		7.734671		5.9135175		6.990972		5.0229754		4.0900483		19.593828		15.03762		7.828834		11.530433		7.8884535		20.629662		5.674379		2.0321178		4.2923274		3.9105043		2.9687974		3.5273747		2.9797425		4.366648		2.5044625		Yes		Yes		Yes		TC378017		0		0		0		0		0		0		0		TC378017		0		Rep: Wall associated kinase - Brachypodium sylvaticum (False brome), partial (19%) [TC378017]

		A_99_P084510		8.260419		7.571855		7.985802		7.572351		9.023919		9.403538		9.463849		8.266721		9.930594		8.432796		9.859382		8.006159		1.6976043		3.55952		2.7857134		1.6181774		3.1825333		1.8162218		3.6644063		1.3507942		0.7635002		1.8316827		1.4780469		0.6943698		1.6701756		0.86094046		1.8735795		0.43380785		Yes		Yes		Yes		CK210200		0		CK210200		Ta.32197		0		0		0		0		TC388484		0		FGAS021997 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210200]

		A_99_P114285		5.525482		5.626471		5.9527473		5.5728536		5.1052623		4.635917		4.9875875		4.4357033		4.6826935		4.6193595		4.55289		4.4523935		-1.3381315		-1.9869477		-1.9522799		-2.1994615		-1.7935137		-2.009883		-2.6387553		-2.1741629		-0.4202199		-0.99055386		-0.9651599		-1.1371503		-0.8427887		-1.0071115		-1.3998575		-1.12046		Yes		No		No		BQ903146		0		BQ903146		Ta.42411		0		0		0		0		0		0		Ta03_06e12_R Ta03_AAFC_ECORC_Fusarium_graminearum_inoculated_wheat_heads Triticum aestivum cDNA clone Ta03_06e12, mRNA sequence [BQ903146]

		A_99_P133260		2.7736695		2.5475085		2.023971		3.460056		3.5712807		4.984488		4.098743		2.9266913		4.8693786		3.902502		4.3507357		3.4129887		1.7382207		5.415068		4.212778		-1.4473008		4.274362		2.5579598		5.01679		-1.0331627		0.79761124		2.4369795		2.074772		-0.5333648		2.095709		1.3549936		2.3267646		-0.047067404		Yes		Yes		Yes		TA86710_4565		0		0		Ta.10031		0		0		0		0		TC396397		0		0

		A_99_P540867		8.8921		9.113812		9.312729		9.628094		8.566467		7.622059		8.17549		8.849365		8.403337		7.8864865		7.748091		9.020421		-1.2532142		-2.812306		-2.199596		-1.7156181		-1.403242		-2.3413262		-2.958032		-1.5237991		-0.32563305		-1.4917536		-1.1372385		-0.7787285		-0.4887638		-1.2273259		-1.5646377		-0.6076727		No		Yes		Yes		CJ561551		0		0		Ta.34260		0		0		0		0		TC448726		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (12%) [TC448726]

		A_99_P223481		15.31384		15.98459		16.040236		16.117025		15.075217		14.58961		15.373627		15.887797		14.354573		15.366643		14.519187		16.142286		-1.1798657		-2.629848		-1.5873374		-1.1722076		-1.9443213		-1.5346893		-2.8699956		1.0176637		-0.23862267		-1.3949795		-0.6666088		-0.22922802		-0.95926666		-0.6179466		-1.5210485		0.025260925		No		Yes		Yes		AK332332		0		AK332332		Ta.28740		543067		WPEAMT		phosphoethanolamine methyltransferase		0		TC372158		0		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P340286		3.3331153		3.4110725		1.6290683		3.655794		3.3141382		3.7254295		7.0230174		6.5774074		2.7844346		4.659983		6.820883		6.417108		-1.0132408		1.2434573		42.047527		7.57693		-1.4627476		2.376619		36.550377		6.7801356		-0.018977165		0.31435704		5.393949		2.9216135		-0.5486808		1.2489107		5.1918144		2.7613142		Yes		Yes		Yes		TA93694_4565		0		0		0		0		0		0		0		TC397292		0		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (11%) [TC397292]

		A_99_P244216		4.6450467		4.011725		3.972686		4.27034		2.98725		2.9162874		3.563722		2.7235801		3.5545304		3.5987694		3.719506		3.6537693		-3.1553426		-2.1367788		-1.3277322		-2.9216025		-2.1295023		-1.3314105		-1.1918312		-1.5332264		-1.6577966		-1.0954375		-0.40896416		-1.5467598		-1.0905163		-0.41295552		-0.25318003		-0.6165707		Yes		No		No		TA65544_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P268696		10.248942		9.871079		11.029902		10.69114		9.648296		8.729167		9.663947		10.583622		9.503455		9.1066885		9.96207		10.587069		-1.5163954		-2.2067335		-2.5774696		-1.0773733		-1.6765404		-1.6986527		-2.0962808		-1.0748025		-0.600646		-1.1419125		-1.3659554		-0.107518196		-0.7454872		-0.76439095		-1.067832		-0.10407162		No		Yes		Yes		TA72504_4565		0		0		0		0		0		0		0		TC378077		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC378077]

		A_99_P439092		4.448335		4.7468247		3.985039		5.529411		8.413479		12.468021		12.273786		8.439511		11.294735		11.029441		12.671287		8.682517		15.618064		211.01425		312.72415		7.5167055		115.07254		77.84952		411.92783		8.895688		3.9651437		7.7211967		8.288747		2.9101005		6.8464		6.282616		8.686248		3.1531062		Yes		Yes		Yes		TA71225_4565		0		0		0		0		0		0		0		TC395661		0		0

		A_99_P000916		14.017868		13.9599905		13.280403		12.968293		12.966698		13.079854		12.269185		11.560539		12.742089		13.458013		12.149956		12.7501745		-2.0722103		-1.8405495		-2.0156121		-2.6532378		-2.421295		-1.4161538		-2.1892662		-1.1632158		-1.0511703		-0.8801365		-1.0112181		-1.407754		-1.2757788		-0.5019779		-1.1304474		-0.21811867		Yes		No		No		X07780		0		X07780		Ta.439		543276		pre-FBPase		pre-FBPase protein		0		TC368647		0		Wheat mRNA for fructose-1,6-bisphosphatase (EC 3.1.3.11) [X07780]

		A_99_P151957		4.727667		4.9406567		4.1181035		5.533226		4.1127295		3.0545607		1.7941871		3.8792427		4.205587		3.8606966		2.9110296		4.1184173		-1.5314914		-3.6963363		-5.006896		-3.1470134		-1.4360241		-2.1139777		-2.308689		-2.6662438		-0.6149373		-1.886096		-2.3239164		-1.6539834		-0.52207994		-1.0799601		-1.2070739		-1.4148088		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P371427		3.173785		2.144552		3.6051018		1.7311102		6.0526004		8.90252		8.436658		7.1206203		7.9155517		6.8314896		8.882129		5.271324		7.355459		108.23085		28.473665		41.918354		26.755562		25.757797		38.774254		11.633506		2.8788154		6.757968		4.8315563		5.38951		4.741767		4.6869373		5.277027		3.540214		Yes		Yes		Yes		TA103445_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P160192		6.091781		6.097979		6.4354706		6.0677433		5.638247		4.9854207		5.263334		4.6262927		4.7859836		4.8102055		4.696609		4.8633866		-1.3693907		-2.1622875		-2.253452		-2.715938		-2.4722037		-2.44151		-3.3377168		-2.304345		-0.45353413		-1.1125584		-1.1721368		-1.4414506		-1.3057976		-1.2877736		-1.7388616		-1.2043567		Yes		No		No		CK211644		0		CK211644		Ta.55164		0		0		0		0		0		0		FGAS023496 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK211644]

		A_99_P340421		5.4643817		5.428963		5.279171		5.0602956		7.4439607		9.750407		9.538161		7.9081345		9.193967		7.6667123		9.970902		7.643988		3.9437797		19.99329		19.146254		7.1992116		13.265298		4.716606		25.843534		5.994721		1.979579		4.321444		4.2589903		2.8478389		3.7295852		2.237749		4.6917315		2.5836926		Yes		Yes		Yes		TA93729_4565		0		0		Ta.21236		0		0		0		0		TC405513		0		Rep: Fimbrial assembly membrane protein - Xanthomonas axonopodis pv. citri, partial (9%) [TC405513]

		A_99_P280561		10.23676		10.010463		9.692789		9.3150015		9.30174		8.631125		8.702394		7.6812425		8.826808		9.087772		8.43366		8.491463		-1.9119177		-2.6014884		-1.9867296		-3.103205		-2.6572835		-1.895647		-2.3935127		-1.7697417		-0.93502045		-1.3793373		-0.99039555		-1.633759		-1.4099522		-0.9226904		-1.2591295		-0.8235388		Yes		No		No		TA76042_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P483637		6.695606		6.904427		8.281287		7.81485		6.4830914		6.2568774		7.0780964		7.543815		6.365808		6.410233		7.2179694		7.76106		-1.1587063		-1.5665053		-2.3024836		-1.2066729		-1.2568376		-1.4085337		-2.0897317		-1.037988		-0.21251488		-0.6475496		-1.2031908		-0.27103472		-0.32979822		-0.49419403		-1.0633178		-0.053789616		No		Yes		Yes		CJ598025		0		0		0		0		0		0		0		TC423994		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (14%) [TC423994]

		A_99_P458502		9.855338		9.644639		9.37178		9.5519495		10.457742		11.038114		11.112657		10.411159		11.05856		10.47008		11.560636		10.419354		1.518244		2.6271062		3.342381		1.8140435		2.3025336		1.7720771		4.5594354		1.8243784		0.60240364		1.3934746		1.7408762		0.85920906		1.2032223		0.82544136		2.1888552		0.86740494		Yes		Yes		Yes		CA604172		0		0		Ta.57449		0		0		0		0		TC409549		0		Rep: Chromosome undetermined scaffold_167, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC409549]

		A_99_P428987		7.2795777		8.254909		8.507596		9.713569		7.1717715		6.3415885		8.08171		9.365451		5.889297		6.924845		6.9791794		9.767068		-1.0775884		-3.7667494		-1.3433974		-1.2728989		-2.621297		-2.514137		-2.8846908		1.037779		-0.107806206		-1.9133201		-0.42588615		-0.34811783		-1.3902807		-1.3300633		-1.5284166		0.05349922		Yes		No		No		TC387646		0		0		0		0		0		0		0		TC387646		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (82%) [TC387646]

		A_99_P454722		2.1527228		2.9691365		4.687822		3.6191328		3.9159858		3.6672487		4.9900336		5.4793296		4.5429883		3.5175588		5.562432		4.679829		3.3946505		1.6223805		1.2330333		3.6305718		5.242538		1.4624856		1.8335123		2.0859382		1.763263		0.69811225		0.30221176		1.8601968		2.3902655		0.54842234		0.87460995		1.0606964		Yes		No		No		CD877849		0		0		Ta.39971		0		0		0		0		TC406910		0		Rep: Nuclease I - Hordeum vulgare (Barley), partial (62%) [TC406910]

		A_99_P319946		3.2581432		2.664467		2.9940863		3.8641708		4.262341		4.325606		7.758011		7.656876		4.0962033		4.2277703		7.3940587		7.072319		2.005828		3.1626606		27.16966		13.858559		1.7876449		2.9552972		21.111723		9.241636		1.0041978		1.6611388		4.7639246		3.7927053		0.83806014		1.5633032		4.3999724		3.2081482		Yes		Yes		Yes		TA87538_4565		0		0		0		0		0		0		0		TC449988		0		0

		A_99_P035879		8.305379		8.554852		8.320203		8.333579		9.089099		9.790557		8.789166		8.407066		9.546866		8.92638		8.782186		8.597347		1.7215643		2.3549645		1.3841149		1.0522572		2.3644218		1.2937229		1.3774335		1.2006105		0.78372		1.2357054		0.46896362		0.07348728		1.2414875		0.37152863		0.46198273		0.2637682		No		Yes		Yes		CV771756		0		CV771756		Ta.13308		0		0		0		0		TC389683		0		FGAS066149 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771756]

		A_99_P209276		3.9446316		4.0556874		4.722029		3.7329605		3.4342976		2.9410694		3.7598903		2.0539465		3.6287773		3.1016579		2.5934565		2.6735353		-1.42438		-2.1653767		-1.948196		-3.2020903		-1.2447485		-1.9372761		-4.3728466		-2.084101		-0.510334		-1.1146181		-0.9621389		-1.679014		-0.3158543		-0.95402956		-2.1285727		-1.0594251		Yes		No		No		TA53928_4565		0		0		0		0		0		0		0		TC409683		0		Rep: Targeting protein for Xklp2 containing protein, expressed - Oryza sativa subsp. japonica (Rice), partial (15%) [TC409683]

		A_99_P442617		9.084273		9.40241		9.205143		9.13866		9.3471985		10.159561		10.316082		9.661755		9.28564		9.952394		10.354409		9.628409		1.1999091		1.6901504		2.1598618		1.437034		1.1497868		1.4640695		2.2180107		1.4042006		0.26292515		0.7571516		1.110939		0.5230942		0.20136642		0.549984		1.1492662		0.48974895		No		Yes		Yes		TA55968_4565		0		0		Ta.12722		0		0		0		0		TC398370		0		0

		A_99_P255321		6.174929		5.893677		6.235531		5.82765		6.166529		6.8335385		7.4276795		5.2771006		6.3693156		6.3614984		7.727674		5.345455		-1.0058393		1.9183438		2.284928		-1.4646435		1.1442375		1.3830191		2.8130655		-1.3968673		-0.008399963		0.9398613		1.1921487		-0.5505495		0.19438648		0.46782112		1.4921432		-0.4821949		No		Yes		Yes		TA68644_4565		0		0		0		0		0		0		0		TC427138		0		0

		A_99_P464742		9.4489765		8.885483		8.97148		8.764354		8.124377		7.6589255		7.0841794		7.830874		8.199146		8.529148		7.4627786		8.322296		-2.5046332		-2.340079		-3.6994247		-1.9098771		-2.3781345		-1.2801694		-2.8455386		-1.3585405		-1.3245993		-1.2265573		-1.887301		-0.9334798		-1.2498302		-0.3563347		-1.5087018		-0.4420576		Yes		No		No		CK193160		0		0		0		0		0		0		0		TC413490		0		0

		A_99_P240056		14.0312195		13.866048		14.031039		12.596883		14.059982		13.467595		11.744342		13.6425705		13.942164		13.142394		11.421848		11.792454		1.020137		-1.3180935		-4.8793783		2.0643501		-1.0636733		-1.651359		-6.101614		-1.7464545		0.028762817		-0.39845276		-2.2866974		1.0456877		-0.08905506		-0.7236538		-2.609191		-0.80442905		Yes		Yes		Yes		DR740502		0		DR740502		Ta.124		100037562		DHN14		dehydrin		0		TC374721		0		FGAS000449 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740502]

		A_99_P229841		11.170647		11.116397		12.966526		12.476388		12.32914		12.64601		13.195958		13.06037		13.963738		11.837504		13.429416		12.817592		2.2322414		2.8870847		1.1723734		1.4989814		6.9311357		1.6484469		1.3782997		1.266813		1.158493		1.5296135		0.2294321		0.58398247		2.7930918		0.7211075		0.46288967		0.3412037		Yes		Yes		Yes		TA61495_4565		0		0		0		0		0		0		0		TC428833		0		Rep: Arginine decarboxylase - Oryza sativa subsp. japonica (Rice), partial (10%) [TC428833]

		A_99_P328056		3.3863223		2.505133		5.040665		3.7535698		4.5235944		5.038336		7.165628		4.7286115		5.8409333		5.982517		7.6023974		4.959162		2.1996472		5.7885537		4.3619184		1.9656979		5.481653		11.137734		5.904162		2.3063195		1.1372721		2.533203		2.1249628		0.9750416		2.454611		3.4773839		2.5617323		1.2055924		Yes		Yes		Yes		TA89953_4565		0		0		0		0		0		0		0		TC413969		0		Rep: HUA enhancer 2 - Ostreococcus tauri, partial (3%) [TC413969]

		A_99_P017049		9.033185		8.847687		8.217164		8.385806		9.737941		10.587025		8.939604		8.624861		10.124057		10.10031		9.456551		8.699651		1.6298687		3.338819		1.6499699		1.180219		2.130027		2.3827434		2.3609812		1.2430159		0.7047558		1.7393379		0.72243977		0.23905468		1.0908718		1.2526236		1.2393866		0.31384468		No		Yes		Yes		BJ313017		0		BJ313017		Ta.6955		0		0		0		0		0		0		BJ313017 Y. Ogihara unpublished cDNA library, Wh_yf Triticum aestivum cDNA clone whyf3d12 5', mRNA sequence [BJ313017]

		A_99_P388432		3.2118251		3.7797997		3.869685		5.45438		6.000754		11.077033		8.493824		7.5395546		6.7017694		8.0410185		7.644422		8.215141		6.9111643		157.28459		24.660648		4.243264		11.235125		19.175856		13.687026		6.777538		2.7889287		7.2972336		4.624139		2.0851746		3.4899442		4.261219		3.7747371		2.7607613		Yes		Yes		Yes		TA107605_4565		0		0		0		0		0		0		0		TC436485		0		Rep: COG0477: Permeases of the major facilitator superfamily - Brevibacterium linens BL2, partial (4%) [TC436485]

		A_99_P294611		12.22376		11.930564		12.514283		12.591167		12.005726		10.717814		10.898137		12.273059		11.622029		11.134578		10.907781		12.322827		-1.1631473		-2.3177893		-3.0655503		-1.246695		-1.5175356		-1.7362639		-3.0451274		-1.2044213		-0.21803379		-1.2127495		-1.6161461		-0.31810856		-0.60173035		-0.7959862		-1.6065025		-0.2683401		No		Yes		Yes		TA80116_4565		0		0		0		0		0		0		0		TC370340		0		Rep: ERD4 protein - Arabidopsis thaliana (Mouse-ear cress), partial (51%) [TC370340]

		A_99_P251246		6.4500847		6.7544136		6.105465		6.2918944		6.66363		7.129995		6.70393		6.389913		7.301828		6.8319917		7.296614		6.452032		1.1595342		1.2973622		1.5141047		1.0703025		1.8046802		1.055245		2.2833457		1.1173937		0.21354532		0.37558126		0.59846497		0.098018646		0.8517432		0.07757807		1.1911492		0.16013765		No		Yes		Yes		TA67510_4565		0		0		Ta.47185		0		0		0		0		TC427689		0		0

		A_99_P308156		9.957207		10.28184		9.666692		10.175294		9.520729		9.083425		8.876026		9.520663		8.880119		9.650486		8.434448		9.664589		-1.3532962		-2.2948754		-1.7298723		-1.5742129		-2.1097724		-1.5490185		-2.3493204		-1.4247463		-0.43647766		-1.1984158		-0.7906656		-0.65463066		-1.0770874		-0.63135433		-1.2322435		-0.510705		No		Yes		Yes		TA84101_4565		0		0		0		0		0		0		0		TC370294		0		Rep: Chromosome chr13 scaffold_17, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC370294]

		A_99_P284561		8.6034155		8.258926		9.501208		9.173826		8.672466		7.279667		8.422406		8.399709		7.562763		7.8693175		7.7644744		9.015268		1.0490263		-1.9714532		-2.1122816		-1.7101436		-2.0571575		-1.3100382		-3.332798		-1.1161709		0.06905079		-0.9792595		-1.0788021		-0.77411747		-1.0406523		-0.38960886		-1.7367339		-0.15855789		No		Yes		Yes		TA77233_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P404982		5.1698346		4.450798		5.128051		5.1120663		4.568662		4.0948834		4.1366124		3.5800493		3.9901772		3.7964528		4.0159526		3.8436916		-1.5169488		-1.2797966		-1.9881662		-2.8918986		-2.26523		-1.5739015		-2.161598		-2.4089003		-0.60117245		-0.3559146		-0.9914384		-1.532017		-1.1796575		-0.6543453		-1.1120982		-1.2683747		Yes		No		No		TA111647_4565		0		0		0		0		0		0		0		TC440191		0		Rep: Os09g0131600 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC440191]

		A_99_P454777		8.646739		8.812329		9.891305		9.619225		8.284583		7.7260804		9.189597		9.402515		7.871055		8.140385		9.061741		9.507358		-1.2853452		-2.1232126		-1.626429		-1.1620798		-1.7120014		-1.593219		-1.7771484		-1.0806258		-0.3621559		-1.0862489		-0.70170784		-0.21670914		-0.7756839		-0.6719446		-0.8295641		-0.11186695		No		Yes		Yes		TA74600_4565		0		0		0		0		0		0		0		TC406938		0		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (31%) [TC406938]

		A_99_P453277		1.5538317		2.5258007		1.6906711		2.2966769		2.6354434		4.8126264		10.792755		6.9610457		5.1371293		5.505018		10.445737		5.2990775		2.116399		4.8798122		549.5413		25.357992		11.986161		7.8855834		432.05344		8.013323		1.0816118		2.2868257		9.102084		4.6643686		3.5832977		2.9792175		8.755066		3.0024006		Yes		Yes		Yes		TA65744_4565		0		0		Ta.25053		0		0		0		0		TC405974		0		Rep: Thaumatin-like protein - Triticum aestivum (Wheat), partial (65%) [TC405974]

		A_99_P473802		4.8047748		5.707268		4.4347053		4.4478536		3.3397357		4.4224563		3.3583066		3.7815616		3.3613434		5.0700364		3.6912262		4.5152464		-2.7607093		-2.436503		-2.1087654		-1.5869888		-2.7196696		-1.555342		-1.6742083		1.0478214		-1.465039		-1.284812		-1.0763986		-0.66629195		-1.4434314		-0.6372318		-0.743479		0.067392826		Yes		No		No		BE498193		0		0		0		0		0		0		0		TC418772		0		Rep: Chromosome chr15 scaffold_40, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC418772]

		A_99_P119619		6.9116397		7.185454		8.123414		7.9522557		5.8232903		5.6026883		6.4489875		7.0947328		6.3426824		6.279985		6.5509257		6.9118047		-2.126306		-2.995435		-3.1919246		-1.8119247		-1.483451		-1.8731532		-2.9741724		-2.0568707		-1.0883493		-1.5827656		-1.6744266		-0.85752296		-0.5689573		-0.90546894		-1.5724883		-1.040451		Yes		Yes		Yes		CJ831809		0		CJ831809		Ta.43999		0		0		0		0		0		0		CJ831809 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal36i05 5', mRNA sequence [CJ831809]

		A_99_P271236		10.065529		10.162735		10.617909		10.361049		9.864936		9.499882		9.124931		10.385596		9.683051		9.632332		9.013653		10.340032		-1.1491706		-1.5832107		-2.814694		1.0171607		-1.3035787		-1.4443327		-3.0403905		-1.0146745		-0.200593		-0.66285324		-1.4929781		0.024547577		-0.38247776		-0.53040314		-1.6042566		-0.021017075		No		Yes		Yes		TA73311_4565		0		0		0		0		0		0		0		TC371051		0		Rep: BING1 protein - Oryzias latipes (Medaka fish) (Japanese ricefish), partial (3%) [TC371051]

		A_99_P412527		5.96694		6.5240464		6.3558545		6.2497177		6.719719		7.2880273		7.4775453		6.862532		6.6562696		7.2644067		7.415777		6.90571		1.6850355		1.69817		2.1760185		1.5292395		1.612534		1.6705929		2.0848198		1.5756996		0.752779		0.76398087		1.1216908		0.6128144		0.6893296		0.74036026		1.0599227		0.6559925		No		Yes		Yes		TC374521		0		0		0		0		0		0		0		TC374521		GO:0004798(thymidylate kinase activity)|GO:0009536(plastid)		Rep: Chromosome chr14 scaffold_21, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC374521]

		A_99_P535882		10.099258		10.678033		11.274884		10.79679		10.136421		9.833591		10.084129		10.458744		9.509697		10.256073		10.192756		10.171945		1.026094		-1.7955694		-2.2827215		-1.2640435		-1.5047892		-1.3397464		-2.1171575		-1.5420457		0.03716278		-0.8444414		-1.1907549		-0.33804607		-0.58956146		-0.42195988		-1.0821285		-0.6248455		No		Yes		Yes		CV766069		0		CV766069		Ta.19049		0		0		0		0		TC446901		0		FGAS060456 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV766069]

		A_99_P054534		5.8761306		5.6087966		6.1943603		6.008776		6.0808473		4.873815		5.592987		4.9200873		4.535009		4.6654677		4.617982		4.816277		1.15246		-1.6643761		-1.5171599		-2.1268065		-2.533482		-1.9229602		-2.9822028		-2.2854831		0.20471668		-0.73498154		-0.6013732		-1.0886889		-1.3411217		-0.94332886		-1.5763783		-1.1924992		Yes		No		No		CA653845		0		CA653845		Ta.19593		0		0		0		0		0		0		wre1n.pk192.f6 wre1n Triticum aestivum cDNA clone wre1n.pk192.f6 5' end, mRNA sequence [CA653845]

		A_99_P549612		4.4743767		4.0965705		4.830274		4.591751		3.3487577		3.0903413		3.6179068		3.444019		3.138094		4.5262327		3.4828634		4.257794		-2.1819513		-2.008654		-2.3171754		-2.2156532		-2.524999		1.3469182		-2.5445502		-1.260466		-1.1256189		-1.0062292		-1.2123673		-1.147732		-1.3362827		0.42966223		-1.3474107		-0.3339572		Yes		No		No		TC452153		0		0		0		0		0		0		0		TC452153		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (3%) [TC452153]

		A_99_P209876		6.448855		6.2718525		5.6948624		5.9192348		5.8503327		5.071648		3.8460367		5.42399		6.0894237		5.81184		3.884691		5.477999		-1.5141648		-2.297722		-3.6020687		-1.4095601		-1.28292		-1.3755537		-3.5068395		-1.3577666		-0.5985222		-1.2002044		-1.8488257		-0.49524498		-0.35943127		-0.46001244		-1.8101714		-0.44123554		Yes		Yes		Yes		TA54102_4565		0		0		0		0		0		0		0		TC450576		0		0

		A_99_P154462		5.145486		1.7409271		1.8964092		4.383939		7.6905193		7.6121583		6.7853827		5.109009		7.9599533		6.2313576		6.3712273		4.727031		5.836217		58.53514		29.629732		1.6529808		7.0345955		22.477821		22.23589		1.2684727		2.5450335		5.871231		4.8889737		0.72507		2.8144674		4.4904304		4.474818		0.34309244		Yes		Yes		Yes		CJ953750		0		CJ953750		Ta.53819		0		0		0		0		TC415256		0		CJ953750 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul3g09 5', mRNA sequence [CJ953750]

		A_99_P522432		8.916258		9.84739		11.074532		10.489755		8.67839		8.484445		9.498179		10.473155		8.307485		9.178163		9.533097		10.388477		-1.1792489		-2.572098		-2.9821486		-1.0115725		-1.524962		-1.5902214		-2.9108374		-1.0727228		-0.23786831		-1.3629456		-1.5763521		-0.016599655		-0.60877323		-0.6692276		-1.5414343		-0.10127735		No		Yes		Yes		BE489301		0		BE489301		Ta.7969		0		0		0		0		TC441497		0		WHE1076_E03_I06ZS Wheat unstressed seedling shoot normalized cDNA library Triticum aestivum cDNA clone WHE1076_E03_I06, mRNA sequence [BE489301]

		A_99_P511777		12.688789		12.770982		12.307443		12.389791		11.947406		11.665076		11.550763		10.414394		11.482452		11.657242		11.059466		11.406837		-1.6717783		-2.1523392		-1.6895974		-3.932362		-2.3075101		-2.1640592		-2.3750803		-1.9765071		-0.74138355		-1.1059055		-0.75667953		-1.9753962		-1.206337		-1.11374		-1.2479763		-0.9829531		Yes		No		No		TC436861		0		0		0		0		0		0		0		TC436861		GO:0001836(release of cytochrome c from mitochondria)|GO:0003677(DNA binding)|GO:0003954(NADH dehydrogenase activity)|GO:0005515(protein binding)|GO:0005634(nucleus)|GO:0005819(spindle)|GO:0006309(DNA fragmentation involved in apoptotic nuclear change)|GO:0006919(activation of caspase activity)|GO:0008284(positive regulation of cell proliferation)|GO:0008629(induction of apoptosis by intracellular signals)|GO:0008633(activation of pro-apoptotic gene products)|GO:0008634(negative regulation of survival gene product expression)|GO:0009314(response to radiation)|GO:0009536(plastid)|GO:0015979(photosynthesis)|GO:0016020(membrane)|GO:0016023(cytoplasmic membrane-bounded vesicle)|GO:0016604(nuclear body)|GO:0030094(plasma membrane-derived photosystem I)|GO:0030964(NADH dehydrogenase complex)|GO:0042127(regulation of cell proliferation)|GO:0042981(regulation of apoptosis)|GO:0045449(regulation of transcription)		Rep: NAD(P)H-quinone oxidoreductase chain 4, chloroplast  (NAD(P)H dehydrogenase, chain 4) - Triticum aestivum (Wheat), complete [TC436861]

		A_99_P435267		12.58476		11.980145		10.633676		11.302846		11.401515		10.653661		10.096595		9.876829		11.08405		11.342679		9.925397		11.404651		-2.2708693		-2.5079083		-1.4510335		-2.6870382		-2.8298185		-1.5555949		-1.6338536		1.073115		-1.1832447		-1.3264847		-0.53708076		-1.4260168		-1.5007095		-0.63746643		-0.70827866		0.10180473		Yes		No		No		CV771126		0		0		Ta.24471		0		0		0		0		TC392753		0		Rep: Photosystem I reaction center subunit N, chloroplast precursor - Hordeum vulgare (Barley), complete [TC392753]

		A_99_P351886		7.0897408		6.642511		7.0767593		6.9491334		8.064793		9.633168		9.847958		8.191626		9.494235		8.449187		10.140279		8.311611		1.9657118		7.9483604		6.826747		2.366069		5.2944994		3.4983542		8.360096		2.571264		0.9750519		2.9906573		2.7711983		1.2424922		2.4044943		1.8066764		3.0635195		1.3624778		Yes		Yes		Yes		TA97336_4565		0		0		0		0		0		0		0		TC406475		0		Rep: GTP-binding protein Rab6 - Oryza sativa subsp. japonica (Rice), partial (89%) [TC406475]

		A_99_P382312		8.889462		7.821279		8.125525		8.936309		9.619988		9.832578		10.193273		10.795498		10.134369		9.493577		10.61029		10.519698		1.659244		4.0314493		4.192315		3.6280367		2.3700318		3.1872187		5.5974283		2.9967303		0.730526		2.0112987		2.067747		1.859189		1.2449064		1.672298		2.484764		1.5833893		Yes		Yes		Yes		TA106095_4565		0		0		0		0		0		0		0		TC459085		0		0

		A_99_P484972		8.969469		8.804688		8.962372		9.144477		9.604062		10.440393		9.544042		9.611461		10.08101		9.350816		10.08076		9.436552		1.5524998		3.1073935		1.4965805		1.3822167		2.160763		1.4601609		2.171043		1.2244002		0.634593		1.635705		0.5816698		0.4669838		1.1115408		0.5461273		1.1183882		0.29207516		No		Yes		Yes		BG905317		0		0		Ta.47029		0		0		0		0		TC424702		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (18%) [TC424702]

		A_99_P552752		7.4423127		7.266233		8.516357		8.865979		8.30541		9.899728		10.477722		9.951886		9.643798		8.870046		10.715016		10.156696		1.8189397		6.2052736		3.894302		2.1227095		4.599526		3.0394552		4.590524		2.4464962		0.86309767		2.6334949		1.9613647		1.085907		2.2014852		1.6038127		2.198659		1.2907171		Yes		Yes		Yes		TC453245		0		0		0		0		0		0		0		TC453245		GO:0005739(mitochondrion)		0

		A_99_P154492		3.608696		3.1186697		2.5917854		2.6401863		4.904823		6.914416		5.929687		4.0289645		6.3200946		4.9637876		6.5042214		2.5680053		2.4556873		13.887799		10.111335		2.6185682		6.549563		3.5928228		15.057768		-1.0513048		1.2961268		3.795746		3.3379016		1.3887782		2.7113986		1.8451178		3.912436		-0.07218099		Yes		Yes		Yes		CJ954451		0		CJ954451		Ta.53826		0		0		0		0		TC454494		0		CJ954451 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul4f23 5', mRNA sequence [CJ954451]

		A_99_P421792		8.687182		8.642673		8.29004		8.309381		8.211817		8.008709		7.1047916		7.2818294		8.008221		8.149705		7.0632324		7.966297		-1.3902705		-1.5518225		-2.2740254		-2.038561		-1.6009872		-1.4073368		-2.340485		-1.2684647		-0.47536564		-0.6339636		-1.1852484		-1.0275512		-0.67896175		-0.4929676		-1.2268076		-0.34308338		No		Yes		Yes		AK334434		0		AK334434		Ta.29033		0		0		0		0		TC382106		0		Triticum aestivum cDNA, clone: WT009_L22, cultivar: Chinese Spring [AK334434]

		A_99_P346356		5.779364		5.8167286		5.8786964		5.386255		5.349283		4.5108924		4.6243224		4.551887		4.45299		4.1478286		4.349544		4.362869		-1.3473091		-2.4722698		-2.385636		-1.7830755		-2.5077162		-3.1797206		-2.8861623		-2.032684		-0.4300809		-1.3058362		-1.254374		-0.83436775		-1.326374		-1.6689		-1.5291524		-1.023386		Yes		No		No		TA95604_4565		0		0		0		0		0		0		0		TC447311		0		Rep: Laccase-12/13 precursor - Oryza sativa subsp. japonica (Rice), partial (31%) [TC447311]

		A_99_P339856		12.14255		10.849953		10.39395		11.155574		11.498813		9.203311		8.1569605		9.653754		11.506841		10.409301		9.145505		9.790917		-1.5623717		-3.1310396		-4.7141247		-2.8319967		-1.5537019		-1.3572174		-2.3758528		-2.57515		-0.6437378		-1.6466417		-2.23699		-1.5018196		-0.63570976		-0.4406519		-1.2484455		-1.3646564		Yes		Yes		Yes		TA93555_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P365881		8.378904		9.34935		9.563252		8.570805		8.130997		7.888714		7.0378995		7.5762134		7.16032		8.719229		7.303081		7.5657134		-1.1874837		-2.752297		-5.7571425		-1.9925159		-2.3271828		-1.547695		-4.790484		-2.0070703		-0.24790764		-1.4606361		-2.525353		-0.99459124		-1.2185845		-0.63012123		-2.2601714		-1.0050912		Yes		Yes		Yes		TA102019_4565		0		0		0		0		0		0		0		TC451517		0		Rep: Patatin-like phospholipase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (48%) [TC451517]

		A_99_P381632		9.418744		9.593056		9.87074		9.529336		9.076189		8.865861		8.581238		9.139183		9.142926		9.040753		8.729885		9.221297		-1.2680002		-1.6554171		-2.4444368		-1.3105323		-1.2106802		-1.4664241		-2.2051165		-1.2380235		-0.34255505		-0.7271948		-1.2895021		-0.39015293		-0.27581787		-0.55230236		-1.1408548		-0.3080387		No		Yes		Yes		CJ945561		0		CJ945561		Ta.50760		0		0		0		0		TC433359		0		CJ945561 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul14k14 5', mRNA sequence [CJ945561]

		A_99_P149637		5.720276		5.1831164		3.5864627		3.850704		5.904903		6.2783275		6.2888794		4.4470763		5.9093494		7.318796		6.885035		4.432735		1.1365231		2.1364434		6.508913		1.5119101		1.1400315		4.394441		9.839414		1.4969552		0.18462706		1.095211		2.7024167		0.59637237		0.18907356		2.1356797		3.2985723		0.582031		Yes		No		No		CJ804901		0		CJ804901		Ta.52694		0		0		0		0		TC447779		0		CJ804901 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct32g17 5', mRNA sequence [CJ804901]

		A_99_P568287		6.5830216		7.007849		9.8418455		7.9145827		7.596316		9.510489		9.834991		8.427999		8.386569		7.6517167		10.100882		8.4846		2.0185149		5.6672163		-1.0047622		1.4274259		3.490775		1.5625123		1.1966789		1.4845414		1.0132942		2.5026402		-0.0068540573		0.5134158		1.8035474		0.6438675		0.25903606		0.57001734		Yes		No		No		TA59602_4565		0		0		Ta.47834		0		0		0		0		TC459205		0		Rep: 23.1kDa heat-shock protein - Triticum monococcum (Einkorn wheat) (Small spelt), complete [TC459205]

		A_99_P237161		9.28708		9.92822		9.587394		10.463067		11.174545		13.850415		13.090289		10.387836		11.547235		12.595534		12.909443		10.278781		3.6998467		15.159975		11.336437		-1.0535294		4.7904286		6.352456		10.000839		-1.1362545		1.8874655		3.9221954		3.5028954		-0.0752306		2.2601547		2.6673145		3.3220491		-0.18428612		Yes		Yes		Yes		U11496		0		U11496		Ta.2019		100037546		PDI		protein disulfide isomerase		0		TC391997		0		Triticum aestivum Chinese spring protein disulfide isomerase (PDI) mRNA, complete cds [U11496]

		A_99_P323311		5.856422		4.892346		3.9272451		3.0195262		3.0370338		2.5458362		3.429066		2.6419802		3.489968		4.010436		2.3985095		1.8977238		-7.05863		-5.085923		-1.4124298		-1.2991302		-5.1567206		-1.8428133		-2.8853285		-2.1761868		-2.8193882		-2.3465097		-0.4981792		-0.37754607		-2.366454		-0.88190985		-1.5287356		-1.1218024		Yes		No		No		TA88536_4565		0		0		0		0		0		0		0		TC441338		0		0

		A_99_P259226		9.222228		9.282569		8.981653		8.953836		9.090831		8.361716		7.737828		8.855118		8.636576		8.702148		7.335893		8.971051		-1.0953541		-1.8932339		-2.3682566		-1.070822		-1.5007174		-1.495285		-3.1291265		1.0120039		-0.13139725		-0.92085266		-1.2438254		-0.09871864		-0.58565235		-0.5804205		-1.64576		0.017214775		No		Yes		Yes		TA69788_4565		0		0		Ta.55316		0		0		0		0		TC369184		0		0

		A_99_P625886		15.383985		14.630544		12.727192		14.3921385		15.327549		14.033694		11.185529		14.474494		15.0188265		13.840386		10.47681		14.360172		-1.0398934		-1.5124102		-2.9112992		1.0587453		-1.2880228		-1.7292631		-4.758086		-1.0224046		-0.056435585		-0.59684944		-1.5416632		0.0823555		-0.36515808		-0.7901573		-2.2503815		-0.03196621		No		Yes		Yes		DR740377		0		DR740377		Ta.41356		542855		Wrab17		cold-responsive LEA/RAB-related COR protein		0		TC374865		0		FGAS000324 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740377]

		A_99_P230591		14.6483755		14.63782		14.81235		15.516673		14.909744		15.619209		17.039368		15.921512		15.197605		15.17273		17.179873		15.863111		1.1986153		1.9743655		4.681651		1.3239408		1.4633042		1.448852		5.1605406		1.2714171		0.26136875		0.98138905		2.2270174		0.40483856		0.5492296		0.5349102		2.3675222		0.34643745		No		Yes		Yes		TA61667_4565		0		0		Ta.53969		0		0		0		0		0		0		0

		A_99_P306676		11.85149		11.223771		10.304263		10.600722		12.028243		12.252777		10.928841		10.695609		12.658849		11.513883		11.333752		10.71759		1.1303371		2.0406177		1.5417593		1.0679816		1.7500046		1.2227348		2.0413005		1.0843782		0.17675304		1.029006		0.6245775		0.09488678		0.80735874		0.29011154		1.0294886		0.11686802		No		Yes		Yes		TA83662_4565		0		0		Ta.8229		0		0		0		0		TC386945		0		Rep: Phosphatidylinositol 3,5-kinase-like - Oryza sativa subsp. japonica (Rice), partial (10%) [TC386945]

		A_99_P255741		3.5921686		4.1362453		5.6385846		3.6458628		5.19976		5.2901554		7.8834596		6.997212		6.3641515		4.519383		8.377115		5.4062304		3.0474265		2.2251616		4.73996		10.206024		6.830461		1.3041753		6.6739025		3.3878443		1.6075914		1.1539102		2.244875		3.351349		2.771983		0.3831377		2.7385306		1.7603676		Yes		Yes		Yes		TA68758_4565		0		0		Ta.67811		0		0		0		0		TC429875		0		Rep: Cupin family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (4%) [TC429875]

		A_99_P491467		5.8718567		5.5880036		5.8192735		6.401497		7.3233886		8.602932		7.882341		6.8882804		7.4052734		7.66894		8.189227		7.689066		2.734983		8.08321		4.1787386		1.4013171		2.8947058		4.2308173		5.1692452		2.4411638		1.4515319		3.0149283		2.0630674		0.4867835		1.5334167		2.0809364		2.3699536		1.287569		Yes		Yes		Yes		CK211237		0		0		Ta.40515		0		0		0		0		TC427948		0		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (71%) [TC427948]

		A_99_P300136		12.470498		12.747504		10.149986		10.880172		12.405056		12.671159		11.352028		11.269015		12.346484		12.87861		11.645237		11.08538		-1.0464056		-1.0543438		2.3006501		1.3093435		-1.0897626		1.0951325		2.8191314		1.1528524		-0.065442085		-0.076345444		1.2020416		0.38884354		-0.1240139		0.13110542		1.4952507		0.20520782		No		Yes		Yes		TA81711_4565		0		0		Ta.810		0		0		0		0		TC451602		0		0

		A_99_P226226		9.904779		10.329393		10.328315		10.055352		10.119952		9.788838		9.693089		10.082149		9.45712		9.737289		9.195435		10.069977		1.1608429		-1.4545319		-1.5531813		1.0187473		-1.3638259		-1.5074435		-2.192961		1.0101886		0.21517277		-0.540555		-0.63522625		0.026796341		-0.4476595		-0.59210396		-1.1328802		0.014624596		No		Yes		Yes		TA60323_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P561587		8.674636		8.45909		7.3275914		6.337114		6.8803496		6.3347244		3.1613853		4.4524465		6.85128		7.093496		4.631924		4.275271		-3.4684384		-4.3601136		-17.953663		-3.6926777		-3.5390341		-2.5768247		-6.4785333		-4.1751933		-1.7942863		-2.1243658		-4.1662064		-1.8846674		-1.8233557		-1.3655944		-2.6956673		-2.061843		Yes		No		No		TC456618		0		0		0		0		0		0		0		TC456618		0		Q03455 Saccharomyces cerevisiae YDR205w MSC2 - Yarrowia lipolytica (Candida lipolytica), partial (4%) [TC456618]

		A_99_P269076		10.316802		9.898197		10.586627		10.772838		11.203407		11.172288		12.297551		11.57228		11.122879		10.548699		12.124991		11.355472		1.8488207		2.4184635		3.2737045		1.7404282		1.7484505		1.5697145		2.9046502		1.4975809		0.88660526		1.2740908		1.7109241		0.7994423		0.806077		0.6505022		1.5383644		0.582634		Yes		No		No		TA72629_4565		0		0		Ta.28237		0		0		0		0		TC425767		0		0

		A_99_P253931		10.260419		9.732101		8.686378		8.433787		10.348478		11.02961		11.088414		9.937348		10.833262		10.471835		11.1974325		9.39083		1.0629394		2.4580398		5.285488		2.8354173		1.4874525		1.6698675		5.700368		1.9413264		0.088059425		1.2975082		2.4020367		1.503561		0.57284355		0.7397337		2.511055		0.9570427		Yes		Yes		Yes		TA68253_4565		0		0		Ta.55243		0		0		0		0		TC403839		0		Rep: Thaumatin-like protein TLP8 - Hordeum vulgare (Barley), complete [TC403839]

		A_99_P546222		8.640386		7.871572		8.649371		8.480239		9.214871		9.048257		8.952542		7.846807		10.177093		8.496142		9.186301		8.070121		1.4891466		2.2605672		1.2338536		-1.5512507		2.901315		1.5417516		1.4508818		-1.3287946		0.5744858		1.1766849		0.30317116		-0.6334319		1.5367069		0.62457037		0.5369301		-0.4101181		No		Yes		Yes		CJ855445		0		CJ855445		Ta.53327		0		0		0		0		TC450840		0		CJ855445 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal33k10 5', mRNA sequence [CJ855445]

		A_99_P264921		10.113514		10.814364		10.710038		10.418742		9.840652		9.644458		9.831414		10.031652		9.255956		10.148923		9.669045		10.2552805		-1.2082019		-2.2499714		-1.8386208		-1.3077527		-1.8119689		-1.5860536		-2.0576432		-1.1199713		-0.27286148		-1.1699066		-0.87862396		-0.38708973		-0.85755825		-0.6654415		-1.0409927		-0.16346169		No		Yes		Yes		TA71377_4565		0		0		Ta.14561		0		0		0		0		TC404690		0		0

		A_99_P312886		8.615914		8.754281		8.127789		8.08705		7.707318		7.566139		7.219382		7.421144		7.3613515		8.03512		6.9568114		7.9771304		-1.8772184		-2.2785907		-1.8769715		-1.5865648		-2.3859484		-1.6462244		-2.2516415		-1.0791684		-0.9085965		-1.1881418		-0.90840673		-0.6659064		-1.2545629		-0.71916103		-1.1709771		-0.109920025		No		Yes		Yes		TA85479_4565		0		0		0		0		0		0		0		TC389532		0		Rep: ATP-dependent Clp protease ATP-binding subunit - Oryza sativa subsp. indica (Rice), partial (29%) [TC389532]

		A_99_P365911		7.1724663		7.396254		7.736164		7.8139863		7.019144		6.039167		5.8995013		7.168663		6.567595		6.158377		5.918789		7.0593524		-1.1121275		-2.5616744		-3.5718284		-1.5640898		-1.520843		-2.358512		-3.524394		-1.6872034		-0.15332222		-1.3570871		-1.8366628		-0.6453233		-0.6048713		-1.2378769		-1.8173752		-0.7546339		Yes		Yes		Yes		TA102027_4565		0		0		0		0		0		0		0		TC451269		0		Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC451269]

		A_99_P421112		12.437264		12.852275		12.342559		11.533666		12.085609		12.697089		13.249675		12.962685		12.465138		13.367574		14.081052		13.0926895		-1.2760236		-1.113565		1.8752929		2.6926355		1.0195086		1.4292902		3.3368642		2.9465442		-0.351655		-0.1551857		0.90711594		1.429019		0.027873993		0.51529884		1.738493		1.5590239		No		Yes		Yes		CD868935		0		0		Ta.55094		0		0		0		0		TC381605		0		Rep: Type-1 pathogenesis-related protein - Hordeum vulgare (Barley), complete [TC381605]

		A_99_P402332		4.212353		5.819505		6.57728		6.3881717		3.9121017		3.9846659		3.3161352		5.7328954		3.493385		4.7415414		4.225115		5.3456173		-1.231359		-3.5673168		-9.587435		-1.5749176		-1.6460043		-2.1110544		-5.1059		-2.0598714		-0.30025148		-1.8348393		-3.2611449		-0.6552763		-0.71896815		-1.0779638		-2.3521652		-1.0425544		Yes		Yes		Yes		TA111009_4565		0		0		0		0		0		0		0		TC399452		0		Rep: Phosphatidylinositol 3,5-kinase-like - Oryza sativa subsp. japonica (Rice), partial (10%) [TC399452]

		A_99_P344311		7.595366		8.203166		7.165772		7.2504783		6.179987		6.5120735		6.6970634		6.340587		5.8055058		7.611347		6.0439568		7.8213706		-2.667298		-3.2290113		-1.3838701		-1.8789037		-3.457814		-1.5071456		-2.176206		1.485442		-1.415379		-1.6910925		-0.46870852		-0.9098911		-1.7898602		-0.5918188		-1.1218152		0.57089233		Yes		No		No		TA94972_4565		0		0		0		0		0		0		0		TC389894		0		Rep: Tetratricopeptide repeat (TPR)-containing protein-like - Oryza sativa subsp. japonica (Rice), partial (11%) [TC389894]

		A_99_P533127		5.139453		6.0446167		4.932686		5.5977845		4.08915		4.317481		4.648721		4.2517753		4.3095474		4.851276		4.6849036		4.8905587		-2.0709648		-3.3106985		-1.2175362		-2.5420797		-1.7775689		-2.2868168		-1.1873804		-1.6326616		-1.050303		-1.7271357		-0.28396463		-1.3460093		-0.8299055		-1.1933408		-0.24778223		-0.7072258		Yes		No		No		TC445761		0		0		0		0		0		0		0		TC445761		0		Rep: Glycosyl transferase, group 1 - Dechloromonas aromatica (strain RCB), partial (5%) [TC445761]

		A_99_P165277		5.588976		5.407507		3.6009133		3.6407812		7.339695		7.004284		9.857919		9.094369		7.6298656		6.665632		8.757478		3.9283059		3.3652625		3.0246685		76.47974		43.822124		4.114992		2.3918467		35.668156		1.2205443		1.7507191		1.596777		6.2570057		5.4535875		2.0408897		1.2581248		5.1565647		0.2875247		Yes		Yes		Yes		Y09916		0		Y09916		Ta.56302		543322		pSBGer2		pSBGer2 protein		0		TC378956		0		T.aestivum mRNA for germin-like protein 2, partial [Y09916]

		A_99_P195003		6.786508		7.2185254		5.9088		7.009693		6.3323894		5.91029		6.466268		6.3400097		6.484642		6.2229633		5.237739		6.5072575		-1.3699458		-2.476385		1.471684		-1.5907239		-1.2327379		-1.9938571		-1.5922436		-1.4166032		-0.45411873		-1.3082356		0.55746794		-0.66968346		-0.30186605		-0.9955621		-0.67106104		-0.5024357		No		Yes		Yes		AM701827		0		AM701827		Ta.63121		100125730		gt43		xylan synthase-like		0		TC419425		0		Triticum aestivum mRNA for putative xylan synthase (gt43 gene) [AM701827]

		A_99_P424962		6.042141		5.9460354		5.9510074		5.9054856		5.1692033		5.2078547		5.043627		4.862263		4.8672967		4.8046474		5.0114255		4.8012686		-1.8313882		-1.6680709		-1.8756369		-2.0608256		-2.2576852		-2.2059314		-1.9179723		-2.1498218		-0.8729377		-0.73818064		-0.9073806		-1.0432224		-1.1748443		-1.1413879		-0.9395819		-1.104217		Yes		No		No		TC384720		0		0		0		0		0		0		0		TC384720		GO:0005739(mitochondrion)		Rep: Exonuclease family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (43%) [TC384720]

		A_99_P281886		9.514501		11.040675		10.932983		10.052545		8.130853		9.572688		10.443044		8.62074		7.8610473		10.315879		9.989486		9.90062		-2.609273		-2.7663565		-1.4043862		-2.6978397		-3.1458576		-1.6526673		-1.9231851		-1.1110502		-1.3836479		-1.4679871		-0.4899397		-1.4318047		-1.6534534		-0.7247963		-0.94349766		-0.15192413		Yes		No		No		TA76424_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P460792		1.7140287		2.228904		1.804561		1.7333536		1.6545674		4.6194863		3.321536		2.2795246		3.5602787		2.5852368		4.5703907		1.982817		-1.0420766		5.2436895		2.8619034		1.4602051		3.5956433		1.2801677		6.8013897		1.1887649		-0.059461355		2.3905823		1.516975		0.54617095		1.8462499		0.35633278		2.7658296		0.24946344		Yes		Yes		Yes		TC411039		0		0		0		0		0		0		0		TC411039		0		0

		A_99_P403497		5.9151692		5.483293		5.8685136		5.61281		5.1678815		4.5343747		5.1348076		3.9230423		4.3846955		4.4925895		4.224747		4.160994		-1.678634		-1.9304248		-1.6629053		-3.2260478		-2.8888068		-1.9871539		-3.1248055		-2.7355218		-0.74728775		-0.94891834		-0.733706		-1.6897678		-1.5304737		-0.9907036		-1.6437664		-1.4518161		Yes		No		No		TA111278_4565		0		0		0		0		0		0		0		TC420212		0		Rep: Minor allergen Alt a 7 - Alternaria alternata (Alternaria rot fungus), partial (77%) [TC420212]

		A_99_P158407		10.807105		10.419499		10.99072		10.863564		11.611291		12.484112		11.668392		11.329877		12.720061		11.39436		12.0390215		10.955844		1.7461601		4.1832156		1.5995569		1.3815745		3.7657995		1.9654508		2.068094		1.0660539		0.80418587		2.0646124		0.6776724		0.46631336		1.9129562		0.9748602		1.0483017		0.09228039		Yes		Yes		Yes		EU082065		0		EU082065		Ta.54765		100137005		LOC100137005		NADP-dependent malic enzyme		0		TC410333		0		Triticum aestivum NADP-dependent malic enzyme mRNA, complete cds [EU082065]

		A_99_P210426		3.7844803		5.0633864		3.160907		6.431273		7.207329		10.093581		13.8249235		9.655657		8.286312		10.116334		13.169156		9.320207		10.724574		32.6768		1622.5157		9.346226		22.656168		33.19623		1029.872		7.4072275		3.4228485		5.0301948		10.664017		3.2243838		4.501832		5.0529475		10.008249		2.8889337		Yes		Yes		Yes		TA54264_4565		0		0		0		0		0		0		0		TC395059		0		Rep: Glucan endo-1,3-beta-D-glucosidase precursor - Triticum aestivum (Wheat), complete [TC395059]

		A_99_P570312		1.6040446		1.6204295		1.6358584		3.6047757		4.9771295		8.32491		7.932298		2.4313385		8.541322		5.7860527		8.655233		1.9583448		10.360954		104.29171		78.59903		-2.255484		122.5543		17.946407		129.73059		-3.1305819		3.373085		6.7044806		6.2964396		-1.1734371		6.9372773		4.165623		7.019375		-1.6464309		Yes		Yes		Yes		TC459890		0		0		0		0		0		0		0		TC459890		0		0

		A_99_P362146		7.92851		9.145329		9.280521		9.23334		8.219093		7.535862		8.108589		8.798462		6.415045		7.8491783		6.745857		9.541688		1.2231345		-3.0513918		-2.2531326		-1.3517969		-2.85495		-2.4557288		-5.7944217		1.2382886		0.29058313		-1.6094675		-1.1719322		-0.43487835		-1.5134654		-1.2961512		-2.5346646		0.3083477		No		Yes		Yes		TA100750_4565		0		0		0		0		0		0		0		TC378803		0		0

		A_99_P259786		12.407158		12.121887		11.16381		10.893527		11.274346		11.140929		10.4929		8.978877		11.13108		11.626124		10.305188		10.611378		-2.1928568		-1.9737756		-1.5920768		-3.7702234		-2.4217975		-1.4100661		-1.813305		-1.2160051		-1.1328115		-0.980958		-0.6709099		-1.91465		-1.2760782		-0.49576283		-0.8586216		-0.2821493		Yes		No		No		AF532972		0		AF532972		Ta.49717		100037543		LOC100037543		thylakoid-bound ascorbate peroxidase		0		TC383975		0		Triticum aestivum chromosome 6BL thylakoid-bound ascorbate peroxidase mRNA, partial cds [AF532972]

		A_99_P034359		6.311377		6.479384		7.194412		7.104229		6.315069		5.640078		5.2506633		6.5900254		6.3629055		6.0121536		5.471979		6.6726327		1.0025625		-1.7891891		-3.8470404		-1.4282055		1.0363623		-1.3824528		-3.2999246		-1.3487251		0.00369215		-0.8393059		-1.943749		-0.51420355		0.051528454		-0.46723032		-1.7224331		-0.43159628		No		Yes		Yes		BM135813		0		BM135813		Ta.12744		0		0		0		0		TC421351		0		WHE2624_E05_J10ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE2624_E05_J10, mRNA sequence [BM135813]

		A_99_P493917		4.523895		5.2163644		5.3401456		4.3786764		3.0207016		3.1865342		2.2357624		3.5730102		2.7807462		3.346792		2.2029872		3.8080685		-2.8346941		-4.083568		-8.600278		-1.7479528		-3.3476496		-3.6542425		-8.797895		-1.4851493		-1.5031931		-2.0298302		-3.1043832		-0.8056662		-1.7431486		-1.8695724		-3.1371584		-0.5706079		Yes		Yes		Yes		TC429018		0		0		0		0		0		0		0		TC429018		0		Rep: cAMP-specific 3',5'-cyclic phosphodiesterase 4D - Rattus norvegicus (Rat), partial (3%) [TC429018]

		A_99_P031189		10.011498		9.894315		9.822389		10.447606		9.92202		9.064954		8.512978		9.982568		9.35416		9.289928		8.542018		10.023927		-1.0639855		-1.7768981		-2.4784033		-1.380354		-1.57717		-1.520332		-2.4290137		-1.3413441		-0.08947849		-0.82936096		-1.309411		-0.4650383		-0.65733814		-0.6043863		-1.2803707		-0.42367935		No		Yes		Yes		CK207196		0		CK207196		Ta.11685		0		0		0		0		TC394364		0		FGAS018815 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207196]

		A_99_P008056		11.746978		11.533544		11.580524		11.165896		11.448391		10.380476		8.900676		10.144302		11.048755		10.744518		8.982922		10.108712		-1.2299391		-2.2238624		-6.407887		-2.030161		-1.6225052		-1.7279067		-6.0528007		-2.0808663		-0.29858685		-1.1530676		-2.6798487		-1.021594		-0.6982231		-0.7890253		-2.5976028		-1.0571842		Yes		Yes		Yes		TA86969_4565		0		0		Ta.3857		0		0		0		0		TC417557		0		0

		A_99_P000516		4.81749		5.846147		2.711871		6.503464		6.820183		10.466182		14.751865		10.178414		9.413554		10.421876		14.17276		9.4123955		4.0074725		24.590593		4211.137		12.772332		24.185392		23.846884		2818.846		7.5106163		2.0026927		4.6200347		12.039994		3.6749501		4.596064		4.575729		11.460889		2.9089313		Yes		Yes		Yes		DN829572		0		DN829572		Ta.278		543422		LOC543422		pathogenesis-related protein 1		0		TC378332		0		KUCD01_10_D01_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829572]

		A_99_P482542		5.06052		5.180494		4.6987576		4.886005		6.3988786		9.765462		11.724345		8.787876		8.966859		8.653704		12.245225		8.48253		2.5286343		24.000093		130.29045		14.947903		14.994263		11.105557		186.94464		12.096559		1.3383584		4.584968		7.0255876		3.9018712		3.9063387		3.4732099		7.5464673		3.5965247		Yes		Yes		Yes		TA69812_4565		0		0		0		0		0		0		0		TC423415		0		0

		A_99_P537392		10.298722		9.732812		8.9796915		9.597867		9.276536		8.480718		8.01437		8.212836		8.929872		8.881331		7.6680694		9.201477		-2.0309944		-2.3818693		-1.9524987		-2.6117752		-2.5826473		-1.8043516		-2.4822047		-1.3162103		-1.0221863		-1.2520943		-0.96532154		-1.3850307		-1.3688507		-0.8514805		-1.3116221		-0.39638996		Yes		No		No		TC447463		0		0		0		0		0		0		0		TC447463		0		0

		A_99_P262036		11.506256		9.100102		8.7301		9.104477		12.919421		12.57355		14.578762		14.020619		14.408668		11.346054		15.030665		11.832227		2.663208		11.1073885		57.626575		30.193005		7.476751		4.743499		78.82414		6.6242166		1.4131651		3.4734478		5.8486624		4.9161425		2.9024115		2.2459517		6.3005657		2.7277498		Yes		Yes		Yes		TA70558_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P319831		4.861467		4.006623		4.90264		4.5806766		3.7193139		2.3843486		4.224183		3.5935261		3.719405		2.9064376		3.3382194		4.875431		-2.2071016		-3.0785995		-1.6004269		-1.9822658		-2.2069623		-2.143822		-2.9575868		1.2266762		-1.142153		-1.6222742		-0.6784568		-0.98715043		-1.142062		-1.1001852		-1.5644205		0.2947545		Yes		No		No		TA87499_4565		0		0		0		0		0		0		0		TC441322		0		Rep: Chromosome chr13 scaffold_45, whole genome shotgun sequence - Vitis vinifera (Grape), partial (41%) [TC441322]

		A_99_P408362		9.208535		9.556009		9.988502		10.782447		8.26997		7.683659		8.900569		9.155512		8.133716		8.260646		8.68608		9.555749		-1.9166212		-3.6612854		-2.1256921		-3.0885613		-2.1064587		-2.4543881		-2.4664252		-2.3403072		-0.93856525		-1.8723502		-1.0879326		-1.626935		-1.0748196		-1.2953634		-1.3024216		-1.2266979		Yes		Yes		Yes		TC370446		0		0		0		0		0		0		0		TC370446		0		Rep: At2g43020/MFL8.12 - Arabidopsis thaliana (Mouse-ear cress), partial (20%) [TC370446]

		A_99_P394332		7.413882		7.466083		7.142081		7.9272213		6.855963		6.370747		6.493404		7.0033836		6.3536015		6.4055457		5.504362		7.5559297		-1.4721438		-2.1366284		-1.5677297		-1.8971552		-2.0853367		-2.0857081		-3.111734		-1.2935104		-0.55791855		-1.095336		-0.6486769		-0.92383766		-1.0602803		-1.0605373		-1.6377187		-0.37129164		Yes		Yes		Yes		TA109045_4565		0		0		0		0		0		0		0		TC428168		0		Rep: Chromosome chr2 scaffold_11, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC428168]

		A_99_P168239		1.8355589		2.264161		2.2369223		2.0549278		2.4926577		3.4569397		4.5109572		3.3852797		3.3236694		2.6858091		4.6859965		2.1987953		1.5769083		2.2859259		4.83674		2.5146399		2.8052135		1.3394568		5.460656		1.104863		0.65709877		1.1927786		2.274035		1.3303518		1.4881105		0.42164803		2.4490743		0.1438675		Yes		No		No		CV765009		0		CV765009		Ta.57001		0		0		0		0		0		0		FGAS059394 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV765009]

		A_99_P037474		2.0779507		1.7437588		1.7781128		1.7472616		1.6144329		2.9445937		5.7472515		2.856427		1.8133749		3.7346218		6.65069		1.8179699		-1.3788999		2.2987266		15.661371		2.157208		-1.2012829		3.9747467		29.294891		1.0502322		-0.46351779		1.2008349		3.9691386		1.1091653		-0.26457584		1.990863		4.872577		0.070708275		Yes		Yes		Yes		CJ851772		0		CJ851772		Ta.13912		0		0		0		0		TC397010		0		CJ851772 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal1f23 5', mRNA sequence [CJ851772]

		A_99_P223666		8.14895		8.54613		11.442196		9.4847765		9.446899		11.408653		11.558957		10.396295		10.193812		9.505394		11.747528		10.194319		2.4587922		7.2728615		1.0842979		1.8810238		4.12634		1.9443175		1.2357031		1.6352853		1.2979498		2.862523		0.11676121		0.9115181		2.0448627		0.9592638		0.30533218		0.7095423		Yes		No		No		AJ890231		0		AJ890231		Ta.62236		0		0		0		0		TC373548		0		AJ890231 Triticum aestivum cv. Fidel leaf Triticum aestivum cDNA clone OA_a3F05, mRNA sequence [AJ890231]

		A_99_P164207		2.8296802		3.5963259		2.3723304		2.7830992		3.3628502		4.755675		4.4514804		4.238896		3.4457734		5.1915374		4.507887		4.0802274		1.4471054		2.233566		4.2255816		2.7430801		1.5327189		3.021388		4.394066		2.4573922		0.53317		1.159349		2.07915		1.4557967		0.61609316		1.5952115		2.1355565		1.2971282		Yes		Yes		Yes		CD901388		0		CD901388		Ta.56059		0		0		0		0		TC408415		0		G356.103K06F010917 G356 Triticum aestivum cDNA clone G356103K06, mRNA sequence [CD901388]

		A_99_P235186		6.551476		7.278939		7.124584		8.3271		6.1406937		5.594847		5.7084255		6.10144		5.877952		5.8816643		5.7433243		6.5042825		-1.3294065		-3.2133799		-2.6687398		-4.6772475		-1.594964		-2.6340349		-2.6049576		-3.5377138		-0.41078234		-1.6840916		-1.4161587		-2.2256598		-0.6735239		-1.3972745		-1.3812599		-1.8228173		Yes		Yes		Yes		AB158407		0		AB158407		Ta.54488		542808		CesA		CesA protein		0		TC369453		0		Triticum aestivum CesA mRNA for putative cellulose synthase, complete cds [AB158407]

		A_99_P493742		6.560484		6.5369563		6.6579633		6.4542007		7.2917023		7.693728		7.691355		7.093325		8.115544		7.0679092		7.9147277		6.9583106		1.6600404		2.2295794		2.046831		1.5573837		2.9384604		1.4448832		2.3895922		1.418248		0.73121834		1.1567717		1.033392		0.6391244		1.5550604		0.53095293		1.2567644		0.50410986		No		Yes		Yes		TA93577_4565		0		0		0		0		0		0		0		TC403847		0		Rep: Chromosome chr7 scaffold_44, whole genome shotgun sequence - Vitis vinifera (Grape), partial (56%) [TC422401]

		A_99_P241561		9.647576		9.638984		8.65617		9.618728		8.791865		8.111499		7.986618		8.558146		8.601807		8.588725		7.607609		8.921106		-1.8096503		-2.8828282		-1.5905788		-2.0857716		-2.0644674		-2.0709012		-2.0684657		-1.6218286		-0.855711		-1.5274849		-0.66955185		-1.0605812		-1.0457697		-1.0502586		-1.0485611		-0.69762135		Yes		Yes		Yes		TA64885_4565		0		0		0		0		0		0		0		TC423893		0		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (34%) [TC423893]

		A_99_P021584		5.717339		4.7840576		6.0479736		5.556976		5.609117		4.426382		5.358339		3.809253		3.6669273		3.970974		3.514363		4.0262246		-1.077899		-1.2813597		-1.6128752		-3.358281		-4.1422415		-1.7569628		-5.7901897		-2.8893626		-0.10822201		-0.35767555		-0.6896348		-1.7477229		-2.0504117		-0.81308365		-2.5336106		-1.5307512		Yes		No		No		CV763004		0		CV763004		Ta.8460		0		0		0		0		0		0		FGAS057393 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV763004]

		A_99_P298801		12.454148		12.595436		11.732209		11.536683		11.343678		10.927452		10.757683		9.983925		10.809715		11.428918		10.498055		11.078881		-2.1591594		-3.1777024		-1.9649961		-2.933775		-3.1262498		-2.244693		-2.3524332		-1.3734475		-1.1104698		-1.667984		-0.9745264		-1.5527582		-1.644433		-1.1665182		-1.2341537		-0.45780182		Yes		No		No		TA81325_4565		0		0		0		0		0		0		0		TC384666		0		Rep: NAD(P)H-quinone oxidoreductase chain J, chloroplast  (NAD(P)H dehydrogenase, chain J) - Triticum aestivum (Wheat), complete [TC384666]

		A_99_P447727		7.351057		7.2199287		7.258755		7.399389		6.336082		5.89477		5.787443		6.750506		6.4987454		6.4038754		5.9232426		7.079368		-2.020868		-2.5056043		-2.7727394		-1.5679536		-1.8053913		-1.7605832		-2.5236514		-1.2483485		-1.0149751		-1.3251586		-1.471312		-0.64888287		-0.8523116		-0.8160534		-1.3355126		-0.32002068		Yes		Yes		Yes		BJ273011		0		0		Ta.45573		0		0		0		0		TC402162		0		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (43%) [TC402162]

		A_99_P425137		8.7330265		9.8238945		6.4410534		5.9494615		7.9141593		8.815975		4.929627		6.0160575		7.155529		8.762246		4.2214313		5.5627694		-1.7640203		-2.0110087		-2.8509178		1.0472429		-2.984517		-2.087315		-4.6577144		-1.3073922		-0.8188672		-1.0079193		-1.5114264		0.06659603		-1.5774975		-1.0616484		-2.2196221		-0.38669205		Yes		Yes		Yes		TC384826		0		0		0		0		0		0		0		TC384826		0		0

		A_99_P154102		5.9117484		5.817781		5.302871		5.3151455		7.18956		7.6876106		6.561339		6.036181		8.086934		6.985828		6.788837		5.6665397		2.4247088		3.654894		2.392415		1.6483647		4.516439		2.247073		2.8010461		1.275793		1.2778115		1.8698297		1.2584677		0.7210355		2.1751857		1.168047		1.4859657		0.35139418		Yes		Yes		Yes		CJ931523		0		CJ931523		Ta.53737		0		0		0		0		0		0		CJ931523 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan8l09 5', mRNA sequence [CJ931523]

		A_99_P053562		5.526207		6.0237107		5.4197955		5.582496		5.9976196		6.3532414		6.5418468		6.148317		5.826121		6.2737083		6.6165786		5.563305		1.3864664		1.2566046		2.176562		1.4802293		1.2310709		1.1892052		2.2922797		-1.0133913		0.47141266		0.32953072		1.1220512		0.5658207		0.29991388		0.24999762		1.1967831		-0.019191265		No		Yes		Yes		CJ666284		0		CJ666284		Ta.19207		0		0		0		0		TC435547		0		CJ666284 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp6l16 5', mRNA sequence [CJ666284]

		A_99_P137844		1.9189769		1.7574519		2.2509975		2.2298937		1.6526814		2.5142596		6.705218		9.001233		1.8434855		3.049832		5.4710565		8.553617		-1.2027156		1.6897475		21.920675		109.23864		-1.0537199		2.4493182		9.31825		80.09959		-0.26629555		0.7568077		4.4542203		6.7713394		-0.07549143		1.2923802		3.220059		6.323723		Yes		Yes		Yes		CV774931		0		CV774931		Ta.49550		0		0		0		0		0		0		FGAS069331 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV774931]

		A_99_P150907		1.8622469		1.602234		1.6109309		2.194171		4.270745		5.6367817		2.6452377		2.7708063		4.9171333		4.9465404		3.4180415		3.7715254		5.309212		16.387772		2.0481293		1.491367		8.310218		10.156324		3.4994073		2.9842212		2.4084978		4.034548		1.0343068		0.57663536		3.0548863		3.3443065		1.8071105		1.5773544		Yes		No		No		CJ798958		0		CJ798958		Ta.52977		0		0		0		0		TC442273		0		CJ798958 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15b06 5', mRNA sequence [CJ798958]

		A_99_P248256		10.955902		10.829499		10.069203		10.637581		10.880748		10.961669		11.132943		10.732796		10.698985		11.08276		10.9585		10.556928		-1.0534737		1.0959407		2.0903432		1.0682244		-1.1949224		1.1918979		1.8522727		-1.0574967		-0.075154305		0.13216972		1.0637398		0.095214844		-0.256917		0.2532606		0.88929653		-0.08065319		No		Yes		Yes		TA66625_4565		0		0		Ta.54655		0		0		0		0		TC455982		0		0

		A_99_P007916		4.657772		4.3216114		4.343344		5.112923		5.6797566		7.0818267		5.44974		4.2947106		7.295489		5.6932206		5.8362384		4.9176316		2.0307105		6.7749734		2.1530707		-1.7632201		6.2234597		2.5875902		2.8145304		-1.1449555		1.0219846		2.7602153		1.1063957		-0.8182125		2.6377168		1.3716092		1.4928942		-0.19529152		Yes		Yes		Yes		BJ248089		0		BJ248089		Ta.3819		0		0		0		0		TC400675		0		BJ248089 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf4n08 5', mRNA sequence [BJ248089]

		A_99_P101785		4.9421315		4.848388		5.3326488		4.658482		4.019465		4.0329137		4.3552623		3.8349836		3.862806		3.4103162		3.4645605		3.0840406		-1.8956157		-1.7598768		-1.9688954		-1.7696922		-2.1130478		-2.7095852		-3.6504853		-2.9782016		-0.92266655		-0.8154745		-0.9773865		-0.8234985		-1.0793254		-1.438072		-1.8680882		-1.5744414		Yes		No		No		BJ273998		0		BJ273998		Ta.38464		0		0		0		0		0		0		BJ273998 Y. Ogihara unpublished cDNA library, Wh_oh Triticum aestivum cDNA clone whoh20b24 3', mRNA sequence [BJ273998]

		A_99_P012604		1.7605227		1.6961913		1.6980268		1.7011226		3.723276		5.5420423		5.4809685		2.9874432		6.0674553		3.743646		5.876747		1.7374665		3.8980515		14.378596		13.765087		2.439052		19.793194		4.13376		18.110073		1.0255116		1.9627532		3.845851		3.7829418		1.2863206		4.3069324		2.0474546		4.1787205		0.036343813		Yes		Yes		Yes		CA726128		0		0		Ta.54230		0		0		0		0		TC438302		0		Rep: Reversibly glycosylated polypeptide - Triticum aestivum (Wheat), partial (63%) [TC438302]

		A_99_P437157		9.660267		8.054828		7.673584		8.189658		7.816246		6.109224		6.229034		5.66149		7.9431458		7.203928		6.4983287		7.7765565		-3.5900922		-3.8519897		-2.721779		-5.768388		-3.2877967		-1.8036253		-2.2583284		-1.3315455		-1.8440208		-1.9456038		-1.44455		-2.5281682		-1.7171211		-0.8508997		-1.1752553		-0.41310167		Yes		No		No		CK217674		0		0		Ta.25600		0		0		0		0		TC394184		0		Rep: Chloroplast pigment-binding protein CP24 - Nicotiana tabacum (Common tobacco), partial (82%) [TC394184]

		A_99_P061193		1.8248163		1.7402449		1.769893		1.7906971		7.2559485		7.4882464		6.952944		8.319251		1.7331995		1.9479369		1.7328871		1.6996951		43.145325		53.742874		36.32902		92.318886		-1.0655637		1.1548393		-1.0259824		-1.0651097		5.4311323		5.7480016		5.1830506		6.528554		-0.09161687		0.20769203		-0.0370059		-0.09100199		Yes		Yes		Yes		CA684802		0		CA684802		Ta.22642		0		0		0		0		0		0		wlm96.pk027.j7 wlm96 Triticum aestivum cDNA clone wlm96.pk027.j7 5' end, mRNA sequence [CA684802]

		A_99_P272561		3.9790432		3.7594054		4.325516		4.9576654		5.3427367		5.6901317		5.6333413		4.9755764		6.3002396		5.5112367		6.238426		5.7966647		2.5734317		3.812471		2.4756804		1.0124923		4.9974647		3.367858		3.765679		1.788809		1.3636935		1.9307263		1.3078251		0.017910957		2.3211963		1.7518313		1.91291		0.8389993		Yes		No		No		TA73682_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P269761		11.161252		11.693995		10.927066		10.758564		10.604331		10.49212		10.19498		10.6534395		10.428891		11.063434		10.265682		10.906095		-1.4711262		-2.3003855		-1.6610392		-1.0755872		-1.6613555		-1.5481678		-1.5815988		1.1076719		-0.556921		-1.2018757		-0.7320862		-0.10512447		-0.73236084		-0.6305618		-0.6613836		0.14753056		No		Yes		Yes		TA72854_4565		0		0		Ta.9766		0		0		0		0		TC376891		0		Rep: Pto-like serine/threonine kinase - Capsicum chinense (Scotch bonnet) (Bonnet pepper), partial (65%) [TC376891]

		A_99_P255061		7.0194182		7.04322		7.8860965		7.0792584		6.8862014		7.066723		6.311058		6.4890075		6.4190307		6.840376		6.343422		6.4280305		-1.0967364		1.0164243		-2.9794343		-1.5055087		-1.5161238		-1.1509651		-2.913341		-1.5705043		-0.13321686		0.023502827		-1.5750384		-0.59025097		-0.6003876		-0.20284414		-1.5426745		-0.65122795		No		Yes		Yes		TA68572_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P330921		11.2149		10.851542		12.095019		11.481462		11.626798		12.678489		12.904527		12.735245		11.8358965		11.491127		13.109921		12.288113		1.3304347		3.547853		1.7526128		2.3846593		1.537937		1.5578805		2.0207658		1.7491465		0.41189766		1.8269463		0.80950737		1.2537832		0.6209965		0.63958454		1.0149021		0.8066511		Yes		No		No		TA90825_4565		0		0		0		0		0		0		0		TC397596		0		0

		A_99_P494237		8.456748		8.306244		8.479666		8.954177		7.6875625		6.2652354		6.412672		7.4878917		7.6527057		6.5545335		5.871496		7.8563285		-1.7043073		-4.115331		-4.1901264		-2.7630951		-1.7459865		-3.367576		-6.0972958		-2.1403525		-0.76918554		-2.0410085		-2.0669937		-1.4662852		-0.80404234		-1.7517104		-2.6081696		-1.0978484		Yes		Yes		Yes		CA701192		0		0		Ta.9047		0		0		0		0		TC429160		0		0

		A_99_P287161		10.879437		10.417735		10.202366		10.275832		11.881593		11.5789795		11.236268		9.993213		12.746766		11.692856		11.714584		10.617267		2.00299		2.2365026		2.047555		-1.2164015		3.6485636		2.4201908		2.8524833		1.2670158		1.0021553		1.1612444		1.0339022		-0.28261948		1.8673286		1.2751207		1.5122185		0.34143448		Yes		No		No		TA77975_4565		0		0		0		0		0		0		0		TC413106		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (93%) [TC413106]

		A_99_P256636		9.455607		8.954953		7.830646		7.0855427		8.132451		7.4942245		6.7429924		5.160675		7.723412		8.344917		6.9440093		6.5458164		-2.5021293		-2.7524734		-2.125281		-3.7970202		-3.32233		-1.5262972		-1.848861		-1.4536966		-1.3231564		-1.4607286		-1.0876536		-1.9248676		-1.7321954		-0.6100359		-0.88663673		-0.53972626		Yes		No		No		AK332722		0		AK332722		Ta.7780		0		0		0		0		TC379183		0		Triticum aestivum cDNA, clone: WT004_L08, cultivar: Chinese Spring [AK332722]

		A_99_P215531		8.959815		8.088242		6.7303166		8.154737		7.931385		5.8434787		4.663816		6.19376		5.4520907		6.7439194		4.3918767		7.908624		-2.0398033		-4.739592		-4.1886945		-3.893257		-11.374445		-2.5391088		-5.0575542		-1.1860076		-1.02843		-2.244763		-2.0665007		-1.9609776		-3.5077243		-1.3443222		-2.33844		-0.2461133		Yes		No		No		TA56343_4565		0		0		Ta.48335		0		0		0		0		TC388555		0		Rep: Flavin containing polyamine oxidase precursor - Hordeum vulgare (Barley), partial (46%) [TC388555]

		A_99_P248396		9.6153345		9.904652		10.511353		11.15652		8.794705		8.061634		9.56907		9.539386		8.445766		8.616497		9.216702		9.893574		-1.766176		-3.5875964		-1.9215662		-3.0676503		-2.2494433		-2.4421546		-2.4531748		-2.3998532		-0.8206291		-1.8430176		-0.9422827		-1.6171341		-1.1695681		-1.2881546		-1.2946501		-1.2629461		Yes		No		No		TA66668_4565		0		0		Ta.6420		0		0		0		0		TC432864		0		0

		A_99_P273036		10.332675		10.812516		10.211208		10.126641		10.967456		12.031651		12.522598		10.9320345		11.4090395		11.813573		12.914456		10.826442		1.552702		2.32807		4.9636106		1.747622		2.1087155		2.0014653		6.512665		1.6242802		0.6347809		1.2191343		2.31139		0.8053932		1.0763645		1.0010567		2.703248		0.6998005		Yes		Yes		Yes		TA73838_4565		0		0		0		0		0		0		0		TC375696		0		Rep: Mitogen-activated protein kinase kinase 6 - Oryza sativa subsp. indica (Rice), complete [TC375696]

		A_99_P285061		5.893175		5.569406		4.693205		5.7038865		6.83454		6.86807		5.5695763		6.4980025		7.066358		6.3152556		5.7245545		5.919662		1.920344		2.4600098		1.8357522		1.7340145		2.255087		1.6769615		2.0439355		1.161328		0.94136477		1.2986641		0.8763714		0.794116		1.173183		0.7458496		1.0313497		0.21577549		No		Yes		Yes		TA77366_4565		0		0		0		0		0		0		0		TC430561		0		Rep: Universal stress protein - Hordeum vulgare var. distichum (Two-rowed barley), complete [TC430561]

		A_99_P324026		9.210725		9.262119		9.362438		9.1474905		8.983626		8.420398		8.157827		8.852851		8.626775		8.789091		8.093537		9.008176		-1.1704786		-1.7921875		-2.304751		-1.2265785		-1.4989477		-1.3880198		-2.409779		-1.1013818		-0.22709846		-0.84172153		-1.2046108		-0.2946396		-0.58395004		-0.47302818		-1.2689009		-0.13931465		No		Yes		Yes		TA88727_4565		0		0		0		0		0		0		0		TC406920		0		Rep: OJ000223_09.13 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC406920]

		A_99_P519577		2.5886059		2.5945613		2.806441		3.235592		1.9661361		4.089751		3.8385391		3.157735		3.2988555		3.8218136		4.3940825		3.4010336		-1.5395085		2.8190117		2.044996		-1.0554489		1.6360872		2.3412066		3.005576		1.1215094		-0.6224698		1.4951894		1.032098		-0.07785678		0.71024966		1.2272522		1.5876415		0.16544175		No		Yes		Yes		TC440312		0		0		0		0		0		0		0		TC440312		0		Rep: Mitochondrial transcription termination factor-like - Oryza sativa subsp. japonica (Rice), partial (11%) [TC440312]

		A_99_P236411		11.535663		10.933228		11.155995		11.167832		12.660283		13.06662		16.20244		14.028694		14.146709		13.3189745		16.59156		12.238315		2.1804416		4.3874793		33.046944		7.264491		6.109468		5.2261443		43.27809		2.1001353		1.1246204		2.1333923		5.046445		2.8608618		2.6110468		2.385747		5.435565		1.0704823		Yes		Yes		Yes		TA63442_4565		0		0		0		0		0		0		0		TC445054		0		0

		A_99_P382412		9.381959		8.595684		9.926021		9.415389		9.450444		8.1518135		9.115108		7.5319076		7.4699197		7.80217		7.6792855		7.7680206		1.0486151		-1.3602488		-1.7543215		-3.6896436		-3.763407		-1.7332914		-4.7460756		-3.132617		0.06848526		-0.44387054		-0.8109131		-1.8834815		-1.9120393		-0.79351425		-2.246735		-1.6473684		Yes		No		No		TA106125_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P260896		8.430077		7.7559876		8.846087		9.391927		8.87997		9.081965		9.273768		9.150841		9.177593		8.863596		9.38733		9.468958		1.3659389		2.5070274		1.3450698		-1.181882		1.6789004		2.1548812		1.4552253		1.0548451		0.449893		1.3259778		0.42768097		-0.241086		0.74751663		1.1076083		0.5412426		0.077031136		No		Yes		Yes		TA70245_4565		0		0		0		0		0		0		0		TC389020		0		0

		A_99_P213671		14.425738		14.582597		14.259682		14.0180435		13.756642		13.846742		12.994365		12.622493		13.531556		14.088734		12.567977		13.996678		-1.5900763		-1.6653843		-2.4038002		-2.6308897		-1.858556		-1.4082106		-3.230382		-1.0149194		-0.669096		-0.7358551		-1.265317		-1.3955507		-0.8941822		-0.4938631		-1.6917048		-0.021365166		Yes		No		No		AK332150		0		AK332150		Ta.1166		0		0		0		0		TC370734		0		Triticum aestivum cDNA, clone: WT003_E06, cultivar: Chinese Spring [AK332150]

		A_99_P314876		4.0928073		3.6452515		7.4622407		4.866198		5.3059134		8.053491		8.618201		6.58124		6.3596992		4.9040103		9.52373		5.4703574		2.3183625		21.233046		2.2283263		3.2830622		4.8128514		2.3928978		4.1741705		1.5200927		1.2131062		4.4082394		1.1559606		1.7150421		2.266892		1.2587588		2.0614896		0.60415936		Yes		No		No		AK333338		0		AK333338		Ta.67693		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT006_D17, cultivar: Chinese Spring [AK333338]

		A_99_P410167		1.8300071		2.1921446		2.893171		3.1119683		2.2830238		3.24237		11.426961		9.49392		3.995384		2.901954		11.77095		8.56314		1.3688997		2.0708532		370.61813		83.39866		4.485836		1.6355879		470.41135		43.74881		0.45301676		1.0502253		8.53379		6.3819523		2.165377		0.7098093		8.877779		5.451172		Yes		Yes		Yes		DR739981		0		DR739981		Ta.60234		0		0		0		0		TC453213		0		FGAS000247 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR739981]

		A_99_P374692		7.228689		7.2065544		6.6579394		6.540219		5.788395		6.143619		5.4009385		5.6362615		5.9589753		7.0737762		5.4630165		6.750847		-2.713762		-2.0891778		-2.389984		-1.8711917		-2.4111373		-1.096403		-2.289326		1.1571919		-1.4402943		-1.0629354		-1.2570009		-0.90395737		-1.2697139		-0.13277817		-1.1949229		0.21062803		Yes		No		No		TA104239_4565		0		0		0		0		0		0		0		TC417320		0		Rep: Ribose-phosphate pyrophosphokinase 1 - Spinacia oleracea (Spinach), partial (62%) [TC417320]

		A_99_P006296		5.7402825		5.42479		9.1547165		8.221022		4.733429		4.7595663		7.487162		7.736835		4.7162457		4.966061		7.454424		7.7799644		-2.0095236		-1.585814		-3.1767561		-1.398797		-2.0336013		-1.3743303		-3.2496686		-1.3575988		-1.0068536		-0.6652236		-1.6675544		-0.48418665		-1.0240369		-0.4587288		-1.7002926		-0.4410572		No		Yes		Yes		TA90265_4565		0		0		0		0		0		0		0		TC396424		0		0

		A_99_P280851		9.370965		9.618957		9.43793		8.934269		9.545129		10.140629		10.524596		9.228181		9.845874		9.959026		10.522648		8.85209		1.1283102		1.4356183		2.1238267		1.22596		1.3898304		1.2658178		2.1209605		-1.0586158		0.17416382		0.52167225		1.0866661		0.29391193		0.47490883		0.34006977		1.0847178		-0.08217907		No		Yes		Yes		TA76129_4565		0		0		0		0		0		0		0		TC386540		0		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (97%) [TC386540]

		A_99_P259331		9.000197		8.328986		8.74375		9.179241		9.755061		10.783802		11.445216		10.897208		11.087231		9.499902		11.7406845		10.802701		1.6874722		5.4824314		6.504628		3.289725		4.248735		2.2515454		7.9830213		3.0811305		0.75486374		2.4548159		2.7014666		1.717967		2.0870333		1.1709156		2.996935		1.6234598		Yes		Yes		Yes		TA69816_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P460992		7.2302227		6.84054		6.7591367		5.9055557		6.6424236		6.2339554		5.5409627		5.644632		6.2793593		6.586406		5.5165544		5.4215493		-1.5029521		-1.5226502		-2.3265207		-1.1982458		-1.933029		-1.1926194		-2.366217		-1.3986223		-0.5877991		-0.60658455		-1.218174		-0.26092386		-0.95086336		-0.2541337		-1.2425823		-0.4840064		No		Yes		Yes		TC411151		0		0		0		0		0		0		0		TC411151		0		Rep: Histone acetyltransferase HAT2 - Triticum aestivum (Wheat), partial (4%) [TC411151]

		A_99_P524717		8.581943		8.349846		10.943364		10.459704		8.4304495		7.496556		8.778878		9.728423		9.229419		7.6532464		9.104599		9.653571		-1.1107184		-1.8066162		-4.4830666		-1.6601129		1.5664256		-1.6206802		-3.5770373		-1.7485187		-0.15149307		-0.8532901		-2.164486		-0.7312813		0.6474762		-0.6965995		-1.8387651		-0.8061333		No		Yes		Yes		U10187		0		U10187		Ta.56437		543362		LOC543362		cytosolic acetyl-CoA carboxylase		0		TC442403		0		Triticum aestivum cytosolic acetyl-CoA carboxylase mRNA, complete cds [U10187]

		A_99_P345341		5.6171794		5.7143683		3.9085605		4.129005		5.6812134		5.773746		5.073185		4.7986035		5.502671		6.2011676		5.4573255		4.353737		1.0453848		1.0420161		2.2417486		1.5906303		-1.0826062		1.4013324		2.9256656		1.1685601		0.064033985		0.05937767		1.1646245		0.6695986		-0.11450863		0.48679924		1.548765		0.22473192		No		Yes		Yes		TA95283_4565		0		0		0		0		0		0		0		TC435402		0		Rep: Chromosome chr19 scaffold_4, whole genome shotgun sequence - Vitis vinifera (Grape), partial (17%) [TC435402]

		A_99_P423277		2.8825524		2.6991932		3.015941		2.736945		3.7521617		6.180612		4.280679		2.8552449		5.00932		5.332744		4.8413563		2.8131664		1.8271681		11.168928		2.4028363		1.0854551		4.3673778		6.205515		3.5440903		1.0542532		0.86960936		3.4814188		1.2647383		0.11829996		2.1267674		2.633551		1.8254154		0.076221466		Yes		No		No		CJ557510		0		0		Ta.28735		0		0		0		0		TC429053		0		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (18%) [TC429053]

		A_99_P454907		7.183642		5.548097		6.901118		7.797665		7.722852		7.078668		8.314612		7.945149		7.8266864		6.8157086		8.39194		8.350221		1.4531769		2.8890016		2.6638162		1.107636		1.5616211		2.4076264		2.8104913		1.4666815		0.5392103		1.530571		1.4134946		0.14748383		0.6430445		1.2676115		1.4908223		0.55255556		No		Yes		Yes		TC407023		0		0		0		0		0		0		0		TC407023		0		0

		A_99_P460127		9.341158		11.229949		10.327062		7.5458813		8.412156		9.141457		8.519604		6.4159775		9.3003		10.101517		8.725567		7.3234115		-1.9039582		-4.253034		-3.5002499		-2.1884415		-1.0287256		-2.1862104		-3.0345757		-1.1667292		-0.9290018		-2.0884924		-1.8074579		-1.1299038		-0.04085827		-1.1284323		-1.6014948		-0.2224698		Yes		No		No		CD934718		0		0		Ta.36889		0		0		0		0		TC410640		0		Rep: LigA - Anaeromyxobacter dehalogenans (strain 2CP-C), partial (3%) [TC410640]

		A_99_P345011		7.0595055		7.216291		7.841696		7.0548477		6.9737153		6.687243		6.1208825		6.693531		6.8465195		6.808869		6.0373893		6.4598317		-1.0612688		-1.4429767		-3.2962217		-1.2845978		-1.1590847		-1.3263137		-3.4926124		-1.5104893		-0.08579016		-0.52904797		-1.7208133		-0.36131668		-0.21298599		-0.40742207		-1.8043065		-0.595016		No		Yes		Yes		TA95175_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P210441		10.902137		11.0509		12.025817		11.828818		10.471516		10.000089		11.345364		11.132251		10.461244		10.7077875		11.380722		11.401116		-1.3478137		-2.0716953		-1.6026433		-1.6206443		-1.3574444		-1.2684907		-1.5638422		-1.3450893		-0.43062115		-1.0508118		-0.6804533		-0.69656754		-0.44089317		-0.34311295		-0.6450949		-0.42770195		No		Yes		Yes		TA54269_4565		0		0		Ta.20406		0		0		0		0		TC418278		0		0

		A_99_P505057		4.535455		4.9639378		5.6487136		4.3308973		4.011955		3.0143397		3.3031814		4.2091846		3.311588		4.065271		3.5344067		4.242918		-1.4374387		-3.862669		-5.0824785		-1.0880257		-2.3357198		-1.8643425		-4.3298197		-1.0628804		-0.52350044		-1.9495981		-2.3455322		-0.121712685		-1.2238672		-0.89866686		-2.114307		-0.08797932		Yes		No		No		BQ579407		0		0		Ta.25394		0		0		0		0		TC440468		0		Rep: Os09g0501600 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC440468]

		A_99_P183812		8.537116		7.961477		7.758161		7.93276		8.633105		7.963375		9.824883		8.158748		8.804397		8.243337		9.619286		7.793839		1.0687981		1.0013167		4.189338		1.1695778		1.2035371		1.2157612		3.6329072		-1.1010811		0.09598923		0.0018982887		2.0667224		0.22598791		0.26728058		0.28185987		1.8611245		-0.13892078		No		Yes		Yes		CA631674		0		CA631674		Ta.60556		100136987		TaPrx-B		peroxidase		0		TC417269		0		wle1n.pk0051.f10 wle1n Triticum aestivum cDNA clone wle1n.pk0051.f10 5' end, mRNA sequence [CA631674]

		A_99_P339626		9.902665		9.3942		9.089963		9.441932		9.912505		10.135157		9.974738		10.001142		11.076098		9.443304		10.239029		9.793082		1.0068439		1.6712832		1.8464768		1.473462		2.2554781		1.034622		2.2177026		1.2755774		0.009840012		0.7409563		0.88477516		0.5592098		1.1734333		0.049103737		1.149066		0.3511505		No		Yes		Yes		TA93490_4565		0		0		0		0		0		0		0		TC375072		0		Rep: Glutathione S-transferase GST 26 - Zea mays (Maize), partial (89%) [TC375072]

		A_99_P421062		6.940623		6.952128		6.773051		7.331131		6.2053494		5.7285824		5.8695273		6.116511		5.8795776		6.1295714		5.6874833		6.2511315		-1.6647129		-2.335199		-1.870629		-2.3207967		-2.0864425		-1.7685372		-2.12221		-2.1140354		-0.73527336		-1.2235456		-0.90352345		-1.2146201		-1.0610452		-0.8225565		-1.0855675		-1.0799994		Yes		Yes		Yes		CJ722887		0		0		Ta.53942		0		0		0		0		TC401001		0		Rep: T1K7.26 protein - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC401001]

		A_99_P021979		4.835387		4.140167		4.6344266		4.587657		3.6203892		2.1770124		3.5808156		2.49083		2.6503818		2.691655		2.7690055		2.9514863		-2.3214047		-3.8991368		-2.0757189		-4.2776756		-4.547285		-2.7292647		-3.6437426		-3.1083968		-1.214998		-1.9631548		-1.053611		-2.096827		-2.1850054		-1.4485123		-1.865421		-1.6361706		Yes		No		No		AY795560		0		AY795560		Ta.8595		100049019		LOC100049019		AS2		0		TC398318		0		Triticum aestivum AS2 mRNA, complete cds [AY795560]

		A_99_P150917		10.454635		9.31448		9.08895		9.241586		10.724674		11.18279		10.60199		9.673356		11.6401825		10.839348		10.853057		9.748961		1.205841		3.6510463		2.8541074		1.3488878		2.2744975		2.8776038		3.3966362		1.4214622		0.27003956		1.86831		1.5130396		0.43177032		1.1855478		1.524868		1.7641068		0.5073757		Yes		Yes		Yes		CJ799005		0		CJ799005		Ta.52979		0		0		0		0		TC420653		0		CJ799005 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct15l20 5', mRNA sequence [CJ799005]

		A_99_P345306		10.019515		8.526994		8.667505		8.129628		10.691052		10.918095		10.407861		8.927456		11.806415		10.427289		10.984683		8.734649		1.5927694		5.245575		3.3411748		1.7384815		3.450725		3.7328959		4.983564		1.5210004		0.6715374		2.391101		1.7403555		0.7978277		1.7868996		1.9002953		2.3171778		0.6050205		Yes		Yes		Yes		TA95272_4565		0		0		Ta.14129		0		0		0		0		TC413181		0		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC413181]

		A_99_P549627		4.489593		4.8697743		3.6861105		3.723161		5.0736423		4.9695377		5.139153		5.0516915		4.6607747		5.266915		5.0078764		4.554457		1.4990507		1.0715977		2.7378483		2.5114675		1.1259804		1.3168951		2.499719		1.7792833		0.5840492		0.09976339		1.4530425		1.3285306		0.17118168		0.3971405		1.3217659		0.8312962		No		Yes		Yes		TC452160		0		0		0		0		0		0		0		TC452160		0		Rep: Glutaryl-CoA dehydrogenase - Renibacterium salmoninarum ATCC 33209, partial (5%) [TC452160]

		A_99_P374737		12.984773		12.756724		11.522086		10.727212		11.600262		11.448249		10.835341		9.558797		11.460727		12.1283865		10.733697		10.846866		-2.6108344		-2.4767969		-1.6096474		-2.2476463		-2.8759646		-1.545783		-1.727145		1.0864741		-1.384511		-1.3084755		-0.6867447		-1.1684151		-1.524046		-0.62833786		-0.7883892		0.1196537		Yes		No		No		TA104251_4565		0		0		Ta.6572		0		0		0		0		TC415535		0		0

		A_99_P339731		8.934004		8.273196		8.9504385		9.62312		8.634137		7.572717		7.5325966		9.36961		8.503882		7.859633		7.4523354		9.185997		-1.2310307		-1.6250442		-2.6718554		-1.1921043		-1.347347		-1.3319715		-2.8247108		-1.353902		-0.29986668		-0.70047903		-1.4178419		-0.25351048		-0.43012142		-0.41356325		-1.4981031		-0.4371233		No		Yes		Yes		TA93516_4565		0		0		0		0		0		0		0		TC386273		0		0

		A_99_P223466		13.769883		14.33965		14.327305		14.460129		13.30248		12.649297		13.374063		13.871829		12.484296		13.458088		12.441209		14.398582		-1.3826188		-3.2273574		-1.9362192		-1.5034739		-2.4378128		-1.8423692		-3.6963363		-1.0435838		-0.4674034		-1.6903534		-0.9532423		-0.58829975		-1.2855873		-0.88156223		-1.886096		-0.061546326		Yes		Yes		Yes		AK332332		0		AK332332		Ta.28740		543067		WPEAMT		phosphoethanolamine methyltransferase		0		TC405848		0		Triticum aestivum cDNA, clone: WT003_L17, cultivar: Chinese Spring [AK332332]

		A_99_P284061		5.281653		5.666022		5.2620053		6.275453		5.582874		6.0578837		6.866159		5.9094048		5.340631		5.7944846		6.2224045		5.8346047		1.2321867		1.3120856		3.0401735		-1.2888178		1.0417275		1.0931283		1.9458482		-1.3574023		0.3012209		0.39186192		1.6041536		-0.36604834		0.05897808		0.12846279		0.96039915		-0.44084835		No		Yes		Yes		TA77083_4565		0		0		Ta.9339		0		0		0		0		TC425485		0		0

		A_99_P617297		4.6144834		4.0728054		6.1686826		6.5685163		5.8231697		6.9043107		9.716922		7.5430465		6.7297454		5.4496307		9.425821		7.461745		2.311271		7.1181645		11.6984		1.9650012		4.332687		2.5969627		9.560849		1.8573279		1.2086864		2.8315053		3.5482392		0.9745302		2.115262		1.3768253		3.2571387		0.89322853		Yes		Yes		Yes		BT009359		0		BT009359		Ta.49604		100125708		OMT3		O-methyltransferase 3		0		TC454623		0		Triticum aestivum clone wlm96.pk025.c3:fis, full insert mRNA sequence [BT009359]

		A_99_P222901		12.289989		12.19822		11.669436		13.255963		11.332405		10.991464		11.03944		11.770203		11.832298		11.812118		10.492076		12.900981		-1.9420555		-2.3081813		-1.547561		-2.800648		-1.3733423		-1.3068583		-2.2616262		-1.27897		-0.9575844		-1.2067566		-0.6299963		-1.4857607		-0.4576912		-0.38610268		-1.1773605		-0.35498238		Yes		No		No		AK330769		0		AK330769		Ta.55567		0		0		0		0		TC373474		0		Triticum aestivum cDNA, clone: SET1_G18, cultivar: Chinese Spring [AK330769]

		A_99_P354776		1.6714616		1.6486653		1.5758896		1.5713186		5.7247376		4.4209194		8.733543		2.2927234		7.5520024		6.2966065		9.595254		2.378923		16.601896		6.831744		142.78036		1.6487867		58.914093		25.070887		259.4593		1.7503026		4.053276		2.772254		7.157654		0.7214048		5.880541		4.647941		8.019364		0.8076043		Yes		Yes		Yes		TA98236_4565		0		0		0		0		0		0		0		TC378887		0		Rep: Os02g0270800 protein - Oryza sativa subsp. japonica (Rice), partial (64%) [TC378887]

		A_99_P115010		9.265788		8.821206		8.382542		8.134382		9.661311		10.263233		9.656021		8.764131		10.351579		9.865689		10.134913		8.85156		1.3154196		2.7170236		2.417439		1.5472951		2.1225383		2.0626273		3.36912		1.6439625		0.39552307		1.4420271		1.2734795		0.62974834		1.0857906		1.0444832		1.7523718		0.7171774		Yes		Yes		Yes		TA110246_4565		0		0		0		0		0		0		0		TC375649		0		Rep: Transporter-like protein - Oryza sativa subsp. japonica (Rice), partial (43%) [TC375649]

		A_99_P605152		2.1528382		2.0039413		1.6337556		1.6579844		1.6061006		1.5857064		5.4526944		2.780032		1.9635321		1.6592962		5.241739		1.6447643		-1.4607787		-1.3362917		14.112863		2.1765566		-1.1402152		-1.2698386		12.193016		-1.0092056		-0.5467377		-0.41823494		3.8189387		1.1220475		-0.18930614		-0.34464514		3.607983		-0.013220072		No		Yes		Yes		AY596269		0		AY596269		Ta.62120		543459		LOC543459		polyphenol oxidase		0		TC426659		0		Triticum aestivum cultivar Glenlea polyphenol oxidase mRNA, partial cds [AY596269]

		A_99_P313026		9.266433		8.160869		7.5362687		7.5145783		9.359605		9.990841		9.967378		9.196019		9.572159		9.737594		10.576466		8.91327		1.066713		3.5553024		5.3930783		3.2074811		1.2360405		2.9829195		8.226033		2.6366236		0.09317207		1.8299723		2.431109		1.6814408		0.30572605		1.576725		3.040197		1.3986917		Yes		Yes		Yes		TA85519_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P455232		8.538519		7.993107		9.013204		9.152423		9.880853		12.054196		12.23536		9.869326		11.971578		9.999778		12.454105		9.994009		2.5356116		16.692053		9.331807		1.6436496		10.800744		4.0185385		10.85962		1.7920192		1.3423338		4.0610895		3.2221565		0.71690273		3.4330587		2.006671		3.4409018		0.8415861		Yes		Yes		Yes		TA55608_4565		0		0		Ta.135		0		0		0		0		TC407227		0		Rep: Alpha-1,4-glucan-protein synthase [UDP-forming] - Zea mays (Maize), partial (12%) [TC407227]

		A_99_P149112		4.24583		3.2450955		3.4446857		3.8739636		5.0262046		5.8661056		4.901937		4.6423416		5.774035		4.6888404		4.9957786		4.0391755		1.7175767		6.1518064		2.7458472		1.7033536		2.8842673		2.7202606		2.9303904		1.1213307		0.7803745		2.62101		1.4572513		0.768378		1.5282049		1.4437449		1.5510929		0.16521192		Yes		No		No		CJ803778		0		CJ803778		Ta.52581		0		0		0		0		TC442127		0		CJ803778 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct29o22 5', mRNA sequence [CJ803778]

		A_99_P315036		10.76991		10.130111		9.08047		9.3297205		10.719169		8.853956		9.5711355		8.981503		10.610374		9.7055025		9.775395		9.119433		-1.0357969		-2.4219255		1.4050928		-1.2729872		-1.1169274		-1.342208		1.6188006		-1.1569184		-0.050741196		-1.2761545		0.49066544		-0.34821796		-0.15953541		-0.42460823		0.6949253		-0.2102871		No		Yes		Yes		TA86111_4565		0		0		Ta.39627		0		0		0		0		TC446646		0		0

		A_99_P530002		3.282286		2.2167404		2.3920267		2.1583893		5.0813923		4.656238		3.3338902		2.092169		4.7001405		3.7141044		3.9215887		1.955547		3.480046		5.4245286		1.921008		-1.0469701		2.6718788		2.8232641		2.8869817		-1.1509637		1.7991064		2.4394977		0.94186354		-0.06622028		1.4178545		1.497364		1.529562		-0.20284235		Yes		Yes		Yes		TC444542		0		0		0		0		0		0		0		TC444542		0		Rep: Embryogenesis transmembrane protein - Zea mays (Maize), partial (7%) [TC444542]

		A_99_P009936		1.5870342		1.5945497		1.5953122		1.5756935		3.5262318		3.8912551		3.0553582		4.362705		1.6226436		1.6367512		1.5921254		1.6211977		3.8349228		4.913345		2.751171		6.9019866		1.0249897		1.029684		-1.0022113		1.0320438		1.9391975		2.2967055		1.4600459		2.7870116		0.035609365		0.04220152		-0.003186822		0.045504212		Yes		Yes		Yes		CV776305		0		CV776305		Ta.4511		0		0		0		0		0		0		FGAS070709 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776305]

		A_99_P000281		14.956142		14.461586		14.343597		13.738003		14.625798		13.874692		12.65894		15.133834		14.9370165		13.609406		12.554569		13.357025		-1.2573133		-1.5020096		-3.21464		2.631401		-1.0133454		-1.8052261		-3.4558203		-1.302224		-0.3303442		-0.58689404		-1.6846571		1.3958311		-0.019125938		-0.8521795		-1.7890282		-0.38097763		No		Yes		Yes		AF058794		0		AF058794		Ta.182		543371		cor39		cor39 protein		0		TC370739		0		Triticum aestivum COR39 (cor39) mRNA, complete cds [AF058794]

		A_99_P098375		2.962724		4.1529593		4.4731455		1.9603763		3.208861		4.6074004		7.1265297		4.51993		2.8384047		4.5287795		5.9165573		4.0928636		1.1860273		1.3702519		6.291414		5.8952527		-1.0899934		1.297577		2.7196326		4.384728		0.24613714		0.45444107		2.6533842		2.5595536		-0.124319315		0.37582016		1.4434118		2.1324873		Yes		No		No		DN829436		0		DN829436		Ta.37178		0		0		0		0		TC383841		0		KUCD01_11_H02_T3 WSWR cDNA library Triticum aestivum cDNA, mRNA sequence [DN829436]

		A_99_P549227		2.7887952		3.89726		4.2025704		4.3333206		3.6255198		5.409727		6.569267		5.2967896		4.3145504		4.959305		6.7582893		5.6044106		1.7859906		2.8529751		5.1575875		1.9499931		2.879374		2.0878887		5.879604		2.4134386		0.8367245		1.5124671		2.3666964		0.963469		1.5257552		1.0620449		2.555719		1.27109		Yes		No		No		TC451996		0		0		0		0		0		0		0		TC451996		0		Rep: Os03g0778000 protein - Oryza sativa subsp. japonica (Rice), partial (4%) [TC451996]

		A_99_P375277		6.214192		6.4546285		6.7455144		6.3316607		5.0312867		4.8480616		5.833858		5.4191704		4.9160013		5.5203757		5.4091873		6.520533		-2.270335		-3.045263		-1.8812041		-1.8822919		-2.4592025		-1.9109006		-2.5250764		1.1398724		-1.1829052		-1.6065669		-0.9116564		-0.91249037		-1.2981906		-0.93425274		-1.3363271		0.18887234		Yes		No		No		TA104381_4565		0		0		0		0		0		0		0		TC389917		0		Rep: Homeobox A11 - Papio anubis (Olive baboon), partial (5%) [TC389917]

		A_99_P457737		9.896602		9.938264		8.480469		9.47032		9.378532		8.661941		6.9302387		9.088585		9.2595825		8.89972		7.047491		8.97847		-1.4320375		-2.422209		-2.9286382		-1.3029077		-1.5551127		-2.054153		-2.7000341		-1.4062469		-0.51806927		-1.2763233		-1.55023		-0.38173485		-0.63701916		-1.0385437		-1.4329777		-0.4918499		No		Yes		Yes		TC409010		0		0		0		0		0		0		0		TC409010		0		Rep: Chromosome chr7 scaffold_31, whole genome shotgun sequence - Vitis vinifera (Grape), partial (6%) [TC409010]

		A_99_P450317		9.842031		9.483813		10.218646		10.432672		9.501578		8.595206		8.98932		10.017652		9.529297		9.06529		9.155575		9.967786		-1.2661533		-1.8513876		-2.3445747		-1.3333172		-1.242059		-1.3365583		-2.0893748		-1.380208		-0.3404522		-0.888607		-1.2293262		-0.41502		-0.31273365		-0.41852283		-1.0630713		-0.4648857		No		Yes		Yes		TC403990		0		0		0		0		0		0		0		TC403990		GO:0003700(sequence-specific DNA binding transcription factor activity)|GO:0005384(manganese ion transmembrane transporter activity)|GO:0005634(nucleus)|GO:0005770(late endosome)|GO:0005794(Golgi apparatus)|GO:0006812(cation transport)|GO:0008324(cation transmembrane transporter activity)|GO:0010042(response to manganese ion)|GO:0010088(phloem development)|GO:0010089(xylem development)|GO:0010486(manganese:hydrogen antiporter activity)|GO:0016020(membrane)|GO:0030026(cellular manganese ion homeostasis)|GO:0030528(transcription regulator activity)|GO:0045449(regulation of transcription)|GO:0046688(response to copper ion)		Rep: Mn-specific cation diffusion facilitator transporter - Populus trichocarpa (Western balsam poplar) (Populus balsamiferasubsp. trichocarpa), partial (87%) [TC403990]

		A_99_P214511		10.825393		11.233136		10.933486		11.145541		11.20903		12.008737		12.06963		11.571346		11.064102		11.703286		12.028877		11.425098		1.3046271		1.7119024		2.1979272		1.3433219		1.1799366		1.3852534		2.1367102		1.2138222		0.38363743		0.77560043		1.1361437		0.4258051		0.23870945		0.47015		1.0953913		0.27955723		No		Yes		Yes		DR739018		0		DR739018		Ta.12722		0		0		0		0		TC384654		0		FGAS084235 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR739018]

		A_99_P239421		9.915627		9.76872		8.578387		8.66726		8.521901		8.415001		7.591022		6.764362		8.304858		8.912605		7.098547		8.649686		-2.627563		-2.5557005		-1.982561		-3.7396371		-3.0541444		-1.8101565		-2.7891786		-1.012256		-1.3937254		-1.3537188		-0.98736525		-1.9028983		-1.6107683		-0.8561144		-1.4798403		-0.01757431		Yes		No		No		AK334083		0		AK334083		Ta.23158		543283		LOC543283		phosphoribulokinase		0		TC372448		0		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P412557		7.3757243		7.9370103		10.6801405		8.918388		9.290486		11.836029		11.186801		9.803786		10.126716		9.771341		11.558064		9.819205		3.7705162		14.918378		1.4207577		1.8472741		6.7317953		3.56606		1.8377289		1.8671229		1.914762		3.8990188		0.50666046		0.8853979		2.7509913		1.834331		0.87792397		0.9008169		Yes		No		No		TA59589_4565		0		0		Ta.55273		0		0		0		0		TC374540		0		0

		A_99_P299646		8.465287		9.265583		9.77424		9.629354		8.611192		8.146114		8.4599905		9.296638		7.998959		8.680678		8.521404		9.060728		1.1064241		-2.1726694		-2.4867287		-1.259382		-1.3815887		-1.4999399		-2.383093		-1.4831098		0.14590454		-1.1194687		-1.314249		-0.332716		-0.46632814		-0.5849047		-1.2528353		-0.56862545		No		Yes		Yes		TA81578_4565		0		0		Ta.4456		0		0		0		0		TC417213		0		0

		A_99_P520907		7.2082024		6.860111		7.9322944		7.299561		7.0828767		6.4158006		6.874223		5.775088		6.0494056		6.1050663		6.372498		5.7899203		-1.0907539		-1.3606638		-2.082146		-2.8768165		-2.2327113		-1.6876842		-2.9481223		-2.8473911		-0.12532568		-0.44431067		-1.0580711		-1.5244732		-1.1587968		-0.75504494		-1.5597963		-1.5096407		Yes		No		No		CD916137		0		0		Ta.27954		0		0		0		0		TC440928		0		0

		A_99_P333171		3.43713		4.304328		3.1910107		3.8742082		4.4700055		5.07227		4.9165373		4.875141		4.019254		4.989672		5.413302		5.001188		2.0460985		1.7028389		3.307008		2.0012937		1.497052		1.6080856		4.6663394		2.1840103		1.0328755		0.76794195		1.7255266		1.0009329		0.58212423		0.6853442		2.2222912		1.1269796		Yes		No		No		TA91510_4565		0		0		0		0		0		0		0		TC394201		0		0

		A_99_P236391		11.400432		10.795583		11.154431		11.076786		12.617943		13.053584		16.24382		13.974299		13.979459		13.180267		16.46322		12.082702		2.325452		4.7832837		34.04542		7.45141		5.9753666		5.222297		39.637367		2.0082176		1.2175112		2.2580013		5.089389		2.8975134		2.5790272		2.3846846		5.3087893		1.0059156		Yes		Yes		Yes		TA63438_4565		0		0		Ta.56885		0		0		0		0		0		0		0

		A_99_P409582		10.970065		11.04922		11.320859		10.883488		10.993779		10.478058		10.137596		10.448692		10.685679		10.655621		10.179133		10.724839		1.0165732		-1.4857199		-2.2708979		-1.3517191		-1.2178916		-1.3136669		-2.2064476		-1.116241		0.023714066		-0.5711622		-1.1832628		-0.43479538		-0.28438568		-0.3935995		-1.1417255		-0.15864849		No		Yes		Yes		TA75081_4565		0		0		0		0		0		0		0		TC371679		0		Rep: Galactose-1-phosphate uridylyltransferase - Saccharophagus degradans (strain 2-40 / ATCC 43961 / DSM 17024), partial (5%) [TC371679]

		A_99_P440262		9.712977		9.531439		8.76896		9.495811		8.276635		8.316939		7.9068055		7.5754952		8.295968		8.793241		7.9307075		9.053606		-2.7063384		-2.3206027		-1.8177508		-3.7850602		-2.6703138		-1.6680913		-1.7878833		-1.3586798		-1.4363422		-1.2144995		-0.8621545		-1.9203162		-1.4170094		-0.7381983		-0.83825254		-0.44220543		Yes		No		No		TC396561		0		0		0		0		0		0		0		TC396561		GO:0006118(electron transport)|GO:0009535(chloroplast thylakoid membrane)|GO:0009536(plastid)|GO:0046872(metal ion binding)		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (86%) [TC396561]

		A_99_P205946		4.944156		4.351437		3.4425802		2.1220198		2.9000714		4.0653286		2.2426872		1.6098824		4.813896		4.172338		2.9790268		1.7327805		-4.1241155		-1.2193468		-2.2972264		-1.4261615		-1.0944909		-1.1321766		-1.378934		-1.3097026		-2.0440848		-0.2861085		-1.199893		-0.5121374		-0.13025999		-0.17909908		-0.46355343		-0.3892393		Yes		No		No		TA52843_4565		0		0		0		0		0		0		0		TC420825		0		Rep: Glycine-rich cell wall structural protein precursor - Hordeum vulgare (Barley), partial (23%) [TC420825]

		A_99_P027544		4.1081977		4.209958		4.3513446		3.8984683		3.4857304		3.3217392		2.9065702		3.610978		3.2104385		3.2188532		2.732561		3.0548823		-1.5395057		-1.8508897		-2.7222025		-1.2205153		-1.8631699		-1.9877067		-3.0711596		-1.794505		-0.6224673		-0.8882189		-1.4447744		-0.28749037		-0.8977592		-0.99110484		-1.6187835		-0.84358597		Yes		No		No		CJ561979		0		CJ561979		Ta.10528		0		0		0		0		0		0		CJ561979 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone rwhkv17k16 3', mRNA sequence [CJ561979]

		A_99_P031434		5.7433486		5.3635926		5.217455		5.083545		3.8869393		2.7754202		3.6364772		1.9783188		3.61736		3.8159978		3.2113726		3.4615262		-3.621053		-6.013365		-2.9917252		-8.605306		-4.3650208		-2.9232936		-4.016899		-3.0780551		-1.8564093		-2.5881724		-1.5809777		-3.1052265		-2.1259885		-1.5475948		-2.0060823		-1.622019		Yes		No		No		BQ170739		0		BQ170739		Ta.11759		0		0		0		0		0		0		WHE2301-2304_E03_E03ZT Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE2301-2304_E03_E03, mRNA sequence [BQ170739]

		A_99_P309791		1.5884843		1.9190184		2.4503505		3.7863758		1.8420616		2.140179		4.8301163		5.394521		1.6252298		1.8807417		4.07936		5.6472106		1.1921595		1.1656709		5.204522		3.048597		1.0257972		-1.0268865		3.0930057		3.6321778		0.25357735		0.22116053		2.3797657		1.6081455		0.03674555		-0.038276672		1.6290095		1.8608348		Yes		No		No		TA84584_4565		0		0		0		0		0		0		0		TC403065		0		0

		A_99_P157327		8.79359		9.020116		8.773116		8.25892		9.192887		9.477637		10.164451		8.543358		9.599661		9.241193		10.1526375		8.048962		1.3188658		1.3731806		2.6232123		1.2179358		1.7484436		1.1656034		2.6018205		-1.1566546		0.3992977		0.45752144		1.3913345		0.28443813		0.8060713		0.22107697		1.3795214		-0.20995808		No		Yes		Yes		CV770773		0		CV770773		Ta.54516		0		0		0		0		TC412393		0		FGAS065166 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770773]

		A_99_P054404		5.722751		6.3230453		4.7603703		7.4471965		5.1433525		5.426939		2.370104		7.1753235		5.511816		5.8353667		3.7495375		7.4391766		-1.4942262		-1.8610364		-5.242541		-1.2073743		-1.1574382		-1.4021868		-2.015074		-1.0055745		-0.57939863		-0.89610624		-2.3902662		-0.271873		-0.21093512		-0.48767853		-1.0108328		-0.008019924		Yes		No		No		BQ294960		0		BQ294960		Ta.19549		0		0		0		0		TC442907		0		WHE2856_F01_K02ZS Wheat unstressed root tip cDNA library Triticum aestivum cDNA clone WHE2856_F01_K02, mRNA sequence [BQ294960]

		A_99_P322006		9.987636		8.553665		8.871761		7.9245563		11.001286		11.126298		11.135251		9.258151		12.120675		10.893565		11.690352		9.165856		2.0190127		5.9489408		4.801515		2.5202987		4.3864064		5.0626755		7.0547314		2.3641148		1.01365		2.5726328		2.2634897		1.3335948		2.1330395		2.3399		2.818591		1.2413001		Yes		Yes		Yes		TA88134_4565		0		0		Ta.14129		0		0		0		0		TC398603		0		Rep: Os08g0205800 protein - Oryza sativa subsp. japonica (Rice), partial (40%) [TC398603]

		A_99_P432742		10.894811		11.188672		10.8681135		10.903435		10.712008		10.206908		9.831064		10.440182		10.232801		10.760348		9.806		10.780656		-1.1350864		-1.9748784		-2.0520265		-1.378647		-1.5822847		-1.3456692		-2.0879884		-1.0888301		-0.1828022		-0.98176384		-1.0370493		-0.46325302		-0.66200924		-0.42832375		-1.0621138		-0.12277889		No		Yes		Yes		TC390663		0		0		0		0		0		0		0		TC390663		0		Rep: Homeodomain leucine zipper protein 16 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC390663]

		A_99_P531582		6.991533		6.8416543		3.0848389		3.1150858		8.080699		8.83075		10.102692		7.326397		8.7486925		9.813049		9.768939		4.514433		2.1275103		3.969882		129.5938		18.52384		3.3803198		7.842942		102.828766		2.6378217		1.0891662		1.9890962		7.017853		4.2113113		1.7571597		2.971395		6.6841		1.3993471		Yes		Yes		Yes		TC445162		0		0		0		0		0		0		0		TC445162		GO:0004568(chitinase activity)|GO:0006032(chitin catabolic process)|GO:0016998(cell wall macromolecule catabolic process)|GO:0051707(response to other organism)		Rep: Chitinase - Hordeum vulgare (Barley), partial (38%) [TC445162]

		A_99_P204396		12.094655		11.612586		11.651573		11.475227		13.093627		13.337406		13.32777		12.286056		13.869305		12.278523		13.0988035		11.782837		1.9985753		3.3053892		3.1958442		1.7542182		3.421549		1.5865989		2.7268405		1.2376553		0.99897194		1.7248201		1.676197		0.8108282		1.7746496		0.6659374		1.4472303		0.30760956		Yes		Yes		Yes		TA52369_4565		0		0		Ta.18653		0		0		0		0		TC417856		0		Rep: Caffeoyl-coa o-methyltransferase - Oryza sativa subsp. indica (Rice), partial (46%) [TC417856]

		A_99_P549492		12.6007395		12.332287		10.881131		9.774567		11.211192		10.964955		10.27749		8.346589		11.031423		11.629898		10.139688		9.663131		-2.6199646		-2.5799294		-1.5195472		-2.6906927		-2.9676416		-1.6271968		-1.6718479		-1.080303		-1.3895473		-1.3673315		-0.6036415		-1.4279776		-1.5693169		-0.70238876		-0.74144363		-0.11143589		Yes		No		No		TA69406_4565		0		0		Ta.6572		0		0		0		0		TC370403		0		0

		A_99_P513632		2.933842		3.5819464		2.774709		2.4714446		4.132234		3.9958286		3.5611115		3.7542286		4.76586		3.7580698		4.3353076		3.9924886		2.2948377		1.3322661		1.7247682		2.4330804		3.5603478		1.1298438		2.949762		2.8699865		1.1983922		0.41388226		0.78640246		1.282784		1.8320181		0.17612338		1.5605986		1.521044		Yes		No		No		TC437698		0		0		0		0		0		0		0		TC437698		0		0

		A_99_P457092		12.315251		11.77203		12.147969		12.025296		13.6549425		14.13024		17.118567		15.060077		15.030041		14.264178		17.370901		13.125058		2.5309713		5.12734		31.354427		8.195208		6.5649743		5.6261516		37.347294		2.1431932		1.3396912		2.3582106		4.9705973		3.0347805		2.7147894		2.4921484		5.222932		1.099762		Yes		Yes		Yes		TA63445_4565		0		0		Ta.56885		0		0		0		0		TC438039		0		0

		A_99_P275081		10.606502		10.650429		11.198803		10.862656		10.482782		10.046208		10.252831		10.975808		10.383164		10.269867		10.139155		10.739216		-1.08954		-1.5201571		-1.9264857		1.0815891		-1.1674309		-1.3018488		-2.0844223		-1.089329		-0.123719215		-0.6042204		-0.9459715		0.113152504		-0.22333717		-0.38056183		-1.0596476		-0.12343979		No		Yes		Yes		TA74447_4565		0		0		0		0		0		0		0		TC386783		0		Rep: Galactose mutarotase-like - Medicago truncatula (Barrel medic), partial (95%) [TC386783]

		A_99_P051466		6.4616947		6.047823		4.3379693		5.197511		4.322865		4.9489923		3.50223		2.5089438		4.317428		5.2429223		3.3729455		4.5899825		-4.4040465		-2.1418102		-1.7847714		-6.446729		-4.420675		-1.7470255		-1.9520956		-1.523647		-2.1388297		-1.0988307		-0.8357394		-2.6885674		-2.1442666		-0.80490065		-0.96502376		-0.6075287		Yes		No		No		CJ703242		0		CJ703242		Ta.18441		0		0		0		0		TC390824		0		CJ703242 Y.Ogihara unpublished cDNA library Wh_V4816 Triticum aestivum cDNA clone whv16n12l15 5', mRNA sequence [CJ703242]

		A_99_P481297		4.4044495		3.9256961		4.513491		4.230836		3.0274537		3.0277808		3.3685524		2.2466757		2.2373924		3.3104563		2.641389		2.9424384		-2.5972695		-1.8633715		-2.2113674		-3.956323		-4.491063		-1.5318127		-3.6606562		-2.442566		-1.3769958		-0.89791536		-1.1449387		-1.9841602		-2.167057		-0.61523986		-1.8721023		-1.2883976		Yes		No		No		TC422568		0		0		0		0		0		0		0		TC422568		0		0

		A_99_P525072		4.3963575		4.7903066		5.4661756		5.306544		4.2697105		4.5700297		4.2350307		4.774124		4.232044		4.842583		4.3459344		4.5599813		-1.0917534		-1.164957		-2.347532		-1.446353		-1.1206325		1.0368999		-2.1738331		-1.6777904		-0.126647		-0.22027683		-1.2311449		-0.5324197		-0.16431332		0.05227661		-1.1202412		-0.7465625		No		Yes		Yes		TC442573		0		0		0		0		0		0		0		TC442573		0		0

		A_99_P545407		6.278895		6.2023664		6.659159		6.371753		5.264317		4.471002		5.1066723		5.0115123		5.539449		5.834385		5.3289638		5.601958		-2.0203116		-3.3204167		-2.9332232		-2.5672805		-1.6695342		-1.290546		-2.5143673		-1.7050279		-1.0145779		-1.7313643		-1.5524869		-1.3602409		-0.7394457		-0.36798143		-1.3301954		-0.7697954		Yes		No		No		TC450536		0		0		0		0		0		0		0		TC450536		0		Rep: Possible OmpA family member precursor - Rhodopseudomonas palustris, partial (5%) [TC450536]

		A_99_P071845		1.8120455		1.768685		2.2327824		1.7799968		5.858667		9.264276		9.625939		5.7436852		7.972961		7.1126714		9.46687		5.7428837		16.525492		180.46693		168.0978		15.602317		71.55176		40.616287		150.54886		15.593651		4.0466213		7.4955907		7.393157		3.9636884		6.1609154		5.3439865		7.234088		3.9628868		Yes		Yes		Yes		BT009386		0		BT009386		Ta.27258		0		0		0		0		0		0		Triticum aestivum clone wlm96.pk034.m17:fis, full insert mRNA sequence [BT009386]

		A_99_P027829		7.9373093		7.715864		6.8891273		7.349955		8.199174		8.294372		8.240178		8.502991		8.229094		8.230905		8.458964		8.1045		1.1990274		1.4933035		2.5509787		2.2238133		1.2241534		1.4290341		2.9687119		1.6870991		0.26186466		0.5785074		1.3510509		1.1530356		0.2917843		0.5150404		1.5698371		0.75454473		No		Yes		Yes		TA99360_4565		0		0		0		0		0		0		0		TC433035		0		0

		A_99_P399692		5.4493814		4.7087193		3.4812567		3.7682755		3.1063528		3.8440135		2.5089731		1.894894		3.9281642		4.2414784		2.5554333		3.569924		-5.073666		-1.8209683		-1.9619436		-3.6639035		-2.870331		-1.382463		-1.8997682		-1.1473864		-2.3430285		-0.8647058		-0.9722836		-1.8733815		-1.5212171		-0.4672408		-0.92582345		-0.19835138		Yes		No		No		TA110362_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P536272		6.801066		6.833811		7.1408653		6.96024		6.1473603		5.7055206		6.440619		6.794066		5.913243		5.8686066		6.5272636		6.7028832		-1.5732038		-2.185995		-1.6247822		-1.1220788		-1.850382		-1.9523399		-1.5300742		-1.1952866		-0.6537056		-1.1282902		-0.70024633		-0.16617393		-0.8878231		-0.96520424		-0.6136017		-0.25735664		No		Yes		Yes		TC447146		0		0		0		0		0		0		0		TC447146		0		Rep: Fibroin-like protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC447146]

		A_99_P339466		7.278215		7.0924277		6.9125085		7.1453547		7.4095592		8.13381		7.2328377		6.886206		8.795947		7.627796		7.7446003		7.298383		1.0953139		2.0581987		1.2486154		-1.1967722		2.8634057		1.4493122		1.7802647		1.1119012		0.13134432		1.0413823		0.3203292		-0.2591486		1.5177321		0.53536844		0.8320918		0.15302849		No		Yes		Yes		TA93440_4565		0		0		0		0		0		0		0		TC420976		0		Rep: Anthocyanin biosynthetic gene regulator PAC1 - Zea mays (Maize), partial (6%) [TC420976]

		A_99_P419857		5.8305106		6.558304		5.662506		4.11818		6.2331796		6.983446		9.017779		6.6880403		6.7665443		5.96801		9.28004		5.586963		1.3219513		1.3427049		10.233823		5.93752		1.913261		-1.5055534		12.274001		2.7678838		0.40266895		0.4251423		3.3552732		2.5698605		0.9360337		-0.5902939		3.6175337		1.4687834		Yes		Yes		Yes		TC380588		0		0		0		0		0		0		0		TC380588		0		Rep: Cytochrome P450-like - Oryza sativa subsp. japonica (Rice), partial (12%) [TC380588]

		A_99_P410322		7.4607844		6.37595		6.308328		6.5225587		7.8102703		7.0200963		9.62984		6.1262474		8.102185		6.7973976		9.05829		6.3317275		1.2741065		1.5628144		9.997114		-1.3161385		1.559843		1.3392708		6.726991		-1.1414211		0.34948587		0.64414644		3.3215117		-0.39631128		0.6414008		0.42144775		2.7499614		-0.19083118		No		Yes		Yes		TA72220_4565		0		0		Ta.56904		0		0		0		0		TC427111		0		Rep: Peroxidase - Triticum aestivum (Wheat), partial (77%) [TC427111]

		A_99_P394342		5.3632455		5.764921		6.015862		5.6892114		4.941692		4.3716927		4.622072		5.0069485		4.4991612		4.8172817		4.2798867		4.7897496		-1.3393692		-2.6266582		-2.6276803		-1.6046547		-1.8201839		-1.9287143		-3.3310459		-1.8653699		-0.4215536		-1.3932285		-1.3937898		-0.6822629		-0.86408424		-0.94763947		-1.7359753		-0.89946175		Yes		No		No		TA109047_4565		0		0		0		0		0		0		0		TC414001		0		Rep: Os01g0813800 protein - Oryza sativa subsp. japonica (Rice), partial (53%) [TC414001]

		A_99_P126730		6.0696654		7.197441		7.155434		6.876751		5.3256593		5.373558		5.225576		5.269036		4.9518743		5.6340714		4.994541		5.830133		-1.6748201		-3.540328		-3.8101776		-3.0476878		-2.1701446		-2.9554334		-4.4719157		-2.0656817		-0.74400616		-1.823883		-1.9298582		-1.6077151		-1.1177912		-1.5633698		-2.160893		-1.046618		Yes		Yes		Yes		CA594246		0		CA594246		Ta.46199		0		0		0		0		TC422322		0		wpa1c.pk006.n12 wpa1c Triticum aestivum cDNA clone wpa1c.pk006.n12 5' end, mRNA sequence [CA594246]

		A_99_P411637		4.1501303		4.580717		3.190273		3.5119069		8.560186		8.659171		12.977675		8.068679		9.968063		8.936076		12.341492		5.9945455		21.2598		16.894175		883.6934		23.535591		56.412113		20.468863		568.5795		5.5891876		4.410056		4.078454		9.787402		4.556772		5.817933		4.355359		9.151218		2.4826386		Yes		Yes		Yes		CJ585182		0		0		Ta.66826		0		0		0		0		TC373640		0		Rep: Peroxidase 2 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (59%) [TC373640]

		A_99_P141313		8.577119		8.07242		8.0405855		8.174348		7.5653014		7.4165664		7.3929005		6.2111306		7.70121		7.794304		7.6084404		7.554184		-2.0164497		-1.575548		-1.5666523		-3.8993056		-1.8351638		-1.2126105		-1.3492383		-1.5370498		-1.0118175		-0.65585375		-0.64768505		-1.9632173		-0.87590885		-0.27811623		-0.43214512		-0.6201639		Yes		No		No		CV776949		0		CV776949		Ta.50625		0		0		0		0		0		0		FGAS071353 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV776949]

		A_99_P548267		8.967643		9.716542		9.12029		9.164308		8.235501		8.137302		8.199482		8.187455		7.8630834		8.844898		8.395274		8.446832		-1.661103		-2.9881237		-1.8931751		-1.9681667		-2.150332		-1.8297468		-1.6529186		-1.6443027		-0.7321415		-1.5792398		-0.92080784		-0.9768524		-1.1045594		-0.871644		-0.72501564		-0.7174759		Yes		Yes		Yes		CD928053		0		0		Ta.46488		0		0		0		0		TC451589		0		Rep: Short-chain dehydrogenase/reductase SDR - Ralstonia metallidurans (strain CH34 / ATCC 43123 / DSM 2839), partial (7%) [TC451589]

		A_99_P549017		5.491516		5.574328		5.2959576		5.109028		5.901217		6.968023		5.9147277		5.9651814		6.6644435		6.377337		6.419521		6.021993		1.3284104		2.6275074		1.5355656		1.8102055		2.2546873		1.7447363		2.1788447		1.8829117		0.40970087		1.3936949		0.6187701		0.8561535		1.1729274		0.80300903		1.1235633		0.9129653		Yes		No		No		TC424675		0		0		0		0		0		0		0		TC424675		0		Rep: Os05g0305100 protein - Oryza sativa subsp. japonica (Rice), partial (22%) [TC424675]

		A_99_P530752		2.7023704		1.8753624		6.1829123		7.1648393		4.64235		5.1893945		8.864413		8.507151		5.2917533		4.4394336		9.232721		9.081573		3.8370028		9.945418		6.41523		2.5355723		6.018412		5.9137416		8.281023		3.7756715		1.9399798		3.314032		2.681501		1.3423114		2.589383		2.5640712		3.049809		1.9167333		Yes		Yes		Yes		CJ670590		0		CJ670590		Ta.67406		0		0		0		0		TC444840		0		CJ670590 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv2p04 5', mRNA sequence [CJ670590]

		A_99_P316306		10.900626		11.910123		11.749386		9.749828		8.68589		8.807887		8.498027		6.5381417		8.103131		10.250482		8.511452		8.05589		-4.641966		-8.587485		-9.522623		-9.26433		-6.952322		-3.1593795		-9.434422		-3.2353868		-2.214736		-3.1022358		-3.251359		-3.2116866		-2.797495		-1.6596413		-3.237934		-1.6939383		Yes		No		No		CJ670181		0		CJ670181		Ta.62340		0		0		0		0		TC459276		0		CJ670181 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv20i10 5', mRNA sequence [CJ670181]

		A_99_P561812		7.5590386		6.0059285		6.411925		8.931691		9.281944		10.698558		10.63762		9.279021		11.0586195		8.9261055		10.9093895		9.469055		3.3010056		25.859623		18.709448		1.272204		11.310422		7.56939		22.587687		1.4513184		1.7229056		4.6926293		4.225695		0.3473301		3.4995809		2.920177		4.4974647		0.537364		Yes		Yes		Yes		BE400455		0		0		Ta.65975		0		0		0		0		TC456748		0		Rep: Cinnamoyl-CoA reductase - Triticum aestivum (Wheat), partial (50%) [TC456748]

		A_99_P062198		6.969218		6.8132644		8.37327		8.780641		9.485719		13.258157		12.714684		11.594437		10.80822		11.536714		12.959676		11.3921175		5.721926		87.11761		20.271957		7.0313225		14.310499		26.417997		24.024021		6.11129		2.516501		6.4448924		4.3414135		2.813796		3.8390021		4.723449		4.5864058		2.611477		Yes		Yes		Yes		CN010964		0		CN010964		Ta.23271		0		0		0		0		TC425016		0		WHE3878_C08_F16ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3878_C08_F16, mRNA sequence [CN010964]

		A_99_P259316		4.3005843		3.518899		3.5854447		3.027815		4.609689		8.717172		10.754994		7.7508054		7.978411		7.610872		11.164577		7.399467		1.2389388		36.714363		143.96257		26.40959		12.797826		17.053226		191.22563		20.701332		0.30910492		5.1982727		7.16955		4.72299		3.677827		4.091973		7.579132		4.3716516		Yes		Yes		Yes		TA69812_4565		0		0		0		0		0		0		0		TC423415		0		0

		A_99_P314451		9.398235		9.752437		11.37772		11.28717		9.243934		8.521255		10.285239		10.439444		8.770051		9.211873		9.8443165		11.035741		-1.1128827		-2.3475926		-2.1324039		-1.7996631		-1.5456185		-1.4545406		-2.894679		-1.190386		-0.15430164		-1.2311821		-1.0924807		-0.8477268		-0.6281843		-0.5405636		-1.5334034		-0.25142956		No		Yes		Yes		TA85940_4565		0		0		Ta.39952		0		0		0		0		TC418725		0		0

		A_99_P248916		6.9336815		6.325887		4.7269206		4.389375		5.0706196		4.1841063		3.372463		2.734677		5.09371		5.1521697		3.014404		4.14002		-3.637789		-4.4130645		-2.5570097		-3.148573		-3.5800297		-2.2559226		-3.27732		-1.1886759		-1.8630619		-2.1417809		-1.3544576		-1.6546981		-1.8399715		-1.1737175		-1.7125165		-0.24935532		Yes		No		No		TA66810_4565		0		0		Ta.54185		0		0		0		0		TC388291		0		Rep: Os02g0731600 protein - Oryza sativa subsp. japonica (Rice), partial (89%) [TC388291]

		A_99_P447452		9.1574335		8.868842		9.342216		9.458959		9.111839		7.9834886		8.020181		9.339046		8.765868		8.397555		8.046678		9.299617		-1.0321082		-1.8472173		-2.500185		-1.0866694		-1.311816		-1.3863454		-2.454685		-1.1167775		-0.045594215		-0.88535357		-1.3220348		-0.1199131		-0.39156532		-0.47128677		-1.295538		-0.15934181		No		Yes		Yes		CK199863		0		0		Ta.31698		0		0		0		0		0		0		0

		A_99_P303501		3.3630245		2.2651076		2.166957		2.4294822		4.1000633		6.2447624		5.256498		3.0312731		6.2552075		4.484938		5.1883125		3.0270488		1.6667513		15.775948		8.512253		1.5175993		7.4239297		4.658387		8.119302		1.5131621		0.73703885		3.9796548		3.089541		0.6017909		2.892183		2.2198305		3.0213556		0.5975666		Yes		Yes		Yes		TA82717_4565		0		0		0		0		0		0		0		TC378882		0		0

		A_99_P271911		9.433732		11.1363		13.410168		12.665867		7.534655		7.634651		10.241226		11.612903		8.321924		8.055671		10.928345		11.546674		-3.729745		-11.326647		-8.993867		-2.0747883		-2.1611629		-8.459834		-5.5860286		-2.1722543		-1.8990769		-3.501649		-3.1689415		-1.0529642		-1.1118078		-3.0806293		-2.481823		-1.1191931		Yes		Yes		Yes		TA73510_4565		0		0		0		0		0		0		0		TC378423		0		Rep: Chalcone-flavanone isomerase family protein, expressed - Oryza sativa subsp. japonica (Rice), partial (83%) [TC378423]

		A_99_P240171		11.396922		11.825492		10.570912		9.045909		11.499923		12.504987		12.339867		10.987124		11.92026		13.054131		13.0545845		10.816417		1.074005		1.6015788		3.4080684		3.8402908		1.4372772		2.3434575		5.593193		3.4117403		0.10300064		0.67949486		1.7689543		1.9412155		0.5233383		1.2286386		2.4836721		1.7705078		Yes		Yes		Yes		TA64527_4565		0		0		Ta.55094		0		0		0		0		TC433505		0		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC433505]

		A_99_P444637		7.798039		7.3258553		5.839995		5.8210196		6.5688434		5.3941274		5.3345795		4.875962		5.977876		6.0175223		4.5809474		5.749281		-2.3443625		-3.8151186		-1.4195321		-1.9252661		-3.5312104		-2.476552		-2.3933768		-1.0509826		-1.2291956		-1.9317279		-0.50541544		-0.94505787		-1.8201628		-1.3083329		-1.2590475		-0.07173872		Yes		No		No		DR741071		0		DR741071		Ta.8020		0		0		0		0		TC399860		0		FGAS001002 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741071]

		A_99_P287171		10.500774		9.959802		9.603572		9.744839		11.354547		10.9212		10.419826		9.3551035		12.175082		11.084625		10.875674		9.928542		1.80722		1.947196		1.7608275		-1.3101529		3.1916618		2.1807487		2.4151325		1.1357957		0.85377216		0.9613981		0.81625366		-0.38973522		1.6743078		1.1248236		1.2721024		0.18370342		Yes		No		No		DR741385		0		DR741385		Ta.63599		0		0		0		0		TC384642		0		FGAS030441 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741385]

		A_99_P014089		7.7740483		7.8263984		7.4323564		7.4103236		7.0555935		6.615566		6.8754306		7.416902		6.7250195		7.4181056		6.760597		7.5121922		-1.6454188		-2.3147118		-1.4711311		1.0045702		-2.0691366		-1.3271145		-1.5930142		1.0731626		-0.71845484		-1.2108326		-0.5569258		0.0065784454		-1.0490289		-0.40829277		-0.6717591		0.10186863		No		Yes		Yes		TA94718_4565		0		0		0		0		0		0		0		TC381592		0		0

		A_99_P339971		4.9137545		2.2109592		2.310789		3.487097		5.6447735		5.9296317		7.0190964		6.2990303		7.4559293		5.2113624		7.3967667		5.406058		1.659811		13.165337		26.142176		7.0222497		5.824664		8.002236		33.965015		3.7815058		0.731019		3.7186725		4.7083073		2.8119333		2.5421748		3.0004032		5.0859776		1.9189608		Yes		Yes		Yes		TA93586_4565		0		0		0		0		0		0		0		TC404695		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (27%) [TC404695]

		A_99_P254016		7.62694		7.8519936		6.82352		7.296343		7.119743		5.7987385		5.805327		5.978001		6.17005		6.61138		5.7093434		6.474752		-1.421286		-4.1504135		-2.0253808		-2.493793		-2.745159		-2.36299		-2.1647146		-1.7673538		-0.5071969		-2.053255		-1.0181932		-1.3183417		-1.4568896		-1.2406135		-1.1141768		-0.8215909		Yes		No		No		TA68273_4565		0		0		Ta.13341		0		0		0		0		TC397822		0		Rep: O-methyltransferase - Oryza sativa subsp. japonica (Rice), partial (24%) [TC397822]

		A_99_P246561		9.7303		9.1186075		8.918519		9.182849		10.495381		11.500781		10.691615		9.218425		11.50743		10.283316		10.967892		9.082794		1.6994659		5.213216		3.4178667		1.0249659		3.427437		2.2418785		4.1392593		-1.0718142		0.7650814		2.3821735		1.7730961		0.035575867		1.7771301		1.1647081		2.0493727		-0.10005474		Yes		Yes		Yes		TA66152_4565		0		0		Ta.55465		0		0		0		0		TC370272		0		Rep: Os03g0733800 protein - Oryza sativa subsp. japonica (Rice), partial (34%) [TC370272]

		A_99_P315791		8.73214		8.288181		9.228756		10.0449705		10.237317		8.515763		10.927471		10.982117		8.393632		8.521649		9.854533		10.5704775		2.8385959		1.1708709		3.2461174		1.9147369		-1.2644479		1.1756576		1.543042		1.4394393		1.5051775		0.22758198		1.6987152		0.9371462		-0.33850765		0.23346806		0.62577724		0.525507		Yes		No		No		TA86318_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P295051		3.6714163		2.2973855		3.9551246		2.1027443		1.7018862		1.9194015		1.7639259		6.1819553		2.3104508		2.9626179		1.90528		1.6773888		-3.9164054		-1.2995245		-4.5668483		16.903046		-2.5685701		1.5858238		-4.140614		-1.3429034		-1.9695301		-0.37798393		-2.1911988		4.079211		-1.3609655		0.6652324		-2.0498447		-0.42535555		No		Yes		Yes		TA80241_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P357871		3.863723		5.485256		4.3071685		4.4287763		4.506134		5.910189		6.2803226		5.8212833		5.030861		5.8516498		6.2663574		5.729448		1.5609356		1.3425101		3.9262555		2.625345		2.2456574		1.2891263		3.8884332		2.4634354		0.642411		0.42493296		1.9731541		1.3925071		1.1671379		0.36639357		1.9591889		1.3006716		Yes		No		No		TA99286_4565		0		0		0		0		0		0		0		TC389059		0		Rep: DNA-directed RNA polymerase subunit - Oryza sativa subsp. japonica (Rice), partial (45%) [TC389059]

		A_99_P295261		7.150376		6.4433465		7.5535984		7.5510955		7.0189304		7.671746		9.409809		8.29143		7.825621		6.6062407		9.607189		8.220509		-1.0953906		2.3430688		3.6205547		1.6705637		1.5968683		1.1195308		4.1513796		1.5904258		-0.13144541		1.2283993		1.8562107		0.740335		0.6752453		0.16289425		2.0535908		0.6694131		No		Yes		Yes		TA80300_4565		0		0		Ta.23379		0		0		0		0		TC390401		0		0

		A_99_P321461		6.331489		6.0686927		6.7663283		5.932607		6.6881924		5.4304748		5.2707376		5.7565155		5.8074303		5.6397347		4.8051114		5.8278985		1.2804965		-1.5564054		-2.8197958		-1.129819		-1.4379952		-1.3462608		-3.893903		-1.0752772		0.35670328		-0.6382179		-1.4955907		-0.17609167		-0.5240588		-0.42895794		-1.9612169		-0.10470867		No		Yes		Yes		AK332443		0		AK332443		Ta.46806		0		0		0		0		TC419565		0		Triticum aestivum cDNA, clone: WT003_P23, cultivar: Chinese Spring [AK332443]

		A_99_P165832		11.144508		10.934995		13.501011		13.101092		10.836884		9.8543215		11.143865		12.280543		11.677648		9.995206		11.447765		12.254578		-1.2376684		-2.115023		-5.123559		-1.766078		1.4470745		-1.9182475		-4.150386		-1.7981516		-0.30762482		-1.0806732		-2.3571463		-0.820549		0.5331392		-0.9397888		-2.0532455		-0.8465147		Yes		Yes		Yes		U10187		0		U10187		Ta.56437		543362		LOC543362		cytosolic acetyl-CoA carboxylase		0		TC371375		0		Triticum aestivum cytosolic acetyl-CoA carboxylase mRNA, complete cds [U10187]

		A_99_P375092		1.8242769		1.753478		1.7802296		1.7643553		1.6389045		1.6185608		5.9825497		1.6065482		1.766647		1.8268596		6.34655		1.7144227		-1.1371105		-1.0980299		18.408754		-1.1155902		-1.0407546		1.05218		23.691874		-1.0352166		-0.18537247		-0.13491726		4.20232		-0.15780711		-0.057629943		0.07338154		4.5663204		-0.0499326		No		Yes		Yes		TA104337_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P172104		10.464505		11.914475		12.807885		12.482501		9.778251		9.908902		10.53952		11.821834		9.646929		10.605534		11.009501		11.761902		-1.6091006		-4.0154824		-4.817768		-1.5808138		-1.7624427		-2.4775975		-3.4783032		-1.6478662		-0.6862545		-2.0055733		-2.268365		-0.6606674		-0.8175764		-1.3089418		-1.7983837		-0.7205992		Yes		Yes		Yes		TC420331		0		0		0		0		0		0		0		TC420331		0		Rep: Hly-III related proteins - Medicago truncatula (Barrel medic), partial (13%) [TC420331]

		A_99_P099170		8.397848		8.7739105		7.9191704		8.197316		7.08571		7.6099772		6.7121124		7.116586		7.1017795		8.3790045		6.726471		8.586959		-2.4830925		-2.2406747		-2.3086636		-2.115106		-2.4555883		-1.3148571		-2.2858005		1.310069		-1.3121381		-1.1639333		-1.207058		-1.08073		-1.2960687		-0.39490604		-1.1926994		0.38964272		Yes		No		No		AK332894		0		AK332894		Ta.37450		0		0		0		0		TC443121		0		Triticum aestivum cDNA, clone: WT005_C05, cultivar: Chinese Spring [AK332894]

		A_99_P021804		8.265569		7.8831086		6.7147026		7.0648174		7.848778		7.7662606		5.5210376		6.739729		8.142253		7.839813		5.7344594		6.872221		-1.3349549		-1.0843631		-2.2873309		-1.2527413		-1.0892354		-1.0304649		-1.972798		-1.1428186		-0.41679096		-0.11684799		-1.193665		-0.3250885		-0.12331581		-0.043295383		-0.9802432		-0.19259644		No		Yes		Yes		CD877323		0		CD877323		Ta.8533		0		0		0		0		TC420783		0		AZO4.100B05F010925 AZO4 Triticum aestivum cDNA clone AZO4100B05, mRNA sequence [CD877323]

		A_99_P365141		1.588885		1.5900301		1.9889855		2.0333276		3.1433594		5.9134216		7.2377515		5.6443887		4.639635		3.8758047		7.479286		5.596358		2.937267		20.020296		38.02209		12.219057		8.2864275		4.876259		44.951603		11.818953		1.5544745		4.3233914		5.248766		3.611061		3.0507503		2.2857747		5.4903007		3.5630302		Yes		Yes		Yes		CJ662884		0		CJ662884		Ta.67331		0		0		0		0		TC432294		0		CJ662884 Y.Ogihara unpublished cDNA library Wh_KMP Triticum aestivum cDNA clone whkp14g16 5', mRNA sequence [CJ662884]

		A_99_P460977		4.051662		3.576143		2.0586522		3.1069639		5.320556		5.5453506		4.225474		3.8628137		5.5067716		5.329677		5.043234		3.9006188		2.4097679		3.9155297		4.4903307		1.688626		2.7417738		3.3718352		7.914958		1.7334604		1.2688942		1.9692075		2.1668217		0.75584984		1.4551096		1.7535341		2.9845817		0.7936549		Yes		Yes		Yes		TA50057_4565		0		0		Ta.23317		0		0		0		0		TC411141		0		0

		A_99_P013254		4.652612		4.631651		4.5505123		4.321556		2.8424551		3.6189415		3.6502562		2.7292316		3.1730025		2.0488725		2.4247708		3.0135605		-3.5068047		-2.0176969		-1.8663974		-3.015348		-2.7887328		-5.990924		-4.3642735		-2.475973		-1.8101571		-1.0127094		-0.90025616		-1.5923245		-1.4796097		-2.5827785		-2.1257415		-1.3079956		Yes		Yes		Yes		DR735303		0		DR735303		Ta.5652		100127065		AQP5		tonoplast intrinsic protein		0		TC413704		0		FGAS080973 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735303]

		A_99_P254581		8.953395		8.974571		9.124584		9.069993		8.89734		8.463346		8.315698		9.035943		8.758195		8.525659		8.057847		8.901108		-1.0396191		-1.4252605		-1.7518588		-1.0238824		-1.1448828		-1.3650111		-2.0946906		-1.1241895		-0.05605507		-0.5112257		-0.8088865		-0.034049988		-0.19519997		-0.44891262		-1.0667372		-0.16888523		No		Yes		Yes		TA68440_4565		0		0		Ta.14519		0		0		0		0		TC384635		0		0

		A_99_P054434		7.1515527		7.8316383		8.614099		7.8381157		7.3220086		6.6264863		7.1721807		7.76289		6.483335		7.1131477		6.4723687		7.769941		1.1254141		-2.3056157		-2.7168179		-1.0535259		-1.5891086		-1.6454597		-4.4129086		-1.0483896		0.17045593		-1.205152		-1.4419179		-0.07522583		-0.66821766		-0.7184906		-2.1417298		-0.06817484		No		Yes		Yes		CA653352		0		0		Ta.19556		0		0		0		0		0		0		0

		A_99_P196646		1.7273079		1.6479502		1.646499		1.6185988		2.8884637		3.3470678		4.1407027		4.5073104		6.215055		2.3942585		3.5906322		2.3041494		2.2363653		3.247023		5.634172		7.406087		22.436056		1.6774949		3.848065		1.6083156		1.1611558		1.6991177		2.4942036		2.8887115		4.487747		0.7463083		1.9441332		0.6855506		Yes		No		No		EF583940		0		EF583940		Ta.63621		100192132		PIEP1		pathogen-inducible ethylene-responsive element-binding protein		0		0		0		Triticum aestivum pathogen-inducible ethylene-responsive element-binding protein (PIEP1) mRNA, complete cds [EF583940]

		A_99_P292521		8.053295		9.237872		8.742156		9.7483835		7.1178985		7.563164		7.8700695		8.322078		8.165608		7.909565		8.3166275		8.398595		-1.9124163		-3.192547		-1.8303081		-2.6875763		1.0809602		-2.5110786		-1.3430644		-2.5487478		-0.9353967		-1.6747079		-0.8720865		-1.4263058		0.11231327		-1.3283072		-0.42552853		-1.3497887		Yes		No		No		TA79516_4565		0		0		Ta.55932		0		0		0		0		0		0		0

		A_99_P227996		1.5941263		1.5941433		1.5821565		1.5789536		1.8070812		2.173834		3.737197		1.9144807		2.087174		2.615985		4.348845		1.6559747		1.1590596		1.4945289		4.4538107		1.2618383		1.4074148		2.0305092		6.8054395		1.0548377		0.21295488		0.5796908		2.1550403		0.33552706		0.4930476		1.0218416		2.7666883		0.07702112		Yes		Yes		Yes		TA61043_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P137205		2.5791438		2.4335248		2.0235784		2.0169346		2.6534262		3.4127693		3.635003		2.151928		4.769613		3.2710187		4.6957893		1.8583931		1.0528373		1.9714327		3.0555344		1.0980877		4.5645385		1.7869433		6.3740525		-1.1161582		0.07428241		0.9792445		1.6114247		0.13499331		2.190469		0.8374939		2.672211		-0.15854156		Yes		Yes		Yes		BT009225		0		BT009225		Ta.49365		0		0		0		0		0		0		Triticum aestivum clone wle1n.pk0078.d6:fis, full insert mRNA sequence [BT009225]

		A_99_P123930		7.811353		7.2637897		7.0510488		6.8578696		8.6231365		8.85974		8.11395		7.3093743		9.125659		8.022737		8.280719		7.173858		1.7553799		3.0229363		2.0891283		1.3674657		2.4868264		1.6922549		2.3451335		1.2448643		0.8117833		1.5959506		1.062901		0.4515047		1.3143058		0.7589469		1.22967		0.31598854		No		Yes		Yes		CJ920838		0		CJ920838		Ta.45275		0		0		0		0		TC394077		0		CJ920838 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan12m24 5', mRNA sequence [CJ920838]

		A_99_P225411		11.232158		10.708289		9.904098		9.934607		11.5795965		12.046962		10.961581		10.428261		12.168017		11.399802		11.269787		10.258113		1.2722999		2.529185		2.081298		1.4080068		1.9130303		1.6149764		2.5769942		1.2513682		0.3474388		1.3386726		1.0574837		0.49365425		0.9358597		0.69151306		1.3656893		0.32350636		No		Yes		Yes		TA60093_4565		0		0		Ta.45241		0		0		0		0		TC389219		0		Rep: UDP-D-xylose epimerase 2 - Hordeum vulgare (Barley), partial (27%) [TC389219]

		A_99_P267366		13.775833		14.50011		13.618027		13.474594		13.112332		13.6242285		11.929021		13.78294		13.841019		13.996849		12.540187		13.573785		-1.5839214		-1.8351287		-3.2243445		1.2382871		1.0462195		-1.4174135		-2.110873		1.0711724		-0.6635008		-0.8758812		-1.6890059		0.3083458		0.06518555		-0.5032606		-1.0778399		0.09919071		No		Yes		Yes		AK334976		0		AK334976		Ta.19864		0		0		0		0		TC385039		0		Triticum aestivum cDNA, clone: WT011_L02, cultivar: Chinese Spring [AK334976]

		A_99_P359951		8.541367		8.79292		9.115962		8.906022		9.911506		10.491201		10.3134165		9.65952		10.746675		9.814055		11.002792		9.689586		2.584955		3.2451413		2.2933466		1.6858755		4.6117296		2.0295155		3.698218		1.7213776		1.3701391		1.6982813		1.1974545		0.7534981		2.205308		1.0211353		1.8868303		0.7835636		Yes		Yes		Yes		TA99980_4565		0		0		0		0		0		0		0		TC397036		0		0

		A_99_P488632		3.6238067		4.376053		1.9861841		4.2212396		7.138853		8.993529		8.850292		7.125133		8.704177		9.487494		9.083203		7.285467		11.432321		24.547028		116.4937		7.484435		33.833252		34.56983		136.90385		8.364201		3.5150464		4.6174765		6.864108		2.9038935		5.08037		5.1114416		7.097019		3.0642276		Yes		Yes		Yes		CA667885		0		0		Ta.22732		0		0		0		0		TC426498		0		Rep: Protein WIR1B - Triticum aestivum (Wheat), partial (65%) [TC426498]

		A_99_P349796		6.870407		7.2365956		8.937458		8.20197		6.558399		6.3243537		7.8697495		7.8395576		6.32686		6.9414215		7.998516		7.850882		-1.2414343		-1.8819678		-2.0961013		-1.2855738		-1.4575518		-1.227033		-1.9171218		-1.2755222		-0.3120079		-0.91224194		-1.0677085		-0.36241245		-0.54354715		-0.29517412		-0.93894196		-0.35108805		No		Yes		Yes		TA96696_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P445357		7.5923615		7.8045754		4.955513		6.772203		6.4575443		5.966185		2.0891488		4.4556355		6.0887895		6.0938077		1.9800371		4.8959923		-2.1959074		-3.5761082		-7.292251		-4.981456		-2.8354387		-3.2733498		-7.865158		-3.6710956		-1.1348171		-1.8383904		-2.8663642		-2.3165674		-1.503572		-1.7107677		-2.9754758		-1.8762107		Yes		Yes		Yes		TC393945		0		0		0		0		0		0		0		TC393945		0		Rep: Ankyrin repeat-like protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC393945]

		A_99_P546272		4.9815803		3.579981		3.8093703		3.0502307		5.6604214		5.8904586		5.388529		4.0597687		6.843889		4.8929267		5.867321		3.9256752		1.6008533		4.960472		2.9879553		2.013266		3.635891		2.484483		4.1639442		1.8345731		0.6788411		2.3104775		1.5791585		1.0095379		1.862309		1.3129456		2.0579507		0.8754444		Yes		No		No		CD925172		0		0		Ta.66540		0		0		0		0		TC450865		0		Rep: Os04g0616600 protein - Oryza sativa subsp. japonica (Rice), partial (26%) [TC450865]

		A_99_P553382		3.2970886		2.476433		3.9348476		4.118189		2.9047797		7.2687206		5.911942		7.800818		3.5134811		6.679482		6.185324		8.2286415		-1.3124923		27.709097		3.9369938		12.840497		1.1618248		18.418055		4.7584		17.273071		-0.39230895		4.792288		1.9770944		3.682629		0.21639252		4.2030487		2.2504766		4.1104527		Yes		Yes		Yes		TA86600_4565		0		0		0		0		0		0		0		TC453571		0		Rep: Phosphate transporter HvPT3 - Hordeum vulgare var. distichum (Two-rowed barley), partial (69%) [TC453571]

		A_99_P236491		8.552559		8.025951		8.226219		8.231649		9.474809		9.746179		12.750533		10.631602		11.083771		9.873204		13.167903		8.868126		1.8950683		3.294883		23.011992		5.277859		5.7805705		3.5981438		30.732298		1.5545279		0.9222498		1.7202272		4.524314		2.399953		2.5312119		1.8472528		4.941684		0.6364765		Yes		Yes		Yes		TA63459_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P493147		5.7892323		5.2080154		5.5613112		5.8069673		8.088735		10.903897		10.53778		8.446785		10.358651		9.285126		11.024442		8.271147		4.922879		51.835976		31.48229		6.232529		23.742811		16.878447		44.112953		5.5181303		2.2995024		5.695882		4.9764686		2.6398177		4.569419		4.0771103		5.4631305		2.4641795		Yes		Yes		Yes		TC428714		0		0		0		0		0		0		0		TC428714		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (77%) [TC428714]

		A_99_P503472		10.21197		10.001295		10.191681		9.575454		9.966018		7.8432527		9.364941		9.10606		8.703657		8.126456		8.446606		9.015246		-1.1858755		-4.4630885		-1.7736733		-1.3845276		-2.8447723		-3.6676064		-3.3521233		-1.4744811		-0.2459526		-2.1580424		-0.82674026		-0.46939373		-1.5083132		-1.8748388		-1.7450752		-0.56020737		Yes		No		No		CJ594423		0		0		Ta.9107		0		0		0		0		TC433193		0		Rep: 1-aminocyclopropane-1-carboxylate oxidase - Saccharum officinarum (Sugarcane), partial (40%) [TC433193]

		A_99_P368717		3.1757672		3.3785527		3.3933716		2.746781		2.897731		4.085686		4.7879777		3.5440266		3.9970608		3.6467078		5.9911537		3.184843		-1.2125431		1.6325572		2.6291676		1.7377801		1.7669897		1.2042668		6.053553		1.3547832		-0.27803612		0.70713353		1.3946061		0.7972455		0.8212936		0.2681551		2.5977821		0.43806195		Yes		Yes		Yes		TA102780_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P331056		6.9684753		7.7816277		7.58881		6.3505797		6.9138236		9.061703		10.652565		10.208145		8.210927		7.696257		10.920053		8.944708		-1.0386083		2.4285161		8.361461		14.495824		2.3660026		-1.0609602		10.064772		6.03824		-0.054651737		1.2800751		3.063755		3.8575654		1.2424517		-0.08537054		3.3312426		2.5941281		Yes		Yes		Yes		TA90861_4565		0		0		0		0		0		0		0		TC370440		0		Rep: Ice recrystallization inhibition protein 2 precursor - Triticum aestivum (Wheat), partial (44%) [TC370440]

		A_99_P349391		2.2493744		2.88704		2.0273364		2.7888222		2.409078		2.7449887		4.8752847		2.3805733		2.705528		3.1075113		4.3385987		2.1726658		1.1170576		-1.103473		7.1997576		-1.327074		1.3718793		1.1651142		4.9631715		-1.532786		0.1597035		-0.14205122		2.8479483		-0.4082489		0.45615363		0.22047138		2.3112624		-0.61615634		No		Yes		Yes		TA96559_4565		0		0		0		0		0		0		0		TC440779		0		Rep: Phosphoglycerate mutase family protein - Oryza sativa subsp. japonica (Rice), partial (68%) [TC440779]

		A_99_P080435		6.25194		5.4907455		4.8627725		5.194402		8.061146		8.493329		8.650565		7.899098		10.038475		7.359007		8.870294		5.986551		3.5044937		8.0143385		13.811448		6.5192037		13.799416		3.6509233		16.08363		1.7316514		1.809206		3.0025835		3.7877927		2.7046957		3.7865353		1.8682613		4.007521		0.7921486		Yes		Yes		Yes		TA88925_4565		0		0		Ta.30753		0		0		0		0		TC370231		0		Rep: Glutathione S-transferase GST 24 - Zea mays (Maize), partial (92%) [TC370231]

		A_99_P001196		12.353337		12.495458		11.782781		12.259644		11.0598135		11.72594		10.6660185		10.979724		11.195558		12.104421		10.3786125		12.31524		-2.4512606		-1.7047		-2.1685972		-2.4282544		-2.231138		-1.3113357		-2.6466513		1.0392886		-1.2935238		-0.7695179		-1.1167622		-1.2799196		-1.1577797		-0.391037		-1.4041681		0.05559635		Yes		No		No		TA65242_4565		0		0		Ta.568		0		0		0		0		TC454754		0		Rep: Enzymatic resistance protein - Glycine max (Soybean), partial (73%) [TC454754]

		A_99_P442947		13.264667		12.734775		11.3858		11.968624		11.971677		11.546496		10.390094		10.132788		11.856785		12.078869		10.36763		11.814209		-2.4503531		-2.2788062		-1.9940568		-3.569783		-2.6534727		-1.5756048		-2.0253487		-1.1129704		-1.2929897		-1.1882782		-0.99570656		-1.8358364		-1.4078817		-0.6559057		-1.0181704		-0.15441513		Yes		No		No		CK215076		0		0		Ta.20602		0		0		0		0		TC398619		0		Rep: Photosystem I reaction center subunit III, chloroplast precursor - Hordeum vulgare (Barley), partial (89%) [TC398619]

		A_99_P508692		5.1447773		4.7966223		5.0036435		6.062063		7.4565997		9.361653		9.104177		8.198413		8.570909		8.360133		9.343622		9.0016985		4.965099		23.67071		17.154724		4.3964825		10.749005		11.82289		20.251806		7.672173		2.3118224		4.565031		4.100534		2.1363497		3.4261312		3.563511		4.3399787		2.9396353		Yes		No		No		CD883861		0		0		0		0		0		0		0		TC435490		0		0

		A_99_P044550		4.131853		4.934831		5.2953267		4.879067		4.2243924		3.3179455		4.371907		3.6972752		3.7087605		3.853028		3.700013		3.1617944		1.0662452		-3.0671222		-1.8966053		-2.2685835		-1.3407986		-2.11668		-3.0216024		-3.2881417		0.09253931		-1.6168857		-0.9234195		-1.1817918		-0.4230926		-1.0818031		-1.5953138		-1.7172725		Yes		No		No		CA605009		0		CA605009		Ta.16347		0		0		0		0		0		0		wr1.pk0050.e9 wr1 Triticum aestivum cDNA clone wr1.pk0050.e9 5' end, mRNA sequence [CA605009]

		A_99_P453647		3.2711823		3.8294003		2.8481953		4.571646		3.966544		6.0932083		6.4744277		5.9339614		4.5067253		5.4288745		6.3204536		5.5803127		1.6192902		4.8025746		12.34823		2.5709743		2.3546996		3.0303285		11.098235		2.0120504		0.6953616		2.263808		3.6262324		1.3623152		1.235543		1.5994742		3.4722583		1.0086665		Yes		No		No		TC406194		0		0		0		0		0		0		0		TC406194		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: FAS2 - Glycine max (Soybean), partial (11%) [TC406194]

		A_99_P237196		8.886854		9.526536		8.694913		10.237049		10.13664		13.512386		12.769554		10.090945		10.880791		12.573769		12.771329		10.1190605		2.3780606		15.8438425		16.849586		-1.106577		3.9832237		8.266248		16.870327		-1.0852208		1.2497854		3.9858503		4.074641		-0.14610386		1.9939365		3.0472326		4.076416		-0.11798859		Yes		Yes		Yes		TA63636_4565		0		0		0		0		0		0		0		TC401677		0		Rep: Protein disulfide isomerase 3 precursor - Triticum aestivum (Wheat), complete [TC401677]

		A_99_P288676		2.88922		3.1059153		2.9212825		2.7988787		4.0027184		4.578259		4.6254296		4.4834814		5.1182885		4.730124		4.6300817		3.656244		2.163697		2.7747228		3.2583625		3.2145188		4.6883116		3.0827303		3.268886		1.8117267		1.1134984		1.4723437		1.7041471		1.6846027		2.2290685		1.6242087		1.7087991		0.85736537		Yes		No		No		TA78426_4565		0		0		0		0		0		0		0		TC402081		0		Rep: Mannan endo-1,4-beta-mannosidase 2 precursor - Oryza sativa subsp. japonica (Rice), partial (23%) [TC402081]

		A_99_P356086		6.8653855		6.5764465		5.5923867		4.782129		7.4899535		8.666764		7.0667267		5.429317		8.322343		7.7485604		7.54334		5.344724		1.5417491		4.2584186		2.778565		1.5661129		2.7452877		2.2534163		3.8662996		1.4769238		0.624568		2.0903177		1.47434		0.6471882		1.4569573		1.1721139		1.9509535		0.56259537		Yes		Yes		Yes		TA98674_4565		0		0		0		0		0		0		0		TC381546		0		0

		A_99_P540507		9.087443		8.611728		7.541491		7.46687		7.619394		7.307902		6.9309983		6.7985587		7.7161694		7.995503		7.0152726		7.6602807		-2.7664762		-2.4688272		-1.5267805		-1.5892115		-2.5869892		-1.5328587		-1.4401493		1.143464		-1.4680495		-1.3038259		-0.6104927		-0.6683111		-1.371274		-0.61622477		-0.5262184		0.19341087		Yes		No		No		TC448660		0		0		0		0		0		0		0		TC448660		0		Rep: Pituitary tumor-transforming 1 interacting protein - Bos taurus (Bovine), partial (8%) [TC448660]

		A_99_P358731		4.1689935		4.6219444		3.6518824		4.3686004		3.8225498		4.1712155		5.3408866		4.934068		3.3210905		4.3598766		4.9607873		4.94591		-1.2714226		-1.3667306		3.2243407		1.4798673		-1.7998829		-1.1991962		2.477534		1.4920642		-0.34644365		-0.4507289		1.6890042		0.56546783		-0.847903		-0.2620678		1.3089049		0.5773096		No		Yes		Yes		TA99575_4565		0		0		0		0		0		0		0		TC395205		0		Rep: Chromosome chr2 scaffold_97, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC395205]

		A_99_P032959		8.416886		7.8256545		10.711831		8.722444		9.47876		11.586227		11.919097		9.675019		10.741311		8.559242		12.534969		9.280079		2.0876408		13.553306		2.3089962		1.9353248		5.0086603		1.662769		3.5385008		1.4718548		1.0618734		3.760573		1.2072659		0.9525757		2.3244247		0.73358774		1.8231382		0.5576353		Yes		Yes		Yes		TA82924_4565		0		0		Ta.12225		0		0		0		0		TC432873		0		Rep: Chromosome chr11 scaffold_13, whole genome shotgun sequence - Vitis vinifera (Grape), partial (87%) [TC432873]

		A_99_P319506		4.977739		4.5526576		5.299904		4.793916		4.570608		4.1147647		4.6435256		3.7882957		3.4604073		3.5273316		3.2100115		3.432223		-1.3260459		-1.3546244		-1.576121		-2.0078068		-2.8626108		-2.0354192		-4.257163		-2.569866		-0.40713072		-0.4378929		-0.65637827		-1.0056205		-1.5173316		-1.025326		-2.0898924		-1.3616931		Yes		No		No		CJ572121		0		CJ572121		Ta.35311		0		0		0		0		0		0		CJ572121 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone rwhok14j03 3', mRNA sequence [CJ572121]

		A_99_P200691		12.71431		13.003029		12.694114		12.73689		12.623723		12.042401		11.633311		12.42873		12.047412		12.573731		11.73119		12.657374		-1.0648031		-1.9461563		-2.0860915		-1.2381275		-1.5876553		-1.3465776		-1.9492565		-1.056663		-0.09058666		-0.96062756		-1.0608025		-0.30815983		-0.6668978		-0.42929745		-0.962924		-0.07951546		No		Yes		Yes		TA51160_4565		0		0		0		0		0		0		0		TC390663		0		Rep: Homeodomain leucine zipper protein 16 - Oryza sativa subsp. japonica (Rice), partial (12%) [TC390663]

		A_99_P447497		5.6518116		6.1749454		5.6106925		5.8429437		6.3377914		6.818254		6.4283977		6.2841945		6.2449074		6.588493		6.752684		6.224709		1.6087942		1.561907		1.7626001		1.357781		1.5084802		1.331957		2.2068546		1.3029352		0.68597984		0.64330864		0.81770515		0.4412508		0.5930958		0.41354752		1.1419916		0.38176537		No		Yes		Yes		TC401949		0		0		0		0		0		0		0		TC401949		0		Rep: Os08g0107000 protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC401949]

		A_99_P191147		8.153237		8.745204		8.276019		9.264779		9.769525		12.593879		11.850154		9.154796		10.461801		11.472539		11.79391		9.170157		3.0658503		14.406768		11.910275		-1.0792159		4.9538946		6.622312		11.454884		-1.0677854		1.6162872		3.8486748		3.5741348		-0.109983444		2.3085632		2.727335		3.517891		-0.09462166		Yes		Yes		Yes		AF262981		0		AF262981		Ta.796		542858		PDI3		protein disulfide isomerase 3 precursor		0		TC399539		0		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P342241		9.061046		8.369745		8.526665		8.924348		8.112036		7.4571033		7.224718		7.8152223		8.209746		7.8584456		7.1291537		8.606274		-1.9305472		-1.8824897		-2.4656134		-2.1571486		-1.804125		-1.4253336		-2.634467		-1.2466654		-0.9490099		-0.912642		-1.3019466		-1.1091256		-0.8512993		-0.5112996		-1.397511		-0.31807423		Yes		Yes		Yes		TA94274_4565		0		0		0		0		0		0		0		TC417464		0		Rep: Ribosomal protein L1 - Vitis vinifera (Grape), partial (18%) [TC417464]

		A_99_P426292		4.389651		4.386733		3.631363		3.0304098		4.3942723		4.8478794		4.897426		4.3382897		4.9616165		4.7555547		5.1532946		4.7411046		1.0032085		1.3766352		2.4050438		2.4757745		1.4865476		1.2912977		2.871753		3.2731843		0.0046215057		0.46114635		1.2660632		1.3078799		0.5719657		0.36882162		1.5219316		1.7106948		Yes		No		No		TC385680		0		0		0		0		0		0		0		TC385680		GO:0005575(cellular_component)|GO:0006777(Mo-molybdopterin cofactor biosynthetic process)|GO:0009536(plastid)|GO:0009734(auxin mediated signaling pathway)|GO:0016023(cytoplasmic membrane-bounded vesicle)|GO:0030151(molybdenum ion binding)		Rep: Molybdenum cofactor biosynthesis protein Cnx1 - Hordeum vulgare (Barley), partial (69%) [TC385680]

		A_99_P353706		4.975373		5.4651427		5.0399575		3.9413617		3.2939231		5.002949		3.8718488		2.988675		4.358458		5.106409		4.151646		4.092214		-3.207501		-1.3776348		-2.247169		-1.9354734		-1.533592		-1.2822999		-1.8510083		1.1102253		-1.6814497		-0.4621935		-1.1681087		-0.95268655		-0.61691475		-0.35873365		-0.8883114		0.15085244		Yes		No		No		TA97904_4565		0		0		Ta.45749		0		0		0		0		TC380005		0		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (58%) [TC380005]

		A_99_P416712		5.4989796		6.7556844		7.198295		7.066898		5.2105384		5.656649		6.758886		6.6181774		4.915296		5.9990335		7.1218987		6.778669		-1.2213199		-2.142114		-1.356049		-1.3648292		-1.4986708		-1.6895639		-1.0543811		-1.2211403		-0.28844118		-1.0990353		-0.43940926		-0.44872046		-0.5836835		-0.7566509		-0.076396465		-0.288229		No		Yes		Yes		TC377883		0		0		0		0		0		0		0		TC377883		0		Rep: Os01g0118600 protein - Oryza sativa subsp. japonica (Rice), partial (16%) [TC377883]

		A_99_P327656		4.245379		5.062287		3.526811		4.231259		4.564094		5.5737777		5.7755494		5.639185		4.8736057		5.690872		5.649465		5.1036186		1.2472192		1.4255226		4.752671		2.6535544		1.5456641		1.5460483		4.354944		1.8306547		0.3187151		0.5114908		2.2487385		1.4079261		0.62822676		0.62858534		2.1226542		0.87235975		Yes		No		No		TA89843_4565		0		0		Ta.3939		0		0		0		0		TC424396		0		0

		A_99_P236376		12.082184		11.154651		11.608804		11.546288		13.369731		13.733105		16.741564		14.638833		14.672006		14.083404		17.08059		12.798884		2.4411266		5.972993		35.084454		8.529999		6.020243		7.614519		44.378395		2.3826993		1.2875471		2.578454		5.13276		3.0925455		2.5898218		2.928753		5.4717855		1.2525969		Yes		Yes		Yes		CK161960		0		CK161960		Ta.56885		543197		wali5		wali5 protein		0		TC406452		0		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P347706		2.620497		1.8157644		1.8708237		2.205934		3.4779942		4.3909464		4.247584		2.6313236		5.764749		3.9693947		4.466444		2.2521858		1.8118923		5.959461		5.1936903		1.3429351		8.841261		4.44946		6.044488		1.0325787		0.8574972		2.575182		2.37676		0.42538953		3.144252		2.1536303		2.5956202		0.046251774		Yes		Yes		Yes		TA96014_4565		0		0		0		0		0		0		0		TC438643		0		0

		A_99_P046022		2.2561836		3.648304		4.6268396		5.512694		2.026242		2.1553533		2.5021086		5.781837		1.9503975		3.4078808		1.764575		4.623922		-1.1727874		-2.8146405		-4.361218		1.2050918		-1.236092		-1.1813391		-7.271559		-1.8515995		-0.2299416		-1.4929507		-2.124731		0.2691431		-0.30578613		-0.2404232		-2.8622646		-0.888772		No		Yes		Yes		CJ660185		0		CJ660185		Ta.66555		0		0		0		0		TC380144		0		CJ660185 Y.Ogihara unpublished cDNA library Wh_HGCPCDAM Triticum aestivum cDNA clone whhg3c07 5', mRNA sequence [CJ660185]

		A_99_P462122		5.523627		4.5136614		7.6248226		6.767334		7.000435		5.9786115		7.4412837		8.163894		6.408991		5.7098365		7.464833		7.299728		2.7833226		2.7605393		-1.1356663		2.6327302		1.8472307		2.291314		-1.1172793		1.4463272		1.4768081		1.4649501		-0.18353891		1.3965597		0.88536406		1.1961751		-0.15998983		0.53239393		Yes		No		No		TC411905		0		0		0		0		0		0		0		TC411905		0		Rep: NADH-ubiquinone oxidoreductase chain 4 - Todarodes pacificus (Japanese flying squid), partial (5%) [TC411905]

		A_99_P455342		4.2500205		4.89071		4.24735		5.74978		2.0638082		2.0428982		2.5642087		2.5000184		2.6411002		3.4413474		2.5751219		4.296557		-4.5510907		-7.1990757		-3.2112644		-9.512087		-3.0502348		-2.7308736		-3.1870646		-2.7381914		-2.1862123		-2.8478117		-1.6831415		-3.2497618		-1.6089203		-1.4493625		-1.6722283		-1.4532232		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P102205		7.3515906		7.2246933		7.03714		7.1885242		6.7579		6.3042827		5.6341286		6.8721185		6.9868507		6.63042		5.8818345		6.5105286		-1.5091021		-1.892654		-2.64453		-1.2452245		-1.2876495		-1.5097117		-2.2273147		-1.5999155		-0.5936904		-0.92041063		-1.4030113		-0.31640577		-0.3647399		-0.5942731		-1.1553054		-0.6779957		No		Yes		Yes		CD935440		0		CD935440		Ta.38612		0		0		0		0		TC408951		0		OV.101I18F010201 OV Triticum aestivum cDNA clone OV101I18, mRNA sequence [CD935440]

		A_99_P416872		12.0785055		11.758358		11.93367		11.41994		12.098712		12.96991		13.450249		12.053406		13.391259		12.1037445		13.6943245		11.729317		1.0141046		2.3158658		2.8611174		1.5512872		2.4841523		1.2704914		3.388518		1.2391722		0.020206451		1.2115517		1.5165787		0.63346577		1.3127537		0.3453865		1.7606544		0.30937672		No		Yes		Yes		AK333153		0		AK333153		Ta.55390		0		0		0		0		TC378008		0		Triticum aestivum cDNA, clone: WT005_M10, cultivar: Chinese Spring [AK333153]

		A_99_P184787		8.39582		7.946673		7.8114676		7.658003		5.51809		4.4987664		5.3277173		3.0143883		5.097876		5.3108582		4.999211		5.691363		-7.349927		-10.912476		-5.5934963		-24.995817		-9.835126		-6.2152596		-7.0238247		-3.9085677		-2.87773		-3.4479065		-2.4837503		-4.643615		-3.2979436		-2.6358147		-2.8122568		-1.96664		Yes		Yes		Yes		CJ865862		0		CJ865862		Ta.60770		0		0		0		0		0		0		CJ865862 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal27d16 3', mRNA sequence [CJ865862]

		A_99_P482857		14.08508		14.649762		14.182919		14.205898		12.668446		13.508354		13.055275		12.823486		12.6463585		13.999484		12.714513		14.124199		-2.6696203		-2.205962		-2.1850157		-2.6070387		-2.7108057		-1.5694706		-2.7671595		-1.0582639		-1.4166346		-1.141408		-1.1276436		-1.382412		-1.4387217		-0.6502781		-1.4684057		-0.08169937		Yes		No		No		TA64269_4565		0		0		Ta.32936		0		0		0		0		TC418787		0		0

		A_99_P443907		13.685979		13.618729		13.699557		14.503098		13.886479		14.520579		16.051619		14.764465		14.112432		14.06807		16.167162		14.839334		1.149097		1.8684614		5.1055317		1.1986146		1.343925		1.3654171		5.5312467		1.2624586		0.20050049		0.9018507		2.3520613		0.2613678		0.42645264		0.44934177		2.4676046		0.336236		No		Yes		Yes		CJ542366		0		0		Ta.53969		0		0		0		0		TC399314		0		Rep: Cobalamin-independent methionine synthase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (64%) [TC399314]

		A_99_P164012		6.1696362		6.1645026		6.355824		6.1852546		5.6800513		5.447639		5.77432		5.146551		5.3615527		5.2663703		5.1622586		4.92275		-1.4040408		-1.643605		-1.4964083		-2.0543807		-1.750884		-1.8636518		-2.2871728		-2.3991187		-0.48958492		-0.71686363		-0.58150387		-1.0387034		-0.80808353		-0.8981323		-1.1935654		-1.2625046		Yes		No		No		CK206097		0		CK206097		Ta.56015		0		0		0		0		0		0		FGAS017673 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK206097]

		A_99_P204271		10.157336		10.027505		10.150656		9.650355		11.149373		12.021287		11.607673		10.2316475		11.656731		10.767175		11.309392		10.124432		1.9889911		3.9827971		2.7454011		1.4961888		2.8272402		1.6697936		2.2326176		1.3890285		0.9920368		1.993782		1.457017		0.58129215		1.4993944		0.7396698		1.1587362		0.47407627		Yes		Yes		Yes		TA52326_4565		0		0		0		0		0		0		0		TC453274		0		0

		A_99_P528162		11.44592		12.192658		8.821166		11.590961		10.534654		10.848983		8.416311		10.361698		9.93061		11.430787		7.148935		11.287125		-1.8806956		-2.537971		-1.3239557		-2.3444724		-2.858603		-1.6956887		-3.187071		-1.2344229		-0.9112663		-1.3436756		-0.40485477		-1.2292633		-1.5153103		-0.76187134		-1.6722312		-0.30383682		Yes		Yes		Yes		CA632669		0		0		Ta.27744		0		0		0		0		TC443648		0		0

		A_99_P426547		3.7918055		2.8067017		2.59941		4.0765505		4.567874		6.5219426		7.9490943		7.0350976		7.0806365		6.0635986		8.252463		7.2101974		1.7124578		13.134059		40.777016		7.7734075		9.7732		9.559247		50.319767		8.776507		0.77606845		3.715241		5.3496842		2.958547		3.288831		3.256897		5.6530533		3.133647		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P244461		7.5458503		6.590658		7.239509		7.649919		7.450283		6.4176674		6.4403725		7.2943287		7.103058		6.0889993		6.1548786		7.497837		-1.0684854		-1.1273932		-1.7400595		-1.2795091		-1.3592327		-1.4158406		-2.1208322		-1.1111718		-0.09556723		-0.1729908		-0.79913664		-0.35559034		-0.44279242		-0.5016589		-1.0846305		-0.15208197		No		Yes		Yes		TA65607_4565		0		0		0		0		0		0		0		TC428665		0		Rep: Nuclease I - Hordeum vulgare (Barley), partial (63%) [TC428665]

		A_99_P156377		5.787435		6.0618777		5.3599477		6.2592998		5.2204		3.7698815		4.034545		5.485494		4.680657		5.240099		3.6053371		6.0610547		-1.481476		-4.8973327		-2.5060284		-1.709774		-2.1536415		-1.767584		-3.3743522		-1.1473019		-0.5670352		-2.2919962		-1.3254027		-0.7738056		-1.1067781		-0.8217788		-1.7546105		-0.19824505		Yes		No		No		CK166064		0		CK166064		Ta.54006		542898		LOC542898		metallothionein		0		TC397006		0		FGAS050115 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166064]

		A_99_P312761		5.195485		4.0625815		4.97446		6.213196		7.354992		9.399818		8.23556		8.22219		7.403792		8.187897		8.596534		8.737817		4.467621		40.42671		9.587138		4.025015		4.621326		17.451937		12.312686		5.7542224		2.1595068		5.337237		3.2611003		2.008994		2.2083068		4.125315		3.6220737		2.524621		Yes		Yes		Yes		TA85441_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P316331		10.0738945		10.618007		10.343621		10.697362		9.803818		9.562938		8.979831		9.726232		9.754452		10.218652		9.269621		9.667351		-1.2058719		-2.0778174		-2.5736048		-1.960376		-1.2478485		-1.3189181		-2.1052628		-2.04204		-0.27007675		-1.055069		-1.3637905		-0.9711304		-0.31944275		-0.39935493		-1.0740004		-1.0300112		No		Yes		Yes		TA86479_4565		0		0		Ta.32687		0		0		0		0		TC376437		0		0

		A_99_P484237		6.2394843		7.946016		6.335462		5.6772866		7.3994293		11.279054		11.974582		10.396037		9.663274		9.3195715		12.309087		9.185365		2.2344892		10.077304		49.836113		26.332096		10.731572		2.5910838		62.840584		11.377235		1.159945		3.3330379		5.6391196		4.7187505		3.4237895		1.3735557		5.9736247		3.508078		Yes		Yes		Yes		TC424317		0		0		0		0		0		0		0		TC424317		GO:0016023(cytoplasmic membrane-bounded vesicle)		Rep: Os03g0789400 protein - Oryza sativa subsp. japonica (Rice), partial (19%) [TC424317]

		A_99_P272881		10.836636		10.191681		10.815471		10.928886		10.385714		9.2007885		9.856835		10.308205		10.424628		9.586788		9.748805		10.5989275		-1.3669136		-1.987414		-1.9434707		-1.5376016		-1.3305358		-1.5208657		-2.0945868		-1.2569776		-0.450922		-0.9908924		-0.95863533		-0.62068176		-0.41200733		-0.60489273		-1.0666656		-0.32995892		No		Yes		Yes		TA73784_4565		0		0		Ta.8827		0		0		0		0		TC435326		0		Rep: Chromosome chr8 scaffold_29, whole genome shotgun sequence - Vitis vinifera (Grape), partial (65%) [TC435326]

		A_99_P408467		7.7950478		7.935221		7.515238		7.47982		8.273284		8.527982		8.518617		8.044801		8.344277		8.464183		8.591641		7.811737		1.3930396		1.5081297		2.0046897		1.479368		1.4633042		1.4428903		2.1087728		1.258685		0.4782362		0.59276056		1.0033789		0.564981		0.5492296		0.52896166		1.0764036		0.3319173		No		Yes		Yes		BQ483466		0		0		Ta.5068		0		0		0		0		TC370543		0		Rep: Chromosome chr5 scaffold_64, whole genome shotgun sequence - Vitis vinifera (Grape), partial (43%) [TC370543]

		A_99_P206711		9.109406		8.893592		9.271443		8.89346		10.5532675		11.324645		15.262448		12.420117		11.797725		12.062542		15.440814		11.33785		2.7204795		5.3928695		63.602207		11.524698		6.4456162		8.99392		71.972336		5.442952		1.443861		2.4310532		5.991005		3.526657		2.6883183		3.16895		6.1693707		2.4443893		Yes		Yes		Yes		TA53077_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P424592		1.8140918		1.8465376		2.0310786		1.9041525		3.388156		3.5169747		2.8893917		4.599572		2.9411964		3.1080475		2.1158555		1.7590779		2.977423		3.1831102		1.8129172		6.477422		2.1841996		2.3974652		1.0605237		-1.1057879		1.5740641		1.6704371		0.8583131		2.6954198		1.1271046		1.2615099		0.08477688		-0.1450746		Yes		No		No		DR740289		0		0		Ta.63047		0		0		0		0		TC384398		0		Rep: Cold acclimation protein WCOR410c - Triticum aestivum (Wheat), partial (96%) [TC384398]

		A_99_P288061		1.7855992		1.913098		2.000311		2.152626		1.9492835		2.1799252		4.7901897		1.6417202		1.7819141		1.9763385		4.443981		1.9097923		1.120144		1.203159		6.915717		-1.4249446		-1.0025576		1.0448099		5.44024		-1.1833147		0.16368425		0.26682723		2.7898788		-0.51090586		-0.0036851168		0.06324053		2.4436703		-0.24283373		No		Yes		Yes		TA78245_4565		0		0		0		0		0		0		0		TC381717		0		Rep: Bowman-Birk type proteinase inhibitor II-4 - Triticum aestivum (Wheat), partial (96%) [TC381717]

		A_99_P061953		14.826726		14.887837		14.132484		14.028943		13.946782		13.826538		12.883243		12.694225		13.683473		14.206032		12.609876		14.109543		-1.8403037		-2.08681		-2.3771646		-2.5222614		-2.2087855		-1.6041461		-2.873101		1.0574576		-0.87994385		-1.0612993		-1.2492418		-1.3347178		-1.1432533		-0.6818056		-1.5226088		0.080599785		Yes		No		No		AK334083		0		AK334083		Ta.23158		543283		LOC543283		phosphoribulokinase		0		TC377328		0		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P194163		9.590615		9.451923		9.822761		9.756362		9.809566		10.238044		10.791715		9.577605		9.914056		9.760497		10.888023		9.757009		1.1638864		1.724431		1.9574211		-1.131908		1.2513112		1.2384827		2.092551		1.0004482		0.21895027		0.7861204		0.9689541		-0.17875671		0.32344055		0.30857372		1.0652628		6.47E-04		No		Yes		Yes		CJ833718		0		CJ833718		Ta.62875		0		0		0		0		TC417342		0		CJ833718 Y. Ogihara unpublished cDNA library, whatlal Triticum aestivum cDNA clone whatlal4c03 5', mRNA sequence [CJ833718]

		A_99_P289841		1.6869437		1.7288185		2.1622686		1.6878115		1.9526166		2.7952373		5.056702		3.1426191		2.2432213		1.7272483		5.319842		3.5464294		1.2021967		2.0942283		7.435519		2.7412		1.4704703		-1.001089		8.923274		3.6266007		0.26567292		1.0664188		2.8944335		1.4548076		0.55627763		-0.0015702248		3.1575732		1.8586179		Yes		Yes		Yes		TA78755_4565		0		0		0		0		0		0		0		TC406819		0		Rep: LigA - Methylobacterium sp. 4-46, partial (4%) [TC406819]

		A_99_P058011		6.153702		5.9536414		6.9941635		7.1256013		10.0216875		13.9301		13.320561		9.870809		12.420022		11.048023		13.729214		9.621989		14.6009035		251.85666		80.248245		6.7048607		76.97511		34.163452		106.52515		5.6427093		3.8679857		7.976459		6.326398		2.7452073		6.26632		5.094382		6.73505		2.496388		Yes		Yes		Yes		CA625758		0		CA625758		Ta.21314		0		0		0		0		0		0		wl1n.pk0141.d11 wl1n Triticum aestivum cDNA clone wl1n.pk0141.d11 5' end, mRNA sequence [CA625758]

		A_99_P346226		9.810424		11.268138		11.066529		11.218368		8.965774		10.164922		8.911407		11.324758		9.351029		10.554015		9.012347		11.079605		-1.7958294		-2.148331		-4.4540625		1.076531		-1.3749646		-1.6404854		-4.153081		-1.1009604		-0.84465027		-1.1032162		-2.1551218		0.10639		-0.45939445		-0.7141228		-2.054182		-0.13876247		No		Yes		Yes		TA95566_4565		0		0		0		0		0		0		0		TC450816		0		0

		A_99_P260166		12.619964		12.501294		11.7179365		11.346175		11.433032		11.344029		10.54429		9.859209		11.136058		11.80989		10.418946		11.086387		-2.2766802		-2.2303417		-2.2558122		-2.802989		-2.7970495		-1.6148547		-2.460566		-1.1973032		-1.1869316		-1.1572647		-1.1736469		-1.4869661		-1.4839058		-0.69140434		-1.2989902		-0.2597885		Yes		No		No		X07780		0		X07780		Ta.439		543276		pre-FBPase		pre-FBPase protein		0		TC368647		0		Wheat mRNA for fructose-1,6-bisphosphatase (EC 3.1.3.11) [X07780]

		A_99_P179441		10.475762		10.739987		9.640868		9.55178		9.119971		9.680253		9.253776		8.1025		9.011444		9.977836		8.637488		9.358264		-2.559374		-2.0845478		-1.3077552		-2.730717		-2.7593305		-1.6960182		-2.004691		-1.143547		-1.3557911		-1.0597343		-0.3870926		-1.4492798		-1.4643183		-0.7621517		-1.0033798		-0.19351578		Yes		No		No		TC436287		0		0		0		0		0		0		0		TC436287		0		0

		A_99_P415647		12.132516		12.440454		12.213281		11.367203		11.690029		12.114723		12.729485		12.788381		11.984033		12.715419		13.695842		12.703801		-1.3589447		-1.2532988		1.4301871		2.6780407		-1.1084036		1.209965		2.7944436		2.5255513		-0.44248676		-0.32573032		0.5162039		1.4211779		-0.14848328		0.2749653		1.4825611		1.3365984		No		Yes		Yes		TA64531_4565		0		0		Ta.16297		0		0		0		0		TC376991		0		Rep: Pathogenisis-related protein 1.2 precursor - Triticum aestivum (Wheat), complete [TC376991]

		A_99_P026792		5.776979		6.6396174		7.042024		7.5051155		4.9574766		4.674697		6.702189		5.4975243		4.5536613		5.062559		5.2246823		6.450809		-1.7647971		-3.903912		-1.265612		-4.021103		-2.3348303		-2.9836087		-3.5243125		-2.0767198		-0.81950235		-1.9649205		-0.33983517		-2.0075912		-1.2233176		-1.5770583		-1.8173418		-1.0543065		Yes		No		No		BJ244124		0		BJ244124		Ta.10283		0		0		0		0		TC430743		0		BJ244124 Y. Ogihara unpublished cDNA library, Wh_f Triticum aestivum cDNA clone whf14f13 5', mRNA sequence [BJ244124]

		A_99_P276961		5.621422		5.225109		6.2078137		6.535912		4.670983		4.0301547		4.3059306		5.51461		5.2886586		4.5678587		4.1878295		5.357336		-1.9324605		-2.289376		-3.7370067		-2.0297503		-1.2594233		-1.577074		-4.055794		-2.2635324		-0.950439		-1.1949544		-1.9018831		-1.0213022		-0.3327632		-0.6572504		-2.0199842		-1.178576		Yes		Yes		Yes		TA75006_4565		0		0		Ta.7659		0		0		0		0		0		0		0

		A_99_P415377		16.87692		17.035442		16.596336		15.776437		16.268703		16.454796		15.029121		14.487591		16.282724		16.65697		15.316709		15.815589		-1.5243744		-1.4955193		-2.9633212		-2.4433255		-1.5096314		-1.2999655		-2.4277635		1.0275098		-0.60821724		-0.5806465		-1.567215		-1.288846		-0.5941963		-0.37847328		-1.2796278		0.039152145		Yes		No		No		TA56061_4565		0		0		Ta.447		0		0		0		0		TC379050		0		0

		A_99_P484822		9.736202		9.182788		8.809079		9.094059		9.459744		9.859595		10.338935		10.257436		9.820239		10.134021		10.46672		10.312417		-1.2112174		1.5985982		2.8875697		2.2398107		1.0599798		1.9335244		3.155001		2.3268175		-0.2764578		0.6768074		1.5298557		1.1633768		0.08403683		0.9512329		1.6576405		1.218358		No		Yes		Yes		TA62640_4565		0		0		0		0		0		0		0		TC424611		0		0

		A_99_P152637		4.43799		4.839233		5.175572		4.5348115		8.627202		10.244933		10.266003		7.97689		10.690089		8.139636		10.5155525		7.0881076		18.24225		42.391415		34.070015		10.868483		76.22007		9.851908		40.503666		5.869738		4.189212		5.4057		5.0904307		3.4420786		6.252099		3.300403		5.3399806		2.553296		Yes		Yes		Yes		CJ858652		0		CJ858652		Ta.53382		0		0		0		0		TC427816		0		CJ858652 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal5i18 5', mRNA sequence [CJ858652]

		A_99_P548982		5.4978967		4.2735596		4.549988		5.9412		4.951455		5.625618		6.66281		6.5945287		5.7448306		5.3256454		6.7927437		6.4642425		-1.4604789		2.5527608		4.3253655		1.5727931		1.1866825		2.0735257		4.733003		1.4369826		-0.54644156		1.3520584		2.112822		0.6533289		0.24693394		1.0520859		2.242756		0.5230427		Yes		Yes		Yes		CJ525302		0		0		0		0		0		0		0		TC451881		0		Rep: Chromosome chr6 scaffold_3, whole genome shotgun sequence - Vitis vinifera (Grape), partial (40%) [TC451881]

		A_99_P252956		10.227227		10.44489		9.873793		9.775931		11.07179		11.91541		11.38392		10.276938		12.161224		11.518275		11.756402		10.013474		1.7957201		2.7712176		2.8483512		1.4152011		3.8211243		2.1043653		3.687414		1.1789832		0.84456253		1.47052		1.5101271		0.5010071		1.9339972		1.0733852		1.8826094		0.2375431		Yes		Yes		Yes		TA67960_4565		0		0		0		0		0		0		0		TC451279		0		Rep: Intracellular chloride channel - Medicago truncatula (Barrel medic), partial (17%) [TC451279]

		A_99_P392872		5.659813		4.8867126		5.824741		5.7603326		5.1840844		4.1613216		4.7191215		5.6132445		5.185276		4.6784167		4.9035115		5.901243		-1.3906202		-1.6533486		-2.1519125		-1.1073321		-1.3894721		-1.1553227		-1.8937283		1.1026008		-0.4757285		-0.7253909		-1.1056194		-0.14708805		-0.4745369		-0.20829582		-0.92122936		0.14091063		No		Yes		Yes		TA108696_4565		0		0		0		0		0		0		0		TC386775		0		Rep: SGT1-1 - Triticum aestivum (Wheat), partial (22%) [TC386775]

		A_99_P426497		3.974332		3.5095322		1.7565614		2.082692		5.1084504		4.1762233		2.4706247		5.2533092		3.8804722		3.9054058		3.0816643		2.0900238		2.1948438		1.5874279		1.6404178		9.00432		-1.0672218		1.3157392		2.5055077		1.005095		1.1341183		0.66669106		0.7140633		3.1706173		-0.09385991		0.39587355		1.3251029		0.007331848		Yes		No		No		TC385831		0		0		0		0		0		0		0		TC385831		GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P477787		11.293655		11.038539		11.766711		11.238898		11.1492195		11.099754		10.742427		10.998132		11.288455		11.132133		11.072968		11.047283		-1.1052984		1.0433444		-2.03395		-1.1816204		-1.0036111		1.0670247		-1.6174753		-1.1420416		-0.14443588		0.0612154		-1.0242844		-0.24076653		-0.005200386		0.0935936		-0.6937437		-0.1916151		No		Yes		Yes		TC420917		0		0		0		0		0		0		0		TC420917		0		0

		A_99_P512297		9.351036		8.71354		6.759073		8.404176		9.933084		9.583002		9.473798		9.515449		10.347474		9.61356		9.774013		9.464135		1.4969722		1.8269814		6.5646815		2.1603615		1.9950682		1.8660914		8.083274		2.084873		0.58204746		0.869462		2.714725		1.1112728		0.996438		0.90001965		3.0149398		1.0599594		Yes		Yes		Yes		TC437075		0		0		0		0		0		0		0		TC437075		0		Rep: Os01g0628700 protein - Oryza sativa subsp. japonica (Rice), partial (25%) [TC437075]

		A_99_P396107		8.400127		7.706713		6.8619385		7.133524		8.820526		9.492082		9.07613		8.282752		9.557973		8.537166		9.173219		8.077699		1.3382974		3.4470649		4.6402144		2.217952		2.2312398		1.778243		4.963233		1.924088		0.4203987		1.7853684		2.2141914		1.1492281		1.1578455		0.83045244		2.3112803		0.94417477		Yes		Yes		Yes		TA109476_4565		0		0		0		0		0		0		0		TC457489		0		Rep: Siroheme synthase [Includes: Uroporphyrin-III C-methyltransferase; Urogen III methylase; Uroporphyrinogen IIImethylase; Precorrin-2 dehydrogenase; Sirohydrochlorin ferrochelatase] - Bordetella petrii, partial (6%) [TC457489]

		A_99_P444937		1.8998394		1.8543729		3.4325082		3.7505443		2.7095268		4.988932		5.802819		5.6745887		4.8148885		3.4311132		6.0347104		5.8234763		1.7528316		8.782059		5.170524		3.794854		7.542533		2.9829512		6.072128		4.207409		0.8096874		3.1345592		2.3703105		1.9240444		2.915049		1.5767404		2.6022022		2.072932		Yes		No		No		TC400093		0		0		0		0		0		0		0		TC400093		0		Rep: HGWP repeat containing protein-like - Oryza sativa subsp. japonica (Rice), partial (3%) [TC400093]

		A_99_P334651		6.8059897		8.298057		10.049516		9.03532		5.3010373		7.061751		9.497861		8.017274		6.7205644		7.043553		9.034714		8.895231		-2.8381531		-2.3559449		-1.465766		-2.0251746		-1.0610006		-2.3858507		-2.0206256		-1.1019732		-1.5049524		-1.2363057		-0.5516548		-1.0180464		-0.08542538		-1.2545037		-1.014802		-0.14008904		Yes		No		No		TA91953_4565		0		0		0		0		0		0		0		TC406882		0		0

		A_99_P227357		13.278136		12.072612		11.128385		11.590032		11.484776		10.551415		9.565501		8.98095		11.779373		11.459099		9.967999		11.422742		-3.466214		-2.8702898		-2.9544373		-6.1011505		-2.826003		-1.5299802		-2.2351708		-1.122947		-1.7933607		-1.5211964		-1.5628834		-2.6090813		-1.4987631		-0.613513		-1.1603851		-0.16728973		Yes		No		No		TA60796_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P211671		5.7705154		6.062078		3.401076		5.3603444		8.767724		10.281501		13.577998		10.876187		9.940951		10.63495		13.033584		8.7329035		7.984536		18.628283		1157.6006		45.754536		18.006376		23.799704		793.73157		10.357178		2.9972086		4.219423		10.176922		5.515843		4.170436		4.5728717		9.632507		3.372559		Yes		Yes		Yes		TA54666_4565		0		0		Ta.21342		0		0		0		0		TC380557		0		Rep: Class I chitinase - Triticum aestivum (Wheat), complete [TC380557]

		A_99_P070745		4.383635		4.283919		4.822552		4.3057265		3.441577		3.6501513		3.0202837		2.7835417		3.1834745		3.1708624		3.5941126		2.7759886		-1.921267		-1.5516118		-3.487682		-2.872257		-2.2976522		-2.1630342		-2.3431342		-2.8873339		-0.9420581		-0.6337676		-1.8022685		-1.5221848		-1.2001605		-1.1130564		-1.2284396		-1.529738		Yes		No		No		CD491398		0		CD491398		Ta.26839		0		0		0		0		0		0		WHE3086_F08_L16ZT CS wheat cold-stressed seedling subtracted cDNA library Triticum aestivum cDNA clone WHE3086_F08_L16, mRNA sequence [CD491398]

		A_99_P262611		3.5033348		4.814356		5.167772		4.892096		4.0675945		4.4678135		3.1268215		5.141329		4.215132		3.8731241		3.453783		4.5210805		1.4786286		-1.2715096		-4.115165		1.1885749		1.6378435		-1.920167		-3.280666		-1.2932628		0.56425977		-0.34654236		-2.0409503		0.24923277		0.7117975		-0.9412317		-1.7139888		-0.37101555		No		Yes		Yes		TA70734_4565		0		0		0		0		0		0		0		TC383379		0		0

		A_99_P472482		6.9435196		6.344629		6.505859		6.5765514		7.8256516		8.189737		7.501919		7.2112713		7.73321		7.5410347		7.927422		7.588598		1.8430971		3.5927997		1.9945453		1.5526363		1.7287036		2.2916803		2.678756		2.0167696		0.88213205		1.8451085		0.9960599		0.63471985		0.7896905		1.1964059		1.4215631		1.0120463		Yes		Yes		Yes		TC418014		0		0		0		0		0		0		0		TC418014		0		0

		A_99_P073830		10.241969		10.355119		10.0495615		9.453864		9.069001		8.215196		8.573216		8.763545		8.348706		9.616252		8.339859		9.736129		-2.2547507		-4.4073853		-2.7824295		-1.6136403		-3.714744		-1.6688645		-3.2709336		1.2161024		-1.1729679		-2.139923		-1.4763451		-0.69031906		-1.8932629		-0.7388668		-1.7097025		0.2822647		Yes		No		No		AK334720		0		AK334720		Ta.28464		0		0		0		0		0		0		Triticum aestivum cDNA, clone: WT010_N01, cultivar: Chinese Spring [AK334720]

		A_99_P124265		2.7682886		3.0868886		2.0479698		4.399473		5.05638		4.065777		5.303082		6.7088413		6.6304646		2.3625784		5.59487		6.9550557		4.8840947		1.9709461		9.547428		4.9566593		14.542223		-1.6521105		11.687547		5.879048		2.2880912		0.9788883		3.2551122		2.3093681		3.862176		-0.72431016		3.5469003		2.5555825		Yes		Yes		Yes		CK161299		0		CK161299		Ta.45381		0		0		0		0		TC374753		0		FGAS013865 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161299]

		A_99_P312856		8.768511		9.156238		10.039677		9.737019		8.594346		7.9878745		8.903274		9.550821		7.8726		8.583791		8.721721		9.683991		-1.128311		-2.2475655		-2.1983225		-1.1377608		-1.8607842		-1.4870435		-2.4931264		-1.0374395		-0.17416477		-1.1683631		-1.1364031		-0.18619728		-0.89591074		-0.5724468		-1.317956		-0.053027153		No		Yes		Yes		TA85470_4565		0		0		Ta.6386		0		0		0		0		TC418849		0		Rep: Phosphatidate cytidylyltransferase - Vitis vinifera (Grape), partial (25%) [TC418849]

		A_99_P288086		8.72477		8.307931		10.144418		10.966601		9.733974		9.110057		11.693765		12.195885		8.641705		8.3127775		10.07644		12.071414		2.0128014		1.7436687		2.9268463		2.344505		-1.0592661		1.003365		-1.0482464		2.1507094		1.0092049		0.80212593		1.5493469		1.2292833		-0.08306503		0.004846573		-0.067977905		1.1048126		Yes		No		No		TA78254_4565		0		0		Ta.40744		0		0		0		0		TC408822		0		Rep: Os01g0170600 protein - Oryza sativa subsp. japonica (Rice), partial (87%) [TC408822]

		A_99_P310316		4.4426994		3.8787258		4.0955844		4.920593		2.9409199		3.5634081		3.407758		3.0193908		3.2032368		2.8177946		3.3982058		3.7879155		-2.8319182		-1.2442856		-1.6108547		-3.7352426		-2.3611057		-2.0862777		-1.6215558		-2.1926527		-1.5017796		-0.31531763		-0.6878264		-1.901202		-1.2394626		-1.0609312		-0.69737864		-1.1326773		Yes		No		No		TA84746_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P412322		6.7976556		6.63506		6.4763446		7.0405946		5.7190614		5.981502		5.327274		5.692337		5.931227		5.9963994		5.2090745		7.0916724		-2.111977		-1.5730426		-2.21771		-2.5460443		-1.8231438		-1.5568829		-2.4070566		1.0360386		-1.0785942		-0.6535578		-1.1490707		-1.3482575		-0.8664284		-0.63866043		-1.2672701		0.051077843		Yes		No		No		TC374298		0		0		0		0		0		0		0		TC374298		GO:0003674(molecular_function)|GO:0005778(peroxisomal membrane)|GO:0005779(integral to peroxisomal membrane)|GO:0007031(peroxisome organization)|GO:0016559(peroxisome fission)		Rep: Expressed protein - Arabidopsis thaliana (Mouse-ear cress), partial (68%) [TC374298]

		A_99_P295566		9.999088		9.891321		8.765248		9.699236		9.123391		8.994377		6.543968		8.405477		8.857627		8.904986		7.1183343		9.106475		-1.8348945		-1.8621174		-4.66307		-2.4516606		-2.2060437		-1.9811455		-3.1316304		-1.5081303		-0.87569714		-0.89694405		-2.22128		-1.2937593		-1.1414614		-0.9863348		-1.646914		-0.59276104		Yes		Yes		Yes		TA80377_4565		0		0		0		0		0		0		0		TC437960		0		Rep: Ethylene-responsive factor-like transcription factor ERFL1a - Triticum aestivum (Wheat), partial (18%) [TC437960]

		A_99_P267731		7.1752625		5.833283		5.610822		6.5735283		7.827934		7.5941567		9.743351		6.7850723		8.503338		7.3541656		9.4259		6.8848343		1.5720764		3.3890333		17.539415		1.1579268		2.5106752		2.8696656		14.075149		1.2408304		0.65267134		1.7608738		4.132529		0.21154404		1.3280754		1.5208826		3.8150783		0.311306		Yes		Yes		Yes		X85230		0		X85230		Ta.56904		543482		pox4		peroxidase		0		TC400393		0		T.aestivum pox4 gene [X85230]

		A_99_P286236		8.774536		8.535768		7.6964707		7.318014		7.758097		7.3267884		6.7099648		6.1790977		7.4891953		7.9189544		6.6996384		6.919452		-2.0229197		-2.31174		-1.9813806		-2.2021558		-2.4373963		-1.5334841		-1.9956136		-1.3181933		-1.016439		-1.2089791		-0.986506		-1.1389165		-1.2853408		-0.6168132		-0.9968324		-0.39856195		Yes		No		No		TA77702_4565		0		0		Ta.29329		0		0		0		0		TC379894		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (84%) [TC379894]

		A_99_P209366		14.262032		14.127631		16.17824		15.660477		14.287556		13.152432		14.987178		15.873078		14.663059		13.537751		15.168716		15.531619		1.0178494		-1.965912		-2.2832074		1.1587759		1.3204482		-1.5051216		-2.0132458		-1.0934275		0.02552414		-0.97519875		-1.191062		0.21260166		0.40102768		-0.58988		-1.0095234		-0.12885761		No		Yes		Yes		AK332367		0		AK332367		Ta.53958		100286394		NADP-ME1		NADP-dependent malic enzyme 1		0		TC390206		0		Triticum aestivum cDNA, clone: WT003_M24, cultivar: Chinese Spring [AK332367]

		A_99_P355931		2.3732421		1.8108678		2.2247314		2.7153108		10.533954		10.7512245		10.233967		11.762527		1.7672077		2.6043015		1.8366545		2.8564065		286.16656		491.26486		257.64404		529.03394		-1.5220697		1.7331946		-1.3086479		1.1027423		8.160711		8.940357		8.009235		9.047216		-0.6060344		0.79343367		-0.3880769		0.14109564		Yes		Yes		Yes		TA98621_4565		0		0		0		0		0		0		0		TC433913		0		0

		A_99_P153072		9.087359		8.680817		7.8947797		8.1490965		9.575435		11.207698		11.479999		10.19597		10.318412		11.0688505		11.897507		10.552625		1.4025724		5.7632446		12.002133		4.132094		2.3473816		5.234435		16.030272		5.290955		0.48807526		2.5268812		3.585219		2.046873		1.2310524		2.3880339		4.002727		2.4035282		Yes		Yes		Yes		CJ879087		0		CJ879087		Ta.53480		0		0		0		0		TC439880		0		CJ879087 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls2n09 5', mRNA sequence [CJ879087]

		A_99_P486802		13.234528		13.573818		13.882141		13.96904		13.2660475		12.613019		12.791293		13.854878		12.669217		12.903096		12.234151		13.618744		1.0220883		-1.9463879		-2.129992		-1.0823458		-1.4797059		-1.5918695		-3.1339674		-1.2748222		0.03151989		-0.9607992		-1.090848		-0.11416149		-0.5653105		-0.670722		-1.6479902		-0.35029602		No		Yes		Yes		AK333629		0		AK333629		Ta.598		0		0		0		0		TC425305		0		Triticum aestivum cDNA, clone: WT006_P04, cultivar: Chinese Spring [AK333629]

		A_99_P052982		5.5554023		6.050341		6.550677		6.1372604		5.457765		4.886015		4.0409794		5.0241876		4.877282		5.5154176		3.9230225		5.1332726		-1.0700196		-2.241285		-5.6950064		-2.1630588		-1.6000535		-1.4488654		-6.1802034		-2.0055358		-0.09763718		-1.1643262		-2.5096974		-1.1130729		-0.67812014		-0.53492355		-2.6276543		-1.0039878		Yes		Yes		Yes		CA645124		0		CA645124		Ta.18983		0		0		0		0		0		0		wre1n.pk0087.c11 wre1n Triticum aestivum cDNA clone wre1n.pk0087.c11 5' end, mRNA sequence [CA645124]

		A_99_P446907		3.6498787		4.7134895		5.8625035		4.363229		2.3096716		3.324126		4.343264		4.5162444		3.410929		3.7980907		4.5822635		4.55426		-2.5318766		-2.6196308		-2.866399		1.1118912		-1.1801332		-1.8860904		-2.428794		1.1415793		-1.3402071		-1.3893635		-1.5192394		0.15301561		-0.23894978		-0.91539884		-1.28024		0.19103098		Yes		Yes		Yes		TC401480		0		0		0		0		0		0		0		TC401480		0		Rep: Chromosome segregation DNA-binding protein - Desulfovibrio desulfuricans (strain G20), partial (5%) [TC401480]

		A_99_P223606		10.132229		10.66267		10.198644		10.423096		9.448281		8.918614		9.188552		9.899749		9.132426		9.753773		8.512192		10.33365		-1.6065296		-3.3497553		-2.0140393		-1.4372858		-1.9997263		-1.87761		-3.2186415		-1.0639616		-0.68394756		-1.7440557		-1.0100918		-0.5233469		-0.9998026		-0.9088974		-1.6864519		-0.08944607		No		Yes		Yes		TA59577_4565		0		0		0		0		0		0		0		TC434964		0		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (90%) [TC434964]

		A_99_P417312		1.6387919		1.6402646		1.6238884		1.631074		2.4624546		5.965643		3.3108747		2.7594004		3.9308674		2.8577125		3.5226815		1.7119948		1.7698936		20.04789		3.219834		2.18605		4.8976026		2.32535		3.729011		1.0576929		0.82366264		4.3253784		1.6869863		1.1283264		2.2920756		1.2174479		1.8987931		0.080920815		Yes		Yes		Yes		TC376501		0		0		0		0		0		0		0		TC376501		0		0

		A_99_P504737		15.569923		14.867475		14.371303		14.496845		14.779026		14.116076		13.328284		12.895187		14.593892		14.490981		13.203013		14.358619		-1.7301503		-1.6834234		-2.060534		-3.0349188		-1.9670469		-1.2981827		-2.2474504		-1.1005514		-0.79089737		-0.7513981		-1.0430183		-1.6016579		-0.9760313		-0.37649345		-1.1682892		-0.13822651		Yes		No		No		TA60817_4565		0		0		Ta.54322		0		0		0		0		TC451700		0		0

		A_99_P430532		12.977569		13.209722		12.762833		12.908886		13.046229		13.537175		13.827117		13.122394		12.990466		13.509796		13.770093		13.153741		1.0487427		1.2547966		2.0911322		1.1595039		1.0089799		1.2312081		2.0100904		1.1849736		0.068660736		0.3274536		1.0642843		0.21350765		0.012897491		0.30007458		1.0072603		0.24485493		No		Yes		Yes		TA58851_4565		0		0		Ta.54543		0		0		0		0		TC388918		0		0

		A_99_P345561		3.4660492		3.3826969		3.3192203		3.3591423		3.573595		5.045199		4.86881		4.156557		4.689147		4.5917716		5.2478814		4.3623123		1.0773939		3.1656506		2.927339		1.737984		2.3344746		2.3118932		3.8070173		2.0043993		0.10754585		1.662502		1.5495899		0.7974148		1.2230978		1.2090747		1.9286611		1.00317		Yes		No		No		TA95349_4565		0		0		0		0		0		0		0		TC432034		0		Rep: DEAD-box ATP-dependent RNA helicase 57 - Oryza sativa subsp. japonica (Rice), partial (61%) [TC432034]

		A_99_P305711		7.6641		6.7462964		6.2231803		6.303665		9.102517		9.3957		8.477464		8.4748125		9.141234		7.897911		8.215332		7.0770783		2.7102332		6.2740808		4.7709727		4.503814		2.7839518		2.221624		3.9782991		1.709309		1.438417		2.649404		2.2542834		2.1711473		1.4771342		1.1516147		1.9921517		0.7734132		Yes		Yes		Yes		TA83385_4565		0		0		Ta.47348		0		0		0		0		TC397229		0		0

		A_99_P252996		11.605794		11.627906		11.481032		11.590554		12.2997465		13.693386		13.159424		11.30189		13.088124		12.95713		13.354806		11.349727		1.6177095		4.185733		3.2007089		-1.2215085		2.7939968		2.512676		3.6648993		-1.1816703		0.69395256		2.0654802		1.6783915		-0.28866386		1.4823303		1.3292246		1.8737736		-0.24082756		Yes		Yes		Yes		TA67971_4565		0		0		Ta.55070		0		0		0		0		TC420798		0		Rep: Protein transport protein SEC61 subunit gamma - Oryza sativa subsp. japonica (Rice), complete [TC420798]

		A_99_P531027		1.8330231		1.8637036		1.935269		1.8415025		1.6581324		1.9088289		5.4217896		4.4205527		2.826749		2.1216319		6.0212417		3.9860165		-1.1288788		1.0317727		11.208496		5.975461		1.9913213		1.1957604		16.98245		4.421433		-0.17489064		0.045125246		3.4865208		2.57905		0.993726		0.25792825		4.085973		2.144514		Yes		Yes		Yes		TC445029		0		0		0		0		0		0		0		TC445029		GO:0000786(nucleosome)|GO:0003677(DNA binding)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)		Rep: Os04g0639200 protein - Oryza sativa subsp. japonica (Rice), partial (13%) [TC445029]

		A_99_P429187		9.773051		9.943528		9.742236		9.6465845		10.404687		11.364039		10.709939		10.474886		11.26621		10.715271		10.8131075		10.386378		1.5493206		2.6768036		1.9557241		1.7755936		2.8150456		1.7073311		2.1007018		1.6699371		0.63163567		1.4205112		0.96770287		0.8283014		1.4931583		0.7717428		1.0708714		0.7397938		Yes		No		No		CD883425		0		0		Ta.55654		0		0		0		0		TC387812		0		Rep: Chromosome undetermined scaffold_30, whole genome shotgun sequence - Vitis vinifera (Grape), partial (94%) [TC387812]

		A_99_P193223		7.3465905		5.993068		1.9960057		4.517096		7.9158225		7.3736396		3.6946313		4.6177716		8.248078		6.466968		4.27712		4.3374166		1.4837335		2.6037147		3.2459161		1.0722755		1.8679914		1.3888587		4.860533		-1.1326321		0.569232		1.3805714		1.6986257		0.10067558		0.9014878		0.47389984		2.2811146		-0.1796794		No		Yes		Yes		CJ680410		0		CJ680410		Ta.62629		0		0		0		0		0		0		CJ680410 Y.Ogihara unpublished cDNA library Wh_OKCS Triticum aestivum cDNA clone whok1g06 5', mRNA sequence [CJ680410]

		A_99_P071790		11.373694		10.997627		10.540878		11.178093		11.782245		12.397217		12.3137245		10.987286		12.798556		11.558475		12.623143		10.983674		1.3273513		2.6382651		3.4172747		-1.1414022		2.684888		1.4751353		4.234715		-1.1442631		0.40855026		1.3995895		1.7728462		-0.19080734		1.4248619		0.5608473		2.082265		-0.1944189		No		Yes		Yes		BT009313		0		BT009313		Ta.27227		0		0		0		0		TC375136		0		Triticum aestivum clone wlm1.pk0027.g12:fis, full insert mRNA sequence [BT009313]

		A_99_P435322		9.849507		9.46465		9.880694		9.839873		9.589528		8.765896		9.065722		9.410613		9.20534		9.396556		8.751613		9.660723		-1.1974615		-1.6231028		-1.7592639		-1.346543		-1.5628366		-1.0483309		-2.1871948		-1.132217		-0.25997925		-0.6987543		-0.8149719		-0.42926025		-0.64416695		-0.06809425		-1.1290817		-0.17915058		No		Yes		Yes		TA80559_4565		0		0		Ta.33127		0		0		0		0		TC392813		0		0

		A_99_P238581		14.969638		14.90786		14.496521		14.188222		13.962499		13.680176		13.55491		12.906621		13.838798		14.140934		13.169449		14.346302		-2.0099216		-2.3419073		-1.9206722		-2.431086		-2.1898625		-1.70164		-2.50893		1.1158012		-1.0071392		-1.227684		-0.9416113		-1.281601		-1.1308403		-0.7669258		-1.3270721		0.1580801		Yes		No		No		TA64032_4565		0		0		Ta.67625		0		0		0		0		TC379157		0		0

		A_99_P012819		4.1354613		4.123623		3.6401918		4.1190963		4.779347		5.4641857		4.850058		4.5640583		4.838597		5.0226216		5.0261784		4.691569		1.5625318		2.532501		2.3131618		1.3612783		1.6280392		1.8647714		2.613506		1.48707		0.6438856		1.3405628		1.2098663		0.44496202		0.7031355		0.89899874		1.3859866		0.5724726		No		Yes		Yes		CK197361		0		CK197361		Ta.5481		0		0		0		0		TC384431		0		FGAS005832 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK197361]

		A_99_P271096		5.6665654		5.3436527		4.180551		4.57857		5.073837		3.2578926		2.2062144		3.3417337		3.2008908		4.124808		2.391019		4.765602		-1.5080963		-4.244987		-3.929475		-2.3568113		-5.523852		-2.3276029		-3.4570272		1.1384195		-0.5927286		-2.08576		-1.9743366		-1.2368362		-2.4656746		-1.2188449		-1.789532		0.18703222		Yes		No		No		AK331348		0		AK331348		Ta.806		0		0		0		0		TC422701		0		Triticum aestivum cDNA, clone: WT007_E10, cultivar: Chinese Spring [AK331348]

		A_99_P397147		3.5824697		4.2544236		5.5485578		5.4202905		2.6655438		2.9243815		2.7380552		4.5008717		2.7841437		3.6621397		3.6882725		4.8920074		-1.8880879		-2.5141		-7.015289		-1.8913532		-1.7390821		-1.5076317		-3.6307945		-1.4422119		-0.9169259		-1.3300421		-2.8105025		-0.9194188		-0.798326		-0.59228396		-1.8602853		-0.5282831		Yes		Yes		Yes		TA109739_4565		0		0		0		0		0		0		0		TC414912		0		Rep: AGAP011639-PA - Anopheles gambiae str. PEST, partial (12%) [TC414912]

		A_99_P318361		4.400295		4.458296		4.124304		5.3692417		5.0429997		6.7659016		8.274411		5.709461		7.4021983		6.299582		7.850292		6.926758		1.5612537		4.9506083		17.754433		1.2659491		8.010562		3.5832934		13.232267		2.9434662		0.64270496		2.3076057		4.1501074		0.3402195		3.0019035		1.8412862		3.7259884		1.5575161		Yes		No		No		TA87050_4565		0		0		0		0		0		0		0		TC380834		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC380834]

		A_99_P256776		7.4514356		8.133239		9.498317		8.740577		7.477825		9.525447		11.213577		10.065915		9.615329		7.762648		10.911613		9.731687		1.0184602		2.6248012		3.2835593		2.5059166		4.481225		-1.2928821		2.663451		1.9877136		0.026389599		1.3922081		1.7152605		1.3253384		2.1638932		-0.3705907		1.4132967		0.99110985		Yes		No		No		AK333639		0		AK333639		Ta.9399		0		0		0		0		TC389678		0		Triticum aestivum cDNA, clone: WT006_P14, cultivar: Chinese Spring [AK333639]

		A_99_P101230		8.690963		8.269937		9.180671		8.748633		8.161713		7.60104		7.7295213		8.178219		8.20062		7.7466164		8.128085		8.197379		-1.4431789		-1.5898566		-2.7342582		-1.4849502		-1.404779		-1.4372591		-2.074244		-1.4653591		-0.52925014		-0.6688967		-1.4511495		-0.57041454		-0.4903431		-0.5233202		-1.0525856		-0.5512543		No		Yes		Yes		CD863563		0		CD863563		Ta.38272		0		0		0		0		0		0		AZO1.107C21F010130 AZO1 Triticum aestivum cDNA clone AZO1107C21, mRNA sequence [CD863563]

		A_99_P337546		9.942605		9.160036		8.174409		8.651129		10.191517		10.339636		9.176066		8.67956		10.636926		9.915126		9.570446		8.726117		1.1883105		2.2651393		2.002299		1.0199022		1.6181223		1.6877366		2.6317768		1.0533526		0.24891186		1.1795998		1.0016575		0.028430939		0.6943207		0.75508976		1.3960371		0.074988365		No		Yes		Yes		TA92861_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P420197		5.105339		6.199267		7.173572		5.6899643		4.247535		4.4311595		5.531215		8.33733		5.179651		2.800196		4.111624		6.868837		-1.8122774		-3.4060683		-3.121754		6.2652216		1.0528586		-10.549268		-8.350996		2.2639978		-0.8578038		-1.7681074		-1.6423569		2.6473656		0.07431173		-3.399071		-3.0619483		1.1788726		No		Yes		Yes		TC380845		0		0		0		0		0		0		0		TC380845		0		Rep: Chromosome undetermined scaffold_129, whole genome shotgun sequence - Vitis vinifera (Grape), partial (44%) [TC380845]

		A_99_P014534		8.261157		8.535792		7.7014046		8.660197		8.601868		9.531802		9.229133		8.674649		8.722662		9.03014		8.9844055		8.955943		1.2663802		1.9944761		2.8833141		1.0100677		1.3769774		1.4086835		2.4334464		1.2275194		0.34071064		0.9960098		1.5277281		0.014451981		0.46150494		0.49434757		1.283001		0.29574585		No		Yes		Yes		CV777198		0		CV777198		Ta.6101		0		0		0		0		TC385342		0		FGAS071603 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV777198]

		A_99_P161447		5.6251397		6.508557		6.165062		5.837465		6.004255		6.614979		7.55656		6.414041		6.3777237		6.3037286		7.380941		6.0690727		1.3005439		1.0765549		2.6235096		1.491306		1.6848078		-1.1525491		2.3228226		1.1741428		0.3791151		0.10642195		1.3914981		0.57657623		0.752584		-0.20482826		1.215879		0.23160791		No		Yes		Yes		CV771340		0		CV771340		Ta.46619		0		0		0		0		TC384997		0		FGAS065733 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV771340]

		A_99_P095910		4.5831513		4.5955253		6.3741546		6.596184		5.1134067		9.763223		9.874343		10.563638		6.3790565		8.822309		10.183101		11.504563		1.4441848		35.944458		11.315186		15.643094		3.4723325		18.723566		14.01545		30.030977		0.5302553		5.1676974		3.5001884		3.967454		1.7959051		4.2267833		3.8089461		4.9083796		Yes		Yes		Yes		CA685366		0		CA685366		Ta.36173		0		0		0		0		TC421381		0		wlm96.pk029.o18 wlm96 Triticum aestivum cDNA clone wlm96.pk029.o18 5' end, mRNA sequence [CA685366]

		A_99_P267636		9.407766		9.023696		7.6009164		8.588641		9.965777		10.290089		9.113274		9.859062		11.220019		9.382382		9.965413		9.448055		1.4722382		2.4055932		2.8527577		2.4123197		3.511903		1.2822579		5.1497297		1.8143014		0.55801105		1.2663927		1.5123572		1.270421		1.812253		0.35868645		2.3644967		0.8594141		Yes		No		No		TA72187_4565		0		0		Ta.26126		0		0		0		0		TC440364		0		Rep: Cell Division Protein AAA ATPase family - Triticum aestivum (Wheat), partial (44%) [TC440364]

		A_99_P104620		5.844176		5.7172503		5.7741914		5.859457		7.365925		8.454623		7.674662		5.8942513		7.8136773		6.8179417		7.682672		5.726646		2.8713894		6.668549		3.7333498		1.0244107		3.9163277		2.1445744		3.7541354		-1.096428		1.521749		2.7373729		1.9004707		0.03479433		1.9695015		1.1006913		1.9084806		-0.13281107		Yes		Yes		Yes		CK171779		0		CK171779		Ta.39380		0		0		0		0		TC396339		0		FGAS047197 Triticum aestivum FGAS: TaLt6 Triticum aestivum cDNA, mRNA sequence [CK171779]

		A_99_P501917		6.043442		6.380192		5.176965		4.984808		6.1375337		6.592507		6.5524254		5.167828		6.5959134		6.4179115		6.516945		5.036914		1.0673933		1.1585459		2.5945065		1.135258		1.4665961		1.0264901		2.5314775		1.0367773		0.09409189		0.21231508		1.3754601		0.18302011		0.55247164		0.037719727		1.3399796		0.052105904		No		Yes		Yes		CJ598624		0		0		Ta.16518		0		0		0		0		TC432567		0		0

		A_99_P206481		9.573493		9.300712		9.633457		9.231846		10.980335		11.81974		15.838971		12.94427		12.270709		12.494136		15.913365		11.839372		2.6515615		5.7319603		73.79821		13.108441		6.485492		9.147797		77.70353		6.094576		1.4068422		2.5190287		6.205514		3.7124243		2.697216		3.1934242		6.279908		2.6075258		Yes		Yes		Yes		TA53011_4565		0		0		Ta.56235		0		0		0		0		TC410107		0		Rep: Pathogenesis-related protein 10 - Zea mays (Maize), partial (54%) [TC410107]

		A_99_P403047		5.3734193		4.63088		5.784968		4.8905735		4.559548		3.2537029		4.2052054		2.7973068		2.993247		3.0559719		2.7978942		2.7402375		-1.7579224		-2.597596		-2.9892063		-4.267132		-5.205989		-2.979165		-7.9286413		-4.439312		-0.8138714		-1.377177		-1.5797625		-2.0932667		-2.3801723		-1.574908		-2.9870737		-2.150336		Yes		No		No		TA111176_4565		0		0		0		0		0		0		0		TC405776		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (4%) [TC405776]

		A_99_P149887		9.713222		9.094205		9.834419		9.517152		11.14161		11.96371		10.368481		9.701782		12.477933		10.199187		10.447118		9.333571		2.6914592		7.308143		1.4479998		1.1365258		6.79612		2.1509626		1.5291167		-1.1356989		1.4283886		2.869505		0.53406143		0.1846304		2.7647114		1.1049824		0.61269855		-0.1835804		Yes		Yes		Yes		CJ954112		0		CJ954112		Ta.52749		0		0		0		0		0		0		CJ954112 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul40o21 5', mRNA sequence [CJ954112]

		A_99_P484377		9.175513		8.244555		7.767633		8.330994		7.937472		6.271357		6.949969		7.3525405		8.134312		7.6249127		7.4706535		7.725734		-2.3587809		-3.926376		-1.76255		-1.9703517		-2.057941		-1.5364946		-1.2285695		-1.5212523		-1.2380414		-1.9731984		-0.81766415		-0.97845316		-1.0412016		-0.61964273		-0.29697943		-0.6052594		Yes		Yes		Yes		TC424384		0		0		0		0		0		0		0		TC424384		0		0

		A_99_P053552		3.319505		2.5424042		4.0485415		3.8634803		4.446903		3.1796618		3.7372913		4.3736796		3.1609676		3.2015638		1.9193401		4.4655623		2.184644		1.5553697		-1.2407825		1.4242469		-1.116155		1.5791625		-4.3747525		1.5179056		1.1273983		0.6372576		-0.3112502		0.5101993		-0.15853739		0.65915966		-2.1292014		0.602082		No		Yes		Yes		CA644965		0		CA644965		Ta.19202		0		0		0		0		0		0		wre1n.pk0085.f7 wre1n Triticum aestivum cDNA clone wre1n.pk0085.f7 5' end, mRNA sequence [CA644965]

		A_99_P153047		3.6755788		1.8087622		1.9253387		1.6703701		6.115153		7.1683116		6.5707474		4.0622573		8.138042		6.1675925		6.8924413		2.3332584		5.424815		41.05681		25.026917		5.2484345		22.04628		20.518173		31.278566		1.5832491		2.439574		5.3595495		4.6454086		2.3918872		4.4624634		4.3588305		4.9671025		0.6628883		Yes		Yes		Yes		CJ878548		0		CJ878548		Ta.53475		0		0		0		0		TC454319		0		CJ878548 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls28k22 5', mRNA sequence [CJ878548]

		A_99_P029709		5.808929		5.6793494		4.4370904		5.20452		6.4750423		7.1867504		6.3646894		5.7700806		6.0117755		6.157778		5.76891		5.6264424		1.5867923		2.8429742		3.8042154		1.4799622		1.150967		1.3932251		2.5171995		1.3397113		0.6661134		1.507401		1.927599		0.56556034		0.20284653		0.47842836		1.3318195		0.4219222		Yes		No		No		TA95075_4565		0		0		Ta.11227		0		0		0		0		TC396778		0		Rep: Chromosome chr5 scaffold_2, whole genome shotgun sequence - Vitis vinifera (Grape), partial (83%) [TC396778]

		A_99_P356451		4.2557564		4.7442126		4.7478914		5.3499055		3.0484264		3.5328128		4.140584		4.0058064		2.4730608		3.8532858		3.3792362		5.412935		-2.309099		-2.315622		-1.5234133		-2.538716		-3.4406843		-1.854367		-2.5822976		1.044657		-1.20733		-1.2113998		-0.60730743		-1.344099		-1.7826955		-0.89092684		-1.3686552		0.06302929		Yes		No		No		TA98780_4565		0		0		0		0		0		0		0		TC417479		0		0

		A_99_P566332		7.2819366		7.9690766		8.1193495		8.307031		7.676188		9.288314		9.326639		8.27461		8.186235		8.33888		9.50067		8.057777		1.3142606		2.4953415		2.3090343		-1.022727		1.8716346		1.2921764		2.605068		-1.1885917		0.39425135		1.3192372		1.2072897		-0.032421112		0.9042988		0.36980295		1.381321		-0.24925327		No		Yes		Yes		TA70495_4565		0		0		0		0		0		0		0		TC458496		0		0

		A_99_P442282		5.3873925		5.175443		5.6391716		5.4725876		4.7861905		4.7649283		4.458796		4.866427		5.0144687		4.6793733		4.8409925		5.152836		-1.5169799		-1.3291601		-2.2663577		-1.5222028		-1.2949747		-1.4103663		-1.7389051		-1.2481158		-0.601202		-0.41051483		-1.1803756		-0.60616064		-0.37292385		-0.4960699		-0.79817915		-0.31975174		No		Yes		Yes		BJ296749		0		0		Ta.45573		0		0		0		0		TC398102		0		Rep: Quinone reductase - Triticum monococcum (Einkorn wheat) (Small spelt), partial (33%) [TC398102]

		A_99_P379902		7.683109		8.066747		8.026196		8.529338		7.068565		6.903877		5.8177185		6.855297		7.904364		6.9877753		5.907246		7.1309314		-1.5310739		-2.239024		-4.621871		-3.1910713		1.1657475		-2.1125293		-4.3437753		-2.6361027		-0.6145439		-1.1628699		-2.208477		-1.6740408		0.2212553		-1.0789714		-2.1189494		-1.3984065		Yes		Yes		Yes		TA105508_4565		0		0		0		0		0		0		0		TC445723		0		Rep: PREG-like protein - Oryza sativa subsp. japonica (Rice), partial (31%) [TC445723]

		A_99_P253081		10.462678		10.5958185		11.122777		11.208183		10.968007		11.952062		12.097444		11.611615		11.596241		11.210269		12.537834		11.50061		1.4194472		2.5601761		1.965187		1.3226506		2.1939993		1.5309747		2.666703		1.2246989		0.50532913		1.3562431		0.9746666		0.4034319		1.133563		0.61445045		1.4150572		0.29242706		No		Yes		Yes		TA67997_4565		0		0		Ta.2838		0		0		0		0		TC417367		0		0

		A_99_P192272		7.8609557		5.311084		3.8081493		6.719158		8.622055		7.2699027		6.733995		8.037444		9.419417		7.054144		6.7846255		7.11126		1.6947815		3.887436		7.5991898		2.4936967		2.9453962		3.3474445		7.870614		1.3123038		0.76109934		1.9588189		2.9258456		1.318286		1.5584617		1.7430601		2.9764762		0.39210176		Yes		No		No		AK332700		0		AK332700		Ta.39084		0		0		0		0		TC370369		0		Triticum aestivum cDNA, clone: WT004_K11, cultivar: Chinese Spring [AK332700]

		A_99_P440932		1.6624113		1.6892391		1.6732692		1.647987		1.6874129		1.6878394		4.8920617		2.2615716		1.699721		1.708601		2.2837317		1.6980186		1.0174807		-1.0009707		9.310073		1.5300562		1.0261984		1.0135111		1.5267487		1.0352875		0.025001526		-0.0013997555		3.2187924		0.61358464		0.037309647		0.019361854		0.61046255		0.050031543		No		Yes		Yes		TA63336_4565		0		0		0		0		0		0		0		TC397148		0		0

		A_99_P271256		9.134164		9.599105		8.225781		9.807675		10.307575		11.246177		12.198058		10.580446		10.578097		11.097623		11.801094		10.792983		2.2554438		3.131973		15.695474		1.7085481		2.7206163		2.8255231		11.920002		1.9797355		1.1734114		1.6470718		3.9722767		0.7727709		1.4439335		1.498518		3.5753126		0.9853077		Yes		Yes		Yes		TA73316_4565		0		0		0		0		0		0		0		TC444858		0		Rep: Pathogen-related protein - Hordeum vulgare (Barley), partial (97%) [TC444858]

		A_99_P269976		6.2655854		5.651297		3.8558486		2.6960888		5.6368623		2.4526498		8.803586		3.921257		3.867985		4.186974		6.7801476		5.1919093		-1.546196		-9.180974		30.86153		2.3378272		-5.26926		-2.7593396		7.591048		5.64049		-0.62872314		-3.1986473		4.9477377		1.2251682		-2.3976004		-1.464323		2.924299		2.4958205		No		Yes		Yes		TA72938_4565		0		0		Ta.9508		0		0		0		0		TC406528		0		Rep: OJ991214_12.12 protein - Oryza sativa subsp. japonica (Rice), partial (85%) [TC406528]

		A_99_P370327		5.052175		6.0252547		8.281568		7.1815658		5.5593286		5.6962857		6.571399		7.1165786		5.151426		5.6807656		6.6363397		6.9070134		1.4212433		-1.2561154		-3.27199		-1.0460757		1.0712171		-1.2697012		-3.1279726		-1.2096187		0.5071535		-0.328969		-1.7101684		-0.06498718		0.09925079		-0.3444891		-1.6452279		-0.27455235		No		Yes		Yes		TA103168_4565		0		0		0		0		0		0		0		TC456546		0		0

		A_99_P017004		6.3369174		6.183008		5.2085176		5.515475		4.4276395		4.0552845		3.2130716		4.2122903		5.350885		4.860561		4.3042736		4.7642694		-3.7562106		-4.370274		-3.9873934		-2.4677298		-1.9807303		-2.5008998		-1.8715634		-1.6831987		-1.9092779		-2.1277237		-1.995446		-1.3031845		-0.9860325		-1.3224473		-0.90424395		-0.75120544		Yes		No		No		BE417521		0		BE417521		Ta.6941		0		0		0		0		TC424232		0		MUG021.H04R990620 ITEC MUG Wheat Spikelet Library Triticum aestivum cDNA clone MUG021.H04, mRNA sequence [BE417521]

		A_99_P419942		6.538837		3.176512		4.1178975		3.507642		8.537161		6.564411		12.325147		9.253643		9.596197		6.37064		11.79658		7.756517		3.9953556		10.467893		295.548		53.66841		8.32448		9.152259		204.88673		19.012478		1.9983239		3.3878992		8.207249		5.7460012		3.0573602		3.1941278		7.678683		4.2488747		Yes		Yes		Yes		TC380671		0		0		0		0		0		0		0		TC380671		GO:0004601(peroxidase activity)		Rep: Peroxidase 4 - Triticum monococcum (Einkorn wheat) (Small spelt), partial (46%) [TC380671]

		A_99_P080205		4.434164		4.4691463		4.605066		5.046821		3.9749124		3.5245864		4.133167		2.8067615		3.1061447		3.1718495		3.0657628		3.3306034		-1.3748285		-1.9246016		-1.3869339		-4.724166		-2.5105777		-2.4576795		-2.9065406		-3.2857387		-0.45925164		-0.9445598		-0.47189903		-2.2400596		-1.3280194		-1.2972968		-1.5393031		-1.7162178		Yes		No		No		BE498047		0		BE498047		Ta.30648		543020		LOC543020		hypothetical LOC543020		0		TC409718		0		WHE0951_B03_C05ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE0951_B03_C05, mRNA sequence [BE498047]

		A_99_P350921		7.2161903		6.756548		5.46241		6.6675396		5.625729		4.8024063		5.245135		5.161937		4.880816		5.317806		3.829897		5.7512474		-3.0114563		-3.8748531		-1.1625358		-2.839432		-5.046819		-2.710844		-3.100526		-1.8872586		-1.5904613		-1.9541416		-0.21727514		-1.5056024		-2.3353744		-1.4387422		-1.632513		-0.9162922		Yes		Yes		Yes		AK336248		0		AK336248		Ta.18225		0		0		0		0		TC431833		0		Triticum aestivum cDNA, clone: SET3_J13, cultivar: Chinese Spring [AK336248]

		A_99_P410817		15.016469		15.07225		14.235028		13.635216		14.04599		13.983464		13.325589		12.351433		13.918819		14.378758		13.183395		13.777234		-1.9594911		-2.12695		-1.8783151		-2.4347658		-2.1400576		-1.6171931		-2.0728745		1.1034478		-0.970479		-1.0887861		-0.9094391		-1.283783		-1.0976496		-0.69349194		-1.0516329		0.14201832		Yes		No		No		TA64292_4565		0		0		Ta.40129		0		0		0		0		TC372873		0		Rep: Uncharacterized protein At1g09340, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC372873]

		A_99_P575057		4.867327		5.37162		3.0337741		4.183508		2.9700058		3.6172206		2.192955		2.977381		4.288342		4.3510857		2.5671015		3.870713		-3.7252092		-3.3738587		-1.7910668		-2.3071742		-1.4937981		-2.0286705		-1.3819187		-1.2421117		-1.8973215		-1.7543995		-0.8408191		-1.2061269		-0.5789852		-1.0205345		-0.46667266		-0.31279492		Yes		No		No		CA483773		0		0		0		0		0		0		0		TC461554		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (64%) [TC461554]

		A_99_P264081		10.742592		11.046948		12.937909		12.205546		10.470622		10.17606		11.869346		11.570327		10.571992		10.527411		12.185433		11.861401		-1.2074553		-1.8287891		-2.097344		-1.5531741		-1.1255264		-1.433495		-1.6846813		-1.2693992		-0.2719698		-0.8708887		-1.0685635		-0.6352196		-0.17059994		-0.519537		-0.75247574		-0.34414577		No		Yes		Yes		TA71157_4565		0		0		0		0		0		0		0		TC374154		0		Rep: Major facilitator superfamily protein - Zea mays (Maize), partial (14%) [TC374154]

		A_99_P154227		7.3351665		7.3113823		8.171619		7.492685		7.1910477		7.093925		7.3208575		7.2003303		7.3483176		7.026066		7.1413636		6.9786396		-1.1050555		-1.1626825		-1.8034531		-1.2246374		1.0091574		-1.2186775		-2.0423863		-1.4280487		-0.14411879		-0.2174573		-0.8507619		-0.29235458		0.013151169		-0.28531647		-1.0302558		-0.51404524		No		Yes		Yes		CJ944831		0		CJ944831		Ta.53768		0		0		0		0		TC420211		0		CJ944831 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul12m19 5', mRNA sequence [CJ944831]

		A_99_P190422		4.399786		4.544763		4.502842		3.7395668		3.2389002		2.930811		3.3410025		2.9874141		3.1664932		3.3117068		2.8295572		2.8322022		-2.2359467		-3.060892		-2.2374253		-1.6843041		-2.3510299		-2.3506444		-3.1893995		-1.8756162		-1.1608858		-1.6139522		-1.1618395		-0.7521527		-1.2332928		-1.2330563		-1.6732848		-0.9073646		Yes		No		No		CK199590		0		CK199590		Ta.61971		0		0		0		0		0		0		FGAS008093 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK199590]

		A_99_P235996		1.9394253		1.7371207		1.7919545		1.7601115		1.6563281		1.617846		5.584151		2.3584108		1.7856396		1.7241497		2.4896393		1.7343615		-1.2168044		-1.0861887		13.85367		1.5139309		-1.1124848		-1.0090314		1.6218998		-1.0180087		-0.28309727		-0.119274735		3.7921963		0.5982994		-0.1537857		-0.012971044		0.69768476		-0.025749922		No		Yes		Yes		TA63327_4565		0		0		0		0		0		0		0		TC398652		0		0

		A_99_P411477		12.261874		12.206944		12.612771		12.514938		12.612361		13.448895		13.756581		12.839017		13.368657		12.966693		14.110725		12.570199		1.2749907		2.3651817		2.2096384		1.2518647		2.1536486		1.6931953		2.8244195		1.0390468		0.35048676		1.241951		1.1438103		0.32407856		1.1067829		0.75974846		1.4979544		0.05526066		No		Yes		Yes		TA65200_4565		0		0		0		0		0		0		0		TC373499		0		Rep: BAX inhibitor 1 - Hordeum vulgare (Barley), partial (94%) [TC373499]

		A_99_P446397		12.482507		12.540042		11.277818		11.828776		12.0073805		11.482959		10.839564		11.937851		11.879359		11.926789		10.88441		11.907458		-1.3900399		-2.0807204		-1.354963		1.0785362		-1.519027		-1.5297041		-1.3134924		1.0560528		-0.47512627		-1.0570831		-0.4382534		0.10907459		-0.6031475		-0.61325264		-0.39340782		0.078681946		No		Yes		Yes		TA49749_4565		0		0		Ta.10088		0		0		0		0		TC410923		0		0

		A_99_P372122		2.7072077		3.1966496		2.4662266		2.0681398		2.8289433		4.369382		4.962406		3.5013008		3.257431		3.7365606		4.844698		3.1780577		1.088043		2.2543826		5.641894		2.7003772		1.4643124		1.4538828		5.199855		2.1583335		0.12173557		1.1727324		2.4961796		1.433161		0.55022335		0.53991103		2.3784714		1.1099179		Yes		Yes		Yes		TA103607_4565		0		0		0		0		0		0		0		TC445648		0		Rep: F-box family protein-like - Oryza sativa subsp. japonica (Rice), partial (46%) [TC445648]

		A_99_P261031		7.1081734		5.9124627		4.806375		5.2165647		7.243775		6.3249497		5.8908095		5.4231706		7.727135		6.9767137		6.7482276		5.5936227		1.0985508		1.3309783		2.1205442		1.1539701		1.5357696		2.091084		3.841987		1.2986908		0.13560152		0.41248703		1.0844345		0.20660591		0.6189618		1.064251		1.9418526		0.37705803		Yes		No		No		TA70283_4565		0		0		Ta.54614		0		0		0		0		0		0		0

		A_99_P114660		9.431949		10.0575905		8.977648		9.242665		8.39228		7.688951		6.3376956		8.570136		7.8241487		8.605838		6.4558487		7.8603997		-2.055756		-5.1645384		-6.23311		-1.5938648		-3.047867		-2.7354016		-5.742978		-2.606774		-1.039669		-2.3686395		-2.6399522		-0.6725292		-1.6078		-1.4517527		-2.521799		-1.3822656		Yes		Yes		Yes		CJ930448		0		CJ930448		Ta.42526		0		0		0		0		TC371470		0		CJ930448 Y. Ogihara unpublished cDNA library, whchan Triticum aestivum cDNA clone whchan4l14 5', mRNA sequence [CJ930448]

		A_99_P303201		8.775901		8.836595		10.137741		9.616147		10.026069		11.673495		11.3409395		10.031751		10.470277		10.189633		11.562992		10.03138		2.378691		7.144835		2.3024957		1.3338567		3.2363687		2.5544963		2.6856122		1.3335137		1.2501678		2.8369007		1.2031984		0.41560364		1.694376		1.3530388		1.425251		0.41523266		Yes		Yes		Yes		TA82621_4565		0		0		0		0		0		0		0		TC395625		0		Rep: Chromosome chr17 scaffold_12, whole genome shotgun sequence - Vitis vinifera (Grape), partial (76%) [TC395625]

		A_99_P340636		10.16592		8.853917		8.061933		8.205817		10.784084		11.533061		10.262225		10.628576		12.4744425		9.838336		10.339266		10.24379		1.5349207		6.4047575		4.5957255		5.3619547		4.953754		1.9785162		4.8478103		4.10668		0.61816406		2.679144		2.2002926		2.422759		2.3085222		0.98441887		2.2773333		2.0379725		Yes		Yes		Yes		TA93787_4565		0		0		0		0		0		0		0		TC384686		0		Rep: Os10g0331600 protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC384686]

		A_99_P566202		7.472773		6.4798355		6.3710732		6.830111		8.645363		9.389717		8.307745		7.7121778		9.351955		8.381641		8.581792		7.4493766		2.2541597		7.515565		3.8282146		1.8430136		3.6786652		3.7368066		4.629058		1.536093		1.1725898		2.9098816		1.9366717		0.8820667		1.8791823		1.9018059		2.2107186		0.61926556		Yes		Yes		Yes		TC458367		0		0		0		0		0		0		0		TC458367		0		0

		A_99_P250756		9.964629		9.993634		9.119973		8.88218		8.811305		8.659404		8.058534		7.980303		8.456963		9.142715		7.8630314		8.833346		-2.224258		-2.5214095		-2.087013		-1.868496		-2.8434975		-1.8036492		-2.389886		-1.0344285		-1.1533241		-1.3342304		-1.0614395		-0.9018774		-1.5076666		-0.85091877		-1.2569418		-0.048833847		Yes		No		No		TA67377_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P546632		8.459226		8.8822565		8.430718		8.652364		9.4818735		10.189648		9.797265		9.259314		10.412139		9.570274		10.125602		8.980405		2.0316443		2.474936		2.578526		1.5230358		3.8715553		1.6110685		3.237507		1.2553077		1.0226479		1.3073912		1.3665466		0.6069498		1.9529133		0.68801785		1.6948833		0.32804108		Yes		Yes		Yes		TC451004		0		0		0		0		0		0		0		TC451004		0		0

		A_99_P271871		3.3684568		5.8946166		4.3745017		2.4991157		2.5653431		4.5972047		2.7625945		1.7588497		2.5552866		5.2973647		2.7710228		2.4869957		-1.7448629		-2.4578757		-3.0565565		-1.6704838		-1.7570682		-1.5128322		-3.0387518		-1.0084363		-0.8031137		-1.2974119		-1.6119072		-0.74026597		-0.8131702		-0.5972519		-1.6034789		-0.0121200085		Yes		No		No		TA73501_4565		0		0		0		0		0		0		0		TC397174		0		Rep: Predicted protein - Chlamydomonas reinhardtii, partial (3%) [TC396743]

		A_99_P043591		3.652381		3.5776987		3.833329		3.9455063		5.07902		5.7909374		5.904119		4.4538093		6.409475		5.4500995		6.2709794		4.71977		2.6881974		4.6371512		4.2011666		1.422376		6.760331		3.6614137		5.4175873		1.7103169		1.4266391		2.2132387		2.07079		0.5083029		2.757094		1.8724008		2.4376504		0.7742636		Yes		Yes		Yes		CK161285		0		CK161285		Ta.15995		0		0		0		0		TC448741		0		FGAS013851 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161285]

		A_99_P537427		7.114039		6.570824		6.6526275		6.2714486		6.434712		5.288572		2.5978587		6.527575		6.9417267		7.1740623		4.1350346		6.0147004		-1.6013925		-2.432184		-16.61908		1.1942679		-1.1268631		1.5191224		-5.7262588		-1.1947826		-0.679327		-1.2822523		-4.0547686		0.2561264		-0.17231226		0.6032381		-2.517593		-0.2567482		No		Yes		Yes		AL810987		0		0		Ta.30967		0		0		0		0		TC447483		0		0

		A_99_P040996		1.6378107		1.650401		1.6290282		1.6170932		1.74145		1.7222158		3.4034045		3.066272		1.6776174		1.6923313		4.393418		2.2794666		1.0744804		1.0510379		3.4209008		2.7305257		1.0279762		1.0294904		6.7946043		1.5826842		0.103639245		0.071814775		1.7743763		1.4491788		0.039806724		0.041930318		2.7643895		0.6623734		No		Yes		Yes		CA747155		0		CA747155		Ta.15238		0		0		0		0		0		0		wri2s.pk008.i24.f wri2s Triticum aestivum cDNA clone wri2s.pk008.i24.f 3' end, mRNA sequence [CA747155]

		A_99_P075055		6.6585927		6.185884		5.931562		5.788303		3.1357577		2.3669183		3.428078		1.774086		2.8915129		3.652256		3.1210682		3.448512		-11.494206		-14.113126		-5.6705317		-16.15845		-13.614573		-5.7902594		-7.015246		-5.062292		-3.522835		-3.8189657		-2.503484		-4.014217		-3.7670798		-2.533628		-2.8104937		-2.3397908		Yes		No		No		CK156785		0		CK156785		Ta.29077		0		0		0		0		0		0		FGAS037810 Triticum aestivum FGAS: TaLt4 Triticum aestivum cDNA, mRNA sequence [CK156785]

		A_99_P197481		1.6196178		1.6447964		3.7371547		4.912291		3.4210262		1.7606115		7.1393046		5.784588		2.504135		1.9375591		5.637116		5.3818154		3.4856033		1.0835872		10.571806		1.8305749		1.8461466		1.2249839		3.7320316		1.3846529		1.8014084		0.11581516		3.40215		0.8722968		0.8845171		0.29276276		1.8999612		0.46952438		Yes		No		No		TA49980_4565		0		0		0		0		0		0		0		TC433879		0		Rep: Basic blue copper protein - Cicer arietinum (Chickpea) (Garbanzo), partial (50%) [TC433879]

		A_99_P420992		6.8049645		6.3238907		6.5666995		6.7226963		5.8586917		5.270731		5.3735137		5.6325936		5.906979		5.857853		5.5730367		6.280005		-1.9268882		-2.0750697		-2.286571		-2.128892		-1.8634621		-1.3813106		-1.9912341		-1.3591374		-0.94627285		-1.0531597		-1.1931858		-1.0901027		-0.89798546		-0.46603775		-0.99366283		-0.44269133		Yes		No		No		CK205345		0		0		Ta.53903		0		0		0		0		TC381487		0		Rep: Os05g0323800 protein - Oryza sativa subsp. japonica (Rice), partial (45%) [TC381487]

		A_99_P242486		4.421721		5.603663		4.756745		6.122499		4.3130884		3.596366		2.6866882		4.3567114		3.4154787		3.887746		1.8800658		4.546886		-1.0782058		-4.0202827		-4.199032		-3.400596		-2.0086725		-3.2850535		-7.3445745		-2.980621		-0.108632565		-2.007297		-2.0700567		-1.7657876		-1.0062423		-1.7159169		-2.876679		-1.575613		Yes		No		No		TA65109_4565		0		0		Ta.56244		0		0		0		0		TC431336		0		Rep: O-methyltransferase - Oryza sativa subsp. japonica (Rice), partial (15%) [TC431336]

		A_99_P491447		6.9357834		5.2867885		5.0557427		7.208538		7.167234		7.784409		7.3777275		7.1835923		8.436428		7.333692		7.4387097		7.692311		1.1740148		5.647532		5.0001965		-1.0174414		2.8296914		4.1321816		5.2160835		1.3983958		0.23145056		2.4976206		2.3219848		-0.024945736		1.5006447		2.0469036		2.382967		0.48377275		Yes		Yes		Yes		CA727688		0		0		Ta.12836		0		0		0		0		TC427939		0		0

		A_99_P543167		12.697296		11.965962		12.396194		12.337199		14.0211935		14.501904		17.48007		15.488879		15.485415		14.74707		17.833818		13.54839		2.5034149		5.7995505		33.915565		8.886898		6.9072876		6.8738003		43.3399		2.315287		1.3238974		2.5359411		5.0838757		3.15168		2.7881193		2.781108		5.437624		1.2111912		Yes		Yes		Yes		CK161960		0		CK161960		Ta.56885		543197		wali5		wali5 protein		0		TC406452		0		FGAS014542 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161960]

		A_99_P049849		5.1108336		4.5663147		4.4610305		4.6980376		3.7002354		3.7255962		3.7924738		3.394297		4.104506		4.01942		2.7019465		3.4013922		-2.658474		-1.7909418		-1.5894821		-2.4686816		-2.0087912		-1.4609376		-3.3848314		-2.4565701		-1.4105983		-0.8407185		-0.6685567		-1.3037407		-1.0063276		-0.54689455		-1.759084		-1.2966454		Yes		No		No		CA625253		0		CA625253		Ta.17877		0		0		0		0		0		0		wl1n.pk0129.b7 wl1n Triticum aestivum cDNA clone wl1n.pk0129.b7 5' end, mRNA sequence [CA625253]

		A_99_P467777		7.469649		7.0956874		6.4181294		7.514543		8.93446		9.723325		7.3103786		7.4227376		10.417928		8.535207		7.93205		7.3601584		2.7602727		6.180131		1.8560674		-1.065703		7.7182775		2.712305		2.8558512		-1.1129467		1.4648108		2.6276374		0.8922491		-0.09180546		2.948279		1.4395194		1.5139208		-0.15438461		Yes		Yes		Yes		TA51496_4565		0		0		0		0		0		0		0		TC415264		0		Rep: Caffeoyl-CoA O-methyltransferase - Bambusa oldhamii (Giant timber bamboo), partial (73%) [TC415264]

		A_99_P246191		13.216485		12.848901		13.2874155		13.332069		13.626717		14.452786		13.565503		13.322343		14.712864		13.381398		14.407532		13.091206		1.3288991		3.0396087		1.2125864		-1.0067647		2.8213367		1.4464309		2.1736448		-1.1817		0.4102316		1.6038857		0.27808762		-0.009726524		1.4963789		0.5324974		1.1201162		-0.2408638		No		Yes		Yes		TA66053_4565		0		0		Ta.54765		0		0		0		0		TC382147		0		0

		A_99_P020754		9.458844		6.848845		7.1451035		7.935903		12.008237		13.16933		12.863655		11.4651		14.161884		12.525635		13.34682		10.901586		5.853878		79.92		52.656933		11.545008		26.046906		51.15452		73.60421		7.811949		2.5493927		6.3204846		5.7185516		3.5291972		4.70304		5.6767898		6.2017164		2.9656825		Yes		Yes		Yes		AY234333		0		AY234333		Ta.8228		543097		LOC543097		hypothetical LOC543097		0		TC433013		0		Triticum aestivum putative agmatine coumaroyltransferase mRNA, partial cds [AY234333]

		A_99_P105900		5.7313066		6.0725236		5.268564		4.941345		4.613281		4.1956077		4.121403		3.9520397		4.462806		4.850034		3.7921028		4.816383		-2.1704974		-3.6728907		-2.2147763		-1.9852291		-2.40911		-2.3334901		-2.7826538		-1.0904793		-1.1180258		-1.8769159		-1.147161		-0.9893055		-1.2685003		-1.2224894		-1.4764614		-0.12496233		Yes		Yes		Yes		AK332382		0		AK332382		Ta.39848		0		0		0		0		TC376370		0		Triticum aestivum cDNA, clone: WT003_N13, cultivar: Chinese Spring [AK332382]

		A_99_P258756		1.9765695		1.8323776		3.2443984		2.6455734		4.42491		3.954806		8.0729475		6.1975513		6.7642465		2.5332577		8.380298		5.5735316		5.457879		4.354263		28.414381		11.728754		27.620678		1.6254961		35.160885		7.610326		2.4483404		2.1224284		4.8285494		3.5519779		4.787677		0.70088017		5.1358995		2.9279583		Yes		Yes		Yes		TA69642_4565		0		0		Ta.45381		0		0		0		0		0		0		0

		A_99_P417622		11.621398		11.87297		11.865174		12.3034935		10.7358885		10.625332		10.897942		10.926861		10.4912615		11.247078		10.492329		12.043033		-1.8474169		-2.374523		-1.9550868		-2.596616		-2.1887944		-1.5431644		-2.589809		-1.1978613		-0.8855095		-1.2476377		-0.9672327		-1.3766327		-1.1301365		-0.6258917		-1.3728456		-0.26046085		Yes		No		No		CK214913		0		0		Ta.39526		0		0		0		0		TC378643		0		0

		A_99_P018074		4.9466114		6.2049522		5.757831		4.8682218		3.9000447		4.2804866		4.376374		4.0500674		3.5530682		4.954557		3.9066029		4.1267047		-2.0656083		-3.7959623		-2.605314		-1.7631489		-2.6272314		-2.379066		-3.6080723		-1.671933		-1.0465667		-1.9244657		-1.3814573		-0.81815434		-1.3935432		-1.2503953		-1.8512282		-0.74151707		Yes		Yes		Yes		CV779614		0		CV779614		Ta.7290		0		0		0		0		TC387426		0		FGAS074023 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV779614]

		A_99_P269086		3.5626087		3.296913		3.8345957		4.170816		4.3482738		4.26227		5.5112433		5.016003		4.2131543		3.7105834		5.3333373		5.402745		1.7238868		1.9525467		3.1968424		1.7964978		1.5697618		1.3320706		2.825961		2.348808		0.78566504		0.96535707		1.6766477		0.8451872		0.6505456		0.41367054		1.4987416		1.2319288		Yes		No		No		TA72631_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P403762		2.6781712		1.9629897		2.9235287		4.1777368		5.022611		9.213612		11.538929		9.517838		6.554266		7.4390335		11.158244		9.108836		5.0786324		152.28413		392.18765		40.507042		14.683203		44.50957		301.2287		30.507656		2.34444		7.250622		8.6154		5.340101		3.8760948		5.4760437		8.234715		4.9310994		Yes		Yes		Yes		TA111347_4565		0		0		0		0		0		0		0		TC400177		0		Rep: Chromosome chr13 scaffold_149, whole genome shotgun sequence - Vitis vinifera (Grape), partial (34%) [TC400177]

		A_99_P400047		7.9494653		7.704806		7.247675		7.610581		7.0031304		6.4535522		6.3884397		7.2856393		6.4458222		6.980709		6.6126876		6.964206		-1.926971		-2.3804817		-1.8140765		-1.2526138		-2.8355784		-1.6518661		-1.5529242		-1.56523		-0.94633484		-1.2512536		-0.8592353		-0.32494164		-1.503643		-0.7240968		-0.63498735		-0.6463747		No		Yes		Yes		TA110452_4565		0		0		0		0		0		0		0		TC442176		0		0

		A_99_P563972		4.403421		5.38767		5.710823		5.9523168		2.8798866		3.6087315		4.5545096		5.292478		3.752613		4.491554		4.751246		6.0984273		-2.874945		-3.431736		-2.2288713		-1.579906		-1.5700471		-1.8610493		-1.9447397		1.1065822		-1.5235343		-1.7789385		-1.1563134		-0.6598387		-0.65080786		-0.89611626		-0.9595771		0.14611053		Yes		No		No		TC457571		0		0		0		0		0		0		0		TC457571		0		0

		A_99_P221026		15.1141		15.014427		14.506183		14.623287		14.14453		13.951522		13.627723		13.41332		13.897869		14.321305		13.264233		14.709588		-1.9582571		-2.0891345		-1.8384118		-2.3133245		-2.32339		-1.6167784		-2.36518		1.0616446		-0.96957016		-1.0629053		-0.87845993		-1.2099676		-1.2162313		-0.6931219		-1.24195		0.08630085		Yes		No		No		TA58647_4565		0		0		0		0		0		0		0		TC378249		0		Rep: Photosystem II subunit PsbS - Zea mays (Maize), partial (70%) [TC378249]

		A_99_P503597		10.166425		11.363923		11.882889		10.929553		9.803762		9.857726		10.076791		10.758858		9.193922		10.665858		10.333081		10.483029		-1.2857965		-2.8406026		-3.496952		-1.1256008		-1.9622416		-1.6223272		-2.9277809		-1.3627526		-0.36266232		-1.506197		-1.806098		-0.1706953		-0.9725027		-0.6980648		-1.5498075		-0.44652367		No		Yes		Yes		CJ808446		0		CJ808446		Ta.51361		0		0		0		0		TC433254		0		CJ808446 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct5o05 5', mRNA sequence [CJ808446]

		A_99_P471272		4.28609		4.8216443		4.5355315		4.76927		4.337724		4.099304		3.5060043		3.6404006		3.3843567		3.5404196		3.414407		3.6829798		1.0364383		-1.649856		-2.0413551		-2.1868727		-1.8683091		-2.430452		-2.1751645		-2.1232734		0.05163431		-0.7223401		-1.0295272		-1.1288693		-0.90173316		-1.2812247		-1.1211245		-1.0862901		Yes		No		No		AK335360		0		AK335360		Ta.57325		0		0		0		0		TC417263		0		Triticum aestivum cDNA, clone: WT012_L08, cultivar: Chinese Spring [AK335360]

		A_99_P470512		1.8799548		1.8227663		1.8235866		1.7724835		3.4304905		5.4766984		3.542777		1.6809319		5.6460204		2.8149548		3.5907238		1.7551154		2.9292588		12.587606		3.292516		-1.0655155		13.605005		1.9892001		3.4037786		-1.0121114		1.5505357		3.653932		1.7191905		-0.09155154		3.7660656		0.99218845		1.7671372		-0.017368078		Yes		Yes		Yes		TC416872		0		0		0		0		0		0		0		TC416872		GO:0009536(plastid)		Rep: Pathogen-related protein - Oryza sativa (Rice), partial (91%) [TC416872]

		A_99_P445677		2.012468		3.1987517		2.7432182		2.6720486		3.6758454		2.8164856		5.0980277		3.7103999		2.193764		2.9451344		4.7083116		3.429844		3.1675718		-1.3033875		5.115267		2.0538793		1.133902		-1.1921926		3.9043798		1.6909047		1.6633773		-0.38226604		2.3548095		1.0383513		0.18129587		-0.2536173		1.9650934		0.75779533		Yes		No		No		TC400676		0		0		0		0		0		0		0		TC400676		0		0

		A_99_P060381		3.9240558		2.3365812		1.6722183		1.9145855		5.2284636		5.983444		5.757282		3.151641		6.3064847		6.1855817		6.5197997		2.6352444		2.4698234		12.526079		16.97175		2.3571694		5.2141385		14.41002		28.791706		1.6479346		1.3044078		3.646863		4.0850635		1.2370554		2.382429		3.8490005		4.8475814		0.7206589		Yes		Yes		Yes		CV773147		0		CV773147		Ta.22312		0		0		0		0		TC389038		0		FGAS067543 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV773147]

		A_99_P381267		6.461544		5.7341723		6.5570474		7.1330733		3.9573536		2.2811654		3.594179		5.480844		4.2452083		4.036905		3.3388226		5.5483093		-5.673309		-10.951123		-7.796726		-3.1431897		-4.647116		-3.2428617		-9.30641		-2.9995873		-2.5041904		-3.453007		-2.9628685		-1.6522293		-2.2163358		-1.6972675		-3.2182248		-1.584764		Yes		No		No		TA105840_4565		0		0		0		0		0		0		0		TC440927		0		Rep: Flavonol synthase - Pyrus communis (Pear), partial (51%) [TC440927]

		A_99_P250996		11.578252		11.322383		10.854371		11.4039955		12.163037		12.938893		12.696919		11.375664		13.269933		11.831401		13.067551		11.262628		1.499816		3.0663245		3.5864298		-1.0198321		3.2303286		1.4230812		4.636961		-1.1029505		0.58478546		1.6165104		1.8425484		-0.028331757		1.6916809		0.50901794		2.2131796		-0.14136791		Yes		Yes		Yes		BT009326		0		BT009326		Ta.28081		0		0		0		0		TC373889		0		Triticum aestivum clone wlm24.pk0016.f9:fis, full insert mRNA sequence [BT009326]

		A_99_P377117		5.990522		5.8741946		5.2298217		7.3464074		7.7151203		9.545665		9.788825		8.878365		9.261104		8.739339		10.472545		8.8172		3.304881		12.741561		23.572018		2.8917787		9.650353		7.286087		37.863163		2.7717407		1.7245984		3.6714702		4.5590034		1.5319571		3.2705817		2.8651443		5.242723		1.4707923		Yes		Yes		Yes		TA104822_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P274736		6.682585		6.5216584		6.371117		6.721522		7.9366684		9.341031		8.085636		7.0141673		9.177968		7.634415		8.655137		6.992983		2.385156		7.058554		3.281872		1.2248843		5.6387806		2.1625848		4.8703313		1.2070296		1.2540836		2.8193727		1.714519		0.29264545		2.4953833		1.1127567		2.28402		0.271461		Yes		Yes		Yes		TA74354_4565		0		0		0		0		0		0		0		TC403381		0		Rep: SERK1 protein precursor - Zea mays (Maize), partial (82%) [TC403381]

		A_99_P239434		13.041351		13.007957		11.701861		11.933351		11.83162		11.742192		10.762703		10.148235		11.512591		12.305862		10.443515		12.000588		-2.3129451		-2.4045472		-1.9174094		-3.44646		-2.8853772		-1.6268655		-2.392214		1.0477089		-1.2097311		-1.2657652		-0.93915844		-1.7851152		-1.52876		-0.70209503		-1.2583466		0.067237854		Yes		No		No		AK334083		0		AK334083		Ta.23158		543283		LOC543283		phosphoribulokinase		0		TC377328		0		Triticum aestivum cDNA, clone: WT009_E11, cultivar: Chinese Spring [AK334083]

		A_99_P469592		9.86086		10.745397		12.044551		11.207849		9.78048		9.618154		10.626676		10.669556		9.4351		9.921376		11.292896		10.783788		-1.0572962		-2.1844091		-2.6719172		-1.4522531		-1.3432802		-1.7703326		-1.6837227		-1.3416988		-0.080379486		-1.127243		-1.4178753		-0.5382929		-0.42576027		-0.8240204		-0.7516546		-0.42406082		No		Yes		Yes		TA72366_4565		0		0		0		0		0		0		0		TC416333		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (13%) [TC416333]

		A_99_P437312		8.6368065		8.164251		9.060562		8.336791		10.258005		11.18214		10.584096		9.278922		12.374394		9.438897		11.001862		8.9542		3.0763052		8.099815		2.874944		1.9213642		13.339087		2.419394		3.8405142		1.5341172		1.6211987		3.017889		1.5235338		0.94213104		3.737588		1.2746458		1.9412994		0.61740875		Yes		Yes		Yes		TC434388		0		0		0		0		0		0		0		TC434388		0		0

		A_99_P409667		10.253895		9.076568		8.308355		8.8008175		10.870934		10.655353		8.785535		9.146779		11.524494		10.628203		9.184172		8.726514		1.5337238		2.9871817		1.3920196		1.2709979		2.4126177		2.9314933		1.8350462		-1.0528527		0.6170387		1.578785		0.47717953		0.34596157		1.2705994		1.5516357		0.87581635		-0.07430363		No		Yes		Yes		CD920229		0		0		Ta.39662		0		0		0		0		TC371737		0		Rep: Hexokinase-7 - Oryza sativa subsp. japonica (Rice), partial (62%) [TC371737]

		A_99_P170634		2.6326172		1.7273263		2.427185		2.8994882		2.269914		4.2528768		4.316214		4.7991376		3.7521474		3.9761403		5.037276		5.201555		-1.285833		5.7579303		3.7038586		3.731225		2.1727622		4.75292		6.1054206		4.931637		-0.36270332		2.5255504		1.889029		1.8996494		1.1195302		2.248814		2.6100907		2.3020666		Yes		No		No		TA73685_4565		0		0		Ta.32896		0		0		0		0		TC397910		0		Rep: Serine/threonine protein kinase - Hordeum vulgare var. distichum (Two-rowed barley), partial (41%) [TC397910]

		A_99_P160182		8.184714		8.167584		7.6525807		8.257935		8.052108		8.683064		9.042255		8.543479		8.379289		8.362056		8.940799		8.631278		-1.0962726		1.4294697		2.6201959		1.2188702		1.1443865		1.1443048		2.4422622		1.2953514		-0.1326065		0.51548004		1.3896747		0.2855444		0.19457436		0.19447136		1.288218		0.37334347		No		Yes		Yes		AK333346		0		AK333346		Ta.55162		0		0		0		0		TC447790		0		Triticum aestivum cDNA, clone: SET2_A21, cultivar: Chinese Spring [AK333346]

		A_99_P255841		9.162842		8.436478		8.838019		9.235129		8.264614		7.542711		7.624678		8.0252695		8.127702		7.8907166		7.4185615		9.236631		-1.863775		-1.8580211		-2.3187404		-2.3131516		-2.0493126		-1.4597902		-2.6748497		1.0010417		-0.8982277		-0.8937669		-1.2133412		-1.2098598		-1.03514		-0.5457611		-1.4194579		0.001502037		Yes		No		No		AF521191		0		AF521191		Ta.511		780677		LOC780677		nonphosphorylating glyceraldehyde-3-phosphate dehydrogenase		0		TC370264		0		Triticum aestivum from leaf nonphosphorylating glyceraldehyde-3-phosphate dehydrogenase mRNA, complete cds [AF521191]

		A_99_P011499		9.922789		10.464131		10.626866		10.455881		9.460105		9.526104		9.422245		10.5529175		9.599048		10.006295		9.816022		10.406554		-1.378103		-1.9159068		-2.3047676		1.069574		-1.2515717		-1.3734802		-1.7542379		-1.034782		-0.46268368		-0.9380274		-1.2046213		0.09703636		-0.32374096		-0.45783615		-0.8108444		-0.049326897		No		Yes		Yes		TA88906_4565		0		0		0		0		0		0		0		TC422930		0		Rep: Os01g0223000 protein - Oryza sativa subsp. japonica (Rice), partial (52%) [TC422930]

		A_99_P445502		8.200749		8.257212		8.148511		8.168531		8.245948		7.2271743		6.8219776		7.75981		7.4320083		7.545261		6.265377		7.9774647		1.0318251		-2.0420773		-2.507993		-1.3275088		-1.7037824		-1.6380175		-3.6887548		-1.1416075		0.04519844		-1.0300374		-1.3265333		-0.40872145		-0.76874113		-0.7119508		-1.8831339		-0.19106674		No		Yes		Yes		TA69788_4565		0		0		Ta.55316		0		0		0		0		TC369184		0		0

		A_99_P154222		6.4472466		6.5039477		6.7641263		6.8695664		7.6856284		8.91555		9.308649		8.589662		9.215343		8.036315		10.148282		8.464424		2.3593376		5.32065		5.8341513		3.2945814		6.8120875		2.8926008		10.440766		3.0206473		1.2383819		2.4116025		2.5445228		1.7200952		2.768097		1.5323672		3.3841558		1.5948577		Yes		Yes		Yes		CJ944780		0		CJ944780		Ta.53767		0		0		0		0		TC420023		0		CJ944780 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul12e01 5', mRNA sequence [CJ944780]

		A_99_P374977		5.6475368		5.43681		1.912212		2.9271603		5.666893		6.442364		3.7171764		4.30613		6.504837		6.5212364		4.7233677		3.9343784		1.0135071		2.0077145		3.4942055		2.6008255		1.811645		2.1205323		7.0184665		2.0100315		0.01935625		1.0055542		1.8049644		1.3789697		0.8573003		1.0844264		2.8111558		1.0072181		Yes		Yes		Yes		TA104309_4565		0		0		0		0		0		0		0		TC442758		0		0

		A_99_P295806		8.971958		9.031231		9.1468725		8.839156		9.69114		10.68456		10.86232		9.803397		10.778089		9.822825		10.987071		9.3718195		1.6462483		3.1455863		3.2839847		1.9510368		3.4970305		1.7309866		3.5805929		1.4465973		0.719182		1.6533289		1.7154474		0.964241		1.8061304		0.7915945		1.8401985		0.53266335		Yes		Yes		Yes		TA80451_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P225206		9.504697		9.816024		9.384913		9.653077		10.084969		11.207593		11.34271		9.900104		10.324757		10.789617		11.291466		9.651941		1.4951308		2.6236389		3.884681		1.1867585		1.7654791		1.9637249		3.7491207		-1.0007876		0.5802717		1.3915691		1.9577961		0.24702644		0.8200598		0.97359276		1.9065523		-0.0011358261		Yes		Yes		Yes		TA60048_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P239886		8.784289		8.58723		8.614762		8.761257		8.337914		11.750892		9.554414		9.696855		9.673245		9.321927		9.366059		9.530598		-1.3626121		8.961014		1.9180648		1.9126825		1.8518356		1.6640483		1.6833055		1.7044904		-0.4463749		3.163662		0.9396515		0.9355974		0.88895607		0.73469734		0.751297		0.7693405		Yes		Yes		Yes		TA64432_4565		0		0		0		0		0		0		0		TC400477		0		Rep: Glutathione-S-transferase - Hordeum vulgare (Barley), complete [TC400477]

		A_99_P470387		10.871242		10.765759		10.996151		10.671815		10.655084		9.984984		9.889667		10.08562		10.35801		10.480281		9.956434		10.419141		-1.1616359		-1.7180536		-2.153203		-1.501282		-1.4272432		-1.2188145		-2.055824		-1.1914134		-0.21615791		-0.78077507		-1.1064844		-0.586195		-0.5132313		-0.2854786		-1.0397167		-0.2526741		No		Yes		Yes		TC416783		0		0		0		0		0		0		0		TC416783		GO:0008168(methyltransferase activity)		Rep: Chromosome chr5 scaffold_72, whole genome shotgun sequence - Vitis vinifera (Grape), partial (53%) [TC416783]

		A_99_P233666		10.582065		10.582427		10.366088		10.397874		11.075643		11.62679		11.2441		10.861518		11.28064		11.357345		11.479037		10.896138		1.4079323		2.0624557		1.8378407		1.3790206		1.6229011		1.7110924		2.1628735		1.4125131		0.49357796		1.044363		0.8780117		0.46364403		0.698575		0.7749176		1.1129494		0.4982643		No		Yes		Yes		AK333147		0		AK333147		Ta.54194		543172		LOC543172		leucine-rich repeat protein		0		TC375835		0		Triticum aestivum cDNA, clone: SET1_P24, cultivar: Chinese Spring [AK333147]

		A_99_P449937		11.594859		11.926232		11.464564		11.382004		11.168897		11.176117		10.15583		10.954341		11.390301		11.258422		10.46149		10.928552		-1.3434684		-1.6819273		-2.4772406		-1.3450528		-1.1523335		-1.58866		-2.004267		-1.3693129		-0.42596245		-0.7501154		-1.3087339		-0.42766285		-0.20455837		-0.66781044		-1.0030746		-0.4534521		No		Yes		Yes		TA72342_4565		0		0		Ta.1593		0		0		0		0		TC403686		0		Rep: Chromosome chr18 scaffold_1, whole genome shotgun sequence - Vitis vinifera (Grape), partial (86%) [TC403686]

		A_99_P310591		9.464461		9.528098		9.351314		9.573568		9.174029		8.801649		8.428969		9.794227		9.183721		9.050636		8.251706		9.808888		-1.2230064		-1.6545616		-1.8951923		1.1652652		-1.2148185		-1.392292		-2.142964		1.1771679		-0.29043198		-0.726449		-0.9223442		0.2206583		-0.28074074		-0.4774618		-1.0996075		0.23532009		No		Yes		Yes		TA84830_4565		0		0		0		0		0		0		0		TC401829		0		Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat), partial (22%) [TC401829]

		A_99_P500347		8.64755		9.281999		9.013059		8.952178		7.7967496		7.79052		6.441446		8.305621		7.937307		8.521264		6.922283		8.339234		-1.8035008		-2.8117697		-5.9447365		-1.5654277		-1.6360794		-1.6943531		-4.25977		-1.5293765		-0.85080004		-1.4914784		-2.5716128		-0.64655685		-0.71024275		-0.76073456		-2.0907755		-0.61294365		Yes		Yes		Yes		AK334798		0		AK334798		Ta.692		0		0		0		0		TC431876		0		Triticum aestivum cDNA, clone: WT011_B16, cultivar: Chinese Spring [AK334798]

		A_99_P152487		8.166591		8.59618		9.121909		8.270276		10.372266		11.682945		11.503888		10.558041		11.934361		11.00081		11.946719		9.769237		4.6129036		8.495892		5.2125125		4.882989		13.621095		5.2949963		7.085207		2.8263898		2.2056751		3.0867653		2.381979		2.2877645		3.7677708		2.4046297		2.82481		1.4989605		Yes		Yes		Yes		CJ856966		0		CJ856966		Ta.53348		0		0		0		0		0		0		CJ856966 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal38h19 5', mRNA sequence [CJ856966]

		A_99_P646401		12.984128		12.8570795		15.005615		14.493375		13.036748		11.654515		13.474617		14.4561615		12.7071		12.350726		13.456435		14.366074		1.0371467		-2.3014836		-2.8898573		-1.0261298		-1.2116963		-1.4204552		-2.9265077		-1.0922486		0.052619934		-1.2025642		-1.5309982		-0.037213326		-0.27702808		-0.5063534		-1.54918		-0.12730122		No		Yes		Yes		DQ867075		0		DQ867075		Ta.50448		100037609		pip1:2		aquaporin 1:2		0		0		0		Triticum aestivum plasma membrane intrinsic protein (AQP1) mRNA, complete cds [DQ867075]

		A_99_P208911		5.439707		4.8013463		5.4599433		7.2722836		8.951616		10.542062		11.41378		9.453027		10.125302		9.051247		11.650619		9.95616		11.40749		53.47214		61.98456		4.5338707		25.733852		19.026		73.04306		6.4258		3.5119095		5.7407155		5.953837		2.1807432		4.6855955		4.2499003		6.1906753		2.683876		Yes		Yes		Yes		TA53777_4565		0		0		Ta.36668		0		0		0		0		TC374050		0		Rep: Os09g0471400 protein - Oryza sativa subsp. japonica (Rice), partial (92%) [TC458811]

		A_99_P485257		5.5655923		5.954256		5.997177		5.722159		4.8513894		4.879271		4.8925624		5.5464783		4.9519234		5.705223		5.172149		5.607452		-1.6405765		-2.1067002		-2.1504145		-1.1294972		-1.5301455		-1.1884103		-1.7715694		-1.0827551		-0.7142029		-1.074985		-1.1046147		-0.17568064		-0.6136689		-0.24903297		-0.82502794		-0.11470699		No		Yes		Yes		TC424854		0		0		0		0		0		0		0		TC424854		0		0

		A_99_P037749		13.236348		13.186198		12.28004		13.16761		12.721854		12.709193		10.636713		12.24279		12.430594		12.630773		10.977916		12.907975		-1.428493		-1.3918512		-3.1238534		-1.8984473		-1.7480588		-1.4696021		-2.4659166		-1.1971757		-0.51449394		-0.477005		-1.6433268		-0.92481995		-0.8057537		-0.55542564		-1.302124		-0.25963497		No		Yes		Yes		AK332537		0		AK332537		Ta.14000		100127081		ERFL1a		ethylene-responsive factor-like transcription factor ERFL1a		0		NP13081129		0		Triticum aestivum cDNA, clone: WT004_D16, cultivar: Chinese Spring [AK332537]

		A_99_P406277		4.0623074		2.7187212		1.61163		2.925679		3.7532504		4.5484962		3.2602336		3.8913887		4.8478227		3.4030726		3.5383484		3.9660923		-1.2388977		3.5548165		3.1353004		1.953024		1.7237079		1.6069794		3.8018944		2.0568168		-0.309057		1.8297751		1.6486037		0.9657097		0.7855153		0.68435144		1.9267185		1.0404134		Yes		No		No		NP9349870		0		0		0		0		0		0		0		NP9349870		0		GB

		A_99_P547177		4.8581076		4.6641216		5.6044235		4.846108		4.3701916		4.0886455		4.2947993		4.1028266		3.4755285		3.8014002		3.8578494		3.394801		-1.4024175		-1.4901692		-2.4787695		-1.6739789		-2.6073406		-1.8184654		-3.355608		-2.734557		-0.487916		-0.57547617		-1.3096242		-0.74328136		-1.3825791		-0.86272144		-1.7465742		-1.451307		Yes		No		No		CA599825		0		0		Ta.48501		0		0		0		0		TC451260		0		Rep: Asynapsis 1 - Triticum aestivum (Wheat), partial (18%) [TC451260]

		A_99_P077090		5.165625		5.1145062		5.278612		4.7622247		4.6546693		3.817815		4.1296334		3.615811		3.6894686		3.5400705		3.4414167		3.3710492		-1.424994		-2.456648		-2.2175686		-2.2136292		-2.7820656		-2.9781897		-3.5731473		-2.6229231		-0.5109558		-1.2966912		-1.1489787		-1.1464136		-1.4761565		-1.5744357		-1.8371954		-1.3911755		Yes		No		No		CK194439		0		CK194439		Ta.29734		0		0		0		0		0		0		FGAS002869 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK194439]

		A_99_P546787		2.7437782		1.7219301		2.5240772		1.6236008		3.5139225		5.005217		3.9484856		4.4910665		3.4410295		3.9432304		4.016742		3.9041824		1.7054403		9.735716		2.6840441		7.2978196		1.6214126		4.6631346		2.8140833		4.8587375		0.7701442		3.283287		1.4244084		2.8674655		0.6972513		2.2213001		1.492665		2.2805815		Yes		Yes		Yes		BQ162030		0		0		Ta.8534		0		0		0		0		TC413445		0		Rep: Chromosome chr15 scaffold_37, whole genome shotgun sequence - Vitis vinifera (Grape), partial (33%) [TC413445]

		A_99_P197026		11.503273		11.198091		10.949536		10.708633		10.5832815		10.028853		8.54156		9.018668		11.109338		10.37605		9.014739		9.194588		-1.8921041		-2.2489276		-5.307293		-3.2264893		-1.3139726		-1.7679048		-3.823244		-2.8560984		-0.9199915		-1.1692371		-2.4079762		-1.6899652		-0.3939352		-0.82204056		-1.9347973		-1.5140457		Yes		Yes		Yes		TA49831_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P330446		8.120465		8.231357		7.400168		7.1757083		7.9445267		8.527847		8.233525		7.568451		7.91317		8.695437		8.552583		7.125359		-1.1296991		1.2281533		1.7818271		1.312887		-1.1545218		1.3794382		2.2228565		-1.0355155		-0.1759386		0.29649067		0.83335733		0.39274263		-0.20729542		0.4640808		1.1524148		-0.050349236		No		Yes		Yes		TA90679_4565		0		0		Ta.42108		0		0		0		0		TC383299		0		Rep: Alginate lyase - Sphingomonas sp. A1, partial (6%) [TC383299]

		A_99_P071915		1.951253		1.8565792		1.9261962		2.4603326		5.2771974		8.402173		6.138113		2.5429122		8.5996		4.777445		6.3384633		1.8905201		10.027878		93.41574		18.531618		1.0589098		100.31176		7.5730033		21.292408		-1.4843307		3.3259444		6.5455937		4.211917		0.08257961		6.648347		2.9208655		4.412267		-0.56981254		Yes		Yes		Yes		BT009410		0		BT009410		Ta.27359		0		0		0		0		0		0		Triticum aestivum clone wlm96.pk061.i14:fis, full insert mRNA sequence [BT009410]

		A_99_P093615		6.184511		6.4530616		6.1072526		6.358374		4.9660954		4.968077		4.981283		4.9017835		4.348498		5.523104		4.7388453		5.7542725		-2.3269105		-2.7991414		-2.1824815		-2.74459		-3.570221		-1.9052197		-2.5818536		-1.5200319		-1.2184157		-1.4849844		-1.1259694		-1.4565907		-1.8360133		-0.9299574		-1.3684072		-0.60410166		Yes		No		No		AB124855		0		AB124855		Ta.35329		0		0		0		0		TC380212		0		Triticum aestivum CYP71C6v3 mRNA for P450, complete cds [AB124855]

		A_99_P522107		5.4243717		4.797654		6.005657		5.916542		4.9765964		4.0155845		4.8167596		4.7420096		3.2935944		3.5264664		3.9677446		4.522218		-1.3639355		-1.719596		-2.2797847		-2.2571971		-4.379534		-2.4136019		-4.106509		-2.6286533		-0.44777536		-0.7820697		-1.1888976		-1.1745324		-2.1307774		-1.2711878		-2.0379126		-1.3943238		Yes		No		No		CJ860037		0		CJ860037		Ta.62726		0		0		0		0		TC441325		0		CJ860037 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal9l20 5', mRNA sequence [CJ860037]

		A_99_P011544		6.5400143		6.385986		6.9422317		6.9153686		5.8954844		5.1002455		5.4075694		5.997263		6.267489		5.7625785		6.315577		6.2459235		-1.5632298		-2.4380715		-2.897206		-1.8896323		-1.2079203		-1.5405092		-1.5439806		-1.590461		-0.6445298		-1.2857404		-1.5346622		-0.9181056		-0.2725253		-0.62340736		-0.6266546		-0.66944504		Yes		No		No		AK330275		0		AK330275		Ta.5048		0		0		0		0		TC385134		0		Triticum aestivum cDNA, clone: SET4_A24, cultivar: Chinese Spring [AK330275]

		A_99_P431327		11.943624		10.129987		10.481757		10.746806		12.042674		11.06033		13.086883		11.396478		11.8621855		11.16466		12.777102		11.6059265		1.0710683		1.9057299		6.084444		1.5688109		-1.0580722		2.0486503		4.908715		1.813932		0.09905052		0.9303436		2.6051254		0.64967155		-0.081438065		1.0346737		2.2953453		0.85912037		Yes		Yes		Yes		TA54122_4565		0		0		Ta.28612		0		0		0		0		TC440370		0		0

		A_99_P223071		12.413284		12.64949		12.834114		12.89481		13.914703		15.882156		14.713634		13.039725		14.500386		14.970127		15.331038		12.992561		2.8312106		9.400034		3.679525		1.1056659		4.248937		4.9955263		5.6448073		1.0701045		1.5014191		3.232666		1.8795195		0.14491558		2.087102		2.3206367		2.4969244		0.09775162		Yes		Yes		Yes		TA59352_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P293616		7.516155		7.9047394		7.2247014		7.541247		5.8909564		6.9103103		3.1789103		7.8391438		6.763991		6.0564866		2.9001112		7.4013886		-3.0848458		-1.992292		-16.515985		1.2293509		-1.6843172		-3.6006386		-20.03694		-1.1017969		-1.6251984		-0.9944291		-4.045791		0.29789686		-0.7521639		-1.8482528		-4.32459		-0.13985825		Yes		Yes		Yes		TA79832_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P275896		12.219395		11.9935		10.69671		11.668338		12.377307		12.286687		12.04313		12.468493		12.632248		12.763276		12.556793		12.245056		1.1156715		1.2253443		2.542804		1.741289		1.3313162		1.7050054		3.630287		1.4914528		0.15791225		0.29318714		1.3464203		0.80015564		0.41285324		0.76977634		1.8600836		0.57671833		No		Yes		Yes		TA74703_4565		0		0		0		0		0		0		0		TC458881		0		Rep: Aleurone ribonuclease - Hordeum vulgare (Barley), complete [TC458881]

		A_99_P072445		10.882034		10.219818		9.149325		9.330069		11.448276		11.60435		10.720345		9.946567		12.078786		11.030772		10.964752		9.939824		1.4806609		2.6108725		2.9711454		1.5331491		2.2922297		1.7543713		3.5196373		1.5260006		0.56624126		1.384532		1.5710192		0.616498		1.1967516		0.8109541		1.8154268		0.6097555		Yes		Yes		Yes		CD929369		0		CD929369		Ta.27707		0		0		0		0		TC398582		0		GR45.107O02F010319 GR45 Triticum aestivum cDNA clone GR45107O02, mRNA sequence [CD929369]

		A_99_P433212		8.14663		6.363483		4.9833016		5.2129636		9.716971		10.298032		10.496209		7.9838357		10.449791		10.426343		11.053149		7.0706887		2.9697492		15.290343		45.661537		6.825204		4.935378		16.712551		67.174774		3.6243572		1.5703411		3.9345489		5.5129075		2.770872		2.3031607		4.06286		6.0698476		1.8577251		Yes		Yes		Yes		TA94744_4565		0		0		0		0		0		0		0		TC391050		0		Rep: Chromosome chr9 scaffold_7, whole genome shotgun sequence - Vitis vinifera (Grape), partial (16%) [TC391050]

		A_99_P516407		6.498207		6.0298347		6.277017		6.3310795		5.986646		5.2451377		5.159413		6.0214863		5.4746833		5.29773		5.324848		5.7802987		-1.4255918		-1.7227305		-2.1698635		-1.2393582		-2.0328782		-1.6610607		-1.9347792		-1.4648782		-0.5115609		-0.78469706		-1.1176043		-0.3095932		-1.0235238		-0.7321048		-0.95216894		-0.5507808		No		Yes		Yes		CA642236		0		0		Ta.8636		0		0		0		0		TC438972		0		Rep: Lysine-rich arabinogalactan protein 19 precursor - Arabidopsis thaliana (Mouse-ear cress), partial (11%) [TC438972]

		A_99_P000841		1.6727442		2.5727737		1.641955		1.7590756		2.5633276		4.7118716		5.0999694		5.1504064		2.4288907		5.1274743		4.816538		4.394839		1.8539257		4.4048653		10.989201		10.492821		1.6889733		5.875455		9.029105		6.215038		0.8905834		2.139098		3.4580145		3.3913307		0.75614655		2.5547006		3.174583		2.6357632		Yes		No		No		BF474953		0		BF474953		Ta.413		0		0		0		0		TC421946		0		WHE2104_A07_B14ZS Wheat salt-stressed crown cDNA library Triticum aestivum cDNA clone WHE2104_A07_B14, mRNA sequence [BF474953]

		A_99_P300131		12.435		12.72115		10.112782		10.894164		12.348626		12.698571		11.355766		11.253124		12.271653		12.842236		11.687322		11.040576		-1.0616986		-1.0157738		2.366877		1.2825012		-1.1198823		1.0875525		2.9784055		1.1068133		-0.08637428		-0.022579193		1.2429848		0.35896015		-0.16334724		0.12108517		1.5745401		0.1464119		No		Yes		Yes		TA81710_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P339931		5.892988		4.7292533		2.9732628		4.954885		6.142183		7.393603		5.8279777		5.5309863		6.566172		6.5200977		5.543171		5.13765		1.1885434		6.339414		7.2336054		1.490815		1.5945883		3.4601736		5.937716		1.1350572		0.24919462		2.6643496		2.8547149		0.5761013		0.6731839		1.7908444		2.5699081		0.182765		Yes		Yes		Yes		TA93573_4565		0		0		0		0		0		0		0		TC385034		0		Rep: Os12g0611100 protein - Oryza sativa subsp. japonica (Rice), partial (79%) [TC385034]

		A_99_P402792		3.5000155		3.5190537		3.0166156		4.8420568		6.741089		8.998242		8.675942		6.949146		7.744877		7.8653007		8.658798		6.9815154		9.454973		44.606712		50.539047		4.3082113		18.959665		20.339985		49.942024		4.4059668		3.2410734		5.479189		5.6593266		2.107089		4.2448616		4.3462467		5.6421824		2.1394587		Yes		Yes		Yes		TA111116_4565		0		0		0		0		0		0		0		TC411407		0		Rep: Chromosome chr2 scaffold_132, whole genome shotgun sequence - Vitis vinifera (Grape), partial (29%) [TC443989]

		A_99_P552442		4.089995		4.522766		3.95417		5.1333694		4.016906		4.4120255		4.984851		4.703493		3.9970706		4.4314656		5.0789447		4.4976516		-1.0519668		-1.0797825		2.0429883		-1.3471181		-1.0665299		-1.06533		2.1806748		-1.5537107		-0.07308912		-0.11074066		1.0306809		-0.42987633		-0.09292436		-0.09130049		1.1247747		-0.63571787		No		Yes		Yes		AK334982		0		AK334982		Ta.56094		542939		LOC542939		ste20-related protein		0		TC453202		0		Triticum aestivum cDNA, clone: WT011_L07, cultivar: Chinese Spring [AK334982]

		A_99_P362181		6.787088		6.4995246		6.592146		7.1348376		6.0016046		5.658715		5.667647		6.3408523		5.7906		5.777983		4.3779283		7.1067867		-1.7236698		-1.7910552		-1.898025		-1.7338575		-1.9951373		-1.6489428		-4.640299		-1.0196337		-0.78548336		-0.8408098		-0.92449903		-0.79398537		-0.9964881		-0.7215414		-2.2142177		-0.0280509		No		Yes		Yes		TA100764_4565		0		0		0		0		0		0		0		TC458761		0		0

		A_99_P073640		5.06432		5.4740696		5.496834		5.486183		4.75392		4.1800456		4.901451		3.631567		4.3546576		4.588944		4.1729126		4.4473453		-1.2400515		-2.4521105		-1.5108733		-3.6165552		-1.6354214		-1.8469255		-2.503456		-2.054572		-0.3104		-1.294024		-0.5953827		-1.8546162		-0.70966244		-0.88512564		-1.3239212		-1.0388379		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P153402		10.096825		10.372405		10.819995		11.314933		8.741379		8.450495		9.454619		10.0611925		8.151631		9.284938		9.4437275		10.387586		-2.5587618		-3.7892447		-2.576434		-2.3845885		-3.8508937		-2.1250064		-2.5959587		-1.9017758		-1.3554459		-1.9219103		-1.3653755		-1.2537403		-1.9451933		-1.0874672		-1.3762674		-0.9273472		Yes		Yes		Yes		CJ899249		0		CJ899249		Ta.53563		0		0		0		0		TC429143		0		CJ899249 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles19i03 5', mRNA sequence [CJ899249]

		A_99_P531387		9.838226		9.849774		9.793742		9.83012		9.684075		8.885873		8.325341		9.197179		9.291817		9.242049		8.167027		9.606834		-1.1127665		-1.9505777		-2.7671502		-1.5507233		-1.4604466		-1.5238545		-3.0880897		-1.1673893		-0.15415096		-0.9639015		-1.468401		-0.63294125		-0.5464096		-0.60772514		-1.6267147		-0.22328568		No		Yes		Yes		CA498790		0		0		Ta.20534		0		0		0		0		TC444537		0		Rep: AHM2 - Triticum aestivum (Wheat), partial (22%) [TC444537]

		A_99_P420562		8.029945		7.9318137		7.310721		7.519881		6.7959576		6.742651		6.533458		6.1564007		6.9459395		7.1128845		6.5182586		7.25712		-2.3521626		-2.2802038		-1.7138759		-2.573051		-2.119914		-1.7640961		-1.7320281		-1.1997724		-1.2339878		-1.1891627		-0.7772627		-1.3634801		-1.0840058		-0.8189292		-0.79246235		-0.26276064		Yes		No		No		TC381103		0		0		0		0		0		0		0		TC381103		GO:0009536(plastid)		Rep: 50S ribosomal protein L28, chloroplast precursor - Arabidopsis thaliana (Mouse-ear cress), partial (56%) [TC381103]

		A_99_P129755		11.202094		11.79932		10.610442		9.804569		9.538472		10.465713		10.156177		8.823456		9.176516		11.149369		9.478917		10.066218		-3.168109		-2.5203214		-1.3700852		-1.9739883		-4.071551		-1.5691149		-2.1909022		1.1988484		-1.6636219		-1.3336077		-0.4542656		-0.98111343		-2.0255785		-0.649951		-1.131525		0.26164913		Yes		No		No		DR737815		0		DR737815		Ta.47197		0		0		0		0		TC405613		0		FGAS083032 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR737815]

		A_99_P265101		9.730289		10.044555		9.683705		10.008485		10.308366		11.030796		10.885354		10.223762		10.922699		10.566426		11.143153		10.213661		1.4928575		1.9810171		2.3000238		1.1609266		2.285341		1.4358166		2.750031		1.1528273		0.57807636		0.98624134		1.2016487		0.21527672		1.1924095		0.52187157		1.4594479		0.20517635		No		Yes		Yes		TA71435_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P223616		15.22919		15.903797		15.960771		15.998657		14.951683		14.43065		15.247757		15.714171		14.2716875		15.249036		14.424254		16.024622		-1.2120984		-2.776269		-1.6392248		-1.2179761		-1.9419451		-1.5743555		-2.9009314		1.0181603		-0.27750683		-1.4731474		-0.71301365		-0.28448582		-0.95750237		-0.6547613		-1.5365162		0.025964737		No		Yes		Yes		TA59579_4565		0		0		0		0		0		0		0		TC402731		0		Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat), partial (15%) [TC402731]

		A_99_P517657		10.121558		10.031419		10.558769		10.195574		10.085137		9.420117		9.739994		9.988724		9.838075		9.572088		9.395824		10.126365		-1.0255663		-1.5276366		-1.7639078		-1.1541655		-1.2171302		-1.3749037		-2.23914		-1.0491414		-0.036420822		-0.6113014		-0.8187752		-0.20685005		-0.2834835		-0.45933056		-1.1629448		-0.0692091		No		Yes		Yes		TC439513		0		0		0		0		0		0		0		TC439513		0		Rep: Axe2 - Trichoderma reesei (Hypocrea jecorina), partial (7%) [TC439513]

		A_99_P343771		10.578752		10.07355		11.156669		10.702686		10.836501		9.618318		10.611997		9.119691		9.215339		9.545035		9.210529		9.394527		1.1956122		-1.3710039		-1.4586887		-2.9959123		-2.572931		-1.4424436		-3.8534198		-2.4762533		0.25774956		-0.45523262		-0.544672		-1.5829954		-1.3634129		-0.52851486		-1.9461393		-1.3081589		Yes		No		No		TA94791_4565		0		0		0		0		0		0		0		TC455689		0		Rep: Aconitate hydratase 2, mitochondrial precursor - Arabidopsis thaliana (Mouse-ear cress), partial (16%) [TC455689]

		A_99_P303866		8.504989		8.141368		7.50992		7.547236		9.252832		10.004016		9.661273		8.312608		9.979149		9.26656		9.688908		8.477126		1.6792811		3.6367457		4.442442		1.699808		2.7782187		2.1813052		4.5283566		1.905131		0.74784374		1.862648		2.151353		0.7653718		1.4741602		1.1251917		2.1789875		0.92989016		Yes		Yes		Yes		TA82830_4565		0		0		Ta.4303		0		0		0		0		TC379672		0		Rep: Sterol desaturase-like - Oryza sativa subsp. japonica (Rice), partial (95%) [TC379672]

		A_99_P256341		6.501534		6.9802566		5.7104263		6.783714		9.202763		11.192046		10.914577		9.202876		9.762147		10.927203		10.720935		9.174279		6.5035553		18.529982		36.864243		5.3486037		9.5839		15.422306		32.233936		5.243628		2.7012286		4.2117896		5.20415		2.4191623		3.260613		3.9469466		5.0105085		2.3905654		Yes		Yes		Yes		TA68927_4565		0		0		0		0		0		0		0		TC415184		0		Rep: Major facilitator superfamily MFS_1 - Sphingomonas wittichii (strain RW1 / DSM 6014 / JCM 10273), partial (5%) [TC415184]

		A_99_P283556		11.014815		12.105492		11.279724		9.370044		10.541102		9.792811		10.397766		8.58063		9.646755		10.955017		9.627382		9.579596		-1.3886788		-4.968052		-1.8428748		-1.7283716		-2.5812325		-2.219869		-3.1434348		1.1563289		-0.47371292		-2.3126802		-0.881958		-0.78941345		-1.3680601		-1.1504745		-1.6523418		0.20955181		Yes		No		No		TA76929_4565		0		0		Ta.46233		0		0		0		0		TC401119		0		0

		A_99_P434707		6.785998		6.5781674		6.656487		6.0817523		7.3290095		8.012597		7.6915874		6.6575017		7.681114		7.2428966		7.9153447		6.5559025		1.4570109		2.702753		2.0492563		1.4904515		1.8597598		1.5852706		2.3930619		1.3890997		0.54301167		1.4344296		1.0351005		0.5757494		0.8951163		0.6647291		1.2588577		0.47415018		No		Yes		Yes		TC392301		0		0		0		0		0		0		0		TC392301		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, complete [TC392301]

		A_99_P304201		5.696671		4.458067		3.323824		6.049481		4.093945		2.1608891		4.169109		3.4391153		3.8371422		3.1466358		2.4939158		4.152906		-3.0371664		-4.9149537		1.7966195		-6.106584		-3.6288912		-2.4818761		-1.7775722		-3.7232823		-1.602726		-2.2971778		0.84528494		-2.6103656		-1.8595288		-1.3114312		-0.82990813		-1.896575		Yes		No		No		TA82920_4565		0		0		0		0		0		0		0		TC371591		0		Rep: Os03g0439500 protein - Oryza sativa subsp. japonica (Rice), partial (44%) [TC371591]

		A_99_P258026		11.492401		11.493961		11.032478		11.258342		10.344011		10.627792		9.84515		9.737812		10.327783		10.873932		9.521339		11.019478		-2.2166636		-1.822816		-2.2773063		-2.8689637		-2.2417393		-1.5369066		-2.8503497		-1.180063		-1.1483898		-0.866169		-1.1873283		-1.5205297		-1.1646185		-0.62002945		-1.5111389		-0.23886395		Yes		No		No		CJ730863		0		CJ730863		Ta.62454		0		0		0		0		TC400416		0		CJ730863 Y.Ogihara unpublished cDNA library Wh_SH Triticum aestivum cDNA clone whsh1o17 5', mRNA sequence [CJ730863]

		A_99_P357466		4.9035516		3.0130064		3.1429489		3.2782404		5.68374		5.7900405		6.179563		4.013411		6.5211487		5.995198		6.162933		4.099319		1.7173554		6.8544173		8.20563		1.6645943		3.068635		7.9018545		8.111586		1.7667263		0.78018856		2.777034		3.0366142		0.7351706		1.6175971		2.9821913		3.019984		0.82107854		Yes		No		No		AK333982		0		AK333982		Ta.1581		0		0		0		0		TC403930		0		Triticum aestivum cDNA, clone: WT008_F16, cultivar: Chinese Spring [AK333982]

		A_99_P118515		6.2333755		5.946444		5.1519794		5.4753747		6.5315347		6.7280045		6.2668056		5.655304		7.082524		6.2489753		6.499658		5.6883836		1.2295744		1.7189891		2.1656892		1.1328284		1.8014371		1.2333064		2.545023		1.159103		0.29815912		0.7815604		1.1148262		0.17992926		0.8491483		0.30253124		1.3476787		0.21300888		No		Yes		Yes		CJ683468		0		CJ683468		Ta.43684		0		0		0		0		TC419917		0		CJ683468 Y.Ogihara unpublished cDNA library Wh_PCDAM Triticum aestivum cDNA clone whpc12j03 5', mRNA sequence [CJ683468]

		A_99_P268591		10.495281		10.698878		9.706849		10.181252		10.750099		11.542999		10.857509		10.427947		10.992752		11.204307		11.220735		10.581719		1.1931852		1.7951707		2.2201538		1.1864864		1.4117365		1.4195447		2.8557813		1.3199359		0.25481796		0.844121		1.1506596		0.24669552		0.49747086		0.5054283		1.5138855		0.40046787		No		Yes		Yes		AK334892		0		AK334892		Ta.3495		0		0		0		0		TC378950		0		Triticum aestivum cDNA, clone: WT011_G12, cultivar: Chinese Spring [AK334892]

		A_99_P273521		8.420999		8.494952		8.5874815		8.004434		6.8376765		7.2096906		7.6777782		6.7112923		6.845196		7.6046906		7.5408206		7.871654		-2.9965906		-2.4372625		-1.878659		-2.4506109		-2.9810133		-1.8535123		-2.0657432		-1.0964041		-1.583322		-1.2852616		-0.90970325		-1.2931414		-1.5758028		-0.89026165		-1.0466609		-0.1327796		Yes		No		No		TA73988_4565		0		0		0		0		0		0		0		TC396849		0		Rep: Chromosome chr1 scaffold_135, whole genome shotgun sequence - Vitis vinifera (Grape), complete [TC396849]

		A_99_P143748		3.9801788		3.8206604		2.7408485		3.2917292		4.5012717		5.32161		4.729136		4.1816897		4.998504		4.4859505		4.921089		4.2434554		1.4350419		2.8302896		3.9676573		1.8531255		2.0255663		1.5858872		4.5322914		1.9341855		0.5210929		1.5009496		1.9882874		0.8899605		1.0183253		0.6652901		2.1802406		0.9517262		Yes		No		No		CA597624		0		CA597624		Ta.51262		0		0		0		0		TC409435		0		wpa1c.pk015.d20 wpa1c Triticum aestivum cDNA clone wpa1c.pk015.d20 5' end, mRNA sequence [CA597624]

		A_99_P322071		8.293964		7.5792313		7.441404		7.4592147		8.682917		9.145799		8.316822		7.877023		9.45469		8.103725		8.70586		7.756779		1.309442		2.9619913		1.8345398		1.3358967		2.2356985		1.4384291		2.4023664		1.2290678		0.38895226		1.5665674		0.8754182		0.41780853		1.1607256		0.5244942		1.2644563		0.2975645		No		Yes		Yes		TA88156_4565		0		0		Ta.39036		0		0		0		0		TC373232		0		0

		A_99_P485807		4.38423		2.47144		3.8558438		3.972079		5.0297217		2.748553		6.1304893		5.092888		4.874327		3.4290276		5.345724		4.3578935		1.5642722		1.2117676		4.8387876		2.1746886		1.4045393		1.9420596		2.8086567		1.3065972		0.6454916		0.27711296		2.2746456		1.1208088		0.49009705		0.9575875		1.4898803		0.38581443		Yes		No		No		TC425131		0		0		0		0		0		0		0		TC425131		0		Rep: Chromosome chr3 scaffold_8, whole genome shotgun sequence - Vitis vinifera (Grape), partial (12%) [TC425131]

		A_99_P128255		8.493073		8.612283		8.34051		8.626299		7.9891686		7.71723		7.0960064		8.570301		8.247558		8.093259		7.1456246		8.864621		-1.4180465		-1.859678		-2.3693707		-1.0395778		-1.1855166		-1.4329854		-2.289267		1.17962		-0.5039048		-0.8950529		-1.244504		-0.05599785		-0.24551582		-0.5190239		-1.1948857		0.23832226		No		Yes		Yes		TA84829_4565		0		0		0		0		0		0		0		TC382556		0		Rep: ETTIN-like auxin response factor - Triticum aestivum (Wheat), complete [TC382556]

		A_99_P508817		2.9915295		3.8277714		3.5587528		3.741434		6.647965		6.3673396		7.3707175		6.1521225		8.247835		5.593361		7.075806		5.3601937		12.6094675		5.8141494		14.044806		5.31728		38.22132		3.400129		11.4482355		3.0711088		3.6564355		2.5395682		3.8119648		2.4106884		5.2563057		1.7655895		3.5170534		1.6187596		Yes		Yes		Yes		TC435539		0		0		0		0		0		0		0		TC435539		GO:0005575(cellular_component)|GO:0008150(biological_process)		Rep: Os05g0588900 protein - Oryza sativa subsp. japonica (Rice), partial (30%) [TC435539]

		A_99_P291831		10.185918		10.397178		11.086662		10.4089575		9.890292		9.360047		10.339928		10.672829		9.778538		9.75824		9.967233		10.764938		-1.2274172		-2.0521417		-1.6779906		1.2006962		-1.3262751		-1.5571824		-2.1726105		1.2798555		-0.2956257		-1.0371304		-0.7467346		0.2638712		-0.4073801		-0.63893795		-1.1194296		0.35598087		No		Yes		Yes		TA79323_4565		0		0		Ta.33193		0		0		0		0		TC399092		0		0

		A_99_P111100		5.43626		5.604277		5.3263		5.1558266		5.1303945		4.373095		4.732254		4.2463264		4.2698817		4.249554		4.34917		4.1881514		-1.2361603		-2.3475926		-1.5094743		-1.8783945		-2.2444758		-2.55748		-1.9685453		-1.9556866		-0.30586576		-1.2311821		-0.5940461		-0.9095001		-1.1663785		-1.354723		-0.97712994		-0.9676752		Yes		No		No		DR732719		0		DR732719		Ta.41429		0		0		0		0		0		0		FGAS078639 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [DR732719]

		A_99_P300126		10.2011175		9.133913		8.89114		9.252979		9.629951		9.465316		10.854541		10.231921		11.494287		8.9891205		11.52586		10.673942		-1.4857249		1.2582362		3.899802		1.9710193		2.4506578		-1.1055716		6.210545		2.6776407		-0.571167		0.33140278		1.9634008		0.9789419		1.293169		-0.14479256		2.6347198		1.4209623		Yes		No		No		TA81709_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P499322		5.1899943		7.3092957		7.977627		7.511457		4.1494427		4.4243774		6.124929		6.454357		3.694372		5.8646264		6.461691		6.6054516		-2.057014		-7.3866396		-3.6117496		-2.0807445		-2.8198578		-2.7220042		-2.859843		-1.8738499		-1.0405517		-2.8849182		-1.8526978		-1.0570998		-1.4956224		-1.4446692		-1.5159359		-0.9060054		Yes		Yes		Yes		AK333778		0		AK333778		Ta.44401		0		0		0		0		TC431450		0		Triticum aestivum cDNA, clone: WT008_E08, cultivar: Chinese Spring [AK333778]

		A_99_P404057		9.603409		9.650646		10.029054		9.62418		9.521768		8.813058		9.05532		8.649619		8.621712		8.575466		8.403735		8.384331		-1.0582212		-1.7870603		-1.9639169		-1.9650428		-1.974787		-2.106985		-3.0851028		-2.3617382		-0.0816412		-0.8375883		-0.9737339		-0.97456074		-0.9816971		-1.07518		-1.6253185		-1.2398491		Yes		No		No		TA111422_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P071982		7.5416927		6.8850503		9.325017		8.606698		8.925412		8.662073		11.416454		9.596486		9.3073		8.679904		11.655782		9.37073		2.6094024		3.427182		4.2617245		1.9858932		3.40017		3.4698029		5.0307198		1.6982306		1.3837194		1.7770228		2.0914373		0.98978806		1.7656069		1.7948537		2.3307648		0.76403236		Yes		Yes		Yes		BT009369		0		BT009369		Ta.27443		0		0		0		0		TC384071		0		Triticum aestivum clone wlm96.pk028.e8:fis, full insert mRNA sequence [BT009369]

		A_99_P441167		2.899273		2.019092		3.1324673		2.3550644		4.8084216		4.9070435		4.873752		5.8223863		4.7589498		4.5337057		4.5748477		3.1249044		3.7558742		7.402186		3.343328		11.060325		3.6292636		5.714446		2.717689		1.7050806		1.9091487		2.8879514		1.7412848		3.4673219		1.8596768		2.5146136		1.4423804		0.76984		Yes		Yes		Yes		TC397293		0		0		0		0		0		0		0		TC397293		0		Rep: Predicted protein - Physcomitrella patens subsp. patens, partial (4%) [TC397293]

		A_99_P360376		4.428243		5.444362		5.8935294		5.9387937		3.8383033		3.9490583		4.716095		5.1544495		3.3579378		4.6510177		4.9985976		5.3206935		-1.5051839		-2.8192353		-2.261742		-1.7223092		-2.0998778		-1.7330875		-1.859522		-1.5348526		-0.58993983		-1.4953039		-1.1774344		-0.7843442		-1.0703053		-0.7933445		-0.8949318		-0.61810017		Yes		Yes		Yes		AK330875		0		AK330875		Ta.33892		0		0		0		0		TC422637		0		Triticum aestivum cDNA, clone: SET5_I12, cultivar: Chinese Spring [AK330875]

		A_99_P298226		11.019155		11.37056		11.580451		11.152101		10.573285		10.024063		10.471534		10.95165		10.195683		10.706551		10.347767		10.951904		-1.3621348		-2.5429385		-2.1568372		-1.1490574		-1.7696598		-1.5844796		-2.350038		-1.1488546		-0.44586945		-1.3464966		-1.1089172		-0.2004509		-0.823472		-0.6640091		-1.2326841		-0.20019627		No		Yes		Yes		TA81155_4565		0		0		0		0		0		0		0		TC371059		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (88%) [TC371059]

		A_99_P285116		3.7604454		4.469886		3.7905633		4.591248		5.5475655		5.1311855		8.304395		5.76522		7.06031		5.1238313		8.172056		5.6097693		3.4512527		1.5815067		22.84539		2.2563207		9.84823		1.5734653		20.843023		2.0258415		1.7871201		0.6612997		4.513831		1.1739721		3.2998645		0.65394545		4.3814926		1.0185213		Yes		No		No		TA77380_4565		0		0		0		0		0		0		0		TC382962		0		Rep: Cinnamoyl-CoA reductase - Triticum aestivum (Wheat), partial (49%) [TC382962]

		A_99_P164342		4.315235		3.4703467		4.6742454		3.7229338		3.0635307		2.881758		2.5381854		2.3701952		3.0957768		2.656916		2.2848969		3.0868046		-2.3812258		-1.503775		-4.3956		-2.5539649		-2.3285928		-1.7573856		-5.2392073		-1.5541537		-1.2517045		-0.5885887		-2.13606		-1.3527386		-1.2194583		-0.8134308		-2.3893485		-0.63612914		Yes		No		No		CJ539649		0		0		Ta.56088		0		0		0		0		0		0		0

		A_99_P083625		9.681621		9.860946		8.40789		7.8504753		8.467368		8.328694		7.229897		6.216083		8.227309		9.029585		7.0973186		7.920393		-2.3202052		-2.8923686		-2.2626183		-3.1045675		-2.7402573		-1.7793629		-2.4803982		1.0496567		-1.2142525		-1.5322514		-1.1779933		-1.6343923		-1.4543114		-0.8313608		-1.3105717		0.06991768		Yes		No		No		AK330445		0		AK330445		Ta.31843		0		0		0		0		TC452485		0		Triticum aestivum cDNA, clone: SET4_H15, cultivar: Chinese Spring [AK330445]

		A_99_P318991		8.110687		7.676787		7.0564885		7.165609		7.0328155		6.654798		6.529818		5.2063746		6.866745		7.0804405		6.361664		6.6991057		-2.11092		-2.0307164		-1.4406006		-3.8885553		-2.3684485		-1.5118829		-1.6186877		-1.3817563		-1.0778718		-1.0219889		-0.52667046		-1.9592342		-1.2439423		-0.5963464		-0.6948247		-0.46650314		Yes		No		No		TA87225_4565		0		0		0		0		0		0		0		TC419026		0		Rep: Peptidyl-prolyl cis-trans isomerase - Oryza sativa subsp. indica (Rice), partial (62%) [TC419026]

		A_99_P479282		5.5896764		5.64353		3.955075		3.8132493		5.348802		6.034899		5.032503		4.5925446		5.4352546		5.608394		5.0256977		4.8164363		-1.1817086		1.3116378		2.1102707		1.7162923		-1.1129755		-1.0246532		2.1003397		2.004423		-0.24087429		0.39136934		1.0774281		0.7792952		-0.1544218		-0.035135746		1.0706227		1.003187		No		Yes		Yes		CJ899505		0		CJ899505		Ta.59878		0		0		0		0		TC421746		0		CJ899505 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles19p18 5', mRNA sequence [CJ899505]

		A_99_P401122		4.0416226		4.555934		4.3280644		4.8207703		3.6176784		3.636071		3.5207627		2.4728947		3.4679613		3.2719548		3.5830584		3.7125666		-1.3415904		-1.8919356		-1.7499355		-5.0907407		-1.4882958		-2.435097		-1.6759813		-2.1557705		-0.42394423		-0.919863		-0.80730176		-2.3478756		-0.5736613		-1.2839792		-0.7450061		-1.1082036		Yes		No		No		TA110726_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P556772		9.277766		8.181534		8.612878		8.260642		10.549073		10.551278		13.681523		10.292543		11.592185		10.701932		13.471267		9.266777		2.4138014		5.168495		33.55941		4.0894346		4.9740424		5.7374043		29.0082		2.008523		1.271307		2.3697443		5.0686455		2.0319014		2.3144188		2.5203981		4.858389		1.006135		Yes		Yes		Yes		L28009		0		L28009		Ta.56205		543201		wali6		wali6 protein		0		TC454851		0		Triticum aestivum (wali6) mRNA, complete cds [L28009]

		A_99_P328301		5.6522675		6.063938		5.9277725		6.157091		6.4662614		7.6565127		7.6385403		6.8745713		6.576822		6.9111514		7.7730165		6.539097		1.7580718		3.0158708		3.2733498		1.6443076		1.8980979		1.7990226		3.593137		1.3031523		0.81399393		1.5925746		1.7107677		0.7174802		0.92455435		0.84721327		1.8452439		0.3820057		Yes		Yes		Yes		TA90026_4565		0		0		0		0		0		0		0		TC394915		0		Rep: Chromosome chr10 scaffold_43, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC394915]

		A_99_P454767		5.804484		6.737566		7.7218423		7.1214924		5.5330443		6.1223626		6.676454		6.629273		5.633225		6.2848725		6.848183		6.4568315		-1.2070116		-1.5317739		-2.0639217		-1.4066072		-1.1260407		-1.368593		-1.8323044		-1.5851957		-0.27143955		-0.6152034		-1.0453882		-0.49221945		-0.17125893		-0.45269346		-0.87365913		-0.66466093		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P315341		9.240249		10.247214		9.658641		9.217838		9.787077		10.80098		11.5532465		10.013501		9.701889		10.407461		11.225217		9.743992		1.4608705		1.4679118		3.7182033		1.7358748		1.3771067		1.1174784		2.962009		1.4400846		0.54682827		0.5537653		1.8946056		0.7956629		0.46164036		0.16024685		1.566576		0.52615356		No		Yes		Yes		TA86191_4565		0		0		Ta.8327		0		0		0		0		TC381571		0		0

		A_99_P014374		10.884454		10.791688		11.032185		11.214377		11.531114		12.603783		13.010769		11.531428		12.083838		12.074486		12.983562		11.449791		1.5655395		3.5115178		3.9410615		1.2457814		2.296417		2.4331038		3.8674371		1.1772442		0.64665985		1.8120947		1.9785843		0.31705093		1.1993847		1.2827978		1.9513779		0.23541355		Yes		Yes		Yes		AK331028		0		AK331028		Ta.6042		0		0		0		0		TC410353		0		Triticum aestivum cDNA, clone: SET5_O08, cultivar: Chinese Spring [AK331028]

		A_99_P468662		7.8747425		8.122031		8.215814		7.9038124		7.60042		7.2455535		7.1919384		7.3384857		7.465647		7.498924		7.08093		7.4506187		-1.209426		-1.8358876		-2.0333736		-1.4797225		-1.3278528		-1.540189		-2.1960082		-1.3690675		-0.2743225		-0.8764777		-1.0238752		-0.5653267		-0.4090953		-0.62310743		-1.1348834		-0.45319366		No		Yes		Yes		TC415806		0		0		0		0		0		0		0		TC415806		0		0

		A_99_P023599		7.2080307		7.482662		8.104648		7.355742		6.9202714		7.140596		6.99588		7.125894		7.2398224		7.309433		7.2225537		7.02713		-1.2207428		-1.2675707		-2.1566133		-1.1727114		1.0222809		-1.1275796		-1.8430483		-1.2558044		-0.2877593		-0.3420663		-1.1087675		-0.22984791		0.031791687		-0.17322922		-0.8820939		-0.32861185		No		Yes		Yes		BE499553		0		BE499553		Ta.9161		0		0		0		0		TC436316		0		WHE0961_B03_D05ZS Wheat pre-anthesis spike cDNA library Triticum aestivum cDNA clone WHE0961_B03_D05, mRNA sequence [BE499553]

		A_99_P343391		5.9822583		5.4418883		6.882482		6.606462		6.008909		4.9074078		6.1026235		5.294151		4.7827215		5.0904994		4.802792		5.7704124		1.0186447		-1.4484205		-1.7169626		-2.4833906		-2.2966592		-1.2757883		-4.227164		-1.7851553		0.026650906		-0.5344806		-0.7798586		-1.3123112		-1.1995368		-0.35138893		-2.07969		-0.83604956		Yes		Yes		Yes		TA94657_4565		0		0		Ta.40941		0		0		0		0		0		0		0

		A_99_P342191		10.5840435		10.166087		11.185893		12.030711		11.608124		12.228782		12.207066		12.581981		11.953315		11.907826		12.914723		12.669975		2.0336626		4.1776586		2.0295677		1.4653746		2.5834005		3.344381		3.3145897		1.5575345		1.0240803		2.0626945		1.0211725		0.55126953		1.3692713		1.7417393		1.7288303		0.6392641		Yes		No		No		TA94263_4565		0		0		Ta.21569		0		0		0		0		TC458267		0		Rep: Os10g0503300 protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC458267]

		A_99_P186682		11.596329		11.010117		11.027462		11.187993		12.328427		12.838443		11.970399		11.940585		12.768486		12.03645		12.349644		11.830674		1.6610535		3.5512483		1.9224378		1.6848172		2.253484		2.0368416		2.5004394		1.5612279		0.7320986		1.8283262		0.9429369		0.7525921		1.1721573		1.0263338		1.3221817		0.6426811		Yes		No		No		AK331293		0		AK331293		Ta.11135		0		0		0		0		TC428496		0		Triticum aestivum cDNA, clone: WT007_C01, cultivar: Chinese Spring [AK331293]

		A_99_P527002		4.38247		4.813953		3.0475254		2.9086144		5.779838		6.6562295		5.7146225		4.5530257		6.4033585		5.943588		6.5114975		4.236093		2.6342056		3.5857542		6.351499		3.1262026		4.0583363		2.1880336		11.034674		2.5096369		1.397368		1.8422766		2.667097		1.6444113		2.0208883		1.1296349		3.463972		1.3274786		Yes		Yes		Yes		TC443318		0		0		0		0		0		0		0		TC443318		0		Rep: sensory box histidine kinase - Burkholderia pseudomallei 1710a, partial (3%) [TC443318]

		A_99_P547632		7.7758427		8.844875		8.083259		8.584586		7.179356		6.9600067		6.435291		6.9887834		7.163447		7.3580565		6.636198		7.3330994		-1.5120298		-3.693193		-3.1339188		-3.0226266		-1.5287958		-2.802703		-2.7265198		-2.3808665		-0.59648657		-1.8848686		-1.6479678		-1.5958028		-0.61239576		-1.4868188		-1.4470606		-1.2514868		Yes		Yes		Yes		TA54738_4565		0		0		Ta.54781		0		0		0		0		TC388265		0		Rep: Cellulose synthase-7 - Zea mays (Maize), partial (59%) [TC388265]

		A_99_P483732		14.04163		13.867162		13.982872		12.5694475		14.12384		13.552014		11.8563795		13.6761675		13.991511		13.160896		11.464772		11.787866		1.0586389		-1.2441387		-4.3665457		2.1535547		-1.03535		-1.6315751		-5.728271		-1.7190146		0.08221054		-0.3151474		-2.1264925		1.10672		-0.050118446		-0.70626545		-2.5180998		-0.7815819		Yes		Yes		Yes		TA64488_4565		0		0		Ta.50669		0		0		0		0		TC399960		0		Rep: LEA D-11 dehydrin - Triticum aestivum (Wheat), complete [TC399960]

		A_99_P066330		11.912144		11.774799		11.7731905		12.894294		10.773156		10.148106		11.23589		11.664313		11.516606		10.779359		11.28799		11.963586		-2.202264		-3.088045		-1.451254		-2.345638		-1.3154327		-1.9936892		-1.3997808		-1.9062111		-1.1389875		-1.6266937		-0.5373001		-1.2299805		-0.39553738		-0.9954405		-0.48520088		-0.93070793		Yes		No		No		BQ743979		0		BQ743979		Ta.25763		0		0		0		0		TC384189		0		WHE4110_D05_G10ZS Wheat salt-stressed root cDNA library Triticum aestivum cDNA clone WHE4110_D05_G10, mRNA sequence [BQ743979]

		A_99_P189282		4.6697907		4.2301426		5.0718703		4.767988		4.380836		3.7009153		4.2731576		3.577861		3.5560763		3.4752185		3.5228148		3.0863407		-1.2217548		-1.443156		-1.7395483		-2.2817285		-2.164021		-1.6875428		-2.9262552		-3.2079408		-0.28895473		-0.52922726		-0.79871273		-1.1901271		-1.1137145		-0.75492406		-1.5490556		-1.6816475		Yes		No		No		CK198196		0		CK198196		Ta.61741		0		0		0		0		0		0		FGAS006680 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [CK198196]

		A_99_P269071		11.039749		10.673657		11.48392		11.625798		11.833557		11.916989		12.968079		12.27538		11.870362		11.305686		12.950892		12.264874		1.7336444		2.3674467		2.7975395		1.5687135		1.7784411		1.5497426		2.7644114		1.5573317		0.793808		1.2433319		1.4841585		0.6495819		0.83061314		0.6320286		1.4669724		0.63907623		Yes		No		No		TA72628_4565		0		0		Ta.28237		0		0		0		0		TC458664		0		0

		A_99_P210931		15.2886		15.147288		12.72964		13.4445915		14.885262		14.237621		10.892278		14.601643		15.182563		14.291405		10.825786		13.367142		-1.3225648		-1.8786118		-3.5735607		2.2300115		-1.0762678		-1.8098669		-3.7421162		-1.0551512		-0.40333843		-0.909667		-1.8373623		1.1570511		-0.10603714		-0.8558836		-1.9038544		-0.0774498		No		Yes		Yes		TA54418_4565		0		0		0		0		0		0		0		TC369682		0		Rep: Cold acclimation protein WCOR413 - Triticum aestivum (Wheat), complete [TC369682]

		A_99_P062018		8.223062		7.199023		7.2140727		7.3610454		10.57554		12.61896		12.031291		9.962924		11.727638		11.308983		12.204346		10.2340355		5.107007		42.81183		28.192085		6.0707664		11.349656		17.267174		31.784973		7.3258195		2.352478		5.4199376		4.8172183		2.6018786		3.5045767		4.10996		4.990273		2.8729901		Yes		Yes		Yes		CD875333		0		CD875333		Ta.23191		0		0		0		0		TC441988		0		AZO3.104N05F010930 AZO3 Triticum aestivum cDNA clone AZO3104N05, mRNA sequence [CD875333]

		A_99_P476542		7.763802		7.3652706		6.5583463		6.7966857		8.085201		8.731165		8.557967		7.7198224		9.2416315		8.1544695		9.07532		7.7713046		1.2495419		2.5773604		3.998949		1.8962336		2.7852936		1.7281146		5.723803		1.965122		0.3213992		1.3658943		1.9996209		0.9231367		1.4778295		0.7891989		2.516974		0.9746189		Yes		Yes		Yes		CD875890		0		0		Ta.39375		0		0		0		0		TC420287		0		0

		A_99_P393582		5.2989135		5.0503044		4.812471		4.9231076		3.927518		4.0572476		4.399318		3.410223		3.433033		3.998067		3.2968712		4.4919343		-2.587207		-1.9903978		-1.3315926		-2.8538008		-3.6449032		-2.0737436		-2.8591766		-1.3483297		-1.3713956		-0.9930568		-0.4131527		-1.5128846		-1.8658805		-1.0522375		-1.5155997		-0.43117332		Yes		No		No		TA108869_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P419832		9.137501		8.48368		7.0712075		7.707685		9.367184		9.659268		8.301583		7.740103		10.375178		9.293534		8.688796		7.6105313		1.1725773		2.25885		2.346281		1.0227246		2.358186		1.7530346		3.0686169		-1.069661		0.22968292		1.1755886		1.2303758		0.032417774		1.2376776		0.8098545		1.6175885		-0.09715366		No		Yes		Yes		TC380564		0		0		0		0		0		0		0		TC380564		0		0

		A_99_P385277		2.4562006		2.5654085		1.9862437		2.5568035		2.9024403		4.0010962		3.4651318		3.0119276		2.3541515		3.148224		3.6912787		2.774505		1.3624845		2.705111		2.7873383		1.3709008		-1.0732968		1.4977695		3.2603683		1.1628793		0.4462397		1.4356878		1.478888		0.45512414		-0.10204911		0.58281565		1.705035		0.21770144		No		Yes		Yes		TA106824_4565		0		0		0		0		0		0		0		TC453312		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (5%) [TC453312]

		A_99_P319031		7.9725685		8.228356		9.431033		9.368463		7.759357		7.371102		8.164024		8.657937		7.365275		7.3634906		7.7193794		8.873323		-1.1592659		-1.8115876		-2.4066207		-1.6364001		-1.5233988		-1.8211702		-3.2753606		-1.4094566		-0.21321154		-0.8572545		-1.2670088		-0.7105255		-0.6072936		-0.8648658		-1.7116537		-0.49513912		No		Yes		Yes		TA87237_4565		0		0		Ta.35722		0		0		0		0		0		0		0

		A_99_P106115		5.3160706		6.3772163		5.0051727		4.862829		3.431455		5.024655		3.6354296		3.432169		2.8897705		5.7231593		3.1964166		4.736955		-3.6925454		-2.553651		-2.5842454		-2.6957006		-5.3751316		-1.5735871		-3.503401		-1.0911686		-1.8846157		-1.3525615		-1.3697431		-1.4306602		-2.4263		-0.654057		-1.8087561		-0.12587404		Yes		No		No		BQ620317		0		BQ620317		Ta.39923		0		0		0		0		TC396121		0		TaLr1171F05R TaLr1 Triticum aestivum cDNA clone TaLr1171F05R, mRNA sequence [BQ620317]

		A_99_P297116		5.0582047		6.98511		7.8888855		7.6902137		3.890684		4.951082		6.9403605		7.2404594		5.131923		5.6684074		7.1408424		7.161733		-2.2462535		-4.0954657		-1.9298985		-1.3658075		1.0524259		-2.4909608		-1.6795131		-1.4424093		-1.1675208		-2.0340276		-0.94852495		-0.44975424		0.07371855		-1.3167024		-0.74804306		-0.5284805		Yes		Yes		Yes		TA80831_4565		0		0		0		0		0		0		0		TC458774		0		Rep: Chromosome chr8 scaffold_106, whole genome shotgun sequence - Vitis vinifera (Grape), partial (37%) [TC458774]

		A_99_P366263		11.906314		12.027881		12.0021515		11.965291		11.238041		10.861683		11.163411		10.322574		10.524379		11.040883		10.644032		11.388771		-1.5891695		-2.2441945		-1.7884879		-3.1225343		-2.606177		-1.9820558		-2.563509		-1.4912478		-0.668273		-1.1661978		-0.83874035		-1.6427174		-1.3819351		-0.9869976		-1.35812		-0.57651997		Yes		No		No		TA102133_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P195538		11.707859		11.229481		7.729277		9.487411		10.0383625		9.502589		5.4662356		11.21646		11.169324		9.617638		5.3913574		9.047343		-3.1810358		-3.3101385		-4.8000236		3.3150938		-1.4524969		-3.0564206		-5.055731		-1.3566676		-1.6694965		-1.7268915		-2.2630415		1.7290497		-0.5385351		-1.6118431		-2.3379197		-0.4400673		Yes		Yes		Yes		DR741683		0		DR741683		Ta.67883		0		0		0		0		TC401430		0		FGAS030734 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741683]

		A_99_P284026		8.34608		7.5973754		7.33159		7.385797		8.997804		8.082021		9.989273		8.209331		9.927728		7.833631		10.253527		7.5253735		1.5710443		1.3992419		6.310188		1.7697352		2.9931154		1.1779315		7.578627		1.1015817		0.65172386		0.48464537		2.657683		0.82353354		1.5816479		0.23625565		2.9219365		0.13957644		Yes		Yes		Yes		AK336179		0		AK336179		Ta.19434		0		0		0		0		0		0		Triticum aestivum cDNA, clone: SET3_G19, cultivar: Chinese Spring [AK336179]

		A_99_P318051		8.542302		8.497216		7.3564525		7.4648967		8.919147		9.401086		8.588043		8.027673		9.597081		9.0515785		9.018345		7.764178		1.2984985		1.8710779		2.3482578		1.4771088		2.0774		1.4685193		3.1643133		1.2305311		0.3768444		0.9038696		1.2315907		0.5627761		1.054779		0.5543623		1.6618924		0.29928112		No		Yes		Yes		AK334228		0		AK334228		Ta.33252		0		0		0		0		TC378603		0		Triticum aestivum cDNA, clone: WT009_K20, cultivar: Chinese Spring [AK334228]

		A_99_P000001		13.009898		12.528403		10.2270975		8.547738		11.455161		10.610936		9.138095		6.9564457		11.062847		12.171651		10.27472		6.535705		-2.9378018		-3.7775927		-2.1272693		-3.0131915		-3.8558557		-1.2805401		1.0335604		-4.033502		-1.5547371		-1.9174671		-1.0890026		-1.5912924		-1.947051		-0.3567524		0.04762268		-2.012033		Yes		No		No		X98504		0		X98504		Ta.3		543318		amy1		beta-amylase		0		TC414354		0		T.aestivum mRNA for beta-amylase [X98504]

		A_99_P357861		9.647382		9.4789505		7.0305266		7.121311		9.616053		8.58439		5.975694		8.085963		9.094197		8.977241		5.808166		7.4275403		-1.0219532		-1.8590438		-2.077477		1.9515928		-1.467321		-1.4158907		-2.333282		1.2364717		-0.031329155		-0.8945608		-1.0548325		0.96465206		-0.5531845		-0.50170994		-1.2223606		0.3062291		No		Yes		Yes		TA99283_4565		0		0		0		0		0		0		0		TC459187		0		Rep: MADS-box transcription factor TaAGL33 - Triticum aestivum (Wheat), complete [TC459187]

		A_99_P551077		9.647411		9.299115		9.00262		8.334484		10.740871		10.618909		14.873103		12.366287		11.871873		11.247138		14.831466		11.684471		2.133852		2.496304		58.504814		16.356625		4.6733646		3.8584538		56.840446		10.196393		1.0934601		1.3197937		5.8704834		4.031803		2.2244616		1.9480228		5.828846		3.349987		Yes		Yes		Yes		TA62846_4565		0		0		Ta.20151		0		0		0		0		TC397627		0		0

		A_99_P147267		8.787877		8.20847		9.343234		8.9028425		8.919465		7.820828		8.6912775		7.1763496		7.3971367		7.6599603		7.430374		7.4809456		1.0954988		-1.3082538		-1.5712978		-3.309224		-2.622132		-1.4625745		-3.7655482		-2.679376		0.13158798		-0.38764238		-0.65195656		-1.7264929		-1.3907404		-0.5485101		-1.9128599		-1.4218969		Yes		No		No		DR732308		0		DR732308		Ta.52099		0		0		0		0		0		0		FGAS078228 Triticum aestivum FGAS: TaLt5 Triticum aestivum cDNA, mRNA sequence [DR732308]

		A_99_P297811		10.664819		10.843224		9.75488		8.3774		8.817384		8.648254		8.024893		6.4931564		8.518693		9.753047		7.1674066		8.012521		-3.5985982		-4.578799		-3.3172486		-3.6915941		-4.4263754		-2.129001		-6.010452		-1.2877742		-1.847435		-2.1949692		-1.7299871		-1.884244		-2.1461258		-1.0901766		-2.5874734		-0.3648796		Yes		No		No		TA81038_4565		0		0		0		0		0		0		0		TC404519		0		Rep: Chromosome chr17 scaffold_101, whole genome shotgun sequence - Vitis vinifera (Grape), partial (63%) [TC404519]

		A_99_P064970		9.786429		10.103852		9.83719		10.177057		8.904511		8.458981		6.5483375		8.997844		8.9039		9.06254		7.01939		8.801933		-1.8428236		-3.1272004		-9.773344		-2.264533		-1.8436046		-2.0580988		-7.050862		-2.593902		-0.88191795		-1.6448717		-3.2888522		-1.1792135		-0.88252926		-1.0413122		-2.8177996		-1.375124		Yes		Yes		Yes		AK333822		0		AK333822		Ta.25350		0		0		0		0		TC413668		0		Triticum aestivum cDNA, clone: WT008_K22, cultivar: Chinese Spring [AK333822]

		A_99_P307026		6.7939796		6.322615		7.4968085		7.9454994		7.8834014		7.6271496		9.594935		7.5299835		9.215369		9.107967		9.758782		8.194197		2.1278872		2.47004		4.2815313		-1.3337755		5.3568673		6.894052		4.7964725		1.1881337		1.0894217		1.3045344		2.098127		-0.4155159		2.4213896		2.7853522		2.2619739		0.24869728		Yes		No		No		TA83754_4565		0		0		0		0		0		0		0		TC375590		0		Rep: Pathogen-related protein - Oryza sativa (Rice), complete [TC375590]

		A_99_P150307		4.454433		5.0867805		3.1653674		3.242967		5.788757		5.114073		7.438654		6.0191875		6.250387		3.997632		7.679682		4.302446		2.5215728		1.0190976		19.33693		6.8505535		3.4724507		-2.1274843		22.853048		2.0841787		1.3343239		0.027292252		4.273287		2.7762206		1.7959542		-1.0891485		4.5143147		1.059479		Yes		Yes		Yes		CJ875925		0		CJ875925		Ta.52841		0		0		0		0		TC444513		0		CJ875925 Y. Ogihara unpublished cDNA library, whthls Triticum aestivum cDNA clone whthls1b06 5', mRNA sequence [CJ875925]

		A_99_P166809		8.504128		8.839275		9.300145		8.603204		7.7457013		7.645706		8.816815		9.125797		7.8887362		8.790303		9.215278		8.7375		-1.6916454		-2.2871788		-1.3979665		1.4365354		-1.5319744		-1.0345275		-1.0605903		1.0975574		-0.75842714		-1.1935692		-0.48332977		0.5225935		-0.6153922		-0.04897213		-0.08486748		0.13429642		No		Yes		Yes		CD916898		0		CD916898		Ta.36881		0		0		0		0		0		0		G608.103G02F010904 G608 Triticum aestivum cDNA clone G608103G02, mRNA sequence [CD916898]

		A_99_P354171		9.260062		9.501442		9.300084		8.874198		8.362344		7.911141		7.8262687		8.153252		7.8961473		8.999797		8.143486		8.351418		-1.8631172		-3.0111217		-2.777555		-1.6482629		-2.5738268		-1.415827		-2.2293112		-1.4367214		-0.8977184		-1.590301		-1.4738154		-0.7209463		-1.363915		-0.5016451		-1.1565981		-0.5227804		Yes		Yes		Yes		TA98030_4565		0		0		0		0		0		0		0		TC419024		0		Rep: LigA - Methylobacterium sp. 4-46, partial (10%) [TC419024]

		A_99_P061933		12.01358		12.923981		10.946057		10.687187		10.4143		11.278107		9.651311		9.792557		10.10173		11.844628		9.303258		10.911343		-3.0299213		-3.1293738		-2.4533386		-1.8591336		-3.7629132		-2.1130874		-3.1227117		1.1680932		-1.5992804		-1.645874		-1.2947464		-0.89463043		-1.91185		-1.0793524		-1.6427994		0.22415543		Yes		No		No		CK210725		0		CK210725		Ta.23137		0		0		0		0		TC375790		0		FGAS022551 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK210725]

		A_99_P470722		5.855416		4.3729396		3.8233576		4.2870812		6.8901153		7.2245617		5.8409915		4.234283		7.246633		6.0488853		6.328041		5.416075		2.0486867		7.218115		4.0491915		-1.0372748		2.622999		3.1952875		5.675248		2.1870618		1.0346994		2.851622		2.017634		-0.05279827		1.3912172		1.6759458		2.5046835		1.128994		Yes		Yes		Yes		CD881705		0		0		Ta.51288		0		0		0		0		TC417025		0		Rep: Stem rust resistance protein Rpg1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (18%) [TC417025]

		A_99_P430502		10.841461		11.047615		11.078904		11.012639		12.219283		14.24433		12.98215		11.374001		12.781807		13.346246		13.365033		11.476344		2.5987573		9.168689		3.7405384		1.2846377		3.8379762		4.9199057		4.8774567		1.379079		1.3778219		3.1967154		1.9032459		0.3613615		1.9403458		2.2986307		2.286129		0.46370506		Yes		Yes		Yes		CJ716973		0		0		Ta.28735		0		0		0		0		TC388897		0		Rep: Endoplasmin homolog precursor - Hordeum vulgare (Barley), partial (18%) [TC388897]

		A_99_P063632		3.6262703		2.7956698		4.5054374		4.0406227		3.830589		7.1341057		7.9542155		5.4612846		5.1609015		6.1290703		8.3385725		5.7047253		1.1521422		20.230164		10.91907		2.677083		2.8971436		10.079838		14.252421		3.1691644		0.20431876		4.338436		3.4487782		1.4206619		1.5346313		3.3334005		3.8331351		1.6641026		Yes		Yes		Yes		CA682325		0		CA682325		Ta.24489		0		0		0		0		TC461895		0		wlm24.pk0028.b5 wlm24 Triticum aestivum cDNA clone wlm24.pk0028.b5 5' end, mRNA sequence [CA682325]

		A_99_P259191		5.577392		5.4355674		5.270247		4.0300198		3.302644		3.797798		3.0647466		3.2287767		3.0518162		4.688591		3.8918488		4.1994805		-4.8391314		-3.1118433		-4.6123447		-1.742602		-5.7580323		-1.6782718		-2.5997956		1.1246381		-2.274748		-1.6377695		-2.2055004		-0.80124307		-2.5255759		-0.7469764		-1.3783982		0.16946077		Yes		No		No		TA69778_4565		0		0		0		0		0		0		0		TC418510		0		Rep: Chromosome chr18 scaffold_24, whole genome shotgun sequence - Vitis vinifera (Grape), partial (47%) [TC418510]

		A_99_P259321		7.7219825		7.5895658		7.4804044		7.2677865		8.79637		11.925534		14.058422		11.004542		11.138862		10.819665		14.654063		10.657883		2.1058273		20.195591		95.53899		13.331395		10.680292		9.383325		144.37317		10.483847		1.0743871		4.3359685		6.5780177		3.7367558		3.4168792		3.2300992		7.173659		3.3900962		Yes		Yes		Yes		TA69813_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P495802		5.3248057		4.912466		5.0649486		5.6039195		4.138434		3.6139908		4.441433		3.5715237		4.478542		3.748449		3.7394607		4.5506263		-2.275797		-2.459688		-1.5406249		-4.0908365		-1.797839		-2.2408047		-2.5061762		-2.0752616		-1.1863718		-1.2984753		-0.6235156		-2.0323958		-0.8462639		-1.164017		-1.3254879		-1.0532932		Yes		No		No		CD871030		0		0		Ta.2758		0		0		0		0		TC429848		0		Rep: Phosphate transporter 1 - Hordeum vulgare var. distichum (Two-rowed barley), partial (28%) [TC429848]

		A_99_P248336		8.348094		8.592381		6.006946		8.5465975		11.8260565		13.603761		13.523974		11.819825		12.935993		13.937614		13.409749		11.761825		11.142202		32.253418		183.1686		9.668069		24.048903		40.65142		169.22548		9.287093		3.4779625		5.01138		7.5170283		3.2732277		4.587899		5.345234		7.402803		3.2152271		Yes		Yes		Yes		TA66651_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P465902		5.872866		5.2109084		2.6551933		3.4617348		5.961008		5.6848755		5.381163		4.9215217		5.8859653		5.4945855		5.2673817		3.9908679		1.0630002		1.3889234		6.6160483		2.7506773		1.0091211		1.2172935		6.114304		1.4430618		0.08814192		0.47396708		2.7259698		1.4597869		0.013099194		0.2836771		2.6121883		0.5291331		Yes		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P148957		5.8122063		3.8624332		3.0306365		5.544145		6.16995		5.934099		7.1980033		6.271173		6.927317		5.0602508		7.5355034		6.4565406		1.2814204		4.203718		17.968113		1.6552256		2.1661165		2.2939239		22.703875		1.882168		0.35774374		2.071666		4.167367		0.7270279		1.1151109		1.1978176		4.5048666		0.9123955		Yes		Yes		Yes		CJ945351		0		CJ945351		Ta.52545		0		0		0		0		TC407107		0		CJ945351 Y. Ogihara unpublished cDNA library, whchul Triticum aestivum cDNA clone whchul13n04 5', mRNA sequence [CJ945351]

		A_99_P420927		12.062389		12.071794		10.622075		10.484839		10.4603815		10.549302		9.476078		9.356984		10.270756		11.236461		9.330248		10.558402		-3.035655		-2.8728676		-2.2129903		-2.1853364		-3.462067		-1.7842686		-2.4483795		1.0523121		-1.6020079		-1.5224915		-1.145997		-1.1278553		-1.7916336		-0.8353329		-1.2918272		0.07356262		Yes		No		No		FJ830848		0		FJ830848		Ta.68974		100415840		LOC100415840		cp31BHv		0		TC435840		0		Triticum aestivum cp31BHv mRNA, partial cds [FJ830848]

		A_99_P161097		5.0329003		4.6477656		4.945045		4.0445476		4.828156		6.5203032		6.791809		7.9134746		6.010591		5.6286774		6.639155		7.726031		-1.1524822		3.661761		3.596925		14.610433		1.9693106		1.9737123		3.235772		12.830302		-0.20474434		1.8725376		1.8467641		3.868927		0.9776907		0.98091173		1.6941099		3.6814833		Yes		No		No		CK213781		0		CK213781		Ta.55359		0		0		0		0		0		0		FGAS025693 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [CK213781]

		A_99_P283446		3.2407846		2.506839		3.9603996		3.3101857		5.030162		9.679936		12.068695		9.473041		8.720036		8.041135		12.880021		8.543014		3.4566565		144.31702		275.95618		71.64803		44.608627		46.34353		484.25446		37.604362		1.7893772		7.1730976		8.108295		6.162855		5.479251		5.534296		8.919621		5.232828		Yes		Yes		Yes		TA76901_4565		0		0		0		0		0		0		0		TC445957		0		Rep: Cycloartenol synthase - Dioscorea zingiberensis, partial (23%) [TC445957]

		A_99_P445017		2.514695		2.5379012		2.600015		3.3910682		4.1475973		5.5773063		4.773272		4.962242		3.6226196		4.789743		4.753369		5.238788		3.101363		8.221519		4.5104055		2.971464		2.1553538		4.762905		4.448608		3.599309		1.6329024		3.039405		2.173257		1.5711739		1.1079247		2.2518418		2.153354		1.8477199		Yes		No		No		TC400146		0		0		0		0		0		0		0		TC400146		0		Rep: No apical meristem protein, expressed - Oryza sativa subsp. japonica (Rice), partial (9%) [TC400146]

		A_99_P373547		4.9616604		5.9821525		6.3533854		5.910115		4.3753877		4.2409897		4.758582		5.5817113		4.441459		5.2722373		5.3034763		5.464351		-1.5013629		-3.343045		-3.0205333		-1.2556231		-1.4341552		-1.635708		-2.0703995		-1.3620348		-0.5862727		-1.7411628		-1.5948033		-0.32840347		-0.5202012		-0.70991516		-1.0499091		-0.4457636		Yes		No		No		TA103945_4565		0		0		0		0		0		0		0		TC429912		0		Rep: DNA, complete genome, isolate:TLMV-CBD231 - TTV-like mini virus, partial (5%) [TC429912]

		A_99_P206461		2.1858103		1.7219816		1.9616483		2.3838701		2.5516758		3.109953		4.5657716		5.1042128		2.9248378		3.488346		4.13652		2.2824266		1.2886544		2.617104		6.0802183		6.590293		1.6690503		3.4019558		4.5154552		-1.0728464		0.36586547		1.3879713		2.604123		2.7203426		0.7390275		1.7663645		2.1748714		-0.10144353		Yes		Yes		Yes		TA53003_4565		0		0		Ta.28886		0		0		0		0		TC391907		0		Rep: Glycine-rich cell wall structural protein precursor - Hordeum vulgare (Barley), partial (48%) [TC391907]

		A_99_P437897		7.578215		7.206444		7.632103		7.406877		8.413259		10.000699		8.384434		8.073312		8.694631		8.338191		8.325473		7.661438		1.7839108		6.9367275		1.6845121		1.5871459		2.1680763		2.1912396		1.6170563		1.1929727		0.83504343		2.7942553		0.7523308		0.66643476		1.1164155		1.1317472		0.69336987		0.25456095		Yes		Yes		Yes		TC394743		0		0		0		0		0		0		0		TC394743		0		Rep: Os02g0819400 protein - Oryza sativa subsp. japonica (Rice), partial (20%) [TC394743]

		A_99_P379137		3.741462		4.240095		4.8499126		3.5951607		2.582588		3.0404446		4.232271		2.9081857		2.2703383		3.1577787		2.9676769		2.5592031		-2.232831		-2.2968402		-1.5343647		-1.6099044		-2.7723775		-2.117433		-3.686459		-2.0504742		-1.158874		-1.1996505		-0.61764145		-0.686975		-1.4711237		-1.0823164		-1.8822358		-1.0359576		Yes		Yes		Yes		TA105318_4565		0		0		0		0		0		0		0		TC458990		0		0

		A_99_P361111		7.925467		8.064998		6.938356		7.1948514		6.8673477		6.6383057		6.2532716		6.081343		6.6138635		6.9762435		6.098723		6.718474		-2.0822153		-2.688296		-1.607796		-2.1637115		-2.4821727		-2.1269028		-1.7895948		-1.391246		-1.0581193		-1.426692		-0.68508434		-1.1135082		-1.3116035		-1.0887542		-0.839633		-0.4763775		Yes		No		No		TA100382_4565		0		0		0		0		0		0		0		TC418221		0		Rep: Alanyl-tRNA synthetase-like - Oryza sativa subsp. japonica (Rice), partial (68%) [TC418221]

		A_99_P035509		6.3660736		7.059605		7.3817296		7.8755774		5.5199127		5.2020364		6.461016		6.537665		5.6916966		5.4427505		6.037168		7.052259		-1.7977108		-3.6239643		-1.8930511		-2.527853		-1.5959074		-3.0670564		-2.53953		-1.7694714		-0.8461609		-1.8575687		-0.9207134		-1.3379126		-0.67437696		-1.6168547		-1.3445616		-0.8233185		Yes		No		No		CK207364		0		CK207364		Ta.13170		100037653		LOC100037653		fasciclin-like protein FLA24		0		TC404516		0		FGAS018985 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK207364]

		A_99_P426532		7.427269		5.757872		6.4602275		6.838939		10.894078		10.832593		15.201343		11.054286		12.08735		11.962375		14.852696		10.194686		11.056396		33.70103		427.89575		18.575727		25.28274		73.7465		336.0354		10.237182		3.4668093		5.074721		8.741116		4.215347		4.660081		6.2045026		8.392469		3.3557467		Yes		Yes		Yes		X85228		0		X85228		Ta.56715		543313		POX2		peroxidase		0		TC425707		0		T.aestivum pox2 gene [X85228]

		A_99_P491807		4.8552847		4.0430923		2.7920334		1.8131427		4.0649314		5.0421443		5.9403195		5.3946166		4.8880277		5.048077		5.9446125		3.6026652		-1.7294979		1.9986863		8.866016		11.971017		1.0229552		2.0069225		8.892438		3.4570045		-0.7903533		0.99905205		3.148286		3.5814738		0.032742977		1.0049849		3.152579		1.7895225		Yes		Yes		Yes		TA69647_4565		0		0		Ta.49980		0		0		0		0		TC428113		0		0

		A_99_P257446		8.048737		7.713379		8.057141		7.8662744		8.300569		8.875472		8.836342		8.550417		9.088005		8.31582		9.217		8.118416		1.1907182		2.2378187		1.7161796		1.6067468		2.0551853		1.5182831		2.2343554		1.1909736		0.251832		1.1620932		0.77920055		0.6841426		1.0392685		0.60244083		1.1598587		0.25214148		No		Yes		Yes		TA69250_4565		0		0		Ta.56087		0		0		0		0		TC458878		0		Rep: Chromosome chr13 scaffold_120, whole genome shotgun sequence - Vitis vinifera (Grape), partial (15%) [TC458878]

		A_99_P242726		9.814572		10.80697		13.173514		11.937318		10.792812		10.872661		10.62099		11.061043		12.576261		9.968681		11.2983885		10.903153		1.9700606		1.046586		-5.8665996		-1.8356297		6.781894		-1.7879276		-3.6683362		-2.0479271		0.97824		0.065690994		-2.5525246		-0.87627506		2.7616882		-0.8382883		-1.8751259		-1.0341644		No		Yes		Yes		TA65158_4565		0		0		Ta.253		0		0		0		0		TC402146		0		Rep: Cytochrome P450 - Triticum aestivum (Wheat), partial (26%) [TC402146]

		A_99_P137629		1.6449505		1.6593927		2.5370655		2.3787675		5.069517		6.8111005		4.7791066		3.4356105		6.0086617		5.001549		5.3347754		2.8460133		10.737355		35.548275		4.730659		2.0803742		20.58771		10.141196		6.953358		1.3824677		3.4245667		5.1517076		2.242041		1.056843		4.3637114		3.342156		2.79771		0.46724582		Yes		Yes		Yes		CJ850497		0		CJ850497		Ta.49482		0		0		0		0		0		0		CJ850497 Y. Ogihara unpublished cDNA library, whsctal Triticum aestivum cDNA clone whsctal15f04 5', mRNA sequence [CJ850497]

		A_99_P313351		6.902321		7.7776046		8.582837		8.035861		6.854653		7.516936		7.4222207		7.3171234		6.9265423		7.315273		7.7577567		7.5539536		-1.0335928		-1.1980339		-2.2355292		-1.6457413		1.0169307		-1.3777668		-1.7716337		-1.3965888		-0.04766798		-0.26066875		-1.1606164		-0.7187376		0.02422142		-0.46233177		-0.8250804		-0.48190737		No		Yes		Yes		TA85633_4565		0		0		0		0		0		0		0		TC446630		0		Rep: Wpk4 protein kinase - Triticum aestivum (Wheat), partial (7%) [TC446630]

		A_99_P286491		12.270473		12.860362		12.54541		11.955673		12.257497		12.298324		11.476626		12.01608		11.953822		12.235532		11.1925125		12.071437		-1.0090346		-1.4763538		-2.097664		1.0427597		-1.2454356		-1.5420294		-2.5542462		1.0835484		-0.012975693		-0.5620384		-1.0687838		0.060406685		-0.3166504		-0.62483025		-1.3528976		0.115763664		No		Yes		Yes		BT009091		0		BT009091		Ta.6127		0		0		0		0		TC415610		0		Triticum aestivum clone wkm2c.pk0003.c3:fis, full insert mRNA sequence [BT009091]

		A_99_P239111		10.83859		11.192551		10.039791		11.564288		12.161126		12.283969		13.370076		13.164006		12.3401		12.742417		12.942009		12.737481		2.5010545		2.130834		10.058094		3.0308409		2.8313904		2.9279008		7.4757476		2.2551024		1.3225365		1.0914183		3.330285		1.5997181		1.5015106		1.5498667		2.9022179		1.173193		Yes		Yes		Yes		TA64191_4565		0		0		Ta.23079		0		0		0		0		TC371010		0		0

		A_99_P618947		11.293832		10.361676		11.888631		11.075897		12.73571		13.886928		13.027447		12.47466		13.118275		12.934674		13.268792		12.057781		2.7167435		11.513474		2.202002		2.6367536		3.541702		5.950447		2.6029747		1.9750429		1.4418783		3.5252514		1.1388159		1.3987627		1.8244429		2.572998		1.3801613		0.981884		Yes		Yes		Yes		U32431		0		U32431		Ta.56911		543235		LOC543235		hypothetical LOC543235		0		TC458380		0		Triticum aestivum mRNA, clone WCI-5, complete cds [U32431]

		A_99_P540982		2.2277648		2.301661		2.4332485		2.846468		2.6559763		4.0658927		4.4312053		3.392112		2.2477071		4.023051		4.4155593		3.0585911		1.3455644		3.3969305		3.994339		1.4596719		1.0139189		3.297539		3.9512546		1.1583917		0.42821145		1.7642317		1.9979568		0.54564404		0.019942284		1.7213898		1.9823108		0.21212316		Yes		No		No		CD930825		0		0		0		0		0		0		0		TC448859		0		Rep: Mitochondrial import receptor subunit tom40-like - Oryza sativa subsp. japonica (Rice), partial (21%) [TC448859]

		A_99_P522677		8.9554615		9.570667		9.482006		9.797387		8.602868		9.297582		8.146459		9.180893		9.123909		9.16891		8.798604		9.381368		-1.2768539		-1.2083895		-2.5237124		-1.5331451		1.1238484		-1.3211161		-1.6059222		-1.3342412		-0.35259342		-0.2730856		-1.3355474		-0.6164942		0.1684475		-0.40175724		-0.68340206		-0.41601944		No		Yes		Yes		TA108338_4565		0		0		0		0		0		0		0		TC441604		0		Rep: UDP-N-acetylenolpyruvoylglucosamine reductase 2 - Corynebacterium glutamicum (Brevibacterium flavum), partial (5%) [TC441604]

		A_99_P478297		4.9833593		6.4409943		5.888832		8.354115		3.5241947		4.0001397		5.7224927		5.478288		4.029591		4.0583344		2.9238892		6.5570836		-2.7494912		-5.4296327		-1.1222074		-7.3402357		-1.9369252		-5.2149734		-7.8079453		-3.4750433		-1.4591646		-2.4408545		-0.1663394		-2.8758264		-0.95376825		-2.38266		-2.964943		-1.7970309		Yes		No		No		CD866620		0		0		Ta.58265		0		0		0		0		0		GO:0005739(mitochondrion)|GO:0016023(cytoplasmic membrane-bounded vesicle)		0

		A_99_P412792		8.526399		7.9123363		8.342488		6.8664145		8.212705		7.336103		7.9291244		7.3731284		8.252586		7.1343713		6.021073		6.07362		-1.2428861		-1.4909515		-1.3317876		1.4208102		-1.2089983		-1.7147106		-4.9982233		-1.7324271		-0.313694		-0.5762334		-0.41336393		0.50671387		-0.2738123		-0.77796507		-2.3214154		-0.7927947		Yes		No		No		DR740502		0		DR740502		Ta.124		100037562		DHN14		dehydrin		0		TC374721		0		FGAS000449 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR740502]

		A_99_P288176		11.252857		11.023929		11.229844		11.321429		10.740117		10.468876		9.573489		11.230729		11.022026		10.764205		9.86757		11.207269		-1.4267575		-1.4692223		-3.152191		-1.0648868		-1.1735108		-1.1972494		-2.5709012		-1.0823451		-0.51274014		-0.55505276		-1.6563549		-0.09070015		-0.23083115		-0.25972366		-1.3622742		-0.11416054		No		Yes		Yes		TA78281_4565		0		0		Ta.41102		0		0		0		0		TC371225		0		Rep: Potassium transporter - Phragmites australis (Common reed), partial (21%) [TC371225]

		A_99_P552572		4.914389		4.7256236		4.4268174		5.1298904		3.9396722		3.647997		3.7260008		3.9429283		3.3486192		3.4495142		3.2185023		3.997749		-1.9652555		-2.1105614		-1.6254246		-2.2767284		-2.9603543		-2.42185		-2.3106763		-2.1918383		-0.9747169		-1.0776267		-0.70081663		-1.1869621		-1.5657699		-1.2761095		-1.2083151		-1.1321414		Yes		No		No		CJ629642		0		0		Ta.49933		0		0		0		0		TC453250		0		0

		A_99_P443390		11.38419		11.616298		11.422666		11.390167		11.069008		10.14415		10.050308		8.9767065		10.836591		10.760143		10.466874		10.358565		-1.2441684		-2.7743464		-2.5889325		-5.3275075		-1.461651		-1.8102067		-1.9396435		-2.044293		-0.31518173		-1.472148		-1.3723574		-2.4134607		-0.54759884		-0.85615444		-0.9557915		-1.0316019		Yes		No		No		0		0		0		0		0		0		0		0		0		0		0

		A_99_P186347		7.659682		6.5098557		5.7564387		6.3751755		8.391052		8.531018		7.725822		6.8061256		9.2412815		8.824897		8.1995125		7.0192814		1.6602154		4.0591073		3.9160068		1.3481212		2.9930155		4.976188		5.437991		1.5627705		0.73137045		2.0211625		1.9693832		0.43095016		1.5815997		2.315041		2.4430737		0.6441059		Yes		Yes		Yes		CV760556		0		CV760556		Ta.61127		0		0		0		0		TC428028		0		FGAS054942 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV760556]

		A_99_P120644		2.0531478		2.862173		5.292983		3.8872445		2.7400253		3.6407921		7.6883607		7.025833		3.7557821		3.5743396		7.9252033		7.164244		1.6097956		1.7154881		5.261148		8.806622		3.2549477		1.6382625		6.199794		9.693379		0.6868775		0.77861905		2.3953776		3.1385887		1.7026343		0.71216655		2.6322203		3.2769997		Yes		Yes		Yes		CJ671166		0		CJ671166		Ta.44299		0		0		0		0		TC408316		0		CJ671166 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv4p10 5', mRNA sequence [CJ671166]

		A_99_P384497		9.535274		8.735362		10.081461		9.6220875		9.510274		8.316274		9.3167095		7.7208953		7.497812		7.851064		7.5580354		7.882854		-1.0174794		-1.3370824		-1.6990772		-3.7352173		-4.1052265		-1.8458661		-5.7494564		-3.3385775		-0.024999619		-0.41908836		-0.76475143		-1.9011922		-2.0374618		-0.88429785		-2.5234256		-1.7392335		Yes		No		No		TA106634_4565		0		0		0		0		0		0		0		TC453978		0		0

		A_99_P462357		3.9509604		4.594229		4.9852996		4.7498116		3.9518855		3.5612946		2.7335176		3.3553493		3.3765583		4.2455635		2.5508373		4.091515		1.0006415		-2.0461822		-4.7627077		-2.6289055		-1.4890602		-1.2733824		-5.405628		-1.5782181		9.25E-04		-1.0329347		-2.251782		-1.3944623		-0.5744021		-0.3486657		-2.4344623		-0.6582966		Yes		Yes		Yes		TC412079		0		0		0		0		0		0		0		TC412079		GO:0005739(mitochondrion)		Rep: Homeodomain leucine-zipper protein Hox10 - Oryza sativa subsp. japonica (Rice), partial (21%) [TC412079]

		A_99_P457837		6.1962028		5.462582		4.6814685		4.770899		6.932213		8.502727		6.3070025		5.8262496		8.809649		7.5018744		6.602446		5.577776		1.6655632		8.225734		3.0855637		2.0782235		6.11964		4.1104383		3.7867956		1.7494205		0.7360101		3.0401444		1.625534		1.0553508		2.6134467		2.0392923		1.9209776		0.80687714		Yes		Yes		Yes		TC409090		0		0		0		0		0		0		0		TC409090		0		Rep: Abdominal-A - Metapolybia cingulata, partial (10%) [TC409090]

		A_99_P532437		6.4543586		6.8319116		6.775423		6.5688033		6.2138495		7.1283607		5.4171104		6.4647307		6.4656787		6.8653502		6.168737		6.464943		-1.1814095		1.228118		-2.5638514		-1.0748032		1.0078773		1.0234486		-1.5227574		-1.0746452		-0.24050903		0.29644918		-1.3583126		-0.10407257		0.011320114		0.033438683		-0.6066861		-0.10386038		No		Yes		Yes		TC445540		0		0		0		0		0		0		0		TC445540		0		Rep: Predicted protein - Coprinopsis cinerea okayama7#130, partial (7%) [TC445540]

		A_99_P410522		5.975777		6.138022		6.1162524		6.081139		5.395864		5.7556844		5.0334125		6.2073426		5.925771		5.8179946		5.331823		6.072291		-1.4947592		-1.3034521		-2.1182017		1.0914178		-1.0352691		-1.2483542		-1.7224112		-1.0061519		-0.57991314		-0.38233757		-1.08284		0.12620354		-0.050005913		-0.32002735		-0.78442955		-0.00884819		No		Yes		Yes		TC372619		0		0		0		0		0		0		0		TC372619		0		Rep: Brain-2 gene - Anolis carolinensis (Green anole) (American chameleon), partial (4%) [TC372619]

		A_99_P537297		5.299705		5.8602777		6.142799		5.9534492		4.874021		5.281371		5.1405196		5.542147		5.306762		5.262395		5.4867706		5.5119185		-1.3432091		-1.4937167		-2.0031621		-1.3298856		1.0049037		-1.5134938		-1.5757387		-1.3580445		-0.42568398		-0.57890654		-1.0022793		-0.4113021		0.00705719		-0.59788275		-0.6560283		-0.4415307		No		Yes		Yes		TC447451		0		0		0		0		0		0		0		TC447451		0		0

		A_99_P407997		13.879405		13.869285		11.471852		13.10574		13.962176		13.724957		12.575189		13.689857		13.934455		14.363692		12.9066515		13.474495		1.0590504		-1.1052151		2.1485097		1.4991211		1.038895		1.4087422		2.7034454		1.2912383		0.0827713		-0.14432716		1.1033363		0.58411694		0.055049896		0.49440765		1.4347992		0.36875534		No		Yes		Yes		CK212695		0		0		Ta.54251		0		0		0		0		TC370038		0		Rep: Class III peroxidase 62 precursor - Oryza sativa subsp. japonica (Rice), partial (51%) [TC370038]

		A_99_P500487		8.839786		8.591292		8.137799		8.29781		9.413416		10.009547		9.257687		8.712758		10.48048		9.290868		9.511178		8.528023		1.4882638		2.6726203		2.1733		1.333251		3.1181593		1.6240268		2.590766		1.1730082		0.57363033		1.4182549		1.1198874		0.41494846		1.6406946		0.6995754		1.3733788		0.23021317		No		Yes		Yes		TC431930		0		0		0		0		0		0		0		TC431930		0		Rep: Chromosome undetermined scaffold_155, whole genome shotgun sequence - Vitis vinifera (Grape), partial (42%) [TC431930]

		A_99_P506872		9.616863		10.249297		11.352466		10.865485		9.1367		9.002579		10.048027		10.194434		9.210668		9.573942		10.31471		10.581775		-1.3949019		-2.3730104		-2.469876		-1.5922325		-1.3251867		-1.5969896		-2.0530317		-1.2173218		-0.48016357		-1.2467184		-1.3044386		-0.671051		-0.40619564		-0.67535496		-1.037756		-0.28371048		No		Yes		Yes		CA714836		0		0		Ta.34805		0		0		0		0		TC434715		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (29%) [TC434715]

		A_99_P285646		4.964765		3.9788024		3.77555		4.356062		5.6973643		6.9482274		6.9144053		4.736639		6.34397		6.026285		7.549647		5.008788		1.6616302		7.83224		8.80825		1.3018625		2.6012495		4.1338406		13.680954		1.5721362		0.73259926		2.969425		3.1388555		0.3805771		1.3792048		2.0474827		3.774097		0.6527262		Yes		Yes		Yes		TA77516_4565		0		0		0		0		0		0		0		TC403021		0		Rep: Nucellin-like aspartic protease - Oryza sativa subsp. japonica (Rice), partial (95%) [TC403021]

		A_99_P417917		8.115432		7.8056293		8.814677		8.667462		8.574327		9.315249		9.283078		9.41641		9.778892		8.452201		9.572292		9.205684		1.3744893		2.8473506		1.3835751		1.680567		3.1677527		1.5654438		1.6906935		1.4521811		0.45889568		1.5096202		0.46840096		0.7489481		1.6634598		0.64657164		0.7576151		0.53822136		No		Yes		Yes		TA97759_4565		0		0		0		0		0		0		0		TC378931		0		0

		A_99_P191452		5.602715		5.7956886		5.692575		6.282843		7.659452		8.749645		9.457996		8.67566		7.9396744		8.569595		10.125476		9.237556		4.1604424		7.7487125		13.598931		5.251818		5.0523667		6.8395753		21.599125		7.752778		2.056737		2.9539566		3.7654214		2.392817		2.3369594		2.7739067		4.432901		2.9547133		Yes		Yes		Yes		DR741771		0		DR741771		Ta.40750		0		0		0		0		0		0		FGAS030815 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741771]

		A_99_P080955		1.977715		1.8366219		2.2340558		1.8431257		6.0265484		8.000228		6.7503867		2.4222734		8.245826		6.826269		6.543789		2.0037649		16.55085		71.68534		22.885006		1.4939663		77.07071		31.771194		19.831657		1.1177822		4.0488334		6.163606		4.5163307		0.5791477		6.2681108		4.9896474		4.3097334		0.16063917		Yes		Yes		Yes		CN012511		0		CN012511		Ta.30912		0		0		0		0		0		0		WHE3897_E10_J19ZS Wheat Fusarium graminearum infected spike cDNA library Triticum aestivum cDNA clone WHE3897_E10_J19, mRNA sequence [CN012511]

		A_99_P340166		9.000389		9.149461		10.230797		9.386269		10.565161		12.292651		12.744147		11.060916		11.543549		12.002679		13.48666		10.82628		2.9583068		8.834757		5.709445		3.192413		5.828641		7.2261043		9.5524		2.7132294		1.5647717		3.1431904		2.5133505		1.6746473		2.5431595		2.853218		3.2558632		1.440011		Yes		Yes		Yes		TA93662_4565		0		0		Ta.1799		0		0		0		0		TC381177		0		Rep: Pathogen-related protein - Oryza sativa (Rice), partial (96%) [TC381177]

		A_99_P257741		15.36441		14.639829		16.12671		15.661247		14.794675		12.062655		12.203452		14.193889		15.886464		12.448583		12.781465		13.72189		-1.4842515		-5.967693		-15.171152		-2.7651517		1.435998		-4.5669975		-10.162943		-3.8353462		-0.5697355		-2.5771732		-3.9232588		-1.4673586		0.5220537		-2.191246		-3.3452463		-1.9393568		Yes		Yes		Yes		AK333375		0		AK333375		Ta.49925		0		0		0		0		TC457050		0		Triticum aestivum cDNA, clone: WT006_F03, cultivar: Chinese Spring [AK333375]

		A_99_P551552		11.136891		11.802808		12.872047		12.17128		11.261498		11.279456		11.372087		11.898404		11.072097		11.689087		11.857314		11.76278		1.0902108		-1.4372904		-2.8283505		-1.2082138		-1.045936		-1.0820153		-2.0205293		-1.3273048		0.124607086		-0.52335167		-1.4999609		-0.2728758		-0.06479454		-0.113720894		-1.0147333		-0.40849972		No		Yes		Yes		BQ170749		0		0		Ta.54772		0		0		0		0		TC452976		0		Rep: White-brown complex homolog protein 23 - Arabidopsis thaliana (Mouse-ear cress), partial (11%) [TC452976]

		A_99_P405322		6.4482236		6.310446		6.4618154		6.4859314		6.3409715		6.379015		5.3399844		5.9200797		6.5129447		6.1136494		6.0247664		6.0592895		-1.0771745		1.0486761		-2.17623		-1.4802611		1.0458827		-1.1461505		-1.3538321		-1.3441013		-0.10725212		0.06856918		-1.1218309		-0.5658517		0.06472111		-0.19679642		-0.4370489		-0.42664194		No		Yes		Yes		TA111733_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P500112		6.635069		5.888927		5.4219003		5.834455		6.806406		6.6733937		6.2599754		5.722567		7.264128		6.751154		6.643013		6.0149384		1.1261017		1.7224555		1.7876635		-1.0806415		1.5465562		1.8178422		2.3312645		1.1332635		0.17133713		0.78446674		0.83807516		-0.11188793		0.6290593		0.86222696		1.2211127		0.18048334		No		Yes		Yes		TA52112_4565		0		0		Ta.24562		0		0		0		0		TC431768		0		Rep: Chromosome chr13 scaffold_48, whole genome shotgun sequence - Vitis vinifera (Grape), partial (23%) [TC431768]

		A_99_P405247		7.5272717		6.8686924		6.6686954		6.486952		6.2056375		5.5607986		5.082178		5.3839345		6.2018204		6.478979		5.517512		6.322977		-2.499491		-2.4757981		-3.0032349		-2.1480348		-2.5061128		-1.310133		-2.2209604		-1.1203697		-1.3216343		-1.3078938		-1.5865173		-1.1030173		-1.3254514		-0.3897133		-1.1511836		-0.16397476		Yes		No		No		TA111712_4565		0		0		Ta.51219		0		0		0		0		TC421449		0		Rep: Chromosome chr15 scaffold_19, whole genome shotgun sequence - Vitis vinifera (Grape), partial (8%) [TC421449]

		A_99_P485727		4.811973		3.454406		1.605739		3.2822754		3.1852076		3.8542433		4.298901		2.131814		4.1831		3.7687633		4.5861998		1.7503327		-3.0881984		1.3193591		6.467293		-2.2198489		-1.5463564		1.2434576		7.892381		-2.8917499		-1.6267655		0.39983726		2.693162		-1.1504614		-0.6288729		0.31435728		2.9804606		-1.5319427		No		Yes		Yes		TC405805		0		0		0		0		0		0		0		TC405805		GO:0000786(nucleosome)|GO:0003677(DNA binding)|GO:0005634(nucleus)|GO:0006334(nucleosome assembly)|GO:0007076(mitotic chromosome condensation)|GO:0007283(spermatogenesis)		Rep: Os05g0153300 protein - Oryza sativa subsp. japonica (Rice), partial (17%) [TC405805]

		A_99_P301736		8.978953		8.685029		7.5890794		7.59199		7.781031		7.440321		6.733843		6.3738055		7.812857		8.060662		6.638332		6.864104		-2.2940903		-2.369706		-1.8090553		-2.3265376		-2.2440367		-1.5415341		-1.9328738		-1.6562107		-1.1979222		-1.2447081		-0.85523653		-1.2181845		-1.1660962		-0.62436676		-0.9507475		-0.7278862		Yes		No		No		TA82186_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P456482		7.500105		7.534059		6.5619855		7.603777		6.869703		6.1901875		6.0422425		6.392578		6.7684035		6.409492		5.8620324		6.787775		-1.5479964		-2.5383158		-1.4336998		-2.3152995		-1.6605963		-2.180361		-1.624452		-1.7605203		-0.6304021		-1.3438716		-0.51974297		-1.2111988		-0.7317014		-1.124567		-0.6999531		-0.8160019		No		Yes		Yes		TA64878_4565		0		0		0		0		0		0		0		TC408112		0		Rep: Leucine-rich repeat transmembrane protein kinase 1 - Zea mays (Maize), partial (11%) [TC408112]

		A_99_P289916		14.789268		14.820297		13.463486		13.186416		13.947865		13.199642		11.81478		13.163569		13.663193		14.021912		11.446662		12.57388		-1.7917918		-3.0751464		-3.1355217		-1.0159619		-2.1826408		-1.7391539		-4.0469184		-1.5289439		-0.841403		-1.6206551		-1.6487055		-0.022846222		-1.1260748		-0.7983856		-2.0168238		-0.6125355		Yes		Yes		Yes		TA78774_4565		0		0		Ta.31798		0		0		0		0		TC395112		0		0

		A_99_P474407		10.729352		10.9535		11.08471		10.698583		10.748029		10.525539		10.050991		10.63791		10.702525		10.678738		10.139873		10.675534		1.0130299		-1.3453302		-2.047295		-1.042952		-1.0187689		-1.2097946		-1.9249722		-1.0161042		0.018676758		-0.4279604		-1.0337191		-0.06067276		-0.026826859		-0.27476215		-0.94483757		-0.0230484		No		Yes		Yes		CD916455		0		0		Ta.22920		0		0		0		0		TC419078		0		Rep: Predicted protein - Monosiga brevicollis MX1, partial (23%) [TC438929]

		A_99_P564507		1.8216068		3.3614342		2.5200264		3.3476717		2.1575806		3.845372		4.54606		4.297588		2.6839874		3.9096718		4.5218196		4.263502		1.2622292		1.3985558		4.072836		1.9317603		1.8180358		1.4622983		4.004975		1.8866546		0.33597386		0.48393774		2.0260336		0.9499161		0.8623806		0.54823756		2.0017931		0.9158304		Yes		No		No		CA597986		0		0		Ta.3811		0		0		0		0		TC457837		0		Rep: Os12g0110400 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC457837]

		A_99_P284466		9.7538185		11.044273		11.289418		11.539218		9.24076		9.273071		9.430608		10.690647		8.653484		9.986764		9.199699		10.909603		-1.4270725		-3.4133825		-3.6270847		-1.8007162		-2.1440434		-2.0813353		-4.256651		-1.5471519		-0.51305866		-1.7712021		-1.8588104		-0.8485708		-1.1003342		-1.0575094		-2.0897188		-0.62961483		Yes		Yes		Yes		TA77201_4565		0		0		Ta.45108		0		0		0		0		TC446135		0		0

		A_99_P391872		8.976167		9.657332		10.708751		11.386828		10.464883		12.294357		13.754933		11.991963		10.751422		12.417159		13.382529		13.022569		2.8063912		6.2204757		8.260234		1.521121		3.4229856		6.7731485		6.3809824		3.1074696		1.4887161		2.6370249		3.0461826		0.60513496		1.7752552		2.7598267		2.6737785		1.6357403		Yes		No		No		TA108451_4565		0		0		0		0		0		0		0		TC446684		0		0

		A_99_P349456		9.37043		9.338133		10.238126		9.822811		8.702371		8.189663		8.940528		9.596638		8.900429		8.283189		8.843762		9.752333		-1.5889342		-2.2167866		-2.4581926		-1.1697283		-1.3851106		-2.0776377		-2.6287253		-1.0500648		-0.66805935		-1.1484699		-1.2975979		-0.2261734		-0.47000122		-1.054944		-1.3943634		-0.07047844		No		Yes		Yes		TA96581_4565		0		0		0		0		0		0		0		TC402190		0		Rep: PBng143 - Vigna radiata, partial (54%) [TC402190]

		A_99_P529867		8.801914		8.967132		8.858494		8.600205		8.362431		7.8807144		8.102292		7.8085113		7.706764		7.6976647		7.3051696		7.4289804		-1.3561189		-2.1234603		-1.6890379		-1.7311062		-2.136353		-2.4107246		-2.9349263		-2.2520285		-0.43948364		-1.0864172		-0.75620174		-0.79169416		-1.09515		-1.2694669		-1.5533242		-1.1712251		Yes		No		No		EF601541		0		EF601541		Ta.40673		100136972		Cry2		cryptochrome 2		0		TC444464		0		Triticum aestivum chromosome 6 cryptochrome 2 (Cry2) mRNA, complete cds [EF601541]

		A_99_P387107		6.8445225		8.176989		7.4654183		7.0090885		6.1838326		6.2441316		6.81961		6.394686		5.5933967		7.4661903		6.413202		7.126579		-1.5808383		-3.8181057		-1.5646156		-1.5309236		-2.380271		-1.6367095		-2.0737133		1.084846		-0.66068983		-1.932857		-0.6458082		-0.6144023		-1.2511258		-0.71079826		-1.0522165		0.11749029		No		Yes		Yes		TA107272_4565		0		0		0		0		0		0		0		TC424631		0		Rep: Myosin heavy chain-like protein - Oryza sativa subsp. japonica (Rice), partial (8%) [TC424631]

		A_99_P413167		6.4077983		6.153957		4.8734813		5.548638		5.5211997		4.96518		4.0476384		5.378422		5.7837963		5.4269614		4.602206		5.4903264		-1.8488121		-2.2795942		-1.7725704		-1.125227		-1.5411444		-1.6551884		-1.206874		-1.0412464		-0.8865986		-1.188777		-0.82584286		-0.17021608		-0.624002		-0.72699547		-0.27127504		-0.058311462		No		Yes		Yes		CK215082		0		0		Ta.56752		0		0		0		0		TC375039		0		0

		A_99_P532527		8.485576		10.148575		9.934781		8.806514		8.013122		7.710362		8.995393		8.208469		6.4029737		8.884621		7.5602684		8.370983		-1.3874676		-5.4196997		-1.917715		-1.5136634		-4.235705		-2.4015305		-5.1856065		-1.3524082		-0.47245407		-2.4382129		-0.9393883		-0.5980444		-2.082602		-1.2639542		-2.3745127		-0.43553066		Yes		Yes		Yes		TC425172		0		0		0		0		0		0		0		TC425172		0		Rep: Peroxidase prx13 precursor - Spinacia oleracea (Spinach), partial (8%) [TC425172]

		A_99_P199036		1.9936423		3.1350338		2.3957357		7.1987495		1.6833583		2.766586		7.33341		6.8400764		1.8892425		2.021324		4.872486		7.412041		-1.2399517		-1.2909632		30.647001		-1.282246		-1.075047		-2.164014		5.5664225		1.1593302		-0.31028402		-0.36844778		4.937674		-0.3586731		-0.1043998		-1.1137099		2.4767504		0.21329165		No		Yes		Yes		BT008969		0		BT008969		Ta.55030		0		0		0		0		TC412227		0		Triticum aestivum clone wdk1c.pk014.c11:fis, full insert mRNA sequence [BT008969]

		A_99_P450787		3.5369253		1.9555327		1.9859285		5.2473817		4.953163		3.6371663		7.3232155		9.942463		4.9598765		4.543194		6.9993825		6.446012		2.6688862		3.2079098		40.428112		25.90361		2.6813345		6.0112343		32.299812		2.2952166		1.4162378		1.6816336		5.337287		4.695081		1.4229512		2.5876613		5.013454		1.1986303		Yes		Yes		Yes		TC415512		0		0		0		0		0		0		0		TC415512		0		Rep: Aquaporin Z, water channel protein - Streptococcus gordonii str. Challis substr. CH1, partial (9%) [TC443730]

		A_99_P225406		3.261819		3.4784787		2.5607328		3.658407		8.381141		7.9808273		11.61099		6.662718		9.857019		9.191033		11.431703		6.045217		34.75917		22.664288		530.14996		8.02394		96.683685		52.438515		468.19632		5.2299967		5.119322		4.502349		9.050257		3.0043108		6.5952005		5.712555		8.87097		2.38681		Yes		Yes		Yes		TA60092_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P247476		3.2726738		4.96238		4.292252		5.3640647		2.4646146		2.303602		3.02027		3.5472412		2.5125406		2.5743983		2.2929513		3.4075434		-1.7508545		-6.314979		-2.414931		-3.5230465		-1.693647		-5.234246		-3.9980617		-3.8812497		-0.8080592		-2.658778		-1.271982		-1.8168235		-0.76013327		-2.3879817		-1.9993007		-1.9565213		Yes		No		No		TA66424_4565		0		0		Ta.4878		0		0		0		0		TC425765		0		0

		A_99_P269551		4.2275147		2.458749		2.1786776		4.126845		4.6629105		4.24008		3.7023456		4.047989		5.192885		4.7455516		3.9170754		3.9505093		1.3522817		3.437431		2.8752115		-1.0561802		1.9525645		4.879734		3.3366442		-1.13001		0.43539572		1.7813308		1.523668		-0.07885599		0.9653702		2.2868025		1.7383978		-0.17633557		Yes		No		No		TA72782_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P191907		7.94095		7.4641113		7.6808796		7.444523		6.9937286		6.442756		6.9051385		5.3737106		6.2627487		6.443931		6.1487713		5.903683		-1.9281553		-2.0298247		-1.7120693		-4.2012315		-3.2002869		-2.0281723		-2.8920817		-2.909638		-0.9472213		-1.0213552		-0.7757411		-2.0708122		-1.6782012		-1.0201802		-1.5321083		-1.5408397		Yes		No		No		DR734911		0		DR734911		Ta.67339		0		0		0		0		0		0		FGAS080642 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR734911]

		A_99_P314711		5.798041		5.7097454		6.0923944		6.3522377		6.7432647		7.198286		10.750598		7.9935417		8.383697		8.290196		11.223119		8.000748		1.9254875		2.8060498		25.249863		3.1194766		6.0028834		5.9812665		35.034985		3.1350968		0.9452238		1.4885406		4.6582036		1.641304		2.5856557		2.580451		5.1307244		1.64851		Yes		Yes		Yes		TA86020_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P159597		10.428592		9.771225		9.882463		9.5736885		11.001342		11.417134		11.1960535		10.2522		11.80941		10.946063		11.632984		10.317158		1.4873561		3.1294503		2.4855928		1.6004877		2.6041605		2.2576754		3.3648		1.674197		0.5727501		1.6459093		1.31359		0.6785116		1.3808184		1.1748381		1.7505207		0.74346924		Yes		Yes		Yes		AK331432		0		AK331432		Ta.55037		0		0		0		0		TC458207		0		Triticum aestivum cDNA, clone: WT007_H18, cultivar: Chinese Spring [AK331432]

		A_99_P394587		6.092961		5.2247176		6.6705017		5.7699623		5.553538		4.8458		5.047066		4.241893		5.5925903		4.8067183		4.7146873		4.6907916		-1.4533911		-1.3003659		-3.0810785		-2.8839967		-1.4145768		-1.3360734		-3.8793485		-2.1128213		-0.539423		-0.3789177		-1.6234355		-1.5280695		-0.5003705		-0.41799927		-1.9558144		-1.0791707		Yes		No		No		TA109106_4565		0		0		0		0		0		0		0		TC452443		0		Rep: Auxin-responsive protein IAA9 - Oryza sativa subsp. japonica (Rice), partial (54%) [TC452443]

		A_99_P469432		8.428543		6.6606164		6.2753873		6.2800484		8.854843		8.718154		12.181674		8.684973		10.036103		9.203661		12.346232		7.256557		1.3437829		4.1627517		59.97489		5.296078		3.0473604		5.8281765		67.22124		1.9676977		0.42630005		2.0575376		5.9062867		2.4049244		1.6075602		2.5430446		6.070845		0.9765086		Yes		Yes		Yes		TC416235		0		0		0		0		0		0		0		TC416235		0		Rep: Wali6 protein - Triticum aestivum (Wheat), complete [TC416235]

		A_99_P451152		7.3296533		5.198239		4.3181577		6.112011		7.6910405		7.390015		6.806643		6.5375752		9.825206		8.305549		6.876576		6.6758094		1.2846606		4.5686765		5.6118846		1.3430977		5.6394424		8.617742		5.890615		1.4781559		0.36138725		2.1917763		2.4884853		0.4255643		2.4955525		3.1073098		2.5584183		0.5637984		Yes		No		No		CK161274		0		CK161274		Ta.31324		0		0		0		0		TC404495		0		FGAS013839 Triticum aestivum FGAS: Library 4 Gate 8 Triticum aestivum cDNA, mRNA sequence [CK161274]

		A_99_P020974		4.141543		5.2409425		5.94434		5.4450173		3.0307407		4.0353355		4.150637		5.132437		3.8497527		4.9495063		4.852987		5.057034		-2.159657		-2.3063428		-3.4670367		-1.2419268		-1.2241584		-1.223858		-2.1307383		-1.308563		-1.1108022		-1.2056069		-1.7937031		-0.3125801		-0.29179025		-0.2914362		-1.0913534		-0.38798332		Yes		Yes		Yes		CJ638392		0		CJ638392		Ta.8291		0		0		0		0		0		0		CJ638392 Y.Ogihara unpublished cDNA library Wh_EMC Triticum aestivum cDNA clone whec13a18 5', mRNA sequence [CJ638392]

		A_99_P481492		8.507083		8.059316		8.650982		8.899161		9.509488		10.839116		10.435256		8.8525505		10.974442		9.862942		11.188919		9.175413		2.0033371		6.8675733		3.444451		-1.0328357		5.5303035		3.4909654		5.80758		1.2110444		1.0024052		2.7798004		1.7842741		-0.046610832		2.4673586		1.8036261		2.5379372		0.2762518		Yes		Yes		Yes		BJ282703		0		0		Ta.320		0		0		0		0		TC422914		0		Rep: Calmodulin-like protein - Cenchrus ciliaris (Buffelgrass) (Pennisetum ciliare), partial (74%) [TC422914]

		A_99_P223676		8.672083		8.986913		11.540256		9.68007		10.029849		12.457646		12.2037325		10.785556		10.731259		10.354606		12.394761		10.657974		2.5628803		11.086512		1.5838953		2.1517134		4.1674833		2.5805757		1.808139		1.9696022		1.3577662		3.4707336		0.66347694		1.1054859		2.0591764		1.367693		0.85450554		0.9779043		Yes		No		No		TA59594_4565		0		0		0		0		0		0		0		TC407342		0		Rep: 22.3kDa heat-shock protein - Aegilops kotschyi, partial (68%) [TC407342]

		A_99_P119594		6.481846		6.224158		6.398809		6.4070435		7.4212723		8.235713		7.4480796		7.7127805		7.623426		7.4564757		7.8045087		7.565754		1.9177656		4.0321665		2.0694833		2.4720998		2.2062252		2.3494415		2.6494625		2.2325778		0.9394264		2.0115552		1.0492706		1.305737		1.1415801		1.2323179		1.4056997		1.1587105		Yes		Yes		Yes		CJ671329		0		CJ671329		Ta.43990		0		0		0		0		TC374186		0		CJ671329 Y.Ogihara unpublished cDNA library Wh_KMV Triticum aestivum cDNA clone whkv5j01 5', mRNA sequence [CJ671329]

		A_99_P514912		8.0141325		8.048576		8.063687		8.167914		6.871395		6.088312		6.3355236		6.664257		6.8887825		6.9983807		6.8817177		7.4064727		-2.2079957		-3.8913324		-3.3130586		-2.8356066		-2.1815445		-2.0708108		-2.2688632		-1.6951838		-1.1427374		-1.9602642		-1.7281637		-1.5036573		-1.12535		-1.0501957		-1.1819696		-0.7614417		Yes		No		No		CA688723		0		0		Ta.51138		0		0		0		0		TC438297		0		Rep: Monothiol glutaredoxin-S9 - Oryza sativa subsp. japonica (Rice), partial (54%) [TC438297]

		A_99_P151247		2.0473819		1.9305357		2.0359764		1.674867		2.575966		5.477325		6.232699		4.465949		3.3794231		3.6603997		6.2814484		4.62117		1.4425126		11.686647		18.337467		6.9214864		2.5175865		3.3169656		18.967688		7.707713		0.528584		3.5467892		4.1967225		2.791082		1.3320413		1.729864		4.245472		2.946303		Yes		Yes		Yes		CJ805305		0		CJ805305		Ta.53055		0		0		0		0		0		0		CJ805305 Y. Ogihara unpublished cDNA library, whsct Triticum aestivum cDNA clone whsct33h23 5', mRNA sequence [CJ805305]

		A_99_P280816		8.934452		9.123979		8.5315485		9.404569		9.34356		10.241165		9.833039		9.325571		9.407599		9.786831		9.697696		9.4852705		1.3278648		2.1692352		2.4648345		-1.0562838		1.3881345		1.5832096		2.244116		1.0575324		0.40910816		1.1171865		1.3014908		-0.07899761		0.4731474		0.6628523		1.1661472		0.08070183		No		Yes		Yes		TA76117_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P450162		6.6830974		6.388596		6.2916884		6.1154532		6.820282		6.610723		3.6904695		5.5957546		6.566227		6.6067986		3.7075796		5.9294086		1.0997568		1.166452		-6.067991		-1.4336557		-1.08438		1.1632833		-5.996451		-1.1376405		0.13718462		0.22212696		-2.601219		-0.5196986		-0.1168704		0.21820259		-2.5841088		-0.1860447		No		Yes		Yes		TC403832		0		0		0		0		0		0		0		TC403832		0		0

		A_99_P471177		9.335858		8.373528		7.5853667		8.024522		9.474664		9.560103		8.521141		8.019509		10.054761		9.309098		8.889741		8.113088		1.100993		2.2761188		1.912917		-1.0034804		1.6459296		1.9126471		2.4697657		1.0633126		0.13880539		1.1865759		0.9357743		-0.005012512		0.7189026		0.9355707		1.3043742		0.08856583		No		Yes		Yes		TC417224		0		0		0		0		0		0		0		TC417224		0		Rep: Os06g0283300 protein - Oryza sativa subsp. japonica (Rice), partial (21%) [TC417224]

		A_99_P576582		6.2119694		6.1437645		6.6310115		6.7055793		6.665219		7.5943675		7.638056		7.1023526		7.157423		6.836188		7.8736916		6.794687		1.3691205		2.7332227		2.0097895		1.31656		1.9257944		1.6159956		2.366377		1.0637119		0.45324945		1.450603		1.0070443		0.39677334		0.94545364		0.69242334		1.2426801		0.08910751		No		Yes		Yes		CV770436		0		CV770436		Ta.48338		0		0		0		0		TC461996		0		FGAS064829 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [CV770436]

		A_99_P084250		10.6258135		10.575236		7.796885		8.345887		10.912696		10.924716		8.691368		9.169651		11.345042		10.878109		8.88347		8.959217		1.2200011		1.274101		1.8589437		1.7700177		1.6463017		1.2335982		2.1237068		1.529786		0.2868824		0.34947968		0.8944831		0.82376385		0.71922874		0.30287266		1.0865846		0.6133299		No		Yes		Yes		DR741655		0		DR741655		Ta.32090		0		0		0		0		TC442569		0		FGAS030707 Triticum aestivum FGAS: Library 2 Gate 3 Triticum aestivum cDNA, mRNA sequence [DR741655]

		A_99_P304221		4.8288374		5.377182		7.456672		5.241243		6.4521594		7.878123		7.9670157		6.8995934		7.7611127		5.735457		8.828112		6.540138		3.0808363		5.6605444		1.4243894		3.156554		7.633133		1.2818922		2.5872858		2.4604034		1.623322		2.5009408		0.51034355		1.6583505		2.9322753		0.35827494		1.3714395		1.2988949		Yes		No		No		TA82925_4565		0		0		0		0		0		0		0		TC431348		0		Rep: Ethylene-responsive transciptional coactivator-like protein - Retama raetam, partial (89%) [TC431348]

		A_99_P438667		9.3915205		10.220172		9.245471		9.899611		9.700845		10.954032		11.025566		10.367452		10.130976		10.582417		11.103986		10.197188		1.2391272		1.6630828		3.434488		1.3830374		1.6695453		1.2854242		3.6263416		1.2290784		0.30932426		0.73386		1.7800951		0.4678402		0.7394552		0.3622446		1.8585148		0.2975769		No		Yes		Yes		AK331808		0		AK331808		Ta.10027		0		0		0		0		TC428991		0		Triticum aestivum cDNA, clone: WT002_G14, cultivar: Chinese Spring [AK331808]

		A_99_P270721		8.201719		7.809755		7.488231		8.0536375		8.17296		6.927906		6.9534736		7.61249		8.068855		6.860153		6.1844125		7.4665236		-1.0201342		-1.8427353		-1.4486988		-1.3576837		-1.0964682		-1.9313393		-2.4688148		-1.5022385		-0.028759003		-0.8818488		-0.5347576		-0.44114733		-0.132864		-0.94960165		-1.3038187		-0.58711386		No		Yes		Yes		AK333462		0		AK333462		Ta.19092		0		0		0		0		TC435231		0		Triticum aestivum cDNA, clone: WT006_I13, cultivar: Chinese Spring [AK333462]

		A_99_P377207		7.468698		7.440477		5.2898555		7.242641		6.065149		6.3184166		4.2852254		5.416158		6.8817005		6.7025433		4.93469		5.303696		-2.6455162		-2.176576		-2.006429		-3.5467134		-1.5021173		-1.6677854		-1.2791322		-3.8342512		-1.4035492		-1.1220603		-1.0046301		-1.8264828		-0.5869975		-0.73793364		-0.35516548		-1.9389448		Yes		No		No		TA104844_4565		0		0		0		0		0		0		0		TC427916		0		0

		A_99_P566432		10.724541		10.469413		9.922168		10.500375		10.0045		9.089461		8.77274		9.328083		9.309539		10.044894		8.027604		10.14208		-1.6472281		-2.6025963		-2.2182584		-2.253694		-2.6666007		-1.3421246		-3.718095		-1.2819096		-0.7200403		-1.3799515		-1.1494274		-1.1722918		-1.4150019		-0.4245186		-1.8945637		-0.3582945		Yes		No		No		CA746392		0		CA746392		Ta.61012		0		0		0		0		TC458530		0		wri2s.pk007.m7 wri2s Triticum aestivum cDNA clone wri2s.pk007.m7 5' end, mRNA sequence [CA746392]

		A_99_P485042		12.183112		12.233663		10.778808		10.244198		10.780776		10.621814		9.081342		8.6252775		10.454925		11.297665		9.166578		9.943943		-2.6432927		-3.0564327		-3.2433076		-3.071451		-3.3131135		-1.9132136		-3.057239		-1.2313619		-1.4023361		-1.6118488		-1.6974659		-1.6189203		-1.7281876		-0.93599796		-1.6122293		-0.30025482		Yes		No		No		TA77282_4565		0		0		0		0		0		0		0		TC424729		0		Rep: Expressed protein - Oryza sativa subsp. japonica (Rice), partial (39%) [TC424729]

		A_99_P479352		8.203319		8.435148		7.8369613		9.097683		9.682869		12.301704		11.729351		9.055886		10.372394		11.163142		11.590308		9.2432165		2.788618		14.586443		14.849987		-1.029395		4.4973497		6.6253376		13.485592		1.1061397		1.4795504		3.8665562		3.8923898		-0.041796684		2.169075		2.727994		3.753347		0.14553356		Yes		Yes		Yes		AF262981		0		AF262981		Ta.796		542858		PDI3		protein disulfide isomerase 3 precursor		0		TC399539		0		Triticum aestivum protein disulfide isomerase 3 precursor (PDI3) mRNA, complete cds [AF262981]

		A_99_P411147		5.1232247		5.0349445		5.8954015		5.6613407		5.382998		4.949383		5.5115337		5.2795835		4.757219		5.1915135		4.8686223		5.381502		1.1972905		-1.0611008		-1.3048353		-1.3029279		-1.2887799		1.1146332		-2.0374706		-1.214059		0.25977325		-0.08556175		-0.38386774		-0.38175726		-0.3660059		0.156569		-1.0267792		-0.27983856		No		Yes		Yes		TC373228		0		0		0		0		0		0		0		TC373228		0		0

		A_99_P487562		7.2165947		7.09276		6.983906		6.8506293		7.6252456		7.7537246		8.186769		7.2897		7.7370625		7.392794		8.003661		7.259126		1.3274438		1.5811393		2.30196		1.3557308		1.4344202		1.2311735		2.027575		1.3273022		0.40865088		0.6609645		1.2028627		0.4390707		0.52046776		0.30003405		1.0197554		0.40849686		No		Yes		Yes		AK336052		0		AK336052		Ta.23445		0		0		0		0		TC426013		0		Triticum aestivum cDNA, clone: SET3_B21, cultivar: Chinese Spring [AK336052]

		A_99_P073515		13.717914		14.2156105		14.376793		14.402141		13.594371		13.593236		13.208008		13.937859		14.000839		13.6645975		13.572309		14.054988		-1.0894068		-1.5394068		-2.2482228		-1.3796306		1.2166597		-1.4651141		-1.7465215		-1.2720476		-0.123542786		-0.62237453		-1.1687851		-0.46428204		0.2829256		-0.551013		-0.80448437		-0.3471527		No		Yes		Yes		CK166427		0		CK166427		Ta.28218		0		0		0		0		TC369924		0		FGAS050555 Triticum aestivum FGAS: TaLt7 Triticum aestivum cDNA, mRNA sequence [CK166427]

		A_99_P360556		8.422961		7.715		6.007686		7.475601		6.185472		6.0237365		5.8144526		6.80008		6.954594		6.1712093		5.882927		7.8528404		-4.7157564		-3.2293944		-1.1433233		-1.5971738		-2.7670853		-2.915596		-1.0903257		1.298854		-2.2374892		-1.6912637		-0.19323349		-0.6755214		-1.4683671		-1.5437908		-0.1247592		0.37723923		Yes		No		No		TA100184_4565		0		0		0		0		0		0		0		TC417671		0		0

		A_99_P519517		6.69772		6.478926		6.3458595		6.2657714		8.99536		11.460472		10.995609		9.020471		10.319943		10.476495		11.343796		8.863393		4.9165297		31.593283		25.102337		6.7491193		12.313964		15.973058		31.954258		6.052879		2.2976403		4.981546		4.6497498		2.7546992		3.6222234		3.9975686		4.9979362		2.5976214		Yes		Yes		Yes		TA110466_4565		0		0		0		0		0		0		0		TC440245		0		Rep: ACS-like protein - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum), partial (23%) [TC440245]

		A_99_P060131		2.2373323		1.9562374		2.1421788		2.3754833		4.958315		6.575912		4.6714153		3.4371846		6.785444		5.420807		4.6093526		3.153159		6.593217		24.58446		5.772661		2.0873916		23.394726		11.039245		5.529595		1.7143666		2.7209826		4.6196747		2.5292366		1.0617013		4.5481114		3.4645696		2.4671738		0.7776756		Yes		Yes		Yes		CA730423		0		CA730423		Ta.22213		0		0		0		0		0		0		wip1c.pk004.d10 wip1c Triticum aestivum cDNA clone wip1c.pk004.d10 5' end, mRNA sequence [CA730423]

		A_99_P309211		12.017857		10.831508		9.570804		8.864272		12.407737		12.735141		10.978795		9.732063		13.131405		11.966388		11.463342		9.289024		1.3102846		3.7415423		2.6536744		1.8248668		2.1637716		2.196003		3.7128785		1.3423419		0.38988018		1.9036331		1.4079914		0.8677912		1.1135483		1.1348801		1.8925381		0.42475224		Yes		Yes		Yes		TA84415_4565		0		0		0		0		0		0		0		TC424586		0		0

		A_99_P198311		7.5123706		7.5776744		7.530211		7.5043883		7.3356133		6.816845		6.561131		7.41543		7.214971		7.0639663		6.465496		7.4772315		-1.1303405		-1.6944646		-1.9575918		-1.0636019		-1.2289273		-1.4277151		-2.0917566		-1.019002		-0.17675734		-0.76082945		-0.96908		-0.08895826		-0.29739952		-0.5137081		-1.0647149		-0.02715683		No		Yes		Yes		AK332932		0		AK332932		Ta.14721		778398		WAP2		aspartic proteinase		0		TC390059		0		Triticum aestivum cDNA, clone: WT005_D18, cultivar: Chinese Spring [AK332932]

		A_99_P044460		2.356415		2.601704		1.7576612		2.3809774		3.3795717		4.674103		3.4534328		3.2458856		4.8773727		3.6792183		4.405933		2.103841		2.032361		4.2058544		3.239501		1.8212239		5.7396297		2.110397		6.2691574		-1.2117871		1.0231566		2.072399		1.6957716		0.8649082		2.5209577		1.0775144		2.6482716		-0.27713633		Yes		Yes		Yes		CA604501		0		CA604501		Ta.16308		0		0		0		0		0		0		wr1.pk0042.a5 wr1 Triticum aestivum cDNA clone wr1.pk0042.a5 5' end, mRNA sequence [CA604501]

		A_99_P053102		7.3542304		6.6987267		5.940105		6.544657		6.984709		5.6909842		5.6191807		5.775772		6.604587		6.641503		5.7151923		6.0508137		-1.2919244		-2.0107622		-1.2491306		-1.7039526		-1.681377		-1.0404617		-1.1687065		-1.4081916		-0.36952162		-1.0077424		-0.32092428		-0.76888514		-0.7496433		-0.057223797		-0.22491264		-0.49384356		No		Yes		Yes		AK335705		0		AK335705		Ta.19029		0		0		0		0		TC454165		0		Triticum aestivum cDNA, clone: WT013_J03, cultivar: Chinese Spring [AK335705]

		A_99_P138720		10.588533		9.65802		9.467607		10.403015		10.460117		10.175735		10.802727		10.753593		10.639221		10.721803		10.371025		11.034851		-1.0930929		1.4316863		2.522965		1.2750716		1.0357586		2.0904052		1.8704929		1.5495356		-0.12841606		0.51771545		1.3351202		0.3505783		0.05068779		1.0637827		0.90341854		0.63183594		No		Yes		Yes		0		0		0		0		0		0		0		0		0		0		0

		A_99_P475387		15.705762		15.558777		15.378135		15.077714		14.770583		14.444431		14.381612		13.86589		14.684192		14.8711195		14.069031		15.14946		-1.9121275		-2.1649678		-1.9951855		-2.3163037		-2.0301273		-1.610666		-2.477876		1.0509877		-0.93517876		-1.1143456		-0.9965229		-1.2118244		-1.0215702		-0.68765736		-1.309104		0.07174587		Yes		No		No		FJ625793		0		FJ625793		Ta.67625		100415821		LOC100415821		FBP aldolase protein		0		TC379157		0		Triticum aestivum chloroplast fructose-bisphosphate aldolase (AlDP) mRNA, complete cds; nuclear gene for chloroplast product [FJ625793]

		A_99_P254506		8.265057		9.053262		8.713494		9.2648325		8.294952		9.000924		9.757319		9.610552		8.342874		9.035792		9.609139		9.509566		1.0209384		-1.0369438		2.0616868		1.2707845		1.0554198		-1.0121825		1.8604417		1.1848742		0.029895782		-0.052337646		1.0438251		0.34571934		0.07781696		-0.017469406		0.89564514		0.24473381		No		Yes		Yes		TA68420_4565		0		0		0		0		0		0		0		TC373124		0		Rep: Cytochrome P450 51 - Triticum aestivum (Wheat), partial (40%) [TC373124]

		A_99_P170579		7.0204105		7.851975		7.459385		8.471573		7.4549923		9.054402		9.341362		8.528316		7.7099166		8.504645		9.24397		8.378335		1.351519		2.3012655		3.6857982		1.0401148		1.6127312		1.5720754		3.4451935		-1.0667616		0.43458176		1.2024274		1.8819771		0.05674267		0.68950605		0.6526704		1.784585		-0.09323788		No		Yes		Yes		TA51956_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P218311		10.84874		11.274845		9.981568		10.674409		10.98769		11.56788		11.323158		11.28181		11.512806		11.850604		11.542221		11.069386		1.1011037		1.2252147		2.5343046		1.523512		1.5845425		1.4904613		2.9498727		1.3149215		0.13895035		0.29303455		1.3415899		0.6074009		0.6640663		0.57575893		1.5606527		0.39497662		No		Yes		Yes		TA57507_4565		0		0		Ta.54501		0		0		0		0		TC372351		0		Rep: Glutathione transferase F5 - Triticum aestivum (Wheat), complete [TC372351]

		A_99_P297081		10.914502		10.168662		9.721096		10.024693		11.554708		11.7086115		10.952691		10.795085		11.919593		11.278712		11.162284		10.2219515		1.5585511		2.907843		2.3482647		1.7057337		2.0070696		2.1585317		2.7154436		1.146518		0.6402054		1.5399494		1.231595		0.7703924		1.0050907		1.1100502		1.4411879		0.19725895		Yes		Yes		Yes		TA80819_4565		0		0		0		0		0		0		0		TC411436		0		Rep: Iron/ascorbate-dependent oxidoreductase - Hordeum vulgare (Barley), partial (84%) [TC411436]

		A_99_P351361		5.3299646		6.027393		4.725364		5.1983333		4.323071		4.7581897		4.0939813		4.0229135		4.835914		5.3273287		4.901875		4.6817527		-2.0095794		-2.410284		-1.5490491		-2.258586		-1.4083935		-1.624577		1.1301473		-1.4305606		-1.0068936		-1.2692032		-0.63138294		-1.1754198		-0.4940505		-0.7000642		0.17651081		-0.5165806		Yes		No		No		TA97166_4565		0		0		0		0		0		0		0		TC417078		0		0

		A_99_P130940		8.989102		8.909601		9.4792185		9.413183		8.878954		8.56105		8.348996		9.052398		9.097789		8.677078		8.874159		9.04377		-1.0793393		-1.273281		-2.1889248		-1.2841249		1.0782461		-1.1748878		-1.5210416		-1.2918274		-0.11014843		-0.3485508		-1.1302223		-0.36078548		0.10868645		-0.23252296		-0.6050596		-0.36941338		No		Yes		Yes		CJ906535		0		CJ906535		Ta.47546		0		0		0		0		TC402552		0		CJ906535 Y. Ogihara unpublished cDNA library, whthkles Triticum aestivum cDNA clone whthkles4a21 5', mRNA sequence [CJ906535]

		A_99_P263416		11.703504		11.515801		11.105227		10.906617		10.516664		10.1222		9.040452		9.381328		10.118624		10.707023		8.889052		10.671803		-2.2765357		-2.6273372		-4.1836886		-2.8784447		-2.999828		-1.7517279		-4.646599		-1.1767547		-1.18684		-1.3936014		-2.0647755		-1.5252895		-1.5848799		-0.80877876		-2.216175		-0.23481369		Yes		No		No		TA70962_4565		0		0		Ta.56622		0		0		0		0		TC427258		0		Rep: Chromosome chr8 scaffold_34, whole genome shotgun sequence - Vitis vinifera (Grape), partial (32%) [TC427258]

		A_99_P381097		4.9177036		5.1413746		4.843617		4.219943		3.6803398		2.9869568		2.7884502		2.858628		3.3182333		4.1220055		3.2605858		4.184833		-2.3576734		-4.4518895		-4.1559167		-2.5691926		-3.0303204		-2.0270324		-2.9959867		-1.024635		-1.2373638		-2.1544178		-2.0551667		-1.361315		-1.5994704		-1.0193691		-1.5830312		-0.035109997		Yes		No		No		TA105802_4565		0		0		0		0		0		0		0		TC389610		0		0

		A_99_P216361		9.189292		9.322102		9.4497175		9.198074		10.047311		11.280319		9.6742525		9.202007		11.2027445		9.681619		9.980981		9.03448		1.8125476		3.885816		1.1684006		1.0027299		4.0374727		1.2829964		1.4451941		-1.1200742		0.8580189		1.9582176		0.22453499		0.003932953		2.0134525		0.3595171		0.53126335		-0.16359425		No		Yes		Yes		TA56721_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P180370		3.2111416		5.2258496		4.7643905		4.188789		2.826392		3.9671433		1.9680843		4.262646		3.111316		3.9398835		3.0188587		4.1363525		-1.3056332		-2.3928108		-6.9465957		1.0525271		-1.071644		-2.438453		-3.3531842		-1.0370147		-0.38474965		-1.2587063		-2.7963061		0.07385731		-0.09982562		-1.2859662		-1.7455318		-0.05243635		Yes		Yes		Yes		CJ675337		0		CJ675337		Ta.59766		0		0		0		0		TC425572		0		CJ675337 Y.Ogihara unpublished cDNA library Wh_MS Triticum aestivum cDNA clone whms1m18 5', mRNA sequence [CJ675337]

		A_99_P501007		7.481832		6.0543857		5.794464		7.0600243		8.166881		8.661717		7.4855447		7.230697		8.857151		7.8399215		7.77553		7.191944		1.6077561		6.093756		3.2289846		1.1255833		2.5942526		3.4474647		3.9478462		1.0957509		0.6850486		2.6073318		1.6910806		0.1706729		1.375319		1.7855358		1.9810658		0.13191986		Yes		Yes		Yes		TC432132		0		0		0		0		0		0		0		TC432132		0		Rep: NPR1-like 1 protein - Hordeum vulgare (Barley), partial (14%) [TC432132]

		A_99_P107790		5.4988365		5.3590045		4.5970025		4.651095		3.9289987		3.5508525		3.6359756		3.488694		4.423352		4.6428385		3.1566877		4.5067735		-2.9687133		-3.501934		-1.9466951		-2.2382963		-2.10743		-1.6428105		-2.7138007		-1.1052107		-1.5698378		-1.808152		-0.9610269		-1.162401		-1.0754848		-0.716166		-1.4403148		-0.14432144		Yes		No		No		CA497981		0		CA497981		Ta.40430		0		0		0		0		TC400658		0		WHE3236_G10_N20ZT Wheat meiotic anther cDNA library Triticum aestivum cDNA clone WHE3236_G10_N20, mRNA sequence [CA497981]

		A_99_P010814		9.991525		10.111954		11.615292		11.278148		9.690192		8.997613		10.568662		11.082912		9.232288		9.611117		10.884918		11.233078		-1.232282		-2.1649606		-2.0656989		-1.1449108		-1.6925944		-1.4150337		-1.6590685		-1.031733		-0.30133247		-1.1143408		-1.0466299		-0.19523525		-0.75923634		-0.5008364		-0.7303734		-0.045069695		No		Yes		Yes		CK209635		0		CK209635		Ta.4794		0		0		0		0		TC403043		0		FGAS021407 Triticum aestivum FGAS: Library 5 GATE 7 Triticum aestivum cDNA, mRNA sequence [CK209635]

		A_99_P086245		6.083204		7.7417245		9.065995		8.948926		5.043197		5.6939445		8.178024		8.40492		5.9069123		5.2945447		6.983043		8.983092		-2.0562372		-4.1346927		-1.8505715		-1.4580158		-1.1299754		-5.4534903		-4.2367325		1.023965		-1.0400066		-2.04778		-0.8879709		-0.54400635		-0.17629147		-2.4471798		-2.082952		0.034166336		Yes		No		No		AB088409		0		AB088409		Ta.32842		780616		1-FFT-A		fructan:fructan 1-fructosyltransferase		0		TC414740		0		Triticum aestivum 1-FFT-A mRNA for fructan:fructan 1-fructosyltransferase, complete cds [AB088409]

		A_99_P038889		4.3984575		3.9031093		4.123339		4.7846904		4.149198		2.6601331		3.222707		2.5825584		2.188251		2.2709162		2.909343		2.334162		-1.1885968		-2.366863		-1.8668838		-4.6015887		-4.627415		-3.0998385		-2.3197932		-5.4661627		-0.24925947		-1.2429762		-0.90063214		-2.202132		-2.2102065		-1.6321931		-1.2139962		-2.4505284		Yes		No		No		DR735396		0		DR735396		Ta.14483		0		0		0		0		TC369623		0		FGAS081066 Triticum aestivum FGAS: Library 3 Gate 6 Triticum aestivum cDNA, mRNA sequence [DR735396]

		A_99_P024284		4.8239837		4.1850133		5.832006		5.2421994		6.322516		7.424063		7.5091777		7.98852		6.8279667		7.382158		8.0911665		7.4553723		2.825551		9.441721		3.198004		6.710037		4.0110583		9.171416		4.7871284		4.6369395		1.4985323		3.23905		1.6771717		2.7463207		2.003983		3.1971445		2.2591605		2.213173		Yes		Yes		Yes		TA94790_4565		0		0		0		0		0		0		0		TC399239		0		Rep: Os03g0584400 protein - Oryza sativa subsp. japonica (Rice), partial (80%) [TC399239]

		A_99_P266646		11.016591		10.812859		10.170001		10.513612		10.290394		9.91953		9.589601		9.61958		10.024304		10.175603		8.8900385		10.38628		-1.6542729		-1.8574568		-1.4952643		-1.858362		-1.9893357		-1.5553677		-2.4283266		-1.0922717		-0.72619724		-0.89332867		-0.58040047		-0.8940315		-0.9922867		-0.63725567		-1.2799625		-0.12733173		No		Yes		Yes		TA71897_4565		0		0		0		0		0		0		0		0		0		0

		A_99_P266781		1.65828		1.6342378		2.21934		1.7490954		2.299323		4.332483		6.2271295		5.489268		2.5612924		3.9896104		7.6410904		6.3374233		1.5594562		6.4901195		16.086624		13.363004		1.8699665		5.117264		42.86565		24.056051		0.64104307		2.698245		4.0077896		3.7401724		0.9030124		2.3553727		5.42175		4.588328		Yes		Yes		Yes		TA71941_4565		0		0		0		0		0		0		0		TC421879		0		Rep: Transcriptional regulator, XRE family - Mycobacterium sp. (strain JLS), partial (7%) [TC421879]

		A_99_P409912		10.823662		10.796758		11.942069		10.88799		10.435636		10.168618		10.777439		10.576141		10.290431		10.269064		10.691062		10.81074		-1.3086019		-1.5455705		-2.2417572		-1.2412972		-1.4471663		-1.4416229		-2.380075		-1.0550047		-0.38802624		-0.6281395		-1.1646299		-0.31184864		-0.5332308		-0.52769375		-1.2510071		-0.07724953		No		Yes		Yes		CJ554547		0		0		Ta.5358		0		0		0		0		TC371995		0		Rep: GPX12Hv, glutathione peroxidase-like protein - Hordeum vulgare (Barley), partial (97%) [TC371995]

		A_99_P525232		3.7165842		3.1080778		2.8289778		3.2135792		1.7679443		3.4118805		5.856144		3.825299		3.8992746		3.907575		6.027647		3.6682384		-3.8601043		1.2343938		8.152068		1.5280797		1.1349984		1.7404944		9.181114		1.3704591		-1.9486399		0.30380273		3.0271661		0.61171985		0.18269038		0.7994971		3.1986692		0.45465922		No		Yes		Yes		TC442614		0		0		0		0		0		0		0		TC442614		0		0

		A_99_P076280		6.118215		6.9391046		7.657785		8.157111		5.51413		4.7315745		5.8127923		8.20588		5.5962524		4.9548755		5.31533		7.6325793		-1.5200144		-4.6188383		-3.5925112		1.034382		-1.4359074		-3.956512		-5.071649		-1.4384667		-0.60408497		-2.20753		-1.8449926		0.048768997		-0.52196264		-1.9842291		-2.342455		-0.52453184		Yes		No		No		DR738336		0		DR738336		Ta.29434		0		0		0		0		TC369857		0		FGAS083553 Triticum aestivum FGAS: Library 6 CAP GATE 1 Triticum aestivum cDNA, mRNA sequence [DR738336]

		A_99_P349706		2.140809		1.8113555		2.1261046		1.737388		2.0914524		4.7377357		6.787791		7.0376697		1.7881684		2.5969489		6.425196		6.8677564		-1.0348034		7.602006		25.310883		39.40431		-1.2768956		1.7238011		19.685907		35.026337		-0.0493567		2.9263802		4.661686		5.3002815		-0.35264063		0.7855934		4.2990913		5.130368		Yes		Yes		Yes		TA96669_4565		0		0		0		0		0		0		0		TC398384		0		Rep: Os03g0757000 protein - Oryza sativa subsp. japonica (Rice), partial (18%) [TC398384]

		A_99_P223711		7.6102715		7.7829986		10.625449		8.710243		8.708652		10.839249		10.877536		9.586661		9.540096		8.96281		11.019273		9.534064		2.1411414		8.318077		1.1909283		1.8358117		3.8100893		2.265471		1.313871		1.770088		1.0983801		3.05625		0.25208664		0.8764181		1.9298248		1.179811		0.39382362		0.82382107		Yes		No		No		TA59602_4565		0		0		Ta.47834		0		0		0		0		TC433845		0		0
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I. General Introduction 


I.1 Powdery mildew 


Powdery mildew (PM) fungi are among the most prevalent biotrophic plant 


pathogens infecting a vast number of plant species. It is estimated that there are 


about 800 PM species colonizing around 10,000 monocot and dicot species (Braun 


et al., 2012). PM represents a larger group of the Ascomycota fungal division and 


most of the PM species are strictly host specific, i.e. they have co-evolved to 


colonize only a particular host species. PM fungi are obligate biotrophic parasites 


that are completely dependent on living host cells for their growth and reproduction. 


They are largely responsible for the nutrient and water loss and also for perturbed 


host photosynthetic activity. PMs do not usually kill their host although heavy 


infection can lead to necrosis of individual plant parts. They cause yield losses by 


impairing the photosynthesis, respiration and transpiration of plants (Bushnell et al., 


1962; Lim et al., 1986; Czembor, 2002). PMs of cereals and grasses causing severe 


economic losses in crop species such as barley and wheat belong to the fungal 


species Blumeria graminis. Depending on the host specialization, the species is 


further divided into several formae speciales (f. sp) that can strictly establish disease 


only in species of a particular genus. For example, Blumeria graminis f. sp. hordei 


(Bgh) affects barley (Hordeum vulgare), Blumeria graminis f. sp tritici (Bgt) affects 


mostly wheat (Triticum aestivum), Blumeria graminis f. sp. avenae affects oats 


(Avena sativa) and Blumeria graminis f. sp. secalis infects rye (Secale cereale). 


Susceptible plant species in which the corresponding f. sp of PM can successfully 


establish the disease are also called compatible hosts. Hence, barley is a compatible 


host for its adapted pathogen, Bgh and wheat is the compatible host for Bgt.  


I.2  Life cycle of B. graminis on compatible hosts 


A graphical representation of the asexual life cycle of B. graminis f. sp in its adapted 


host is shown in Figure 1. The early stage of the infection process of B. graminis 


starts with conidia landing on the leaf surface followed by spore germination (Both et 


al., 2005; Glawe, 2008). Proteome data of B. graminis from this stage suggest that 


enzymes and proteins involved in the metabolism of nutrient reserves are highly 
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Figure 1: Graphical representation of the asexual life cycle of B. graminis. 


Upon landing on the leaf surface, the airborne conidia (asexual spores) start to 
germinate to form a primary germ tube (PGT) within 1-3 hours (h). 5-6 h after host 
contact, a secondary germ tube appears forming a swollen hook-like structure called 
the appressorium (APP). During this stage, plants try to arrest the penetration 
attempt by formation of a papilla which is also referred to as cell wall apposition 
(CWA). Usually, non-adapted powdery mildews are arrested at this stage. In the 
case of adapted compatible pathogens, between 12-18 h of host contact, a 
penetration peg continues to emerge from underneath the appressorium and breaks 
the host cell wall to form a haustorium that supports the further development of 
epiphytic secondary hyphae. The Haustorium in epidermal cells is surrounded by an 
extrahaustorial membrane and extra haustorial matrix. Most PM species colonize 
only the epidermal cell layers. After 3-7days of successful host contact and 
establishment, the colony grows profusely and starts to produce conidiophores from 
which new conidiospores are formed to be airborn again. (Graphic obtained from Dr. 
Dimitar Douchkov, Leibniz Institute of Plant Genetics and Crop Plant Research (IPK) 
Gatersleben and modified. Image not drawn to scale). 
 
 


abundant (Noir et al., 2009; Hückelhoven et al., 2011); indicating that conidia are 


equipped to start germination immediately upon host cell contact. The germinating 


spore produces a short primary germ tube, which is followed by a second elongated 


germ tube forming an appressorium at its tip (Nielsen et al., 2000; Both et al., 2005). 


This stage is marked by the recognition of epicuticular alkenes and aldehydes 


triggering penetration attempts of the host cell by fungal appressoria (Feng et al., 


2009; Hansjakob et al., 2010; Hückelhoven et al., 2011 ). From the appressorium, a 
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penetration peg develops and breaches the host cell by turgor pressure and 


enzymatic action (Francis et al., 1996; Pryce-Jones et al., 1999). Once having 


breached the host cell wall, the penetration peg differentiates into a haustorium, a 


branched specialized feeding structure inside the living host cell. The haustorium 


develops by invagination of the host cell membrane, which it does not penetrate. A 


fully matured haustorium is unicellular with finger-like protrusions to enlarge its 


surface and with its own extrahaustorial membrane (Micali et al., 2008; Micali et al., 


2011). The establishment of the haustorium indicates successful host colonization 


probably supported by an active suppression of the plant’s immune response. The 


haustorial interface is believed to be involved in the secretion of effector proteins and 


also involved in the exchange of sugar and carbon resources to support completion 


of the life cycle of the fungus (Micali et al., 2011). Once a haustorium is well 


established, the fungus starts to develop the epiphytic mycelium and finally produces 


typical, macroscopically visible white to light brown pustules consisting of 


intermingled hyphae and chains of airborne, asexual conidiospores which will initiate 


the next infection cycle (Both et al., 2005). This asexual mode of reproduction 


enables the PM fungi to produce a large number of genetically identical offspring for 


epidemic spread. Like many other fungi, PM also reproduces sexually resulting in 


allelic recombination. Recent reports suggest that sexual reproduction is not 


frequently giving rise to successful new genotypes of PM because new combinations 


of genetic material can be a disadvantage for parasite-host situations (Hacquard et 


al., 2013; Wicker et al., 2013).  


I.3 B. graminis interactions and the multilayered immunity  


I.3.1 Quantitative host resistance 


The interaction of barley and wheat with adapted Bgh and Bgt, respectively, is one of 


the best studied plant pathosystems in cereals. To establish the disease in 


compatible interaction, the pathogen has to overcome several layers of defense 


imposed by the plants. The current “zigzag” model of the plant immune response 


describes the recognition of pathogens at various levels (Jones et al., 2006; Dodds 


et al., 2010). Pathogen-induced activation of defense responses essentially requires 


an active perception of the attack, and plants do this by recognition of conserved 
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pathogen-associated molecular patterns (PAMPs) perceived by membrane localized 


pattern-recognition receptors (PRRs) (Zipfel, 2008, 2009; Schwessinger et al., 2012). 


PAMPs are described as highly conserved epitopes within pathogen associated 


molecules inevitably released from structures that are indispensible for pathogen 


fitness and survival (Nürnberger et al., 2002; Schwessinger et al., 2008). Thus, 


PAMPs can be defined as unspecific elicitors of the defense response that are 


widely present among different microbes and absent in plants (Schwessinger et al., 


2008). So far, several molecules have been described to have such elicitor or PAMP 


activity. Well documented examples that are recognized by plants includes bacterial 


flagellin (flg22), elongation factor thermo unstable (EF-Tu) and fungal chitin (Bent et 


al., 2007; Boller et al., 2009). The recognition of such PAMPs by plasma membrane-


localized PRRs (and other receptor) leads to the activation of so called PAMP-


triggered immunity (PTI) which appears to be durable in nature. The significance of 


PTI becomes clearly evident by enhanced susceptibility of mutants in PAMP 


perception and signalling (Schwessinger et al., 2008; Roux et al., 2011).  


In the PM interaction, barley and wheat rapidly recognize the presence of spores and 


respond by up- and down-regulating a number of transcripts from about 4-6 hours 


after inoculation (h.a.i.) onwards signifying a very rapid release and early perception 


of PAMPs by PRRs (Rajaraman et al.; Both et al., 2005). At the cellular level, PTI 


against PM and other pathogens has been shown to be associated with the induction 


of defense-and pathogenesis-related (PR) genes (Zellerhoff et al., 2010), the 


accumulation of reactive oxygen species (ROS) like hydrogen peroxide (H2O2) 


(Thordal Christensen et al., 1997; Hückelhoven et al., 1999), the generation of nitric 


oxide (NO) (Prats et al., 2005) and cell wall fortification (Schweizer et al., 1999). At 


the microscopic level, the formation of papillae and the accumulation of callose 


underneath the site of a penetration attempt  has been described as a PTI response 


(Zeyen et al., 2002a; Collinge, 2009). Papillae are a mixture of various compounds 


including callose, phenolic compounds, H2O2, proteins and glycoproteins with 


hydrolytic and anti-fungal properties (Zeyen et al., 2002a). Recent study also claims 


that apart from these compounds, higher concentrations of arabinoxylan and 


cellulose also contribute to effective papillae (Chowdhury et al., 2014). Papilla 


formation in the PM interaction is the typical defense response by the epidermal cell 
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to stop a penetration attempt. This type of penetration resistance reflects usually the 


first layer of defense responses (Zeyen et al., 2002b; Thordal-Christensen, 2003).  


I.3.2 mlo-resistance 


A durable and heritable monogenic resistance that can confer immunity to all known 


isolates of fungal pathogen is a very desirable trait for breeding. A well-known 


example of such a resistance that confers a broad-spectrum resistance in barley to 


PM fungi is the mildew resistance locus o (mlo) gene (Jorgensen, 1992) which in its 


wild-type form encodes for a seven-transmembrane domain containing protein. 


Absence of the functional wild-type MLO protein historically in barley and recently in 


wheat resulted in the failure of germinating PM spores to enter the epidermal host 


cells (Buschges et al., 1997; Humphry et al., 2006; Acevedo-Garcia et al., 2014; 


Wang et al., 2014). Papilla formation (cell wall appositions) in mlo mutant to prevent 


fungal penetration seems to be much earlier, more pronounced and also 


accompanied by a marked H2O2 burst (Freialdenhoven et al., 1996; Hückelhoven et 


al., 1999). The resistance enhancing effect of mutant mlo against Bgh suggests that 


the fungus may possibly co-opt the wild-type MLO protein as a susceptibility factor 


for a pathogen supporting role (Hückelhoven, 2005). The mlo-based resistance 


however has the disadvantage of enhanced susceptibility to the hemibiotrophic blast 


fungus Magnaporthe oryzae (Lyngkjaer et al., 2000) and higher sensitivity to 


Bipolaris sorokiniana (Kumar et al., 2001) the causal agent for leaf spot (Kumar et 


al., 2002). Furthermore, in the mlo mutants, spontaneous formation of papillae 


(Wolter et al., 1993) and spontaneous cell death in leaf mesophyll cells in the 


absence of PM Bgh was also reported (Peterhansel et al., 1997). The enhanced 


resistance to a biotrophic pathogen like Bgh, together with enhanced susceptibility to 


hemibiotrophic or necrotrophic pathogens might be a result of deregulated cell death 


in mlo plants (Acevedo-Garcia et al., 2014). This recessively inherited loss-of-


function mutant allele (mlo) resulted in very successful broad-spectrum field 


resistance to all know Bgh isolates in European spring barley cultivars ever since its 


discovery (Büschges et al., 1997). Gene expression analysis of mlo-mediated 


resistance in barley suggested a quantitative activation of multiple defense 


components possibly triggered by PAMP perception (Peterhansel et al., 1997; 
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Zierold et al., 2005), and hence mlo-based resistance is believed to be a likely result 


of PTI (Schweizer, 2007). 


I.3.3 R-gene mediated race-specific host resistance  


The adapted pathogens have evolved effector proteins to suppress PTI by 


manipulating the host immune response resulting in basic compatibility. For instance, 


Bgh has approximately 500 putative candidate secreted effector protein (CSEP) 


encoding-genes (Spanu et al., 2010; Panstruga, 2012). Effectors are described as 


secreted pathogen molecules that can modify the host cell structure, function and 


metabolism to support the disease establishment and to suppress plant immunity 


(Win et al., 2012; Giraldo et al., 2013; Stotz et al., 2014) which was referred to as 


effector-triggered susceptibility (ETS) (Jones et al., 2006). However, as a second 


layer of defense, plants have evolved cytoplasmic resistance (R) proteins that can 


recognize the corresponding avirulence (Avr) effector molecules to activate effector-


triggered immunity (ETI). R-proteins mostly belong to the nucleotide binding-leucine-


rich repeat (NB-LRR) family (Eitas et al., 2010) and were demonstrated to recognize 


specific effector proteins by direct binding or indirectly by guarding the host targets 


for effector manipulation (van der Biezen et al., 1998; Eitas et al., 2010). The ETI 


response is normally associated with a hypersensitive-response (HR) resulting in 


arrest of host invasion (Dangl et al., 2001; Elmore et al., 2011). Because of the 


selective and matching effector/R-gene interaction (gene for gene hypothesis), ETI is 


very specific to pathogen strains or races, which results in a rapid counter selection 


on the pathogen side (Stergiopoulos et al., 2009). In order to overcome the R-gene 


effect, pathogens eventually find a way around by modifying or deleting the critical 


effector so that it is no longer recognized by the matching R-gene (Jones et al., 


2006). This co-evolutionarily unstable situation further forces plants to evolve new R-


genes which can recognize the modified effector resulting in the well-known plant-


pathogen arms-race. Many race specific resistances have been found in barley-and 


wheat-PM interactions. Distinctive examples of race-specific host R-genes include 


Mla alleles in barley (Jorgensen, 1994) for Bgh resistance and Pm3 genes in wheat 


for Bgt resistance (Yahiaoui et al., 2004). From the pathogen (Bgh and Bgt) side so 


far two Avr effector genes have been described (Ridout et al., 2006; Nowara et al., 


2010) and some CSEPs have been shown to affect the PM interaction (Zhang et al., 
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2012; Pliego et al., 2013). Although most known R-gene/effector interactions are 


race-specific conferring a rather narrow spectrum of resistance, recent evidence also 


suggests that they can also provide broad spectrum resistance as shown for 


Arabidopsis resistance to powdery mildew 8 (RPW8), which is an atypical R-gene 


(Xiao et al., 2001; Xiao et al., 2003). In addition, recent concepts also argue that 


plant immunity is not strictly operating in two separate layers namely PTI and ETI but 


that they overlap with the amplitude of each response determining the outcome of a 


plant-pathogen interaction (Katagiri et al., 2010; Thomma et al., 2011).  


I.3.4 Nonhost resistance 


As mentioned before, a given plant pathogen species or sub-species often can 


develop and establish disease only in a very narrow range or in one particular plant 


species due to the constricting host specialization. For instance, the PM fungus Bgh 


can successfully infect and colonize barley and Bgt colonizes only wheat. The most 


common type of resistance of a plant species to almost all potential pathogen 


species is called nonhost-resistance (NHR). NHR is defined as the resistance of a 


given plant species to all variants (strains, races) of a given pathogen (Heath, 2000; 


Thordal-Christensen, 2003). A potentially pathogenic microbe that is incapable of 


successfully infecting a given plant species is called non-adapted pathogen and 


those resistant plants are referred to as nohhost plants (Thordal-Christensen, 2003; 


Nürnberger et al., 2005; Niks et al., 2009). In general, NHR is considered to be a 


very durable form of resistance because it relies on multiple defense components 


and cannot be broken down easily (Thordal-Christensen, 2003; Mysore et al., 2004). 


Naturally, plants have constitutive defense barriers like wax layers, cuticle, cell wall, 


antimicrobial enzymes and secondary metabolites that can prevent infection by 


many of the non-adapted pathogens (Thordal-Christensen, 2003; Mysore et al., 


2004). If the preformed barriers are breached by a “potential” pathogen, plants 


activate an inducible PTI response via PAMP perception by PRRs that, however, is 


more efficient than in quantitative host-resistance. In order to become a compatible 


pathogen and to successfully colonize a plant, a pathogen should repress the PTI 


response, which is usually brought about by the secretion of effectors interacting with 


the operative target (Chisholm et al., 2006; Jones et al., 2006). In other words, 


avoidance or suppression of basal defense leads to susceptibility (Ingle et al., 2006). 
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Usually the non-adapted pathogens are not able to suppress the PTI efficiently 


because of the absence of co-evolved effectors. Hence, the effectors and their 


operative targets are possibly the determinants of host and nonhost-status of a 


pathogen (Niks et al., 2009; Niks, 2014). However, current reports and models also 


support that NHR may be due to ETI mediated by R-gene/effector gene (NB-LRR) 


interactions (Kobayashi et al., 1989; Staal et al., 2006; Schweizer, 2007; Schulze-


Lefert et al., 2011; Sohn et al., 2012). In addition, the recently proposed model of 


NHR states that both PTI and ETI (by R-genes) contribute to NHR such that, “with 


increasing phylogenetic divergence in time between two plant species, the relative 


effectiveness of PTI increases, whereas the relative contribution of ETI by R-genes 


decreases” (Schulze-Lefert et al., 2011). Nonetheless, it still remains open whether 


the recognition of one or more PAMPs, or simultaneous recognition of multiple Avr 


effector proteins by several corresponding plant R-proteins is responsible for NHR. 


This is due to the fact that there appears to exist no clear difference between 


mechanisms of resistance to adapted and non-adapted pathogens (Mysore et al., 


2004; Schweizer, 2007; Schulze-Lefert et al., 2011; Niks, 2014). The typical defense 


responses that are activated upon the recognition of a non-adapted pathogen 


include the accumulation of ROS, PR-proteins, reinforcement of the plant cell wall 


(papillae formation) and the HR (Thordal-Christensen, 2003; Mysore et al., 2004).  


NHR of barley and wheat to non-adapted PM has been described at the genetic and 


cellular level. Barley is a strict nonhost for wheat PM (Bgt) and wheat is a strict 


nonhost for barley PM (Bgh) (Menzies et al., 1989). Macroscopically no barley or 


wheat genotypes allow non-adapted PM colonies to develop. They are usually 


stopped at the first penetration attempt. But recently, some barley accessions with 


slightly compromised NHR have been reported to permit some microscopic 


development of non-adapted Bgt (Trujillo et al., 2004; Aghnoum et al., 2010). In 


contrast, in compatible interactions of barley with the adapted Bgh, the fungus can 


successfully penetrate through epidermal cell walls and establish the PM disease. 


The genetic factor(s) determining the host versus nonhost status of barley and 


wheat, for the adapted and non-adapted PM fungi is still poorly understood.  


A major advancement in the understanding the genetic basis of NHR was achieved 


in Arabidopsis thaliana with the discovery of Penetration1 (PEN1), PEN2 and PEN3 







9 


 


mutants. Mutation of the PEN genes resulted in enhanced haustoria formation in A. 


thaliana challenged with non-adapted Bgh (Lipka et al., 2005b; Stein et al., 2006). A 


detailed analysis of these mutants revealed two parallel pathways, first leading to 


vesicle-mediated secretion of yet unknown cargo to the site of the penetration 


attempt and a second pathway involved in the biosynthesis and transport of an 


antifungal compound resulting in specific and broad spectrum resistance (Lipka et 


al., 2005b). PEN1 encodes for a plasma membrane-localized soluble N-


ethylmaleimide–sensitive factor (NSF) attachment protein receptor (SNARE) 


syntaxin that, together with other factors resulted in “specific” pre-invasive NHR 


against Bgh in Arabidopsis (Collins et al., 2003). In contrast, PEN2 encoding for an 


atypical myrosinase was implicated in broad-spectrum resistance to adapted and 


non-adapted pathogens by the synthesis of anti-microbial metabolite, indole 


glucosinolate. PEN3 (also called PDR8-Pleiotropic drug resistance-8) encodes an 


ATP (Adenosine triphosphate) binding cassette (ABC) transporter, which is believed 


to export the anti-microbial indole glucosinolate compound at the site of attack 


(Bednarek et al., 2009; Clay et al., 2009). Particularly, corresponding mutants (pen2 


and pen3) in A. thaliana also showed enhanced-susceptibility to the host-adapted 


PM pathogen, Golovinomyces orontii, indicating a conserved multi-layer defense 


response to both host and non-host fungus to be operational in A. thaliana (Schulze-


Lefert et al., 2011). 


Apart from the PEN mutants, other factors were also identified in A. thaliana and 


other plants species to contribute for NHR against PMs. Transcription factors (TF) 


have been attributed to NHR. In one study, the NAC-family TF ATAF1 mutants 


(ataf1) of A. thaliana were compromised in penetration resistance to the non-host 


pathogen, Bgh (Jensen et al., 2007b). Interestingly, the barley ATAF1 homolog 


HvNAC6 positively regulates the penetration resistance upon challenging with 


adapted Bgh, suggesting a conserved regulatory function of these TFs in pre-


penetration resistance (Jensen et al., 2007b). In another study, the role of protein S-


nitrosylation of cysteine thiols has been shown as mechanism influencing NHR 


(Feechan et al., 2005). The formation of protein S-nitrosothiols (SNOs) functions to 


mediate the nitric oxide (NO)-related signal. S-nitrosoglutathione reductase 


(GSNOR) governs the extent of S-nitrosylation, which is an important post-
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translational modification (Feechan et al., 2005). Loss of function of AtGSNOR1 


resulted in compromised basal resistance to Pseudomonas syringae pv. tomato and 


reduced NHR to Bgt suggesting the link between nitrosative stress and NHR 


(Feechan et al., 2005). Likewise, a different study using a T-DNA knockout-based 


approach in A. thaliana resulted in the identification of a gene involved in penetration 


resistance against Bgh (Pinosa et al., 2013). The candidate gene in this case is a 


phospholipase D (PLD) isoform δ. This study demonstrated that the enzymatic 


activity of PLDδ in cell wall-based defense was required against non-adapted PM 


fungi in A. thaliana  (Pinosa et al., 2013). Similarly, other genes that are involved in 


both pre- and post-penetration resistances to non-adapted fungal pathogens are 


EDS1 (for Enhanced disease susceptibility 1) (Lipka et al., 2005b), PAD2 (for 


Phytoalexin deficient 2) (Sanchez-Vallet et al., 2010), PAD3, PAD4 (Lipka et al., 


2005b), SAG101 (for Senescence associated gene 101) (Lipka et al., 2005b), AGB1 


(for Arabidopsis G-protein b-subunit) (Maeda et al., 2009), PMR5 (for Powdery 


mildew resistant 5) (Maeda et al., 2009), P450 mono-oxygenases CYP79B2, 


CYP79B3 (Hiruma et al., 2010; Sanchez-Vallet et al., 2010), EDR1 (for Enhanced 


disease resistance 1) (Hiruma et al., 2011) and BRT1 (for Bright trichomes 1) 


(Langenbach et al., 2013). Altogether, these studies clearly show that NHR is 


depending on the function of complex and multiple genetic and molecular 


components of a multi-layered defense.   


Apart from Arabidopsis, the barley PEN1-orthologue ROR2 (Required for mlo-


specified disease resistance 2) has been shown together with ROR1 to be involved 


in NHR besides its role in mlo-mediated host resistance (Trujillo et al., 2004). 


Furthermore, based on a Transient-Induced Gene Silencing (TIGS) system, an 


interacting partner of ROR2 called HvSNAP34 (Synaptosome-associated protein 34) 


(Collins et al., 2003) was reported to be important for NHR of barley against Bgt as 


well as host resistance against Bgh (Douchkov et al., 2005). Another example of a 


gene functioning in both host and nonhost resistance in barley is the endoplasmic 


reticulum localized Bax Inhibitor-1 (BI-1), a negative regulator of the cell death 


response (Eichmann et al., 2004). In this study, transient overexpression of BI-1 


resulted in the weakening of both NHR to Bgt and mlo-mediated host resistance 


(Eichmann et al., 2004). BI-1 overexpression also resulted in suppression of a local 
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H2O2 burst at sites of Bgh attack (Eichmann et al., 2006a). The NHR response of 


barley to Bgt was also described to be associated with H2O2 accumulation in efficient 


papillae followed by HR and death of the attacked cells (Hückelhoven et al., 2001). 


Hence, it appears that BI-1 may function as a NHR factor of barley by regulating the 


cell death response. Pathogen attack on plant cells results in cellular reorganization 


and molecular reprogramming that lead to host cell polarization, a critical process in 


plant-pathogen interactions (Lipka et al., 2005a). In barley-PM interactions, by using 


pharmacological agents and a genetic approach to interfere with the normal function 


of the host actin cytoskeleton, a vital role for actin in NHR and mlo-mediated 


resistance has been demonstrated (Miklis et al., 2007). In addition, an 


overexpression and RNAi-based study in wheat highlighted the potential role of the 


monolignol biosynthestic pathway in penetration resistance to both adapted and non-


adapted PM (Bhuiyan et al., 2009a). Monolignols synthesized through the 


phenylpropanoid pathway are the building blocks of lignans and lignin with a 


potential role in defense against pathogens (Vance et al., 1980). Recently, a study 


based on TIGS, transcript regulation data and genetic map position resulted in 


identification of several potential NHR-as well as quantitative host resistance-related 


genes against non-adapted or adapted PM fungi (Douchkov et al., 2014). This study, 


also highlights the involvement of shared components of NHR and quantitative host 


resistance against PM (Douchkov et al., 2014). In barley, a better understanding of 


the nature of NHR to PM was achieved through genetic analysis. In this study, two 


lines which are substantially susceptible to non-adapted Bgt at the seedling stage 


were identified (Aghnoum et al., 2010). Analysis of these lines for haustorium 


formation and colony development by Bgt demonstrated that the NHR is quantitative 


and specific for developmental stages of the non-adapted pathogen, Bgt (Aghnoum 


et al., 2010).  


Altogether, the published studies point out a variety of complex defense networks 


ranging from PAMP perception to secondary metabolism that are involved in NHR 


against non-adapted pathogens. Besides, several functional genomics studies also 


highlight the shared use of PTI and ETI components for a defense response against 


adapted and non-adapted pathogens. Finally, the discovery of genes specifically 


involved in NHR may also result in resistance against adapted pathogen by replacing 
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potentially effector-targeted defense components by their effector-insensitive 


nonhost orthologues via wide crosses or transgenic approaches (Schweizer, 2007; 


Fan et al., 2012). 
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I.4 Scope of the thesis  


This study aims at the identification of molecular mechanisms and genes behind 


durable NHR and quantitative host-resistance to PM fungi. Barley and wheat were 


used to elucidate such genes by two different approaches.  


Chapter one provides a study of functional validation of a candidate gene that was 
discovered in a high-throughput TIGS screening for the breakdown of NHR in barley 


(Douchkov et al., 2014). The candidate gene encodes for an armadillo (ARM) repeat-


containing protein and represents a partial duplicate of an E3-ligase. The role of this 


partial gene duplicate in barley as a host-and nonhost resistance factor was 


investigated by various functional genomics and evolutionary approaches.   


Chapter two aims at the identification of potential NHR genes in barley and wheat 


for PM by large-scale transcriptome analysis using microarrays. In this study, a 


transcriptome analysis was carried out in peeled epidermal tissue comparing the 


reciprocal “compatible” host-and “incompatible” nonhost-PM interactions in both 


cereal species. The main questions addressed in Blumeria-barley/wheat interactions 


were:  


1) What are the commonalities and differences in gene expression in barley and 


wheat when comparing host and nonhost interactions?  


2) Is there conservation in expression patterns among ortholog-matched genes 


that are differentially regulated between host and nonhost interactions? 


In connection with chapter two, but carried out in different labs of the TritNonhost 


consortium (www.erapg.org), transcriptome analysis of similar reciprocal host-


nonhost pairs in barley and wheat inoculated with the hemibiotrophic blast fungus 


Magnaporthe oryzae and with another biotrophic pathogen, the rust fungus (Puccinia 


sp.) were done. On a longer perspective, the main expected output of this project is 


a better understanding of the biology of NHR, which may ultimately help to engineer 


crop plants with “nonhost-like” resistance to adapted pathogens.   
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II.1 Introduction  


Besides PTI-and ETI-related resistance genes, the presence of several susceptibility 


(S) genes have been discussed recently in the context of durable and broad-


spectrum resistance (Eckardt, 2002; Pavan et al., 2010). To be successful, a 


pathogen not just has to overcome PTI and ETI but also needs to manipulate cellular 


target for its accommodation. This is particularly true for a biotrophic pathogen like 


PM, which establishes an intimate contact with the host cell. To attain susceptibility, 


pathogen secrete effector molecules into the host cell cytoplasm or to the apoplast 


that then modulate the host-cell physiology by manipulating cellular “targets” (Win et 


al., 2012; Giraldo et al., 2013). An “effector target” is a host-cell molecule modified by 


an effector to ensure pathogen invasion (Win et al., 2012). An effector target that is 


hijacked by the invading pathogen to support disease is called “host susceptibility 


factor” (Win et al., 2012). Host susceptibility factors or S-genes may counteract 


immunity by fulfilling demands of pathogen during disease establishment (Lapin et 


al., 2013).  


In evolutionary terms, a conserved susceptibility factor may be under strong 


conservative selection pressure if it is involved in important housekeeping or 


developmental functions (Hückelhoven et al., 2013). It is postulated that, because of 


this selection pressure, susceptibility factors became subjected to gene duplication in 


order to relax the evolutionary constraints and to allow the development of molecular 


decoys or antagonist that could, for instance, “mimic” the effector targets (van der 


Hoorn et al., 2008; Hückelhoven et al., 2013). Numerous S-genes described to date 


have negative roles in plant defense responses (Eckardt, 2002; O'Connell et al., 


2006; Hückelhoven et al., 2013; Lapin et al., 2013).  


In relevance to this study, several plant U-box (PUB) proteins have been 


documented before as negative regulators of immune responses in different plant 


species (Trujillo et al., 2008; Lu et al., 2011). PUBs are a family of U-box containing 


E3 ligases in plants (Azevedo Cristina et al., 2001) that catalyze the covalent binding 


of activated ubiquitin to lysine residues of their substrates in the ubiquitination 


process (Passmore et al., 2004). E3 ligases play an essential role in determining the 


substrate specificity of the ubiquitination system for protein degradation or 
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modulation by selecting specific substrate proteins (Ciechanover, 1998). The PUB-


E3 ligases are characterized by the presence of a highly conserved U-box originally 


described in yeast (Koegl et al., 1999). This U-box is essential for the ubiquitin ligase 


activity. In addition to the U-box domain, most PUB proteins also have a tandem 


armadillo (ARM) repeat domain (Azevedo Cristina et al., 2001; Mudgil et al., 2004) 


located usually in the C-terminal part of the protein. The ARM domain consists of 


repeats of ~42 amino acids described first in Drosophila for body segment polarity 


(Tewari et al., 2010). ARM repeats give rise to a conserved protein structure and are 


shown to be involved in protein–protein interactions (Huber et al., 2001; Coates, 


2003) thereby mediating cellular signalling. 


Cultivated barley (Hordeum vulgare ssp. vulgare) is a host for the PM fungus Bgh 


that can causes up to 30% yield loss in the absence of genetic or chemical control of 


the disease (Polley et al., 1993; Panstruga et al., 2002; Oerke, 2006). As mentioned 


earlier, the identification of genes involved in NHR may also reveal their role in 


quantitative host resistance. Recently, in a functional TIGS screen for compromised 


NHR against the wheat PM fungus Bgt, ten Rnr (for Required for nonhost resistance) 


candidate gene were discovered in barley (Douchkov et al., 2014). Besides its 


potential role in NHR, the gene Rnr5 was discovered as an important factor of 


quantitative host resistance against adapted Bgh and discussed further in this 


chapter. 
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II.2 Material and methods 


II.2.1 Plant material and growth conditions  


Throughout this chapter the spring barley (Hordeum vulgare subsp. vulgare) cultivars 


“Golden Promise”, “Maythorpe” and “Ingrid” were used. Plants were grown in plastic 


pots (14cm diameter) with standard compost soil mixture from IPK, Gatersleben 


greenhouse nursery without fertilization. Seedlings were allowed to grow in a plant 


incubator (Panasonic, Hamburg, Germany) at 20°C constant temperature 60% 


relative humidity (RH) and 16 hours illumination (intensity level 5) by fluorescent 


tubes (OSRAM L36W/840). For experiments with stable transgenic plants, seedlings 


were grown in an IPK green house (Gewächshaus) supplemented with 16 hours of 


artificial light at 15°C/20°C (night/day). 


II.2.2 Fungal material and maintenance  


For PM spore production and culture maintenance, Bgh (Swiss field isolate CH4.8) 


and Bgt (Swiss field isolate FAL92315) was maintain at 20°C constant temperature 


with 60% RH and 16 hours of illumination by fluorescent tubes. The barley cultivar 


“Golden Promise” and wheat cultivar “Kanzler” were used for Bgh and Bgt 


maintenance, respectively.  


II.2.3 Total RNA isolation, reverse transcription and quantitative PCR 


To determine transcript expression patterns, one-week-old barley cultivar “Ingrid” 


was inoculated with Bgh or Bgt, respectively at a spore density of 80-100 conidia 


mm-2. Total RNA was isolated from abaxial epidermal peels of inoculated leaves at 6, 


12, 24, 48 ad 72 h.a.i. using RNeasy plant mini kit with on-column DNase digestion 


(Qiagen, Hilden, Germany). 2 μg of DNase-treated total RNA was reverse-


transcribed to cDNA using oligo (dt) primers (Thermo Fisher Scientific Inc.) and 


RevertAid Reverse Transcriptase (Thermo Fisher Scientific Inc.) in a total volume of 


20 µL (microliter). For subsequent steps, 1 µL of cDNA was used as template. For 


quantitative PCR (qPCR), amplification and detection of fluorescent signal was 


performed in a 7900HT fast real-time PCR system (Applied Biosystems/Life 


technologies). Transcripts were quantified using TaqMan probes (Supplementary 







18 


 


Table S2) in a reaction volume of 10 µL in triplicates using Maxima Probe qPCR 


Mastermix (Thermo Fisher Scientific Inc.) in a 384 well PCR plate (Applied 


Biosystems / FrameStar®, 4titude, UK.) sealed with optical adhesive film (MicroAmp® 


Optical Adhesive Film, Applied Biosystems). Thermal cycling conditions were: initial 


denaturation at 95°C for 10 minutes followed by 35 cycles (95°C for 15 seconds, 


58°C for 30 seconds and 72°C for 30 seconds). Ubiquitin conjugating enzyme 2 


(HvUBC2, AK252586.1)  (Jensen et al., 2007a; Himmelbach et al., 2010; Weis et al., 


2013) was used as internal normalization control. A standard curve for each gene 


with up to four-fold serial dilutions were made with cDNA from control plants or a 


mixture of samples (Nowara et al., 2010). Transcript quantity was determined using 


SDS.2.2.2 software. Statistical significance was calculated using GraphPad Prism 


version 6.0.2 for Windows (GraphPad Software, SanDiego, California USA) using 


the transcript quantity values.  


II.2.4 Western blot of HvARM1 


Total protein extraction from Bgh-inoculated and non-inoculated barley cultivar 


“Ingrid” epidermal peel samples (180-200mg) was done by the TCA/Acetone 


(10%TCA (w/v), 0.07% (w/v) β-mercaptoethonol) precipitation method (Schlesier et 


al., 2006). Protein pellets were solubilized in 1x sample buffer (100mM Tris-Cl 


(pH6.8), 4% SDS (w/v), 20% glycerol (v/v), 0.2% bromophenol blue (w/v), 200mM β-


mercaptoethonol). After heating to 95°C for 5-10 minutes, protein samples were 


separated using SDS-PAGE (12%, Tris-HCl Precast Gel, Bio-Rad Laboratories, 


Inc.). Gels were either stained with Coomassie brilliant blue (R-250) or 


electrophoretically transferred onto a PVDF membrane (Bio-Rad Laboratories, Inc.) 


using a Mini-PROTEAN® Tetra system (Bio-Rad Laboratories, Inc.) according to 


Bjerrum and Schafer-Nielsen (1986). The blot was blocked using Roti®-Block (Carl 


Roth GmbH+Co. KG) as suggested and incubated with either pre-immune and post-


immune rabbit serum (1:8000 dilution) at 4°C overnight. To generate specific 


antiserum, two synthetic peptides (HFDSDSQVRLGRSSV and 


DLGSDSIEGQRSATS) corresponding to amino acids (AA) 45-59 and AA 165-179 of 


the HvARM1 protein were used for immunization of rabbits (Eurogentec, Belgium). 


The blots were subsequently incubated together with alkaline phosphatase-


conjugated mouse anti-rabbit IgG secondary antibody (Sigma-Aldrich, St Louis, 
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U.S.A.) as suggested by the provider and developed using the NBT/BCIP assay 


(Roche, USA). 


For anti-HvARM1 serum testing, the coding sequence of HvARM1 (442 AA) was 


cloned as 5’-BamHI and 3’-PstI fragment into pQE30 vector (Qiagen, Hilden, 


Germany) by PCR amplification using an adapter primers (Supplementary Table S2). 


In the case of HvPUB15, due to observed toxic effect on bacterial cells when 


expressed from the pQE30 vector, HvPUB15 was cloned into 5’-BamHI and 3’-NotI 


sites of the alternative expression vector pGEX4T-1 (GE Healthcare, U.S.A) by PCR 


amplification using adapter primers (Supplementary Table S2). The resulting 


HvARM1-and GST-HvPUB15-containing expression vectors were verified by 


sequencing and transformed into M-15[pREP4] E. coli (Qiagen, Hilden, Germany) 


and BL21 E. coli strains, respectively. For protein expression, overnight cultures of 


HvARM1 and HvPUB15 expression clones or their respective empty vector controls 


were diluted 1:10 in LB medium and allowed to grow at 37°C until they reach O.D.600 


of 0.3 (3-4 hours). Induction was performed by addition of isopropyl-β-D-


thiogalactoside (IPTG) (0.1 mM), and cells were harvested by centrifugation every 


hour after induction for up to 5 hours. Crude protein samples were solubilized from 


cellular pellets, separated by SDS-PAGE and electro-blotted as described above. 


PVDF membranes were incubated with either HvARM1 pre-immune or post-immune 


serum or anti-GST serum at 1:8000 dilutions overnight at 4°C. Immuno-detection 


was done as described above.  


II.2.5 Development of vectors for transient expression of YFP-tagged proteins 


To transiently express gene of interest (GOI) fused to a fluorescent protein, 


Gateway® compatible vectors were developed in pIPKTA9 backbone (Dong et al., 


2006). The pIPKTA9 is a transient expression vector with 35S promoter and it is 


highly suitable for expression in barley and wheat by particle bombardment 


(Douchkov et al., 2005). To convert pIPKTA9 into a Gateway® compatible vector, 


Gateway® cassettes from the binary vectors pGWB41 and pGWB42 (Nakagawa et 


al., 2007) were sub-cloned into pIPKTA9, resulting in pIPKTA48 and pIPKTA49, for 


N-and C-terminal fusion of GOI respectively. For this, pIPKTA9 was first digested 


with XhoI, blunt-ended with T4-DNA polymerase and digested with XbaI followed by 


dephosphorylation. The Gateway® cassette including the YFP tag from pGWB41 and 
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pGWB42 was double digested with XbaI/EcoICRI (Ecl136II) and ligated into the 


XhoI-XbaI sites of pIPKTA9 and transformed into chemically competent E. coli DB3.1 


cells by the heat-shock method. The transformed positive colonies were selected on 


Ampicillin (100 μg/mL)-LB agar plates resulting in the Gateway®-compatible transient 


expression vectors pIPKTA48 and pIPKTA49. All the reagents used in the above 


protocol were from Thermo Life Sciences Inc. Schematic representations of 


pIPKTA48 and pIPKTA49 vectors are shown in Supplemental Figure S1.  


II.2.6 Development of YFP fusion proteins  


To study cellular protein localisation, the full-length coding region was fused in-frame 


into pIPKTA48 and pIPKTA49 vectors, respectively via Gateway® cloning procedure. 


Since positioning of YFP (N-or C-terminal) can affect the cellular localisation of a 


protein (Palmer et al., 2004) constructs were generated with both N- and C-terminal 


YFP fusions. 


II.2.7 Generation of attB-PCR products and BP recombination reaction 


The full length coding regions were PCR amplified with gene specific primers flaked 


with attB sites using Pfu polymerase (Thermo life sciences Inc). Primers used for 


PCR amplification are listed in Supplemental Table S2. To maintain correct reading 


frames of C-and N-terminal fusions, the attb primers were synthesized with addition 


of one or two nucleotides respectively, as suggested by the kit protocol 


(Invitrogen™/Life Technologies Corporation). Entry clones were generated as 


recommend using pDONR207 vector and, after the BP-reaction, 3-5 µL of the mix 


was transformed into chemically competent E.coli DH10B cells by the heat-shock 


method. The transformed recombinant pDONR207 colonies were selected on 


Gentamycin (50 μg/mL)-LB agar plates incubated at 37°C for overnight. The 


recombinant plasmids were then confirmed by sequencing and taken for LR 


reactions.  


II.2.8 Development of expression clones via the LR reaction 


The recombinant pDONR207 plasmid was then recombined into pIPKTA48 and 


pIPKTA49 destination vectors, respectively via the LR reaction to produce 
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expression clones according to recommendation (www.invitogen.com). The reaction 


mix was incubated overnight at room temperature and transformed into chemically 


competent E.coli DH10B cells by the heat-shock method. The transformed 


recombinant pIPKTA48 and pIPKTA49 colonies were selected on Ampicillin (100 


μg/mL)-LB agar plates. The recombinant pIPKTA48 and pIPKTA49 constructs were 


confirmed by restriction digestion and by sequencing and taken for transient 


overexpression experiments by particle bombardment. A schematic representation of 


N and C-terminal YFP fusions generated for cellular localisation are shown in 


Supplemental Figure S2. 


II.2.9 Expression and co-localisation of YFP fusion constructs  


Subcellular localisation of YFP-fusion proteins was done by transient expression 


using particle bombardment (discussed in Section II.2.15). 5-7 µg of respective 


construct was used for each bombardment. After bombardment, leaves were 


incubated as described in Section II.2.15 for 12-24 hours. Initial microscopy was 


done with both N- and C-terminal fusion constructs using an Axioplan 2 fluorescence 


microscope (Carl-Zeiss Jena Co., Germany). Fusion constructs producing 


fluorescent signals were bombarded again and taken for confocal microscopic 


imaging.  


To visualize the organelle-specific cellular localisation, the fusion constructs were co-


bombarded with a plastid marker described in Nelson et al., (2007). For this, C-


terminal fusion constructs plus plastid marker pt-rkCD3-999 with an mCherry tag 


were mixed, in an equi-molar concentration and co-bombarded as described 


(Section II.2.15). Inoculation with Bgh (180-200 conidia/mm2) was done four hours 


after bombardment to check the re-localisation patterns of YFP signals upon PM 


attack. Leaves were incubated (Section II.2.15) for 12-24 hours and taken for 


microscopic observation. 


II.2.10 Development of stable RNAi transgenic plants 


The binary HvARM1 RNAi construct for stable genetic transformation of barley was 


generated by PCR amplification of 573 bp from the HO14H18 EST clone of barley 


“HO” cDNA library (Zierold et al., 2005). The RNAi target region (573 bp) of HvARM1 
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(Figure 2) corresponds to 148-720 bp from the start ATG of the full-length cDNA 


clone Hv2142K13 (Matsumoto et al., 2011). The binary RNAi hairpin construct 


pIPKb009_HvARM1 was generated by using the RNAi-vector pIPKb009 


(Himmelbach et al., 2007) .The RNAi vector pIPKb009_HvARM1 was constructed 


using Gateway® cloning procedure by Dr. Dimitar Douchkov and Stefanie Lück (IPK, 


Gatersleben, Germany).  


Stable transgenic barley plants were generated by co-cultivation of immature 


embryos of cultivar “Golden Promise” with the Agrobacterium tumefaciens strain 


AGL1 carrying the binary RNAi-vector as described (Hensel et al., 2008). The 


resulting T0 plantlets were selected on medium containing hygromycin (50 mg L-1). 


The transgenic T0 HvARM1 RNAi seeds were generated and provided by Dr. Goetz 


Hensel and Dr. Jochen Kumlehn, IPK, Gatersleben, Germany, for further analysis.  


 


 


Figure 2: Graphical representation of HvARM1 cDNA and RNAi target.  


The Coding Sequence of HvARM1 is shown from 1-1329 bp and the region targeted 
for RNAi (between 148 to 720 bp) is highlighted.  


 


II.2.11 Genotyping of transgenic RNAi plants  


For genotyping in the subsequent generations, individual putative HvARM1 RNAi 


plants were tested for hygromycin sensitivity by incubating detached leaves in a 


solution of 200 µg mL-1 hygromycin for 5-7 days and by PCR for the presence of the 


hptII selectable marker gene. The presence of the HvARM1 RNAi construct in 


transgenic plants was examined by PCR with primers combinations for 35S promoter 


(sense) and RGA2 (Resistance gene analog 2) (Himmelbach et al., 2007) intron 


(antisense), as well as for RGA2 intron (sense) and 35S terminator (antisense) 


(Supplemental Table S2 for primer sequences). Thermal cycling conditions followed 


HvARM1 cDNA
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were: initial denaturation at 95°C for 5 minutes followed by 30 cycles (95°C for 15 


seconds, 58 for 30 seconds and 72°C for 1 minute). A graphical representation of the 


RNAi construct and relative primer binding sites used for characterization of 


transgenic plants is shown below (Figure 3). Wildtype “Golden Promise” and 


azygous segregants plants were taken as control for PCR analysis. Only selected 


events containing both inverted repeats plus the hptII marker gene were selected for 


further analysis.  


To determine the level of transcript silencing in transgenic HvARM1 RNAi plants, the 


same qRT-PCR procedure as described in Section II.2.3 was followed except that 


total RNA was isolated from the 4th leaf (unpeeled). Transgenic events with reduced 


level of HvARM1 transcript compared to azygous control plants were taken for 


further analysis in to the next generation. 


 


Figure 3: Graphical representations of HvARM1 RNAi construct and primers 
used for screening and characterization of transgenic plants. 


Primer pairs are shown in same color code and binding position shown are relative. 
RNAi repeat I primer pair ( ) amplifies region between part of 35S promoter and 
RGA2 intron (Douchkov et al., 2005). RNAi repeat II primer pair ( ) amplifies part 
of 35S terminator and RGA2 intron. 


 


II.2.12 PM inoculation and evaluation of transgenic plants 


Phenotypic evaluation was done microscopically on detached leaves. Second leaves 


of 12-14 day-old plants were placed on 1% phyto-agar plates (23.2 cm x 23.2 cm) 


supplemented with 0.002% benzimidazol (to delay senescence) and inoculated with 


Bgh or Bgt at a density of 30-40 conidia mm-2. Bgh and Bgt inoculated leaf segments 


were collected after 48 and 72 h.a.i. respectively, and incubated in 20% methanol, 


0.1% triton solution at 37°C for 24 hours for destaining. Fungal colonies were then 


stained with Coomassie solution (0.3% Coomassi R250 stain, 7.5% trichloroacetic 
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acid (TCA), 50% methanol) for 10-15 minutes at room temperature, washed and 


stored in water until microscopy. Number of colonies/ leaf area was counted under a 


standard bright-field microscope (Axiostar plus, Zeiss) at 100x magnification. 


For HyphArea experiments, leaves were destained in 80% ethanol at 50°C in a water 


bath overnight. Fungal colonies were stained as mentioned above with freshly 


prepared Coomassie solution for 5 minutes at room temperature.  


II.2.13  Generation of Transient Induced Gene Silencing (TIGS) constructs 


TIGS hairpin RNAi constructs were generated as described earlier (Douchkov et al., 


2005). The selected RNAi-target sequences were tested for off-targets using the SI-


FI tool (http://labtools.ipk-gatersleben.de/). For generation of entry clones, the target 


gene was PCR amplified with Pfu DNA polymerase (2.5 U/µL) using specific primer 


pairs (Supplementary Table S2), and the amplified products were ligated in the SwaI 


site of pIPKTA38 in a modified single step cut and ligation reaction as described 


(Douchkov et al., 2005). For 10 µL reaction, 1 µL (150ng) of empty pIPKTA38 vector 


was mixed with 1 µL of 10x ligation buffer, 1 µL of 50% PEG 4000, 1 µL of 0.5M 


NaCl, 0.5 µL of SwaI (10 U/µL), 0.5 µL T4 DNA ligase (5 U/µL), 3-4 µL of purified 


PCR product and water to a final volume of 10 µL. The mixture was incubated at 


25°C for 1 hour. The reaction was then stopped by heating the reaction mix to 65°C 


for 10 minutes in a heating block. To digest the self-ligated empty vector, the 


reaction was digested once again with SwaI at 25°C for 1 hour with addition of 0.5 µL 


of 10x SwaI buffer, 0.5 µL of 0.5M NaCl, 3.5 µL of water and 0.5 µL of SwaI (10 U/ 


µL). All the reactions were performed with the reagents from Thermo Life Sciences 


Inc. The recombinant plasmid was then transformed into chemically competent E.coli 


DH10B cells by the heat-shock method. The transformed positive colonies were 


selected on kanamycin (50 μg/mL)-LB agar plates. The resulting recombinant 


pIPKTA38 plasmids were confirmed by sequencing.  


The RNAi target genes in recombinant pIPKTA38 plasmid were then recombined 


into the RNAi destination vector pIPKTA30N (Douchkov et al., 2005) via the LR 


reaction to produce the inverted repeats. For the LR reaction, 150 ng of recombinant 


pIPKTA38, 150 ng of RNAi destination vector pIPKTA30N, and LR Clonase® II 
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(www.invitogen.com) enzyme was mixed and adjusted with TE buffer (pH 8.0) to a 


final volume of 10 µL as recommended. The reaction mix was incubated as 


recommended and transformed into chemically competent E. coli DH10B cells by the 


heat-shock method. The transformed recombinant pIPKTA30N colonies were 


selected on Ampicillin (100 μg/mL)-LB agar plates. The presence of RNAi-target 


inverted repeats was confirmed by diagnostic restriction digestion with EcoRV and 


by sequencing. Presence of inverted repeats in recombinant pIPKTA30N results in 


poor sequencing reads, and to overcome this problem, recombinant pIPKTA30N 


plasmids were digested with EcoRV prior to sequencing with pIPKTA30N intron-


specific primers. After the confirmation of recombinant pIPKTA30N, plasmid DNA 


midi-preps were made for the transient expression using JETSTAR midi kit 


(Genomed, Löhne, Germany).  


II.2.14 Generation of Transient Overexpression (TOEx) constructs  


For single-cell transient overexpression in barley, the pIPKTA9 (Dong et al., 2006) 


vector was used. The transient overexpression constructs were obtained by insertion 


of full-length coding regions of test genes into the XbaI site. PCR fragments were 


amplified with XbaI adapter primers using Pfu DNA polymerase (2.5 U/ µL, Thermo 


life sciences Inc.). Empty pIPKTA9 was digested with XbaI (10 U/ µL, Thermo life 


sciences Inc.) and dephosphorylated using FastAP Thermosensitive Alkaline 


Phosphatase (1 U/ µL, Thermo life sciences Inc.). Purified PCR products and empty 


vector digest was ligated using T4 DNA Ligase (5 U/ µL, Thermo Life Sciences Inc.) 


as recommended. Transformed recombinant pIPKTA9 colonies were selected on 


Ampicillin (100 μg/mL)-LB agar plates. After confirmation by sequencing, plasmid 


DNA was isolated as mentioned before and used for transient overexpression by 


particle bombardment. 


II.2.15 Transient expression by particle bombardment 


For single-cell transient expression by particle bombardment, plasmid DNA must be 


coated onto micro-projectiles like gold (79Au) which will be then accelerated into 


living cells. The gold particles were prepared by suspending 27.5 mg of 1 µm special 


gold (Bio-Rad, USA) in 1 mL of sterile water in a centrifuge tube followed by 
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ultrasonication for 20 seconds. The suspension was then spun down at 12000 rpm 


for 30 seconds. This step was repeated once again with water and finally with 100% 


ethanol. After the ethanol wash, pellets were dried at 50°C in a heating block with the 


lid open and stored in 1 mL of 50% sterile glycerol at -20°C until further use.  


Particle DNA coating was done by adding 7 µg each of column-purified pUbiGUS 


reporter DNA construct (Schweizer et al., 1999) plus test construct or empty vector 


control, or positive control construct to 2.4 mg (87.5 µL) of pre-washed gold particles. 


The mixture was then precipitated by addition of Ca(NO3)2, pH 10 to a final 


concentration of 0.5M by slow vortexing and incubated at room temperature for 20-


30 minutes with a gentle mixing for every 5 minute. The Ca+ ion in Ca(NO3)2 


neutralize the negative charge of DNA and thereby allowing it to precipitate onto gold 


particles. The mixture was then pelleted down and washed first with 70% ethanol 


followed 100% ethanol. After washing, DNA-coated gold particles were resuspended 


in 30 µL of 100% ethanol for biolistic gene transfer.  


The resuspended gold particles were coated uniformly onto ethanol pre-washed 


macrocarriers (Bio-Rad, UAS) fixed on a hepta adaptor and allowed to dry. Gold 


particles were then bombarded on adaxial (upper) surface of seven days old primary 


leaves of barley placed on a petri plate (9 cm diameter) with 0.5% phytoagar 


(Ducheva, Haarlem, Netherlands) supplemented with 0.002% of benzimidazol. The 


Biolistic particle delivery system, model PDS-1000/He (Bio-Rad, München, 


Germany) with a helium pressure of 900 psi and a vacuum of 27.5 mm of mercury 


(Hg) was used for particle bombardment. The distance between macrocarrier and 


target petridish was 6 cm. After particle bombardment, petri plates with leaves were 


incubated at 20°C in an air-conditioned room (Lab 226 genome centre, IPK, 


Gatersleben) under indirect daylight (to delay senescence) during three days for 


TIGS experiments and four hours for TOEx before inoculation.  


II.2.16 PM challenging and staining  


After incubation, the bombarded leaves on petri plate (9 cm diameter) were 


inoculated with Bgh or Bgt at a inoculation density of 180-200 conidia/mm2. 


Inoculation was done in a settling tower and spores were blown-in from four sides 
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using a custom made hand blower to maintain uniform inoculation. Uniformity in 


spore density per mm2 was counted by placing glass slides on four sides during 


inoculation. The inoculated leaves were incubated again for 48 hours under same 


conditions for both TIGS and TOEx experiments. The β-glucuronidase (GUS) gene 


under the control of maize ubiquitin promoter in pUbiGUS construct was used as 


reporter to identify transiently transformed epidermal cells. The enzyme β-


glucuronidase cleaves X-Gluc (5-bromo-4-chloro-3-indolyl-beta-D-glucuronic acid) to 


produce colorless glucuronic acid and an intense blue precipitate of chloro-


bromoindigo (Jefferson, 1987), which can be observed by light microscopy. For 


GUS-staining, leaves were vacuum infiltrated with X-gluc (Biosynth International) 


staining solution (Douchkov et al., 2005) in 15 mL falcon tube and incubated for 24 


hours at 37°C. After incubation, X-gluc solution was removed and leaves were 


destained (7.5% TCA (wt/vol); 50% methonal) for 10 minutes or until leaves turned 


brown. Leaves were then subsequently washed twice with deionized water and 


stored at 4°C in water for microscopic scoring.   


II.2.17 Microscopy, scoring and statistics  


Microscopic evaluation of PM interaction phenotypes was done by counting the 


number of GUS-stained cells with and without haustoria under a standard light 


microscope at 100X magnification. A representative microscopic image of GUS 


transformed cell with and without haustoria is shown (Figure 4).  


 


Figure 4: Representative images of GUS transformed cells. 


GUS-expressing cells with (a) and without (b) haustoria, which was used as readout 
for calculating the susceptibility index.  
At least 5 to 7 independent biological repetitions with six leaves per bombardment 


were performed for each test construct. GUS-cell counts of all six leaves per 


bombardment were summarized and the susceptibility index (SI) for a given test 


construct was calculated as: 


b. GUS cell without haustoria a. GUS cell with haustoria 
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SI =
Number of GUS cells with haustoria 


Total number of GUS cells 
 


In each repetition empty vector (pIPKTA30N for TIGS and pIPKTA9 for TOEx) was 


also bombarded three times as a negative control and mean SI values were 


calculated. Relative SI was calculated in relation to empty vector by dividing the SI of 


the test constructs by mean SI of the empty vector control. For statistical analysis, 


the percent (%) susceptibility-index for each experiment was calculated relative to 


the empty-vector control and values were log(2)-transformed in order to normalize the 


distribution. A Nalimov outlier test was applied to the values and outliers were 


excluded from further calculations. A one-sample t-test was performed using 


GraphPad Prism version 6.0.2 for Windows, GraphPad Software, San Diego 


California USA. For experiments in cultivar “Maythorpe”, this test was performed 


against the hypothetical relative susceptibility-index value “-0.355” corresponding to 


the observed median of more than 1,000 RNAi constructs assumed to reflect a 


weak, non-specific TIGS effect (Douchkov et al., 2014). “Maythorpe” was found to be 


well suited for TIGS experiments in host- as well as nonhost interactions with PM 


fungi because it was fully resistant to the wheat PM Bgt while exhibiting a moderate 


level of quantitative host resistance to barley PM Bgh. For experiments in cultivar 


“Golden Promise”, the same workflow of statistical test was employed except that the 


one-sample t-test was performed against “0” (zero) since “Golden Promise” did not 


exhibit the non-specific TIGS effect. In both cases, a construct was considered 


significant if the one-sided t-test p value was ≤ 0.05. 


II.2.18 Yeast-2-hybrid (Y2H) screening  


A Y2H screening protocol was performed according to the yeast hand book and the 


Matchmaker™ library construction and screening kits manual (Takara/Clontech 


Laboratories, Saint-Germain-en-Laye, France). Full length coding sequence of 


HvARM1 (1 to 442 amino acids) was cloned in-frame into pGBKT7 bait vector by 


PCR amplification with Pfu polymerase and inserted into NdeI and SaII sites. After 


confirmation by sequencing, bait plasmids were transformed into the Y187 strain of 


Saccharomyces cerevisiae.  
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II.2.19 Construction of prey library and yeast mating 


A Y2H prey library generated in Prof. Dr. Ralph Hückelhoven’s lab (Technische 


Universität  München, Emil-Ramann-Straße 2, D-85354 Freising, Germany) was 


used in this study (Hoefle et al., 2011). The Y2H prey library was generated from a 


pool of barley leaf samples inoculated with Bgh and harvested at 0, 4, 8, 12, 24, and 


52 h.a.i. from near-isogenic backcross lines of the barley cultivar “Pallas.”  


The prey cDNA library was cloned into the pGADT7 vector and transformed (see 


Section II.2.23 for protocol) into AH109 yeast strain. Yeast mating was done by 


mixing an overnight culture of HvARM1-pGBKT7 bait Y187 (≥ 1x109 cells/mL) and 


pre-transformed prey cDNA library AH109 strain in 100 mL of 2X YPDA medium (2 


% peptone, 1 % yeast extract, 0.003 % adenine and 2 % glucose in water at pH 6.5) 


as described by the supplier (Takara/Clontech Laboratories, Saint-Germain-en-Laye, 


France). Transformed diploid yeast cells were screened on synthetic defined (SD) 


medium without leucine and tryptophan (SD/–Leu/–Trp). To select yeast diploids 


expressing both bait and interacting prey protein, QDO (quadruple dropout medium), 


a highly stringent SD medium lacking leucine, tryptophan, histidine, and adenine was 


used (SD/–Ade/–His/–Leu/–Trp). To determine the mating efficiency, 100μL of a 


1:1000, 1:100, and 1:10 dilution of the mating mixture was spread onto petri plates 


containing a.) SD/–Leu, b.) SD/–Trp and c.) SD/–Leu/–Trp. Mating efficiency and 


number of clones screened were calculated as described in Matchmaker™ library 


construction and screening kit user manual.  


II.2.20 Verification of positive interactions 


To increase selective pressure on bait-and prey-protein interaction, the diploid yeast 


cells from the initial screen were re-streaked on SD/–Ade/–His/–Leu/–Trp medium 


for three times with five to seven days of incubation per streak. The prey-clone insert 


was identified by colony PCR and sequencing. For yeast colony PCR, colonies were 


picked, resupended by vortexing in PCR plates with 10 µL of lyticase buffer (1.2M 


Sorbitol, 200U lyticase, 0.1M Tris) and incubated at 37°C for five minutes. The mix 


was later frozen at -20°C for 15 minutes and thawed to room temperature. From the 


mixture, 1 µL was taken for PCR amplification with Pfu polymerase. Purified PCR 
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product was verified by sequencing using pGADT7 specific primers 


(Takara/Clontech Laboratories, Saint-Germain-en-Laye, France ).  


II.2.21 Plasmid isolation from yeast 


After sequence verification, plasmid was isolated from the yeast clones for retesting 


of the interaction phenotype by co-transformation. Yeast cells were grown overnight 


in 3 mL of SD/–Leu/–Trp broth at 30°C with shaking at 230 rpm. Cells were 


harvested by certification at 4000 rpm for 10 minutes and resuspended in 2 mL of 


SCE buffer (1M Sorbitol, 0.1M Sodium acetate, 60mM EDTA, pH7). To this, 300 


units of lyticase enzyme and 20 µL of β-mercaptoethanol was added and incubated 


for 1 hour at 37°C. After incubation, cells were harvested by certification at 4000 rpm 


for 10 minutes. Plasmid was isolated from the pellet using PEQ plasmid isolation kit 


(Peqlab, Biotechnologie, GmbH, Erlangen Germany) as recommended. The isolated 


plasmids were then tested by PCR for the presence of both bait clone (HvARM1) 


with gene-specific primers and for prey clone with pGADT7 AD vector-specific 


primers. Plasmids were then transformed into chemically competent E.coli DH10B 


cells by the heat-shock method. The prey vector pGADT7 AD carries the Ampicillin 


selectable cassette (AmpR) for propagation in E. coli, hence the transformed 


recombinant colonies carrying prey clone in pGADT7 AD vector were selected on 


Ampicillin (100 μg/mL)-LB agar plates.  


II.2.22 Retesting of interaction phenotypes  


Retesting of protein-protein interaction was done by co-transformation of respective 


prey and bait plasmid by the lithium acetate (LiAc) method for small-scale yeast 


transformation as described in the Yeast Protocol Handbook (Clontech Laboratories, 


Inc.). Few isolated individual colonies of S. cerevisiae strain AH109 were picked and 


resupended in 1 mL of YPDA broth (2 % peptone, 1 % yeast extract, 0.003 % 


adenine and 2 % glucose in water at pH 6.5) by vigorous vortexing and transferred 


into 50 mL of YPDA broth and incubated at 30°C for 16-18 hours (OD600 >1.5) with 


shaking at 230 rpm. After achieving the desired OD600 value, 20 to 30 mL of pre-


culture was transferred into 200 to 300 mL of fresh YPDA broth to an OD600 of up to 


0.3 and allowed to grow for 3-4 hours at 30°C with shaking at 250 rpm until OD600 of 
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0.4–0.6 was reached. After harvesting at 4000 rpm for 2-3 minutes, yeast competent 


cells were washed with sterile water and re-suspended in freshly prepared sterile 1x 


TE/1x LiAc solution.  


II.2.23 Co-transformation  


For co-transformation, 0.1 µg DNA of bait, 0.1 µg DNA of respective combination of 


prey candidate in pGADT7 and 0.1 mg of denatured (by boiling) and sonicated 


carrier herring sperm DNA (Promega, GmbH, Germany) were added to 100 µL of 


competent cells. For this, freshly prepared 600 µL of PEG (polyethylene glycol)/LiAc 


solution transformation solution (40 % PEG (MW 3350) in 1x TE/1x LiAc solution) 


was added, mixed and incubated at 30°C with shaking at 200 rpm. No DMSO was 


added as recommended by the kit, and tubes were subsequently heat shocked at 


42°C for 30-45 minutes (Gietz et al., 2007) and incubated on ice briefly before 


plating. The yeast-cell suspension was spun down and re-suspended in freshly 


prepared sterile 1X TE buffer and spread gently on less selective SD medium (SD/–


Leu/–Trp) to select for both bait (PGBKT7) and prey (pGADT7) and incubated at 


30°C for 5 days or until colonies appeared.  


II.2.24 Autoactivation test 


Autoactivation of the His reporter gene is a common problem in Y2H analysis, which 


leads to false positives (Maple et al., 2007). Therefore it is necessary to identify 


clones with leaky His reporter or background autoactivation. To check this, 


combinations of empty bait vector pGBKT7 and respective prey candidate and of 


HvARM1 bait vector with empty prey vector were tested for background growth on 


SD/–Trp/–Leu/–His medium by co-transformation. 


II.2.25 Re-testing of protein-protein interaction 


Since adenine and histidine biosynthesis in yeast stain requires transcriptional 


activation after bait and pray interaction, growth on QDO medium (SD/–Ade/–His/–


Leu/–Trp) indicates a potential interaction between the two respective proteins in the 


yeast cell (Fields et al., 1989). For retesting of protein-protein interaction, co-


transformed cells were spread on highly stringent selective QDO medium (SD/–
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Ade/–His/–Leu/–Trp). Plasmid combinations showing positive interaction phenotypes 


were documented for publication by the spotting method (Maple et al., 2007). For 


this, a single colony was picked and grown on SD/–Trp/–Leu media at 30°C to OD600 


of 0.8. From this overnight culture, 10 µL was spotted with a pipette on SD/–Trp/–


Leu as control for growth and on SD/–Ade/–His/–Leu/–Trp/ /+α-gal plate to select for 


protein-protein interactions. After 5 to 7 days of incubation at 30°C, plates were 


photographed. For autoactivation control empty bait vector with prey candidate and 


empty prey vector with HvARM1 bait was used and spotted on to the same plates.  


II.2.26 Targeted Y2H assay for HvPUB15 


The coding region (831 AA) of HvPUB15 was PCR amplified with Pfu polymerase 


from the full length cDNA clone obtained from The National Institute of Agrobiological 


Sciences (NIAS), Japan (http://barleyflc.dna.affrc.go.jp) with gene-specific forward 


adapter primer (NdeI) and reverse primer (Supplemental Table S2) and inserted in-


frame into the pGBKT7 vector at NdeI and SwaI sites. After confirmation by 


sequencing, the bait plasmid was transformed into AH109 yeast strain. A targeted 


Y2H assay was performed with prey candidates of HvARM1 by the co-transformation 


method as mentioned in Section II.2.23. 


II.2.27 Bimolecular fluorescence complementation (BiFC)  


BiFC assay is a technique to validate protein-protein interactions in vivo. This assay 


is based on the structural complementation of two non-fluorescent N-and C-terminal 


fragments of a fluorescent protein (eg. YFP, VENUS). When fused to proteins that 


interact, these two non-fluorescent fragments are brought into close proximity 


thereby reconstituting an intact fluorescent protein, which can be imaged using a 


fluorescence microscope (Schutze et al., 2009; Kodama et al., 2012). In the current 


study, BiFC assay was used to validate the HvARM1 and HvPUB15 Y2H interaction 


results in planta. For BIFC of HvARM1 and HvClpS1, full coding-sequence cDNA of 


HvARM1 (1-442 AA) and HvClpS1 (1-161 AA) was cloned into pSPYNE-35S and 


pSPYCE-35S, respectively (Walter et al., 2004) via the LR reaction. For BiFC of 


HvToxABP1, HvClpS1 and HvPUB15 proteins, the full length sequence of 


HvToxABP1 (1-294 AA) and HvClpS1were cloned into pDEST-GWVYCE (Gehl et al., 
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2009). In addition to the full length version, the ARM domain-containing region of 


HvPUB15 from AA 351 to 831 was also cloned into pDEST-GWVYNE (Gehl et al., 


2009). BiFC constructs were transiently co-expressed in leaf segments of barley, A. 


thaliana and tobacco (Nicotiana tabacum) following particle bombardment and 


examined by confocal laser-scanning microscopy (CLSM) on a LSM510 microscope 


(Carl-Zeiss Jena Co., Germany) after 12-24 hours of incubation. To minimise the 


steric hindrance and to allow proper 3D folding of proteins, fusions were made in 


different N-terminal or C-terminal combinations as shown in Supplemental Table S3.  


II.2.28 Co-immunoprecipitation (IP) 


For Co-IP, YFP-tagged HvARM1 and HvPUB15-ARM under the control of the 35S 


promoter were generated by cloning the full-coding sequence of HvARM1 (1-442 


AA) or the ARM-repeat region of HvPUB15 (351-831 AA) into pEARLEYGATE104 


(Earley et al., 2006) via the Gateway® LR reaction (Invitrogen). cMyc-tagged 


HvToxABP1 (1-294 AA) and HvClpS1 (1-161 AA) under the control of 35S promoter 


were generated by Gateway® LR cloning into pGWB418 (Nakagawa et al., 2007). 


Mesophyll-protoplast transformation and co-immunoprecipitation was done at the 


Leibniz Institute of Plant Biochemistry, Weinberg 3, 06120 Halle (Saale) as 


described (Stegmann et al., 2012). 
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II.3 Results 


II.3.1 Background information 


(Results shown in sections II.3.1 to II.3.4 were obtained from Dr. Dimitar Douchkov 
and Dr. Patrick Schweizer, IPK, Gatersleben and represents important, not yet 
published background information for this study) 
 
In a TIGS based functional-genomics screen for NHR of barley against the wheat 


PM Bgt, Douchkov et al (2014) tested 1,144 barley genes that are up-regulated upon 


PM-attack in leaf epidermis. This screen resulted in ten Rnr (for Required for 


Nonhost Resistance) candidate genes including Rnr5 with a significant effect on both 


Bgh and Bgt haustoria formation in transiently silenced barley epidermal cells 


(Douchkov et al., 2014). In this chapter of my PhD thesis, the functional relevance of 


Rnr5 in quantitative resistance against the adapted PM fungus was addressed.  


II.3.2  Rnr5 encodes for an armadillo-repeat containing protein 


A sequence analysis by BlastX of cDNA clone HO14H18 that was used in the TIGS 


construct leading to the discovery of Rnr5 (Douchkov et al., 2014) produced 


significant BLAST hits with a number of U-box/armadillo-repeat E3 ligase proteins of 


diverse plant species. These E3 ligases represent class II Plant U-Box (PUB) 


proteins with a N-terminal U-box and C-terminal armadillo (ARM)-repeat protein 


domains (Azevedo Cristina et al., 2001; Mudgil et al., 2004). In rice where a 


consistant nomenclature of 77 OsPUB proteins was introduced (Zeng et al., 2008), 


Rnr5 was identified as the closest homologue to OsPUB15. However, based on the 


detailed analysis of the full-coding sequence (CDS) of Rnr5 on barley bacterial 


artificial chromosome (BAC) clones it became clear that Rnr5 does not represent a 


typical PUB protein because the encoded protein of 442 amino acids is considerably 


smaller than the expected PUB protein and contains only the C-terminal ARM-repeat 


region as conserved domain, therefore being designated as HvARM1.  


II.3.3 HvARM1 is a partial duplicate of HvPUB15 


In barley, HvARM1 has highest sequence similarity to a full-length PUB, which was 


designated as HvPUB15 by its homology to OsPUB15. HvPUB15 contains 831 AA 
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including the expected N-terminal U-box and C-terminal ARM-repeat domains. The 


sequence similarity extends to the very C-terminus of both HvARM1 and HvPUB15 


proteins. Comparison of genomic DNA sequences of both genes showed that the 


sequence similarity extends upstream spanning the first intron of HvARM1, which 


corresponds to exon3 of HvPUB15. Within the U-box sequence present in exon3 of 


HvPUB15 the similarity abruptly ends. Further upstream sequence of HvARM1 


intron1 as well as the non-translated exon1 sequence did not shown any significant 


similarity to functional gene or repetitive element in the barley genome (Figure 5A). 


Moreover, by comparing the DNA and protein sequences of both the genes, a 


reading frame correction at the N-terminus of HvARM1 was found (Figure 5B and C). 


The initial reading frame of HvPUB15 was restored by 8-bp deletion downstream 


from the first 5 amino acids in HvARM1 (Figure 5B and C). Both proteins differ by 40 


non-conservative amino-acid exchanges including four changes within the ARM-


repeat region. A detailed amino acid sequence comparison between the conserved 


ARM-repeat regions showed that protein homology starts at position L398 and L9 of 


HvPUB15 and HvARM1, respectively (Figure 5D). These results strongly suggest 


that HvARM1 originated as partial gene duplicate of HvPUB15. 


 


II.3.4 ARM1 partial duplication is conserved in Triticeae  


In order to test whether the partial gene duplication was confined only to barley, 


whole-genome shotgun (WGS) sequences of three additional species of the 


Triticeae tribe were searched for the presence of HvARM1-related genes. As a 


result, the putative orthologues of both HvPUB15 and HvARM1 were found in the 


genomes of the wild wheat species Aegilops tauschii and Triticum uratu, and in 


cultivated rye (Secalis cereale) (Figure 5E). This suggests a monophyletic origin of 


the partial gene-duplication event in a common Triticeae ancestor. Protein-sequence 


conservation among the four species were found to be high in both the U-box 


containing N-terminal- and the ARM-repeat containing C-terminal part of PUB15, the 


existing polymorphisms being in agreement with phylogenetic species distances 


(Figure 5E). By contrast, sequence conservation was clearly reduced among ARM1 


proteins, most clearly evident when comparing the two wheat species. Therefore, 


different evolutionary constrains might act on PUB15 and ARM1 genes.  







36 


 


 


Figure 5: A partial duplication of the PUB15 E3 ligase in Triticeae species gave 
rise to ARM1. 
(A) DNA-Sequence alignment of HvPUB15 and its partial duplicate HvARM1. The 
exon/intron structure based on comparison of cDNA- with genomic sequences plus 
conserved domains of HvPUB15 and HvARM1 is indicated above and below the 
alignment, respectively. Identical nucleotide positions are indicated by black shading. 
Please note that the sequence similarity increases within the predicted U-box of 
HvPUB15 and continues downstream from there. Translational start sites in exon 1 
and 2 of HvPUB15 and HvARM1, respectively, are indicated by green arrowheads. 
(B) DNA-sequence alignment around the translational start of ARM1 from Triticeae 
species. The two proposed translation start sites of ARM1 are inside the red frames. 
Percent sequence identity per nucleotide is indicated by grey shading (black, 100% 
identity). 
(C) Protein sequence alignment of PUB15 and ARM1 at the N-terminus of ARM1. 
New start site in ARM1 protein is indicated with black arrowhead.  
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Furthermore, there is no evidence for the presence of HvARM1 -like genes outside 


Triticeae such as Arabidopsis, rice, etc.  


II.3.5 Functional relevance of HvARM1 and HvPUB15  


II.3.6 HvARM1 is induced upon PM attack 


The transcript of HvARM1 was initially identified in an EST collection of barley 


epidermal peels inoculated with PM. To verify whether HvARM1 and HvPUB15 were 


regulated in barley epidermal peels attacked by Bgh or Bgt, a TaqMan probe-based 


RT-qPCR was carried out. Transcript regulation was examined at 6, 12, 24, 48 and 


72 h.a.i. Quantitative analysis of the transcript levels revealed a significant 


accumulation of HvARM1 transcripts above a basal level of expression in Bgh- and 


Bgt-attacked epidermal peels, with peaks at 6 and 12 h.a.i., respectively (Figure 6). 


The induction of HvARM1 transcripts in Bgt-attacked 6h sample was much faster 


compare to Bgh-attacked samples (Figure 6). This suggest a potential role and rapid 


response of  HvARM1 to non-adapted PM. Transcript levels of HvARM1 returned to 


basal levels at 24 h.a.i. in Bgh-and in Bgt-inoculated samples. On the other hand, 


transcripts of HvPUB15 only accumulated significantly at 12 h.a.i. in Bgh-infected 


epidermal peels and were less pronounced compared to HvARM1 in both Bgh and 


Bgt interactions (Figure 6).  
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Figure 5 “(continued)”: A partial duplication of the E3 ligase gene PUB15 in Triticeae species gave rise to ARM1. 
(D) Alignment of amino acid sequences of HvARM1 (starting at 1) and HvPUB15 (starting at 390). Identical amino acids are 
indicated in green, similar in orange and dissimilar in black. Red dashed underline indicates ARM repeat region.  
(E) Phylogenetic trees of PUB15 protein sequences based on alignment from the N-terminus to the start of the overlapping part 
with ARM1, and of both proteins based on alignment of overlapping PUB15 and ARM1 sequences. A neighbour-joining tree without 
pre-determined outgroup was calculated. Bootstrap values (in percent) based on 1000 re-iterations and tree depth (in changes per 
amino-acid position) are indicated by numbers and the scale bar, respectively. All the alignments and trees were made using 
Geneious software with default settings.  
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Figure 6: The HvARM1 transcript is induced in barley leaf epidermis upon B. 
graminis attack. 


Transcript amounts of HvARM1 and HvPUB15 were determined in RNA samples 
from epidermal peels using TaqMan-probe based RT-qPCR (standard curve 
method) at 6-72 h.a.i. with either Bgh or Bgt. Mean ± SD of normalised transcript 
quantity (relative to HvUBC, Acc. AK361071) from two biological replicates with three 
technical replicates each are shown. Statistical significance of differences between 
control and inoculated samples were indicated by asterisks (One-way ANOVA; 
Bonferroni's multiple comparisons test; *, p<0.05; **, p<0.005; ***, p<0.0005).  


 


II.3.7 HvARM1 protein is of low abundance   


Partial duplication is usually taken as an indication of pseudogenization 


(Chandrasekaran  et al., 2008). To test if the transcript of the HvARM1 is translated 


into protein, a western blot analysis on the epidermal peel protein extracts was 


carried out using antibodies raised in rabbits against two synthetic HvARM1 


peptides. Firstly, the reactivity and specificity of the antiserum was tested against 


recombinant HvARM1 protein expressed in E.coli. The antiserum from the 


immunized rabbits strongly decorated the recombinant HvARM1 protein expressed 


in E. coli (Figure 7A, black arrow head), which migrated at the expected molecular 


mass of 47 kDa while the pre-immune serum produced no corresponding signal. 
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Figure 7: Expression of HvARM1 protein in barley leaf epidermis. 


(A) Detection of recombinant HvARM1 expressed in E. coli 1-2 h after IPTG/X-gal 
induction by an antiserum directed against two synthetic peptides of HvARM1. Black 
arrowhead point at the relevant, immunoreactive bands. pQE30: empty expression 
vector. (B) Detection of HvARM1 protein in epidermal peels of Bgh inoculated and 
non-inoculated barley samples failed to produce a corresponding immunoreactive 
band. (C) Specificity of the polyclonal rabbit antiserum raised against HvARM1 and 
cross reactivity of HvARM1 antiserum was tested against HvPUB15. In both first 
antibody (AB) blots (αGST and α-HvARM1), Lane 1 and 5 was loaded with 
respective empty vector control, lane 2, 3 was loaded with HvARM1 E.coli total 
protein extract and lane 6-8 was loaded with GST-fused HvPUB15 E.coli total protein 
extract, respectively. Blot αGST (lane: 6-9) show the presence of GST-fused 
HvPUB15 in the extracts with GST- antibody as expression control. Polyclonal 
antibodies raised against HvARM1 synthetic peptides (αHvARM1) are not immuno-
reactive with HvPUB15 (blot α-HvARM1, lane:6-9). Note the specific immuno 
reactivity of αHvARM1 against HvARM1 in both blots in the lane 9, which was loaded 
with equal volume of HvARM1 and HvPUB15. A representative Coomassie stained 
gel is shown as loading control for both blots. Blots shown are representative 
samples from three biological replications. 
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However, the antisera did not detect a corresponding protein in non-inoculated or 


inoculated barley leaf epidermis and instead, the immune serum detected a 


constitutive protein band of approximately 65 kDa (Figure 7B, black arrow head). 


Cross reaction of the anti-HvARM1 antiserum with the closely related HvPUB15 


protein appears unlikely because recombinant HvPUB15 expressed in E. coli 


reactivity was not detected (Figure 7C). This result might suggest that the protein is 


of low abundance and that the used antiserum was not sensitive enough to detect 


the protein. Antibody or antigen enrichment procedures might solve this problem but, 


due to time constraints, this could not be attempted any more.   


II.3.8 HvARM1 and HvPUB15 are localized in the cytosol 


To visualize the cellular localization of HvARM1 and HvPUB15 proteins, the full 


length cDNA clones Hv2142K13 and Hv1148E17 were obtained, from the National 


Institute of Agrobiological Sciences (NIAS), Japan  (Matsumoto et al., 2011) and 


fused in-frame at the C- and N-terminus to YFP. Fusion constructs were transiently 


expressed in barley epidermal cells by particle bombardment, and leaves were 


examined under the microscope after 18 hours of incubation. In general, both N- and 


C-terminal fusions of respective HvARM1 or HvPUB15, showed same pattern of 


localisation and fusion constructs giving brighter fluorescence signals were taken for 


confocal-microscopy. Fusion proteins of HvPUB15 and HvARM1 showed the same 


fluorescence pattern except that HvARM1-YFP signal was excluded from the 


nucleus in contrast to HvPUB15 and wildtype YFP. This suggests a cytoplasmic 


localization of HvARM1 and HvPUB15 (Figure 8a and b), in agreement with the 


localization of the rice putative orthologue OsPUB15 described earlier (Park et al., 


2011). Since at least HvARM1 appears to be relevant for PM attack (Douchkov et al., 


2014), an attempt was made to inspect possible re-localization patterns of the YFP 


signal after PM inoculation. Upon Bgh or Bgt attack there was no detectable change 


in localization patterns of HvARM1 or HvPUB15 YFP signals (data not shown) 


suggesting that both proteins are not directly involved in processes involving cellular 


re-polarization (Hoefle et al., 2011).  
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Figure 8: HvARM1 and HvPUB15 are localized in the cytoplasm.  


Fluorescently labelled YFP:HvARM1 (a), HvPUB15:YFP (b) fusion proteins and YFP 
(c) were transiently expressed in barley epidermal cells by particle bombardment. 
Micrographs were taken 18 h after bombardment by using a confocal laser-scanning 
microscope. The images shown are representative samples from four biological 
replications. YFP fluorescence was analysed by CLSM using 488 nm excitation in 
combination with a 505-550 nm bandpass filter. Scale bar=20 µm. 
 


II.3.9  Functional analysis of HvARM1 in stably transformed barley RNAi plants 


The HvARM1 gene was discovered because TIGS resulted in significantly enhanced 


susceptibility of barley epidermal cells to Bgt (Douchkov et al., 2014). To validate this 


and putative host effects, stable transgenic plants carrying an RNAi construct 


targeting HvARM1 were generated.  


In total 18 independent putative transgenic T0 events were obtained. For molecular 


characterization of T1 progeny, 10-20 seeds per event were initially tested by the 


hygromycin assay (Section II.2.11). Plants that are resistance to hygromycin 


treatment were pooled and checked for the level of target gene silencing.  


Subsequently, after verification by SYBR green based qRT-PCR, seven putative 


independent silenced events were taken for further analysis in the T2 generation.  


In the T2 generation, seeds from 5-6 sister lines of the selected seven events plus 


three azygous lines (according to hygromycin assay in T1) were sown and detached 


second leaves of 12 to 14-day-old plants were challenged with Bgh or Bgt. The 


a


b


35S:YFP-HvARM1


35S:HvPUB15-YFP


c


35S:YFP
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azygous lines were progenies of initial transgenic parent lines that had lost the 


transgenes by segregation. Azygous segregants are supposed to be the most 


appropriate controls because they went through the entire process of generating 


transgenic plants, exactly like their transgenic “sibling” plants. After pathogen 


challenge, phenotypic evaluation was done microscopically. A flowchart of the 


analysis pipeline for characterisation of HvARM1-RNAi events is shown 


(Supplemental Figure S3). For further molecular characterization of the T2 and T3 


transgenic and azygous lines, individual plants were first assayed for hygromycin 


resistance and for the presence of the hpt selectable marker gene by PCR. The 


presence of the HvARM1 RNAi construct in transgenic plants was also tested by 


PCR with a specific primer combination as depicted in Figure 3. Plants positive for 


both RNAi repeats and the hpt marker gene were taken for microscopic evaluation. 


To check the level of silencing, individual PCR positive plants from each line were 


pooled and transcript levels were determined by TaqMan probe-based qRT-PCR. 


Based on three independent biological experiments in T2 transgenic plants, three 


independent events E01, E05, and E09 were selected for analysis in the T3 


generation. 


II.3.10 Consistent silencing of HvARM1 without off-targeting of HvPUB15 in T3 


generation 


Because of the high degree of sequence similarity, HvPUB15 is a potential off-target 


for the HvARM1 RNAi construct. In rice, knocking-out of OsPUB15, an ortholog of 


HvPUB15, had detrimental effects including growth retardation and seedling lethality 


(Park et al., 2011). In line with this, failure to identify homozygous T2 or T3 lines might 


indicate homozygous transgene lethality due to (stronger) off-target silencing of 


HvPUB15. However, analysis by the in silico off-target prediction tool (si-Fi) 


suggested that HvPUB15 represents a rather inefficiently-silenced off-target 


(Supplemental Figure S4). By si-Fi, the HvARM1 RNAi construct produces thirty-five 


efficient 21nt siRNAs for silencing of HvARM1 whereas for HvPUB15 only eight 21 nt 


siRNAs could be predicted. 


Single T2-plant-derived T3 sublines of the selected events were characterized with 


respect to growth phenotypes, HvARM1 and HvPUB15 silencing and altered 
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interaction with Bgh and Bgt. The normally developing T3 individuals (Supplemental 


Figure S5) consistently exhibited silencing of HvARM1 whereas no clear reduction of 


HvPUB15 mRNA levels was found (Figure 9a).  


II.3.11 Silencing of barley HvARM1 enhances susceptibility to Bgh  


In the T3 generation, 20-30 seeds from two sister lines of each selected event were 


tested for PM phenotypes with Bgh or Bgt in 2-3 independent biological experiments. 


Based on the microscopic evaluation of colony formation, the three selected events 


showed enhanced susceptibility to Bgh compared to a population of control plants 


composed of T3 null-segregants from the selected events plus progeny from three 


azygous lines (Figure 9b). These plants also often showed pervasive colony growth 


(Figure 9c) which was quantified (Supplemental Figure S6) using HyphArea tool 


(Baum et al., 2011). The same events showed a clear reduction of HvARM1 


transcript levels in the TaqMan probe-based qRT-PCR assay (Figure 9a) thus 


indicating a potential function of the HvARM1 protein in host resistance of barley. 


Unlike the highly reproducible transgene effect on the Bgh interaction, compromised 


resistance to Bgt was observed less reliably in these events (Supplemental Figure 


S7). This could be due to requirement for stronger silencing of HvARM1 transcripts 


in order to reveal NHR effects.  
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Figure 9: Stable silencing of HvARM1 in barley affects Bgh interaction. 
(a.) Transcript abundance of the HvARM1 target gene and its possible off-target 
HvPUB15 was determined by RT-qPCR. Transcript abundance relative to the 
HvUBC reference gene was further normalized to the mean values of azygous 
segregants (set to “1”). Events and lines are specified below the X-axis (format: 
event-line), with single- T2-plant derived T3 sister lines being indicated by small 
letters a or b. Mean values ± SE from 2-3 biological replicates are shown. Statistical 
significance of differences between transgenic events and azygous plants are 
indicated by asterisks (*, p<0.05; ***, p<0.0005; student’s t-test; one tailed). (b.) 
Detached second leaves of T3 transgenic barley RNAi plants were inoculated with 
Bgh and infection was assessed microscopically 48 h.a.i.. Data represent normalized 
colony density (number/cm2/median of azygous control per experiment) ± SE from 2-
3 biological replications. Statistical significance of differences between transgenic 
events and azygous plants are indicated by asterisks (*, p<0.05; ***, p<0.0005; 
student’s t-test; two tailed). (c.) Representative images of Bgh-infected transgenic 
leaves showing enhanced colony growth and its respective azygous control. Light-
microscopic images of Coomassie-stained fungal colonies were taken at 50x 
magnification 48 h.a.i.. 


BG107/2E09-L13BG107/2E05-L15BG107/2E01-L03


Azygous controlAzygous control Azygous control


c. 


a. b.
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II.3.12 TIGS reveals opposing roles of HvARM1 and HvPUB15 


In order to separately assess the function of HvARM1 and HvPUB15 during 


pathogenesis, highly gene-specific RNAi constructs was designed to silence either 


HvARM1 or HvPUB15. For this, the specific 284 bp 5’ region of HvARM1 and the 


600 bp U-box spanning region of HvPUB15 were selected as RNAi targets. Based 


on the TIGS results shown in Figure 10, gene-specific silencing of HvARM1 


increased the susceptibility to Bgh, in line with the super-susceptibility observed in 


stably transformed barley plants exhibiting reduced HvARM1- but normal HvPUB15 


mRNA levels. By contrast, specific silencing of HvPUB15 increased resistance; 


suggesting a role of the encoded E3 ligase in the suppression of defense or 


establishment of disease, at least in the initial haustorium-formation stage which is 


essential for pathogenesis.  


Figure 10: Specific transient silencing of HvARM1 
and HvPUB15 in barley affects Bgh interactions. 


TIGS constructs for gene-specific silencing were 
designed to specifically target either the unique 5’ 
UTR of HvARM1 or a part of HvPUB15 that is not 
overlapping with HvARM1. The log2-transformed 
relative SI normalized to the empty-vector pIPKTA30 
is shown. Data (mean ± SE) were derived from 5-7 
biological replications. *, p<0.05 (student’s t-test; two 
tailed). The positive control construct 
pIPKTA30_HvSNAP34 were also bombarded for 
comparison. The relative susceptibility index (SI), 
normalized to the internal empty-vector control of 
each experiment, is shown. 
 


II.3.13  Identification of protein interactors of HvARM1 by Y2H 


II.3.14 Y2H assay: The basics 


Most proteins do not act alone but rather together with protein partners by direct 


physical interaction. Hence to fully understand protein function it is essential to 


identify the interacting partner(s). The Y2H assay developed by Fields and 


Sternglanz (1994) is a sensitive in vivo genetic system to identify and verify protein-


protein interactions, which are involved in any cellular processes (Fields et al., 1989). 


*


*
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The Y2H system takes advantage of the modular nature of the GAL4 transcriptional 


activators of yeast Saccharomyces cerevisiae that contains both a DNA-binding (BD) 


and an activation domain (AD). These BD and AD domains cannot function alone but 


can restore function via physical protein–protein interactions. In a typical Y2H assay 


a bait protein is expressed as a fusion with a DNA-BD and a prey protein fused to an 


AD yeast cells. A pair of proteins that interact with each other will bring together the 


separate DNA-BD and an AD to reconstitute a functional trans-activator and this 


reconstituted trans-activator is recruited to DNA-BD-containing reporter gene(s) 


ultimately resulting in reporter gene induction. With this approach individual protein 


or entire cDNA libraries can be screened to identify interacting proteins (Criekinge et 


al., 1999).   


II.3.15 Verification of non-toxicity of bait construct in yeast 


The predicted ARM-repeat motif in HvARM1 is known to be involved in protein-


protein interactions (Tewari et al., 2010). Hence, to identify putative protein 


interactors of HvARM1, a Y2H screen was carried out. HvARM1 was cloned in-frame 


with the DNA binding domain (BD) of the GAL4 transcription factor and verified for 


cellular toxicity. Normal growth of yeast cells (on SD/-Trp broth) suggests that the 


plasmid carrying HvARM1 is non-toxic for yeast cells.  


II.3.16 Autoactivation assay for HvARM1-pGBKT7 bait construct  


It is important to test the bait construct for autoactivation before starting a Y2H 


screen to avoid false positive results. The yeast expression vectors used in this 


study have TRP1 and LEU2 selectable markers which allows the growth of yeast 


cells in tryptophan (Trp) and leucine (Leu)-deficient medium, respectively (Yeast 


Protocols Handbook, Clontech). Hence the growth of yeast colonies on SD/–Trp/–


Leu indicates the presence of both bait and prey plasmids, and absence of growth 


on SD/–Trp/–Leu/–His suggests that a construct cannot activate the reporter gene 


and hence is not auto-active by itself. To verify this, HvARM1-pGBKT7 and the 


empty AD prey plasmid pGADT7 were co-transformed into the AH109 reporter 


strain. Transformed cells were allowed to gown on SD/–Trp/–Leu and SD/–Trp/–


Leu/–His medium for 4 days at 30°C. After 4 days, growth of yeast colonies on SD/–
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Trp/–Leu and absence of growth on SD/–Trp/–Leu/–His suggests that that HvARM1-


pGBKT7 bait clone was not auto-activating. 


II.3.17 Library screening to identify potential protein interactors of HvARM1 


To identify the putative protein interactors of HvARM1, a Y2H screen was carried out 


with a prey cDNA library made from PM infected barley leaves. Both bait and prey 


plasmid was introduced into the same host by yeast mating. To select the potential 


interactors of HvARM1 after mating, yeast cells in mating mixture were plated onto 


SD/- SD/–Ade/–His/–Leu/–Trp and colonies were allowed to grow.  


II.3.18 Selection of potential positive clones  


The library used to screen for the protein interactors of HvARM1 yielded seven 


million mating events with a mating efficiency of 53%. This screen totally resulted in 


selection of 376 AD clones which were then replica-plated in SD/- SD/–Ade/–His/–


Leu/–Trp. The AD plasmids were verified by sequencing of cDNA inserts. The 


sequences were first BLAST-searched to identify the encoded protein and later 


verified for presence of open reading frame (ORF) fused to the GAL4 AD sequence 


in the prey vector (pGADT7). Redundant AD prey clones, out of frame to the GAL4 


AD sequence and encoding mistranslated proteins were discarded from the further 


analysis. This reduced the number of initially selected clones from 376 to 48.  


II.3.19 Retesting of interactions by the co-transformation method  


Retesting of protein-protein interactions was done by co-transformation 1.) AD/library 


plasmid plus bait HvARM1-pGBKT7 plasmid, 2.) AD/library plus empty bait pGBKT7, 


and 3.) empty AD pGADT7 plasmid plus bait HvARM1-pGBKT7 plasmid. 


Transformed cells were spread on highly selective QDO medium (SD/–Ade/–His/–


Leu/–Trp) to test the interaction and on SD/–Trp/–Leu as transformation control. 


Based on the co-transformation, six out of the 48 non-redundant clones were found 


to be strongly interacting with HvARM1 (Figure 11A; see also a description of 


interactors in Supplemental Table S1). 
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II.3.20 Targeted Y2H assay for HvPUB15 


In order to check whether protein interactors of HvARM1 also interact with 


HvPUB15, a targeted Y2H assay was performed by co-transformation. The six 


potential HvARM1-interaction partners were re-tested for interaction with HvPUB15. 


For this, full length HvPUB15 was cloned into bait vector pGBKT7 and tested by co-


transformation with interactors of HvARM1. Two out of the six interactors of 


HvARM1, the caseinolytic proteases (Clp)-protease adaptor protein ClpS1 


(U35_829) and the wheat ortholog of the Toxin A-binding protein 1 (U35_374), were 


found also to strongly interact with HvPUB15 (Figure 11B).  


II.3.21 TIGS and TOEx of protein interactors of HvARM1  


To check whether HvARM1 interacting protein partners also play a functional role in 


PM attacked barley, they were tested by the TIGS and TOEx assay. TIGS constructs 


were designed against six interactors and tested in barley leaves challenged with 


Bgh. Among the six, silencing of HvToxABP1 resulted in a significant reduction of 


host susceptibility compared to the empty vector control (Table 1). None of the other 


protein interactors showed a statistically significant effect based on 5-7 independent 


experiments. Furthermore, TOEx of HvToxABP1 and HvClpS1 resulted in 


significantly enhanced susceptibility to Bgh (Table 1), Therefore, the potential 


HvPUB15 substrate and HvARM1-interacting proteins HvToxABP1 and HvClpS1 


might be susceptibility-related host factors.  
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Figure 11: Proteins of barley 
interacting with HvARM1 and 
HvPUB15 in yeast. 


A.) Growth of yeast on SD-
Leu/-Trp confirms the presence 
of both bait and prey vectors 
for protein expression. Growth 
on SD-Leu/-Trp/-His/-Ade 
indicates protein-protein 
interaction. No growth of empty 
bait vector + candidate prey 
confirms the absence of 
autoactivation of any prey 
construct for six final 
candidates. 
 


B.) Interactors of HvARM1 
interact with HvPUB15 in Y2H. 
Two of the six candidate 
protein interactors of HvARM1 
also interact with full-length 
HvPUB15. Growth of yeast 
cells on stringent selective 
media in the presence of both 
bait (HvPUB15) and prey 
indicates the protein-protein 
interaction. 
 


 


 


 


II.3.22 HvToxABP1 and HvClpS1 co-localize with plastid markers 


HvToxABP1 is also homologous to rice and Arabidopsis THF1 (for: Thylakoid 


Formation 1) that was found to be localized in the plastid (Huang et al., 2006; 


Yamatani et al., 2013). ClpS1, was recently identified as a substrate selector for the 


prokaryotic Clp-protease system of plant plastids (Nishimura et al., 2013). To study  


A


B
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Table 1: Effect of TIGS and TOEx of HvARM1-interacting proteins derived from Y2H screening on NR against Bgh. 


aPerformed in barley cv. “Maythorpe”. 
bPerformed in barley cv. “Golden Promise”. 
cone-tailed analysis. 
dTransient or stable overexpression of this peroxidase gene confers protection to barley and wheat against B. graminis 
(Schweizer et al., 1999) 
n.t.-not tested


  TIGSa  TOExb 


Unigene Proposed function of the interactor Rel. SI (%) p (t-test)c  Rel. SI (%) p ( t-test)c 


U35_19170 DNAj 109.8 ± 19.2 0.143  n.t.  


U35_374 ToxA-binding protein 1 (ToxABP1) 43. 6 ± 23.4 0.050  138.6 ± 12.1 0.0085 


U35_1321 Cadmium tolerant protease 102.9 ± 23.5 0.347  n.t.  


U35_23261 Microtubule-associated protein 99.7 ± 29.0 0.437  n.t.  


U35_22515 Serine/threonine kinase 69.7 ± 17.8 0.217  n.t.  


U35_829 ATP-dependent Clp-protease adaptor 


(ClpS1) 


76.0 ± 17.6 0.295  162.7 ± 6.6 <0,0001 


U35_4293 Syntaxin (HvSNAP34) 240.4 ± 39.0 0.004  n.t.  


TaPrx103d Class III peroxidase TaPrx103 n.t.   34.9 ± 7.2 0.0005 
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Figure 12: Protein interactors of HvARM1 and HvPUB15 are targeted to 
plastids. 
Fluorescently labelled fusion proteins were transiently expressed in barley epidermal 
cells by particle bombardment. Micrographs were taken 12-24 h after bombardment 
by using a confocal lased-scanning microscope. Panels bright field images (1a and 
2a) and YFP channel image (1b and 2b) of punctate localization of HvToxABP1 and 
HvClpS1 fused C-terminally to YFP respectively. Panels (1c and 2c), localization of 
the plastid marker obtained by fusing mCherry N-terminally to the first 79 amino 
acids of Rubisco small subunit (SSU, construct pt-rkCD3-999). Panels (1d and 2d), 
merge of bright field, YFP- and mCherry signals from respective protein fusion. 
Panel 3a-c focal accumulation of HvToxABP1-YFP signal near the sites of fungal 
penetration attempts (red arrow head) after transiently expressed in barley epidermal 
cells by particle bombardment and inoculated with Bgh spores. Photographs were 
taken after 24 h after inoculation and pictures are representative examples of 
different re-localization patterns. HvClpS1-YFP fusion follows the same aggregation 
pattern when challenged with Bgh (data not shown). Abbreviations: Con-
conidiospore; AGT- appressorial germ tube (white arrow head). 
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the cellular localization, full length HvToxABP1 and HvClpS1 were fused in-frame to 


the C- or N-terminus of YFP and transiently co-expressed in barley epidermal cells 


by particle bombardment along with the plastid marker pt-rkCD3-999 (Nelson et al., 


2007). As expected, both fusion proteins co-localized with plastids in epidermal cells 


of barley (Figure12-1a-d and 2a-d). Upon Bgh attack, HvToxABP1:YFP or 


HvClpS1:YFP-decorated plastids accumulated around fungal appressoria in the 


transiently transformed cells, suggesting that not only secretory vesicles but also 


epidermal plastids are re-localized and concentrated at sites of attempted 


penetration (Figure12-3a-c). This suggests that plastids and plastid localized 


HvToxABP1 and HvClpS1 might play a role in the barley PM interaction.  


II.3.23 In planta testing of protein-protein interactions by BiFC  


Although HvARM1 was found to be interacting with HvToxABP1 and HvClpS1 in the 


Y2H system, it is well know that some Y2H interactions do not reflect physiologically 


relevant interaction between proteins. Hence it is crucial to verify the physical 


interaction of proteins to avoid any potential false positive result of Y2H.  To validate 


the Y2H interaction results and to monitor the in planta interaction of HvARM1 and 


HvPUB15 with HvToxABP1 and HvClpS1, respectively, split-YFP based BiFC was 


performed. Non-fluorescent N-terminal (nYFP) and C-terminal (cYFP) fragments of 


split-YFP were fused to the N- or C-termini of the full-length test proteins (HvARM1, 


HvPUB15, HvToxABP1 and HvClpS1). Full-length HvPUB15 is an E3 ligase which 


mediates proteasomal degradation of its substrate, and possibly other interacting 


proteins such as split-YFP. To avoid this risk, only its ARM domain (HvPUB15-ARM), 


which is believed to be the protein-protein interaction domain, was also fused to the 


nYFP and cYFP fragments. Several combinations of constructs were tested for 


HvARM1, HvPUB15, HvPUB15-ARM (Supplemental Table S3) using transient gene 


co-expression in barley or Arabidopsis epidermal cells. 


II.3.24 HvPUB15-ARM interacts with HvToxABP1 in planta 


Of the BiFC-constructs tested combinations HvToxABP1, only the HvPUB15-ARM-


nYFP/HvToxABP1-cYFP combination with C-terminal fusions resulted in YFP 


fluorescence (Figure 13A-B). The complemented protein complex was recruited to 







54 


 


plastids and therefore, co-localizing with HvToxABP1-YFP, although HvPUB15 


appears to be predominantly cytoplasmic. This result also supports the idea that 


ARM repeats of HvPUB15 are sufficient for the interaction with HvToxABP1. Any 


combinations of full length HvPUB15 and of HvARM1 with HvToxABP1 did not result 


in YFP fluorescence. Failure to detect a YFP signal with full length HvPUB15 may 


indicate that HvToxABP1 is a substrate protein for ubiquitination and degradation 


thereby preventing fluorescence. The absence of BiFC of HvARM1 with HvToxABP1 


might indicate that HvARM1 binds to some other, yet unidentified proteins in barley 


epidermal cells. 


II.3.25 HvARM1 and HvPUB15 might interact with HvClpS1 in planta  


Among the various BiFC combinations tested (Supplemental Table S3) for HvClpS1, 


only nYFP-HvARM1/cYFP-HvClpS1 and HvPUB15-cYFP/HvClpS1-nYFP resulted in 


YFP fluorescence. The BiFC N-terminal fusion combination, nYFP-HvARM1/cYFP-


HvClpS1 gave fluorescence in the cytoplasm and in the nucleus of A. thaliana guard 


cells but failed to produce any fluorescence in barley epidermal cells (Figure13C). 


The HvPUB15-cYFP/HvClpS1-nYFP combination also did not resulted in consistent 


YFP fluorescence although YFP fluorescence was observed on few guard cells of 


barley but not in the other epidermal cells (data not shown). Taken together, the 


failure to produce very consistent BiFC data of HvARM1 and HvPUB15 with 


HvClpS1 may suggest short-lived or weak interactions between these proteins.  


To further verify the Y2H and BiFC interaction results, a Co-Immunoprecipitation 


(Co-IP) assay was performed in Arabidopsis mesophyll protoplasts in collaboration 


with the Trujillo Laboratory, Leibniz Institute of Plant Biochemistry (IPB), Halle 


(Saale), Germany. 


II.3.26 HvARM1 co-immunoprecipitates with HvToxABP1 and HvClpS1  


(Co-IP was done by Dr. Jörn Klinkenberg and Dr. Marco Trujillo, Leibniz Institute of 
Plant Biochemistry, Halle (Saale), Germany) 
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Co-IP is the most common method to test physiologically relevant protein-protein 


interactions. For this purpose, fusion-construct combinations YFP:HvARM1 (77.5 


kD)+cMYC:HvToxABP1 (40 kD), YFP:HvPUB15-ARM (83.2kD)/cMYC+HvToxABP1 


and YFP:HvARM1+cMYC:HvClpS1 (30kD) were transformed into A. thaliana 


 


Figure 13: Proteins of barley interacting with HvARM1 and HvPUB15 in vivo. 


(A) Bright-field image of the epidermal region shown in panel B. 
(B) BiFC by the interaction of HvPUB15ARM and HvToxABP1 that were both C-
terminally fused to split YFP and co-bombarded into barley epidermal cells. 
Micrographs were taken after 12 hours of incubation using a confocal lased-scanning 
microscope. 
(C) BiFC by the interaction of HvARM1 and HvClpS1 that were both N-terminally 
fused to split YFP and co-bombarded into A. thaliana epidermal cells. Micrographs 
were taken after 12h hours of incubation. 
(D-F) Co-IP of antibody-tagged barley proteins in A. thaliana mesophyll protoplasts. 
YFP-fused HvARM1 and HvPUB15 were co-expressed with cMyc-tagged 
HvToxABP1 and HvClpS1, respectively for each interaction. Co-IP was performed 
using anti-YFP antibodies and total proteins extracted from A. thaliana protoplasts. 


 mesophyll protoplasts by transfection as described (Stegmann et al., 2012), and 


cellular lysates were then subjected to precipitation with anti-YFP beads. The 


E


F
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presence of YFP:HvARM1 and cMYC:HvToxABP1 and cMYC:HvClpS1 upon 


precipitation was analyzed by SDS-PAGE and immunoblotting using anti-YFP and 


anti-cMyc respectively. As a result, cMyc epitope-tagged HvToxABP1 co-


immunoprecipitated with YFP tagged HvARM1 and HvPUB15-ARM (Figure 13D and 


E), and cMYC-tagged HvClpS1 co-immunoprecipitated with YFP epitope-tagged 


HvARM1 (Figure 13F). This partly confirmed the Y2H interactions suggesting 


HvToxABP1 to be a true protein interactor of HvARM1 whereas HvClpS1 may only 


interact with HvARM1 in vivo. 
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II.4 Discussion 


HvARM1 was previously identified as a resistance factor for inhibition of NHR in 


barley for wheat PM in a TIGS screen (Douchkov et al., 2014). The TIGS effect was 


not highly reproducible due to failure to identify strongly silenced HvARM1-RNAi 


events. In order to reveal the effect of HvARM1 on NHR, stable knock-out lines of 


barley using recent targeted gene mutation technologies like TALEN or 


CRISPR/Cas-based approach should be employed in the future. In this study, the 


role of a partial gene duplicate, HvARM1, as a potential antagonist for the 


susceptibility-related U-Box E3 ligase HvPUB15 was investigated in Bgh attacked 


barley.  


II.4.1 HvARM1 is a partial gene duplicate  


Barley contains a partial copy of U-box/ARM-repeat E3 ligase which is closely 


related to the rice protein OsPUB15 (Park et al., 2011). Sequence analysis in 


cultivated barley and rye, and in two diploid wild wheat species suggest a 


monophyletic Triticeae tribe specific origin of the partial duplicate only with ARM 


repeats as the conserved functional domains. Such duplication was not observed in 


other species like Arabidopsis or rice. Gene duplication is a major factor for the 


adaptive gain of new level of phenotypic and functional complexity that can drive 


neofunctionalization (Soukup, 1974; Otto et al., 2002; Rastogi et al., 2005). 


Characteristically, gene duplicates are often a result of unequal crossover during 


meiosis, often followed by gene-conversions (Druka et al., 2002; Leister, 2004; Hu et 


al., 2008; Himmelbach et al., 2010). HvARM1 was mapped at a distance of 60-80 cM 


from HvPUB15 on chromosome 3HL and thus, was probably generated by a non-


tandem duplication event. HvARM1 gene also contains a non-repetitive, unknown 


sequence in exon 1 that is not present in the corresponding HvPUB15 gene. Taken 


together this suggests that an event of DNA double-strand break repair in a common 


ancestor of the Triticeae species probably gave rise to HvARM1.  


II.4.2 HvARM1 is not a pseudogene 


By definition, pseudogenes are genes that have lost their ability to be transcribed or 


translated into a functional non-coding RNA or protein. Partial gene duplication, 
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frameshift mutations, premature stop codons or the absence of identical sequence 


matches in transcriptome datasets of the corresponding species are the 


characteristic indications of pseudogenization (Brosius, 1991; Katju et al., 2003; 


Moore et al., 2005; Thibaud-Nissen et al., 2009; Montefusco et al., 2010). The 


genomes of the cultivated Triticeae species barley, wheat and rye were proposed to 


be rich in gene-like sequences most of which were classified as putative 


pseudogenes (Wicker et al., 2011; Akhunov et al., 2013). The main criteria for 


classifying these putative pseudogenes were (i) non-syntenic map positions among 


grasses and (ii) unique occurrence only in one species. Illegitimate meiotic crossing 


over and subsequent sequence capture by transposable elements, as well as 


random-sequence insertion during non-homologous end joining for double-strand 


break DNA repair are the two proposed major events leading to non-tandem (partial) 


gene duplicates (Katju et al., 2003). However, different lines of evidence in this study 


suggest that the HvARM1 gene may have escaped pseudogenization and obtained a 


new biological function in relevance to defense against PM and maybe other 


pathogens. The following evidence supports that HvARM1 is not a pseudogene. 


First, the genomes of Triticeae species belonging to three different genera 


maintained the partial gene copy with a high degree of sequence conservation at the 


ARM-repeat region (Figure 5). Second, in all four Triticeae species, ARM1 is 


supported by perfectly matching EST- or other transcriptome data demonstrating that 


the corresponding genes are actively transcribed. In barley, transcript regulation data 


showed a gain of function of HvARM1 in terms of a more pronounced pathogen-


triggered induction in the epidermis compared to HvPUB15. In addition, the 


duplicated gene appears to have acquired circadian oscillation of transcript levels, 


which became evident from analyzing transcript-profiling data from entire leaf 


samples mostly consisting of photosynthetically active mesophyll tissue 


(Supplemental Figure S8-A). Third, all ARM1 sequences are characterized by intact 


open reading frames starting approximately in the middle part of the PUB15 protein 


and extending to its C-terminus.  


II.4.3 HvARM1 as a potential antagonist for HvPUB15   


Functional analysis of HvARM1 by stable as well as transient-gene silencing 


suggested a resistance-related function with adapted PM fungi (Figure 9b and 10), 
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which is opposed to a susceptibility-related function of HvPUB15 that was observed 


by TIGS (Figure 10). In plant-pathogen interactions, the classical guard model 


describes how resistance proteins supervise the host-target proteins that are 


manipulated by pathogen effectors (Flor, 1971; Dangl et al., 2001; Maor et al., 2005) 


to trigger an ETI response. A recent expansion of this model includes a duplicated 


copy of the targeted host protein called the “decoy”. Decoys are postulated as 


mimics of the susceptibility related host targets evolved to enhance the pathogen 


perception by luring the effectors to a recognition event and preventing them from 


attacking their normal host targets (van der Hoorn et al., 2008). Several recent direct 


and indirect lines of evidence support the decoy model. A proposed decoy mediating 


signalling is the Pto Ser/Thr kinase that binds to AvrPto and confers resistance to 


P.syringaes strains carrying avrPto (Xiang et al., 2008; Zhou et al., 2008). The target 


of AvrPto, FLS2, is a LRR receptor-like kinase involved in the perception of the 


bacterial elicitor flagellin in Arabidopsis (Gomez-Gomez et al., 2000). On the other 


hand, a competitive binding can protect the host targets from posttranslational 


modifications like ubiquitination, phosphorylation, acetylation or cleavage by effector 


molecules as demonstrated in ZAR1/ZED1-HopZ1a interaction. In this study (Lewis 


et al., 2013), a nonfunctional pseudokinase ZED1 was demonstrated to be 


acetylated by the effector protein, HopZ1a and thereby ZED1 psedokinase was 


shown to act as a decoy to trap HopZ1a in the ZAR1 complex for recognition. HopZ 


family of effectors can modify host kinase proteins to suppress host immunity and in 


Arabidopsis, HopZ1a is recognized by the resistance protein ZAR1 to induce ETI 


response (Lewis et al., 2013). Other examples of plant genes that have been 


discussed to act as resistance-mediating decoys of effector targets are BS3 


(Schornack et al., 2008) , RCS3 (Shabab et al., 2008), and RIN4 (Kim et al., 2005; 


van der Hoorn et al., 2008).  


Previous reports also suggest that decoys mainly evolve by gene duplication of host 


targets (Xiang et al., 2008) and therefore resemble effector targets in sequence or 


structure (target mimicry) as described here for HvARM1, which represents a partial 


gene copy of the HvPUB15 E3 ligase. Such decoys usually have high and selective 


binding affinity to specific ligands but lack the other functional signal transduction 


domains of the host target, as is the case with HvARM1, which does not codes for 
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the functional U-box domain of the ancestral protein, HvPUB15. Expression of 


decoys during stress can also relax the selection constraint on a the host 


susceptibility target because decoy can be unlinked from the physiological and 


cellular function of the true target (van der Hoorn et al., 2008; Luo et al., 2009; 


Ntoukakis et al., 2009). However, a model study suggests that there is a fitness cost 


associated with the maintenance and expression of a decoy especially when it 


activates the immune response leading to the cell death (Ispolatov et al., 2010). The 


authors also suggest that decoy could play a role by sequestering the effector 


without being recognized by the guard, thus avoiding both effector manipulation as 


well as costly cell death (Ispolatov et al., 2010). In the current study, the more 


pronounced expression of HvARM1 transcripts during early stages of pathogen 


attack may indicate a transient higher abundance of HvARM1 protein for 


sequestration of effectors or plant targets during the infection. However, because of 


lack of evidence for HvARM1-effector interaction, HvARM1 might currently rather 


discussed with respect to an antagonist/regulator function for HvPUB15. A protein-


protein interaction study with CSEPs as prey would be required to test whether or 


not HvARM1 is a true decoy. By definition, decoys interact with effectors. 


The expression of HvARM1 protein might result in a dominant effect by interacting 


with actual substrate(s) of HvPUB15 blocking the ubiquitination of the substrate (s), 


which may be is essential to support the pathogen. In the current study, two out of 


six interacting protein partners of HvARM1 also interacted with HvPUB15, and these 


two plastid factors are potential substrates for ubiqutination by HvPUB15, for 


example, prior to import into plastids. This is also in line with yet another preliminary 


report (Wenwei Lin, 2014) in Arabidopsis-P. syringae interaction which suggests that 


the expression of only the ARM domain of PUB13 E3-ligase resulted in inhibition of 


flg22-induced FLS2 ubiquitination and degradation. Under normal conditions, upon 


flagellin stimulation, AtPUB13 interacts with FLS2 to promote flagellin-induced FLS2 


ubiquitination and degradation, thereby down-regulating FLS2 signaling (Lu et al., 


2011; Wenwei Lin, 2014). Interestingly, the author demonstrated that stable 


transgenic plants expressing only the ARM domain of PUB13 displayed enhanced 


immune responses including flg22-mediated MAP kinase activation, reactivate 


oxygen species (ROS) production, callose deposition and defense gene induction 
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(Wenwei Lin, 2014) similar to the effect of pub13 mutants. This study highlights that 


the ectopic expression of only ARM domain resulted in a positive effect by blocking 


the ubiquitination activity, which may be manipulated by effectors to interfere with the 


PAMP signaling. Taken together, the findings presented here offers an explanation 


to the evolutionary conservation of the partial duplicate ARM1 in the Triticeae as a 


factor for resistance, as a antagonist to a susceptibility-related PUB protein.  


II.4.4  HvPUB15, the ancestral gene of HvARM1 behaves as a factor of 


susceptibility for Bgh and interacts with plastid factors 


The proposed relevance of HvPUB15 in plant-pathogen interactions is in line with 


results obtained in OsPUB15-silenced transgenic rice plants, which showed an 


accumulation of ROS and transcripts of anti-oxidative and defense-related genes 


such as Bax-inhibitor-1 or glutathione reductase after sensing oxidative stress, 


similar to situations of pathogen attack (Park et al., 2011). Earlier reports have also 


highlighted the role of E3 ligases and ubiquitination machinery in the plant innate 


immunity (Dong et al., 2006; Trujillo et al., 2010; Lu et al., 2011; Stegmann et al., 


2012; Duplan et al., 2014). For instance, a study in the rice-Magnaporthe oryzae 


interaction demonstrated that translocated AvrPiz-t effector mediates the 


suppression of PTI response and promotes rice blast diseases by interfering with the 


ubiquitination activity of a RING-E3 ligase (APIP6), (Park et al., 2012). A second 


study also suggests that the AVR3a effector protein from the oomycete Phytophthora 


infestans suppresses the cell death response of the host during the biotrophic phase 


by manipulating an E3-ligase to prevent its normal activity (Bos et al., 2010). In the 


current study, it appears that HvPUB15 is mediating host susceptibility of barley to 


Bgh (Figure 10) because TIGS of HvPUB15 resulted in enhanced resistance. The 


protein-protein interaction studies suggest that HvPUB15 interacts with two plastid-


localized proteins, HvToxABP1 and HvClpS1 and both factors behaves as 


susceptibility-related proteins, too (Table 1 and Figure 12).  


II.4.5  HvToxABP1 and HvClpS1 behaves as factors for susceptibility 


HvToxABP1 is a barley homolog of rice and Arabidopsis Thylakoid Formation 1 


(THF1) which has been shown to play a role in multiple aspects of plant 
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development including degradation of chlorophyll D1 and D2 core protein complexes 


during leaf senescence (Huang et al., 2013; Yamatani et al., 2013), plastid sugar 


signaling (Huang et al., 2006) and regulation of plastid gene expression (Wu et al., 


2011). Hence an effector protein targeting such a central protein might be beneficial 


for pathogen infection. The THF1 gene encodes for inositol phosphatase-like protein 


which is localized in the plastid stroma and also at its outer membrane facing the 


cytoplasm (Huang et al., 2006). In both rice and A. thaliana, thf1 mutants did not only 


exhibit a stay-green phenotype after the onset of dark-induced senescence but were 


also impaired in adaption to high-light conditions, which resulted in photobleaching 


probably due to excess electron flux from PSII. Moreover, silencing of THF1 by VIGS 


in Nicotiana bentaminiana induced hypersusceptibility of leaves to bacterial 


coronatine that is a functional mimic of the plant stress hormone jasmonic acid 


regulating defense responses against insect and (necrotrophic) pathogen attack 


(Wangdi et al., 2010). The wheat homolog of THF1, TaToxABP1, was demonstrated 


to be bound by ToxinA produced by the necrotrophic fungal pathogen Pyrenophora 


tritici repentis (Manning et al., 2007; Manning et al., 2010). In PM interactions, the 


fungus is in direct contact with epidermal cells. The epidermal plastids are referred 


as leucoplast and contain no or low amounts of chlorophyll and hence are 


photosynthetically inactive (Turner et al., 1999). Therefore, the phenotypic effects of 


mis-expression of HvToxABP1 in epidermal cells might be related to sugar sensing 


for controlled carbohydrate delivery to the established haustorium of the biotrophic 


pathogen or to its signalling, rather than to controlling of photo-oxidative damage 


caused by reactive oxygen species (Huang et al., 2006). A recent study suggests 


that loss of function of THF1 in A. thaliana leads to higher level of jasmonate (JA) 


and higher ROS production (Gan et al., 2014). The inhibitory role of JA in 


appressorial differentiation of the PM fungus has been reported earlier (Schweizer et 


al., 1993). Interestingly, in this study TIGS of HvToxABP1 also affected the initial 


haustorium formation (Table 1) and this could be probably due to higher JA content 


in the transiently silenced epidermal cells. Taken together, the mis-expression and 


TIGS data suggest that PM fungus requires the fully functional HvToxABP1 to 


complete it life cycle.  
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The second interacting partner and a potential susceptibility-related protein, HvClpS1 


is an ATP-dependent casenolytic protease (Clp) adaptor, which is involved in Clp- 


protease mediated degradation of proteins. In bacteria and in eukaryotic organelles, 


ClpS is involved in the N-end rule pathway for recognition of destabilizing amino acid 


residues at the N-terminus of the proteins and delivers the substrate to ClpAP 


protease (Dougan et al., 2002; Schmidt et al., 2009; Dougan et al., 2012; Tasaki et 


al., 2012). In short, the N-end rule states that the stability or half-life of a protein is 


determined by the N-terminal residue of that protein. ClpS1 was recently described 


also to be involved in the modulation of the substrate specificity for the chloroplastic 


Clp-protease system (Nishimura et al., 2013). In a study in A. thaliana, based on 


affinity purification experiments, eight candidate substrates of ClpS1 involved in DNA 


organization/repair and secondary metabolic pathways were identified (Nishimura et 


al., 2013). Interestingly, two out of eight identified ClpS1 substrate, 3-deoxy-o-


arabino-heptulosonate 7-phosphate (DAHP) synthases and chorismate synthase 


(CS) are key enzymes involved in plastid-localized shikimate biosynthetic pathway 


for aromatic amino-acids providing precursors for phenylpropanoids, flavonoids and 


lignin-like defensive cell-wall components and antimicrobial secondary metabolites 


(Herrmann, 1995; Tzin et al., 2010). The DAHP (3-Deoxy-D-arabinoheptulosonate 7-


phosphate) synthase catalyzes the first step in the pathway by converting 


phosphoenol pyruvate and erythrose 4-phosphate into DHAP, while the chorismate 


synthase carries out the last step of the pathway, leading to chorismic acid (Tzin and 


Galili, 2010). The interaction of ClpS1 with DAHP synthase and chorismate synthase 


suggests a proteolytic regulation of the shikimate pathway in plastids. An earlier 


study also suggests that the shikimate pathway enzymes, especially chorismate 


synthase, plays a central role in defense of barley and other plants against pathogen 


attack (Hu et al., 2009). Hu et al have shown that the TIGS of barley chorismate 


synthase (HvCS) resulted in increased penetration efficiency of Bgh suggesting that 


the enzyme product probably contribute to the host defense (Hu et al., 2009). In 


addition to this, epidermal leucoplasts are known as competent for the biosynthesis 


of a range of primary and secondary metabolites including aromatic amino acids and 


derived intermediates of the defense-related shikimate- and phenylpropanoid 


pathways, as well as fatty acids for e.g. jasmonate biosynthesis (Leuschner et al., 


1991; Smith et al., 1992; Yadav et al., 2003; Stumpe et al., 2006; Missihoun et al., 
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2011). Based on the recent finding of its regulatory role (Nishimura et al., 2013), 


ClpS1 would qualify as a potential effector target for down regulation of the defense-


related shikimate pathway. Supporting this hypothesis is that transcripts of HvClpS1 


and also HvToxABP1 were down-regulated in epidermal cells 24 h.a.i. with Bgh 


(Supplemental Figure S9 a-b), which might indicate attempts of the host plant to 


escape their effector-mediated co-option by Bgh. Finally epidermal leucoplast 


accumulation around fungal penetration attempt indicates the involvement of this 


type plastid and its internal proteins in the PM interaction.  


II.4.6 Model of the antagonistic function of HvARM1 to the susceptibility-related 


HvPUB15  


To conclude, the results presented here are summarized in a model of ARM1-


regulated plastid function in pathogen-attacked cells (Figure 14). Based on protein-


protein interaction results HvPUB15 might mediate the ubiquitination and turnover of 


HvToxABP1. In epidermal plastids, HvToxABP1 might be involved in sugar sensing 


or control of its signalling. HvClpS1 on the other hand may be involved in regulation 


of the shikimate pathway in plastids. Under Bgh attack, the binding of HvARM1 to 


the HvToxABP1 and HvClpS1 in the cytoplasm might result in locking of these two 


plastid factors into a non-functional protein complex thereby impeding the import into 


the target organelle, the plastid. This might possibly reduce their Bgh effector-


enforced disease supporting role. The observed pervasive Bgh growth on the 


silenced plants (Supplemental Figure S6) might indicate a higher sugar uptake by 


the colonies probably by disease supporting role of HvToxABP1 with reduced levels 


of HvARM1 protein to make it non-functional. The previously proposed outer-


membrane pool of HvToxABP1 might be an important additional target for dead-end 


locking by HvARM1 because this might prevent its HvPUB15-mediated proteasomal 


turnover and result in the occupation of membrane sites by aged, non-functional 


HvToxABP1 protein or protein aggregates. The fact that BiFC signals from the 


HvPUB15ARM-HvToxABP1 in vivo interaction were plastid-localized indeed indicates 


that the HvPUB15 E3 ligase recognized and bound to its substrate protein at the 


outer plastid membrane. This interpretation is also consistent with the observation 


that the cytoplasm-facing pool of the Arabidopsis homologue THF1 was degraded 


upon D-glucose treatment of roots in a 26S proteasome-dependent manner, thereby 
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implicating a possible E3-ligase activity for its regulation (Huang et al., 2006). Protein 


turnover is not only important for removal of non-required proteins but also essential 


to maintain pools of functional, native proteins especially under stress conditions 


such as heat, drought, heavy metals or pathogen attack that may lead to the 


accumulation of damaged proteins e.g. due to enhanced levels of reactive oxygen 


species (Dong et al., 2006; Kurepa et al., 2008; Vierstra, 2009; Sabbagh et al., 2012; 


Theodoraki et al., 2012). Recently a RIGN type E3 ligase, FLYING SAUCER1 in 


Arabidopsis was identified mediating the clearance of non-functional protein 


aggregates in the endosome (Voiniciuc et al., 2013).  


 


Figure 14: Role of HvARM1 as antagonist for HvPUB15. 


The import and turnover of HvToxABP1 and probably HvClpS1 protein is mediated 
by HvPUB15 and it is required to maintain pools of native, functional protein. Binding 
of HvARM1 to the two plastidal factors in the cytoplasm upon PM-infection might lock 
these proteins into non-functional complexes and thereby affects their function. The 
reduced functional protein levels of these two factors reduce their disease-supporting 
role. It remains unclear if HvToxABP1, HvClpS1, HvPUB15 or 
HvToxABP1/HvPUB15 complex is targeted by a candidate secreted effector protein 
(CSEP) of Bgh. Degr; degradation.  
 


To conclude, ARM1 was neo-functionalized after a non-tandem, partial gene 


duplication event of the E3-ligase PUB15 that occurred in a common ancestor of the 


Triticeae tribe of grasses and gained an important role in broad-spectrum 
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quantitative resistance against PM and maybe other fungi such as rust. The encoded 


HvARM1 protein might execute the function as an antagonist to the susceptibility-


related ancestral HvPUB15 protein, or as a binding protein and repressor of disease-


supporting functions of the plastid-localized host proteins HvToxABP1 and HvClpS1. 


More work including protein biochemical approaches will be required to further 


establish the role of plant plastids in host-pathogen interactions and to distinguish 


between the different proposed functions of HvARM1 in this respect.  
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II.5 Summary 


Protein abundance, activity and localization are precisely controlled by the 


ubiquitination machinery. The plant U-box (PUB) E3 ligase is a key regulatory 


component of the protein ubiquitination machinery for degradation and modification. 


Because of their central role in plant innate immunity, E3 ligases are one of the 


targets of pathogen-encoded effectors for manipulation of host defense responses. 


Plants on the other hand guard such manipulations by effectors molecules leading to 


activation of the immunity system. This is a report on a partial gene duplicate with a 


probable function as an antagonist of a functional E3 ligase.  


Using a high-throughput TIGS screen for genes affecting the interaction with the PM 


fungi, a partial gene duplicate of HvPUB15 (for barley plant U-box 15), designated as 


HvARM1 (for barley Armadillo 1) was identified. Detailed analysis of this partial 


duplication event suggests its monophyletic origin in a common Triticeae ancestor. 


Functional characterization of HvARM1 by TIGS and stable RNAi in barley resulted 


in enhanced susceptibility to Bgh. HvPUB15 and HvARM1 were also found to 


physically interact with the plastid-localized HvToxABP1 (for barley toxin A binding 


protein 1) and HvClpS1 (for barley Clp-protease adaptor S1) in yeast two hybrid 


assay and in planta. TIGS and overexpression of HvToxABP1 and HvClpS1 


revealed these putative HvPUB15-substrate proteins as susceptibility-related plant 


factors for the Bgh interaction. Put together, the data suggest a neo-functionalized 


role of the partial duplicate HvARM1 as an antagonist for the susceptibility-related 


HvPUB15, which might be involved in regulating downstream plastid-localized 


responses to support PM infection.  
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III. Chapter two 
 


 


 


 


 


 


 


Identification of candidate genes for 
nonhost resistance to powdery mildew 


in barley and wheat  
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III.1 Introduction  


Despite its robust nature, the molecular basis of NHR is less well understood 


compared to host-resistance. One major reason for this constrain is because of the 


fact that it operates at plant-species level, and that genetic crosses between host 


and non-host plant species often are impossible or result in sterile or aberrant 


progenies (Schweizer, 2007; Jafary et al., 2008; Acquaah, 2012). Due this limitation, 


its practical applications are still unexploited in global agricultural practice. In recent 


times, several mutational studies and gene-expression analyses have been carried 


out to enhance our understanding of the molecular basics of NHR. In the PM 


interaction, the identification of PEN mutants in A. thaliana has led to the conclusion 


that multiple genes at different layers contribute to NHR (Ellis, 2006; Fan et al., 


2012). Several independent reports suggest that NHR is a combination of preformed 


and induced defenses involving both PTI-and ETI-based responses. A typical plant 


immune response results in a strong alteration in transcriptome and proteome of 


plants affecting regulation of several hundreds of genes (Wise et al., 2007; Tufan et 


al., 2009; Zellerhoff et al., 2010; Bischof et al., 2011; Metzner, 2012). Despite several 


studies, a comprehensive picture of gene expression patterns in the different 


immune responses is not yet available (Bischof et al., 2011). This is especially true in 


the case of the transcriptional response during NHR in crops such as barley and 


wheat.  


Only few studies have been attempted to address the transcriptional response of 


barley and wheat to non-adapted powdery mildews. One among those was carried 


out by Zellerhoff et al. (2010) comparing three pairs of host/non-host pathogens 


causing powdery mildew, rust and blast in barley. This study concludes that 


transcriptional responses of non-adapted and mlo-mediated defenses of barley are 


functionally related and further, NHR to different fungi is associated with stronger 


regulation of largely non-overlapping sets of pathogen-responsive genes involved in 


similar functional groups. In spite of the importance of this finding, this study was 


carried out using a rather small array of 10,450 spotted cDNA fragments of barley. In 


the case of wheat, there are no reports from a large-scale comparison of the 


transcriptional pattern in response to non-adapted PM (Bischof et al., 2011; Li et al., 
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2013). In particular, there are no reports highlighting the relationship between PM-


regulated orthologous genes of barley and wheat. 


In the current study, the transcriptional response of barley and wheat responding to 


adapted and non-adapted PM at 6, 12, 24 and 48 h.a.i. was analyzed. Since most 


PM fungi exclusively attack the epidermal tissue, RNA extracted from peeled 


epidermal strips was used for transcriptome analysis in order to enhance the 


sensitivity of detection of relevant transcript-regulatory events. As a novel approach, 


an ortholog comparison of expression patterns in pathogen-responsive genes of 


barley and wheat was also carried out. The results of this study are expected to 


provide a comprehensive view of transcriptional events that are associated with NHR 


in barley and wheat for PM.  


III.1.1 Transcriptome analysis using microarrays  


A transcriptome represents the complete set of coding and non-coding RNA 


molecules in a cell or tissue or an organism at a given time. Expression profiling 


using microarray technology allows large-scale examination of spatial and temporal 


transcriptional regulation. Apart from other approaches, microarrays can be used to 


obtain a broad overview of e.g. the transcriptional immune response in crop species 


such as barley and wheat (Bischof et al., 2011). Over the past few years, microarray 


technology has been improved in terms of the equipment, accuracy of measurement 


and subsequent bioinformatic analysis. The numbers of probes printed onto 


oligonucleotide arrays produced by commercial companies such as Agilent has now 


increased from few thousand to 44K and recently 60K. Development of gene-


expression and functional-analysis software tools has significantly improved the 


reproducibility and comparability of microarray results (Bischof et al., 2011). Since 


the main objective of this part of my PhD thesis is to identify the genes potentially 


involved in NHR, more emphasize was put on genes that are differentially expressed 


in host (H) versus nonhost (NH) interaction.  
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III.2 Material and methods 


III.2.1 Plant material, growth conditions and pathogen inoculation 


For transcript profiling using microarray, barley (Hordeum vulgare subsp. vulgare) 


cultivar “Vada”, and French winter wheat (Triticum aestivum subsp. aestivum) 


cultivar “Renan” were used. Plants of “Vada” and “Renan” were grown in plastic pots 


as mentioned before (Section II.2.1). “Vada” and “Renan” were selected for this 


study because of the following: “Vada” represents a typical immune barley accession 


with high levels of basal resistance to leaf rust. Wheat cultivar “Renan” represents an 


elite genotype with a pedigree mostly based on European lines (Hanzalova et al., 


2007; Wicker et al., 2009b). “Renan” carries genes for resistance to leaf, stem and 


yellow rust and also has partial resistance to blast fungal isolates (Tufan et al., 2009) 


enabling the transcriptome comparison of reciprocal host-nonhost pairs of 


interactions proposed in TritNonhost consortium for PM, rust and blast pathosystem. 


Approximately 130-150 seeds were sown and seedlings were allowed to grow in a 


plant climate chamber (NEMA Industrietechnik GmbH) at 19°C with 65% relative 


humidity (RH) during night and 23°C with 50% RH during day with 16 hours of 


photoperiod. Bgh strain CH4.8 and Bgt Swiss field isolate FAL92315 were used to 


inoculate “Vada” or “Renan” with a spore density of 50-80 conidia mm-2 by shaking 


the spore over the test plants in a settling tower of approximately 60 x 60 x 60 cm. 


Inoculated and non-inoculated control plants were incubated in the same plant 


climatized room mentioned above with indirect sunlight until epidermal peeling.  


To study the microscopic response of “Vada” and “Renan” to the above-described 


strains of Bgh and Bgt, one-week-old primary leaves were inoculated with 8-10 


conidia mm-2 at whole plant level. After inoculation, pots were incubated in the plant 


climatized room mentioned above until the respective harvesting time point. For 


visualization of the fungus, leaves were stained with Coomassie solution (0.3% 


Coomassi R250 stain, 7.5% Trichloroacetic acid (TCA), 50%methanol) for 10-15 


minutes, washed and stored in water.  
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III.2.2 Tissue collection  


A schematic diagram of sampling procedures is shown in Figure 15. To increase the 


sensitivity of microarray detection, the abaxial (lower surface) epidermis of the 


inoculated or non-inoculated primary leaves of “Vada” or “Renan” were enriched by 


peeling 6, 12, 24 and 74 h.a.i. and immediately flash frozen in liquid nitrogen. In 


order to exclude false positive results from transcripts that were under the influence 


of circadian regulation, samples of same time points were peeled in parallel. In total 


72 epidermal samples (36+36 from barley and wheat, respectively), were collected. 


Figure 15: A schematic representation of tissue sampling followed for 
transcriptome analysis.  


1.) Inoculation of barley or wheat with Bgh and Bgt followed by 2.) Tissue sampling 
of the epidermal peels after 6, 12, 24 and 74 h.a.i. and 3.) Total RNA extraction and 
microarray hybridization to identify the differentially regulated transcripts. Non-
inoculated leaf samples served as control.   


 


III.2.3 RNA extraction, quantity and quality assessment  


Total RNA from the inoculated and non-inoculated epidermal samples were isolated 


using the RNeasy plant mini kit with on-column DNase digestion (Qiagen, Hilden, 


Germany). To maximize the homogenization of the epidermal tissue, the sample in 


lysis buffer was passed through a 20-gauge (0.9 mm) needle attached to a sterile 


syringe for 8–10 times. RNA was eluted in DEPC treated RNase-free water and 


stored at -70°C. RNA concentration was measured using a NanoDrop 1000 


6,12, 24, 74h


after inoculation


Peeling


2. Sampling


3. RNA extraction and hybridization 


Control Bgh Bgt


1. Inoculation 


Barley or Wheat
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spectophotometer (Thermo Fisher Scientific). The purity of RNA was determined 


based on the absorbance value at 230 nm, 260 nm, and 280 nm recorded using the 


NanoDrop 1000. The integrity of the total RNA was tested using an Agilent 2100 


bioanalyzer (Agilent Technologies, Santa Clara, CA). Agilent RNA 6000 Nano kit 


was used to access the RNA quality and protocols were followed according to the 


manufactures instruction. The bioanalyzer software generates an electropherogram 


and gel-like image and displays results such as sample concentration and ribosomal 


ratio, which are shown (Figure 16) as a representative example.  


 


Figure 16: A representative electrophoresis-run summary of bioanalyzer.  


The software generated a.) gel-like image and b.) electropherograms of the total 
RNA sample as shown here for a wheat/Bgh-inoculated sample. In general, a shift 
towards shorter fragment sizes indicates degradation which is not seen here in b. 
 


III.2.4 Microarray processing, hybridisation and feature extraction  


(Part of the information was provided by Dr. Pete Hedley, The James Hutton 
Institute, Dundee, Scotland ) 


After the quality checks, RNA samples were sent to The James Hutton Institute for 


hybridisation. For barley, a custom-designed microarray SCRI_Hv35_44k_v1 


(Agilent design 020599) representing 42,302 barley transcript sequences from the 


public HarvEST database (assembly #35; http://www.harvest-web.org/) was used 


(ArrayExpress accession A-MEXP-1728). In the case of wheat, an Agilent 


commercial design (ID:022297) with 43,803 probes was utilised. Wheat array is 


a. b.
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composed of probes representing RefSeq (Release 31), Sep 2008, UniGene (Build 


53), Oct 2008, TIGR Plant Transcript Assemblies (Release 5), Jul 2008, TIGR Gene 


Indices (Release 11), Jul 2008 (http://www.genomics.agilent.com). Both arrays have 


the 4x44K format and were hybridized using a single-color-microarray labeling 


method. Array procedures followed MIAME guidelines throughout (Brazma et al., 


2001).  


RNA labelling, microarray hybridization and washing followed the manufacturer's 


protocols (Agilent One-Color Microarray-Based Gene Expression Analysis, version 


5.7). For each array, 1 g of total RNA was annealed to 1.2 L T7 promoter primer in 


a total volume of 11.5 L at 65oC for 10 min, prior to cooling on ice. Reverse 


transcription was performed by adding 4 L 5x first strand buffer, 2 L 0.1 M DTT, 1 


L 10 mM dNTP mix, 1 L MMLV-RT & 0.5 L RNaseOut, and incubating at 40oC for 


2 h, before stopping the reaction at 65oC for 15 min. cRNA (complimentary RNA) 


was generated by adding 15.3L nuclease-free water, 20 L 4x transcription buffer, 


6 L 0.1 M DTT, 8 L NTP mix, 6.4 L 50% PEG, 0.5 L RNaseOut, 0.6 L inorganic 


pyrophosphatase, 0.8 L T7 RNA Polymerase & 2.4 L cyanine 3-CTP dye, and 


incubating at 40oC for 2 h. Labelled samples were purified using Qiagen RNeasy 


mini spin columns as recommended. Levels of cRNA synthesis and labelling were 


estimated by NanoDrop 1000 spectophotometer (Thermo Fisher Scientific). Purified 


labelled cRNA (1.65 g) was fragmented by adding 11L 10x blocking agent, 2.2L 


fragmentation buffer, in a total volume of 55L, and incubating at 60oC for 30 min. 


To this, 55L 2x GE hybridisation buffer HI-RPM was added and mixed prior to 


hybridization (65oC for 17 hours at 10 rpm). Slides were dismantled in Agilent wash 


buffer 1 and washed sequentially in wash buffer 1 at room temperature for 1 min and 


Agilent wash buffer 2 at 37oC for 1 min. Microarrays were centrifuged briefly to dry 


and scanned at 5 µm resolution using an Agilent G2505B scanner at 532 nm (Cy3) 


wavelength. 


III.2.5 Microarray data extraction 


(Information provided by Dr. Pete Hedley, The James Hutton Institute, Dundee, 
Scotland) 
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For data extraction, microarray images were imported into Agilent feature extraction 


(FE) (v.10.5.1.1) software and aligned with the relevant array grid template 


(020599_D_F_20080612 or 022297_D_F_20110526, for barley or wheat 


respectively). Intensity data for each spot were extracted using a defined FE protocol 


(GE1-v5_95_Feb07) and default parameters. After feature extraction and quality 


checks, data files with intensities values as “.txt” format were received from Dr. Pete 


Hedley for further analysis.  


III.2.6 Data extraction, normalisation and grouping 


Data extraction and normalisation was done using GeneSpring GX (v11.5.1) 


software (Agilent technologies Inc). First, raw data files (“.txt” format) of barley or 


wheat were imported into GeneSpring software with default settings except for the 


omission of base-line correction. From here on, the same pipeline of data analysis 


was followed for both barley and wheat. Data were quantile-normalised (Bolstad et 


al., 2003) and grouped to define the analysis group and replicate structure of the 


experiment and data interpretations were based on average of three biological 


replicates. Interpretations were created to determine how the samples should be 


grouped among experimental conditions (e.g. Treatment, time points, fungus and so 


on).  


III.2.7 Removal of B. graminis-derived probes 


The reason behind removal of B. graminis-derived probes is discussed in Section 


III.3.4. For removal of transcripts of fungal origin from the barley and wheat arrays, 


11K unigenes sequences of Bgh were BLAST-analyzed against barley U35 unigenes 


and TIGR wheat unigenes. For Bgt, BLAST analysis was done in Dr. Beat Keller’s 


lab, Universität Zürich, Switzerland.  The following criteria were used for parsing 


BLAST outputs: 1.) For the short oligos query, E-value of max. 1E-10 and minimum of 


90% identity; minimum alignment length of 50 bp. 2.) For the long unigene 


sequences, E-value of max. 1E-50 and minimum of 80% identity; minimum alignment 


length of 100 bp. Unigenes and probes with significant BLAST hits to fungal 


transcripts were removed from the GeneSpring analysis. 
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III.2.8 Quality control (QC) check and filtering  


Both barley and wheat samples were subjected to QC using BoxWhisker plot and 


principal component analysis (PCA). For all QC analysis, normalised, fungal probe-


filtered, signal-intensity values (log2) of individual biological samples were used. 


BoxWhisker-plot analysis was carried out in GeneSpring, and for PCA, Multi 


Experiment Viewer 4 (MeV) was used with the following setting; mean centering of 


samples, 10 neighbors for KNN imputation and covariance matrix as described 


before (Zellerhoff et al., 2010). Input files for MeV contained normalised signal-


intensity values (log2) exported from GeneSpring with interpretation of all samples. 


Probe sets were then filtered using flags offset by QC for further statistical analysis. 


III.2.9 Statistical analysis  


In order to identify significantly differentially regulated transcripts, a two-step 


statistical analysis was carried out. In step one, to identify the generally-PM 


regulated transcripts, lists derived from paired and unpaired t-test, and one way 


ANOVA (Analysis of variance) were pooled to generate a single non-redundant list. 


Statistical tests, interpretations (Table 2) and the analysis workflow were shown as a 


schematic representation (Figure 17). Unpaired t-test and one way ANOVA was 


performed at each individual time point in order not to miss those transcripts that 


were transiently regulated at a particular time point. In step two, to identify transcripts 


that are specifically regulated in host (H) versus nonhost (NH) interactions, a one 


way ANOVA at each individual time point was performed within the list of generally 


PM-regulated transcripts. Since fold change could not be calculated in ANOVA 


analysis by GeneSpring GX (v11.5.1), a fold change calculation was carried out later 


in the H-versus NH-regulated lists with a threshold cut-off value of 2.0. Generally, 


transcripts were assumed to be significantly regulated if the p-value corrected for 


false-discovery rate (FDR, Benjamini-Hochberg) (Benjamini et al., 1995) was smaller 


than or equal to 0.05 (p≤0.05) and if regulation factors (fold change; FC) between 


inoculated and corresponding control samples harvested in parallel exceeded 2.0 


(FC≤2). 
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Table 2: Statistical tests and parameters for the identification of differentially 
regulated transcripts using the GeneSpring software.  


Abbreviations: H-Host; C-non-inoculated control; NH-Nonhost; FDR-False discovery 
rate; FC-Fold change; vs.- Versus.  


 


 


Figure 17: A schematic representation of statistical workflow followed to 
identify generally-PM regulated and H versus NH-regulated transcripts.  


Abbreviations: H-Host; C- non-inoculated control; NH-Nonhost. FC-Fold change; vs.- 
Versus.  
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III.2.10 Venn diagrams and clustering 


The Venn analysis was done in GeneSpring software and Venny 


(http://bioinfogp.cnb.csic.es/tools/venny/). For clustering analysis, Genesis software 


release 1.7.6 (Sturn et al., 2002) was used. The settings followed for hierarchical 


clustering in Genesis were Pearson distance correlation, average linkage and 


median centered Log2-transformed normalized signal intensity values (log2) was 


used as input. Heat maps were also generated using Genesis. 


III.2.11 MapMan-based analysis of over- and underrepresented functional 


groups of barley and wheat 


A challenging task in large scale microarray-data analysis is the function-related 


interpretation of the identified transcripts. In this study, the differentially regulated 


transcripts were classified into functional categories using the MapMan software 


version 3.51R2 (Thimm et al., 2004). Although the MapMan tool was originally 


developed for metabolic mapping and visualization of Arabidopsis gene expression 


data, it has been adapted to several crop species including barley, maize, etc 


(Sreenivasulu et al., 2008; Usadel et al., 2009). In this study, hierarchical functional 


classification of barley was done based on the Agilent gene expression 44K 


microarray array. In the case of wheat, MapMan binning was done using the 


Mercator tool (Lohse et al., 2014). For this, unigene sequences of the wheat gene 


index (Childs et al., 2007) were used, since EST sequences of the wheat array were 


not available from Agilent except in 60 base pair (bp) probe sequences. These 60-bp 


probe sequences were used for BLASTN analysis of the wheat gene index.  


In order to test whether the transcripts belonging to a specific MapMan functional 


group were preferentially regulated, an over- and under-representation analysis was 


carried out using Fisher’s exact test. It uses a two-by-two contingency table to 


determine whether a particular functionally defined group of transcript is represented 


more than expected by chance within a defined transcript list (Usadel et al., 2006; 


Leong et al., 2009). An example of 2x2 contingency table used in this study is shown 


below (Table 3). The null hypothesis in this test is that there is no association 


between the two categorical variables. 
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 Differentially 
expressed  


Total detected  Sum 


Transcript 
associated with 


BIN  


a c a+c 


Transcript not 
associated with 


BIN  


b d b+d 


Sum a+b c+d a+b+c+d  


 


Table 3: 2x2 contingency table used for Fisher's exact analysis. 


In this table, “a” is the number of differentially expressed transcripts mapped to a 
particular MapMan BIN and “a+b” is the total number of differentially regulated 
transcripts. “a+c” is the sum of detected transcripts mapped to the same BIN and 
“a+b+c+d” is the total number of transcripts detected on the array. From the table 
values, “b”, and “d” were calculated and used for Fisher's exact analysis. Based on 
the contingency table, two-sided Fisher’s exact test was calculated using “R”. This 
part of calculation was kindly done by Dr. Yusheng Zhao, IPK, Gatersleben. To get 
an impression, an example of 2x2 contingency table is shown in the Supplemental 
Table S4. 
 


III.2.12 Identification of orthologous transcripts between barley and wheat   


Putative barley and wheat orthologs were identified based on sequence similarity by 


reciprocal BlastN and InParanoid analysis (Ostlund et al., 2010). Unigenes on both 


Agilent gene expression microarrays from barley and wheat were used for ortholog 


search. In the case of wheat, 60mer probe sequences were matched to public TIGR 


long unigenes sequences (http://compbio.dfci.harvard.edu/tgi/)†  and the resulting-


high confident long unigenes were used for ortholog matching with a cut-off of 1E-10 


in the case of supporting data per pair by InParanoid and 1E-50 in the case of missing 


1E-10 support. Based on the reciprocal best BlastN-and InParanoid results, barley 


and wheat orthologs were matched and used for identification of differentially 


regulated orthologous transcripts. For co-regulation analysis of orthologs, quantile-


normalized signal intensity (log2) values of ortholog-matched barley transcripts were 


loaded into the Genesis clustering program and hierarchical clustering was 


                                            
†
According to the website information, since July 2014 the TGI database has been shut down. Currently, the 


entire data sets can be downloaded via FTP at ftp://occams.dfci.harvard.edu/pub/bio/tgi/data/. 
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performed with settings as mentioned earlier (Section III.2.10). Subsequently, 


clustered barley data was exported into Microsoft Excel and quantile-normalised, 


median centred wheat ortholog matches were rearranged according to clustered 


barley data by the VLOOKUP. Rearranged signal data was further imported into 


Genesis and viewed as heatmap.  
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III.3  Results  


III.3.1 Cytological examination of defense response of barley and wheat 


genotypes used in transcriptome analysis 


Several studies suggest that NHR is a combined result of preformed physio-chemical 


barriers and an active non-self recognition process (Thordal-Christensen, 2003; 


Schweizer, 2007; Niks et al., 2009; Schulze-Lefert et al., 2011; Senthil-Kumar et al., 


2013). Earlier cytological studies on barley and wheat infected with isolates of B. 


graminis ff.spp suggest that papilla-based structures are the key component of NHR. 


Studies also highlight the accumulation of phenolic components in epidermal cell 


walls as an another layer of defense, which often leads to cell-death response (Aist 


et al., 1986; Zeyen et al., 2002a; Trujillo et al., 2004; Aghnoum et al., 2010). In the 


present study a microscopic examination was carried out, to investigate the cellular 


response of the selected barley genotype “Vada” and wheat genotype “Renan” to 


adapted and non-adapted PM. In order to have a direct comparison between cellular 


responses and expression patterns, the same time points as for transcript profiling 


were chosen (6, 12, 24 and 74 h.a.i.) for microscopic examination. The interaction 


phenotype was categorized into failed primary penetration with 1) no elongating 


secondary hyphae (ESH) and no response (-ESH no resp.), 2) no ESH with papilla 


response (-ESH+papilla), 3) no ESH with whole cell auto-fluorescence (-ESH+HR), 


4) ESH with no response (+ESH+no resp.), 5) ESH with autofluorescence response 


in neighbouring cells (+ESH+HR neighb.). A representative image of each category 


is shown (Figure 18 d-h). The papilla or cell wall apposition response involves 


localized deposition of phenolics and callose underneath the penetration attempt by 


the appressorium and the hypersensitive response (HR) involves an activated cell 


death of the attacked epidermal cell (Gorg et al., 1993; Hückelhoven et al., 1999; 


Zeyen et al., 2002a). Both papilla and HR responses can be visualized as 


autofluorescence under UV excitation (Aist et al., 1986). Here, the response of 


“Vada” and “Renan” to Bgh and Bgt at four different time points was quantified and is 


shown in Figure 18 a-b. In general, the germination of conidia with a short primary 


germ tube (PGT) and an appressorial germ tube (AGT) with no or very little 


microscopically visible response was observed in the 6 h.a.i. samples in all 


interactions and hence this time point will not be discussed further. 
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Figure 18: Defense reaction of “Vada” and “Renan”. 


Defense response frequencies of a.) “Vada” and b.) “Renan” at 6, 12, 24 and 72 
h.a.i. against Bgh and Bgt respectively and c.) macroscopic phenotype of “Vada” and 
“Renan” 10 days after inoculation. d-h.) Representative images of categories of 
defense response used in (a) and (b). Columns represent 100 infection sites counted 
from four excised leaves in two biological repetitions. Abbreviations: d.)-ESH no 
resp: no ESH and no response, e.)-ESH + papilla: no ESH with papilla response, f)-
ESH + HR: no ESH with whole cell HR response, g.) +ESH no resp: ESH with no 
response, h.) +ESH+ HR neighbor: ESH with HR to the neighboring cells. ESH: 
elongating secondary hyphae.  
At 12 h.a.i. in the “Vada”-Bgh interaction (host), few attacked cells responded, but in 


the ”Vada”-Bgt interaction (nonhost), the percentage of -ESH+papilla response was 


enhanced and even higher (63%) compared to the 12 h.a.i. nonhost “Renan”-Bgh 
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interaction (21%) (Figure 18 a-b). This indicates a strong papilla based pre-


penetration resistance in barley cv “Vada” in response to Bgt (nonhost). The 


proportion of -ESH+HR response was 15% in “Vada”- Bgt interaction, which was 


lower than in the “Renan”-Bgt interaction (33%)  (Figure 18 a-b). Interestingly the 


proportion of -ESH+papilla-based response in the compatible or incompatible 


interactions of Bgt was higher compared to Bgh at 12 h.a.i. (Figure 18 a-b). This 


might suggest a generally stronger perception of PAMPs in host-and nonhost-Bgt 


interactions, compared to Bgh interactions.  


At 24 h.a.i. the -ESH+papilla-based response predominated in both adapted 


interactions of “Vada”-Bgh (69%) and “Renan”-Bgt (52%) and the whole cell HR-


response was 25% and 33% respectively in “Vada” and “Renan” (Figure 18 a-b). In 


the non-adapted interactions, the percentage of -ESH+HR response of “Vada”-Bgt 


(56%) and “Renan”-Bgh (44%) was higher compared to the susceptible host 


interactions suggesting an active post-invasive cell death response which was seen 


as whole cell autofluorescence. At this time point both co-evolved adapted 


pathogens are expected to secrete fungal effector molecules and attempt to 


manipulate the host targets to suppress defense and support its accommodation. 


The most significant differences between adapted and non-adapted interactions 


were observed at the 72 h.a.i.. In the “Vada”-Bgh interaction almost all successfully 


established colonies exhibited autofluorescence (probably HR) in the neighbouring 


cells (+ESH+HR neighb.) suggesting some late response of this host genotype to 


ongoing fungal growth that-however-could not arrest the fungus (Figure 18 a & d). In 


the case of the “Renan”-Bgt interaction, the percentage of successfully established 


colonies (+ESH+no resp.) was 45% and interestingly, none of the colonies exhibited 


any autofluorescence. This suggests that, successfully established Bgt colonies very 


efficiently suppressed host defense mechanisms in “Renan”. In non-adapted “Vada”-


Bgt interaction at the 74 h.a.i., papilla-based and HR resistance made up for 57% 


and 43%, respectively. None of the Bgt spores were able to successfully penetrate 


“Vada” (Figure 18 a) and in the case of “Renan”-Bgh interaction papilla-based and 


HR resistance made up for 63% and 37%, respectively at this time point (Figure 18 


b). To conclude, it seems that HR-based resistance contribute to NHR in “Vada” and 
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“Renan”, whereas the contribution of papilla response appears less clear at least in 


“Vada”.  


Macroscopically, “Vada” and “Renan” were susceptible to adapted Bgh and Bgt, 


respectively, and sporulation was abundant at 7 d.a.i. (Figure 18 c) while both were 


immune against non-adapted Bgt and Bgh, respectively (Figure 18 c).  


III.3.2 Transcriptome analysis  


III.3.3 Data normalisation, quality control and PCA 


Primary data files of all 36 samples of barley and wheat respectively, were imported 


into the GeneSpring software and signal intensity data were subjected to robust 


quantile normalisation (Bolstad et al., 2003). Quality control (QC) was applied to 


check whether samples and replicates are suitable for further analysis. For this 


purpose, QC data of barley and wheat samples were analyzed by box-wisher plot 


and PCA for potential outliers. The box-wisher plot shows the distribution of the 


signal intensity data between arrays as well as its median value, and variability as 


inter-quartile range (Burgoon et al., 2005). A box-wisher can be used as a 


visualization tool for highlighting problems associated with the arrays or with the 


normalisation process applied to the data. Deviating median values and distribution 


of data after normalisation across the arrays and replicates are indicative for bad or 


problematic arrays or an inappropriate normalisation method applied. Figure 19 a-b 


shows the distribution of quantile normalised (log2 transformed) signal intensities of 


all the samples with replicates and four time points (6, 12, 24, 74h) of barley and 


wheat as a box-whisker plot. The box-wisher plot was based on the probe list with 


removed fungal-specific probes (described later). The middle line in the box 


represents the median value. The distribution is centered on ~6.11 intensity units for 


barley samples, and for wheat samples it is ~5.39 units. The boxes represent the 


inter-quartile range, with the 75th percentile at the top and the 25th percentile at the 


bottom. As shown in Figure 19, the inter-quartile range spans between ~2.42 


(bottom) to ~9.10 (top) intensity units for barley and for wheat is ~1.71 and ~8.71  
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Figure 19: The box-whisker plot of log2 transformed probe intensity values of 
a.) barley and b.) wheat. 


The box-whisker plot was used to evaluate the quality of the array after 
normalisation. Boxes show the interquartile range with the 75th percentile at the top 
and the 25th percentile at the bottom. The line in the middle of the box represents 
median and whiskers on both side of represent the distribution of the intensity data 
within 1.5 times the median. Red marks beyond the whiskers represent the entities 
with values above 1.5 times median and are outliers. The x-axis represents the 
individual microarray samples hierarchically grouped as time-replicates- treatment 
and the y-axis represents the normalised signal intensity values. Control- non-
inoculated sample.  
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respectively across all samples. Whiskers correspond to the distribution of minimum 


and maximum intensity values of the feature. Based on boxwisher plots both barley 


and wheat array appeared to be non-problematic and hence, no samples were 


excluded from further analysis.  


In order to check the influence of the different treatments and time points, a principal 


component analysis (PCA) was performed. PCA analyses of both barley and wheat 


array samples showed a clear separation of the control and PM inoculated samples 


with the biological replicates and time points clustering together. This indicates the 


effects of biological and technical variations in these samples were lower than 


treatment-or time-point effects thus rendering the data suitable for further analysis 


(Figure 20). Figure 20a shows that the biological replicates (in total 36) grouped 


according to the treatments and time points of barley. Earlier time points of both Bgh 


and Bgt treated samples (6h and 12hr) cluster together as do the later time points 


(24h of Bgh/Bgt and 74h of Bgh). It is interesting to note that Bgt-inoculated samples 


clearly separated from Bgh-inoculated samples at 74 h.a.i. indicating, a massive 


impact of the host-or nonhost status on the transcriptome at this time point.  This 


may reflect return to normal physiological state after 74h of non-adapted pathogen 


interaction, whereas Bgh-inoculated samples experienced ongoing stress by the 


successful infection. In wheat, 6h and 12h time points of both Bgt and Bgh 


inoculated samples clustered together clearly separating from 24h and 74h time 


points (Figure 20b). In contrast to barley, Bgh-(non-adapted) inoculated samples of 


wheat are not clearly separated from Bgt-inoculated sample at 74 h.a.i. indicating a 


different response of the wheat genotype “Renan” to that of the barley genotype 


“Vada” at this time point. In both barley and wheat a major transcriptional change 


occurred at 24 h.a.i.  


III.3.4 Removal of fungus-derived probes  


The cDNA libraries used for the design of the barley and wheat arrays are likely to 


be contaminated with transcripts from Bgh or Bgt because several of the cDNA 


libraries used are derived from PM-challenged tissues. Moreover, barley and wheat 


RNA samples used in this study have a higher chance to produce signals of fungal 


transcripts because they are from peeled epidermis, which enriches for fungal  
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Figure 20: PCA plot of the biological replicates of (a) barley and (b) wheat 
microarray samples. 


Normalised signal intensity values of individual biological replicate and 
corresponding time point of both barley and wheat was used for the analysis. Each 
data point represents single biological replication. Treatment (Bgh and Bgt 
inoculation) and time points (6, 12, 24, 74h) are indicated according to color and 
shape, respectively and are shown in the legend. Two dimensional PCA plot shows 
the sample and the replicate association of both (a) barley and (b) wheat. 
Abbreviations: Control-non-inoculated; H-Host; NH-Nonhost. 
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biomass. Therefore, after normalisation of signal intensity data and before statistical 


analysis, probes with high sequence similarity to Bgh or Bgt genes were removed 


selectively. Based on this filtering, out of 42362 entities, a total of 1637 fungus-


specific probes in barley and 220 probes out of 43663 entities in wheat were 


removed. The main reason for removing the fungus-specific probes was to eliminate 


psedo gene-regulation events caused by presence/absence of pathogen biomass in 


non-inoculated control samples versus inoculated samples.  


III.3.5 Filtering probesets by “flags” 


Flags are attributes that indicate the quality of the probes helping to filter the primary 


data comparable to signal saturation and signal uniformity. A transcript with few 


significant intensity values in the data file will be marked as “not detected” and one 


with a high number of significant values would be marked as “detected”. Filtering by 


the flags “present” in the GeneSpring will allow the data to be filtered by probe sets 


that cannot be accurately differentiated from background. In the current study, out of 


40725 and 43443 fungus-filtered probes, 29155 and 26684 probes passed this 


filtering in barley and wheat, respectively. Further statistical analysis to identify the 


significantly regulated genes in both barley and wheat was done on these filtered 


lists of detected transcripts. 


III.3.6 Statistical analysis of differentially expressed genes  


Based on the statistical criteria (Section III.2.9), a total of 5570 and 4811 transcripts 


were found to be generally PM-regulated compared to control (C) samples, in barley 


and wheat, respectively. Lists of generally-PM regulated transcripts of barley (CD1-


Generally_PM-regulated-5570_transcripts_Barley.xlsx) and wheat (CD4-


Generally_PM-regulated-4811_transcripts_Wheat.xlsx) along with signal intensities 


values, fold-change and statistical significance and annotations are included in the 


accompanying CD. The primary data from the barley array hybridizations were 


deposited at ArrayExpress (Accession E-MTAB-2916) (Douchkov et al., 2014) and 


while primary data of wheat are yet to be submitted.  
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III.3.7  Genome-wide transcriptional changes in barley and wheat upon B. 


graminis infection 


Among the generally PM-regulated and H versus NH-regulated lists, the number of 


up- and down-regulated transcripts were calculated at 6, 12, 24 and 74 h.a.i. by 


comparing a.) H versus C, b.) NH versus C and c.) H versus NH interactions of both 


barley and wheat. Figure 21 a-d shows the numbers of up- and down-regulated 


transcripts of both species in the different comparisons mentioned above.  


III.3.8 Generally PM-induced changes 


In the case of barley, out of 5570 generally PM-regulated transcripts (Figure 21a-b) 


there was gradual increase in numbers of up- and down-regulated transcripts upon 


disease development with a peak of regulation at 24 h.a.i.. At 6 h.a.i in the NH 


versus C comparison, the response of barley was more rapid (Figure 21b) compare 


to the compatible interaction (Figure 21a). This earlier induction may be due a more 


efficient perception of PAMPs from the non-adapted pathogen leading to a more 


rapid and pronounced basal defense response. The proposed relatively weaker 


perception of PAMPs from Bgh might indicate co-evolution of Bgh to avoid detection 


of PAMPs. At 74 h.a.i. of the NH interaction (Figure 21b) the number of up- and 


down-regulated transcripts dropped considerably indicating successful defense and 


return back to the normal unstressed state of gene expression. 


In the case of wheat (Figure 21c-d), out of 4811 generally PM-regulated transcripts 


the number of up- and down-regulated transcripts at the 6 h.a.i. in response to Bgh 


were even higher than that of Bgt-attack in barley. At this time point, B. graminis 


develops apperessorial germ tube and has not yet penetrated the epidermal cell 


walls. As in barley, this indicates more efficient perception of the non-adapted 


pathogen leading to an accelerated basal defense response. It remains unclear, 


however, to what extent the observed difference in regulation trends between barley 


and wheat were due to the chosen cultivars rather than species. In both species, the 


maximum numbers of regulation of transcripts (up-and down-regulation) were seen 


at 24 h.a.i.. This time point corresponds to the establishment of the first haustorium 


of the adapted pathogens for the successful infection (Both et al., 2005).  
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Figure 21: Generally PM-induced changes.  


The histogram depicts the total number of up-and down-regulated transcripts 
(p<=0.05; FC>=2) of barley (a-b) and wheat (c-d) in H versus C, and NH versus C 
comparisons. In barley, H and NH refer to the host interaction with the adapted Bgh 
and nonhost-interaction with the Bgt fungus, respectively, and vice versa in wheat. 
The total numbers of transcripts are indicated above the each column. Abbreviations: 
H-Host; C-non-inoculated control; NH-Nonhost. 
 


III.3.9 Generally PM-induced changes in transcript expression over time  


The defense response of a plant involves time and tissue dependent transcriptional 


reprogramming and expression of specific sets of genes that might play a role in 


resistance-related pathways (Glazebrook, 2001; Chen et al., 2010). In order to 


identify sets of transcripts that were expressed specifically at given time points after 


inoculation, a Venn-analysis was carried out.  
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In general, the Venn analysis suggested a considerable similarity of the 


transcriptional response among the general PM-regulated transcripts (Figure 22). In 


both species, the number of up- or down-regulated transcripts was maximal at the 24 


h.a.i. irrespective of H or NH interactions (Figure 22) probably reflecting a more 


general basal defense response rather than H or NH  specific regulation. It was also 


interesting to note that the total numbers of time-point specifically down-regulated 


transcripts in host interactions of both species were higher than the number of 


transiently up-regulated ones (Figure 22 a-II and c-II). Further, particularly in the 


case of barley H versus C comparison, the number of overlapping transcripts 


between the 24 and 74 h.a.i was higher compared to the non-adapted interaction 


(Figure 22 a-I and II). This observation could be cultivar dependent because the 


barley genotype “Vada” used in this study tended to shown high autofluorescence-


response from 24 h.a.i. onwards in neighbouring cells of invaded ones (Figure 18a 


and d), while probably resulted in more prolonged expression of defense-related 


transcripts. In the case of wheat, the number of specifically up- and down-regulated 


transcripts was more pronounced at 12 h.a.i. in H versus C interaction compared to 


barley (Figure 22 c-I, II). 


III.3.10 H versus NH interaction-specific changes in gene expression  


The main objective of this study is to identify the genes that might be involved in 


NHR of barley and wheat to non-adapted PM. To achieve this, transcripts that are 


differentially expressed between H and NH interactions had to be identified.  


In barley, out of 5570 significantly PM-regulated transcripts, a total of 1684 


transcripts were found to be differentially regulated in the H and NH interaction.  


Since this comparison is H versus NH, “up-regulated” means higher transcript 


abundance in H compared to NH and vice versa for down-regulated transcripts. 


Hence in Figure 23a, the strikingly higher numbers of regulated transcripts at 74 


h.a.i. probably corresponds to those that had returned back to the basal level of 


expression in the NH sample.  
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Figure 22: Generally PM-induced changes in transcript expression over time. 


Venn diagrams showing the overlapping and non-overlapping sets of significantly up 
(I) and down regulated (II) transcripts at 6, 12, 24, 74 h.a.i. between H versus C, and 
NH versus C in barley (a-b) and wheat (c-d). The number indicated in parentheses at 
each time point corresponds to total number of up or down regulated transcripts. 
Abbreviations: H-Host; C-non-inoculated control; NH-Nonhost. 
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In the case of wheat, out of 4811 significantly PM-regulated transcripts, 818 


transcripts were found to be differentially regulated in H versus NH interaction 


(Figure 23b). At 6 h.a.i. there was a considerable down-regulation of transcripts in H 


interaction (up-regulated in NH) followed by a transient up-regulation at the 12 h.a.i. 


(down-regulated in NH) (Figure 23b). This suggests a stronger and faster response 


of wheat to non-adapted PM compared to barely.  


Lists of H versus NH-regulated transcripts of barley (CD2-Host-versus-Nonhost_-


regulated-1684_transcripts_Barley.xlsx) and wheat (CD5-Host-versus-Nonhost_-


regulated-818_transcripts_Wheat.xlsx) are included in the accompanying CD. 


 


Figure 23: Number of differentially regulated transcripts: H versus NH 
comparison.  


The histogram depicts the total number of up-and down-regulated regulated 
transcripts in a.) barley and b.) wheat in H versus NH comparisons. The total 
numbers of genes are indicated above the each column. Abbreviations: H-Host; NH-
Nonhost. 
 


III.3.11 H versus NH interaction-specific changes in transcript expression over 


time 


Based on the Venn analysis of H versus NH comparison in barley, 206 transcripts 


were found to be specifically down-regulated in H (up-regulated in NH) at 12 h.a.i. 


(Figure 24-II). This time point corresponds to the penetration stage of B. graminis 


life-cycle. The 74 h.a.i. time point showed maximum numbers of specifically up- and 


down-regulated transcripts (Figure 24-II). 


a.) H vs. NH b.) H vs. NH 
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In the wheat H versus NH comparison, the transcriptional response was more rapid 


in NH interaction with 435 transcripts observed to be down-regulated in H at 6 h.a.i. 


(Figure 24 b: II). This indicates a shift by 6 hours in NH-specific response of wheat 


compare to barley. In contrast to barley, there was an up-regulation of specific 


transcripts in H interaction (down-regulated in NH) at 12 h.a.i..  


  


Figure 24: H versus NH interaction specific changes in transcript expression 
over time. 


Venn diagrams showing the overlapping and non-overlapping sets of significantly up 
regulated (I) and down regulated (II) transcripts after  6, 12, 24, 74 h.a.i. in H vs. NH  
comparison in a.) barley and b.) wheat. Number indicated in parentheses at each 
time point corresponds to total number of up or down regulated transcripts, 
respectively and oval represents individual time point. Host and nonhost is Bgh and 
Bgt inoculated barley plants respectively and vice versa for wheat. Abbreviations: H-
Host; NH-Nonhost.   
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Interestingly, the numbers of commonly regulated transcripts at all four investigated 


time point were clearly less compared to generally PM-regulated transcripts (Figure 


22). Put together, this analysis suggests that the response of barley and wheat to 


adapted versus non-adapted PM differs considerably and in a more time-point 


specific way that generally PM-regulated transcripts. 


III.3.12 Hierarchical clustering of H versus NH-regulated transcripts of barley 


and wheat  


The most common method to group transcripts with similar expression patterns is 


hierarchical clustering. In order to visualize the transcripts with similar expression 


pattern in the sets of H versus NH-regulated transcripts, hierarchical clustering was 


performed and revealed four major clusters of barley transcripts (Figure 25). Cluster 


A contains transcripts that were up-regulated both in H and NH interactions. In this 


cluster, a number of up-regulated transcripts were more strongly induced in the NH 


interaction at 12 h.a.i. compared to the H interaction. The opposite was also true at 


74 h.a.i. where a large number of transcripts were more strongly up-regulated in the 


H compared to the NH interaction. These H up-regulated transcripts at 74 h.a.i. 


probably reflect an ongoing stress by the adapted pathogen and might also include 


transcripts which might function as susceptibility factor with a disease supporting 


role. At this time point, in the NH interaction, transcripts were back to normal level of 


unstressed tissue (control sample). This probably reflects a successful arrest of non-


adapted pathogen or a failure of non-adapted effector molecules from Bgt to finds its 


target in barley. Cluster B illustrates transcripts that are down-regulated in H and NH 


interaction. Here, after a strong repression, most transcripts returned to unstressed 


levels comparable to the control samples at 74 h.a.i in the NH interaction whereas 


they remained low in H interaction.  These trend in clusters A and B also explain the 


observed higher number of regulated transcripts at 74 h.a.i in the H compared to NH-


interaction (Figure 23a). Cluster C contains transcripts that were strongly down-


regulated especially at 24 and 74 h.a.i. in the H interaction. This cluster together with 


part of cluster A also represents co-opted transcripts that support disease 


development or that reflects the stressed state of the successfully invaded tissue. 


Cluster D includes transcripts that were more strongly differentially regulated 


between H and NH interactions in a rather complex way.    
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Figure 25: Hierarchical clustering of H versus NH-regulated transcripts of 
barley.  


1684 barley transcripts that were differentially regulated in H versus NH interactions 
were used for clustering. A-D denotes different clusters of transcripts with similar 
expression patterns. E and F depicts, H and NH interaction specifically regulated 
transcripts, respectively. For the clustering, log2-transformed median-centered mean 
signal intensity values of three biological replicates were used. Pearson distance 
correlation and average linkage was applied. Color code: blue, down-regulation; 
yellow, up-regulation (relative to median value). Control- non-inoculated sample. 


This cluster also includes small clusters of transcripts that were exclusively induced 


in H-or NH-interactions as shown by zoomed in images to the right of Figure 25; E-F.   
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In the case of wheat, hierarchical clustering resulted in four clusters (Figure 26). 


Cluster A to C represents up-regulated and cluster D represents down-regulated 


transcripts, respectively. Generally, transcripts were induced more rapidly at 6 h.a.i. 


in NH- as compared to the H interaction (Figure 26). Cluster A contains transcripts 


that were more strongly induced at 24 h.a.i. both in H and NH interactions. Cluster B 


includes transcripts with most marked differential expression between H and NH 


interactions. This cluster contains a sub-cluster which probably reflects H-specific 


markers with transcript induction specific to H-interaction. Cluster A and B also 


includes small clusters of transcripts that were exclusively induced in H-or NH-


interactions as shown by zoomed in images to the right of Figure 26 ; E-F. Cluster C 


contains more rapidly regulated transcripts with peak expression at 6 h.a.i. in the NH 


interaction and 12 h.a.i. in the H interaction. The remaining transcripts with more 


complex differences between H and NH interactions clustered as D. In summary, 


hierarchical clustering analysis clearly showed characteristic patterns of quantitative 


differences of transcript levels of both species in response to adapted versus non-


adapted PM.  


III.3.13 H and NH-interaction specifically regulated transcripts of barley and 


wheat  


Based on clustering analysis of H versus NH-regulated list, 41 transcripts in barley 


were found to be regulated exclusively in H-specific interaction and 14 showed 


regulation in NH-specific interaction (Zoomed in images, Figure 25; E-F). In case of 


wheat, 28 showed H-specific regulation and 10 showed NH-specific regulation 


(Zoomed in images, Figure 26; E-F). Among this cluster, several transcripts yielded 


no BLAST hits to any plant species, suggesting that these transcripts might be of 


fungal origin and had escaped the Blumeria-probe filtering step mentioned earlier 


(Section III.2.7). Presence of transcripts which escaped the filtering suggest that 


these transcripts probably were specific to Blumeria strains used in this study and 


are not present in the annotated Blumeria genome sequence (Spanu et al., 2010; 


Wicker et al., 2013).  
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Figure 26: Hierarchical clustering of H versus NH-regulated transcripts of 
wheat. 


818 wheat transcripts that were differentially regulated in H versus NH interactions 
are shown. A-D denotes different cluster of transcripts with similar expression 
pattern. For the clustering, log2-transformed median-centered mean signal intensity 
values of three biological replicates were used. Pearson distance correlation and 
average linkage was applied. Color code: blue, down-regulation; yellow, up-
regulation (relative to median value). Control- non-inoculated sample. 
 


Among barley H-specific transcripts, apart from those transcripts with no BLAST hits 


13 transcripts with clear BLAST hits to Arabidopsis or rice could be identified 


suggesting that they are plant encoded with a very strong specificity of interaction-


dependent transcription. In case of wheat, 19 transcripts could be identified with 


clear BLAST hits. In case of NH-specifically regulated transcripts, 8 transcripts had 


BLAST hits in both barley and wheat, respectively. Some of the NH-specially 


induced transcripts in barley includes a HarvEST unigene (Close et al., 2004) with 


similarity to peptidyl-prolyl cis-trans isomerise (U35_ 3454), an endo-14-beta-
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xylanase (U35_ 46527) and a ribosomal protein (U35_ 37577). In the case of wheat, 


transcripts of TIGR (http://compbio.dfci.harvard.edu/tgi/) unigene with tetratrico 


peptide repeat region (TPR) (TC385151), a starch branching enzyme IIb 


(BQ169432) with similarity to Triticum turgidum and a hypothetical protein of 


unknown function (TC435564) were strongly induced exclusively in NH-interaction. 


Lists of H and NH-interaction exclusively regulated transcripts of barley (CD3-H-and-


NH_specifically-regulated_Barley.xlsx) and wheat (CD6-H-and-NH_specifically-


regulated_Wheat.xlsx) are included in the accompanying CD. In summary, these H 


and NH-specifically regulated transcripts might include susceptibility-factors co-opted 


by effectors in the susceptible interactions and NHR-related factors in the resistant 


interactions, respectively and hence are particularly interesting for the future 


functional studies.  


III.3.14 MapMan BIN assignment of Agilent gene expression 44K microarrays of 


barley and wheat  


MapMan is a visualisation and compression tool for large data sets such as those 


derived from microarrays facilitating their biological interpretation (Thimm et al., 


2004; Usadel et al., 2009). In MapMan, transcripts belonging to particular biological 


or metabolic pathways or processes are hierarchically classified in a hand-curated 


manner by experts of plant biology into non-redundant functional groups called BINs. 


The resulting graphical representation of binned transcripts will allow addressing 


changes in cellular biology of PM-attacked tissue that are not immediately evident by 


studying the regulation of individual genes.  


In this study, hierarchical functional classification of barley was done extended from 


the Affymetrix 20K array to the Agilent gene expression microarray 44K array 


(Usadel unpublished). In the case of wheat, MapMan binning was made using the 


Mercator tool (Lohse et al., 2014). The approximately 44,000 unigenes were 


classified into 34 Superbins with a specific biological function. Superbin 35 contained 


all the non-assigned genes.  
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III.3.15 Identification of over- and under-represented MapMan BINs among 


differentially expressed transcripts of barley and wheat 


One way to understand the biological significance of large data set is to analyze 


which functional groups (BINs), are over- or under-represented among gene sets of 


interest (Iacucci et al., 2012). To determine whether transcripts belonging to a 


specific MapMan superbin were preferentially regulated in response to PM-attack, a 


Fisher’s exact test was carried out. Fisher’s exact test is used to determine 


significant associations between two categorical variables (Weisstein; McDonald, 


2009) in this case: between transcripts that were differentially regulated and the total 


number of transcripts that were flagged “detected” on the array (see Section III.3.5). 


In order to differentiate between up- and down-regulated transcripts, the regulation 


factors (fold change) all four investigated time points of the generally PM-regulated 


and H versus NH-regulated transcripts of barley and wheat, respectively, were 


averaged. Based on this in barley, out of 5570 PM-regulated transcripts, 2682 and 


2888 were found to be up- and down-regulated, respectively. In the case of wheat, 


out of 4811 PM-regulated transcripts, 2393 and 2418 were up- and down-regulated, 


respectively. In H versus NH-regulated sets of barley, out of 1684 transcripts, 715 


and 969 were found to be up- and down-regulated, respectively. In wheat, the  818 


differentially regulated transcripts could be separated into 357 and 461 up- and 


down-regulated ones, respectively.  


For the analysis of over- or under-representation of differentially regulated 


transcripts, the total numbers of up-or down-regulated transcripts per MapMan 


superbin were counted manually. In the case of total expressed transcripts on the 


array (reference set), the number of transcripts irrespective of their regulation in the 


respective MapMan superbins were also counted manually. In general, differentially 


regulated transcripts were mapped into 31 out of 34 MapMan superbins, and those 


with at least one case of significant over- or under-representation compared to the 


total number of “detected” ones of barley and wheat are shown in Figure 27 and 28, 


respectively.  


Among 2682 up-regulated transcripts of barley, significantly over-represented 


superbins in either generally PM or H versus NH-regulated lists were “Amino acid 
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metabolism,” “Secondary metabolism,” “Hormone metabolism,” “Transport,” “Stress,” 


“Signalling” and “Miscellaneous”. Superbin “Miscellaneous” had been previously 


reported to contain unigenes belonging to pathogenesis-related or stress-related 


multi-gene families involved in basal defense of barley (Zellerhoff et al., 2010). 


Among the up-regulated transcripts, superbins “Photosynthesis,” “DNA,” “RNA,” 


“Protein,” and “Cell organization” were significantly under-represented.  


In the case of down-regulated transcripts (2888) of barley, superbins “Secondary 


metabolism,” “Lipid metabolism,” “Cell wall,” and “Miscellaneous” were significantly 


over-represented and “Nucleotide metabolism,” and “Protein,” related superbins 


were strongly under-represented. Superbins “RNA,” and “Protein” are under-


represented in both up and down-regulated transcripts.  A significant percentage 


also mapped to superbin, “Not assigned” among the both up and down-regulated 


transcripts. This category of transcripts might contain yet unidentified H as well as 


NH interaction factors and hence more work is needed to be done for precise 


annotation of this superbin.  


In wheat among up-regulated transcripts, “Amino acid metabolism,” “Secondary 


metabolism,” “Transport,” “Stress,” “Signalling” and “Miscellaneous” superbins were 


over-represented whereas superbins “DNA,” “RNA,”, “Protein” were under-


represented.  


Among the down-regulated transcripts of wheat, “Photosynthesis,” “Major 


carbohydrate (CHO) metabolism,” “Secondary metabolism,” “Cell wall,” and 


“Miscellaneous” superbins were strongly over-represented. Under-represented 


superbins among down-regulated transcripts are “DNA,” “RNA,” “Protein.” As in case 


of barley, a majority of differentially regulated transcripts mapped into superbin “Not 


assigned.” 


In both species among the generally PM-regulated transcripts, “Secondary 


metabolism,” “Transport,” “Stress,” and “Signalling”-related superbins were strongly 


over-represented in common. The superbin “Cell wall” was over-represented among 


down-regulated transcripts of generally PM-regulated sets in a highly similar manner. 
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Figure 27: Over-and under-representation of regulated transcripts of PM-
attacked barley in functional groups. 


Abundance of the 5570 generally PM-responsive and 1684 H versus NH-regulated 
transcripts in MapMan superbins. Statistical significance of the percent over- and 
under-representation of regulated transcripts belonging to a specific functional 
category was calculated relative to the percentage of 29155 total detected transcripts 
by Fisher’s test. P-value (two-tailed) is indicated with asterisks: *P<0.05, **P<0.005, 
***P< 0.0005. Superbins containing less than five transcripts were not estimated 
(n.e.) by Fisher’s test. PS, Photosynthesis; AA Met, Amino acid metabolism; 
Misc.incl.PR, Miscellaneous including pathogenesis-related; Cell.org, Cell. 
Organization; Met, metabolism. Number of transcripts assigned to respective BINs 
are shown in Supplemental Table S5 
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Figure 28: Over-and under-representation of regulated transcripts of PM-
attacked wheat in functional groups. 


Abundance of the 4811 generally PM-responsive and 818 H versus NH-regulated 
transcripts in MapMan superbins. Statistical significance of the percent over- and 
under-representation of regulated transcripts belonging to a specific functional 
category was calculated relative to the percentage of 26684 total detected transcripts 
by Fisher’s test. P-value (two-tailed) is indicated with asterisks: *P<0.05, **P<0.005, 
***P< 0.0005. Superbins containing less than five transcripts were not estimated 
(n.e.) by Fisher’s test. For abbreviations please refer Figure 27. Number of 
transcripts assigned to respective BINs is shown in Supplemental Table S6 


 


Among the H versus NH interactions of both species, superbin “Secondary 


metabolism” and “Miscellaneous” were highly significantly over-represented. In 


summary, there was no obvious difference in over- or under-representation of the 


MapMan functional categories between generally PM-regulated and H versus NH-


regulated transcripts of barley and wheat, as shown before (Zellerhoff et al., 2010) in 


the case of barley. 
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III.3.16 Identification of orthologous transcripts regulated of upon PM infection 


in barley and wheat 


It can be expected that cellular and molecular events in PM-attacked epidermis of 


the related Triticeae species barley and wheat are similar. To examine the extent of 


response similarity that is reflected in transcript profiles, the regulation of gene 


orthologs in barley and wheat was addressed. By definition, orthologs are genes in 


different species derived from a common ancestor and may have retained the same 


function (Fitch, 1970). Orthology between genes in different species is usually 


identified through the degree of sequence similarity. Because of the rather recent 


common ancestor, many genes of barley and wheat possess a high degree of 


sequence similarity, and this allows identifying orthologs in these species. However, 


a direct comparison of barley and wheat transcripts is complicated by the different 


ploidy levels in both species. Bread wheat is an allo-hexaploid species potentially 


containing three copies of each gene contributed by the A, B and D genomes. 


Furthermore, gene paralogs due to tandem and segmental duplication events in 


barley and wheat add complexity for direct ortholog identification. Due this situations, 


ortholog assignments can result in one-to-one, one-to-many (1-to-N) or many-to-


many (N-to-N) relationships.  


III.3.17 Generally PM-regulated orthologous transcripts 


The ortholog matching was done by a best reciprocal BlastN-hit analysis combined 


with an InParanoid analysis (Ostlund et al., 2010) of the barley and wheat unigenes 


on Agilent gene expression 44K microarrays. As a result, a total of 27,820 matching 


ortholog pairs of barley and wheat were identified.  


Based on the matching approach, 4014 out of 5570 generally PM-regulated barley 


transcripts could be matched to one or several wheat ortholog (Figure 29a). In the 


case of wheat, 3543 out of 4811 regulated transcripts could be matched to potential  
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Figure 29: An overview of orthologs identified in generally PM-regulated 
transcripts of barley and wheat. 


a.) Number of barley transcripts that could be matched to one or more wheat 
orthologs out of 5570 generally PM-regulated transcripts. 
b.) Number of wheat transcripts that could be matched to one or more barley 
orthologs out of 4811 generally PM-regulated transcripts.    
c.) Number of ortholog-matched and significantly regulated transcripts in both in both 
barley and wheat. 
d.) Total number of non-redundant barley and wheat orthologs that are significantly 
regulated.  
 


barley orthologs (Figure 29b). This ortholog match also includes genes that are only 


significantly regulated in either barley or wheat. Hence, in order to identify orthologs 


significantly regulated in both species, the 4014 and 3543 ortholog-matched 


transcripts of barley and wheat, respectively were filtered for generally PM-regulation 


in both species. This revealed 1404 pairs of ortholog-matched and significantly 


regulated transcripts in both barley and wheat (Figure 29c). The 1404 ortholog- 


2610 21391404


WheatBarley


c.)


Barley


d.) Significantly regulated 


non-redundant orthologs 


Wheat
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matched pairs contained 946 unique barley transcripts and 1306 unique wheat 


transcripts (Figure 29d) because of N-to-N relationships. Lists of generally-PM 


regulated (CD7-Generally-PM-regulated-orthologous-barley-and-wheat.xlsx) and H 


versus NH-regulated (CD8-H-versus-NH-regulated-orthologous-barley-and-


wheat.xlsx) orthologous transcripts with signal intensities values and fold-change are 


included in the accompanying CD.  


III.3.18 H versus NH-regulated orthologous transcripts 


The same matching approach as outlined above for the generally PM-regulated 


transcripts was applied also for transcripts differentially regulated in H versus NH 


comparisons. In the case of H versus NH-regulated transcripts, 1205 out of 1684 and 


573 out of 818 transcripts could be matched in barley and wheat, respectively 


(Figure 30a and b). Among the transcripts significantly regulated in both species, 162 


match pairs could be identified (Figure 30c) corresponding to 124 and 148 non-


redundant transcripts in barley and wheat respectively (Figure 30d). 


III.3.19 Expression patterns of barley and wheat orthologs at different time 


points in response to adapted and non-adapted PM  


Normally orthologous gene are expected to conserve their function after the 


speciation event (Gabaldon et al., 2013). However, due to different selection 


pressure in the separated species, changes in ortholog gene regulation or protein 


function could happen to adapt to a particular situation in a fine-tuned manner. 


Hence, the kinetics or strength of gene expression between species may be 


dissimilar. To visualize and compare expression patterns of the identified 1404 


generally PM-regulated and 162 H versus NH-regulated ortholog-matched transcript 


pairs, they were sorted according to hierarchical clustering data of barley. Figure 31a 


shows the normalised signal intensities of 1404 ortholog-matched transcript pairs of 


barley and wheat as a heat map. 
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Figure 30: An overview of orthologs identified in H versus NH-regulated 
transcripts of barley and wheat.  


a.) Number of barley transcripts that were matched to one or more wheat orthologs 
out of 1684 H versus NH-regulated transcripts. 
b.) Number of wheat transcripts that were matched to one or more barley orthologs 
out of 818 H versus NH-regulated transcripts.    
c.) Numbers of ortholog-matched and significantly regulated transcripts in both in 
both barley and wheat. 
d.) Total number of non-redundant barley and wheat orthologs that are significantly 
regulated.  
 


In the generally PM-regulated set (Figure 31a), the down-regulation of orthologs in 


the wheat-host interaction was somewhat more rapid (cluster A), compare to the 


barley-Bgh interaction. Interestingly, the response of barley to non-adapted PM (Bgt) 


was more rapid and similar to that of wheat during host (Bgt) or nonhost (Bgh)  
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Figure 31: Expression patterns of the ortholog-matched, differentially 
expressed transcripts in barley and wheat.  


Hierarchical clustering of barley transcripts was done as described in Figure 25, and 
wheat orthologs were sorted according to the clustering results of barley. a.) 
heatmap of 1404 generally PM-responsive orthologous transcripts; b.) heatmap of 
162 H versus NH-regulated orthologous transcripts. Due to 1 to N relationships 
between barley and wheat orthologs, some barley transcripts are shown in 
duplicates. Color code: blue, down-regulation; yellow, up-regulation (relative to 
median value). Control is non-inoculated sample.    
 
interactions (Figure 31a, cluster A). The same was also true for the up-regulated 


transcripts (cluster B): response of wheat to both Bgh (non-adapted) and Bgt 


(adapted) was more rapid compared to barley responding to either pathogen. In the 


case of barley, the response to non-adapted (Bgt) showed a trend to be more rapid 
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than adapted (Bgh). A comparison of the 162 ortholog-matched pairs of H versus 


NH-regulated transcripts showed a more rapid response of wheat and barley to both 


non-adapted PMs at the 6 and 12 h.a.i. respectively, as compared to the adapted 


interactions (Figure 31b). It is interesting to note the predominance of up-regulated 


orthologs among the 162 H versus NH-regulated transcripts (Figure 31b). In 


summary, a conserved co-regulation of orthologous pairs of generally PM-regulated 


and H versus NH-regulated transcripts was evident in barley and wheat. 


III.3.20 Functional analysis of generally PM-regulated orthologs of barley and 


wheat by MapMan BIN assignment  


MapMan analysis of the ortholog-matched transcript pairs was done as described 


above (Section III.3.14 and III.3.15). Due to their limited number, transcripts of barley 


and wheat were not separated into up- and down-regulated ones. The 1404 


ortholog-matched pairs of generally PM-regulated transcripts containing 946 unique 


barley and 1306 unique wheat transcripts (Figure 29d), were mapped into 24 


superbins (Figure 32). The following functional categories that were significantly 


over-represented compared to the total number of expressed transcripts on the 


barley and wheat arrays: metabolism-related superbins such as “Lipid metabolism,” 


“Amino acid metabolism,” “Secondary metabolism,” and “Hormone metabolism”. In 


signalling-related superbins “Cell wall,” “Stress,” “Redox,” “Miscellaneous,” 


“Signalling” were significantly over-represented (Figure 32). Interestingly, the 


superbin “Redox,” which was not significantly over-or under-represented in non-


ortholog-matched regulated transcripts turned out to be significantly over-


represented among generally PM-regulated-orthologous transcripts (Figure 32). 


Among the cellular function-related superbins “Transport” was over-represented 


whereas, superbins such as “RNA,”, “DNA,” “Protein” were under-represented. The 


superbin “Not assigned,” corresponds to 26.5% of the barley transcripts and 53.5% 


of transcripts in wheat (data not shown). The highly similar pattern of over- and 


under-representation of superbins strongly suggests conserved response patterns of 


the two species to PM attack.  
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Figure 32: Over- and under-representation of ortholog-matched, generally PM-
regulated transcripts of barley and wheat in functional groups.  


1404 ortholog-matched generally PM-responsive transcripts were categorized based 
on MapMan binning. Statistical significance of the over- and underrepresentation of 
regulated transcripts belonging to a specific functional category relative to the total 
number of detected transcripts on barley and wheat arrays was calculated by 
Fisher’s test. P-value (two-tailed) is indicated with asterisks: *P<0.05, **P<0.005, 
***P< 0.0005. Superbins containing less than five transcripts were not estimated 
(n.e.). Superbin “Not assigned,” is not shown here. Numbers of transcripts assigned 
to respective superbins are shown in Supplemental Table S7. 


 


III.3.21 Analysis of H versus NH-regulated orthologous transcripts 


The potentially most relevant list of 162 ortholog-matched, H versus NH-regulated 


pairs containing 124 and 148 non-redundant transcripts of barley and wheat, 
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respectively, could be mapped into eight superbins (Figure 33). These superbins 


contained the minimum numbers of transcripts for statistical analysis. Superbins like 


“Secondary metabolism,” “Hormone metabolism,” “Transport-related” and  


“Miscellaneous/PR-response” were significantly over-represented in both barley and 


wheat in a highly similar manner. A heat map of H versus NH-regulated-transcript 


orthologs in barley and wheat that were grouped according to MapMan superbins is 


shown in Figure 34 and the list of regulated-transcript orthologs is shown in Table 4. 


 


Figure 33: Over- and 
under-representation 
of ortholog-matched, H 
versus NH-regulated 
transcripts in 
functional groups.  


162 ortholog-matched 
transcripts were binned 
based on MapMan 
classification.  Statistical 
significance of over- or 
under-representation 
was calculated relative 
all detected transcripts 
on the of barley and 
wheat arrays by Fisher’s 
test. P-value (two-tailed) 
is indicated with 
asterisks: *P<0.05, 
**P<0.005, ***P< 0.0005. 
Numbers of transcripts 
assigned to respective 
superbins are shown in 
Supplemental Table S7. 
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average transcript regulation ratio between 6, 12 and 24 h.a.i. time points (for overall 


regulation) were calculated. This was achieved by comparing regulation factors (fold 


change) of H versus C and NH versus C samples of barley and wheat, respectively. 


Based on this calculation, for example, a transcript ortholog with H versus NH 


regulation ratio more than one (higher induction in H) at the 6 h.a.i. time point was 


designated with a red dot ( ), and a transcript ortholog with ratio less than one 


(higher induction in NH) was designated with a green dot ( ). This 6 h.a.i. time point 


dot designation is indicated on the left of two dots per transcript ortholog in Figure 34 


for each species, respectively. The same red and green dot designations was also 


given to the ratio of average transcript regulation between 6, 12 and 24 h.a.i. time 


points and are indicated on the right. Hence, a transcript ortholog with two green 


dots in barley ( ) and in wheat ( ), respectively, indicates a higher induction (or 


less down-regulation) in NH-interaction in both 6 h.a.i. and on average transcript 


regulation between 6, 12 and 24 h.a.i. time points. Likewise, two red dots in both 


species, respectively, indicate a higher induction in H-interaction. The time point 74 


h.a.i. was not considered for this analysis because most transcripts returned to 


unstressed levels as that of control sample especially in the NH interaction.  


Analysis of transcriptional trends indicated different patterns of response among the 


H versus NH ortholog-matched transcripts of both species in response to adapted 


and non-adapted B. graminis. Among 124 unique ortholog-matched barley 


transcripts, 24 orthologs showed highly conserved co-induction in NH-interactions 


(highlighted with four green dots) in both species at early and in overall time points 


(Figure 34 highlighted with green arrows on the right). Further, majority of transcripts 


(71 out of 120) showed higher co-induction in NH-interactions (with three green and 


one red dot). Among this category, several orthologs showed an early induction in 


NH-interaction in both species suggesting an early role in defense response. This 


group of transcripts with a dominant regulation in NH-interaction suggests a potential 


role in NHR and might represents conserved NHR factors. Four ortholog-transcripts 


showed a conserved co-induction in H-interaction (Figure 34; red arrow; four or three 


red dots). Eight showed opposite or anti-parallel type of transcript regulation between 


H and NH-interactions (Figure 34; black arrows; two red or two green dots). This 


opposite or anti-parallel type of transcript response suggests a behavior that is 
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determined by respective pathogen by for instance, detection of a common PAMP 


rather than by the host-versus nonhost status of barley or wheat. Transcripts with 


higher induction in H-interactions (two and three reds dots) also might represent host 


susceptibility-factors co-opted by an effector. 


In summary, a closer look into conserved gene expression patterns among co-


regulated orthologs belonging to different functional groups reveals rather a complex 


quantitative difference in transcriptional response among both species. A more 


detailed description of several particularly interesting, putative transcript ortholog in 


this list is provided in the Discussion section.    
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Figure 34: Expression patterns of co-regulated orthologs grouped into 
MapMan superbins.  


The transcript profiles of orthologs shown as heat map and numbered corresponding 
to different MapMan superbins. 1.) “Secondary metabolism,” 2.) “Hormones,” 3.) 
“Stress,”  4.) “Protein modification,” 5.) “Signalling,”  6.) “Transport,” 7.) 
“Miscellaneous,” 8.) Others and 9.) Unknowns. Median-centered normalised signal 
intensity values of wheat sorted according to hierarchical clustering of barley data. 
Barley U35 IDs and wheat Agilent Gene Expression Microarray probe IDs used as 
identifiers.  Red and green dots designate different patterns of transcriptional 
response based on regulation factor (fold change) of both species in response to 
adapted and non-adapted B. graminis. Transcripts with similar transcriptional 
response are shown with similar colored arrows. Due to 1 to N relationships between 
barley and wheat orthologs, some transcripts are shown in duplicates. Signal 
intensity color scale: blue, down-regulation; yellow, up-regulation (relative to median 
value). Control is non-inoculated sample. 
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Barley 
unigene  ID


a
 


Wheat 
Ortholog ID


b
 


MapMan BIN name Best Rice hit/ Expect (e) value/ Description
c
 


U35_12995 A_99_P330016 Secondary metabolism.phenylpropanoids LOC_Os09g37180.15e-55 anthranilate N-benzoyltransferase protein 1  


U35_1238 A_99_P020754 Secondary metabolism.phenylpropanoids LOC_Os04g56910.1 0.0 anthranilate N-benzoyltransferase protein 1  


U35_5528 A_99_P303491 Secondary metabolism.phenylpropanoids.lignin biosynthesis.4CL LOC_Os08g34790.1 1e-155 4-coumarate--CoA ligase 2  


U35_14101 A_99_P204396 Secondary metabolism.phenylpropanoids.lignin biosynthesis.ccoaomt LOC_Os08g38900.1 1e-102 caffeoyl-CoA O-methyltransferase 1  


U35_1183 A_99_P253296 Secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD LOC_Os02g09490.1 1e-143 cinnamyl alcohol dehydrogenase  


    U35_3502 A_99_P283116 Hormone metabolism.auxin.induced-regulated-responsive-activated LOC_Os03g09900.1 1e-151 membrane protein  


U35_3503 A_99_P283116 Hormone metabolism.auxin.induced-regulated-responsive-activated LOC_Os03g09900.1 3e-32 membrane protein  


U35_21074 A_99_P330946 Hormone metabolism.cytokinin.synthesis-degradation LOC_Os01g09260.1 1e-59 cytokinin dehydrogenase 1 precursor  


U35_19338 A_99_P394117 Hormone metabolism.ethylene.synthesis-degradation LOC_Os01g55240.1 5e-96 gibberellin 2-beta-dioxygenase  


U35_1048 A_99_P259336 Hormone metabolism.ethylene.synthesis-degradation LOC_Os02g17940.6 1e-128 leucoanthocyanidin dioxygenase  


U35_1045 A_99_P259336 Hormone metabolism.ethylene.synthesis-degradation LOC_Os02g17940.6 6e-43 leucoanthocyanidin dioxygenase  


U35_1046 A_99_P259336 Hormone metabolism.ethylene.synthesis-degradation LOC_Os02g17940.6 1e-113 leucoanthocyanidin dioxygenase  


U35_9462 A_99_P028994 
Hormone metabolism.gibberelin.synthesis-degradation.copalyl 
diphosphate synthase LOC_Os04g09900.3 2e-61 ent-kaurene synthase A chloroplast precursor  


    U35_27334 A_99_P509202 Stress.biotic LOC_Os12g43380.1 1e-58 thaumatin-like protein precursor  


U35_882 A_99_P162562 Stress.biotic LOC_Os10g39680.1 1e-112 acidic endochitinase Q precursor  


U35_701 A_99_P240161 Stress.biotic LOC_Os10g11500.1 3e-76 pathogenesis-related protein PRB1-3 precursor  


U35_249 A_99_P242796 Stress.biotic LOC_Os10g34910.1 1e-76 secretory protein putative 


U35_17346 A_99_P424247 Stress.biotic LOC_Os06g51060.1 1e-132 basic endochitinase 1 precursor  


U35_17916 A_99_P325991 Stress.biotic LOC_Os01g62260.1 1e-106 osmotin-like protein precursor  


U35_414 A_99_P242791 Stress.biotic LOC_Os10g34930.1 1e-80 secretory protein  


U35_15620 A_99_P000381 Stress.biotic LOC_Os04g41680.1 9e-97 endochitinase A precursor  


U35_17890 A_99_P484782 Stress.biotic.PR-proteins LOC_Os11g07690.1 8e-64 disease resistance response protein 206 putative 


U35_147 A_99_P172109 Stress.abiotic.unspecified 
LOC_Os08g08980.1 1e-106 germin-like protein subfamily 1 member 7 
precursor  


    U35_16744 A_99_P272976 Protein.postranslational modification LOC_Os03g20380.1 0.0 CIPK-like protein 1  


U35_6174 A_99_P180370 Protein.postranslational modification 
LOC_Os08g34240.1 7e-81 CBL-interacting serine/threonine-protein kinase 
15  


U35_27087 A_99_P322201 
Protein.postranslational modification.kinase.receptor like cytoplasmatic 
kinase VII LOC_Os01g60700.2 2e-25 serine/threonine-protein kinase NAK  


U35_11938 A_99_P378077 
Protein.postranslational modification.kinase.receptor like cytoplasmatic 
kinase VII LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase  


U35_1701 A_99_P117090 
Protein.postranslational modification.kinase.receptor like cytoplasmatic 
kinase VII 


LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase 
expressed 
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U35_9651 A_99_P341911 Protein.degradation.subtilases LOC_Os04g35140.1 0.0 subtilisin-like protease precursor  


U35_467 A_99_P268711 Protein.degradation.aspartate protease LOC_Os01g71080.1 1e-51 xylanase inhibitor TAXI-IV  


U35_49430 A_99_P192567 Protein.degradation.ubiquitin.E3.RING LOC_Os06g07100.2 3e-27 RING-H2 finger protein ATL5I  


U35_12880 A_99_P499322 Protein.degradation.ubiquitin.E3.RING LOC_Os09g20980.1 1e-35 RING-H2 finger protein ATL5I  


U35_17745 A_99_P296646 Protein.glycosylation LOC_Os03g11590.1 1e-146 expressed protein 


    


U35_21203 A_99_P431402 Signalling.receptor kinases.leucine rich repeat III LOC_Os09g23570.1 8e-66 receptor kinase  


U35_15508 A_99_P071865 Signalling.receptor kinases.leucine rich repeat XI 
LOC_Os11g31540.1 1e-68 BRASSINOSTEROID INSENSITIVE 1-associated 
receptor kinase 1 precursor  


U35_11938 A_99_P378077 
Protein.postranslational modification.kinase.receptor like cytoplasmatic 
kinase VII LOC_Os03g30890.2 3e-64 S-locus-like receptor protein kinase  


U35_35192 A_99_P378077 Signalling.receptor kinases.DUF 26 LOC_Os03g30890.2 9e-19 S-locus-like receptor protein kinase  


U35_10485 A_99_P379732 Signalling.receptor kinases.DUF 26 LOC_Os07g35390.1 1e-80 serine/threonine kinase-like protein  


U35_5850 A_99_P356796 Misc.myrosinases-lectin-jacalin LOC_Os12g41530.1 4e-75 protein kinase putative 


U35_4393 A_99_P453252 Signalling.receptor kinases.DUF 26 LOC_Os07g35370.1 1e-171 receptor-like protein kinase homolog RK20-1  


U35_1701 A_99_P117090 
Protein.postranslational modification.kinase.receptor like cytoplasmatic 
kinase VII 


LOC_Os04g24220.1 0.0 OsWAK32 - OsWAK receptor-like protein kinase 
expressed 


U35_41373 A_99_P351076 Signalling.calcium LOC_Os01g04280.1 3e-16 calmodulin binding protein  


    


U35_6068 A_99_P261796 Transport LOC_Os10g33920.3 1e-149 integral membrane protein like  


U35_17577 A_99_P278701 Transport.sugars LOC_Os03g11900.1 0.0 sugar transport protein 8  


U35_12723 A_99_P210391 Transport.amino acids LOC_Os08g03350.1 9e-58 LHT1  


U35_10619 A_99_P072045 Transport.ammonium LOC_Os03g62200.1 1e-109 ammonium transporter 2  


U35_420 A_99_P256366 Transport.phosphate LOC_Os04g10750.4 0.0 inorganic phosphate transporter 1-5  


U35_23308 A_99_P005116 Transport.ABC transporters and multidrug resistance systems LOC_Os01g50100.1 1e-107 multidrug resistance protein 4  


U35_42222 A_99_P005116 Transport.ABC transporters and multidrug resistance systems LOC_Os01g50100.1 2e-88 multidrug resistance protein 4  


U35_8212 A_99_P005116 Transport.ABC transporters and multidrug resistance systems LOC_Os01g50100.1 4e-90 multidrug resistance protein 4  


U35_45844 A_99_P175719 Transport.ABC transporters and multidrug resistance systems LOC_Os02g21340.1 2e-19 ABC-2 type transporter family protein expressed 


U35_18302 A_99_P193978 Transport.ABC transporters and multidrug resistance systems 
LOC_Os11g37700.1 0.0 ATPase coupled to transmembrane movement of 
substances  


    


U35_2095 A_99_P416872 Misc.misc2 LOC_Os08g37874.1 1e-131 oxidoreductase  


U35_41631 A_99_P357506 Misc.UDP glucosyl and glucoronyl transferases LOC_Os11g04860.1 2e-33 indole-3-acetate beta-glucosyltransferase  


U35_12395 A_99_P552752 Misc.UDP glucosyl and glucoronyl transferases LOC_Os01g53350.1 2e-51 anthocyanidin 53-O-glucosyltransferase  


U35_8135 A_99_P335041 Misc.UDP glucosyl and glucoronyl transferases LOC_Os01g59100.1 8e-38 cytokinin-N-glucosyltransferase 1  


U35_16985 A_99_P061018 Misc.UDP glucosyl and glucoronyl transferases LOC_Os01g08110.1 0.0 flavonol-3-O-glycoside-7-O-glucosyltransferase 1  


U35_17121 A_99_P437312 Misc.UDP glucosyl and glucoronyl transferases LOC_Os01g45110.1 0.0 cytokinin-O-glucosyltransferase 1  


U35_20658 A_99_P340636 Misc.UDP glucosyl and glucoronyl transferases LOC_Os10g17489.1 1e-127 cytokinin-O-glucosyltransferase 2  


U35_17616 A_99_P289376 Misc.oxidases - copper, flavone etc. LOC_Os08g02230.1 0.0 FAD binding domain containing protein  
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U35_23208 A_99_P175629 
Misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline 
oxidases, troponine reductases LOC_Os07g41230.1 4e-35 esterase PIR7B  


U35_30412 A_99_P175629 
Misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline 
oxidases, troponine reductases LOC_Os07g41230.1 7e-44 esterase PIR7B  


U35_30532 A_99_P175629 
Misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline 
oxidases, troponine reductases LOC_Os07g41230.1 5e-30 esterase PIR7B  


U35_3138 A_99_P498477 Misc.glutathione S transferases LOC_Os10g38710.1 1e-69 glutathione S-transferase GSTU6  


U35_1533 A_99_P494037 Misc.glutathione S transferases LOC_Os03g50130.1 1e-63 microsomal glutathione S-transferase 3  


U35_6939 A_99_P080435 Misc.glutathione S transferases LOC_Os01g72150.1 4e-70 glutathione S-transferase  


U35_23184 A_99_P358016 Misc.glutathione S transferases LOC_Os10g38470.1 6e-70 glutathione S-transferase GSTU6  


U35_31961 A_99_P171414 Misc.peroxidases LOC_Os04g59150.2 5e-28 peroxidase 12 precursor  


U35_14158 A_99_P284181 Misc.peroxidases LOC_Os07g44499.1 2e-83 peroxidase 56 precursor  


U35_13827 A_99_P171414 Misc.peroxidases LOC_Os04g59150.1 1e-32 peroxidase 12 precursor  


U35_5850 A_99_P356796 Misc.myrosinases-lectin-jacalin LOC_Os12g41530.1 4e-75 protein kinase putative 


U35_15288 A_99_P226086 Misc.plastocyanin-like LOC_Os09g39940.1 6e-33 blue copper protein precursor  


U35_16426 A_99_P005951 Misc.plastocyanin-like LOC_Os08g04340.1 8e-41 blue copper protein precursor  


U35_19168 A_99_P425222 
Misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family 
protein LOC_Os07g07930.1 2e-38 lipid transfer protein  


U35_19167 A_99_P425222 
Misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family 
protein LOC_Os07g07930.1 5e-40 lipid transfer protein  


U35_7207 A_99_P037474 Misc.GDSL-motif lipase LOC_Os07g44780.1 8e-65 esterase precursor  


    


U35_17422 A_99_P445137 RNA.regulation of transcription.C2H2 zinc finger family LOC_Os03g15790.1 1e-58 nucleic acid binding protein  


U35_19121 A_99_P506102 RNA.regulation of transcription.bzip transcription factor family LOC_Os06g41770.1 3e-70 bZIP transcription factor protein  


U35_17216 A_99_P303501 Development.storage proteins LOC_Os08g37180.1 1e-180 patatin T5 precursor  


U35_2004 A_99_P255741 Development.storage proteins LOC_Os03g10110.1 2e-15 preproMP73  


U35_16261 A_99_P203546 Development.unspecified LOC_Os12g32620.1 1e-109 pollen-specific protein SF3  


U35_6000 A_99_P455507 Cell.vesicle transport LOC_Os11g05880.1 0.0 protein binding protein  


U35_31043 A_99_P326361 
Amino acid metabolism.synthesis.aspartate 
family.lysine.diaminopimelate decarboxylase LOC_Os09g37120.1 3e-36 ornithine decarboxylase  


U35_6391 A_99_P320681 
Amino acid metabolism.synthesis.aromatic aa.tryptophan.anthranilate 
synthase 


LOC_Os03g15780.1 0.0 anthranilate synthase component I-1 chloroplast 
precursor  


U35_1801 A_99_P350921 Cell wall.degradation.mannan-xylose-arabinose-fucose LOC_Os04g54810.1 0.0 beta-D-xylosidase  


U35_15768 A_99_P331986 Lipid metabolism.''exotics'' (steroids, squalene etc) LOC_Os05g42190.1 9e-68 flavoprotein wrbA  


U35_17257 A_99_P303201 


Lipid metabolism.lipid 
degradation.lysophospholipases.glycerophosphodiester 
phosphodiesterase 


LOC_Os03g40670.1 1e-180 glycerophosphoryl diester phosphodiesterase 
precursor  


U35_40782 A_99_P303201 


Lipid metabolism.lipid 
degradation.lysophospholipases.glycerophosphodiester 
phosphodiesterase 


LOC_Os03g40670.1 5e-32 glycerophosphoryl diester phosphodiesterase 
precursor  
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U35_13105 A_99_P484237 Not assigned.unknown LOC_Os03g52370.1 2e-17 expressed protein 


U35_3530 A_99_P439952 Not assigned.unknown LOC_Os02g13060.1 7e-44 expressed protein 


U35_7537 A_99_P428987 Not assigned.unknown LOC_Os12g32360.1 5e-43 expressed protein 


U35_23760 A_99_P258776 Not assigned.unknown LOC_Os03g52380.1 4e-21 expressed protein 


U35_2026 A_99_P431562 Not assigned.unknown LOC_Os03g61470.1 7e-41 PGPS/D12  


U35_27271 A_99_P149162 Not assigned.unknown LOC_Os04g58090.1 8e-28 NHL25  


U35_16634 A_99_P186482 Not assigned.unknown No hits found 


U35_16121 A_99_P469432 Not assigned.unknown 
LOC_Os01g04040.1 1e-13 Bowman-Birk type wound-induced proteinase 
inhibitor WIP1 precursor putative 


U35_31141 A_99_P489702 Not assigned.unknown LOC_Os02g04540.1 3e-05 vegetative cell wall protein gp1 precursor  


U35_5221 A_99_P345691 Not assigned.unknown LOC_Os04g33860.1 2e-31 expressed protein 


U35_23221 A_99_P395832 Not assigned.unknown LOC_Os09g27260.1 2e-22 TMV response-related gene product  


U35_16351 A_99_P327316 Not assigned.unknown No hits found 


U35_22629 A_99_P115130 Not assigned.unknown No hits found 


U35_22862 A_99_P194318 Not assigned.unknown LOC_Os03g60840.1 4e-21 Bowman-Birk type trypsin inhibitor  


U35_32574 A_99_P171414 Not assigned.unknown LOC_Os04g59150.2 2e-14 peroxidase 12 precursor  


U35_24436 A_99_P068430 Not assigned.unknown LOC_Os12g25090.2 7e-19 expressed protein 


U35_17188 A_99_P287196 Not assigned.unknown LOC_Os02g36530.1 3e-10 expressed protein 


U35_22570 A_99_P196573 Not assigned.unknown No hits found 


U35_14625 A_99_P401667 Not assigned.unknown LOC_Os01g42870.1 6e-49 10-deacetylbaccatin III 10-O-acetyltransferase  


U35_5870 A_99_P526212 Not assigned.unknown No hits found 


U35_16483 A_99_P425522 Not assigned.unknown LOC_Os10g42610.1 8e-39 TPR domain protein  


U35_5662 A_99_P479427 Not assigned.unknown No hits found 


U35_24821 A_99_P459937 Not assigned.unknown LOC_Os01g29280.1 7e-75 expressed protein 


U35_12884 A_99_P095210 Not assigned.unknown LOC_Os03g47280.1 5e-05 VQ motif family protein expressed 


U35_7797 A_99_P131475 Not assigned.unknown No hits found 


U35_20382 A_99_P313596 Not assigned.unknown No hits found 


U35_44738 A_99_P153587 Not assigned.unknown LOC_Os01g58130.1 3e-34 expressed protein 


U35_7124 A_99_P021939 Not assigned.unknown No hits found 


U35_37158 A_99_P133120 Not assigned.unknown LOC_Os04g39010.1 2e-23 ATFP4  


U35_14649 A_99_P457092 Not assigned.unknown 
LOC_Os01g04040.1 5e-08 Bowman-Birk type wound-induced proteinase 
inhibitor WIP1 precursor putative 


U35_17799 A_99_P361871 Not assigned.unknown LOC_Os01g62430.3 6e-62 elicitor-responsive protein 1  


U35_23570 A_99_P005116 Not assigned.unknown LOC_Os01g50100.1 1e-07 multidrug resistance protein 4  


U35_8264 A_99_P531552 Not assigned.unknown LOC_Os04g28390.1 2e-10 hypothetical protein 


U35_2024 A_99_P304931 Not assigned.unknown LOC_Os03g61470.1 2e-57 PGPS/D12  


U35_4591 A_99_P358866 Not assigned.unknown LOC_Os06g02040.1 2e-14 seed maturation protein  
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Table 4: List of ortholog-matched and H versus NH-regulated transcripts of barley and wheat.  


aOrtholog-matched and H versus NH-regulated transcript of barley with respective HarvEST unigene ID and bMatching wheat H 
versus NH-regulated ortholog transcript with corresponding Agilent Gene Expression Microarray probe ID sorted by their functional 
MapMan BIN name. c Based on best BLAST hit Rice Genome Annotation Project (Rice Pseudomolecules v5 database ) 
(Rustenholz et al., 2010). A detailed list of H versus NH-regulated ortholog-transcripts with signal intensities values, fold-change 
and statistical significance of both barley and wheat are included (CD9-H-versus-NH-regulated-othologs-MapMan-classification-
Figure-34.xlsx) in the accompanying CD.   
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III.4 Chapter two: Discussion  


Like any other stress response, the plant innate immune response to pathogen 


attack clearly involves a major reprogramming of the transcriptome often with several 


hundreds of up- and down-regulated transcripts (Wise et al., 2007; Zellerhoff et al., 


2010; Bischof et al., 2011). Several studies have addressed the transcriptional 


regulation of different barley and wheat genotype or cell types in response to PM 


attack (Caldo et al., 2004; Gjetting et al., 2004; Zierold et al., 2005; Bischof et al., 


2011). However, very little is known about the overall similarity of the transcriptional 


response of the related Triticeae cereals barley and wheat to attack by PM fungi. In 


compatible host interactions such as barley with Bgh and wheat with Bgt plants are 


unable to prevent development of the pathogens from completing their life cycle. On 


the other hand, in non-adapted interaction such as barley with Bgt and wheat/Bgh 


the plants are able to activate an array of defense response to arrest invasion and/or 


sporulation of the pathogen. Transcriptome analysis by microarrays provides an 


opportunity to study the expression of several thousands of genes in parallel thereby 


allowing to visualize global trends of the transcriptional response. In this study, a 


custom made barley and a commercial wheat Agilent Gene Expression Microarray 


was used to identify transcripts involved in the host- and nonhost-response, of barley 


cultivar, “Vada” and wheat cultivar, “Renan” to adapted and non-adapted formae 


specialis of B. graminis. By using the standard statistical criteria (p≤0.05 with 


Benjamini-Hochberg correction and FC≤2), a total of 5570 and 4811 transcripts were 


found to be differentially regulated in barley and wheat, respectively in response to 


adapted or non-adapted formae specialis of B. graminis.  


III.4.1 Onset of the transcriptional response in H and NH interactions 


The total number of up- and down-regulated transcripts at 6 and 12 h.a.i. in H and 


NH interactions of barley and wheat is shown in Figures 21 and 22. In both species, 


the observed more pronounced up-regulation of transcripts at 6 h.a.i. in the non-


adapted (Figure 25 and 26) compared to the adapted interaction may be due to more 


efficient perception of PAMPs from the non-adapted PM by surface-localized PRRs. 


During the early stage of infection small peptides, proteins, glycoprotein, sugars and 
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lipids are released from the Blumeria spores (Schweizer et al., 2000; Tucker et al., 


2001) and these molecules could be recognised as PAMPs triggering a rapid 


immune response. In A. thaliana for example, the early-stage perception of the 


PAMP “flagellin” and subsequent activation of several defense-related genes have 


been implicated in successfully arresting the growth of bacteria (Zipfel et al., 2004). 


In another study, the perception of a carbohydrate-related elicitor from Bgt has been 


shown to activate several defense-related genes in wheat and to confer resistance to 


subsequent pathogen challenge (Schweizer et al., 2000). Moreover, several studies 


have clearly demonstrated that plants with missing or defective PRR’s are more 


susceptible to adapted and non-adapted pathogens (Wan et al., 2008; Tintor et al., 


2013; Macho et al., 2014). Thus, rapid induction of transcripts at early time points 


was likely the result of early and efficient perception of PAMPs leading to a rapid 


initiation of defense responses that may arrest pathogens at pre-penetration or 


penetration stages.  


It is also likely that during the compatible and incompatible interactions an active 


repression of healthy-state pathways might be operational, because I observed also 


a rapid repression of transcripts at 6 and 12 h.a.i. especially in incompatible 


interactions (Figure 21 and 22). This might reflect reallocation of resources for the 


defense response and might involve transcripts of housekeeping and developmental 


functions which were already shown to be repressed during PM interactions 


(Eichmann et al., 2006b). The relatively weak transcriptional response at 6 h.a.i. in 


the compatible interactions (Figure 21a and c) suggests either an active suppression 


of PTI by pathogen-derived defense-suppressor molecules (effectors), or a weaker 


perception of PAMPs from the adapted PM fungi by barley and wheat, thus 


highlighting a successful co-evolution of Bgh and Bgt with their corresponding hosts 


to avoid detection of PAMPs. Suppression of PTI and avoidance of detection are 


essential strategies of successful pathogenesis (Jones et al., 2006) especially for 


biotrophic pathogens.  
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III.4.2 Peak of the transcriptional response in the H and NH interactions of 


barley and wheat  


In both H versus C and NH versus C-interactions, the maximal transcriptional 


response occurred at 24 h.a.i. in barley and wheat (Figure 21 and 22) as reported 


before (Caldo et al., 2004; Zierold et al., 2005; Metzner, 2012). At this time point, 


adapted B. graminis attempts to establish the first haustorium and contact with the 


invaginated host cell membrane (Ellingboe, 1972; Halterman et al., 2003; Caldo et 


al., 2004). This is probably brought about by strong secretion of effector proteins to 


establish the disease. Therefore, this time point is expected to show a major 


reprogramming of transcriptional response in both barley and wheat, at least during 


susceptible interactions (Halterman et al., 2003; Schulze-Lefert et al., 2003). In the 


NH interaction and also in resistant cells of the host interaction, transcripts regulated 


at this time point may also reflect “late papilla-based” and secondary events related 


to defense and HR-response to arrest disease establishment. This was also 


supported by observed higher percentage of -ESH+papilla-type and -ESH+HR-type 


responses at 24 h.a.i. in both barley and wheat (Figure 18). As mentioned earlier, 


this time point possibly includes transcripts that may support susceptibility by acting 


as negative regulators of defense responses. Especially those transcripts that are 


regulated both at the 24 h.a.i. and the 74 h.a.i. during host interactions (Figure 22 a 


and c) are potential effector targets for pathogen accommodation or suppression of 


immune response. In line with this, successfully penetrated single barley cells 


containing haustoria failed to accumulate defense related transcripts (Gjetting et al., 


2007) suggesting an active suppression of defense-related gene expression.  


III.4.3 Transient nature of the transcriptional response in non-adapted 


interactions of barley and wheat 


As shown in Figure 21, after a major reprogramming of the transcriptome at earlier 


time points, both species switched their transcriptional response to non-inoculated 


(resting) state in NH interactions reflecting an efficient arrest of the non-adapted PM 


fungi. The substantially reduced number of regulated transcripts at 74 h.a.i. in non-


adapted interactions of barley and wheat (Figure 21 C-D) probably reflects the 


termination of direct and indirect stress signals produced by the arrested fungi. In the 
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susceptible hosts, the pathogen-induced transcriptional response was not back to 


normal state as evident in Figure 25 and 26. This may reflect ongoing pathogen-


derived stress as well as successful manipulation of host targets by co-evolved 


effectors to support fungal accommodation and growth. This behavior was especially 


strong in the case of barley. Late-regulated transcripts might include potential 


susceptibility factors controlled by effectors (Bischof et al., 2011).  


III.4.4 Functional grouping of generally-PM and H versus NH-regulated 


transcripts by MapMan BIN assignment 


In order to derive biological sense from transcriptome data, regulated transcripts 


were functionally categorized using the MapMan tool (Thimm et al., 2004). For this, 


barley and wheat unigenes from the HarvEST EST database (http://harvest.ucr.edu/) 


and from the Wheat Gene Index of TIGR (http://compbio.dfci.harvard.edu/tgi/) with 


99-100% sequence similarity to the Agilent Gene Expression Microarray probe 


sequences were used for the MapMan binning system (Thimm et al., 2004). In order 


to determine significant over-or under-representation of transcripts among the 


functional groups, Fisher’s exact test was carried out. In the case of barley, 15 


functional groups were found to be either over-or underrepresented among regulated 


transcripts in comparison to the total number of detected transcripts on the array. In 


wheat, this number was found to be 12. Among these functional groups, generally 


PM-regulated as well as H versus NH-regulated transcripts in superbin “Secondary 


metabolism” and “Miscellaneous/PR response” were strongly over-represented in 


both species, suggesting that they play a prominent role in NHR. Superbins including 


“DNA,” “RNA,” “Protein,” “Transport,” and “Signalling,” was similarly over-or under-


represented both in barley and wheat. This suggests strongly conserved 


transcriptional responses that are related to the H or NH status in both species. 


Since the main objectives of this chapter was to identify H versus NH-regulated 


transcripts, the generally PM-regulated or species specifically-regulated transcripts 


will not be discussed in detailed further and emphasis will be put on H versus NH-


regulated barley and wheat transcripts in the following sections. 
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III.4.5 Barley-wheat ortholog relationship 


Orthologous genes or orthologs are those that have evolved from a last common 


ancestral gene by speciation and are generally believed to retain similar functions in 


different species (Sonnhammer et al., 2002; Koonin, 2005). The genetic divergence 


or speciation of barley and wheat occurred approximately 11.6 million years ago 


(Chalupska et al., 2008; Wicker et al., 2009a). Although studies have highlighted the 


genomes and gene content of these two related species, conservation of gene 


expression and function is still largely unexplored at a genome-wide scale (IBGS 


Consortium, 2012; Mascher et al., 2013; Middleton et al., 2013; Consortium, 2014). 


In this study, to gain insight into the expression patterns of orthologous transcripts 


and into evolutionarily conserved defense responses to a common biotrophic fungal 


disease, transcriptional patterns of orthologs were compared between barley and 


wheat.  


III.4.6 Functional grouping of PM-regulated orthologs of barley and wheat by 


MapMan BIN assignment 


The MapMan-based and over-or under-representation analysis of transcripts derived 


from ortholog match revealed that important functional groups were conserved in 


both barley and wheat. Analysis on the generally PM-regulated orthologous 


transcripts highlights similar patterns of over-and under-representation in twelve 


functional groups (Figure 32). The comparison of 162 H-versus NH-regulated 


orthologs corresponding to 124 and 148 significantly regulated non-redundant 


transcripts in barley and wheat, respectively, (Figure 33) showed that seven different 


functional categories were significantly over-and under-represented in either one or 


both species (Figure 33). Due to currently available, more robust genomic 


information and functional gene annotation in barley, further discussion of MapMan 


functional categories will be based on the 44K Agilent Gene Expression Microarray 


of barley.   
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III.4.7  Orthologs associated with phenylpropanoid and lignin biosynthetic 


pathways were co-regulated in PM-attacked barley and wheat   


A closer look into the over-represented superbin “Secondary metabolism” showed an 


enrichment of transcripts involved in biosynthesis of phenylpropanoids and lignin. 


Plant secondary metabolites are well known to be involved in defense mechanisms 


(Bennett et al., 1994; Bednarek, 2012). The phenylpropanoid pathway is important 


for plant defense because it provides intermediates for resistant-related metabolites 


like flavonoids, coumarins, and lignans (Vogt, 2010; Fraser et al., 2011). In the 


current analysis, orthologous transcripts of cinnamyl-alcohol dehydrogenase 5 


(U35_1183) and caffeoyl-CoA 3-O-methyltransferase (U35_14101), involved in key 


steps of  lignin-monomer biosynthesis (Guo et al., 2001; Trabucco et al., 2013), 


quinate O-hydroxycinnamoyltransferase (U35_1238) and 4-coumarate-CoA ligase 


(U35_5528), which are key enzymes in phenylpropanoid biosynthesis (Hamberger et 


al., 2004; Hoffmann et al., 2004), Anthranilate N-benzoyltransferase protein 1 


(U35_12995), which was predicted to be involved in phytoalexin synthesis (Caldo et 


al., 2004), were co-upregulated in both barley and wheat to PM-attack and the 


response to the non-adapted PM fungi was more rapid (Figure 34, Group-1). These 


up-regulated transcripts may play a role in chemically-based defenses (Hahlbrock et 


al., 2003). It is also well established that lignification is essential for the structural 


integrity of plant cell walls (Boerjan et al., 2003) and that lignins play a role in cell-


wall apposition-mediated defense against PM (Bhuiyan et al., 2009b).  


III.4.8 Orthologs involved in plant hormone signalling were co-regulated 


Basically all known plant hormones (salicylic acid, jasmonic acid, ethylene, 


brassinosteroids, abscisic acid, auxins, cytokinins and gibberellic acid) are key 


players in modulating plant immunity responses (Bari et al., 2009) and hence, 


various factors involved in the phytohormone signalling and biosynthesis are 


preferred effector target for manipulation (Kazan et al., 2014). In the current study, 


transcripts involved in the signaling and metabolism of the phytohormones auxin, 


cytokinin and gibberellic acid were highly co-induced in both barley and wheat. 


Transcripts of auxin responsive-family proteins with a cytochrome b561/ferric 


reductase transmembrane domain (U35_3502 and U35_3503) were highly co-
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induced in both species (Figure 34, Group-2). These factors were putatively believed 


to be involved in processes like glucuronoxylan metabolism and xylan biosynthetic 


processes. Xylan is a major structural component of the grass cell wall and known 


for its role in preventing pathogen invasion (Miedes et al., 2014). Another transcript 


(U35_21074), which is involved in cytokinin metabolism, was also highly co-induced 


and the induction was very rapid and more pronounced in interaction of barley or 


wheat with Bgt, suggesting that induction of this transcript appear to be determined 


by the pathogen, rather than by the host-versus nonhost status of barley or wheat. 


This transcript has high similarity to Arabidopsis AtCKX5 encoding for a cytokinin 


oxidase/dehydrogenase that is believed to catalyze the irreversible degradation of 


cytokinins (Schmulling et al., 2003). Cytokinin is known for its ability to mobilize 


nutrients towards sites of infection and to delay the senescence in plants infected by 


biotrophic fungi (Walters et al., 2006). Here, the higher induction of transcripts of 


CKX5-like possibly reflects cytokinin degradation to prevent infection by the 


biotrophic fungi. Transcripts of gibberellin 2-oxidase 1 (U35_19338), which is 


involved in deactivation of bioactive gibberellic acid, was also co-upregulated (Figure 


34, Group-2). The role of gibberellin 2-oxidase in a plant-pathogen interaction as a 


resistance factor was highlighted in a recent study on pepper (Lee et al., 2012). 


III.4.9 Stress-related antifungal transcripts were co-regulated  


Superbin “Stress” contained many antifungal pathogenesis-related (PR) proteins 


such as thaumatin-like protein (U35_27334), chitinases (U35_882, U35_15620, 


U35_17346), osmotin-like protein (U35_17916), germin-like protein (U35_147) and 


PR-proteins like basic secretory proteins (BSP) and PRB1-3 precursor proteins. 


Orthologs of theses were co-upregulated in both species (Figure 34,Group-3). The 


expression of various PR proteins in response to many pathogens has been well 


documented, and resistance-mediating properties of thaumatin-like, osmotin-like and 


germin-like proteins against various fungal diseases were shown in crops like wheat 


and barley (Vigers et al., 1992; Xing et al., 2008; Himmelbach et al., 2010; Wang et 


al., 2010). Apart from a resistance-related role, the expression strength of PR-


proteins can also reflects the severity of the disease progression in terms of a read-


out of stress intensity. This appears to be also true in the current study, as the 


strength of the transcript induction was lower at 74 h.a.i. in the case of non-adapted 
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compared to the adapted pathogens. In the presence of the adapted pathogen the 


expression was very high indicating the disease progression and the plant’s efforts to 


restrict the infection.  


III.4.10 Orthologs involved in signal perception were co-regulated  


Perception of PAMPs and effectors triggers the plant’s innate immunity response, 


and the perception of PAMPs is mediated by membrane-localized pattern-


recognition receptors belonging to the family of receptor-like kinases (Zipfel, 2008). 


In the current study, a ATP binding-serine/threonine kinase (U35_21203) and a 


homolog of a key leucine-rich repeat (LRR) receptor kinase SERK1 (Somatic 


Embryogenesis Receptor-Like Kinase1; U35_15508) were co-induced in early time 


points (6 and 12 h.a.i.) with expression strength decreasing over time (Figure 34, 


Group-5). Another interesting class of receptor like kinases (RLKs) with N-terminal 


lectin- or cysteine-rich domains (also called DUF 26; for Domain of Unknown 


Function 26) (U35_11938, U35_35192, U35_10485 U35_5850, U35_4393) and a 


wall associated kinase (U35_1701) are also highly co-induced (Figure 34, Group-5). 


With few exceptions, nothing is currently known about the biological function of the 


encoded RLK proteins in barley and wheat. In barley, a susceptibility-related DUF26-


domain RLK and a LRR/malectin-domain containing RLK were reported to regulate 


basal resistance to adapted and non-adapted PM, respectively (Rayapuram et al., 


2012; Douchkov et al., 2014). 


III.4.11 Orthologs involved in post-translational modifications were co-


regulated  


Protein modification and degradation is a highly coordinated process involving many 


components. In this study, transcripts encoding calcineurin B-like protein (Cbl)-


interacting protein kinases (U35_16744, U35_6174) which are involved in signal 


transduction and phosphorylation, were co-regulated (Figure 34, Group-4). A 


cytoplasmic lectin protein kinase-family protein (U35_27087, U35_1701) involved in 


phosphorylation, recognition of pollen and carbohydrate binding was also co-


regulated. Proteins involved in proteolytic and proteasomal degradation of substrates 


like subtilase (U35_9651), aspartate protease (U35_4670) and RING-type E3 ligases 
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(U35_49430, U35_12880) were co-regulated, too. Interestingly, co-regulated 


transcripts of CBL-interacting kinase (U35_16744, U35_6174) and RING-type E3 


ligases (U35_49430, U35_12880) were highly co-down-regulated in both barley and 


wheat (Figure 34, Group-4) suggesting that these proteins might act as susceptibility 


factors.  


III.4.12 Orthologs involved in transport of metabolites were co-regulated  


The transcripts of U35_17577 with high similarity to a protein of high affinity hexose-


specific/H+ symporter MSS1 in Arabidopsis, a lysine-and histidine-specific 


transporter (U35_12723), Ammonium transmembrane transporter (U35_10619), 


phosphate transmembrane transporter (U35_420), and ATP binding cassette (ABC)-


transporters plus multidrug resistance-related transcripts (U35_23308, U35_42222, 


U35_8212, U35_45844, U35_18302) were highly co-upregulated (Figure 34, Group-


6) in both species upon PM attack. Of the latter, U35_45844 and U35_18302 encode 


for pleiotropic drug resistance (PDR)-type, putative ABC transporters with very high 


sequence similarly to the well know Arabidopsis PEN3/PDR8 gene. In Arabidopsis, 


studies have demonstrated the involvement of this PDR-type ABC transporter in 


NHR to PM and other pathogens (Stukkens et al., 2005; Kobae et al., 2006; Stein et 


al., 2006). Another study also highlights the involvement of an ABC transporter 


(Lr34) in wheat that is conferring broad-spectrum resistance against PM and rust 


(Krattinger et al., 2009). These findings indicate that evolutionarily conserved 


defense pathways are similarly co-expressed across monocot and dicot species.  


Transcripts of 2-nitropropane dioxygenase (U35_2095), UDP-glucosyl-and 


glucoronyl transferases (U35_41631, U35_12395, U35_8135, U35_16985, 


U35_17121, U35_20658), glutathione-S-transferases (U35_3138, U35_1533, 


U35_6939, U35_23184), peroxidases (U35_31961, U35_14158, U35_13827), lipid 


transfer family proteins (LTP) (U35_19168, U35_19167) and GDSL-motif lipase 


(U35_7207) were also co-upregulated (Figure 34, Group-7). These transcripts 


belongs to generally stress-related mutigene families, and an involvement of genes 


like peroxidases in basal defense responses of grasses has been shown before 


(Johrde et al., 2008; Schweizer, 2008). Further, an important role of UDP-
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glucosyltransferase in NHR of Arabidopsis to Asian soybean rust was shown 


recently (Langenbach et al., 2013).  


Apart from members of the significantly over-represented MapMan superbins, 


orthologs of a bZIP (basic leucine zipper) type transcription factors (TF) 


(U35_17422) with high similarity to Arabidopsis bZIP60 were strongly up-regulated in 


both barley and wheat. Although up-regulated in both species, the level of this 


transcript was very high at 24 h.a.i. in the barley-Bgh H-interaction but surprisingly, in 


the wheat-Bgh NH-interaction the maximum activity was seen at 6 h.a.i. (Figure 34, 


Group-8). Faster expression of this TF in the non-adapted wheat-Bgh compared 


adapted barley-Bgh interaction might indicate that the transcriptional activation of 


this regulator was blocked by an early active effector from the Bgh  to prevent 


downstream gene activation in barley. In the case of wheat-Bgh, the blockage might 


be absent because of the missing co-evolved effector target. In Arabidopsis, bZIP60 


TF has been shown to regulate a stress response in the endoplasmic reticulum 


(Iwata et al., 2005). Another TF was co-down-regulated  and corresponds to a  zinc 


finger (C2H2 type) protein (U35_19121) with yet unknown function (Figure 34, 


Group-8). Another interesting,  co-upregulated transcript (U35_6000) encodes an 


exocyst subunit EXO70-family protein, which is believed to be involved in processes 


like golgi organization and vesicle transport (Pecenkova et al., 2011; Dormann et al., 


2014).  


III.4.13 Conservation of co-expression patterns among orthologous transcripts  


Ortholog-based comparison of expression patterns across different time points in 


response to adapted and non-adapted PMs revealed a high degree of similarity 


(Figure 31a-b) in barley and wheat. Further, analysis of transcriptional trends 


suggested composite patterns of transcript response to PM attack and also 


highlighted the presence of several transcripts with conserved parallel and anti-


parallel mode of transcript regulation in both species (Figure 34). This expression 


pattern might also emphasize the likely presence of conserved effector target “hubs” 


in both species. In addition, the results supports the existence of an evolutionarily-


conserved core set of defense-related genes in barley and wheat, and also other 


plant species (Humphry et al., 2010). This evolutionarily conserved core set probably 
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has gained quantitative differences in expression between H and NH depending on 


the presence or absence of the corresponding adapted pathogen.  


In summary, the data presented here suggest that many PM-induced, defense-


related genes are co-expressed in both barley and wheat and that this co-regulation 


does not only concern to the general biotic-stress response but also the NHR-related 


response. The MapMan-based over- or under-representation analysis of transcripts 


derived from ortholog matching revealed a similar type of defense response to the 


PM-attack in both species. Most of these transcripts exhibited higher levels of 


induction at the early stage in nonhost-interaction compared to host-interactions. 


Functional categories of identified NHR-related orthologs of barley and wheat by 


MapMan evidently fall into similar functional groups involved in PAMP reception, 


transcriptional and hormonal regulation of NHR and in execution of defense 


reactions including secondary metabolite biosynthesis.  This highlights not only the 


multi-layer nature of NHR but also points at a conserved defense response across 


both Triticeae species. To conclude, based on global transcriptome analysis in 


combination with ortholog-matching approach, this study had revealed several 


common plant and/or pathogen-specific transcripts with a potential role in NHR 


against PM attack in barley and wheat. Functional relevance of the core set of 


ortholog-matched candidate genes will be investigated in barley and wheat against 


non-adapted PM fungi which might result in the discovery of novel candidates for 


NHR in Triticeae species.  
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III.5 Summary 


NHR is of significant interest for modern plant breeding and sustainable crop 


production. Regardless of its biological and economic importance, the molecular 


mechanism of NHR is still not well elucidated. Here, in order to identify non-host 


associated genes, a genome-wide expression profiling was performed in barley and 


wheat using Agilent Gene Expression Microarray 44K arrays. Transcriptome profiling 


of peeled epidermal tissue comparing compatible host and incompatible non-


adapted, nonhost PM interactions resulted in identification of candidate genes 


potentially involved in NHR. Based on the analysis, 5570 and 4811 differentially 


regulated transcripts were found to be generally-PM responsive in barley and wheat, 


respectively. Among these, 1684 and 818 transcripts were found to be differentially 


regulated between host (H) and non-host (NH) interactions in barley and wheat, 


respectively. Detailed analysis on the individual time points in H versus NH-regulated 


transcripts suggests a more rapid response of barley and wheat to the corresponding 


NH pathogen. The identified differentially-regulated transcripts were mapped into 


various metabolic and signalling pathways using the MapMan tool. The MapMan 


analysis indicated similar patterns of over- and under-represented functional 


categories of transcripts in both barley and wheat.  


Furthermore, based on sequence similarity and comparison of gene expression data, 


several co-regulated orthologs were also identified between barley and wheat. 


Expression analysis of H versus NH-regulated orthologs revealed a strong co-


regulation of transcript expression in these two plant species. This suggests a strong 


genetic conservation in the expression of defense-related components in relation to 


PM infection. In addition, MapMan analysis on the ortholog-matched list also 


highlights a very similar representation of functional categories of transcripts 


suggesting that these groups of co-regulated orthologs may represent a core 


defense program for resistance against PM in both species. Put together, results of 


this analysis suggest that responses of barley and wheat to non-adapted PM are 


characterized by a quantitative regulation of functionally related components. 
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IV. Zusammenfassung 
  


Nichtwirtsresistenz (engl. non-host resistance, NHR) vermittelt einen dauerhaften 


Schutz der Pflanzen gegen die überwiegende Mehrzahl potenzieller 


Krankheitserreger (Pathogene). Trotz ihrer biologischen Bedeutung und ihres 


ökonomischen Potenzials sind die molekularen Mechanismen der NHR noch nicht 


ausreichend erforscht. Diese Dissertation hat zum Ziel anhand zweier 


unterschiedlicher Ansätze einerseits die Rolle eines vorher entdeckten 


Kandidatengens für quantitative Wirtsresistenz (engl. quantitative host resistance, 


QR) in der Gerste gegen den Gerstenmehltaupilz Blumeria graminis f.sp. hordei 


(Bgh)  detailliert zu untersuchen (Kapitel 1), und neue Kandidatengene der NHR in 


der Gerste und im Weizen gegen nicht-adaptierte Mehltaupilze zu entdecken 


(Kapitel 2). 


 


In Kapitel 1 wir die biologische und zelluläre Funktion eines zuvor identifizierten, 


partiellen Genduplikat des HvPUB15-Gens (engl. barley plant U-box 15) kodierend 


für eine E3 Ligase, HvARM1 (engl. barley Armadillo 1), detailliert untersucht. Die 


Sequenzanalyse von HvARM1 in vier Triticeae-Arten weist auf eine monophyletische 


Herkunft und konservierende Selektion hin. Funktionale Charakterisierung des 


HvARM1 Gens anhand von transient-induzierter Geninaktivierung (engl. transient- 


induced gene silencing, TIGS) und von stabiler RNA-Interferenz (RNAi) transgener 


Pflanzen zeigte verstärkte Anfälligkeit der Gerste gegen Bgh. Protein-Protein 


Interaktionsstudien im Hefe-Zwei-Hybrid-System und in planta ergaben, dass 


HvPUB15 und HvARM1 mit den Plastidenproteinen HvToxABP1 (engl. barley toxin A 


binding protein 1) und HvClpS1 (engl. barley Clp-protease adapter S1) interagieren. 


TIGS und transiente Überexpression von HvToxABP1 und HvClpS1 lassen 


vermuten, dass diese putativen Substratproteine der HvPUB15 E3 Ligase als 


Pflanzenanfälligkeitsfaktoren der Bgh-Interaktion fungieren. Die Ergebnisse deuten 


auf eine Rolle des partiellen HvPUB15-Duplikats HvARM1 als negativer Regulator 


oder Antagonist von HvPUB15 hin, wobei letzteres ebenfalls eine Rolle in der 


Unterstützung der Mehltauinfektion spielen dürfte, indem es die konstante 


Erneuerung (engl. turn-over) des anfälligkeitsbezogenen Faktors HvToxABP1 


bewirkt. 
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Das zweite Kapitel befasst sich mit der Identifikation von Kandidatengenen der 


Gerste und des Weizens für NHR. Für dieses Ziel wurde eine umfassende 


Transkriptomanalyse mit Hilfe von Microarrays durchgeführt. In beiden Getreidearten 


wurden reziprok-kompatible Wirt- und -nichtkompatible Nichtwirt-


Mehltauinteraktionen mit Bgh und dem Weizenmehltaupilz B. graminis f.sp. tritici 


(Bgt) verglichen. Dies führte zu der Identifizierung von 1684 Transkripten der Gerste 


und  818 Transkripten des Weizens, die zwischen Wirt- und Nichtwirt-Interaktionen 


signifikant unterschiedlich reguliert waren. Die Analyse einzelner Zeitpunkte in Wirt- 


und Nichtwirt-Interaktionen ließen jeweils eine schnellere Reaktion beider 


Getreidearten bei einem Angriff durch nichtadaptierte Mehltaupilze vermuten. Daten 


Gen-Ortholog-zugeordneter, regulierter Transkripte zeigten eine Anzahl ko-


regulierter Orthologe. Eine auf der MapMan-Software basierende Analyse Ortholog-


zugeordneter Transkripte betonte eine sehr ähnliche, repräsentative Rolle gewisser 


funktioneller Kategorien von Transkripten in der Nichtwirtsreaktion. Dies führte zu 


der Hypothese, dass diese ko-regulierten funktionellen Gengruppen den Kern eines 


Abwehrprogramms für Mehltauresistenz in beiden Getreidearten darstellen könnten. 
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VI. Appendix: Supplemental tables and figures 
 


Supplemental Table S1: Annotation of HvARM1-interacting proteins. 


  


U35_ID PlexDB probe 
ID 


Description based on 
bex-db, Japan 


NIAS, 
Japan ID 


BlastX description, NCBI E-Value, 
NCBI 


U35_19
170 


  DNAj FLbaf6n23 DnaJ homolog subfamily C member 3 [Triticum 
urartu] 


3.00E-122 


U35_37
4 


Contig2155_at ToxA binding NIASHv100
5F13 


Chloroplast-localized Ptr ToxA-binding 
protein1[Triticum aestivum] 


4.00E-84 


U35_13
21 


Contig4031_x_at
??? 


Cadmium tolerant NIASHv302
4H04 


hypothetical protein TRIUR3_00244 [Triticum 
urartu] 


7.00E-13 


U35_23
261  


  microtubule associated 
complex 


NIASHv307
8K10  


putative dynein light chain type 1 family protein 
[Zea mays] 


5.00E-68 


U35_22
515  


Contig21245_at protein serine/threonine 
kinase activity 


NIASHv100
6F21 


protein kinase domain containing protein [Zea 
mays] 


5.00E-43 


U35_82
9 


HV_CEa0014I08
r2_s_at 


ATP-dependent Clp 
protease adaptor  


FLbaf7l02 ATP-dependent Clp protease adapter protein 
clpS [Aegilops tauschii] 


6.00E-95 
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Supplemental Table S2: PCR primers used in this study. 


Gene/Method/Construct 
 


Primer Sequence-5'-3' Tm  Primers  
used in(#) 


HvARM1 
TaqMan 


Forward 
Reverse 
Probe 


TCTCAGATGATAGTTATTGTTGTTG 
TAAACCCGAAGAATACACCA 
6FAM-TTGCTGTGTTTGTGACTGGTCG-BHQ1 


58 Figure: 6 


HvPUB15 
TaqMan 


Forward 
Reverse 
Probe 


CGGTTAAATTTGTTGACTGG 
AACCGACAAAATACACCATC 
6FAM-TGAGTGTGGGCGTTGGTTGT-BHQ1 


58 Figure: 6 


HvUBC2 
TaqMan 
 


Forward 
Reverse 
Probe 


ACTCCGAAGCAGCCAGAATG 
GATCAAGCACAGGGACACAAC 
Yakima yellow  
-AGAACAAGCGCGAGTACAACCGCAAGGTG-BHQ1 


58 Figure: 6 


pIPKTA30_HvARM1 Froward 
Reverse 


CTCTTTCCCGTGCATTTCC  
AGATCATACCTCAGAAACCAATGG 
 


61 
 


Figure: 10 


pIPKTA30_HvPUB15 Froward 
Reverse 


GGAATTGAAACGGTCCACC 
ACCTCCTTCGCCAGATCAA 
 


55 Figure: 10 


pGBKT7-HvARM1 
(bait) 


Froward 
Reverse 


GTCTTTAGCATATGCAAATGGCTCTGCTAG 
ACCATCGTCGACATCTCCTTCCCGA 
 


60 Figure: 11 


pGBKT7-HvPUB15 
(bait) 


Froward 
Reverse 


TGATCCTCATATGGAAGATTTCTC 
TGCTAACATCATCATCATAATCATC 
 


58 Figure: 11 


pEARLYGATE104-HvARM1 Forward 
reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTTCATGCAAATGGCTCTGCTAGCAAGGC 
ggggACCACTTTGTACAAGAAAGCTGGGTTTTATCCTCATCTCCTTCCCGAGTTCC 
 


58 Figure: 13 


pEARLYGATE104-
HvPUB15 
-ARM domain 


Forward 
reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTTCATGAAAAGCCTGAACAGAGCA 
ggggACCACTTTGTACAAGAAAGCTGGGTTCATCATCTCCTCGCCGAGTTCC 
 


58 Figure: 13 


pGWB418-HvToxABP1 Forward 
reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTTCATGGCGGCCATATCGTCG 
ggggACCACTTTGTACAAGAAAGCTGGGTATGCTTCAAGGGATAAGTGCTTC 


60 Figure: 13 
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pGWB418-HvClpS1 Forward 
reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTtcATGCTGCCAGGATGCTC 


ggggACCACTTTGTACAAGAAAGCTGGGTCTATATGGGATGATATGTGTAAA 
 


60 Figure: 13 


pQE30-HvARM1 Forward 
reverse 


CGGGATCCATGCAAATGGCTCTGCT 
GCTGCAGTCATCTCCTTCCCGAGTT 


60 Figure: 7 


pGEX4T1-HvPUB15 Forward 
reverse 


CGGGATCCATGGAAGATTTCTCACC 


AAGCGGCCGCTCATCTCCTCGCCGA 
 


60 Figure: 7 


U35_19170 (DNAj) 
 


Froward 
Reverse 


AACCAAGGAAGGAAGGAAGG 
CATTTGAATAGTCTTTCAGTGCTAGC 
 


58 Table: 1 


U35_374 (ToxABP1) Froward 
Reverse 


CTTCCAGAGATGGGGAAATAGA 
AAATTACAAAATACCAACTACTGCGA 
 


58 Table: 1 


U35_1321 (Cd.tol) 
 


Froward 
Reverse 


ATGGAGGCCAGTGAATTCCACC 
AGCAGCAGCAGAGCCAGTCG 
 


58 Table: 1 


U35_23261 (Mic.tub) 
 


Froward 
Reverse 


GAGGCCAGTGAATTCCACCCAAG 
ATTTGCGCTAAATCTACACTTG 
 


58 Table: 1 


U35_22515 (kinase) 
 


Froward 
Reverse 


ATGAAGGAGCTGCCAGCTAGCC 
ACTATGTACACCTGCTAAAAATG 
 


58 Table: 1 


U35_829 (Clp-S1) 
 


Froward 
Reverse 


ATGCTGCCAGGATGCTC 
TCAGCAGCCACCACTTGCAGG 
 


58 Table: 1 


U35_374 (ToxABP1) Froward 
Reverse 


TGCTCTAGAGACTCTCCCATGGCGG 
TGCTCTAGAGCGTTGAGTTAATGCTTC 
 


58 Table: 1 


U35_829 (Clp-S1) 
 


Froward 
Reverse 


TGCTCTAGAGCCTCCTCCCCGGCAGC 
GCTCTAGAGCTCAGCAGCCACCACTTGC 
 


55 Table: 1 


pIPKTA48-YFP-HvARM1 
(N-ter fusion) 


Froward 
Reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTTCATGCAAATGGCTCTGCTAGCAAGGC 
ggggACCACTTTGTACAAGAAAGCTGGGTTTTATCCTCATCTCCTTCCCGAGTTCC 
 


58 Figure: 8 
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pIPKTA49-YFP-HvPUB15 
(C-ter fusion) 


Froward 
Reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTATGGAAGATTTCTCACCGAGGGC 
ggggACCACTTTGTACAAGAAAGCTGGGTGTCTCCTCGCCGAGTTCCCGT 
 


58 Figure: 8 


pIPKTA49-YFP-
HvToxABP1(C-ter fusion) 


Froward 
Reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTTATGGCGGCCATATCGTCGC 
ggggACCACTTTGTACAAGAAAGCTGGGTGATGCTTCAAGGGATAAGTGCTT 
 


60 Figure: 12 


pIPKTA49-YFP-HvClp-S1 
(C-ter fusion) 


Froward 
Reverse 


ggggACAAGTTTGTACAAAAAAGCAGGCTATGCTGCCAGGATGCTC 
ggggACCACTTTGTACAAGAAAGCTGGGTGGCAGCCACCACTTGCAGGTT 
 


60 Figure: 12 


HptII Forward 
reverse 


AGCTGCGCCGATGGTTTCTACAA 
CATCGCCTCGCTCCAGTCAATG 


58 Figure: 3 


RNAi repeat I Forward 
reverse 


GGAGAGGACACGCTGAAATC 
AGGCAACTAGATAACCATTTTCA 


58 Figure: 3 


RNAi repeat II Forward 
reverse 


ATGAGCGAAACCCTATAAGAACCCTA 
GGATAGCCCTCATAGATAGAGTACTAACTAA 


58 Figure: 3 


35Spro Forward 
reverse 


GTGATTTCAGCGTGTCCTCT 
CAA CCA CGT CTT CAA AGC AA 


58 Figure: 3 


HvGAPDH Forward 
reverse 


CTAGCAGCCCTTCCACCTCTCCA 
CAATGCTAGCTGCACCACCAACTG 


58  
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Supplemental Table S3:  
Plasmid combinations tried 
for BiFC of HvARM1 and 
HvPUB15 interaction with 
HvToxABP1 and HvClpS1, 
respectively.  


1. Fusion Bait


Prey-HvToxABP1


N-terminal fusions C-terminal fusions


nYFP-HvToxABP1 cYFP-HvToxABP1 HvToxABP1-nYFP HvToxABP1-cYFP


N-terminal fusions nYFP-HvARM1


cYFP-HvARM1


C-terminal fusions HvARM1-nYFP


HvARM1-cYFP


N-terminal fusions nYFP-HvPUB15


cYFP-HvPUB15


C-terminal fusions HvPUB15-nYFP


HvPUB15- cYFP


N-terminal fusions nYFP-HvPUB15-ARM


cYFP-HvPUB15-ARM


C-terminal fusions HvPUB15-ARM-nYFP Figure: 13B


HvPUB15-ARM-cYFP


2. Fusion Bait


Prey-HvClpS1


N-terminal fusions C-terminal fusions


nYFP-HvClpS1 cYFP-HvClpS1 HvClpS1-nYFP HvClpS1-cYFP


N-terminal fusions nYFP-HvARM1


cYFP-HvARM1


C-terminal fusions HvARM1-nYFP


HvARM1-cYFP


N-terminal fusions nYFP-HvPUB15


cYFP-HvPUB15


C-terminal fusions HvPUB15-nYFP


HvPUB15-cYFP Figure: 13C


N-terminal fusions nYFP-HvPUB15-ARM


cYFP-HvPUB15-ARM


C-terminal fusions HvPUB15-ARM-nYFP


HvPUB15-ARM-cYFP


-Combinations includes same YFP fusion part, not tested


-Combinations not tested


-Combinations tested and did not produce BiFC


-Combinations with positive BiFC signal      
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Supplemental Figure 
S1: Plasmid vector map 
of a.) pIPK048 and b.) 
pIPK049.  


Both are transient vectors 
for expression of YFP-
tagged plant proteins. 
  


a 


b 
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Supplemental Figure S2: YFP fusion constructs for cellular localisation. 


a.) N-terminal fusion expression vector (pIPKTA48) with YFP  
b.) C-terminal fusion expression vector (pIPKTA49) with YFP. All the vectors contains 
the constitutive 35S CaMV promoter and 35S terminator. 
  


a.) N-terminal fusions b.) C-terminal fusions


HvARM1 YFP t35Sp35S


HvPUB15 YFP t35Sp35S


HvToxABP1 YFP t35Sp35S


HvClpS1 YFP t35Sp35S


HvARM1YFPp35S t35S


HvPUB15YFP t35Sp35S


HvToxABP1YFP t35Sp35S


HvClpS1YFP t35Sp35S
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Supplemental Figure S3: Transgenic analysis pipeline followed for screening 
HvARM1 RNAi barley plants. 


  


Regenerated RNAi plants (T0) 


Selection of silenced lines


Procedure followed for analysis of HvARM1-RNAi transgenic plants 


T1 seeds production


RNA extraction, RT-qPCR


Hygromycin assay


T1 seeds


1st leaf- Hygromycin-assay


2nd leaf- Disease rating by microcopy for Bgh and Bgt on 


detached leaves 


3 rd leaf  (5-8cm) DNA extraction, 


PCR to verify hpt and GOI  


Up to 20 seeds / transgenic event 


4 rd leaf- RNA extraction 


qRT-PCR to check silencing


Seed production and selection for further analysis in 


further generations (T2 and T3) 


Hygromycin assay


Detached leaf disease rating by microscopy


b.


a.
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Supplemental Figure S4: SI-FI software prediction. 


Prediction by si-Fi software of siRNA hits in target-transcript HvARM1 (U35_3071) 
and potential off-target HvPUB15 (U35_3072) by using the hairpin dsRNA region of 
the construct for stable RNAi lines as input sequence.  


 


Supplemental Figure S5: Phenotype of HvARM1-RNAi stable transgenic lines. 


Normal growth phenotype of HvARM1-RNAi stable transgenic lines in comparison to 
azygous control.  Scale= 60 cm 
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Supplemental Figure S6:  HvARM1-RNAi plants showed pervasive Bgh colony 
growth. 


Bgh colony areas in megapixel (MP) were quantified using the HyphArea software 
(Baum et al., 2011). * and  *** indicates significance at P < 0.05, and 0.0005 
respectively, according to t-test unpaired, two-tailed compared to azygous control.  
  


* *** * *
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Supplemental Figure S7: Susceptibility of HvARM1 RNAi lines to attack by the 
non-adapted wheat powdery mildew fungus Bgt. 


Detached second leaves of T3 RNAi transgenic barley plants were inoculated with 
Bgt and infection was assessed microscopically 72 h.a.i.. Data represents mean 
colonies/area of each biological experiments normalised to azygous control. n.a.-not 
analysed. 
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Supplemental Figure S8: Transcript regulation in Puccinia  hordei infected 
samples. 


Time course of HvARM1 (A), HvPUB15 (B), HvToxABP1 (C) and HvClpS1 (D) mRNA 
levels in barley leaves challenged with host (Puccinia  hordei) and nonhost (P. 
triticina ) rust pathogen. Profile plots are normalised signal intensity values (log2) 
from Agilent 44K oligunucleotide array and error bar represents SEM of 3 biological 
replications; *,**,*** indicates significance at P < 0.05, 0.001 and 0.0001 respectively, 
according to t-test unpaired, two-tailed compared to control. 


  


h.a.i.


h.a.i. h.a.i.


h.a.i.


A B


C D







165 


 


  


Supplemental Figure S9: Transcript regulation in Bgh and Bgt infected 
samples. 


Time course of HvToxABP1 (A), HvClpS1 (B), HvARM1 (C) and HvPUB15 (D) mRNA 
levels in barley epidermal peel challenged with host (Bgh) and nonhost (Bgt) powdery 
mildew pathogen. Profile plots are normalised signal intensity values (log2) from 
Agilent 44K oligunucleotide array and error bar represents SEM of 3 biological 
replications; *,** indicates significance at P < 0.05, 0.01 respectively according to t-
test unpaired, two-tailed comparing to control. 
  


A B


C D


h.a.i. h.a.i.


h.a.i. h.a.i.
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 Differentially 
expressed  


Total detected  Total 


Transcript 
associated with 


BIN  


7 (a) 328 (c) 335 (a+c) 


Transcript not 
associated with 


BIN  


2675 (b) 26145 (d) 28820 (b+d) 


Total 2682 (a+b) 26273 (c+d) 29155 


(a+b+c+d)  


 


 Supplemental Table S4: An example of Fisher's exact contingency table. 


An example of superbin photosynthesis was used from the Supplemental Table S5 of 
barley. Here, “a” is the number of differentially up-regulated transcript mapped to the 
superbin Photosynthesis and it is 7. “a+b” is the total number of up-regulated 
transcripts in the generally-PM regulated list and it is 2682 (see Section III.3.15). 
From “a+b”, b was calculated by subtracting “a”. “a+c” is the number of transcripts 
mapped to the superbin Photosynthesis from the total detected transcripts on the 
array and it is 335. The total detected transcripts on the array is “a+b+c+d” and it is 
29155 in case of barley. From “a+b+c+d”, “b+d” was calculated by subtracting “a+c”. 
From “b+d”, “d” was calculated. “c” was calculated from (a+c)-a. Values of “a”, “b”, “c” 
and “d” was used as input to calculate p-value by Fisher’s test.  
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Supplemental Table S5: Functional categorization of generally-PM and H versus NH-regulated transcripts of barley using 
MapMan tool.  


 
MapMan functional 
group 


Number of detected 
transcripts on the array


1
 


Number of up-regulated transcripts Number of down-regulated transcripts 


Up in gnrl-PM  Down in gnrl-PM Up in H vs. NH Down in H vs. NH 


 Count P-value
2 


Count
 


P-value
2
 Count P-value


2
 Count P-value


2
 


Photosynthesis 335 7 1.79E-07 26 0.1986 3 0.0724 2 0.0018 
Major CHO. Met  160 16 0.6810 19 0.4243 3 1 2 0.1825 
Minor CHO met 142 4 0.0051 18 0.2598 3 1 1 0.0959 
Glycolysis 81 0 0.0007 4 0.1884 0 0.2713 1 0.5273 
Fermentation 24 3 0.4805 4 0.2910 2 0.1164 1 0.5558 
Gluconeogenesis 15 0 0.3890 0 0.3894 0 1 0 1 
OPP 49 1 0.0854 3 0.4793 0 0.6348 0 0.4128 
TCA /org. acid  86 5 0.3510 4 0.1441 2 1 1 0.3738 
ETC / ATP syns. 133 6 0.0692 8 0.1464 5 0.2650 1 0.1380 
Cell wall 352 33 0.9260 89 7.05E-17 7 0.7282 23 0.0023 
Lipid metabolism 532 50 0.8796 79 0.0003 13 1 25 0.0858 
N-metabolism 43 7 0.1115 4 1 3 0.0881 1 1 
AA met 377 46 0.0483 32 0.3862 17 0.0170 6 0.0591 
S-assimilation 7 0 1 0 1 0 1 0 1 
Metal handling 67 4 0.5229 7 0.8373 3 0.2265 3 0.4891 
Sec.metabolism 393 74 3.35E-09 52 0.0332 30 5.23E-08 28 0.0001 
Hormone metabolism 459 64 0.0008 50 0.4785 33 4.76E-08 17 0.5995 
Co-factor and vitamin  83 5 0.4444 4 0.1408 2 1 1 0.5304 
Tetrapyrrole synthesis 71 2 0.0632 7 1 0 0.4239 1 0.7332 
Stress 947 154 3.22E-12 85 0.3476 57 6.39E-10 19 0.0207 
Redox 210 18 0.9044 19 0.8163 2 0.2549 1 0.0112 
Polyamine metabolism 25 3 0.4972 3 0.7326 3 0.0226 1 0.5706 
Nucleotide met 197 21 0.4579 9 0.0082 4 1 1 0.0247 
Xenobiotics 43 8 0.0558 4 1 3 0.0881 2 0.6542 
C1-metabolism 35 3 1 4 0.7740 3 0.0538 2 0.3250 
Misc/large enzyme  1465 302 8.43E-42 180 0.0031 128 1.10E-36 52 0.6011 
RNA 2783 106 1.62E-30 246 0.0333 53 0.0460 47 4.38E-08 
DNA 655 19 1.85E-10 56 0.2609 2 2.84E-05 14 0.0971 
Protein 4108 247 3.40E-16 295 1.46E-11 93 0.4148 52 1.01E-18 
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Supplemental Table S5: Functional categorization of generally-PM and H versus NH-regulated transcripts of barley using 
MapMan tool. 
Functional categorization was done by mapping transcripts into respective superbins and the number of transcripts assigned (counts) 
are presented as an overview. For the total number of up- and down-regulated transcripts in generally-PM and H versus NH-regulated 
lists see Section III.3.15 
1Total number of transcripts detected on barley array was 29155  
2Two-sided Fisher’s exact test P values were calculated to determine whether a MapMan BIN was statistically significantly over- or 
under-represented using a 2x2 contingency table. Met-Metabolism, OPP- Oxidative pentose phosphate pathway, ETC- Mitochondrial 
electron transport. None of the transcripts mapped to Superbin “Micro RNA,” “natural antisense etc,” and hence not shown.  
  


Signalling 1439 314 9.25E-49 117 0.0186 80 1.02E-11 39 0.1997 
Cell.organisation 891 54 0.0006 93 0.6086 9 0.0027 24 0.3417 
Development 551 38 0.0625 65 0.1497 13 1 20 0.6317 
Transport-related 1187 164 1.61E-07 123 0.6204 56 3.36E-06 33 0.3211 
Not assigned 11651 943 8.47E-12 1242 0.1458 352 1.63E-06 306 9.36E-09 
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 Supplemental Table S6: Functional categorization of generally-PM and H versus NH-regulated transcripts of wheat using 
MapMan tool. 


MapMan functional 
group 


Number of detected 
transcripts on the 


wheat array
1
 


Number of up-regulated transcripts Number of down-regulated transcripts 


Up in gnrl-PM  Down in gnrl-PM Up in H vs. NH Down in H vs. NH 


 Count P-value
2 


Count
 


P-value
2
 Count P-value


2
 Count P-value


2
 


Photosynthesis 173 3 0.0001 60 1.03E-20 0 0.1800 2 0.7732 
Major CHO. Met  102 4 0.081 16 0.03535 0 0.6494 0 0.4270 
Minor CHO met 93 6 0.4711 10 0.5848 1 1 0 0.4144 
Glycolysis 35 1 0.3668 1 0.3682 0 1 0 1 
Fermentation 21 2 0.7123 4 0.1165 1 0.2464 1 0.3065 
Gluconeogenesis 6 0 1 1 0.4344 0 1 0 1 
OPP 29 0 0.1062 4 0.3294 0 1 0 1 
TCA /org. acid  66 5 0.8314 5 0.8313  1 0 0.6322 
ETC / ATP syns. 127 4 0.0182 5 0.0428 0 0.4218 0 0.2864 
Cell wall 161 22 0.0508 46 1.03E-12 5 0.0657 5 0.2072 
Lipid metabolism 291 30 0.4093 35 0.0809 5 0.6006 0 0.0110 
N-metabolism 23 1 0.7170 1 0.7172 0 1 0 1 
AA met 228 38 0.0002 15 0.2450 2 0.7736 0 0.0366 
S-assimilation 12 0 0.6170 2 0.2976 0 1 0 1 
Metal handling 45 2 0.4319 4 1 0 1 0 1 
Sec.metabolism 185 39 4.14E-07 41 8.30E-08 6 0.0387 3 1 
Hormone metabolism 236 28 0.1354 27 0.2093 6 0.1394 3 0.8022 
Co-factor and vitamin  56 2 0.2365 2 0.2378 1 0.5300 0 1 
Tetrapyrrole syns. 42 1 0.1770 8 0.0512 0 1 0 1 
Stress 487 118 7.12E-24 43 0.9365 13 0.0161 2 0.0203 
Redox 173 21 0.1422 19 0.3531 0 0.1800 0 0.0797 
Polyamine met 8 1 0.5284 1 0.5323 0 1 0 1 
Nucleotide met 110 4 0.0449 7 0.4054 2 0.6606 3 0.4425 
Xenobiotics 13 2 0.3276 1 1 0 1 0 1 
C1-metabolism 30 1 0.5161 1 0.5174 0 1 0 1 
Misc/large enzyme  693 181 9.98E-41 86 0.0031 34 9.04E-11 11 0.8831 
RNA 1463 61 4.29E-13 97 0.0005 13 0.1583 7 1.91E-05 
DNA 250 12 0.0188 18 0.3748 2 0.7778 1 0.1380 
Protein 2404 147 5.71E-08 166 5.02E-05 16 0.0014 9 6.07E-10 
Signalling 701 138 9.46E-19 66 0.7391 19 0.0038 5 0.0377 
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Supplemental Table S6: Functional categorization of generally-PM and H versus NH-regulated transcripts of wheat using 
MapMan tool. 
Analysis was done as described in Supplemental Table S5. For the total number of up- and down-regulated transcripts see Section 
III.3.15 
1Total number of transcripts detected on the wheat array was 26684  
2Two-sided Fisher’s exact test P values as Supplemental Table S5 .   
 
  


Cell.organisation 524 38 0.1889 42 0.4423 2 0.0527 1 0.0019 
Development 290 24 0.7568 31 0.3536 6 0.2923 2 0.2517 
Transport-related 639 94 2.29E-06 54 0.6257 14 0.0771 1 0.0003 
Not assigned 16959 1399 2.06E-20 1448 2.00E-15 210 0.0399 122 7.65E-61 
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Supplemental Table S7: Functional categorization of ortholog matched generally-PM and H versus NH-regulated transcripts 
of barley and wheat using MapMan tool. 


MapMan functional group1 
 


Number of regulated orthologs 


Barley Wheat 
Gnrl-PM regulated H vs. NH regulated Gnrl-PM regulated H vs. NH regulated 


 Count P-value
2 


Count
 


P-value
2
 Count P-value


2
 Count P-value


2
 


Photosynthesis 6 0.1606 0 0.4092 4 0.1532 0 1 
Major CHO. Met  8 0.2551 0 1 7 0.3512 0 1 
Minor CHO met 5 0.8098 0 1 4 1 0 1 
Glycolysis 0 0.1168 0 1 0 0.4166 0 1 
Fermentation 2 0.1822 1 0.0972 5 0.0029 1 0.1102 
Gluconeogenesis 0 1 0 1 0 1 0 1 
OPP 1 1 0 1 0 0.4006 0 1 
TCA /org. acid  4 0.3634 2 0.0520 2 0.7724 0 1 
ETC / ATP syns. 0 0.0238 0 1 0 0.0030 0 1 
Cell wall 32 1.95E-07 1 1 31 5.29E-11 1 0.5926 
Lipid metabolism 28 0.0128 3 0.4962 22 0.0400 0 0.4158 
N-metabolism 2 0.6507 0 1 0 0.6266 0 1 
AA met 28 5.23E-05 2 0.6762 28 7.68E-06 2 0.3612 
S-assimilation 0 1 0 1 0 1 0 1 
Metal handling 0 0.2820 0 1 0 0.1720 0 1 
Sec.metabolism 32 2.19E-06 6 0.0068 31 1.93E-09 6 0.0005 
Hormone metabolism 26 0.0071 8 0.0007 19 0.0324 4 0.0427 
Co-factor and vitamin  4 0.3476 0 1 3 0.7543 0 1 
Tetrapyrrole syns. 3 0.5022 0 1 3 0.4600 0 1 
Stress 56 2.20E-05 10 0.0073 52 1.90E-07 5 0.1999 
Redox 12 0.0498 0 1 18 0.0023 0 1 
Polyamine met 2 0.1940 1 0.1011 0 1 0 1 
Nucleotide met 7 0.6881 0 1 0 0.0067 0 1 
Biodegradation of Xenobiotics 3 0.1628 0 1 1 0.4792 0 1 
C1-metabolism 0 0.6298 0 1 0 0.4014 0 1 
Misc/large enzyme  95 1.80E-10 24 1.16E-08 106 1.07E-25 18 6.23E-08 
RNA 42 2.82E-09 2 0.0006 40 2.78E-05 0 0.0004 
DNA 5 4.48E-05 0 0.1206 1 8.84E-05 0 0.6518 
Protein 100 0.0010 10 0.0523 73 3.02E-06 5 0.0134 
Signalling 86 6.64E-08 9 0.2122 71 7.86E-09 7 0.1152 
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Supplemental Table S7: Functional categorization of ortholog matched generally-PM and H versus NH-regulated transcripts 
of barley and wheat using MapMan tool.  
Analysis setting described in Supplemental Table S5 and S6 also applicable here, except transcripts were not classified as up- and 
down-regulated once. For the number of regulated transcripts see Section III.3.20 and III.3.21 
1 Number of detected transcripts mapped into the respective MapMan superbins (not shown here) are same as Supplemental Table S5 
and S6, respectively for barley and wheat array.  
2Two-sided Fisher’s exact test P values.   
 


Cell.organisation 31 0.7004 1 0.1903 20 0.3053 1 0.3767 
Development 20 0.5453 3 0.5099 17 0.4115 3 0.2180 
Transport-related 73 2.38E-07 10 0.0360 56 2.62E-05 9 0.0095 
Not assigned 251 1.918 E-18 35 0.0057 699 2.912 E-14 86 0.1441 
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